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Supplementary Material

Supplementary Figure S1 
Supplementary Figure S1. Proteins that varied in abundance between H34 and NZ98/254 under standard conditions 36°C, 5% CO2, 95% relative humidity. Brackets show numbers of proteins.
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Supplementary Tables
Supplementary Table S1. Identified proteins and analysis of variation between conditions. The Table summarizes combined results from the two technical replicates, with statistical analysis of protein differences at 30oC and 22% or 30% RH, compared to strain NZ98/254 at standard conditions at 36 oC and 95% RH. 


Columns P-AC are Log2 ratios. Cells highlighted in yellow indicate greater than 1.8-fold increase in abundance. Blue cells indicate abundance less than 0.2-fold. Green cells indicate a significance of greater than 95%. Lilac cells indicate a significance between 90% and 94.99% confidence. Empty ratio cells indicate that insufficient quantitation data was obtained for that protein. For multiplex labelling design see Supplementary Methods. 
The Tabs contain the underlying detail of individual results for the two experiments, with protein ratios based on comparison with either NZ98/254 (NZ98i) or H34 (H34i).

Supplementary Table S2. Proteins that varied between H34 and NZ98/254 at 36 oC and 95% RH. NZ98i are values for NZ98/254. Combined results from two experiments.


Supplementary Table S3. NZ98/254 proteins that varied at 30 oC and 22% or 30% RH compared to 36 oC and 95% RH (NZ98i). Combined results from two experiments.


Supplementary Table S4. H34 proteins that varied at 30 oC and 22% or 30% RH compared to H34 at 36 oC and 95% RH (H34i). Combined results from two experiments.


Supplementary Tables S1-S4 Footnotes 
1 = Gene name equivalent to serogroup B Neisseria meningitidis (NMB) as per BLAST search; 2 = The equivalent NMB protein name, which is MC58 unless otherwise stated and is the same protein name as original unless otherwise stated. The shared measure of identity of the equivalent NMB protein with the non-meningococcal protein is given in the ‘Gene Name NMB’ column using superscript letters. 
COG function codes: Information, storage and processing – J = Translation, ribosomal structure and biogenesis, K = Transcription, L = DNA replication, recombination and repair; Cellular processes – D = Cell division and chromosome partitioning, M = Cell envelope biogenesis, outer membrane, N = Cell motility and secretion, O = Posttranslational modification, protein turnover, chaperones, P = Inorganic ion transport and metabolism, T = signal transduction mechanisms; Metabolism – C = Energy production and conversion, E = Amino acid transport and metabolism, F = Nucleotide transport and metabolism, G = Carbohydrate transport and metabolism, H = Coenzyme transport and metabolism, I = Lipid metabolism; Q = Secondary metabolites biosynthesis, transport, and catabolism; Poorly characterised proteins – R = General function prediction only, S = Function Unknown, No Related COG = Protein does not match to any COG. 
Subcellular location codes: C = cytoplasm, CM = Cytoplasmic membrane, P = Periplasm, OM = Outer membrane, E = Extracellular, UM = Unknown due to multiple possible locations, U = Unknown

Supplementary Methods
Culture
Proteins were harvested from N. meningitidis strains grown on Columbia Blood Agar supplemented with 5% Sheep Blood (Fort Richard, Auckland, New Zealand) either in an incubator at 36°C, 5% CO2, 95% relative humidity (RH) or in environmental chamber at 30°C and 22% or 30% RH (Swain et al. 2017). All live meningococcal work was undertaken in the Invasive Pathogens and Meningococcal Vaccine Antibody Testing laboratories, ESR, Kenepuru, Wellington.

Proteomic strategy
Quantitative analysis of proteins was carried out using separation by strong cation-exchange (SCX) of tryptic digests labelled with iTRAQ regents followed by C-18 reverse phase liquid chromatography and MALDI-TOF/TOF mass spectrometry (LC-MS/MS).

All results are derived from single cultures for each of the strains and environmental conditions. The protocol required reduction, alkylation, tryptic digestion and labelling of each individual sample followed by pooling and SCX and LC-MS/MS of the pooled samples. Each culture was analysed in two separate experiments (Experiments 1 and 2) and in each experiment the pooled samples was analysed twice using the offline chromatography – mass spectrometry protocol.
 
Tryptic digestion of proteins and labelling of the peptides
Bacteria harvested in 1 mL phosphate buffered saline pH 7.4 (PBS) were washed three times with PBS with centrifugation for 3 min at 13,000 rpm. Washed pellets were re-suspended in NuPAGE LDS buffer (Thermo Fisher Scientific, Waltham, MA) with 20 mM dithiothreitol and protease inhibitor cocktail (Roche 046931590001, Sigma Aldrich, St. Louis, MO), then heat-killed for 1 h at 56°C.  Samples containing 400 µg protein were then precipitated using a Calbiochem ProteoExtract Protein Precipitation Kit (Merck, KgaA, Darmstadt, Germany) and resuspended in 50 µl Dissolution Buffer (iTRAQ Reagent Multiplex Buffer Kit, AB SCIEX #4390812, Framingham, MA). Aliquots containing 100 µg protein were reduced with dithiothreitol, alkylated with iodoacetamide, and digested with trypsin at a protein: trypsin ratio 50:1 for 16 h at 37 °C. Samples were then reacted with reagents from the 8plex amine modifying iTRAQ kit so that individual samples were labelled for 2 h at room temperature with either 113, 114, 115, 116, 117, 118, 119 or 121 isobaric mass tags. 

iTRAQ Labelling Design
iTRAQ analysis of differences in protein amount was carried out on NZ98/254 and H34 meningococcal strains grown either in an incubator at 36°C, 5% CO2, 95% RH, or in an environmental chamber at 30°C and 22% or 30% RH. The three conditions for each strain, plus two pooled controls, were assigned to one of the eight iTRAQ labels available for the experiment.   Pooled controls consisting of equal measures of the six samples were used as internal replicates to identify the level of intra-sample variation.  A comparison of the protein expression level differences between the two controls using a Volcano plot was used to determine the appropriate P-value threshold required to reduce the number of differential expression false positives.

The iTRAQ labelling design was: 
	
	iTRAQ Labels

	
	113
	114
	115
	116
	117
	118
	119
	121

	Sample
	NZ98/254 Standard conditions*
	H34    22% RH
	H34 30% RH
	NZ98/254 22% RH
	H34 Standard conditions*
	Pooled control 
	Pooled control
	NZ98/254 30% RH



*Standard conditions. Incubator 36°C, 5% CO2, 95% RH. All other cultures were at 30°C and 22% or 30% RH.

Separation and mass spectrometry of labelled peptides
The iTRAQ-labelled tryptic digests were pooled to provide composite samples, containing aliquots of each of the two strains and three culture conditions, for chromatographic fractionation by SCX on an AB SCIEX iCAT column, (#4326695) using elution at 50, 100, 150, 200, and 350 mM KCL. Peptides from the five SCX fractions were further separated using a Tempo LC MALDI spotting system (AB SCIEX) equipped with a 150 mm x 100 µm Monolithic Chromolith® CapRod® Reverse Phase C-18 endcapped column (Merck Millipore, Billerica, MA) using a 100 min gradient from 2-80% acetonitrile in 0.1% trifluoroacetic acid. Eluted peptides mixed 1:1 with a saturated CHCA (alpha-cyano-4-hydroxycinnamic acid) solution in 50% acetonitrile - 0.1% trifluoroacetic acid were spotted in triplicate directly onto Opti-TOF LC/MALDI 123 mm x 81 mm stainless steel plates (AB SCIEX). 

Identification of proteins
The peptide spectra were collected using an AB SCIEX 5800 MALDI TOF/TOF mass spectrometer as previously described (Dunne et al. 2015). The TOF/TOF files were analysed using ProteinPilot v4.0.0 software (AB SCIEX) (Seymour and Hunter, 2018) and searched against the NCBInr Neisseria database that contained 14 sequenced meningococcal genomes (Neisseria 249626 sequences, N. meningitidis 39,508 sequences, 9 November 2011). Each sample was analysed by LC-MS/MS twice and the resulting spectra were combined using the Paragon method in Protein Pilot. 

Search parameters were iTRAQ-8plex, cysteine carbamidomethylation as a fixed modification, methionine oxidation as a variable modification, maximum one missed trypsin cleavage, maximum 50 ppm and 0.05 Da mass tolerances for MS and MS/MS spectra respectively. Proteins were accepted as detected at confidence threshold ≥ 99% (Unused ProtScore ≥ 2.0) and false-discovery rate ≤1%. Proteins matching serogroup B N. meningitidis strains (preferably MC58 or NZ05/33, otherwise H44/76) were substituted into the results tables even if the best match was to another strain. BLASTp searches were carried out for proteins that did not have meningococcal equivalent to obtain the MC58 or other equivalent.   Identified proteins were classified into functional groups using COGnitor (www.ncbi.nlm.nih.gov/COG) based on Clusters of Orthologous Groups (COGs). PSORTb v 3.0 (www.psort.org/psortb/) was used to predict subcellular locations of proteins. 

The results of two separate analyses (Experiments 1 and 2) were combined (total 403 protein entries) and refined using Batch Entrez (https://www.ncbi.nlm.nih.gov/sites/batchentrez) to produce a composite protein list. Removal of 76 duplicates based on Gi number resulted in a list of 325 “unique identifications” that included some further duplicates based on inspection of protein names. Manual removal of the name duplicates resulted in a final list of 246 proteins.

Quantitative analysis
Quantitative analysis of variation was carried out using proprietary software in ProteinPilot that computes p-values based on average ratios from the iTRAQ mass signals calculated for each protein at each of the experimental conditions.  Cut-offs were calculated using iTRAQ technical replicates with 45 or 90 µg protein (n=4 each) from NZ98/254 grown at 36°C, 5% CO2, 95% RH. Amounts of individual proteins were significantly different (p ≤0.05) for variation ≥ 80% (≤ 0.2 or ≥ 1.8-fold). Comparisons of differences in abundance of individual proteins between samples are reported as log2 ratios. 
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												Supplementary Table S3

		Protein N		Unused Prot Score		Total Prot Score		% Cov		GI Accession #		Gene name or locus number		Protein Name [Species & Strain]		Gene name NMB1		NMB Equivalent GI Accession #		NMB Equivalent Protein Name2		COG		Sub-cellular Location		Peptides (95%)		log H34 22% RH :NZ98i 114:113		log H34 30% RH :NZ98i 115:113		log NZ98 22% RH :NZ98i 116:113		log H34i: NZ98i 117:113		log Control 2 :NZ98i 118:113		log Control 1 :NZ98i 119:113		log NZ98 30% RH :NZ98i 121:113		P-Value H34 22% RH :NZ98i 114:113		P-Value H34 30% RH :NZ98i 115:113		P-Value NZ98 22% RH :NZ98i 116:113		P-Value H34i: NZ98i 117:113		P-Value Control 2:NZ98i 118:113		P-Value Control 1 :NZ98i 119:113		P-Value NZ98 30% RH :NZ98i 121:113				count 22% up		count 22% down		E1, 2 dup				22 and 30 % same

		1		75.46		75.46		69.3		7225341		tufB		Translation elongation factor Tu [Neisseria meningitidis MC58]		tufB						JE		C		52		-0.064		-0.036		-0.048		-0.024		-0.032		-0.04		-0.012		0.15		0.765		0.881		0.524		0.539		0.509		0.571

		2		53.68		53.68		88.8		516522		porB		Class 3 outer membrane porin [Neisseria meningitidis]		…......................................................................................................................................................................................................................................................................................................................................................................................................................................................................................................................................................................................................................;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;;,,,,,,,,,,,,,,,,,,						M		OM		41		-0.944		-1.076		0.572		-0.996		-0.136		-0.08		0.464		0.002		0		0.042		0.001		0.997		0.41		0.047				1								1

		3		45.44		46.21		67.5		281336477		porA		Class 1 outer membrane protein [Neisseria meningitidis]		porA						M		OM		34		-0.86		-0.988		0.312		-0.64		-0.248		-0.5		0.64		0.15		0.067		0.039		0.045		0.043		0.042		0.035				1								1

		5		41.76		42.68		42.1		7225356		fusA		Elongation factor G (EF-G) [Neisseria meningitidis MC58]		fusA						J		C		23		-0.036		-0.008		-0.032		-0.048		-0.024		-0.024		-0.012		0.309		0.33		0.569		0.665		0.613		0.387		0.185

		6		41.37		41.37		58.9		7225862		fbpA		Iron(III) ABC transporter, periplasmic binding protein [Neisseria meningitidis MC58]		fbpA						H		P		20		-0.152		-0.232		-0.176		0.236		-0.128		-0.088		-0.184		0.584		0.588		0.867		0.219		0.697		0.74		0.609

		7		39.01		39.02		53.3		254672968		groEL		60 kDa Chaperonin [Neisseria meningitidis alpha275]		groEL						O		C		18		0.444		0.492		0.068		0.22		0.064		-0.66		0.172		0.032		0.032		0.138		0.078		0.144		0.041		0.088

		8		36.41		46.58		73.9		270728847		porB		Class 3 outer membrane protein [Neisseria meningitidis]		porB						M		OM		37		0.176		0.196		0		0.148		0.104		0.08		0.012		0		0		0.289		0		0		0		0.195

		10		34.56		35.63		48.4		325140474		rpsA		30S Ribosomal protein S1 [Neisseria meningitidis CU385]		rpsA						J		C		17		0.052		0.064		0.008		0.056		0.024		0.036		0.036		0.024		0.008		0.061		0.005		0.08		0.04		0.009

		12		28.2		28.2		68.2		325206223		NMBM04240196_1215		Antioxidant, AhpC/TSA family/glutaredoxin [Neisseria meningitidis M04-240196]		NMB0946a		15676839		Peroxiredoxin 2 family protein/gluta-redoxin		O		U		18		-0.828		-0.732		-0.48		-0.024		-0.508		-0.524		-0.264		0.005		0.355		0.557		0.527		0.029		0.004		0.133

		14		25.98		25.98		29.2		325204336		aceE		Pyruvate dehydrogenase, homodimeric type [Neisseria meningitidis M01-240355]		aceE						C		C		16		-0.064		-0.104		-0.176		-0.048		-0.092		-0.2		-0.26		0.33		0.559		0.399		0.739		0.282		0.755		0.441

		15		25.89		26.01		34.9		161869564		NMCC_0579		Phosphate acyltransferase [Neisseria meningitidis 053442]		NMB0631e		15676533				C		C		14		-0.052		0.004		-0.032		0.068		0.012		-0.004		0.004		0.935		0.346		0.535		0.028		0.079		0.389		0.159

		16		25.46		25.46		43.4		7225772		adhP		Alcohol dehydrogenase, propanol-preferring [Neisseria meningitidis MC58]		adhP						R		C		14		-0.344		-0.336		-0.092		0.136		0.328		0.248		-0.392		0.059		0.837		0.471		0.228		0.241		0.654		0.01

		17		24.97		25.23		44.2		325206596		dnaK		Chaperone protein DnaK [Neisseria meningitidis M04-240196]		dnaK						O		C		14		-0.004		1.944		-0.004		-0.004		1.944		-0.004		-0.004		1		0.021		1		1		0.021		1		1

		18		24.67		24.67		57.3		4379295				Unnamed protein product [Neisseria meningitidis]		opr						M		OM		19		1.996		1.996		1.996		1.996		1.996		1.996		1.996		0.001		0.002		1		0.001		0.005		0.024		0.044

		19		24.61		25.99		44.9		7226554		tig		Trigger factor [Neisseria meningitidis MC58]		tig						O		C		13		0.2		0.144		-0.028		0.416		-0.02		-0.176		-0.012		0.14		0.183		0.313		0.043		0.357		0.532		0.287

		20		24.36		25.39		67.8		7225366		rpsC		30S Ribosomal protein S3 [Neisseria meningitidis MC58]		rpsC						J		C		12		0.056		0		0.048		-0.044		0.004		0.024		0.088		0.088		0.719		0.173		0.776		0.684		0.187		0.169

		21		24.29		24.43		57		60392859		rmpM		Outer membrane protein class 4 - Precursor [Neisseria meningitidis Z2491]		rmpM						M		OM		20		-0.248		-0.24		0.384		-0.196		0.16		0.088		0.544		0.517		0.607		0.284		0.525		0.382		0.384		0.207

		22		23.97		24.07		63.4		7225377		rpsE		30s Ribosomal protein S5 [Neisseria meningitidis MC58]		rpsE						J		C		12		0.008		-0.064		-0.048		0.04		-0.064		0.048		-0.044		0.678		0.604		0.919		0.33		0.63		0.182		0.557

		23		23.58		24.97		62.5		349611049		HMPREF1028_02338		50S Ribosomal protein L2 [Neisseria sp. GT4A_CT1]		rplBa		15676072				J		C		13		0.092		-0.048		0.176		-0.172		0.072		-0.2		0.112		0.669		0.851		0.422		0.78		0.402		0.101		0.638

		24		23.39		23.72		49.4		81707226		cysK		Cysteine synthase; AltName: Full=O-acetylserine (thiol)-lyase; AltName: Full=O-acetylserine sulfhydrylase [Neisseria meningitidis MC58]		cysK						E		C		14		-0.476		-0.348		-0.724		0.188		-0.404		-0.32		-0.48		0.004		0.083		0		0.113		0.016		0.095		0.016						1		x ok

		25		23.16		23.76		48.9		254804089		tsf		Elongation factor EF-Ts [Neisseria meningitidis alpha14]		tsf						J		C		13		-0.068		-0.108		-0.112		0.06		-0.112		-0.152		0.032		0.629		0.642		0.65		0.344		0.5		0.501		0.394

		26		22.65		22.74		28		325207524		pilQ		Type IV pilus secretin PilQ [Neisseria meningitidis NZ-05/33]		pilQ						N		OM		12		0.148		0.208		0.248		0.104		0.028		-0.076		0.224		0.301		0.362		0.172		0.472		0.545		0.206		0.26

		27		21.47		22.75		52.9		294668293		NEIELOOT_00206		Hypothetical protein NEIELOOT_00206 [Neisseria elongata subsp. glycolytica ATCC 29315]		rplLa		15676059		50S Ribosomal protein L7/L12		J		C		11		-0.532		-0.02		-0.124		-0.424		-0.332		0.032		0.004		0.099		0.949		0.98		0.08		0.257		0.596		0.248

		28		20.57		20.99		48.5		325138633		NMBES14902_0722		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis ES14902]		NMB1567a		15677418		Macrophage infectivity potentiator		O		OM		11

		29		19.73		19.73		68.9		325207179		rplD		Ribosomal protein L4 [Neisseria meningitidis NZ-05/33]		rplD						J		C		11		0.372		0.092		0.088		-0.276		0.26		0.152		0.54		0.126		0.303		0.281		0.922		0.269		0.362		0.122

		30		19.64		19.64		54.2		7225360		rplC		50S Ribosomal protein L3 [Neisseria meningitidis MC58]		rplC						J		C		12		0.364		-0.032		0.012		0.052		0.188		0.352		0.176		0.2		0.512		0.581		0.576		0.438		0.14		0.323

		31		19.01		19.16		59.7		7225385		rpsD		30S Ribosomal protein S4 [Neisseria meningitidis MC58]		rpsD						J		C		9		0.028		-0.004		0.008		0.004		0.004		0.016		0.052		0.16		0.39		0.386		0.278		0.328		0.347		0.081

		32		18.55		19.53		24.9		304388140		ppsA		Phosphoenolpyruvate synthase [Neisseria meningitidis ATCC 13091]		ppsA						G		C		9		-0.528		-0.336		-0.42		-0.048		-0.532		-0.624		0.052		0.177		0.105		0.125		0.409		0.062		0.033		0.195

		33		18.46		18.49		40.5		325207146		NMBNZ0533_0109		LysM domain protein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_0109						S		U		11		-0.244		-0.08		0.008		-0.008		-0.368		-0.532		0.148		0.833		0.569		0.649		0.908		0.756		0.71		0.397

		34		18.31		19.13		27.8		325208300		aceF		Pyruvate dehydrogenase complex, E2 component, dihydrolipoamide acetyltransferase [Neisseria meningitidis NZ-05/33]		aceF						C		C		9		-0.016		-0.044		-0.252		0.008		-0.148		0.036		0.136		0.764		0.83		0.748		0.628		0.942		0.597		0.582

		35		17.97		18		71.3		81783913		rplM		50S Ribosomal protein L13 [Neisseria meningitidis Z2491]		rplM						J		C		9		0.904		0.62		0.584		0.66		0.404		0.624		0.644		0.025		0.068		0.068		0.061		0.089		0.036		0.064

		36		17.36		17.57		40.5		7226200		sucD		Succinyl-CoA synthetase, alpha subunit [Neisseria meningitidis MC58]		sucD						C		C		12		-0.004		-0.012		0.024		0.056		0.04		0.02		0.084		0.375		0.422		0.128		0.202		0.174		0.228		0.054

		37		17.07		17.62		35.9		81857552		atpD		ATP synthase subunit beta; AltName: ATP synthase F1 sector subunit beta; AltName: F-ATPase subunit beta [Neisseria meningitidis MC58]		atpD						C		C		11		0.016		0.056		-0.004		0.028		0.028		0.036		0.092		0.218		0.107		0.194		0.162		0.238		0.121		0.148

		38		16.94		17.39		26.4		161870216		lpdA		Dihydrolipoamide dehydrogenase (E3 component of pyruvate and 2-oxoglutarate dehydrogenase complexes) [Neisseria meningitidis 053442]		lpdA						C		C		8		0.876		0.312		0.148		0.408		0.396		0.28		0.68		0.117		0.091		0.262		0.1		0.195		0.36		0.217

		39		16.9		17.99		16.9		317165365		rpoB		DNA-directed RNA polymerase subunit beta [Neisseria gonorrhoeae TCDC-NG08107]		rpoBa		15676060				K		C		8		0.224		0.116		-0.152		0.064		0.02		0.068		0.36		0.093		0.342		0.441		0.142		0.196		0.222		0.067

		40		16.35		17.67		33		325200556		NMBH4476_1426		Polyribonucleotide nucleotidyltransferase [Neisseria meningitidis H44/76]		pnpa		15676656		Polynucleotide phosphorylase		F		C		8		-0.016		0.028		0.04		-0.072		-0.04		0.036		0.076		0.713		0.379		0.211		0.879		0.529		0.291		0.127

		41		16.21		16.31		51.1		71153153		rplY		50S Ribosomal protein L25; AltName: General stress protein CTC [Neisseria meningitidis Z2491]		rplY						J		C		10		-0.168		-0.076		0.16		-0.812		0.332		0.108		0.244		0.677		0.448		0.677		0.033		0.408		0.529		0.554

		42		15.74		16.82		32.4		325135737		maeB		Malate dehydrogenase [Neisseria meningitidis M0579]		maeB						C		C		8		-0.584		-0.508		-0.4		-0.112		-0.492		-0.1		-0.236		0.1		0.129		0.077		0.488		0.191		0.486		0.236

		43		15.27		15.48		75.6		7225355		rpsG		30S Ribosomal protein S7 [Neisseria meningitidis MC58]		rpsG						J		C		7		0.008		-0.028		-0.016		0		-0.024		-0.004		0.004		0.354		0.882		0.514		0.573		1		0.841		0.273

		44		14.94		15.47		75.2		7225819		rplS		50S Ribosomal protein L19 [Neisseria meningitidis MC58]		rplS						J		C		8		0.116		0.056		0.136		0.004		0.04		0.028		0.108		0.102		0.223		0.121		0.47		0.244		0.295		0.123

		45		14.56		15.65		22		313668612		metE		5-Methyltetrahydropteroyltriglutamate--homocysteinemethyltransferase [Neisseria lactamica ST-640]		metEa		385853366		H44/76		E		C		7		-0.168		-0.208		0.244		0.072		0.032		-0.06		0.092		0.923		0.517		0.415		0.436		0.797		0.504		0.329

		46		13.92		14.16		60.2		7225358		rpsJ		30S Ribosomal protein S10 [Neisseria meningitidis MC58]		rpsJ						J		C		7		-1.916		-1.916		-1.916		-1.264		-1.916		-1.916		-0.1		0.057		0.057		0.057		0.084		0.057		0.057		0.668

		47		13.89		16.51		26.4		7226295		glyA		Serine hydroxymethyltransferase [Neisseria meningitidis MC58]		glyA						E		C		8		0.376		0.384		0.888		0.164		0.8		0.732		0.464		0.367		0.418		0.177		0.741		0.178		0.204		0.225

		48		13.35		13.8		30.2		325207990		sucB		Dihydrolipoyllysine-residue succinyltransferase, E2 component of oxoglutarate dehydrogenase succinyl-transferring complex [Neisseria meningitidis NZ-05/33]		sucB						C		C		8		-0.32		-0.42		-0.12		0.16		-0.296		-0.16		0.168		0.075		0.184		0.286		0.714		0.729		0.324		0.903

		49		13.15		13.15		64.1		7225364		rpsS		30S Ribosomal protein S19 [Neisseria meningitidis MC58]		rpsS						J		C		7		0.3		-0.736		-0.028		0.296		0.156		-0.44		0.208		0.441		0.103		0.69		0.351		0.515		0.85		0.56

		50		12.88		13.22		80.9		81783919		rpsO		30S Ribosomal protein S15 [Neisseria meningitidis Z2491]		rpsO						J		C		6		0.484		0.4		0.584		0.404		0.184		0.244		0.58		0.404		0.448		0.464		0.89		0.818		0.67		0.379

		51		12.69		12.85		36.8		254672897		ilvC		Ketol-acid reductoisomerase [Neisseria meningitidis alpha275]		ilvC						EH		C		6		-0.08		-0.072		-0.108		-0.032		-0.1		-0.088		-0.036		0.995		0.746		0.644		0.499		0.017		0.827		0.718

		52		12.64		13.51		27.1		325208247		eno		Phosphopyruvate hydratase [Neisseria meningitidis NZ-05/33]		eno						G		C		6		-0.068		-0.08		-0.428		-0.06		-0.392		0.036		0.02		0.604		0.71		0.108		0.874		0.289		0.585		0.866

		53		12.49		14.02		29.4		7225689		potD-1		Spermidine/putrescine ABC transporter, periplasmic spermidine/putrescine-binding protein [Neisseria meningitidis MC58]		potD-1						E		P		6		-0.8		-0.812		-0.016		-0.984		-0.688		-0.48		0.344		0.047		0.062		0.663		0.023		0.082		0.933		0.315

		54		12.37		13.03		39		7227050		NMB1796		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1796						Hypothetical R		C		6		-0.228		-1.004		0.096		0.256		-0.288		-0.268		-0.012		0.204		0.077		0.839		0.193		0.266		0.407		0.68

		55		12.22		12.25		56.9		7225354		rpsL		30S Ribosomal protein S12 [Neisseria meningitidis MC58]		rpsL						J		C		9		0.176		0.26		0.196		-0.212		0.18		-0.052		0.436		0.372		0.347		0.371		0.746		0.383		0.567		0.464

		56		12.1		12.3		48.6		7226708		NMB1468		Hypothetical protein NMB1468 [Neisseria meningitidis MC58]		NMB1468						Hypothetical No related COG		P		6		0.712		0.928		0.828		1.112		0.96		0.836		0.548		0.091		0.014		0.033		0.008		0.005		0.091		0.017				1								1

		57		11.86		11.94		76.2		7225365		rplV		50S Ribosomal protein L22 [Neisseria meningitidis MC58]		rplV						J		C		5		0.364		-0.18		0.32		-0.016		0.336		-0.08		0.2		0.276		0.294		0.862		0.527		0.296		0.461		0.337

		58		11.86		11.86		33.3		325208471		azu		Azurin [Neisseria meningitidis NZ-05/33]		azu						C		OM		6		-0.296		0.28		0.472		0.048		-0.136		-0.296		0.544		0.84		0.555		0.342		0.448		0.076		0.038		0.323

		59		11.48		11.57		50		81707269		rplU		50S Ribosomal protein L21 [Neisseria meningitidis MC58]		rplU						J		C		6		-0.364		-0.332		0.044		0.192		0.052		-0.212		-0.708		0.073		0.246		0.243		0.361		0.314		0.091		0.001

		60		11.36		11.36		55.6		325208428		NMBNZ0533_1464		Putative lipoprotein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_1464						Putative No related COG		U		6		-0.616		-0.276		0.276		-0.408		0.14		0.112		0.896		0.17		0.391		0.035		0.249		0.966		0.988		0.046				1								1

		61		11.27		12.66		55.2		325207369		groS		Chaperonin GroS [Neisseria meningitidis NZ-05/33]		groS						O		C		7		-0.156		0.096		-0.568		0.424		-0.164		0.204		-0.484		0.329		0.617		0.717		0.596		0.89		0.899		0.901

		62		11.02		11.15		91.6		7225371		rplX		50S Ribosomal protein L24 [Neisseria meningitidis MC58]		rplX						J		C		5		-0.024		0.396		0.504		0.672		0.072		-0.604		0.82		0.624		0.945		0.955		0.378		0.375		0.187		0.389

		63		11.01		11.86		26.2		313668098		ackA1		Acetate kinase [Neisseria lactamica ST-640]		ackA2e		15677371				C		C		5		-0.728		-0.68		-0.268		-0.212		-0.42		-0.536		-0.52		0.023		0.091		0.069		0.377		0.075		0.155		0.081

		64		10.99		12.08		24.6		325200709		gutB		(R,R)-Butanediol dehydrogenase [Neisseria meningitidis H44/76]		gutB						ER		C		7		-0.756		-0.464		-0.444		0.604		-0.472		0.192		-0.208		0.919		0.814		0.979		0.17		0.422		0.462		0.637

		65		10.95		10.97		60.3		7225367		rplP		50S Ribosomal protein L16 [Neisseria meningitidis MC58]		rplP						J		C		6		0.06		-0.048		-0.02		-0.028		-0.064		-0.016		-0.048		0.534		0.617		0.466		0.434		0.533		0.652		0.266

		66		10.8		11.02		39.6		81785150		rplF		50S Ribosomal protein L6 [Neisseria meningitidis MC58]		rplF						J		C		7		0.316		0.216		0.324		0.312		0.408		0.3		0.12		0.91		0.764		0.563		0.652		0.45		0.899		0.479

		67		10.6		11.15		17.2		325207989		sucA		Oxoglutarate dehydrogenase, E1 component [Neisseria meningitidis NZ-05/33]		sucA						C		C		6		0.816		0.544		0.404		0.792		-0.124		0.456		0.76		0.302		0.321		0.227		0.284		0.019		0.315		0.22

		68		10.59		12.73		48.1		309379172		NLY_09300		50S Ribosomal protein L1 [Neisseria lactamica Y92-1009]		rplAa		15676056				J		C		5		-0.152		-0.292		-0.268		-0.108		-0.3		-0.048		-0.072		0.525		0.951		0.956		0.556		0.987		0.642		0.576

		69		10.56		11.62		66.9		7227318		rpsI		30S Ribosomal protein S9 [Neisseria meningitidis MC58]		rpsI						J		C		5		-0.02		-0.804		-0.088		-0.276		-0.156		-0.392		0.16		0.512		0.018		0.12		0.017		0.224		0.184		0.46

		70		10.54		11.07		36.2		325128657		NMXN1568_0567		Amino acid ABC transporter, periplasmic amino acid-binding protein [Neisseria meningitidis N1568]		hisJ3a		254805377		Histidine transport system substrate-binding protein [Neisseria meningitidis alpha14]		E		P		6		0.984		0.716		0.872		0.756		1.052		0.42		0.976		0.101		0.168		0.097		0.129		0.09		0.235		0.067

		71		10.41		10.42		54.8		325208946		NMBNZ0533_2030		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_2030						Hypothetical No related COG		U		6		-0.808		-0.292		-0.9		-0.164		-0.12		-0.096		-0.056		0.008		0.044		0.014		0.512		0.696		0.049		0.055						1

		72		10.36		10.45		30.3		7228848		gna1946		Outer membrane lipoprotein GNA1946 [Neisseria meningitidis]		gna1946						R		OM		5		0.028		0.264		0.04		0.9		0.28		0.54		0.364		0.779		0.38		0.751		0.098		0.497		0.234		0.472

		73		10.33		11.53		24.7		325198189		NMBG2136_0928		Dihydrolipoyl dehydrogenase [Neisseria meningitidis G2136]		lpdA1a		15676850		Dihydrolipo-amide dehydrogenase		C		C		8		0.028		0.032		0.26		0.068		0.668		0.136		0.752		0.266		0.389		0.256		0.341		0.211		0.349		0.222

		75		9.87		10		80.3		7226563		rpsR		30S Ribosomal protein S18 [Neisseria meningitidis MC58]		rpsR						J		C		4		0.024		0.264		-0.172		-0.116		-0.08		0.432		0.384		0.601		0.388		0.669		0.742		0.664		0.264		0.265

		76		9.81		9.93		53.7		349610161		HMPREF1028_01494		30S Ribosomal protein S6 [Neisseria sp. GT4A_CT1]		rpsFe		15677189				J		C		6		0.252		0.304		0.08		0.268		-0.068		0.14		-0.76		0.849		0.605		0.434		0.741		0.545		0.392		0.442

		77		9.22		10.24		19.2		254805327		acnB		Aconitate hydratase 2 [Neisseria meningitidis alpha14]		acnB						C		C		4		-0.628		-0.816		0.336		0.388		-0.64		-0.172		0.384		0.982		0.851		0.591		0.521		0.153		0.835		0.362

		79		8.98		9		60.7		59801191		NGO0777		DNA-binding protein Hu [Neisseria gonorrhoeae FA 1090]		hupBa		15677102		DNA-binding protein HU-beta 		L		C		4		-0.036		-0.132		0.4		1.036		-0.044		-0.032		0.996		0.866		0.032		0.795		0.43		0.024		0.74		0.441

		80		8.96		9		32.6		7225386		rpoA		DNA-directed RNA polymerase, alpha subunit [Neisseria meningitidis MC58]		rpoA						K		C		5		0.36		0.468		-0.268		0.472		0.532		0.148		0.5		0.471		0.378		0.447		0.224		0.311		0.326		0.326

		81		8.51		8.71		48.5		7225374		rpsH		30S Ribosomal protein S8 [Neisseria meningitidis MC58]		rpsH						J		C		4		0.696		0.492		0.912		0.572		-0.02		0.34		0.572		0.239		0.22		0.146		0.334		0.664		0.365		0.372

		82		8.46		9.46		56.6		81785148		rplQ		50S Ribosomal protein L17 [Neisseria meningitidis MC58]		rplQ						J		C		4		-0.056		-0.532		-0.032		-0.352		-0.272		-0.268		-0.064		0.42		0.085		0.504		0.809		0.208		0.728		0.487

		83		8.33		8.52		21		313668607		sdhA		Succinate dehydrogenase flavoprotein subunit [Neisseria lactamica ST-640]		sdhAa		15676843				C		CM		5		-0.884		-0.708		-0.156		-0.048		-0.18		-0.416		0.072		0.267		0.881		0.434		0.515		0.738		0.769		0.347

		84		8.28		8.77		18.6		1785912		glnA		Glutamine synthetase [Neisseria meningitidis]		glnA						E		C		4		0.04		-0.068		-0.56		0.04		-0.028		-0.072		-0.156		0.052		0.616		0.778		0.438		0.654		0.509		0.028

		85		8.27		8.78		15.1		254672160		NMW_0377		Ribonuclease E [Neisseria meningitidis alpha275]		rnee		15676123		Ribonuclease E		J		C		4		0.812		1.088		0.832		0.936		0.144		0.824		0.728		0.225		0.095		0.149		0.169		0.005		0.219		0.221

		87		7.89		8		33.4		7226831		hisB		Imidazoleglycerol-phosphate dehydratase [Neisseria meningitidis MC58]		hisB						E		C		3		0.756		0.836		0.56		0.532		0.8		0.36		0.796		0.191		0.129		0.133		0.173		0.232		0.331		0.142

		88		7.8		9.04		46.4		349609296		HMPREF1028_00671		Hypothetical protein HMPREF1028_00671 [Neisseria sp. GT4A_CT1]		NMB0787e		15676685		Amino acid ABC transporter substrate-binding protein		E		P		6		0.824		0.816		0.932		0.904		0.752		0.652		0.956		0.104		0.167		0.064		0.104		0.126		0.165		0.093

		89		7.64		7.83		28.4		7225825		NMB0595		DNA-binding response regulator [Neisseria meningitidis MC58]		NMB0595						TK		C		4		-0.476		-0.24		0.016		0.076		-0.22		0.004		0.032		0.341		0.329		0.675		0.978		0.282		0.581		0.486

		90		7.5		7.68		61.5		81783922		rplN		50S Ribosomal protein L14 [Neisseria meningitidis Z2491]		rplN						J		C		4		0.396		0.22		-0.088		-0.124		0.116		0.016		0.3		0.082		0.216		0.346		0.474		0.256		0.488		0.155

		91		7.44		7.51		31.3		241760423		rplK		50S Ribosomal protein L11 [Neisseria flavescens SK114]		rplKa		15676055				J		C		4		-0.204		-0.044		-0.08		0.352		0.304		0.348		0.312		0.26		0.473		0.531		0.826		0.927		0.848		0.515

		92		7.3		7.66		61.4		7225373		rpsN		30S Ribosomal protein S14 [Neisseria meningitidis MC58]		rpsN						J		C		4		0.572		0.156		0.584		0.232		0.196		0.156		0.368		0.844		0.613		0.293		0.575		0.555		0.677		0.845

		93		7.25		8.43		47.9		81785149		rplO		50S Ribosomal protein L15 [Neisseria meningitidis MC58]		rplO						J		C		4		0.596		0.264		-0.24		-0.58		0.204		-0.156		0.612		0.393		0.596		0.277		0.373		0.449		0.558		0.38

		94		6.83		9.45		52.7		7225384		rpsK		30S Ribosomal protein S11 [Neisseria meningitidis MC58]		rpsK						J		C		4		0.272		0.132		-0.104		0.164		0.16		0.332		0.52		0.105		0.137		0.47		0.232		0.165		0.089		0.063

		95		6.83		7.51		22.2		639482		pilG		PilG [Neisseria meningitidis]		pilG						N		CM		5		-0.604		-0.176		-0.76		0.448		0.06		-0.016		0.688		0.102		0.127		0.077		0.886		0.891		0.885		0.381

		96		6.68		6.93		18.7		317165045		dapD		2,3,4,5-Tetrahydropyridine-2,6-carboxylate N-succinyltransferase [Neisseria gonorrhoeae TCDC-NG08107]		dapDf		15676250				E		C		3		0.056		0.06		0.072		0.06		0.044		0.052		0.068		0.052		0.1		0.057		0.104		0.347		0.101		0.124

		97		6.54		20.74		48.9		254669632		opa1		Putative lipoprotein [Neisseria meningitidis alpha153]		opa1						M		OM		14		0.916		0.804		-0.164		0.908		-0.052		0.868		-0.02		0.001		0.001		0.935		0.001		0.038		0.001		0.935

		99		6.25		6.27		25.7		325140643		NMBCU385_0690		Universal stress protein family [Neisseria meningitidis CU385]		NMBCU385_0690						T		U		3		-0.992		-0.468		-0.124		0.132		-0.624		-0.2		-0.72		0.007		0.129		0.101		0.054		0.082		0.293		0.058

		100		6.23		6.33		40.2		5825526		nspA		Surface protein A [Neisseria meningitidis]		nspA						M		OM		3		-0.724		-1.208		-0.324		-0.624		-0.316		-0.2		0.092		0.046		0.023		0.207		0.038		0.226		0.436		0.616

		101		6.22		6.3		18.1		7225651		ftsZ		Cell division protein FtsZ [Neisseria meningitidis MC58]		ftsZ						D		C		3		0.156		-0.392		0.4		0.32		0.472		-0.296		0.38		0.358		0.015		0.245		0.358		0.242		0.136		0.225

		102		6.08		6.3		18.9		7227062		pilM		PilM protein [Neisseria meningitidis MC58]		pilM						N		UM		3		0.484		-0.316		0.284		-0.216		0.144		0.684		-0.184		0.554		0.952		0.641		0.8		0.557		0.475		0.06

		103		6		39.29		51.1		89276863		porA		Outer membrane protein class 1 [Neisseria meningitidis]		porA						M		OM		30		0.964		0.976		-0.004		0.976		0.976		1.944		-0.004		0.021		0.019		1		0.02		0.02		0.02		1

		104		6		6.32		11.9		59801427		NGO1056		Hypothetical protein NGO1056 [Neisseria gonorrhoeae FA 1090]		nlpDg		15677336		Lipoprotein NlpD 		Hypothetical M		UM		3		1.996		1.996		1.996		1.996		1.996		1.996		1.996		1		0.019		0.02		0.019		1		1		0.019				1				x ok				1

		105		6		6		39.3		261392690		NMV_1429		Hypothetical protein NMV_1429 [Neisseria meningitidis 8013]		NMV_1429						Hypothetical No related COG		U		3		-0.076		-0.128		1.388		-0.504		0.552		-0.504		1.08		0.581		0.581		0.002		0.581		0.003		0.581		0.002				1				xok				1

		106		5.73		8.78		16.4		284795635		NEISUBOT_05594		DNA-directed RNA polymerase, beta' subunit [Neisseria subflava NJ9703]		rpoCa		15676061				J		C		3		0.272		-0.024		0.384		0.704		-0.04		0.18		0.404		0.547		0.489		0.434		0.266		0.378		0.469		0.431

		107		5.56		10.93		27.6		296840902		NEIPOLOT_00644		Putrescine ABC transporter, periplasmic putrescine-binding protein [Neisseria polysaccharea ATCC 43768]		potD-3e		15677444		Spermidine/ putrescine ABC transporter substrate-binding protein		E		UM		4		0.368		0.436		0.648		-0.828		0.592		0.58		0.728		0.264		0.537		0.424		0.036		0.41		0.342		0.384

		108		5.47		5.47		37.3		7226073		NMB0838		Cold-shock domain family protein [Neisseria meningitidis MC58]		NMB0838						K		C		3		-0.208		0.376		-0.92		-0.116		0.308		-0.084		0.468		0.288		0.043		0.043		0.049		0.042		0.045		0.04						1

		109		5.29		5.47		11.00%		7226965		gdhA		Glutamate dehydrogenase, NADP-specific [Neisseria meningitidis MC58]		gdhA						E		UM		3		0.584		0.172		-0.732		-0.608		0.024		-0.652		-0.08		0.004		0.008		0.105		0.107		0.008		0.03		0.008

		110		5.27		5.42		21		7228909		gna1220		Membrane protein GNA1220 [Neisseria meningitidis]		gna1220						O		OM		2		0.676		0.8		0.984		1.156		0.78		0.992		1.144		0.009		0.003		0.003		0.002		0.333		0.003		0.002				1								1

		111		5.04		5.15		71.4		294668529		NEIELOOT_00441		30S Ribosomal protein S21 [Neisseria elongata subsp. glycolytica ATCC 29315]		rpsUa		15677780				J		C		3		0.68		-0.224		-0.08		0.556		0.128		-0.384		0.208		0.496		0.23		0.284		0.93		0.371		0.359		0.907

		112		4.94		5.35		35.2		340363613		tig2		Trigger factor [Neisseria macacae ATCC 33926]		rpsTh		15676374		30S Ribosomal protein S20 		J		C		2		-0.064		-0.116		-0.148		-0.028		-0.04		-0.024		-0.22		0.541		0.086		0.116		0.57		0.408		0.758		0.07

		113		4.65		4.91		26.7		439888				Pilin [Neisseria gonorrhoeae]		pilEi		15675966		Pilin PilE		N		E		2		1.148		1.016		-0.232		0.936		0.96		0.836		-0.476		0.94		0.815		0.224		0.816		0.691		0.692		0.175

		114		4.54		4.54		55.7		81707281		rpmD		50S Ribosomal protein L30 [Neisseria meningitidis MC58]		rpmD						J		C		2		0.016		0.364		0.348		-0.356		0.008		-0.192		0.352		0.795		0.182		0.356		0.071		0.799		0.071		0.12

		115		4.49		5.01		39.9		316985712		frr		Ribosome recycling factor [Neisseria meningitidis H44/76]		frr						J		C		2		-0.208		-0.212		0.136		-0.028		-0.324		-0.244		-0.172		0.054		0.45		0.366		0.167		0.055		0.057		0.082

		116		4.46		4.47		42.10%		6692578		hemO		HemO [Neisseria meningitidis]		hemO						P		U		3		-0.084		0.584		-0.584		0.492		-1.332		0.588		-0.076		0.6		0.004		0.149		0.005		0.067		0.005		0.009

		117		4.29		5.31		19.5		319410631		NMAA_1095		Putative ATP-dependent RNA helicase [Neisseria meningitidis WUE 2594]		NMB1368a		15677233		ATP-dependent RNA helicase 		LKJ		C		2		0.436		0.44		0.388		0.172		0.244		0.464		-0.456		0.019		0.019		0.019		0.02		0.018		0.018		0.021				1

		119		4.28		4.73		10.7		7227359		yojH		Malate:quinone oxidoreductase [Neisseria meningitidis MC58]		yojH						R		C		2		-0.736		-0.716		-0.264		-0.136		-0.352		-0.392		-0.352		0.405		0.083		0.293		0.412		0.101		0.093		0.109

		120		4.27		4.44		30.9		293399526		NGNG_01511		Hfq [Neisseria gonorrhoeae F62]		hfqj		15676646		Host factor-I 		R		C		2		0.352		0.384		0.524		0.488		0.552		0.56		0.56		0.956		0.836		0.623		0.754		0.666		0.468		0.526

		121		4.26		4.59		36.8		269214264		NEILACOT_03181		50S Ribosomal protein L23 [Neisseria lactamica ATCC 23970]		rplWe		15676071		50S Ribosomal protein L23 		J		C		2		0.276		0.168		0.372		0.204		0.012		-0.476		0.256		0.037		0.723		0.033		0.085		0.629		0.009		0.062				1				ok

		123		4.24		6.77		24%		7225389		minD		Septum site-determining protein MinD [Neisseria meningitidis MC58]		minD						D		C		3		-0.092		0.78		0.592		-0.928		1.088		0.968		1.192		0.476		0.041		0.046		0.071		0.037		0.039		0.037				1								1

		124		4.24		6.52		10.3		7226435		typA		GTP-binding protein TypA [Neisseria meningitidis MC58]		typA						N		CM		3		1.94		-0.004		1.908		-0.004		-0.004		-0.004		1.812		0.018		1		0.019		1		1		1		0.02				1								1

		126		4.19		4.19		75		7226326		NMB1088		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1088						S		U		3		-0.984		-0.14		-0.004		-0.004		0.928		0.908		-0.004		0.064		0.355		0.055		0.052		0.036		0.04		0.055

		127		4.17		5.58		10.6		59802119		NGO1801		Hypothetical protein NGO1801 [Neisseria gonorrhoeae FA 1090]		omp85a		15676109		Outer membrane protein OMP85 		M		OM		2		0.044		0.184		0.212		0.152		0.112		0.196		0.324		0.019		0.019		0.02		0.02		0.022		0.019		0.017								x ok

		128		4.17		4.5		24.3		325208336		iscS		Cysteine desulfurase IscS [Neisseria meningitidis NZ-05/33]		iscS						E		C		2		0.62		0.08		0.688		1.24		-0.004		0.62		1.216		0.001		0.376		0.038		0.001		0.053		0.001		0.001				1								1

		129		4.16		4.65		17		7225870		ppa		Inorganic pyrophosphatase [Neisseria meningitidis MC58]		ppa						C		C		2		-1.408		-0.612		-0.456		-0.408		-1.064		-0.144		-0.152		0.004		0.021		0.112		0.026		0.008		0.239		0.219

		130		4.16		4.36		19.1		325207527		pilN		Type IV pilus assembly protein PilN [Neisseria meningitidis NZ-05/33]		pilN						N		CM		2		0.692		0.536		1.12		1.104		0.428		1.2		-0.004		0.004		0.003		0.002		0.002		0.133		0.002		0.007				1				ok

		132		4.13		4.18		19.8		7227179		fabG-2		3-Oxoacyl-(acyl-carrier-protein) reductase [Neisseria meningitidis MC58]		fabG-2						I		C		3		-0.984		0.168		0.28		0.316		0.136		0.432		0.276		0.089		0.174		0.038		0.037		0.204		0.035		0.038				1								1

		133		4.11		4.21		25.4		325201239		NMBM01240149_0046		Twitching motility protein PilT [Neisseria meningitidis M01-240149]		pilT						N		C		3		1.996		1.996		1.996		1.996		1.996		1.996		1.996		1		0.019		1		0.02		0.019		0.019		0.02

		134		4.04		4.52		20		325208418		gluD		NAD-specific glutamate dehydrogenase [Neisseria meningitidis NZ-05/33]		gluD						E		C		2		0.256		0.416		0.664		0.616		-0.232		-0.232		0.368		0.018		0.008		0.729		0.004		0.028		0.023		0.009

		135		4.03		4.1		26.1		7225560		gloA		Lactoylglutathione lyase [Neisseria meningitidis MC58]		gloA						E		C		2		-0.04		-0.424		-0.396		0.324		-0.268		-0.524		-0.12		0.614		0.532		0.676		0.291		0.423		0.282		0.716

		136		4.02		4.16		30.8		7225383		rpsM		30S Ribosomal protein S13 [Neisseria meningitidis MC58]		rpsM						J		C		2		-0.032		-0.108		-0.056		-0.1		0.1		-0.052		0.048		0.044		0.058		0.225		0.067		0.036		0.043		0.321

		137		4		5.38		9.4		75355811		pyrG		CTP synthase; AltName: CTP synthetase; AltName: UTP--ammonia ligase [Neisseria gonorrhoeae FA 1090]		pyrGa		15677405		CTP synthetase 		F		C		3		-0.356		0.292		-0.12		-0.268		-0.256		-0.92		-0.688		0.108		0.375		0.156		0.143		0.147		0.068		0.117

		138		3.84		4.67		15.3		298368976		HMPREF9016_00645		Isocitrate dehydrogenase, NADP-dependent [Neisseria sp. oral taxon 014 str. F0314]		icda		15676815		Isocitrate dehydrogenase, NADP-dependent, monomeric type 		C		C		3		-0.772		0.468		-0.744		0.484		-0.184		0.556		-0.12		0.036		0.044		0.069		0.044		0.27		0.035		0.733

		139		3.74		4.27		31.5		152143383		nlpB		NlpB [Neisseria meningitidis]		nlpB						M		U		3		0.172		1.036		1.064		0.472		-0.004		0.528		0.556		0.037		0.001		0.001		0.001		0.051		0.037		0.036				1								1

		140		3.69		5.28		11.2		161596225		putA		Proline dehydrogenase [Neisseria meningitidis 053442]		putA						C		C		2		1.944		1.944		1.944		1.944		-0.004		-0.004		-0.004		0.019		0.019		0.019		0.019		1		1		1				1

		141		3.49		4		75.6		7225545		rpmA		50S Ribosomal protein L27 [Neisseria meningitidis MC58]		rpmA						J		C		3		-0.36		-1.324		-0.272		0.212		0.544		-0.452		-0.38		0.132		0.064		0.991		0.438		0.394		0.128		0.1

		142		3.44		4.54		9.6		293399469		NGNG_01453		Cell division protease FtsH [Neisseria gonorrhoeae F62]		ftsHa		15676696				D		CM		2		0.432		0.78		1.08		0.664		0.436		0.62		0.968		0.491		0.348		0.224		0.263		0.326		0.262		0.22

		143		3.42		3.6		26.1		13668799		rplT		50S Ribosomal protein L20 [Neisseria lactamica ST-640]		rplTa		15676621				J		C		2		-0.088		0.528		0.46		-0.82		-0.668		-0.148		0.552		0.108		0.856		0.549		0.085		0.103		0.151		0.914

		144		3.35		3.41		27.1		75432307		rpmF		50S ribosomal protein L32 [Neisseria gonorrhoeae FA 1090]		rpmFa		15677742				J		C		2		-0.256		-0.748		-0.212		-0.168		-0.672		-0.284		-0.012		0.123		0.098		0.131		0.374		0.101		0.119		0.738

		145		3.14		3.52		20.5		7225802		gcvT		Glycine cleavage system T protein [Neisseria meningitidis MC58]		gcvT						E		UM		2		-1.268		-1.04		-0.2		-0.816		-0.24		-0.984		-0.12		0.048		0.074		0.531		0.107		0.074		0.108		0.24

		146		3.13		3.29		12.9		9911105		recA		Recombinase A [Neisseria meningitidis Z2491]		recA						L		C		2		-0.372		1.132		0.784		0.928		0.624		0.928		0.952		0.145		0.035		0.04		0.038		0.043		0.039		0.037				1								1

		147		2.77		4.19		11.9		340361509		mucD		S1C subfamily peptidase MucD [Neisseria macacae ATCC 33926]		htrAk		15677994		Protease Do		O		P		2		-1.924		0.18		-0.284		-1.924		-0.112		-0.148		-1.924		0.057		0.477		0.346		0.057		0.64		0.552		0.057

		148		2.7		2.94		17.4		7225566		NMB0345		Putative cell-binding factor [Neisseria meningitidis MC58]		NMB0345						Putative O		OM		1		0.812		1.148		1.116		-0.156		0.452		0.684		1.18		0.035		0.034		0.035		0.327		0.053		0.037		0.034				1								1

		149		2.54		5.36		67.5		73621630		rplR		50S Ribosomal protein L18 [Neisseria meningitidis MC58]		rplR						J		C		3		-0.052		-0.032		-0.088		-0.3		-0.132		-0.16		-0.156		0.628		0.054		0.221		0.022		0.081		0.023		0.036

		150		2.53		2.75		20.5		313667900		mtrE		MtrE gene product [Neisseria lactamica 020-06]		mtrEe		15677561		Multidrug efflux pump channel protein 		MN		OM		2		-0.004		0.076		0.868		0.568		-0.672		0.068		0.352		1		0.116		0.031		0.114		0.268		0.122		0.14				1

		151		2.39		4.06		12.2		254494154		NGAG_01865		Membrane fusion protein mtrC [Neisseria gonorrhoeae 1291]		mtrCe		15677563				Q		CM		2		0.988		1.148		0.908		0.952		-0.004		-0.004		1.044		0.037		0.034		0.039		0.038		0.057		0.061		0.036				1								1

		152		2.37		3.09		40.2		7226702		ssb		Single-strand binding protein [Neisseria meningitidis MC58]		ssb						L		C		1		1.944		-0.004		1.944		-0.004		1.932		1.944		1.944		0.018		1		0.018		1		0.019		0.018		0.018				1								1

		153		2.35		3.36		12.2		313668377		thrC		Threonine synthase [Neisseria lactamica ST-640]		thrCe		15676932				E		C		2		-0.328		-1.956		0.056		-0.476		-0.1		-0.008		-0.14		0.309		0.053		0.779		0.22		0.669		0.992		0.567

		154		2.31		3.44		17.7		7226833		NMB1584		3-Hydroxyacid dehydrogenase [Neisseria meningitidis MC58]		NMB1584						I		C		2		-0.192		0.024		-0.268		-0.072		0.016		-0.076		-0.18		0.468		0.898		0.366		0.756		0.925		0.742		0.485

		155		2.31		2.35		30.9		340363115		rpmI		50S Ribosomal protein L35 [Neisseria macacae ATCC 33926]		rpmIh		15676620				J		C		1		-0.124		-1.036		-0.62		-0.64		-0.38		-0.472		-0.904		0.518		0.203		0.36		0.328		0.328		0.449		0.291

		156		2.26		2.81		8.7		269144906		NEICINOT_04596		Lipoprotein releasing system transmembrane protein LolC [Neisseria cinerea ATCC 14685]		NMB1235a		15677107		Hypothetical protein NMB1235 		R		CM		1		-0.264		-0.368		-0.168		-0.164		-0.092		-0.02		-0.328		0.177		0.11		0.215		0.216		0.039		0.037		0.071

		157		2.25		2.56		12.3		349574043		aspS		Aspartate-tRNA ligase [Neisseria shayeganii 871]		aspSe		15676377				J		C		1		1.688		0.396		1.324		1.028		-0.004		0.664		1.324		0.001		0.048		0.001		0.028		0.206		0.035		0.001				1								1

		158		2.22		2.53		12.2		7226217		pntB		NAD(P) transhydrogenase, beta subunit [Neisseria meningitidis MC58]		pntB						C		CM		1		0.096		-1.956		-0.228		-0.18		-1.956		-0.008		-0.008		0.657		0.06		0.412		0.49		0.06		0.979		0.985

		159		2.2		2.53		13		7226938		serS		Seryl-tRNA synthetase [Neisseria meningitidis MC58]		serS						J		C		1		-1.956		-1.956		-0.04		-0.1		-0.252		-0.112		-1.956		0.063		0.063		0.862		0.67		0.385		0.642		0.063

		160		2.18		3.19		6.2		329120759		ppx2		Exopolyphosphatase [Neisseria bacilliformis ATCC BAA-1200]		NMB0593l		15676498		Hypothetical protein NMB0593 		R		U		1		-1.956		-0.076		-0.004		-0.04		-0.028		0.016		-0.012		0.051		0.749		0.999		0.871		0.918		0.919		0.966

		161		2.17		2.42		19.5		59802035		NGO1714		Cis-trans isomerase [Neisseria gonorrhoeae FA 1090]		surAb		254805678		Putative peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis alpha14]		O		P		1		-0.176		-0.132		-0.244		-0.216		-0.12		-0.044		-0.02		0.496		0.593		0.395		0.432		0.619		0.85		0.938

		162		2.17		2.18		11.8		269144630		NEICINOT_04798		Cytochrome c oxidase, Cbb3-type, subunit II [Neisseria cinerea ATCC 14685]		fixOa		15677570		Cbb3-type cytochrome c oxidase subunit II		C		C		1		-0.004		-0.004		0.98		0.764		-0.104		0.856		0.048		0.076		0.077		0.038		0.042		0.453		0.04		0.647				1

		164		2.14		2.4		8.5		313668097		NLA_7600		Disulphide isomerase [Neisseria lactamica ST-640]		dipZe		15677372		Thiol:disulfide interchange protein		OC		CM		1		1.944		1.944		1.944		1.936		1.944		1.944		1.944		0.019		0.018		0.018		0.02		0.019		0.019		0.019				1								1

		165		2.13		2.92		19.7		345876289		l11_21520		Cell division ATP-binding protein FtsE [Neisseria weaveri LMG 5135]		ftsE		15675955				D		CM		1		1.944		1.944		1.944		1.944		1.944		1.944		1.944		0.018		0.018		0.018		0.018		0.018		0.018		0.018				1								1

		166		2.13		2.28		12.7		296837902		NEIPOLOT_02370		Ornithine carbamoyltransferase [Neisseria polysaccharea ATCC 43768]		argFa		15677423				E		C		1		-0.528		-0.308		-0.468		-0.056		-0.072		-0.08		-0.224		0.107		0.253		0.122		0.778		0.714		0.68		0.344

		167		2.11		2.21		9.4		288566287		pilQ		Type IV pilus biogenesis protein PilQ [Neisseria mucosa ATCC 25996]		pilQe		15678016				N		OM		1

		168		2.11		2.16		20.7		350571290		ihfA		Integration host factor subunit alpha [Neisseria wadsworthii 9715]		ihfAo		15676627				L		C		1		0.136		-0.268		-0.096		0.016		-0.104		0.004		-0.052		0.564		0.365		0.683		0.927		0.663		0.963		0.821

		169		2.1		2.29		14.6		298368391		HMPREF9016_00054		Inosine-5'-monophosphate dehydrogenase [Neisseria sp. oral taxon 014 str. F0314]		guaBb		15677074				F		C		1		-1.92		-0.012		-1.92		-1.92		-1.92		-1.92		-0.296		0.063		0.965		0.063		0.063		0.063		0.063		0.335

		170		2.09		4.69		10.6		325128687		infB		Translation initiation factor IF-2 [Neisseria meningitidis N1568]		infB						J		C		2		-0.232		-0.36		-0.012		-0.164		-0.016		-0.708		-0.076		0.028		0.032		0.286		0.08		0.238		0.009		0.187

		171		2.09		3.21		25.5		269214308		NEILACOT_03335		Ribose-phosphate diphosphokinase [Neisseria lactamica ATCC 23970]		prsAp		15676771		Ribose-phosphate pyrophospho-kinase		FE		C		1

		172		2.09		3.02		7.4		268599846		tspA		TspA protein - LOW QUALITY PROTEIN [Neisseria gonorrhoeae MS11]		tspAq		15676256				No related COG		OM		1		-0.004		1.944		1.944		1.944		-0.004		-0.004		-0.004		1		0.019		0.02		0.02		1		1		1				1

		173		2.08		3.77		8		309379221		NLY_29500		Ribonucleoside-diphosphate reductase, alpha subunit [Neisseria lactamica Y92-1009]		nrdAa		15677158				F		C		1		0.04		-0.124		0.4		-0.756		0.208		0.284		-0.008		0.563		0.202		0.035		0.05		0.04		0.037		0.947				1

		174		2.08		3.04		9.5		288566593		NEIMUCOT_05321		Thioredoxin-disulfide reductase [Neisseria mucosa ATCC 25996]		trxBb		15677190		Thioredoxin reductase 		O		UM		2		1.996		1.996		1.996		1.996		1.996		1.996		1.996		1		0.02		0.018		1		0.018		1		1				1

		175		2.08		2.48		3		294668918		NEIELOOT_00832		Transglutaminase family protein [Neisseria elongata subsp. glycolytica ATCC 29315]		N/A						E		CM		1		-0.004		0.576		1.184		0.992		0.132		0.016		0.888		0.737		0.371		0.388		0.65		0.741		0.967		0.53

		176		2.08		2.16		13		325203322		dapB		Dihydrodipicolinate reductase [Neisseria meningitidis M01-240355]		dapB						E		C		1		-0.068		0.036		0.004		-0.136		-0.036		-0.256		-0.056		0.769		0.853		0.965		0.576		0.887		0.377		0.811

		177		2.07		2.22		15.4		7227313		petC		Ubiquinol--cytochrome c reductase, cytochrome c1 [Neisseria meningitidis MC58]		petC						C		P		2		-0.312		-0.58		-0.064		-0.132		-1.312		-0.472		-0.36		0.333		0.211		0.768		0.583		0.045		0.282		0.469

		178		2.07		2.07		6.5		329118596		fba		Fructose-bisphosphate aldolase [Neisseria bacilliformis ATCC BAA-1200]		cbbAe		15677704				G		C		1		1.944		1.944		1.944		-0.004		1.944		1.944		1.944		0.018		0.018		0.018		1		0.018		0.018		0.018				1								1

		179		2.06		2.99		6.9		345875089		l11_09690		Ferric enterobactin receptor [Neisseria weaveri LMG 5135]		frpBr		15677816		Iron-regulated outer membrane protein FrpB 		P		OM		1

		180		2.06		2.49		4.1		284799613		NEISUBOT_03708		Outer membrane ferripyoverdine receptor [Neisseria subflava NJ9703]		N/A						P		OM		1

		181		2.05		2.97		9.7		296838806		ftsK		DNA translocase FtsK [Neisseria polysaccharea ATCC 43768]		ftsK-2b		15677180		Cell division protein FtsK 		D		CM		1		-0.076		-0.192		-0.116		-1.956		-0.096		-0.12		-0.152		0.744		0.468		0.624		0.047		0.686		0.614		0.546

		182		2.05		2.81		16.3		325145132		ilvE		Branched-chain amino acid aminotransferase [Neisseria meningitidis M01-240013]		ilvE						EH		C		1		-0.004		-0.004		-0.984		0.872		-0.168		-0.004		-0.16		0.253		0.311		0.057		0.855		0.302		0.276		0.32

		183		2.05		2.27		12.4		59801114		NGO0687		Ferredoxin-NADP reductase [Neisseria gonorrhoeae FA 1090]		fpr-1a		15676930				C		C		1		-0.004		1.944		1.944		-0.004		-0.004		-0.004		-0.004		1		0.02		0.019		1		1		1		1				1

		184		2.05		2.12		35.4		7227356		NMB2094		Hypothetical protein NMB2094 [Neisseria meningitidis MC58]		NMB2094						Hypothetical K		C		1		-0.228		0.148		-0.056		-0.008		-0.196		-0.192		0.064		0.415		0.539		0.808		0.984		0.46		0.467		0.76

		185		2.05		2.05		5.2		325135640		accC		Acetyl-CoA carboxylase, biotin carboxylase [Neisseria meningitidis M0579]		accC						I		C		1		-0.5		-1.956		0.112		-0.392		-0.304		-0.06		0.06		0.211		0.054		0.617		0.262		0.329		0.799		0.77

		186		2.04		37.84		51.1		4887174		porA		Porin [Neisseria meningitidis]		porA						M		OM		26		-0.004		-0.004		-0.004		-0.004		1.944		-0.004		1.944		1		1		1		1		0.02		1		0.02

		187		2.04		2.62		8.3		349609651		HMPREF1028_01004		Bis(5'-nucleosyl)-tetraphosphatase, symmetrical [Neisseria sp. GT4A_CT1]		apaHc		161869599		Diadenosine tetraphospha-tase [Neisseria meningitidis 053442]		T		C		1		-0.004		-0.004		1.944		1.944		1.944		1.944		-0.004		1		1		0.018		0.019		0.019		0.018		1				1

		188		2.04		2.34		4.4		RRRRRgi|288576023				REVERSED type VI secretion system Vgr family protein [Neisseria mucosa ATCC 25996]												1

		189		2.04		2.24		15.1		7413439		NMB0709		Hypothetical protein NMB0709 [Neisseria meningitidis MC58]		NMB0709						Hypothetical No related COG		CM		1		0.056		0.152		-1.956		-0.032		0.124		-1.956		-0.188		0.785		0.531		0.055		0.898		0.592		0.055		0.478

		190		2.04		2.21		9.3		343968646		l13_05740		Carbamoyl-phosphate synthase, small subunit [Neisseria weaveri ATCC 51223]		carAc		15677684				EF		C		1		1.184		0.956		-0.216		1.192		0.284		1.212		1.208		0.284		0.224		0.061		0.232		0.82		0.194		0.204

		191		2.03		2.56		27.1		7227059		NMB1805		Cytochrome c4 [Neisseria meningitidis MC58]		NMB1805						C		P		1		-1.956		-0.024		-1.956		-1.956		-1.956		-1.956		-1.956		0.059		0.923		0.059		0.059		0.059		0.059		0.059

		192		2.02		2.69		18.6		90109269		NMA1982		Chain B,  Putative Phosphatase (Nma1982)  [Neisseria meningitidis Z2491]		NMA1982						S		C		1		0.176		0.316		-0.204		0.152		0.008		0.24		0.112		0.479		0.311		0.445		0.526		0.961		0.386		0.621

		193		2.02		2.28		16		59800779		hemH		Phosphoribosylaminoimidazole-succinocarboxamide synthase [Neisseria gonorrhoeae FA 1090]		hemHs		15676655				H		C		1		-0.776		0.368		-0.072		0.308		0.28		0.316		0.24		0.642		0.393		0.767		0.459		0.526		0.478		0.603

		194		2.01		2.75		14.7		329119217		ubiE		Ubiquinone/menaquinone biosynthesis methyltransferase UbiE [Neisseria bacilliformis ATCC BAA-1200]		ubiEa		15676641				H		C		1		-0.004		1.944		1.888		1.852		-0.004		-0.004		1.9		1		0.019		0.02		0.02		1		1		0.02				1								1

		195		2.01		2.72		22.3		254493006		pilO		Type IV pilus assembly protein PilO [Neisseria gonorrhoeae 1291]		pilOa		15677647		PilO protein 		N		CM		1

		196		2.01		2.21		35.1		296837900		NEIPOLOT_02368		Antibiotic biosynthesis monooxygenase family protein [Neisseria polysaccharea ATCC 43768]		NMB1575t		15677425		Hypothetical protein NMB1575 		S		U		1		-1.956		-0.096		-0.144		-1.956		-0.16		-1.956		-0.348		0.059		0.681		0.56		0.059		0.53		0.059		0.291

		197		2		37.78		53.3		325207370		groL		Chaperonin GroL [Neisseria meningitidis NZ-05/33]		groL						O		C		18		-1.956		-1.956		-1.956		-1.956		-0.544		-1.956		-1.956		0.052		0.052		0.052		0.052		0.194		0.052		0.052

		198		2		31.34		47.4		3746262		porA		Class 1 porin [Neisseria meningitidis]		porA						M		OM		22

		199		2		20.95		47.8		81784396		fkpA		Probable FKBP-type peptidyl-prolyl cis-trans isomerase fkpA; AltName: Rotamase; Flags: Precursor [Neisseria meningitidis MC58]		fkpA						O		OM		13

		200		2		20.87		43.6		325207597		dnaK		Chaperone protein DnaK [Neisseria meningitidis NZ-05/33]		dnaK						O		C		11		-0.004		-0.004		-0.004		-0.004		1.932		-0.004		1.944		1		1		1		1		0.019		1		0.019

		201		2		3.19		15.4		284797269		rimM		16S rRNA processing protein RimM [Neisseria subflava NJ9703]		rimMb		15676496				J		C		2

		202		2		2.99		16.7		7226678		NMB1437		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1437						Hypothetical S		C		1		-1.94		0.076		-1.94		-1.94		0.096		0.02		0.304		0.068		0.717		0.068		0.068		0.657		0.917		0.321

		203		2		2.66		8		350571558		alr		Alanine racemase [Neisseria wadsworthii 9715]		alrd		15677500				M		C		1

		204		2		2.47		20.9		RRRRRgi|294671256				REVERSED hypothetical protein NEIELOOT_02966 [Neisseria elongata subsp. glycolytica ATCC 29315]												1

		205		2		2.12		6.5		269209769		dsbA		DsbA thioredoxin domain protein [Neisseria lactamica ATCC 23970]		dsbA1a		15676202		thiol:disulfide interchange protein DsbA		OC		P		1		-0.244		-0.076		-0.148		-0.092		-1.956		-0.104		0.06		0.392		0.748		0.555		0.693		0.053		0.662		0.773

		206		2		2.12		8.2		225075353		NEIFLAOT_00358		Hypothetical protein NEIFLAOT_00358 [Neisseria flavescens NRL30031/H210]		dsbA2e		15676216		thiol:disulfide interchange protein DsbA 		OC		P		1		0.396		1.616		1.472		0		0.392		0.644		1.144		0.497		0.112		0.132		0.911		0.372		0.256		0.127

		207		2		2.1		6		59801289		NGO0890		D-Lactate dehydrogenase [Neisseria gonorrhoeae FA 1090]		dlda		15676888				C		CM		1		0.18		-1.956		-1.956		0.24		0.284		-1.956		-1.956		0.475		0.076		0.076		0.387		0.339		0.076		0.076

		208		2		2.05		5.8		7225924		NMB0696		Amino acid ABC transporter, ATP-binding protein [Neisseria meningitidis MC58]		NMB0696						E		CM		1		-0.004		1.944		1.944		-0.004		-0.004		-0.004		-0.004		1		0.02		0.02		1		1		1		1				1

		209		2		2.04		16.2		268604467				50S Ribosomal protein L28 [Neisseria gonorrhoeae PID1]		rpmBu		15676238				J		C		1		1.996		1.996		1.996		1.996		1.996		1.996		1.996		0.019		0.018		0.018		0.018		0.018		0.017		0.017				1				xok				1

		210		2		2		13.7		7225543		rpmG		50S Ribosomal protein L33 [Neisseria meningitidis MC58]		rpmG						J		C		1		0.024		-0.192		-0.244		-0.084		-0.308		-0.02		-0.168		0.889		0.471		0.39		0.726		0.326		0.938		0.514

		1		68.5		68.5		69.8		241758467		tuf		Translation elongation factor Tu [Neisseria flavescens SK114]		tufBe		15676052		Elongation factor Tu		JE		C		66		-0.1		-0.076		-0.008		-0.012		-0.04		-0.036		-0.532		0.072		0.666		0.622		0.492		0.708		0.877		0.005

		2		61.39		61.39		93.3		270728847		porB		Class 3 outer membrane protein [Neisseria meningitidis]		porB						M		OM		52		0.448		0.556		-0.044		0.416		0.292		0.3		-0.12		0		0		0.817		0		0		0		0.406

		3		48.97		49.62		85.4		4091875		porA		Porin [Neisseria meningitidis]		porA						M		OM		62		-1.424		-1.28		0.156		-1.148		-0.78		-0.38		-0.688		0.084		0.084		0.245		0.084		0.136		0.311		0.884

		4		48.09		57.24		92.4		516522		porB		Class 3 outer membrane porin [Neisseria meningitidis]		porB						M		OM		61		-0.416		-0.376		0.076		-0.38		-0.108		-0.1		-0.244		0		0		0.285		0		0.111		0.732		0.098

		5		47.84		49.46		46.9		325207524		pilQ		Type IV pilus secretin PilQ [Neisseria meningitidis NZ-05/33]		pilQ						 N		OM		25		0.072		0.028		0.028		0.048		-0.06		0.128		-0.676		0.135		0.245		0.293		0.117		0.347		0.045		0.066

		6		47.33		47.89		58		325207993		sucC		Succinate-CoA ligase, beta subunit [Neisseria meningitidis NZ-05/33]		sucC						C		C		26		0.232		0.536		0.476		0.636		0.364		0.468		-0.512		0.167		0.01		0.009		0.01		0.009		0.007		0.362				1				x ok

		7		42.31		42.8		49.5		7225356		fusA		Elongation factor G (EF-G) [Neisseria meningitidis MC58]		fusA						J		C		23		0.12		0.136		0.152		0.048		0.076		0.04		-0.644		0.356		0.147		0.185		0.779		0.19		0.59		0.369

		8		42.01		42.01		68.9		7225862		fbpA		Iron(III) ABC transporter, periplasmic binding protein [Neisseria meningitidis MC58]		fbpA						H		P		22		0.084		-0.072		-0.048		0.14		0.008		-0.008		-0.524		0.34		0.709		0.565		0.057		0.339		0.565		0.879

		10		39		39.11		50.8		325127688		dnaK		Chaperone protein DnaK [Neisseria meningitidis N1568]		dnaK						O		C		24		-0.024		-0.06		0.052		0.232		-0.004		-0.004		-0.752		0.153		0.208		0.133		0.074		0.081		0.162		0.772

		11		33.16		33.83		54.6		81784541		rpsA		30S Ribosomal protein S1 [Neisseria meningitidis MC58]		rpsA						J		C		16		0.06		0.076		-0.012		0.1		0.044		0.008		-0.696		0.044		0.042		0.236		0.021		0.091		0.213		0.733

		12		31.95		33.22		43.2		325202575		pta		Phosphate acetyltransferase [Neisseria meningitidis M01-240149]		pta						C		UM		22		-0.184		-0.012		0.104		0.208		-0.048		0.04		-0.528		0.656		0.283		0.25		0.103		0.961		0.284		0.597

		13		31.78		31.88		53.7		7225772		adhP		Alcohol dehydrogenase, propanol-preferring [Neisseria meningitidis MC58]		adhP						R		C		18		-0.912		-0.824		0.02		-0.828		-0.868		0.128		-1.556		0.216		0.413		0.919		0.258		0.204		0.553		0.048

		14		30.85		31.07		35.2		81784175		atpA		ATP synthase subunit alpha; [Neisseria meningitidis MC58]		atpA						C		C		17		0.068		-0.076		-0.068		0.04		0.04		-0.048		-0.756		0.232		0.375		0.536		0.205		0.455		0.736		0.006

		15		29.89		32.07		78.1		325208952		rpsB		30S Ribosomal protein S2 [Neisseria meningitidis NZ-05/33]		rpsB						J		C		18		0		0.036		-0.028		-0.028		-0.04		-0.016		-0.5		0.325		0.245		0.447		0.168		0.364		0.321		0.418

		16		29.76		32.56		32.4		7226585		pdhA		Pyruvate dehydrogenase, E1 component [Neisseria meningitidis MC58]		pdhA						C		C		20		0.096		-0.124		0.004		0.12		-0.104		-0.028		-0.656		0.755		0.573		0.558		0.075		0.72		0.779		0.615

		17		29.69		30.05		52.5		269213565		NEICINOT_03323		Antioxidant, AhpC/TSA family/glutaredoxin [Neisseria cinerea ATCC 14685]		NMB0946e		15676839		Peroxiredoxin 2 family protein/gluta-redoxin 		O		U		20		-0.548		-0.28		-0.344		0.084		-0.312		-0.184		-0.476		0.287		0.025		0.535		0.906		0.813		0.799		0.332

		19		28.22		28.72		88.3		7225345		rplA		50S Ribosomal protein L1 [Neisseria meningitidis MC58]		rplA						J		C		16		0.048		0.032		-0.028		0.016		-0.012		0.052		-0.732		0.651		0.341		0.118		0.941		0.136		0.537		0

		20		27.47		29.21		23.9		1325955		rpoB		RNA polymerase beta subunit [Neisseria meningitidis]		rpoB						K		C		15		-0.128		-0.112		-0.18		-0.236		-0.156		-0.156		-0.812		0.995		0.716		0.736		0.847		0.862		0.823		0

		21		26.76		26.76		62.3		4379295		 opr		Unnamed protein product [Neisseria meningitidis]		opr						M		OM		24		1.996		1.996		1.996		1.996		1.996		1.996		1.996		0.04		0.035		0.352		0.036		0.061		0.063		0.163

		22		25.35		25.8		67.8		7225366		rpsC		30S Ribosomal protein S3 [Neisseria meningitidis MC58]		rpsC						J		C		17		0.076		0.176		0.236		-0.088		-0.108		0.124		-0.804		0.133		0.095		0.08		0.431		0.58		0.128		0.892

		24		24.42		26.38		63.5		313667444		rplB		50S Ribosomal protein L2 [Neisseria lactamica ST-640]		rplBa		15676072				J		C		13

		25		24.05		24.77		42.1		254804638		pnp		Polyribonucleotide nucleotidyltransferase [Neisseria meningitidis alpha14]		pnp						F		C		14		-0.068		0.124		0.128		0.176		0.064		-0.048		-0.516		0.839		0.183		0.229		0.159		0.368		0.923		0.019

		26		23.71		23.87		74.4		7225377		rpsE		30s Ribosomal protein S5 [Neisseria meningitidis MC58]		rpsE						J		C		13		-0.236		-0.192		0.088		-0.1		-0.052		-0.156		-0.688		0.756		0.646		0.389		0.504		0.74		0.509		0.809

		27		23.66		24.9		53.2		254804089		tsf		Elongation factor EF-Ts [Neisseria meningitidis alpha14]		tsf						J		C		12		-0.028		-0.112		-0.136		0.024		-0.224		-0.08		-0.912		0.532		0.7		0.901		0.432		0.712		0.501		0.421

		28		23.46		25.4		34.1		7226554		tig		Trigger factor [Neisseria meningitidis MC58]		tig						O		C		13		-0.084		-0.452		-0.112		0.088		-0.184		-0.112		-0.948		0.39		0.093		0.569		0.154		0.448		0.475		0.009

		29		22.56		23.07		52.7		81857552		atpD		ATP synthase subunit beta [Neisseria meningitidis MC58]		atpD						C		C		13		-0.672		-1.24		-1.236		-0.668		-1.244		-1.308		-1.972		0.614		0.693		0.345		0.559		0.261		0.372		0.049

		30		22.22		22.53		61.2		75507306		rpsD		30S Ribosomal protein S4 [Neisseria gonorrhoeae FA 1090]		rpsDa		15676094				J		C		15		0.28		0.328		0.396		0.512		0.46		0.364		-0.676		0.608		0.312		0.314		0.131		0.229		0.409		0.273

		31		21.62		22.31		30.1		325197831		ppsA		Phosphoenolpyruvate synthase [Neisseria meningitidis G2136]		ppsA						G		C		13		-0.28		-0.38		-0.072		-0.352		-0.704		-0.344		-0.828		0.745		0.886		0.519		0.837		0.545		0.789		0.793

		32		21.59		22.43		65.7		325138633		NMBES14902_0722		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis ES14902]		NMB1567a		15677418		Macrophage infectivity potentiator		O		OM		12		0.196		0.5		0.352		0.332		0.324		0.352		-0.936		0.261		0.064		0.158		0.192		0.178		0.069		0.032

		33		21.32		21.41		43.9		7226200		sucD		Succinyl-CoA synthetase, alpha subunit [Neisseria meningitidis MC58]		sucD						C		C		18		-0.156		-0.288		0.02		0.088		-0.092		-0.004		-0.728		0.309		0.094		0.108		0.169		0.956		0.294		0.065

		34		21.21		21.68		68.6		60392859		rmpM		Outer membrane protein class 4 - Precursor [Neisseria meningitidis Z2491]		rmpM						M		OM		27		-0.584		-0.588		-0.088		-0.416		-0.224		-0.264		-1.256		0.002		0		0.298		0.001		0.234		0.138		0.008

		35		20.78		20.78		66		7225355		rpsG		30S Ribosomal protein S7 [Neisseria meningitidis MC58]		rpsG						J		C		12		-0.164		-0.272		-0.172		-0.124		-0.188		-0.112		-0.916		0.059		0.016		0.111		0.027		0.013		0.046		0.029

		36		20.03		20.88		62.2		7225360		rplC		50S Ribosomal protein L3 [Neisseria meningitidis MC58]		rplC						J		C		11		0.188		-0.168		0.052		-0.008		0.028		-0.104		-0.96		0.082		0.189		0.657		0.428		0.385		0.09		0.035

		37		19.46		20.15		0.463415		7225348		rplL		50S Ribosomal protein L7/L12 [Neisseria meningitidis MC58]		rplL						J		C		11		-0.024		0.032		-0.008		-0.056		0.02		0.032		-0.32		0.336		0.691		0.222		0.187		0.172		0.065		0.474

		38		19.23		21.68		34.8		241760002		eno		Phosphopyruvate hydratase [Neisseria flavescens SK114]		enoa		15677152				G		C		10		-0.124		0		-0.176		0.192		-0.244		0.052		-0.66		0.412		0.443		0.247		0.124		0.408		0.415		0.394

		39		18.95		19.19		42.9		81784052		rplF		50S Ribosomal protein L6 [Neisseria meningitidis Z2491]		rplF						J		C		10		0.308		0.376		0.136		0.5		0.524		0.252		-0.6		0.236		0.215		0.279		0.184		0.113		0.268		0.541

		40		18.43		19.12		70.6		325207831		tcyA		L-Cysteine ABC transporter, periplasmic L-cystine-binding protein [Neisseria meningitidis NZ-05/33]		tcyA						E		P		10		0.34		0.432		0.088		0.464		0.28		0.32		-0.856		0.222		0.169		0.463		0.141		0.328		0.237		0.792

		41		18.19		18.53		68.9		7225361		rplD		50S Ribosomal protein L4 [Neisseria meningitidis MC58]		rplD						J		C		13		0.212		-0.164		0.1		0.028		0.032		-0.044		-0.876		0.091		0.229		0.113		0.258		0.62		0.247		0.729

		42		17.81		17.81		33.1		7228848		gna1946		Outer membrane lipoprotein GNA1946 [Neisseria meningitidis]		gna1946						R		OM		9		-0.312		-0.12		0.3		0.256		0.328		0.08		-0.372		0.101		0.917		0.303		0.32		0.241		0.308		0.744

		43		17.31		17.44		50		7225386		rpoA		DNA-directed RNA polymerase, alpha subunit [Neisseria meningitidis MC58]		rpoA						K		C		7		0.028		-0.36		-0.184		0.208		-0.192		0.024		-0.556		0.351		0.91		0.883		0.319		0.474		0.247		0.911

		44		17.03		18.11		31.6		349608924		HMPREF1028_00313		Hypothetical protein HMPREF1028_00313 [Neisseria sp. GT4A_CT1]		gutBa		385853705		gutB gene product [Neisseria meningitidis H44/76]		ER		C		11		-1.184		-0.828		-0.932		-0.052		-0.592		-0.692		-1.628		0.017		0.075		0.043		0.368		0.117		0.012		0.014						1						1

		45		16.97		17.74		86.8		325207634		rplS		50S Ribosomal protein L19 [Neisseria meningitidis NZ-05/33]		rplS						J		C		11		0.236		0.228		0.172		0.004		0.236		0.04		-0.424		0.155		0.121		0.193		0.548		0.344		0.331		0.244

		46		16.81		16.9		41		325207146		NMBNZ0533_0109		LysM domain protein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_0109						S		U		9		0.428		0.292		0.444		0.472		0.496		0.216		-0.084		0.016		0.077		0.017		0.015		0.017		0.099		0.121				1

		47		16.68		17.76		22.9		325206215		sucA		Oxoglutarate dehydrogenase, E1 component [Neisseria meningitidis M04-240196]		sucA						C		C		8		-0.892		-0.36		-0.2		0.04		-0.264		-0.1		-1.252		0.398		0.962		0.859		0.58		0.838		0.776		0.54

		48		16.58		17.31		35.2		325207991		NMBNZ0533_1006		Dihydrolipoyl dehydrogenase [Neisseria meningitidis NZ-05/33]		lpdA1a		15676850		Dihydrolipoamide dehydrogenase		C		C		9		-0.08		-0.348		-0.024		0.344		-0.392		0.004		-0.328		0.751		0.427		0.854		0.855		0.262		0.136		0.845

		49		16.42		16.42		74.2		325208946		NMBNZ0533_2030		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33] (MC58 adhesin component NMB2095)		NMBNZ0533_2030						Hypothetical No related COG		U		10		0.148		0.456		0.58		0.404		-0.48		0.016		-1.264		0.399		0.241		0.213		0.224		0.576		0.68		0.194

		50		16.25		19.99		24.4		313667427		rpoC		DNA-directed RNA polymerase beta' chain [Neisseria lactamica ST-640]		rpoCa		15676061				J		C		8		0.536		0.012		-0.052		-0.028		-0.384		0.016		-1.156		0.081		0.147		0.398		0.401		0.292		0.242		0

		51		16.24		16.82		26.4		317164490		NGTW08_1063		Putative dihydrolipoamide dehydrogenase [Neisseria gonorrhoeae TCDC-NG08107]		lpdA2a		15677210		Dihydrolipoamide dehydrogenase (E3 component)		C		C		7		-0.212		-0.192		-0.216		-0.192		-0.588		-0.208		-0.9		0.72		0.155		0.544		0.485		0.888		0.725		0.836

		52		15.81		16.15		71		7225371		rplX		50S Ribosomal protein L24 [Neisseria meningitidis MC58]		rplX						J		C		8		-0.26		-0.684		-0.26		-0.132		-0.076		0.072		-1.608		0.321		0.127		0.633		0.227		0.566		0.647		0.013

		53		15.35		15.4		60.5		7226114		rplY		50S Ribosomal protein L25 [Neisseria meningitidis MC58]		rplY						J		C		10		-0.292		-0.392		0.3		-0.052		0.108		-0.064		-1.148		0.972		0.322		0.239		0.466		0.423		0.527		0.719

		55		14.94		15.25		85.4		81783919		rpsO		30S Ribosomal protein S15 [Neisseria meningitidis Z2491]		rpsO						J		C		7		-0.072		-0.104		-0.04		0.172		-0.168		0.004		-0.536		0.924		0.567		0.561		0.253		0.247		0.386		0.253

		56		14.45		15.03		25.2		7226819		acnB		Aconitate hydratase 2 [Neisseria meningitidis MC58]		acnB						C		C		6		-0.544		-0.192		-0.108		0.316		-0.092		-0.272		-1.108		0.052		0.421		0.456		0.066		0.333		0.444		0.009

		57		14.08		15.82		35.2		325207717		maeB		Malate dehydrogenase [Neisseria meningitidis NZ-05/33]		maeB						C		C		8		-0.812		-0.388		-0.384		0.384		0.072		0.112		-1.04		0.048		0.582		0.208		0.345		0.768		0.417		0.128

		58		13.83		13.98		62.9		349610873		HMPREF1028_02172		50S Ribosomal protein L13 [Neisseria sp. GT4A_CT1]		rplMa		15677879				J		C		8		0.124		0.108		-0.004		0.1		-0.208		0.068		-0.928		0.555		0.716		0.141		0.592		0.099		0.358		0.023

		59		13.8		14.08		51.2		7225354		rpsL		30S Ribosomal protein S12 [Neisseria meningitidis MC58]		rpsL						J		C		7		0.14		0.196		0.08		0.092		0.18		0.036		-0.444		0.306		0.387		0.547		0.561		0.225		0.281		0.977

		60		13.4		14.34		25.7		297250485		NEIPOLOT_01458		Dihydrolipoyllysine-residue acetyltransferase E2 component of pyruvate dehydrogenase complex [Neisseria polysaccharea ATCC 43768]		aceFe		15677208		Dihydrolipoamide acetyltransferase		C		C		7		0.016		0.16		-0.156		0.12		-0.02		-0.316		-0.792		0.455		0.53		0.502		0.331		0.332		0.447		0.928

		61		13.14		15.62		26.6		7225689		potD-1		Spermidine/putrescine ABC transporter, [Neisseria meningitidis MC58]		potD-1						E		P		9		-0.328		-0.328		0.192		-0.48		-0.388		0.288		-0.432		0.444		0.713		0.418		0.774		0.623		0.195		0.555

		63		12.83		12.95		46.1		6692578		hemO		HemO [Neisseria meningitidis]		hemO						P		U		6		0.068		0.012		0.296		-0.176		0.096		-0.408		-0.584		0.566		0.506		0.277		0.72		0.461		0.704		0.442

		64		12.71		12.79		59.2		7226024		NMB0791		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis MC58]		NMB0791						O		C		7		-0.276		-0.368		-0.428		-0.104		-0.26		-0.24		-0.948		0.226		0.226		0.124		0.381		0.212		0.201		0.216

		65		12.52		14.77		74.3		7225365		rplV		50S Ribosomal protein L22 [Neisseria meningitidis MC58]		rplV						J		C		8		0.296		0.368		0.144		0.328		0.208		0.452		-0.688		0.251		0.291		0.406		0.256		0.22		0.135		0.961

		66		12.48		13.27		27.6		7226193		gltA		Citrate synthase [Neisseria meningitidis MC58]		gltA						C		C		7		-0.592		-0.068		-0.732		0.088		-0.288		-0.048		-1.272		0.918		0.481		0.038		0.425		0.689		0.33		0.167						1		x ok

		67		12.06		12.88		32.4		7225651		ftsZ		Cell division protein FtsZ [Neisseria meningitidis MC58]		ftsZ						D		C		6		0.208		0.108		-0.132		0.096		-0.136		0.132		-0.708		0.364		0.211		0.454		0.312		0.634		0.561		0.975

		68		12		12		58.7		325208428		NMBNZ0533_1464		Putative lipoprotein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_1464						Putative No related COG		U		9		-0.36		0.104		1.156		-0.328		0.248		0.104		-0.528		0.194		0.346		0.108		0.075		0.305		0.368		0.407

		69		11.85		14.19		30.1		9910686		glyA		Serine hydroxymethyltransferase [Neisseria meningitidis MC58]		glyA						E		C		7		-0.12		-0.388		-0.048		0.2		0.016		-0.164		-0.54		0.544		0.261		0.268		0.694		0.71		0.977		0.959

		70		11.82		13.09		58.3		7225358		rpsJ		30S Ribosomal protein S10 [Neisseria meningitidis MC58]		rpsJ						J		C		7		0.164		0.124		0.18		0.304		0.256		0.096		-0.416		0.727		0.703		0.958		0.492		0.952		0.998		0.685

		71		11.8		11.93		30.2		7226831		hisB		Imidazoleglycerol-phosphate dehydratase [Neisseria meningitidis MC58]		hisB						E		C		7		-0.188		0.108		0.044		0.092		0		-0.408		-0.536		0.501		0.269		0.457		0.216		0.107		0.523		0.745

		72		11.59		12.06		65.3		81785149		rplO		50S Ribosomal protein L15 [Neisseria meningitidis MC58]		rplO						J		C		6		-0.14		-0.116		-0.26		-0.268		0.336		0.304		-1.172		0.769		0.7		0.96		0.699		0.157		0.287		0.269

		73		11.49		11.62		54.1		81785148		rplQ		50S Ribosomal protein L17 [Neisseria meningitidis MC58]		rplQ						J		C		6		0.06		-0.176		-0.18		-0.08		-0.248		-0.408		-1.016		0.519		0.164		0.873		0.632		0.634		0.91		0.59

		74		11.43		11.56		50.8		75432531		rpsF		30S Ribosomal protein S6 [Neisseria gonorrhoeae FA 1090]		rpsFa		15677189				J		C		7		-0.912		-0.668		-0.528		-0.328		-0.592		-0.328		-1.552		0.031		0.272		0.372		0.507		0.247		0.441		0.168

		75		11.31		11.8		49.4		7225347		rplJ		50S Ribosomal protein L10 [Neisseria meningitidis MC58]		rplJ						J		C		6		0.156		0.072		-0.232		0.088		-0.236		-0.436		-0.856		0.382		0.359		0.264		0.699		0.592		0.264		0.322

		76		11.28		11.83		51.6		81783922		rplN		50S Ribosomal protein L14 [Neisseria meningitidis Z2491]		rplN						J		C		6		-0.168		-0.052		0.02		0.048		-0.028		-0.264		-0.98		0.281		0.517		0.299		0.632		0.806		0.455		0.226

		77		10.96		11.06		67.4		7225364		rpsS		30S Ribosomal protein S19 [Neisseria meningitidis MC58]		rpsS						J		C		5		-0.184		-0.128		0.208		0.252		-0.232		0.188		-0.656		0.337		0.398		0.73		0.518		0.683		0.183		0.294

		78		10.95		11.47		51.6		340363613		tig2		Trigger factor [Neisseria macacae ATCC 33926]		rpsTf		15676374		30S Ribosomal protein S20		J		C		5		-0.272		-0.404		-0.3		-0.072		-0.112		-0.408		-1.292		0.665		0.158		0.437		0.867		0.844		0.444		0.075

		79		10.63		10.68		51.5		284796534		NEISUBOT_04588		Ribosomal protein L16 [Neisseria subflava NJ9703]		rplPa		15676076				J		C		5		0.124		-0.18		-0.128		-0.148		-0.196		-0.024		-0.832		0.278		0.113		0.105		0.053		0.144		0.561		0.088

		80		10.62		10.78		56.1		7226708		NMB1468		Hypothetical protein NMB1468 [Neisseria meningitidis MC58]		NMB1468						Hypothetical No related COG		P		5		0.828		1.084		0.748		1.032		0.608		0.68		-0.752		0.116		0.049		0.056		0.053		0.087		0.061		0.487

		81		10.58		43.7		84.7		89276863		porA		Outer membrane protein class 1 [Neisseria meningitidis]		porA						M		OM		54

		82		10.26		10.75		77.1		325207369		groS		Chaperonin GroS [Neisseria meningitidis NZ-05/33]		groS						O		C		7		-0.212		0.132		-0.812		0.26		-0.196		0.112		-1.212		0.971		0.621		0.015		0.533		0.634		0.492		0.002						1						1

		83		10.2		11.69		18.8		325204497		NMBM01240355_1442		Cytochrome C biogenesis protein transmembrane region [Neisseria meningitidis M01-240355]		dipZe		15677372		Thiol:disulfide interchange protein		OC		CM		6		0.604		0.916		-0.472		-0.532		0.564		0.304		-0.884		0.297		0.221		0.493		0.499		0.296		0.301		0.283

		84		9.97		10.82		33.5		325140643		NMBCU385_0690		Universal stress protein family [Neisseria meningitidis CU385]		NMBCU385_0690						T		U		5		-1.208		-1.384		-0.332		-0.324		-1.084		0.024		-0.992		0.033		0.042		0.339		0.297		0.205		0.315		0.262

		85		9.93		10.14		70.1		81857431		rpsQ		30S Ribosomal protein S17 [Neisseria meningitidis Z2491]		rpsQ						J		C		6		-0.28		0.16		0.208		0.108		0.036		-0.056		-0.976		0.467		0.688		0.698		0.857		0.699		0.648		0.387

		86		9.48		9.54		74.6		7227318		rpsI		30S Ribosomal protein S9 [Neisseria meningitidis MC58]		rpsI						J		C		6		0.028		0.124		0.048		-0.208		0.032		0.044		-0.68		0.383		0.414		0.653		0.952		0.597		0.526		0.157

		87		9.41		11.53		54.6		5825526		nspA		Surface protein A [Neisseria meningitidis]		nspA						M		OM		7		-0.552		-1.072		0.048		-0.592		-0.38		-0.216		-1.068		0.022		0		0.147		0.004		0.014		0.061		0.038

		88		9.2		11		19.6		284799853		NEISUBOT_04444		Isocitrate dehydrogenase, NADP-dependent [Neisseria subflava NJ9703]		icde		161869830		Isocitrate dehydrogenase [Neisseria meningitidis 053442]		C		C		6		-0.44		-0.024		-0.376		-0.084		-0.344		-0.144		-1.056		0.257		0.884		0.39		0.854		0.786		0.699		0.097

		89		9.04		9.87		49		7227050		NMB1796		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1796						Hypothetical R		C		6		-0.82		-0.98		-0.236		-0.812		-0.744		-0.856		-1.516		0.069		0.023		0.223		0.107		0.076		0.045		0

		90		8.87		8.87		65.3		325138254		rplI		Ribosomal protein L9 [Neisseria meningitidis ES14902]		rplIa		15677186				J		C		5		0		0.032		0.1		0.172		0.032		0.168		-0.444		0.55		0.526		0.631		0.509		0.656		0.534		0.753

		91		8.87		8.87		37.2		9910705		NMB1533		Outer membrane protein H.8 - Precursor [Neisseria meningitidis MC58] (azurin)		NMB1533						C		OM		6		-0.48		-0.056		-0.168		-0.076		-0.444		-0.452		-0.692		0.151		0.841		0.664		0.744		0.508		0.243		0.399

		92		8.66		9.08		78.6		73621630		rplR		50S Ribosomal protein L18 [Neisseria meningitidis MC58]		rplR						J		C		5		0.524		0.3		0.048		-0.016		-0.48		-0.252		-1.004		0.391		0.433		0.748		0.522		0.682		0.674		0.009

		93		8.65		9.05		80.3		7226563		rpsR		30S Ribosomal protein S18 [Neisseria meningitidis MC58]		rpsR						J		C		4		0.124		-0.396		0.148		-0.188		-0.02		-0.284		-0.108		0.403		0.829		0.37		0.545		0.442		0.632		0.117

		94		8.56		8.68		65.6		7225545		rpmA		50S Ribosomal protein L27 [Neisseria meningitidis MC58]		rpmA						J		C		4		-0.056		-0.06		0.044		-0.076		-0.108		0.02		-0.452		0.695		0.544		0.442		0.611		0.605		0.527		0.55

		95		8.52		8.93		45.2		161870463		hisJ		Polar amino acid transport system substrate-binding protein [Neisseria meningitidis 053442]		hisJ						E		P		4		0.492		0.556		0.712		0.728		0.832		-0.348		-0.532		0.39		0.319		0.464		0.351		0.311		0.325		0.645

		96		8.51		9.63		66.4		75355452		rpsK		30S Ribosomal protein S11 [Neisseria gonorrhoeae FA 1090]		rpsKa		15676093				J		C		5		0.072		0.144		0.312		0.148		0.3		0.176		-0.816		0.352		0.753		0.359		0.701		0.146		0.136		0.958

		97		8.42		10.93		37.5		325208457		NMBNZ0533_1494		Propionate/acetate kinase [Neisseria meningitidis NZ-05/33]		ackA1a		121635189		Acetate kinase [Neisseria meningitidis FAM18]		C		C		8		-0.692		-0.18		-0.26		0.08		-0.024		-0.068		-1.096		0.807		0.627		0.663		0.627		0.777		0.837		0.893

		98		8.42		8.42		15.9		7227062		pilM		PilM protein [Neisseria meningitidis MC58]		pilM						D		UM		4		-0.004		-0.064		0.432		-0.236		0.26		-0.44		-0.62		0.339		0.441		0.259		0.543		0.226		0.481		0.677

		99		8.29		9.79		66.3		7226469		hupB		DNA-binding protein HU-beta [Neisseria meningitidis MC58]		hupB						L		C		7		-0.328		-0.752		0.132		-0.384		-0.272		0.136		-1.152		0.216		0.021		0.61		0.947		0.478		0.78		0.143

		100		8.22		8.27		31.1		7225825		NMB0595		DNA-binding response regulator [Neisseria meningitidis MC58]		NMB0595						TK		C		5		-0.308		-0.216		-0.348		0.16		-0.624		-0.324		-0.876		0.239		0.489		0.125		0.313		0.076		0.439		0.278

		101		8.1		10.65		20.3		313668607		sdhA		Succinate dehydrogenase flavoprotein subunit [Neisseria lactamica ST-640]		sdhAa		15676843				C		CM		6		-0.2		-0.108		0.072		0.04		0.056		-0.012		-1.404		0.583		0.721		0.321		0.607		0.964		0.386		0.029

		102		8		8.06		43.3		7226073		NMB0838		Cold-shock domain family protein [Neisseria meningitidis MC58]		NMB0838						K		C		4		0.152		-0.116		-0.208		0.176		-0.156		0.152		-0.172		0.464		0.567		0.629		0.496		0.602		0.521		0.133

		103		7.88		7.88		27.8		7225344		rplK		50S Ribosomal protein L11 [Neisseria meningitidis MC58]		rplK						J		C		3		-1.344		-1.972		-0.768		-1.252		-0.568		-0.648		-0.872		0.091		0.057		0.131		0.099		0.963		0.704		0.19

		104		7.79		8.89		31.7		59801339		NGO0948		Hypothetical protein NGO0948 [Neisseria gonorrhoeae FA 1090]		NMB0928a		15676822		Hypothetical protein NMB0928		Hypothetical No related COG		CM		4		0.144		0.14		0.184		-0.204		-0.272		-0.044		-1.176		0.711		0.074		0.825		0.31		0.805		0.616		0.005

		105		7.76		7.78		39.5		325135513		fabG		3-Oxoacyl-(acyl-carrier-protein) reductase [Neisseria meningitidis M0579]		fabG						QR		C		4		0.088		-0.04		0.14		0.176		0.388		-0.364		1.068		0.655		0.53		0.996		0.551		0.324		0.802		0.012

		106		7.7		7.76		26.9		7226175		efp		Elongation factor P (EF-P) [Neisseria meningitidis MC58]		efp						J		C		4		-0.324		-0.408		-0.84		0.196		-0.424		-0.084		-0.944		0.791		0.654		0.802		0.496		0.8		0.613		0.244

		107		7.41		7.76		26.7		9911105		recA		Recombinase A [Neisseria meningitidis Z2491]		recA						L		C		4		-0.52		-0.236		0.068		-0.64		-0.1		0.204		-1.6		0.23		0.809		0.473		0.511		0.375		0.293		0.026

		108		7.28		9.1		20.2		325207248		prlC		Oligopeptidase A [Neisseria meningitidis NZ-05/33]		prlC						E		C		3		0.112		0.236		0.048		0.256		0.332		0.224		-0.12		0.731		0.643		0.559		0.416		0.253		0.531		0.338

		109		7.14		7.54		32.7		5051448		opcA		OpcA protein [Neisseria meningitidis]		opcA						M		OM		4		0.168		0.412		0.1		-0.472		0.264		0.324		-1.032		0.699		0.502		0.933		0.337		0.519		0.556		0.165

		110		7.13		9.62		25.5		325207990		sucB		Dihydrolipoyllysine-residue succinyltransferase, E2 component of oxoglutarate dehydrogenase succinyl-transferring complex [Neisseria meningitidis NZ-05/33]		sucB						C		C		6		-0.304		-0.232		-0.24		-0.152		-0.184		-0.144		-0.956		0.317		0.243		0.53		0.522		0.27		0.857		0.177

		111		6.81		6.87		43.1		349522		pilE		Pilus structural subunit [Neisseria meningitidis]		pilE						N		E		4		1.564		1.6		0.636		0.764		0.604		0.78		1.044		0.001		0.001		0.001		0.033		0.001		0.033		0.027				1				xok				1

		112		6.8		7.89		18.8		293399469		NGNG_01453		Cell division protease FtsH [Neisseria gonorrhoeae F62]		ftsHa		15676696				D		CM		6		0.812		0.376		0.464		0.152		0.448		0.34		-0.624		0.209		0.239		0.298		0.332		0.251		0.259		0.035

		113		6.68		6.9		17.3		269144731		NEICINOT_04777		Glutamate dehydrogenase [Neisseria cinerea ATCC 14685]		gdhAa		15677557				E		UM		4		0.568		0.48		0.596		0.42		0.7		0.54		-0.7		0.359		0.439		0.37		0.477		0.316		0.349		0.14

		115		6.47		6.68		66.3		7225373		rpsN		30S Ribosomal protein S14 [Neisseria meningitidis MC58]		rpsN						J		C		3		0.056		0.152		0.228		0.02		0.072		0.012		-0.672		0.381		0.165		0.138		0.18		0.997		0.08		0.439

		116		6.4		6.56		60.5		7225950		rplT		50S Ribosomal protein L20 [Neisseria meningitidis MC58]		rplT						J		C		3		-0.244		-0.052		-0.02		0.072		-0.448		-0.072		-0.892		0.757		0.978		0.81		0.282		0.262		0.967		0.121

		117		6.33		22.65		51.5		254672740		opa7		Opacity protein and related surface antigens [Neisseria meningitidis alpha275]		opa7						M		OM		20		0.46		0.608		-0.276		0.616		-0.444		0.124		-1.328		0.03		0.029		0.067		0.029		0.183		0.204		0.067

		119		6.1		6.88		17.6		340361016		carA		Carbamoyl-phosphate synthase, small subunit [Neisseria macacae ATCC 33926]		carAa		15677684				EF		C		3		0.188		-0.796		-0.148		0.428		-0.492		0.072		-1.044		0.908		0.192		0.827		0.412		0.574		0.853		0.231

		120		6		6.53		35.6		7226702		ssb		Single-strand binding protein [Neisseria meningitidis MC58]		ssb						L		C		3		-0.608		-0.36		0.308		-0.076		-0.02		-0.048		-0.436		0.015		0.043		0.603		0.065		0.053		0.053		0.028

		122		5.7		6.14		27.4		7225566		NMB0345		Putative cell-binding factor [Neisseria meningitidis MC58]		NMB0345						Putative O		OM		3		0.588		0.584		0.756		0.052		0.584		0.6		-0.256		0.309		0.103		0.201		0.116		0.309		0.244		0.004

		123		5.68		5.92		36.1		81543069		secB		Protein-export protein secB [Neisseria meningitidis Z2491]		secB						N		C		5		-0.564		-0.56		-0.064		-0.424		-0.564		-0.048		-0.836		0.039		0.046		0.092		0.014		0.014		0.464		0.02

		124		5.64		5.64		71.1		325207795		hfq		RNA chaperone Hfq [Neisseria meningitidis NZ-05/33]		hfq						R		C		5		0.16		-0.836		0.516		0.224		0.116		0.156		-0.836		0.022		0.006		0.114		0.072		0.018		0.023		0.006

		125		5.55		7.71		39.5		7225406		frr		Ribosome recycling factor [Neisseria meningitidis MC58]		frr						J		C		4		0.176		0.008		-0.512		-0.472		-0.244		-0.3		-1.144		0.819		0.288		0.195		0.234		0.71		0.304		0.11

		126		5.53		6.09		28.8		291044214		NGMG_00025		Ribose-phosphate pyrophosphokinase [Neisseria gonorrhoeae DGI2]		prsAa		15676771				FE		C		3		0.448		0.072		0.352		0.008		-0.168		0.008		-0.792		0.007		0.007		0.004		0.007		0.01		0.202		0.07				1

		127		5.44		7.07		13.2		284797755		NEISUBOT_03099		Carbamoyl-phosphate synthase, large subunit [Neisseria subflava NJ9703]		carBe		15677690				EF		C		4		0.464		0.192		0.016		0.376		0.176		-0.168		-0.816		0.505		0.664		0.848		0.565		0.706		0.874		0.083

		128		5.23		5.31		37.6		325136526		greA		Transcription elongation factor greA [Neisseria meningitidis M0579]		greA						K		C		3		0.028		-0.036		0.02		0.116		0.148		-0.004		-0.984		0.622		0.593		0.675		0.045		0.046		0.995		0.065

		129		5.22		5.37		29.7		7225555		dapD		2,3,4,5-Tetrahydropyridine-2,6-dicarboxylate N-succinyltransferase [Neisseria meningitidis MC58]		dapD						E		C		3		-0.732		-0.276		-0.208		0.176		-0.56		-0.076		-1.304		0.098		0.99		0.504		0.694		0.112		0.868		0.007

		130		4.99		5.2		20.9		254805253		gdhA1		Glutamate dehydrogenase [Neisseria meningitidis alpha14]		gdhA1						E		UM		3		-1.068		-0.092		-1.06		-0.292		-0.284		-0.664		-0.72		0.061		0.992		0.025		0.625		0.862		0.027		0.116						1

		131		4.93		5.62		24.4		325138873		NMBES14902_0317		Bacterial type II secretion system protein F domain protein [Neisseria meningitidis ES14902]		pilGa		15676248		Pilus assembly protein PilG		N		CM		3		0.204		0.768		0.496		0.524		0.34		-0.208		-0.772		0.332		0.125		0.003		0.233		0.002		0.006		0.005				1

		132		4.88		6.99		9.4		7225598		NMB0378		Putative phosphate permease [Neisseria meningitidis MC58]		NMB0378						Putative P		CM		3		-0.564		-0.352		0.164		0.364		-0.384		-0.592		-1.032		0.032		0.197		0.642		0.159		0.59		0.332		0.015

		133		4.8		4.97		23.6		7225272		pilT-1		Twitching motility protein PilT [Neisseria meningitidis MC58]		pilT-1						N		C		2		-0.356		-0.4		0		0.208		-0.812		-0.448		-0.884		0.364		0.456		0.821		0.715		0.195		0.421		0.348

		135		4.74		8.52		23.2		296840734		NEIPOLOT_00159		Septum site-determining protein MinD [Neisseria polysaccharea ATCC 43768]		minDe		15676098				D		C		4		-0.284		0.044		-0.284		0.016		-0.404		0.076		-1.22		0.12		0.923		0.555		0.622		0.597		0.395		0.177

		136		4.73		5.35		20.8		255068437		NEISICOT_03480		Branched-chain-amino-acid transaminase [Neisseria sicca ATCC 29256]		ilvEb		218768887		Branched-chain amino acid aminotransferase [Neisseria meningitidis Z2491]		EH		C		2		0.148		-0.624		0.52		0.132		-0.08		-0.392		0.036		0.441		0.966		0.493		0.21		0.726		0.016		0.216

		138		4.54		11.49		23.7		7226843		potD-3		Spermidine/putrescine ABC transporter [Neisseria meningitidis MC58]		potD-3						E		UM		5		0.98		0.528		0.64		-0.384		1.004		0.884		1.348		0.001		0.035		0.001		0.56		0.034		0.035		0.026				1								1

		140		4.39		4.82		35.3		349610811		HMPREF1028_02110		Dihydrodipicolinate reductase [Neisseria sp. GT4A_CT1]		dapBb		15676130				E		C		2		-1.044		-0.88		-1.608		-0.116		-0.328		-0.34		-1.608		0.086		0.111		0.054		0.537		0.437		0.411		0.054

		142		4.36		4.93		15.5		325134691		infB		Translation initiation factor IF-2 [Neisseria meningitidis M13399]		infB						J		C		2		0.08		-0.02		0.168		-0.292		-0.872		-0.168		-0.744		0.569		0.317		0.445		0.705		0.196		0.845		0.979

		143		4.29		5.89		11.3		296839833		NEIPOLOT_00410		TspA protein [Neisseria polysaccharea ATCC 43768]		tspAc		15676256				No related COG		OM		3		0.54		-0.164		0.484		0.524		0.732		0.756		0.012		0.05		0.059		0.054		0.05		0.036		0.035		0.044

		144		4.24		4.43		24		7226438		guaB		IMP dehydrogenase [Neisseria meningitidis MC58]		guaB						F		C		2		-0.324		-0.352		-0.468		-0.308		0.584		0.152		-0.072		0.635		0.41		0.105		0.044		0.035		0.037		0.111

		145		4.24		4.24		65.6		81707281		rpmD		50S Ribosomal protein L30 [Neisseria meningitidis MC58]		rpmD						J		C		2		-0.792		-0.612		-0.788		-0.808		-0.952		-0.884		-1.548		0.297		0.383		0.594		0.184		0.476		0.298		0.145

		146		4.23		4.8		28.8		254493006		NGAG_00307		Type IV pilus assembly protein PilO [Neisseria gonorrhoeae 1291]		pilOa		15677647				N		CM		2		-0.692		0.14		0.148		-0.068		-0.452		-0.052		-0.348		0.085		0.223		0.315		0.721		0.567		0.775		0.766

		147		4.14		4.8		16.1		308388760		gcvT		Glycine cleavage system aminomethyltransferase T [Neisseria meningitidis alpha710]		gcvT						E		UM		2		-0.532		-0.172		0.42		0.264		-0.056		-0.148		-1.576		0.006		0.013		0.004		0.005		0.004		0.004		0.041				1

		148		4.13		4.42		32.7		90109269				Chain B, Putative Phosphatase (Nma1982) [Neisseria meningitidis Z2491]		NMA1982						S		C		3		-0.036		-0.172		0.04		0.392		0.188		-0.516		-1.296		0.942		0.812		0.768		0.486		0.516		0.108		0.05

		149		4.09		4.49		18.6		254673900		siaC		N-acetylneuraminic acid synthetase [Neisseria meningitidis alpha275]		siaC						M		C		2		-0.844		-0.04		-0.168		0.22		0.16		-0.592		-0.12		0.096		0.837		0.346		0.295		0.399		0.127		0.15

		150		4.09		4.14		16.3		269144859		NEICINOT_04548		Ferredoxin--NADP(+) reductase [Neisseria cinerea ATCC 14685]		fpr-1a		15676930				C		C		2		0.24		0.408		-0.98		0.36		0.028		-0.316		-0.98		0.042		0.038		0.055		0.04		0.04		0.054		0.055

		152		4.07		4.57		22.6		319410025		ppa		Inorganic pyrophosphatase (PPase) [Neisseria meningitidis WUE 2594]		ppa						C		C		4		-0.732		-0.28		-0.264		-0.056		-0.28		-0.92		-1.512		0.104		0.114		0.122		0.734		0.111		0.055		0.055

		154		4		27.83		55.2		261393083		NMV_1879		Putative alcohol dehydrogenase (ADH-HT) [Neisseria meningitidis 8013]		adhAa		121634341		Alcohol dehydrogenase [Neisseria meningitidis FAM18]		R		C		17		-0.768		-0.896		-0.772		0.028		-0.02		-0.66		-1.08		0.313		0.227		0.321		0.791		0.938		0.469		0.397

		155		4		4		16.9		7225949		rpmI		50S Ribosomal protein L35 [Neisseria meningitidis MC58]		rpmI						J		C		2		-0.776		-0.184		-1.44		0.028		-0.104		-0.72		-1.104		0.094		0.115		0.055		0.78		0.931		0.159		0.178

		157		3.94		4.66		21.9		313668377		thrC		Threonine synthase [Neisseria lactamica ST-640]		thrCe		15676932				E		C		2		-0.448		-0.824		0.044		-0.692		-0.22		-0.492		-1.78		0.429		0.312		0.636		0.437		0.254		0.36		0

		159		3.76		39.78		50		325207370		groL		Chaperonin GroL [Neisseria meningitidis NZ-05/33]		groL						O		C		23		-1.956		-1.956		0.096		-0.124		0.224		0.012		-1.956		0.057		0.057		0.666		0.611		0.408		0.935		0.057

		160		3.76		4.26		17		325208815		glnA		Glutamine synthetase, type I [Neisseria meningitidis NZ-05/33]		glnA						E		C		2		0.004		0.36		0.38		0.332		0.328		0.108		0.096		0.64		0.368		0.169		0.365		0.358		0.38		0.007

		161		3.74		5.89		9.3		288576370		NEIMUCOT_06357		Proline dehydrogenase/delta-1-pyrroline-5-carboxylate dehydrogenase [Neisseria mucosa ATCC 25996]		putAe		218768829		Bifunctional proline dehydrogenase/pyrroline-5-carboxylate dehydrogenase [Neisseria meningitidis Z2491]		C		C		2		-1.956		-1.956		-1.956		0.22		-1.956		-1.956		-1.956		0.066		0.066		0.066		0.412		0.066		0.066		0.066

		162		3.67		6.5		17.8		325208526		alaS		Alanyl-tRNA synthetase [Neisseria meningitidis NZ-05/33]		alaS						J		C		2		-0.128		-0.096		-0.068		0.912		0.904		0.904		0.416		0.376		0.472		0.579		0.036		0.037		0.039		0.124

		163		3.63		3.83		61.4		7227209		rpsU		30S Ribosomal protein S21 [Neisseria meningitidis MC58]		rpsU						J		C		2		-0.812		-1.88		-1.364		-0.436		-1.416		-1.536		-1.88		0.036		0.003		0.013		0.157		0.006		0.009		0.003						1						1

		164		3.55		3.82		26		325198321		accA		Acetyl-CoA carboxylase, carboxyl transferase, alpha subunit [Neisseria meningitidis G2136]		accA						I		C		2		-0.076		-1.068		-0.052		-0.08		-0.14		-0.524		-1.332		0.293		0.038		0.658		0.474		0.255		0.326		0.009

		165		3.53		4.4		8.8		325208598		gcvP		Glycine dehydrogenase [Neisseria meningitidis NZ-05/33]		gcvP						E		C		2		-0.984		-0.004		-0.984		-0.004		0.08		-0.984		-0.984		0.065		0.051		0.065		0.053		0.507		0.065		0.065

		166		3.51		3.67		60.6		7227356		NMB2094		Hypothetical protein NMB2094 [Neisseria meningitidis MC58]		NMB2094						Hypothetical K		C		2		-1.376		-0.58		0.092		-0.796		-0.1		-0.204		-1.08		0.01		0.056		0.384		0.01		0.441		0.03		0.022

		167		3.48		4.1		25.5		296840243		NEIPOLOT_00015		Phosphoglycerate kinase [Neisseria polysaccharea ATCC 43768]		pgka		121635813		Phospho-glycerate kinase [Neisseria meningitidis FAM18]		G		C		2		-0.668		-0.024		-1.7		-0.436		-1.7		0.06		-0.964		0.27		0.837		0.053		0.864		0.053		0.903		0.148

		168		3.44		3.46		23.4		349610696		HMPREF1028_02004		Peptide deformylase [Neisseria sp. GT4A_CT1]		defa		15676038				J		C		2		-0.604		0.316		-0.752		-0.688		0.236		-0.148		-1.332		0.108		0.425		0.096		0.129		0.565		0.436		0.059

		170		3.37		3.44		23.2		268604447		NGHG_02090		Lactoylglutathione lyase [Neisseria gonorrhoeae PID1]		gloAe		15676255				E		C		3		-0.468		-0.236		-0.068		0.072		-0.012		-0.42		-1.708		0.334		0.223		0.494		0.43		0.854		0.486		0.015

		171		3.26		3.45		19.3		325207310		NMBNZ0533_0283		SurA/PPIASE domain protein [Neisseria meningitidis NZ-05/33]		surAa		254805678		Putative peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis alpha14]		O		P		2		-1.12		0.144		-1.948		-0.996		0.204		-0.928		-1.948		0.115		0.535		0.06		0.104		0.43		0.146		0.06

		172		3.05		4.02		25.3		325208382		NMBNZ0533_1415		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33]		NMB1437						Hypothetical S		C		2		-0.04		-0.592		-0.244		-0.372		-0.096		-0.62		-1.032		0.644		0.008		0.542		0.722		0.996		0.007		0.012

		173		3		4.67		31.3		325208633		mtrC		Membrane fusion protein MtrC [Neisseria meningitidis NZ-05/33]		mtrC						Q		CM		2		0.596		0.26		0.524		0.632		0.748		-0.132		-0.228		0.509		0.521		0.701		0.479		0.379		0.599		0.107

		174		2.95		3.17		14		317164409		clpX		ATP-dependent protease ATP-binding subunit ClpX [Neisseria gonorrhoeae TCDC-NG08107]		clpXe		15677237				O		C		1		-0.984		0.512		0.116		0.44		0.468		0.088		-0.984		0.07		0.035		0.265		0.036		0.035		0.323		0.07

		175		2.9		3.16		24.5		313668953		grpE		Heat shock protein [Neisseria lactamica ST-640]		grpEa		15676466				O		C		2		-0.024		-0.412		-0.668		-0.216		-0.616		-0.072		-0.812		0.958		0.148		0.254		0.903		0.104		0.785		0.194

		176		2.83		3.28		24.5		325203721		hisA		Phosphoribosylformimino-5-aminoimidazole carboxamide ribotide isomerase [Neisseria meningitidis M01-240355]		hisA						E		C		1		-0.496		0.268		0.592		0.84		-0.496		0.844		0.296		0.866		0.466		0.227		0.232		0.871		0.229		0.472

		177		2.78		3.13		23.8		297250450		mtrE		Multiple transferable resistance system protein MtrE [Neisseria polysaccharea ATCC 43768]		mtrEa		15677561				MN		OM		1		-0.716		-0.052		-0.192		-0.492		-0.532		-0.688		-1.372		0.19		0.938		0.573		0.143		0.277		0.32		0.051

		178		2.78		2.89		53.3		7225383		rpsM		30S Ribosomal protein S13 [Neisseria meningitidis MC58]		rpsM						J		C		2		-0.36		-0.552		-0.804		-0.572		-1.028		-0.12		-0.988		0.524		0.761		0.18		0.436		0.176		0.319		0.963

		179		2.73		3.6		20.1		296839912		NEIPOLOT_00326		Malate dehydrogenase [Neisseria polysaccharea ATCC 43768]		yojHa		15677916		Malate:quinone oxidoreductase 		R		C		1		-0.004		-0.82		-0.108		-0.04		-0.396		-0.26		-0.54		0.896		0.22		0.843		0.938		0.521		0.876		0.563

		180		2.69		2.94		20		288575854		NEIMUCOT_05113		Enoyl-[acyl-carrier-protein] reductase [Neisseria mucosa ATCC 25996]		fabIg		15676251		Enoyl-(acyl carrier protein) reductase 		I		C		2		-1.364		-1.34		-0.628		-0.092		-0.696		-0.108		-1.848		0.149		0.159		0.501		0.734		0.327		0.702		0.046

		181		2.63		2.82		31.2		7225518		dsbA		Thiol:disulfide interchange protein DsbA [Neisseria meningitidis MC58]		dsbA						OC		P		2		-0.544		0.164		-1.24		-0.608		0.192		-0.5		-1.972		0.934		0.509		0.106		0.548		0.378		0.143		0.058

		182		2.57		4.1		12.1		7226713		clpB		ClpB protein [Neisseria meningitidis MC58]		clpB						O		C		3		1.212		0.108		0.088		0.656		0.656		0.536		0.24		0.001		0.293		0.341		0.001		0.001		0.04		0.144

		183		2.53		4.39		18.9		325128778		aspS		Aspartyl-tRNA synthetase [Neisseria meningitidis N1568]		aspS						J		C		2		-0.076		-0.096		0.092		-0.564		0.132		0.064		-0.76		0.531		0.871		0.245		0.792		0.572		0.394		0.47

		184		2.51		2.76		39.2		81783933		rplU		50S Ribosomal protein L21  [Neisseria meningitidis Z2491]		rplU						J		C		1		-0.068		-0.048		0.028		0.008		-0.268		-0.016		-0.972		0.129		0.251		0.109		0.05		0.076		0.154		0.006

		185		2.47		4.34		14.2		269144431		NEICINOT_05035		L Factor [Neisseria cinerea ATCC 14685]		nusAa		15677491		Transcription elongation factor NusA 		K		C		2		0.464		-0.2		-0.716		-0.384		0.196		0.076		-0.656		0.169		0.334		0.021		0.053		0.281		0.361		0.028						1

		186		2.45		2.56		10.1		325205306		fabF		3-Oxoacyl-(acyl-carrier-protein) synthase II [Neisseria meningitidis M04-240196]		fabF						IQ		C		2		-0.672		-0.452		-0.524		-1.26		-0.792		-0.104		-0.928		0.086		0.114		0.102		0.083		0.216		0.724		0.18

		188		2.4		6.14		13.9		309378739		secA		Preprotein translocase SecA subunit [Neisseria lactamica Y92-1009]		secAa		15677388				N		C		3		-0.056		-0.648		-0.668		0.48		0.592		-0.656		0.572		0.009		0.104		0.105		0.005		0.004		0.106		0.128

		189		2.4		2.5		32.2		59802293		NGO1985		Hypothetical protein NGO1985 [Neisseria gonorrhoeae FA 1090] (MC58 hemolysin NMB2091)		NMB2091a		15677911		Hemolysin		R		P		1		-0.044		0		0.548		0.188		-0.64		0.056		-0.86		0.041		0.968		0.256		0.338		0.049		0.063		0.016

		190		2.34		2.47		10.9		269144852		NEICINOT_04541		Glutamate--cysteine ligase [Neisseria cinerea ATCC 14685]		gshAa		15676924				H		C		1		0.56		-0.936		1.096		0.064		-0.2		0.888		0.456		0.042		0.062		0.034		0.545		0.232		0.039		0.11				1

		191		2.31		2.43		21.5		81707197		NMB1126		Putative lipoprotein NMB1126/NMB1164; Flags: Precursor [Neisseria meningitidis MC58]		NMB1126						M		U		1		-0.672		-0.064		-0.716		-0.72		-0.684		-0.068		-1.96		0.504		0.731		0.371		0.366		0.485		0.745		0.048

		192		2.29		2.69		18.1		7226938		serS		Seryl-tRNA synthetase [Neisseria meningitidis MC58]		serS						J		C		1

		193		2.27		3.19		13.3		269210385		NEILACOT_03030		Cytochrome c family protein [Neisseria lactamica ATCC 23970] (MC58 cytochrome C5 NMB1677)		NMB1677a		15677525		Cytochrome c5 		C		U		1		-0.144		0.044		0.128		-0.576		-0.512		-0.28		-1.548		0.497		0.303		0.302		0.05		0.04		0.315		0.004

		194		2.27		2.65		19.1		309378859				Unnamed protein product [Neisseria lactamica Y92-1009]		rhlEa		385340268		Putative ATP-dependent RNA helicase rhlE [Neisseria meningitidis G2136]		LKJ		C		1

		195		2.26		2.86		10.2		261391596		pilC2		Type IV pilus-associated protein PilC2 [Neisseria meningitidis 8013]		pilC2						N		OM		1
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Expt 1 H34i

		Table 6.11  Quantitation of proteins detected in iTRAQ Experiment One compared to H34 strain grown under normal conditions

		Protein N		Unused ProtScore		Total ProtScore		% Cov		GI Accession #		Gene name or locus number		Protein Name [Species/Strain]		Gene name NMB1		NMB Equivalent GI Accession #		NMB Equivalent Name2		COG		Sub-cellular Location		Peptides (95%)		log NZ98i :H34i 113:117		log H34 22% RH :H34i 114:117		log H34 30% RH :H34i 115:117		log NZ98 22% RH :H34i 116:117		log Control 2 :H34i 118:117		log Control 1 :H34i 119:117		log NZ98 30% RH :H34i 121:117		P-Value NZ98i :H34i 113:117		P-Value  H34 22% RH :H34i 114:117		P-Value H34 30% RH :H34i 115:117		P-Value NZ98 22% RH :H34i 116:117		P-Value Control 2 :H34i 118:117		P-Value Control 1 :H34i 119:117		P-Value NZ98 30% RH :H34i 121:117

		1		75.46		75.46		69.3		7225341		tufB		Translation elongation factor Tu [Neisseria meningitidis MC58]		tufB						JE		C		52		0.016		-0.048		-0.02		-0.028		-0.012		-0.02		0.008		0.524		0.002		0.085		0.095		0.557		0.675		0.613

		2		53.68		53.68		88.8		516522		porB		Class 3 outer membrane porin [Neisseria meningitidis]		porB						M		OM		41		1.996		1.996		1.996		1.996		1.996		1.996		1.996		0.001		0.45		0.569		0		0		0		0

		3		45.44		46.21		67.5		281336477		porA		Class 1 outer membrane protein [Neisseria meningitidis]		porA						M		OM		34		0.632		-0.336		-0.364		0.92		0.372		0.14		1.272		0.045		0.039		0.034		0.281		0.691		0.555		0.164

		4		42.95		43.86		52.6		325207993		sucC		Succinate-CoA ligase, beta subunit [Neisseria meningitidis NZ-05/33]		sucC						C		C		22		-0.04		-0.032		-0.036		0		-0.008		-0.044		0.048		0.022		0.154		0.048		0.396		0.241		0.813		0.116

		5		41.76		42.68		42.1		7225356		fusA		Elongation factor G (EF-G) [Neisseria meningitidis MC58]		fusA						J		C		23		0.04		0.008		0.036		0.012		0.02		0.02		0.032		0.665		0.822		0.834		0.26		0.387		0.127		0.051

		6		41.37		41.37		58.9		7225862		fbpA		Iron(III) ABC transporter, periplasmic binding protein [Neisseria meningitidis MC58]		fbpA						H		P		20		-0.244		-0.38		-0.452		-0.42		-0.4		-0.32		-0.4		0.219		0.166		0.147		0.013		0.058		0.11		0.089

		7		39.01		39.02		53.3		254672968		groEL		60 kDa Chaperonin [Neisseria meningitidis alpha275]		groEL						O		C		18		-0.228		0.212		0.256		-0.156		-0.16		-0.66		-0.052		0.078		0.157		0.143		0.175		0.167		0.055		0.54

		8		36.41		46.58		73.9		270728847		porB		Class 3 outer membrane protein [Neisseria meningitidis]		porB						M		OM		37		-0.156		0.024		0.04		-0.152		-0.052		-0.072		-0.14		0		0.264		0.512		0		0.03		0.006		0

		9		35.71		35.71		86		7225372		rplE		50S Ribosomal protein L5 [Neisseria meningitidis MC58]		rplE						J		C		20		-0.028		0.044		0.004		0.012		0.02		-0.012		0.02		0.086		0.716		0.151		0.432		0.197		0.426		0.304

		10		34.56		35.63		48.4		325140474		rpsA		30S Ribosomal protein S1 [Neisseria meningitidis CU385]		rpsA						J		C		17		-0.064		-0.008		0.004		-0.048		-0.032		-0.024		-0.02		0.005		0.151		0.588		0.029		0.935		0.532		0.493

		11		31.65		32.87		62.4		7227364		rpsB		30S Ribosomal protein S2 [Neisseria meningitidis MC58]		rpsB						J		C		17		0.012		0.02		0.048		0.036		0.048		0.012		0.08		0.48		0.744		0.389		0.522		0.03		0.029		0.02

		12		28.2		28.2		68.2		325206223		NMBM04240196_1215		Antioxidant, AhpC/TSA family/glutaredoxin [Neisseria meningitidis M04-240196]		NMB0946a		15676839		Peroxiredoxin 2 family protein/gluta-redoxin		O		U		18		0.016		-0.836		-0.7		-0.488		-0.464		-0.492		-0.232		0.527		0.006		0.031		0.048		0.633		0.432		0.762

		13		26.38		26.69		41.2		325199027		atpA		ATP synthase F1, alpha subunit [Neisseria meningitidis G2136]		atpA						C		C		14		-0.124		-0.1		0.068		0.036		0.036		-0.048		-0.044		0.125		0.218		0.431		0.886		0.167		0.903		0.221

		14		25.98		25.98		29.2		325204336		aceE		Pyruvate dehydrogenase, homodimeric type [Neisseria meningitidis M01-240355]		aceE						C		C		16		0.04		-0.056		-0.024		-0.12		-0.048		-0.16		-0.244		0.739		0.597		0.354		0.224		0.195		0.994		0.458

		15		25.89		26.01		34.9		161869564		NMCC_0579		Phosphate acyltransferase [Neisseria meningitidis 053442]		NMB0631e		15676533				C		C		14		-0.076		-0.128		-0.068		-0.108		-0.064		-0.08		-0.068		0.028		0.002		0.064		0.007		0.009		0.001		0.025

		16		25.46		25.46		43.4		7225772		adhP		Alcohol dehydrogenase, propanol-preferring [Neisseria meningitidis MC58]		adhP						R		C		14		-0.144		-0.436		-0.46		-0.232		0.176		0.1		-0.528		0.228		0.011		0.033		0.084		0.626		0.974		0

		17		24.97		25.23		44.2		325206596		dnaK		Chaperone protein DnaK [Neisseria meningitidis M04-240196]		dnaK						O		C		14		-0.004		-0.004		1.944		-0.004		1.944		-0.004		-0.004		1		1		0.089		1		0.021		1		1

		18		24.67		24.67		57.3		4379295		 opr		Unnamed protein product [Neisseria meningitidis]		opr						M		OM		19		-1.156		0.032		-0.096		-1.184		0.072		-0.504		-1.132		0.001		0.653		0.482		0.001		0.302		0.076		0

		19		24.61		25.99		44.9		7226554		tig		Trigger factor [Neisseria meningitidis MC58]		tig						O		C		13		-0.424		-0.26		-0.256		-0.528		-0.46		-0.544		-0.488		0.043		0.089		0.109		0.019		0.008		0.002		0.012

		20		24.36		25.39		67.8		7225366		rpsC		30S Ribosomal protein S3 [Neisseria meningitidis MC58]		rpsC						J		C		12		0.036		0.096		0.04		0.088		0.044		0.064		0.124		0.776		0		0.632		0.115		0.043		0.005		0.01

		21		24.29		24.43		57		60392859		rmpM		Outer membrane protein class 4 - Precursor [Neisseria meningitidis Z2491]		rmpM						M		OM		20		0.188		-0.092		-0.068		0.62		0.324		0.284		0.788		0.525		0.799		0.452		0.005		0.07		0.008		0

		22		23.97		24.07		63.4		7225377		rpsE		30s Ribosomal protein S5 [Neisseria meningitidis MC58]		rpsE						J		C		12		-0.048		-0.04		-0.108		-0.096		-0.112		0		-0.092		0.33		0.283		0.172		0.087		0.909		0.379		0.993

		23		23.58		24.97		62.5		349611049		HMPREF1028_02338		50S Ribosomal protein L2 [Neisseria sp. GT4A_CT1]		rplBa		15676072				J		C		13		0.164		0.312		0.1		0.444		0.2		-0.044		0.304		0.78		0.816		0.662		0.033		0.073		0.631		0.163

		24		23.39		23.72		49.4		81707226		cysK		Cysteine synthase; AltName: Full=O-acetylserine (thiol)-lyase; AltName: Full=O-acetylserine sulfhydrylase [Neisseria meningitidis MC58]		cysK						E		C		14		-0.196		-0.668		-0.54		-0.904		-0.596		-0.524		-0.66		0.113		0.007		0.022		0		0.001		0.001		0.003

		25		23.16		23.76		48.9		254804089		tsf		Elongation factor EF-Ts [Neisseria meningitidis alpha14]		tsf						J		C		13		-0.068		-0.132		-0.156		-0.164		-0.164		-0.228		-0.028		0.344		0.527		0.117		0.206		0.735		0.682		0.556

		26		22.65		22.74		28		325207524		pilQ		Type IV pilus secretin PilQ [Neisseria meningitidis NZ-05/33]		pilQ						N		OM		12		-0.112		0.036		0.168		0.164		-0.04		-0.148		0.148		0.472		0.382		0.45		0.108		0.283		0.136		0.195

		27		21.47		22.75		52.9		294668293		NEIELOOT_00206		Hypothetical protein NEIELOOT_00206 [Neisseria elongata subsp. glycolytica ATCC 29315]		rplLa		15676059		50S Ribosomal protein L7/L12		J		C		11		0.416		-0.108		0.384		0.296		0.152		0.48		0.412		0.08		0.489		0.098		0.079		0.188		0.095		0.227

		28		20.57		20.99		48.5		325138633		NMBES14902_0722		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis ES14902]		NMB1567a		15677418		Macrophage infectivity potentiator		O		OM		11

		29		19.73		19.73		68.9		325207179		rplD		Ribosomal protein L4 [Neisseria meningitidis NZ-05/33]		rplD						J		C		11		0.268		0.652		0.456		0.472		0.568		0.428		0.856		0.922		0.028		0.071		0.874		0.065		0.18		0.026

		30		19.64		19.64		54.2		7225360		rplC		50S Ribosomal protein L3 [Neisseria meningitidis MC58]		rplC						J		C		12		-0.06		0.336		-0.104		0		0.152		0.344		0.128		0.576		0.719		0.452		0.599		0.288		0.089		0.197

		31		19.01		19.16		59.7		7225385		rpsD		30S Ribosomal protein S4 [Neisseria meningitidis MC58]		rpsD						J		C		9		-0.012		0.02		-0.012		0		-0.004		0.008		0.044		0.278		0.765		0.265		0.39		0.646		0.686		0.122

		32		18.55		19.53		24.9		304388140		ppsA		Phosphoenolpyruvate synthase [Neisseria meningitidis ATCC 13091]		ppsA						G		C		9		0.04		-0.536		-0.272		-0.376		-0.528		-0.608		0.1		0.409		0.048		0.095		0.079		0.028		0.015		0.193

		33		18.46		18.49		40.5		325207146		NMBNZ0533_0109		LysM domain protein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_0109						S		U		11		0		-0.256		-0.116		-0.088		-0.408		-0.632		0.148		0.908		0.477		0.658		0.846		0.659		0.99		0.176

		34		18.31		19.13		27.8		325208300		aceF		Pyruvate dehydrogenase complex, E2 component, dihydrolipoamide acetyltransferase [Neisseria meningitidis NZ-05/33]		aceF						C		C		9		-0.016		-0.064		-0.084		-0.268		-0.164		-0.008		0.112		0.628		0.451		0.393		0.091		0.597		0.285		0.358

		35		17.97		18		71.3		81783913		rplM		50S Ribosomal protein L13 [Neisseria meningitidis Z2491]		rplM						J		C		9		-0.668		0.276		-0.064		-0.044		-0.308		-0.032		-0.06		0.061		0.055		0.633		0.612		0.679		0.512		0.977

		36		17.36		17.57		40.5		7226200		sucD		Succinyl-CoA synthetase, alpha subunit [Neisseria meningitidis MC58]		sucD						C		C		12		-0.064		-0.064		-0.072		-0.036		-0.02		-0.04		0.024		0.202		0.258		0.202		0.607		0.65		0.636		0.22

		37		17.07		17.62		35.9		81857552		atpD		ATP synthase subunit beta [Neisseria meningitidis MC58]		atpD						C		C		11		-0.036		-0.016		0.024		-0.036		-0.004		0.004		0.06		0.162		0.498		0.495		0.349		0.525		0.345		0.246

		38		16.94		17.39		26.4		161870216		lpdA		Dihydrolipoamide dehydrogenase (E3 component) [Neisseria meningitidis 053442]		lpdA						C		C		8		-0.416		0.448		-0.124		-0.332		-0.012		-0.128		0.22		0.1		0.61		0.774		0.314		0.509		0.31		0.641

		39		16.9		17.99		16.9		317165365		rpoB		DNA-directed RNA polymerase subunit beta [Neisseria gonorrhoeae TCDC-NG08107]		rpoBa		15676060				K		C		8		-0.072		0.248		0.088		-0.34		-0.024		-0.02		0.348		0.142		0.371		0.091		0.032		0.507		0.423		0.121

		40		16.35		17.67		33		325200556		NMBH4476_1426		Polyribonucleotide nucleotidyltransferase [Neisseria meningitidis H44/76]		pnpa		15676656		Polynucleotide phosphorylase		F		C		8		0.064		0.052		0.096		0.108		0.028		0.104		0.14		0.879		0.323		0.884		0.027		0.225		0.156		0.056

		41		16.21		16.31		51.1		71153153		rplY		50S Ribosomal protein L25; AltName: General stress protein CTC [Neisseria meningitidis Z2491]		rplY						J		C		10		0.8		0.7		1.004		1.056		1.228		0.976		1.04		0.033		0.731		0.494		0.072		0.031		0.149		0.053

		42		15.74		16.82		32.4		325135737		maeB		Malate dehydrogenase [Neisseria meningitidis M0579]		maeB						C		C		8		0.104		-0.584		-0.444		-0.344		-0.424		-0.016		-0.168		0.488		0.277		0.219		0.402		0.849		0.55		0.687

		43		15.27		15.48		75.6		7225355		rpsG		30S Ribosomal protein S7 [Neisseria meningitidis MC58]		rpsG						J		C		7		-0.008		0.004		-0.032		-0.02		-0.028		-0.008		0		0.573		0.664		0.082		0.471		0.699		0.581		0.281

		44		14.94		15.47		75.2		7225819		rplS		50S Ribosomal protein L19 [Neisseria meningitidis MC58]		rplS						J		C		8		-0.012		0.108		0.048		0.132		0.032		0.024		0.1		0.47		0.061		0.929		0.068		0.161		0.128		0.076

		45		14.56		15.65		22		313668612		metE		5-Methyltetrahydropteroyltriglutamate--homocysteinemethyltransferase [Neisseria lactamica ST-640]		metEa		385853366		H44/76		E		C		7		-0.08		-0.212		-0.296		0.116		-0.052		-0.256		0.012		0.436		0.239		0.489		0.751		0.575		0.645		0.66

		46		13.92		14.16		60.2		7225358		rpsJ		30S Ribosomal protein S10 [Neisseria meningitidis MC58]		rpsJ						J		C		7		1.256		-0.98		-0.98		-0.98		-0.98		-0.98		1.124		0.084		0.021		0.021		0.021		0.089		0.089		0.034

		47		13.89		16.51		26.4		7226295		glyA		Serine hydroxymethyltransferase [Neisseria meningitidis MC58]		glyA						E		C		8		-0.172		0.316		0.284		0.728		0.68		0.56		0.32		0.741		0.523		0.735		0.114		0.109		0.136		0.129

		48		13.35		13.8		30.2		325207990		sucB		Dihydrolipoyllysine-residue succinyltransferase, E2 component of oxoglutarate dehydrogenase succinyl-transferring complex [Neisseria meningitidis NZ-05/33]		sucB						C		C		8		-0.168		-0.532		-0.604		-0.264		-0.488		-0.304		0.004		0.714		0.176		0.166		0.311		0.607		0.672		0.519

		49		13.15		13.15		64.1		7225364		rpsS		30S Ribosomal protein S19 [Neisseria meningitidis MC58]		rpsS						J		C		7		-0.304		0.044		-1		-0.28		-0.132		-0.792		-0.044		0.351		0.558		0.024		0.287		0.306		0.015		0.447

		50		12.88		13.22		80.9		81783919		rpsO		30S Ribosomal protein S15 [Neisseria meningitidis Z2491]		rpsO						J		C		6		-0.412		0.12		-0.012		0.172		-0.228		-0.176		0.204		0.89		0.191		0.232		0.253		0.546		0.311		0.154

		51		12.69		12.85		36.8		254672897		ilvC		Ketol-acid reductoisomerase [Neisseria meningitidis alpha275]		ilvC						EH		C		6		0.024		-0.052		-0.044		-0.08		-0.072		-0.06		-0.012		0.499		0.151		0.274		0.04		0.019		0.048		0.46

		52		12.64		13.51		27.1		325208247		eno		Phosphopyruvate hydratase [Neisseria meningitidis NZ-05/33]		eno						G		C		6		0.052		0.016		-0.044		-0.28		-0.356		0.2		0.084		0.874		0.433		0.456		0.275		0.307		0.583		0.819

		53		12.49		14.02		29.4		7225689		potD-1		Spermidine/putrescine ABC transporter, periplasmic spermidine/putrescine-binding protein [Neisseria meningitidis MC58]		potD-1						E		P		6		0.976		0.304		0.152		0.928		0.192		0.412		1.248		0.023		0.582		0.635		0.047		0.487		0.263		0.017

		54		12.37		13.03		39		7227050		NMB1796		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1796						Hypothetical R		C		6		-0.264		-0.5		-1.304		-0.164		-0.52		-0.58		-0.296		0.193		0.014		0.14		0.126		0.209		0.074		0.075

		55		12.22		12.25		56.9		7225354		rpsL		30S Ribosomal protein S12 [Neisseria meningitidis MC58]		rpsL						J		C		9		0.204		0.304		0.404		0.332		0.308		0.08		0.548		0.746		0.209		0.155		0.186		0.301		0.467		0.386

		56		12.1		12.3		48.6		7226708		NMB1468		Hypothetical protein NMB1468 [Neisseria meningitidis MC58]		NMB1468						Hypothetical No related COG		P		6		-1.12		-0.388		-0.084		-0.224		-0.068		-0.208		-0.524		0.008		0.163		0.948		0.274		0.456		0.238		0.655

		57		11.86		11.94		76.2		7225365		rplV		50S Ribosomal protein L22 [Neisseria meningitidis MC58]		rplV						J		C		5		0.008		0.392		-0.204		0.344		0.376		-0.084		0.172		0.527		0.025		0.29		0.609		0.009		0.622		0.07

		58		11.86		11.86		33.3		325208471		azu		Azurin [Neisseria meningitidis NZ-05/33]		azu						C		OM		6		-0.056		-0.48		0.164		0.356		-0.2		-0.364		0.428		0.448		0.228		0.524		0.424		0.324		0.197		0.324

		59		11.48		11.57		50		81707269		rplU		50S Ribosomal protein L21 [Neisseria meningitidis MC58]		rplU						J		C		6		-0.2		-0.62		-0.548		-0.14		-0.168		-0.408		-0.924		0.361		0.18		0.506		0.401		0.749		0.287		0.038

		60		11.36		11.36		55.6		325208428		NMBNZ0533_1464		Putative lipoprotein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_1464						Putative No related COG		U		6		0.4		-0.136		0.164		0.532		0.48		0.404		1.096		0.249		0.421		0.255		0.121		0.343		0.39		0.18

		61		11.27		12.66		55.2		325207369		groS		Chaperonin GroS [Neisseria meningitidis NZ-05/33]		groS						O		C		7		-0.432		-0.556		-0.34		-1.104		-0.608		-0.24		-0.976		0.596		0.377		0.755		0.126		0.373		0.633		0.892

		62		11.02		11.15		91.6		7225371		rplX		50S Ribosomal protein L24 [Neisseria meningitidis MC58]		rplX						J		C		5		-0.68		-0.704		-0.28		-0.224		-0.628		-1.328		0.132		0.378		0.315		0.458		0.454		0.11		0.082		0.632

		63		11.01		11.86		26.2		313668098		ackA1		Acetate kinase [Neisseria lactamica ST-640]		ackA2e		15677371				C		C		5		0.204		-0.464		-0.5		-0.096		-0.244		-0.444		-0.304		0.377		0.144		0.35		0.572		0.155		0.106		0.226

		64		10.99		12.08		24.6		325200709		gutB		(R,R)-Butanediol dehydrogenase [Neisseria meningitidis H44/76]		gutB						ER		C		7		-0.612		-1.348		-1.08		-1.08		-1.08		-0.464		-0.844		0.17		0.028		0.125		0.043		0.015		0.065		0.002

		65		10.95		10.97		60.3		7225367		rplP		50S Ribosomal protein L16 [Neisseria meningitidis MC58]		rplP						J		C		6		0.02		0.088		-0.024		0.004		-0.04		0.012		-0.024		0.434		0.656		0.294		0.406		0.768		0.817		0.306

		66		10.8		11.02		39.6		81785150		rplF		50S Ribosomal protein L6 [Neisseria meningitidis MC58]		rplF						J		C		7		-0.32		0.048		-0.032		0.004		0.08		-0.008		-0.216		0.652		0.442		0.416		0.28		0.271		0.575		0.322

		67		10.6		11.15		17.2		325207989		sucA		Oxoglutarate dehydrogenase, E1 component [Neisseria meningitidis NZ-05/33]		sucA						C		C		6		-0.8		-0.028		-0.244		-0.372		-0.944		-0.332		-0.076		0.284		0.031		0.079		0.974		0.26		0.807		0.542

		68		10.59		12.73		48.1		309379172		NLY_09300		50S Ribosomal protein L1 [Neisseria lactamica Y92-1009]		rplAa		15676056				J		C		5		0.1		-0.008		-0.268		-0.156		-0.2		0.06		0.028		0.556		0.211		0.186		0.116		0.945		0.658		0.541

		69		10.56		11.62		66.9		7227318		rpsI		30S Ribosomal protein S9 [Neisseria meningitidis MC58]		rpsI						J		C		5		0.268		0.192		-0.628		0.096		0.016		-0.136		0.4		0.017		0.716		0.028		0.934		0.513		0.701		0.455

		70		10.54		11.07		36.2		325128657		NMXN1568_0567		Amino acid ABC transporter, periplasmic amino acid-binding protein [Neisseria meningitidis N1568]		hisJ3a		254805377		Histidine transport system substrate-binding protein [Neisseria meningitidis alpha14]		E		P		6		-0.764		0.296		-0.064		0.12		0.28		-0.352		0.228		0.129		0.687		0.625		0.831		0.482		0.803		0.484

		71		10.41		10.42		54.8		325208946		NMBNZ0533_2030		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_2030						Hypothetical No related COG		U		6		0.156		-0.608		-0.136		-0.732		0.04		0.068		0.056		0.512		0.001		0.062		0.002		0.34		0.071		0.081

		72		10.36		10.45		30.3		7228848		gna1946		Outer membrane lipoprotein GNA1946 [Neisseria meningitidis]		gna1946						R		OM		5		-0.908		-0.868		-0.576		-0.776		-0.632		-0.256		-0.432		0.098		0.053		0.138		0.059		0.046		0.273		0.108

		73		10.33		11.53		24.7		325198189		NMBG2136_0928		Dihydrolipoyl dehydrogenase [Neisseria meningitidis G2136]		lpdA1a		15676850		Dihydrolipo-amide dehydrogenase		C		C		8		-0.076		-0.02		-0.068		0.208		0.588		0.124		0.788		0.341		0.649		0.503		0.507		0.339		0.599		0.309

		74		10.22		11.02		43.4		7225347		rplJ		50S Ribosomal protein L10 [Neisseria meningitidis MC58]		rplJ						J		C		5		0.132		-0.008		-0.056		0		0.052		0.048		0.06		0.157		0.604		0.384		0.204		0.493		0.703		0.639

		75		9.87		10		80.3		7226563		rpsR		30S Ribosomal protein S18 [Neisseria meningitidis MC58]		rpsR						J		C		4		0.108		0.136		0.344		-0.088		-0.04		0.528		0.492		0.742		0.745		0.225		0.658		0.543		0.121		0.127

		76		9.81		9.93		53.7		349610161		HMPREF1028_01494		30S Ribosomal protein S6 [Neisseria sp. GT4A_CT1]		rpsFe		15677189				J		C		6		-0.276		-0.072		0.048		-0.176		-0.344		-0.152		-1.204		0.741		0.496		0.927		0.462		0.475		0.197		0.26

		77		9.22		10.24		19.2		254805327		acnB		Aconitate hydratase 2 [Neisseria meningitidis alpha14]		acnB						C		C		4		-0.396		-1.028		-1.204		-0.08		-0.952		-0.568		-0.024		0.521		0.134		0.095		0.641		0.955		0.7		0.394

		78		9.1		9.23		69.3		325138254		rplI		50S Ribosomal protein L9 [Neisseria meningitidis ES14902]		rplI						J		C		5		0.112		0.564		0.176		0.184		0.308		0.464		0.596		0.312		0.418		0.971		0.416		0.783		0.776		0.643

		79		8.98		9		60.7		59801191		NGO0777		DNA-binding protein Hu [Neisseria gonorrhoeae FA 1090]		hupBa		15677102		DNA-binding protein HU-beta 		L		C		4		-1.044		-1.112		-1.196		-0.64		-1.056		-1.008		0.012		0.43		0.18		0.165		0.241		0.109		0.144		0.684

		80		8.96		9		32.6		7225386		rpoA		DNA-directed RNA polymerase, alpha subunit [Neisseria meningitidis MC58]		rpoA						K		C		5		-0.48		-0.024		-0.012		-0.768		0.1		-0.276		0.1		0.224		0.538		0.504		0.23		0.633		0.975		0.603

		81		8.51		8.71		48.5		7225374		rpsH		30S Ribosomal protein S8 [Neisseria meningitidis MC58]		rpsH						J		C		4		-0.58		0.328		0.024		0.424		-0.54		-0.252		0.024		0.334		0.457		0.522		0.145		0.519		0.989		0.884

		82		8.46		9.46		56.6		81785148		rplQ		50S Ribosomal protein L17 [Neisseria meningitidis MC58]		rplQ						J		C		4		0.344		0.308		-0.248		0.384		0.128		0.124		0.332		0.809		0.38		0.001		0.478		0.019		0.445		0.265

		83		8.33		8.52		21		313668607		sdhA		Succinate dehydrogenase flavoprotein subunit [Neisseria lactamica ST-640]		sdhAa		15676843				C		CM		5		0.04		-0.844		-0.66		-0.132		-0.116		-0.392		0.108		0.515		0.095		0.166		0.35		0.579		0.615		0.41

		84		8.28		8.77		18.6		1785912		glnA		Glutamine synthetase [Neisseria meningitidis]		glnA						E		C		4		-0.048		-0.004		-0.108		-0.6		-0.072		-0.112		-0.196		0.438		0.589		0.499		0.217		0.534		0.989		0.153

		85		8.27		8.78		15.1		254672160		NMW_0377		Ribonuclease E [Neisseria meningitidis alpha275]		rnee		15676123		Ribonuclease E		J		C		4		-0.944		-0.084		0.16		-0.04		-0.94		-0.12		-0.156		0.169		0.644		0.354		0.784		0.66		0.594		0.545

		86		8.03		8.41		50.3		7226024		NMB0791		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis MC58]		NMB0791						O		C		4		-0.356		-0.736		-0.448		-0.976		-0.128		-0.76		-0.764		0.531		0.332		0.99		0.843		0.613		0.933		0.865

		87		7.89		8		33.4		7226831		hisB		Imidazoleglycerol-phosphate dehydratase [Neisseria meningitidis MC58]		hisB						E		C		3		-0.54		0.18		0.292		-0.028		0.296		-0.244		0.256		0.173		0.61		0.363		0.976		0.83		0.342		0.227

		88		7.8		9.04		46.4		349609296		HMPREF1028_00671		Hypothetical protein HMPREF1028_00671 [Neisseria sp. GT4A_CT1]		NMB0787e		15676685		Amino acid ABC transporter substrate-binding protein		E		P		6		-0.912		-0.04		-0.024		0.06		-0.1		-0.228		0.136		0.104		0.7		0.697		0.276		0.729		0.861		0.122

		89		7.64		7.83		28.4		7225825		NMB0595		DNA-binding response regulator [Neisseria meningitidis MC58]		NMB0595						TK		C		4		-0.084		-0.564		-0.32		-0.068		-0.304		-0.08		-0.048		0.978		0.404		0.423		0.524		0.386		0.573		0.541

		90		7.5		7.68		61.5		81783922		rplN		50S Ribosomal protein L14 [Neisseria meningitidis Z2491]		rplN						J		C		4		0.116		0.604		0.38		0.028		0.336		0.228		0.44		0.474		0.006		0.05		0.61		0.273		0.443		0.17

		91		7.44		7.51		31.3		241760423		rplK		50S Ribosomal protein L11 [Neisseria flavescens SK114]		rplKa		15676055				J		C		4		-0.36		-0.56		-0.436		-0.48		-0.024		-0.008		-0.028		0.826		0.197		0.382		0.245		0.741		0.791		0.704

		92		7.3		7.66		61.4		7225373		rpsN		30S Ribosomal protein S14 [Neisseria meningitidis MC58]		rpsN						J		C		4		-0.24		0.228		-0.232		0.296		-0.136		-0.076		0.144		0.575		0.02		0.715		0.468		0.009		0.005		0.289

		93		7.25		8.43		47.9		81785149		rplO		50S Ribosomal protein L15 [Neisseria meningitidis MC58]		rplO						J		C		4		0.572		1.204		0.912		0.4		0.82		0.548		1.22		0.373		0.085		0.392		0.007		0.268		0.316		0.155

		94		6.83		9.45		52.7		7225384		rpsK		30S Ribosomal protein S11 [Neisseria meningitidis MC58]		rpsK						J		C		4		-0.172		0.152		-0.024		-0.292		0.048		0.176		0.368		0.232		0.374		0.548		0.503		0.695		0.29		0.172

		95		6.83		7.51		22.2		639482		pilG		PilG [Neisseria meningitidis]		pilG						N		CM		5		-0.456		-1.184		-0.576		-1.204		-0.4		-0.456		0.244		0.886		0.036		0.038		0.032		0.783		0.777		0.348

		96		6.68		6.93		18.7		317165045		dapD		2,3,4,5-Tetrahydropyridine-2,6-carboxylate N-succinyltransferase [Neisseria gonorrhoeae TCDC-NG08107]		dapDf		15676250				E		C		3		-0.068		-0.008		0		0.008		-0.02		-0.012		0.008		0.104		0.565		0.333		0.771		0.424		0.55		0.815

		97		6.54		20.74		48.9		254669632		opa1		Putative lipoprotein [Neisseria meningitidis alpha153]		opa1						M		OM		14		-0.916		-0.072		-0.132		-1.292		-1.052		-0.128		-1.12		0.001		0.248		0.035		0.001		0.008		0.032		0.004

		98		6.39		6.86		23		7226193		gltA		Citrate synthase [Neisseria meningitidis MC58]		gltA						C		C		3		-0.584		-0.112		0.06		-0.572		-0.124		-0.292		-0.372		0.242		0.996		0.929		0.218		0.464		0.321		0.138

		99		6.25		6.27		25.7		325140643		NMBCU385_0690		Universal stress protein family [Neisseria meningitidis CU385]		NMBCU385_0690						T		U		3		-0.14		-1.26		-0.604		-0.26		-0.748		-0.324		-0.892		0.054		0.001		0.022		0.353		0.018		0.114		0.015

		100		6.23		6.33		40.2		5825526		nspA		Surface protein A [Neisseria meningitidis]		nspA						M		OM		3		0.616		-0.228		-0.692		0.356		0.448		0.468		0.768		0.038		0.827		0.007		0.101		0.249		0.228		0.22

		101		6.22		6.3		18.1		7225651		ftsZ		Cell division protein FtsZ [Neisseria meningitidis MC58]		ftsZ						D		C		3		-0.328		0.04		-0.716		0.144		0.204		-0.616		0.116		0.358		0.663		0.003		0.371		0.413		0.012		0.446

		102		6.08		6.3		18.9		7227062		pilM		PilM protein [Neisseria meningitidis MC58]		pilM						N		UM		3		0.208		0.772		-0.204		0.468		0.496		0.944		0.06		0.8		0.367		0.004		0.548		0.364		0.315		0.599

		103		6		39.29		51.1		89276863		porA		Outer membrane protein class 1 [Neisseria meningitidis]		porA						M		OM		30		-0.984		-0.004		-0.004		-0.984		-0.06		1.064		-0.984		0.02		0.051		0.056		0.02		0.622		0.039		0.073

		104		6		6.32		11.9		59801427		NGO1056		Hypothetical protein NGO1056 [Neisseria gonorrhoeae FA 1090]		nlpDg		15677336		Lipoprotein NlpD 		Hypothetical M		UM - P,OM,E (NGO1056 = OM)		3		-0.984		-0.984		-0.004		-0.116		-0.984		-0.984		0.996		0.019		0.019		0.054		0.407		0.067		0.067		0.039

		105		6		6		39.3		261392690		NMV_1429		Hypothetical protein NMV_1429 [Neisseria meningitidis 8013]		NMV_1429						Hypothetical No related COG		U		3		0.496		0.496		0.496		1.76		0.996		-0.004		1.488		0.581		0.212		0.212		0.004		0.001		0.212		0.001

		106		5.73		8.78		16.4		284795635		NEISUBOT_05594		DNA-directed RNA polymerase, beta' subunit [Neisseria subflava NJ9703]		rpoCa		15676061				J		C		3		-0.712		-0.452		-0.704		-0.312		-0.748		-0.552		-0.28		0.266		0.375		0.24		0.272		0.475		0.461		0.356

		107		5.56		10.93		27.6		296840902		NEIPOLOT_00644		Putrescine ABC transporter, periplasmic putrescine-binding protein [Neisseria polysaccharea ATCC 43768]		potD-3e		15677444		Spermidine/putrescine ABC transporter substrate-binding protein		E		UM		4		0.828		1.1		1.088		1.312		1.316		1.332		1.344		0.036		0.043		0.01		0.283		0.13		0.073		0.128

		108		5.47		5.47		37.3		7226073		NMB0838		Cold-shock domain family protein [Neisseria meningitidis MC58]		NMB0838						K		C		3		0.108		0.084		0.624		-0.672		0.708		-0.072		0.684		0.049		0.045		0.325		0.02		0.285		0.432		0.225

		109		5.29		5.47		11.00%		7226965		gdhA		Glutamate dehydrogenase, NADP-specific [Neisseria meningitidis MC58]		gdhA						E		UM		3		0.6		1.344		0.776		0		0.628		0.004		0.64		0.107		0.01		0.109		0.054		0.036		0.053		0.001

		110		5.27		5.42		21		7228909		gna1220		Membrane protein GNA1220 [Neisseria meningitidis]		gna1220						O		OM		2		-1.164		-0.792		-0.376		-0.148		-0.52		-0.172		0.064		0.002		0.002		0.029		0.029		0.008		0.035		0.064

		111		5.04		5.15		71.4		294668529		NEIELOOT_00441		30S Ribosomal protein S21 [Neisseria elongata subsp. glycolytica ATCC 29315]		rpsUa		15677780				J		C		3		-0.564		0.168		-0.96		-0.824		-0.528		-0.976		-0.5		0.93		0.533		0.221		0.272		0.351		0.34		0.839

		112		4.94		5.35		35.2		340363613		tig2		Trigger factor [Neisseria macacae ATCC 33926]		rpsTh		15676374		30S Ribosomal protein S20 		J		C		2		0.02		-0.04		-0.092		-0.128		-0.016		0		-0.196		0.57		0.959		0.128		0.183		0.749		0.779		0.101

		113		4.65		4.91		26.7		439888				Pilin [Neisseria gonorrhoeae]		pilEi		15675966		Pilin PilE		N		E		2		-0.944		0.388		0.18		-1.22		-0.028		-0.156		-1.396		0.816		0.529		0.479		0.336		0.695		0.581		0.148

		114		4.54		4.54		55.7		81707281		rpmD		50S Ribosomal protein L30 [Neisseria meningitidis MC58]		rpmD						J		C		2		0.348		0.436		0.728		0.72		0.328		0.176		0.648		0.071		0.083		0.031		0.042		0.062		0.998		0.025

		115		4.49		5.01		39.9		316985712		frr		Ribosome recycling factor [Neisseria meningitidis H44/76]		frr						J		C		2		0.02		-0.188		-0.22		0.168		-0.344		-0.26		-0.176		0.167		0.374		0.678		0.388		0.249		0.317		0.309

		116		4.46		4.47		42.10%		6692578		hemO		HemO [Neisseria meningitidis]		hemO						P		U		3		-0.5		-0.58		0.088		-1.056		-1.964		0.02		-0.584		0.005		0.004		0.48		0.001		0.006		0.794		0.056

		117		4.29		5.31		19.5		319410631		NMAA_1095		Putative ATP-dependent RNA helicase [Neisseria meningitidis WUE 2594]		NMB1368a		15677233		ATP-dependent RNA helicase 		LKJ		C		2		-0.18		0.26		0.264		0.208		0.068		0.288		-0.688		0.02		0.101		0.105		0.11		0.05		0.035		0.058

		118		4.29		4.38		19.2		325207593		NMBNZ0533_0588		Putative thiol:disulfide interchange protein DsbC [Neisseria meningitidis NZ-05/33]		dsbC						O		P		2		0.06		0.524		0.564		0.176		0.004		0.524		0.476		0.379		0.055		0.013		0.01		0.841		0.003		0.005

		119		4.28		4.73		10.7		7227359		yojH		Malate:quinone oxidoreductase [Neisseria meningitidis MC58]		yojH						R		C		2		0.128		-0.636		-0.628		-0.132		-0.22		-0.26		-0.22		0.412		0.983		0.035		0.614		0.127		0.116		0.141

		120		4.27		4.44		30.9		293399526		NGNG_01511		Hfq [Neisseria gonorrhoeae F62]		hfqj		15676646		Host factor-I 		R		C		2		-0.496		-0.144		-0.132		0.044		0.044		0.096		0.088		0.754		0.792		0.909		0.835		0.891		0.612		0.698

		121		4.26		4.59		36.8		269214264		NEILACOT_03181		50S Ribosomal protein L23 [Neisseria lactamica ATCC 23970]		rplWe		15676071		50S Ribosomal protein L23 		J		C		2		-0.212		0.068		-0.04		0.164		-0.196		-0.708		0.048		0.085		0.203		0.107		0.161		0.063		0.005		0.595

		122		4.25		4.51		39.5		325207545		secB		Protein-export chaperone SecB [Neisseria meningitidis NZ-05/33]		secB						N		C		2		0.06		-0.2		-0.44		-0.3		-0.856		-0.116		-0.636		0.471		0.026		0.004		0.004		0.009		0.043		0.007

		123		4.24		6.77		24%		7225389		minD		Septum site-determining protein MinD [Neisseria meningitidis MC58]		minD						D		C		3		0.668		0.588		1.452		1.336		1.692		1.588		1.832		0.071		0.081		0.079		0.095		0.019		0.019		0.019

		124		4.24		6.52		10.3		7226435		typA		GTP-binding protein TypA [Neisseria meningitidis MC58]		typA						N		CM		3		-0.004		1.94		-0.004		1.908		-0.004		-0.004		1.812		1		0.057		1		0.063		1		1		0.02

		125		4.2		4.45		67.8		81832765		rpsQ		30S Ribosomal protein S17 [Neisseria meningitidis MC58]		rpsQ						J		C		3		0.088		0.408		0.028		-0.152		0.184		-0.084		0.184		0.291		0.611		0.669		0.004		0.301		0.007		0.007

		126		4.19		4.19		75		7226326		NMB1088		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1088						S		U		3		-0.004		-0.984		-0.004		-0.14		1.056		0.836		-0.14		0.052		0.018		0.048		0.363		0.037		0.041		0.363

		127		4.17		5.58		10.6		59802119		NGO1801		Hypothetical protein NGO1801 [Neisseria gonorrhoeae FA 1090]		omp85a		15676109		Outer membrane protein OMP85 		M		OM		2		-0.16		-0.116		0.028		0.052		-0.044		0.04		0.16		0.02		0.06		0.347		0.164		0.206		0.306		0.13

		128		4.17		4.5		24.3		325208336		iscS		Cysteine desulfurase IscS [Neisseria meningitidis NZ-05/33]		iscS						E		C		2		-1.248		-0.684		-1.168		-0.616		-1.28		-0.568		-0.056		0.001		0.004		0.001		0.004		0.011		0.07		0.697

		129		4.16		4.65		17		7225870		ppa		Inorganic pyrophosphatase [Neisseria meningitidis MC58]		ppa						C		C		2		0.4		-1.008		-0.18		-0.056		-0.652		0.336		0.316		0.026		0.018		0.007		0.082		0.029		0.004		0.004

		130		4.16		4.36		19.1		325207527		pilN		Type IV pilus assembly protein PilN [Neisseria meningitidis NZ-05/33]		pilN						N		CM		2		-1.112		-0.568		-0.608		-0.012		-0.688		0.072		-1.156		0.002		0.03		0.005		0.958		0.031		0.59		0.013

		131		4.15		4.45		14.1		317164739		NGTW08_1313		Na(+)-translocating NADH-quinone reductase subunit A [Neisseria gonorrhoeae TCDC-NG08107]		nqrAa		254804452		Na(+)-translocating NADH-quinone reductase subunit A [Neisseria meningitidis alpha14]		C		C		2		-0.66		-0.58		0.504		-1.024		0.464		0.44		0.484		0.045		0.047		0.166		0.05		0.178		0.185		0.171

		132		4.13		4.18		19.8		7227179		fabG-2		3-Oxoacyl-(acyl-carrier-protein) reductase [Neisseria meningitidis MC58]		fabG-2						I		C		3		-0.324		-1.24		-0.152		-0.044		-0.188		0.112		-0.048		0.037		0.02		0.041		0.787		0.156		0.493		0.653

		133		4.11		4.21		25.4		325201239		NMBM01240149_0046		Twitching motility protein PilT [Neisseria meningitidis M01-240149]		pilT						N		C		3		-1.956		-1.956		-0.88		-1.956		-0.94		0.024		-1		0.02		0.02		0.041		0.02		0.145		0.901		0.138

		134		4.04		4.52		20		325208418		gluD		NAD-specific glutamate dehydrogenase [Neisseria meningitidis NZ-05/33]		gluD						E		C		2		-0.624		-0.508		-0.244		-0.336		-1.02		-0.968		-0.3		0.004		0.013		0.038		0.004		0.011		0.012		0.038

		135		4.03		4.1		26.1		7225560		gloA		Lactoylglutathione lyase [Neisseria meningitidis MC58]		gloA						E		C		2		-0.332		-0.352		-0.74		-0.708		-0.6		-0.86		-0.448		0.291		0.31		0.083		0.253		0.053		0.03		0.067

		136		4.02		4.16		30.8		7225383		rpsM		30S Ribosomal protein S13 [Neisseria meningitidis MC58]		rpsM						J		C		2		0.092		0.064		-0.012		0.04		0.196		0.044		0.144		0.067		0.123		0.021		0.059		0.031		0.037		0.042

		137		4		5.38		9.4		75355811		pyrG		CTP synthase [Neisseria gonorrhoeae FA 1090]		pyrGa		15677405		CTP synthetase 		F		C		3		0.26		-0.096		0.552		0.144		0.008		-0.672		-0.44		0.143		0.212		0.107		0.584		0.834		0.064		0.059

		138		3.84		4.67		15.3		298368976		HMPREF9016_00645		Isocitrate dehydrogenase, NADP-dependent [Neisseria sp. oral taxon 014 str. F0314]		icda		15676815		Isocitrate dehydrogenase, NADP-dependent, monomeric type 		C		C		3		-0.492		-1.3		-0.008		-1.284		-0.676		0.064		-0.612		0.044		0.002		0.973		0.001		0.026		0.627		0.052

		139		3.74		4.27		31.5		152143383		nlpB		NlpB [Neisseria meningitidis]		nlpB						M		U		3		-0.48		-0.212		0.628		0.592		-0.416		0.068		0.1		0.001		0.011		0.025		0.024		0.19		0.006		0.006

		140		3.69		5.28		11.2		161596225		putA		Proline dehydrogenase [Neisseria meningitidis 053442]		putA						C		C		2		-1.956		-0.072		-0.06		0.084		-1.956		-1.956		-1.956		0.019		0.753		0.793		0.692		0.065		0.065		0.065

		141		3.49		4		75.6		7225545		rpmA		50S Ribosomal protein L27 [Neisseria meningitidis MC58]		rpmA						J		C		3		-0.22		-0.588		-1.752		-0.552		0.368		-0.68		-0.716		0.438		0.042		0.02		0.434		0.232		0.169		0.123

		142		3.44		4.54		9.6		293399469		NGNG_01453		Cell division protease FtsH [Neisseria gonorrhoeae F62]		ftsHa		15676696				D		CM		2		-0.672		-0.272		0.084		0.348		-0.236		-0.048		0.3		0.263		0.429		0.639		0.736		0.702		0.997		0.705

		143		3.42		3.6		26.1		313668799		rplT		50S Ribosomal protein L20 [Neisseria lactamica ST-640]		rplTa		15676621				J		C		2		0.812		0.66		1.38		1.34		-0.004		0.668		1.368		0.085		0.063		0.088		0.096		0.049		0.042		0.033

		144		3.35		3.41		27.1		75432307		rpmF		50S ribosomal protein L32 [Neisseria gonorrhoeae FA 1090]		rpmFa		15677742				J		C		2		0.16		-0.092		-0.516		-0.048		-0.516		-0.12		0.152		0.374		0.041		0.038		0.042		0.132		0.164		0.48

		145		3.14		3.52		20.5		7225802		gcvT		Glycine cleavage system T protein [Neisseria meningitidis MC58]		gcvT						E		UM		2		0.808		-0.888		-0.484		0.452		0.6		-0.284		0.712		0.107		0.001		0.338		0.859		0.363		0.132		0.317

		146		3.13		3.29		12.9		9911105		recA		Recombinase A [Neisseria meningitidis Z2491]		recA						L		C		2		-0.936		-1.288		0.216		-0.18		-0.332		-0.128		0.084		0.038		0.033		0.414		0.479		0.306		0.589		0.7

		147		2.77		4.19		11.9		340361509		mucD		S1C subfamily peptidase MucD [Neisseria macacae ATCC 33926]		htrAk		15677994		Protease Do		O		P		2		1.868		-0.004		1.924		1.696		1.812		1.788		-0.004		0.057		1		0.052		0.067		0.019		0.019		1

		148		2.7		2.94		17.4		7225566		NMB0345		Putative cell-binding factor [Neisseria meningitidis MC58]		NMB0345						Putative O		OM		1		0.108		0.912		1.112		1.088		0.312		0.8		1.144		0.327		0.086		0.08		0.089		0.05		0.035		0.033

		149		2.54		5.36		67.5		73621630		rplR		50S Ribosomal protein L18 [Neisseria meningitidis MC58]		rplR						J		C		3		0.292		0.244		0.276		0.24		0.168		0.144		0.156		0.022		0.026		0.013		0.039		0.005		0.008		0.006

		150		2.53		2.75		20.5		313667900		mtrE		MtrE gene product [Neisseria lactamica 020-06]		mtrEe		15677561		Multidrug efflux pump channel protein 		MN		OM		2		-0.576		-0.576		-0.496		0.368		-1.332		-0.504		-0.208		0.114		0.114		0.962		0.102		0.082		0.786		0.488

		151		2.39		4.06		12.2		254494154		NGAG_01865		Membrane fusion protein mtrC [Neisseria gonorrhoeae 1291]		mtrCe		15677563				Q		CM		2		-0.96		0.052		0.272		-0.052		-1.112		-1.232		0.128		0.038		0.789		0.342		0.81		0.111		0.098		0.565

		152		2.37		3.09		40.2		7226702		ssb		Single-strand binding protein [Neisseria meningitidis MC58]		ssb						L		C		1		-0.004		1.944		-0.004		1.944		1.932		1.944		1.944		1		0.053		1		0.054		0.019		0.018		0.018

		153		2.35		3.36		12.2		313668377		thrC		Threonine synthase [Neisseria lactamica ST-640]		thrCe		15676932				E		C		2		0.468		0.144		-1.944		0.528		0.372		0.464		0.332		0.22		0.542		0.019		0.196		0.271		0.221		0.3

		154		2.31		3.44		17.7		7226833		NMB1584		3-Hydroxyacid dehydrogenase [Neisseria meningitidis MC58]		NMB1584						I		C		2		0.064		-0.124		0.092		-0.196		0.084		-0.008		-0.112		0.756		0.61		0.673		0.459		0.694		0.983		0.636

		155		2.31		2.35		30.9		340363115		rpmI		50S Ribosomal protein L35 [Neisseria macacae ATCC 33926]		rpmIh		15676620				J		C		1		0.632		0.476		-0.44		0.008		0.264		0.136		-0.284		0.328		0.561		0.426		0.879		0.998		0.659		0.833

		156		2.26		2.81		8.7		269144906		NEICINOT_04596		Lipoprotein releasing system transmembrane protein LolC [Neisseria cinerea ATCC 14685]		NMB1235a		15677107		Hypothetical protein NMB1235 		R		CM		1		0.156		-0.108		-0.196		-0.008		0.072		0.148		-0.184		0.216		0.627		0.21		0.996		0.036		0.034		0.061

		157		2.25		2.56		12.3		349574043		aspS		Aspartate--tRNA ligase [Neisseria shayeganii 871]		aspSe		15676377				J		C		1		-1.24		0.736		-0.636		0.096		-1.24		-0.58		0.116		0.028		0.041		0.039		0.335		0.067		0.02		0.008

		158		2.22		2.53		12.2		7226217		pntB		NAD(P) transhydrogenase, beta subunit [Neisseria meningitidis MC58]		pntB						C		CM		1		0.172		0.272		-1.956		-0.052		-1.956		0.164		0.168		0.49		0.35		0.019		0.818		0.066		0.5		0.497

		159		2.2		2.53		13		7226938		serS		Seryl-tRNA synthetase [Neisseria meningitidis MC58]		serS						J		C		1		0.092		-1.956		-1.956		0.056		-0.152		-0.016		-1.956		0.67		0.019		0.019		0.786		0.541		0.961		0.066

		160		2.18		3.19		6.2		329120759		ppx2		Exopolyphosphatase [Neisseria bacilliformis ATCC BAA-1200]		NMB0593l		15676498		Hypothetical protein NMB0593 		R		U		1		0.032		-1.956		-0.04		0.032		0.008		0.052		0.02		0.871		0.018		0.868		0.872		0.952		0.795		0.904

		161		2.17		2.42		19.5		59802035		NGO1714		Cis-trans isomerase [Neisseria gonorrhoeae FA 1090]		surAb		254805678		Putative peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis alpha14]		O		P		1		0.208		0.036		0.08		-0.032		0.092		0.168		0.192		0.432		0.857		0.706		0.899		0.676		0.5		0.458

		162		2.17		2.18		11.8		269144630		NEICINOT_04798		Cytochrome c oxidase, Cbb3-type, subunit II [Neisseria cinerea ATCC 14685]		fixOa		15677570		Cbb3-type cytochrome c oxidase subunit II		C		C		1		-0.772		-0.984		-0.996		0.32		-0.868		0.116		-0.72		0.042		0.034		0.034		0.313		0.16		0.619		0.204

		163		2.16		2.44		42.7		298370119		HMPREF9016_01454		30S Ribosomal protein S16 [Neisseria sp. oral taxon 014 str. F0314]		rpsPe		15676497				J		C		1		0.132		0.268		-0.236		-0.172		0.372		0		0.224		0.034		0.011		0.006		0.006		0.003		0.008		0.002

		164		2.14		2.4		8.5		313668097		NLA_7600		Disulphide isomerase [Neisseria lactamica ST-640]		dipZe		15677372		Thiol:disulfide interchange protein		OC		CM		1		-1.952		0.096		0.464		0.388		0.228		0.188		0.116		0.02		0.662		0.223		0.261		0.404		0.464		0.61

		165		2.13		2.92		19.7		345876289		l11_21520		Cell division ATP-binding protein FtsE [Neisseria weaveri LMG 5135]		ftsE		15675955				D		CM		1		-1.956		0.152		0.052		0.008		0.052		0.168		0.136		0.018		0.53		0.794		0.956		0.792		0.494		0.561

		166		2.13		2.28		12.7		296837902		NEIPOLOT_02370		Ornithine carbamoyltransferase [Neisseria polysaccharea ATCC 43768]		argFa		15677423				E		C		1		0.048		-0.496		-0.236		-0.46		-0.02		-0.028		-0.176		0.778		0.037		0.292		0.11		0.924		0.883		0.417

		167		2.11		2.21		9.4		288566287		pilQ		Type IV pilus biogenesis protein PilQ [Neisseria mucosa ATCC 25996]		pilQe		15678016				N		OM		1

		168		2.11		2.16		20.7		350571290		ihfA		Integration host factor subunit alpha [Neisseria wadsworthii 9715]		ihfAo		15676627				L		C		1		-0.024		0.116		-0.288		-0.116		-0.124		-0.012		-0.072		0.927		0.611		0.344		0.629		0.611		0.964		0.755

		169		2.1		2.29		14.6		298368391		HMPREF9016_00054		Inosine-5'-monophosphate dehydrogenase [Neisseria sp. oral taxon 014 str. F0314]		guaBb		15677074				F		C		1		1.856		-0.004		1.852		-0.004		-0.004		-0.004		1.668		0.063		1		0.063		1		1		1		0.02

		170		2.09		4.69		10.6		325128687		infB		Translation initiation factor IF-2 [Neisseria meningitidis N1568]		infB						J		C		2		0.156		-0.072		-0.272		0.148		0.144		-0.652		0.084		0.08		0.126		0.006		0.2		0.238		0.018		0.308

		171		2.09		3.21		25.5		269214308		NEILACOT_03335		Ribose-phosphate diphosphokinase [Neisseria lactamica ATCC 23970]		prsAp		15676771		Ribose-phosphate pyrophosphokinase		FE		C		1

		172		2.09		3.02		7.4		268599846		tspA		TspA protein - LOW QUALITY PROTEIN [Neisseria gonorrhoeae MS11]		tspAq		15676256				No related COG		OM		1		-1.956		-1.956		0.208		-0.056		-1.956		-1.956		-1.956		0.02		0.02		0.429		0.818		0.07		0.07		0.07

		173		2.08		3.77		8		309379221		NLY_29500		Ribonucleoside-diphosphate reductase, alpha subunit [Neisseria lactamica Y92-1009]		nrdAa		15677158				F		C		1		0.748		0.748		0.748		1.064		1.08		1.004		0.748		0.05		0.051		0.044		0.115		0.042		0.039		0.059

		174		2.08		3.04		9.5		288566593		NEIMUCOT_05321		Thioredoxin-disulfide reductase [Neisseria mucosa ATCC 25996]		trxBb		15677190		Thioredoxin reductase 		O		UM		2		1.996		1.996		1.996		1.996		1.996		1.996		1.996		1		1		0.07		0.057		0.018		1		1

		175		2.08		2.48		3		294668918		NEIELOOT_00832		Transglutaminase family protein [Neisseria elongata subsp. glycolytica ATCC 29315]		N/A						E		CM		1		-1		-0.796		-0.116		0.292		-0.868		-0.98		0.044		0.65		0.89		0.532		0.564		0.885		0.674		0.816

		176		2.08		2.16		13		325203322		dapB		Dihydrodipicolinate reductase [Neisseria meningitidis M01-240355]		dapB						E		C		1		0.128		0.064		0.168		0.14		0.1		-0.124		0.076		0.576		0.754		0.493		0.555		0.652		0.611		0.715

		177		2.07		2.22		15.4		7227313		petC		Ubiquinol--cytochrome c reductase, cytochrome c1 [Neisseria meningitidis MC58]		petC						C		P		2		0.124		-0.184		-0.444		0.064		-1.28		-0.344		-0.236		0.583		0.511		0.279		0.765		0.048		0.407		0.795

		178		2.07		2.07		6.5		329118596		fba		Fructose-bisphosphate aldolase [Neisseria bacilliformis ATCC BAA-1200]		cbbAe		15677704				G		C		1		-0.004		1.944		1.944		1.944		1.944		1.944		1.944		1		0.054		0.051		0.052		0.018		0.018		0.018

		179		2.06		2.99		6.9		345875089		l11_09690		Ferric enterobactin receptor [Neisseria weaveri LMG 5135]		frpBr		15677816		Iron-regulated outer membrane protein FrpB 		P		OM		1

		180		2.06		2.49		4.1		284799613		NEISUBOT_03708		Outer membrane ferripyoverdine receptor [Neisseria subflava NJ9703]		N/A						P		OM		1

		181		2.05		2.97		9.7		296838806		ftsK		DNA translocase FtsK [Neisseria polysaccharea ATCC 43768]		ftsK-2b		15677180		Cell division protein FtsK 		D		CM		1		1.944		1.944		1.944		1.944		1.944		1.944		1.944		0.047		0.049		0.052		0.05		0.017		0.018		0.018

		182		2.05		2.81		16.3		325145132		ilvE		Branched-chain amino acid aminotransferase [Neisseria meningitidis M01-240013]		ilvE						EH		C		1		-0.88		-1.028		-0.984		-1.956		-1.044		-1.012		-1.032		0.855		0.233		0.282		0.018		0.274		0.252		0.289

		183		2.05		2.27		12.4		59801114		NGO0687		Ferredoxin-NADP reductase [Neisseria gonorrhoeae FA 1090]		fpr-1a		15676930				C		C		1		-0.004		-0.004		1.944		1.944		-0.004		-0.004		-0.004		1		1		0.073		0.067		1		1		1

		184		2.05		2.12		35.4		7227356		NMB2094		Hypothetical protein NMB2094 [Neisseria meningitidis MC58]		NMB2094						Hypothetical K		C		1		0		-0.224		0.152		-0.052		-0.192		-0.188		0.068		0.984		0.421		0.53		0.823		0.468		0.475		0.746

		185		2.05		2.05		5.2		325135640		accC		Acetyl-CoA carboxylase, biotin carboxylase [Neisseria meningitidis M0579]		accC						I		C		1		0.384		-0.108		-1.956		0.504		0.088		0.332		0.452		0.262		0.649		0.019		0.206		0.687		0.299		0.228

		186		2.04		37.84		51.1		4887174		porA		Porin [Neisseria meningitidis]		porA						M		OM		26		-0.004		-0.004		-0.004		-0.004		1.944		-0.004		1.944		1		1		1		1		0.02		1		0.02

		187		2.04		2.62		8.3		349609651		HMPREF1028_01004		Bis(5'-nucleosyl)-tetraphosphatase, symmetrical [Neisseria sp. GT4A_CT1]		apaHc		161869599		Diadenosine tetraphosphatase [Neisseria meningitidis 053442]		T		C		1		-1.956		-1.956		-1.956		0.296		0.22		0.356		-1.956		0.019		0.019		0.019		0.327		0.413		0.281		0.067

		188		2.04		2.34		4.4		288576023				REVERSED type VI secretion system Vgr family protein [Neisseria mucosa ATCC 25996]												1

		189		2.04		2.24		15.1		7413439		NMB0709		Hypothetical protein NMB0709 [Neisseria meningitidis MC58]		NMB0709						Hypothetical No related COG		CM		1		0.024		0.084		0.176		-1.956		0.152		-1.956		-0.16		0.898		0.698		0.479		0.018		0.531		0.056		0.53

		190		2.04		2.21		9.3		343968646		l13_05740		Carbamoyl-phosphate synthase, small subunit [Neisseria weaveri ATCC 51223]		carAc		15677684				EF		C		1		-1.2		-0.072		-0.208		-1.412		-0.988		0.076		0.064		0.232		0.693		0.934		0.017		0.211		0.671		0.761

		191		2.03		2.56		27.1		7227059		NMB1805		Cytochrome c4 [Neisseria meningitidis MC58]		NMB1805						C		P		1		1.944		-0.004		1.944		-0.004		-0.004		-0.004		-0.004		0.059		1		0.059		1		1		1		1

		192		2.02		2.69		18.6		90109269		NMA1982		Chain B,  Putative Phosphatase (Nma1982)  [Neisseria meningitidis Z2491]		NMA1982						S		C		1		-0.16		0.02		0.16		-0.364		-0.152		0.084		-0.044		0.526		0.907		0.512		0.282		0.548		0.695		0.848

		193		2.02		2.28		16		59800779		hemH		Phosphoribosylaminoimidazole-succinocarboxamide synthase [Neisseria gonorrhoeae FA 1090]		hemHs		15676655				H		C		1		-0.316		-1.124		0.056		-0.384		-0.032		0.004		-0.072		0.459		0.328		0.833		0.37		0.864		0.958		0.747

		194		2.01		2.75		14.7		329119217		ubiE		Ubiquinone/menaquinone biosynthesis methyltransferase UbiE [Neisseria bacilliformis ATCC BAA-1200]		ubiEa		15676641				H		C		1		-1.92		-1.92		0.448		0.088		-1.92		-1.92		0.124		0.02		0.02		0.229		0.687		0.079		0.079		0.588

		195		2.01		2.72		22.3		254493006		pilO		Type IV pilus assembly protein PilO [Neisseria gonorrhoeae 1291]		pilOa		15677647		PilO protein 		N		CM		1

		196		2.01		2.21		35.1		296837900		NEIPOLOT_02368		Antibiotic biosynthesis monooxygenase family protein [Neisseria polysaccharea ATCC 43768]		NMB1575t		15677425		Hypothetical protein NMB1575 		S		U		1		1.944		-0.004		1.936		1.932		1.928		-0.004		1.876		0.059		1		0.063		0.064		0.019		1		0.02

		197		2		37.78		53.3		325207370		groL		Chaperonin GroL [Neisseria meningitidis NZ-05/33]		groL						O		C		18		1.944		-0.004		-0.004		-0.004		1.804		-0.004		-0.004		0.052		1		1		1		0.02		1		1

		198		2		31.34		47.4		3746262		porA		Class 1 porin [Neisseria meningitidis]		porA						M		OM		22

		199		2		20.95		47.8		81784396		fkpA		Probable FKBP-type peptidyl-prolyl cis-trans isomerase fkpA [Neisseria meningitidis MC58]		fkpA						O		OM		13

		200		2		20.87		43.6		325207597		dnaK		Chaperone protein DnaK [Neisseria meningitidis NZ-05/33]		dnaK						O		C		11		-0.004		-0.004		-0.004		-0.004		1.932		-0.004		1.944		1		1		1		1		0.019		1		0.019

		201		2		3.19		15.4		284797269		rimM		16S rRNA processing protein RimM [Neisseria subflava NJ9703]		rimMb		15676496				J		C		2

		202		2		2.99		16.7		7226678		NMB1437		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1437						Hypothetical S		C		1		1.904		-0.004		1.924		-0.004		1.928		1.912		1.944		0.068		1		0.064		1		0.019		0.019		0.018

		203		2		2.66		8		350571558		alr		Alanine racemase [Neisseria wadsworthii 9715]		alrd		15677500				M		C		1

		204		2		2.47		20.9		294671256				REVERSED hypothetical protein NEIELOOT_02966 [Neisseria elongata subsp. glycolytica ATCC 29315]												1

		205		2		2.12		6.5		269209769		dsbA		DsbA thioredoxin domain protein [Neisseria lactamica ATCC 23970]		dsbA1a		15676202		Thiol:disulfide interchange protein DsbA		OC		P		1		0.084		-0.156		0.012		-0.056		-1.956		-0.016		0.148		0.693		0.536		0.934		0.805		0.056		0.96		0.535

		206		2		2.12		8.2		225075353		NEIFLAOT_00358		Hypothetical protein NEIFLAOT_00358 [Neisseria flavescens NRL30031/H210]		dsbA2e		15676216		Thiol:disulfide interchange protein DsbA 		OC		P		1		-0.008		0.396		1.612		1.472		0.392		0.648		1.14		0.911		0.545		0.115		0.136		0.401		0.27		0.13

		207		2		2.1		6		59801289		NGO0890		D-Lactate dehydrogenase [Neisseria gonorrhoeae FA 1090]		dlda		15676888				C		CM		1		-0.248		-0.064		-1.956		-1.956		0.04		-1.956		-1.956		0.387		0.782		0.019		0.019		0.84		0.065		0.065

		208		2		2.05		5.8		7225924		NMB0696		Amino acid ABC transporter, ATP-binding protein [Neisseria meningitidis MC58]		NMB0696						E		CM		1		-0.004		-0.004		1.944		1.944		-0.004		-0.004		-0.004		1		1		0.071		0.075		1		1		1

		209		2		2.04		16.2		268604467		rpmB		50S Ribosomal protein L28 [Neisseria gonorrhoeae PID1]		rpmBu		15676238				J		C		1		-0.984		-0.068		-0.004		0.828		0.904		1.16		1.008		0.018		0.774		0.994		0.611		0.511		0.273		0.322

		210		2		2		13.7		7225543		rpmG		50S Ribosomal protein L33 [Neisseria meningitidis MC58]		rpmG						J		C		1		0.076		0.104		-0.112		-0.168		-0.228		0.056		-0.088		0.726		0.64		0.64		0.513		0.413		0.779		0.706

		1 = Gene name equivalent to serogroup B Neisseria meningitidis (NMB) as per BLAST search;  2 = The equivalent NMB protein name, which is MC58 unless otherwise stated and is the same protein name as original unless otherwise stated.  Cells highlighted in yellow indicate greater than 1.8-fold increase in expression.  Blue cells indicate expression less than 0.2-fold.  Green cells indicate a significance of greater than 95%. Lilac cells indicate a significance between 90% and 94.99% confidence.  Empty ratio cells indicate that insufficient quantitation data was obtained for that protein.  The shared measure of identity of the equivalent NMB protein with the non-meningococcal protein is given in the ‘Gene Name NMB’ column using superscript letters.  Coverage (C) and identity (ID) is represented %C/%ID.  If not otherwise stated coverage is 100%.  A=95-100%ID, b=85-94%ID, c=75-84%ID, d=65-74%ID, e=90-100%/90-100%, f=77%/99%, g=83%/99%, h=67%/100%, i=99%/78%, j=88%/98%, k=90%/74%, l=97%/29%, m=92%/86%, n=95%/67%, o=85%93, p=87%/99%, q=97%/88%, r=94%/54%, s=89%/96%, t=97%/85%, u=65%/100%.  COG function codes: Information, storage and processing – J = Translation, ribosomal structure and biogenesis, K = Transcription, L = DNA replication, recombination and repair; Cellular processes – D = Cell division and chromosome partitioning, M = Cell envelope biogenesis, outer membrane, N = Cell motility and secretion, O = Posttranslational modification, protein turnover, chaperones, P = Inorganic ion transport and metabolism, T = signal transduction mechanisms; Metabolism – C = Energy production and conversion, E = Amino acid transport and metabolism, F = Nucleotide transport and metabolism, G = Carbohydrate transport and metabolism, H = Coenzyme transport and metabolism, I = Lipid metabolism; Q = Secondary metabolites biosynthesis, transport, and catabolism; Poorly characterised proteins – R = General function prediction only, S = Function Unknown, No Related COG = Protein does not match to any COG.  Subcellular location codes: C = cytoplasm, CM = Cytoplasmic Membrane, P = Periplasm, OM = Outer membrane, E = Extracellular, UM = Unknown due to multiple possible locations, U = Unknown 
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		Table 6.12  Quantitation of proteins detected in iTRAQ Experiment Two compared to NZ98/254 strain grown under normal conditions

		Protein N		Unused Prot Score		Total Prot Score		% Cov		GI Accession #		Gene name or locus number		Name		Gene name NMB1		NMB Equivalent GI Accession #		NMB Equivalent Name2		COG		Sub-cellular Location		Peptides (95% Conf.)		log H34 22% RH :NZ98i 114:113		log H34 30% RH :NZ98i 115:113		log NZ98 22% RH :NZ98i 116:113		log H34i: NZ98i 117:113		log Control 2:NZ98i 118:113		log Control 1 :NZ98i 119:113		log NZ98 30% RH :NZ98i 121:113		P-Value H34 22% RH :NZ98i 114:113		P-Value  H34 30% RH :NZ98i 115:113		P-Value NZ98 22% RH :NZ98i 116:113		P-Value H34i: NZ98i 117:113		P-Value Control 2:NZ98i 118:113		P-Value Control 1 :NZ98i 119:113		P-Value NZ98 30% RH :NZ98i 121:113

		1		68.5		68.5		69.8		241758467		tuf		Translation elongation factor Tu [Neisseria flavescens SK114]		tufBe		15676052		Elongation factor Tu		JE		C		66		-0.1		-0.076		-0.008		-0.012		-0.04		-0.036		-0.532		0.072		0.666		0.622		0.492		0.708		0.877		0.005

		2		61.39		61.39		93.3		270728847		porB		Class 3 outer membrane protein [Neisseria meningitidis]		porB						M		OM		52		0.448		0.556		-0.044		0.416		0.292		0.3		-0.12		0		0		0.817		0		0		0		0.406

		3		48.97		49.62		85.4		4091875		porA		Porin [Neisseria meningitidis]		porA						M		OM		62		-1.424		-1.28		0.156		-1.148		-0.78		-0.38		-0.688		0.084		0.084		0.245		0.084		0.136		0.311		0.884

		4		48.09		57.24		92.4		516522		porB		Class 3 outer membrane porin [Neisseria meningitidis]		porB						M		OM		61		-0.416		-0.376		0.076		-0.38		-0.108		-0.1		-0.244		0		0		0.285		0		0.111		0.732		0.098

		5		47.84		49.46		46.9		325207524		pilQ		Type IV pilus secretin PilQ [Neisseria meningitidis NZ-05/33]		pilQ						 N		OM		25		0.072		0.028		0.028		0.048		-0.06		0.128		-0.676		0.135		0.245		0.293		0.117		0.347		0.045		0.066

		6		47.33		47.89		58		325207993		sucC		Succinate-CoA ligase, beta subunit [Neisseria meningitidis NZ-05/33]		sucC						C		C		26		0.232		0.536		0.476		0.636		0.364		0.468		-0.512		0.167		0.01		0.009		0.01		0.009		0.007		0.362

		7		42.31		42.8		49.5		7225356		fusA		Elongation factor G (EF-G) [Neisseria meningitidis MC58]		fusA						J		C		23		0.12		0.136		0.152		0.048		0.076		0.04		-0.644		0.356		0.147		0.185		0.779		0.19		0.59		0.369

		8		42.01		42.01		68.9		7225862		fbpA		Iron(III) ABC transporter, periplasmic binding protein [Neisseria meningitidis MC58]		fbpA						H		P		22		0.084		-0.072		-0.048		0.14		0.008		-0.008		-0.524		0.34		0.709		0.565		0.057		0.339		0.565		0.879

		9		41.43		41.43		50		254672968		groEL		60 kDa Chaperonin [Neisseria meningitidis alpha275]		groEL						O		C		24		0.844		1.236		0.248		1.284		0.396		0.58		-0.252		0.001		0.001		0.046		0.001		0.035		0.001		0.09

		10		39		39.11		50.8		325127688		dnaK		Chaperone protein DnaK [Neisseria meningitidis N1568]		dnaK						O		C		24		-0.024		-0.06		0.052		0.232		-0.004		-0.004		-0.752		0.153		0.208		0.133		0.074		0.081		0.162		0.772

		11		33.16		33.83		54.6		81784541		rpsA		30S Ribosomal protein S1 [Neisseria meningitidis MC58]		rpsA						J		C		16		0.06		0.076		-0.012		0.1		0.044		0.008		-0.696		0.044		0.042		0.236		0.021		0.091		0.213		0.733

		12		31.95		33.22		43.2		325202575		pta		Phosphate acetyltransferase [Neisseria meningitidis M01-240149]		pta						C		UM		22		-0.184		-0.012		0.104		0.208		-0.048		0.04		-0.528		0.656		0.283		0.25		0.103		0.961		0.284		0.597

		13		31.78		31.88		53.7		7225772		adhP		Alcohol dehydrogenase, propanol-preferring [Neisseria meningitidis MC58]		adhP						R		C		18		-0.912		-0.824		0.02		-0.828		-0.868		0.128		-1.556		0.216		0.413		0.919		0.258		0.204		0.553		0.048

		14		30.85		31.07		35.2		81784175		atpA		ATP synthase subunit alpha; [Neisseria meningitidis MC58]		atpA						C		C		17		0.068		-0.076		-0.068		0.04		0.04		-0.048		-0.756		0.232		0.375		0.536		0.205		0.455		0.736		0.006

		15		29.89		32.07		78.1		325208952		rpsB		30S Ribosomal protein S2 [Neisseria meningitidis NZ-05/33]		rpsB						J		C		18		0		0.036		-0.028		-0.028		-0.04		-0.016		-0.5		0.325		0.245		0.447		0.168		0.364		0.321		0.418

		16		29.76		32.56		32.4		7226585		pdhA		Pyruvate dehydrogenase, E1 component [Neisseria meningitidis MC58]		pdhA						C		C		20		0.096		-0.124		0.004		0.12		-0.104		-0.028		-0.656		0.755		0.573		0.558		0.075		0.72		0.779		0.615

		17		29.69		30.05		52.5		269213565		NEICINOT_03323		Antioxidant, AhpC/TSA family/glutaredoxin [Neisseria cinerea ATCC 14685]		NMB0946e		15676839		Peroxiredoxin 2 family protein/gluta-redoxin 		O		U		20		-0.548		-0.28		-0.344		0.084		-0.312		-0.184		-0.476		0.287		0.025		0.535		0.906		0.813		0.799		0.332

		18		28.88		29.4		52.9		81707226		cysK		Cysteine synthase [Neisseria meningitidis MC58]		cysK						E		C		20		-0.224		-0.3		0.252		0.124		-1.216		0.32		-1.216		0.012		0.01		0.048		0.209		0.004		0.088		0.004

		19		28.22		28.72		88.3		7225345		rplA		50S Ribosomal protein L1 [Neisseria meningitidis MC58]		rplA						J		C		16		0.048		0.032		-0.028		0.016		-0.012		0.052		-0.732		0.651		0.341		0.118		0.941		0.136		0.537		0

		20		27.47		29.21		23.9		1325955		rpoB		RNA polymerase beta subunit [Neisseria meningitidis]		rpoB						K		C		15		-0.128		-0.112		-0.18		-0.236		-0.156		-0.156		-0.812		0.995		0.716		0.736		0.847		0.862		0.823		0

		21		26.76		26.76		62.3		4379295		 opr		Unnamed protein product [Neisseria meningitidis]		opr						M		OM		24		1.996		1.996		1.996		1.996		1.996		1.996		1.996		0.04		0.035		0.352		0.036		0.061		0.063		0.163

		22		25.35		25.8		67.8		7225366		rpsC		30S Ribosomal protein S3 [Neisseria meningitidis MC58]		rpsC						J		C		17		0.076		0.176		0.236		-0.088		-0.108		0.124		-0.804		0.133		0.095		0.08		0.431		0.58		0.128		0.892

		23		24.47		26.34		76		50400793		rplE		50S Ribosomal protein L5 [Neisseria meningitidis Z2491]		rplE						J		C		16		0.124		0.016		0.124		0.164		0.048		0.12		-0.744		0.041		0.083		0.047		0.05		0.076		0.05		0.987

		24		24.42		26.38		63.5		313667444		rplB		50S Ribosomal protein L2 [Neisseria lactamica ST-640]		rplBa		15676072				J		C		13

		25		24.05		24.77		42.1		254804638		pnp		Polyribonucleotide nucleotidyltransferase [Neisseria meningitidis alpha14]		pnp						F		C		14		-0.068		0.124		0.128		0.176		0.064		-0.048		-0.516		0.839		0.183		0.229		0.159		0.368		0.923		0.019

		26		23.71		23.87		74.4		7225377		rpsE		30s Ribosomal protein S5 [Neisseria meningitidis MC58]		rpsE						J		C		13		-0.236		-0.192		0.088		-0.1		-0.052		-0.156		-0.688		0.756		0.646		0.389		0.504		0.74		0.509		0.809

		27		23.66		24.9		53.2		254804089		tsf		Elongation factor EF-Ts [Neisseria meningitidis alpha14]		tsf						J		C		12		-0.028		-0.112		-0.136		0.024		-0.224		-0.08		-0.912		0.532		0.7		0.901		0.432		0.712		0.501		0.421

		28		23.46		25.4		34.1		7226554		tig		Trigger factor [Neisseria meningitidis MC58]		tig						O		C		13		-0.084		-0.452		-0.112		0.088		-0.184		-0.112		-0.948		0.39		0.093		0.569		0.154		0.448		0.475		0.009

		29		22.56		23.07		52.7		81857552		atpD		ATP synthase subunit beta [Neisseria meningitidis MC58]		atpD						C		C		13		-0.672		-1.24		-1.236		-0.668		-1.244		-1.308		-1.972		0.614		0.693		0.345		0.559		0.261		0.372		0.049

		30		22.22		22.53		61.2		75507306		rpsD		30S Ribosomal protein S4 [Neisseria gonorrhoeae FA 1090]		rpsDa		15676094				J		C		15		0.28		0.328		0.396		0.512		0.46		0.364		-0.676		0.608		0.312		0.314		0.131		0.229		0.409		0.273

		31		21.62		22.31		30.1		325197831		ppsA		Phosphoenolpyruvate synthase [Neisseria meningitidis G2136]		ppsA						G		C		13		-0.28		-0.38		-0.072		-0.352		-0.704		-0.344		-0.828		0.745		0.886		0.519		0.837		0.545		0.789		0.793

		32		21.59		22.43		65.7		325138633		NMBES14902_0722		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis ES14902]		NMB1567a		15677418		Macrophage infectivity potentiator		O		OM		12		0.196		0.5		0.352		0.332		0.324		0.352		-0.936		0.261		0.064		0.158		0.192		0.178		0.069		0.032

		33		21.32		21.41		43.9		7226200		sucD		Succinyl-CoA synthetase, alpha subunit [Neisseria meningitidis MC58]		sucD						C		C		18		-0.156		-0.288		0.02		0.088		-0.092		-0.004		-0.728		0.309		0.094		0.108		0.169		0.956		0.294		0.065

		34		21.21		21.68		68.6		60392859		rmpM		Outer membrane protein class 4 - Precursor [Neisseria meningitidis Z2491]		rmpM						M		OM		27		-0.584		-0.588		-0.088		-0.416		-0.224		-0.264		-1.256		0.002		0		0.298		0.001		0.234		0.138		0.008

		35		20.78		20.78		66		7225355		rpsG		30S Ribosomal protein S7 [Neisseria meningitidis MC58]		rpsG						J		C		12		-0.164		-0.272		-0.172		-0.124		-0.188		-0.112		-0.916		0.059		0.016		0.111		0.027		0.013		0.046		0.029

		36		20.03		20.88		62.2		7225360		rplC		50S Ribosomal protein L3 [Neisseria meningitidis MC58]		rplC						J		C		11		0.188		-0.168		0.052		-0.008		0.028		-0.104		-0.96		0.082		0.189		0.657		0.428		0.385		0.09		0.035

		37		19.46		20.15		0.463415		7225348		rplL		50S Ribosomal protein L7/L12 [Neisseria meningitidis MC58]		rplL						J		C		11		-0.024		0.032		-0.008		-0.056		0.02		0.032		-0.32		0.336		0.691		0.222		0.187		0.172		0.065		0.474

		38		19.23		21.68		34.8		241760002		eno		Phosphopyruvate hydratase [Neisseria flavescens SK114]		enoa		15677152				G		C		10		-0.124		0		-0.176		0.192		-0.244		0.052		-0.66		0.412		0.443		0.247		0.124		0.408		0.415		0.394

		39		18.95		19.19		42.9		81784052		rplF		50S Ribosomal protein L6 [Neisseria meningitidis Z2491]		rplF						J		C		10		0.308		0.376		0.136		0.5		0.524		0.252		-0.6		0.236		0.215		0.279		0.184		0.113		0.268		0.541

		40		18.43		19.12		70.6		325207831		tcyA		L-Cysteine ABC transporter, periplasmic L-cystine-binding protein [Neisseria meningitidis NZ-05/33]		tcyA						E		P		10		0.34		0.432		0.088		0.464		0.28		0.32		-0.856		0.222		0.169		0.463		0.141		0.328		0.237		0.792

		41		18.19		18.53		68.9		7225361		rplD		50S Ribosomal protein L4 [Neisseria meningitidis MC58]		rplD						J		C		13		0.212		-0.164		0.1		0.028		0.032		-0.044		-0.876		0.091		0.229		0.113		0.258		0.62		0.247		0.729

		42		17.81		17.81		33.1		7228848		gna1946		Outer membrane lipoprotein GNA1946 [Neisseria meningitidis]		gna1946						R		OM		9		-0.312		-0.12		0.3		0.256		0.328		0.08		-0.372		0.101		0.917		0.303		0.32		0.241		0.308		0.744

		43		17.31		17.44		50		7225386		rpoA		DNA-directed RNA polymerase, alpha subunit [Neisseria meningitidis MC58]		rpoA						K		C		7		0.028		-0.36		-0.184		0.208		-0.192		0.024		-0.556		0.351		0.91		0.883		0.319		0.474		0.247		0.911

		44		17.03		18.11		31.6		349608924		HMPREF1028_00313		Hypothetical protein HMPREF1028_00313 [Neisseria sp. GT4A_CT1]		gutBa		385853705		gutB gene product [Neisseria meningitidis H44/76]		ER		C		11		-1.184		-0.828		-0.932		-0.052		-0.592		-0.692		-1.628		0.017		0.075		0.043		0.368		0.117		0.012		0.014

		45		16.97		17.74		86.8		325207634		rplS		50S Ribosomal protein L19 [Neisseria meningitidis NZ-05/33]		rplS						J		C		11		0.236		0.228		0.172		0.004		0.236		0.04		-0.424		0.155		0.121		0.193		0.548		0.344		0.331		0.244

		46		16.81		16.9		41		325207146		NMBNZ0533_0109		LysM domain protein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_0109						S		U		9		0.428		0.292		0.444		0.472		0.496		0.216		-0.084		0.016		0.077		0.017		0.015		0.017		0.099		0.121

		47		16.68		17.76		22.9		325206215		sucA		Oxoglutarate dehydrogenase, E1 component [Neisseria meningitidis M04-240196]		sucA						C		C		8		-0.892		-0.36		-0.2		0.04		-0.264		-0.1		-1.252		0.398		0.962		0.859		0.58		0.838		0.776		0.54

		48		16.58		17.31		35.2		325207991		NMBNZ0533_1006		Dihydrolipoyl dehydrogenase [Neisseria meningitidis NZ-05/33]		lpdA1a		15676850		Dihydrolipoamide dehydrogenase		C		C		9		-0.08		-0.348		-0.024		0.344		-0.392		0.004		-0.328		0.751		0.427		0.854		0.855		0.262		0.136		0.845

		49		16.42		16.42		74.2		325208946		NMBNZ0533_2030		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33] (MC58 adhesin component NMB2095)		NMBNZ0533_2030						Hypothetical No related COG		U		10		0.148		0.456		0.58		0.404		-0.48		0.016		-1.264		0.399		0.241		0.213		0.224		0.576		0.68		0.194

		50		16.25		19.99		24.4		313667427		rpoC		DNA-directed RNA polymerase beta' chain [Neisseria lactamica ST-640]		rpoCa		15676061				J		C		8		0.536		0.012		-0.052		-0.028		-0.384		0.016		-1.156		0.081		0.147		0.398		0.401		0.292		0.242		0

		51		16.24		16.82		26.4		317164490		NGTW08_1063		Putative dihydrolipoamide dehydrogenase [Neisseria gonorrhoeae TCDC-NG08107]		lpdA2a		15677210		Dihydrolipoamide dehydrogenase (E3 component)		C		C		7		-0.212		-0.192		-0.216		-0.192		-0.588		-0.208		-0.9		0.72		0.155		0.544		0.485		0.888		0.725		0.836

		52		15.81		16.15		71		7225371		rplX		50S Ribosomal protein L24 [Neisseria meningitidis MC58]		rplX						J		C		8		-0.26		-0.684		-0.26		-0.132		-0.076		0.072		-1.608		0.321		0.127		0.633		0.227		0.566		0.647		0.013

		53		15.35		15.4		60.5		7226114		rplY		50S Ribosomal protein L25 [Neisseria meningitidis MC58]		rplY						J		C		10		-0.292		-0.392		0.3		-0.052		0.108		-0.064		-1.148		0.972		0.322		0.239		0.466		0.423		0.527		0.719

		54		15.1		15.57		42.7		254672897		ilvC		Ketol-acid reductoisomerase [Neisseria meningitidis alpha275]		ilvC						EH		C		9		-0.628		-0.42		-0.604		-0.108		-0.184		-0.48		-1.032		0.656		0.957		0.029		0.532		0.522		0.919		0.022

		55		14.94		15.25		85.4		81783919		rpsO		30S Ribosomal protein S15 [Neisseria meningitidis Z2491]		rpsO						J		C		7		-0.072		-0.104		-0.04		0.172		-0.168		0.004		-0.536		0.924		0.567		0.561		0.253		0.247		0.386		0.253

		56		14.45		15.03		25.2		7226819		acnB		Aconitate hydratase 2 [Neisseria meningitidis MC58]		acnB						C		C		6		-0.544		-0.192		-0.108		0.316		-0.092		-0.272		-1.108		0.052		0.421		0.456		0.066		0.333		0.444		0.009

		57		14.08		15.82		35.2		325207717		maeB		Malate dehydrogenase [Neisseria meningitidis NZ-05/33]		maeB						C		C		8		-0.812		-0.388		-0.384		0.384		0.072		0.112		-1.04		0.048		0.582		0.208		0.345		0.768		0.417		0.128

		58		13.83		13.98		62.9		349610873		HMPREF1028_02172		50S Ribosomal protein L13 [Neisseria sp. GT4A_CT1]		rplMa		15677879				J		C		8		0.124		0.108		-0.004		0.1		-0.208		0.068		-0.928		0.555		0.716		0.141		0.592		0.099		0.358		0.023

		59		13.8		14.08		51.2		7225354		rpsL		30S Ribosomal protein S12 [Neisseria meningitidis MC58]		rpsL						J		C		7		0.14		0.196		0.08		0.092		0.18		0.036		-0.444		0.306		0.387		0.547		0.561		0.225		0.281		0.977

		60		13.4		14.34		25.7		297250485		NEIPOLOT_01458		Dihydrolipoyllysine-residue acetyltransferase E2 component of pyruvate dehydrogenase complex [Neisseria polysaccharea ATCC 43768]		aceFe		15677208		Dihydrolipoamide acetyltransferase		C		C		7		0.016		0.16		-0.156		0.12		-0.02		-0.316		-0.792		0.455		0.53		0.502		0.331		0.332		0.447		0.928

		61		13.14		15.62		26.6		7225689		potD-1		Spermidine/putrescine ABC transporter, [Neisseria meningitidis MC58]		potD-1						E		P		9		-0.328		-0.328		0.192		-0.48		-0.388		0.288		-0.432		0.444		0.713		0.418		0.774		0.623		0.195		0.555

		62		12.9		13.9		20.6		325198178		metE		5-Methyltetrahydropteroyltriglutamate-- homocysteine S-methyltransferase [Neisseria meningitidis G2136]		metE						E		C		6		0.136		0		-0.62		0.22		-0.212		-0.08		-1.08		0.364		0.802		0.031		0.342		0.682		0.697		0.004

		63		12.83		12.95		46.1		6692578		hemO		HemO [Neisseria meningitidis]		hemO						P		U		6		0.068		0.012		0.296		-0.176		0.096		-0.408		-0.584		0.566		0.506		0.277		0.72		0.461		0.704		0.442

		64		12.71		12.79		59.2		7226024		NMB0791		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis MC58]		NMB0791						O		C		7		-0.276		-0.368		-0.428		-0.104		-0.26		-0.24		-0.948		0.226		0.226		0.124		0.381		0.212		0.201		0.216

		65		12.52		14.77		74.3		7225365		rplV		50S Ribosomal protein L22 [Neisseria meningitidis MC58]		rplV						J		C		8		0.296		0.368		0.144		0.328		0.208		0.452		-0.688		0.251		0.291		0.406		0.256		0.22		0.135		0.961

		66		12.48		13.27		27.6		7226193		gltA		Citrate synthase [Neisseria meningitidis MC58]		gltA						C		C		7		-0.592		-0.068		-0.732		0.088		-0.288		-0.048		-1.272		0.918		0.481		0.038		0.425		0.689		0.33		0.167

		67		12.06		12.88		32.4		7225651		ftsZ		Cell division protein FtsZ [Neisseria meningitidis MC58]		ftsZ						D		C		6		0.208		0.108		-0.132		0.096		-0.136		0.132		-0.708		0.364		0.211		0.454		0.312		0.634		0.561		0.975

		68		12		12		58.7		325208428		NMBNZ0533_1464		Putative lipoprotein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_1464						Putative No related COG		U		9		-0.36		0.104		1.156		-0.328		0.248		0.104		-0.528		0.194		0.346		0.108		0.075		0.305		0.368		0.407

		69		11.85		14.19		30.1		9910686		glyA		Serine hydroxymethyltransferase [Neisseria meningitidis MC58]		glyA						E		C		7		-0.12		-0.388		-0.048		0.2		0.016		-0.164		-0.54		0.544		0.261		0.268		0.694		0.71		0.977		0.959

		70		11.82		13.09		58.3		7225358		rpsJ		30S Ribosomal protein S10 [Neisseria meningitidis MC58]		rpsJ						J		C		7		0.164		0.124		0.18		0.304		0.256		0.096		-0.416		0.727		0.703		0.958		0.492		0.952		0.998		0.685

		71		11.8		11.93		30.2		7226831		hisB		Imidazoleglycerol-phosphate dehydratase [Neisseria meningitidis MC58]		hisB						E		C		7		-0.188		0.108		0.044		0.092		0		-0.408		-0.536		0.501		0.269		0.457		0.216		0.107		0.523		0.745

		72		11.59		12.06		65.3		81785149		rplO		50S Ribosomal protein L15 [Neisseria meningitidis MC58]		rplO						J		C		6		-0.14		-0.116		-0.26		-0.268		0.336		0.304		-1.172		0.769		0.7		0.96		0.699		0.157		0.287		0.269

		73		11.49		11.62		54.1		81785148		rplQ		50S Ribosomal protein L17 [Neisseria meningitidis MC58]		rplQ						J		C		6		0.06		-0.176		-0.18		-0.08		-0.248		-0.408		-1.016		0.519		0.164		0.873		0.632		0.634		0.91		0.59

		74		11.43		11.56		50.8		75432531		rpsF		30S Ribosomal protein S6 [Neisseria gonorrhoeae FA 1090]		rpsFa		15677189				J		C		7		-0.912		-0.668		-0.528		-0.328		-0.592		-0.328		-1.552		0.031		0.272		0.372		0.507		0.247		0.441		0.168

		75		11.31		11.8		49.4		7225347		rplJ		50S Ribosomal protein L10 [Neisseria meningitidis MC58]		rplJ						J		C		6		0.156		0.072		-0.232		0.088		-0.236		-0.436		-0.856		0.382		0.359		0.264		0.699		0.592		0.264		0.322

		76		11.28		11.83		51.6		81783922		rplN		50S Ribosomal protein L14 [Neisseria meningitidis Z2491]		rplN						J		C		6		-0.168		-0.052		0.02		0.048		-0.028		-0.264		-0.98		0.281		0.517		0.299		0.632		0.806		0.455		0.226

		77		10.96		11.06		67.4		7225364		rpsS		30S Ribosomal protein S19 [Neisseria meningitidis MC58]		rpsS						J		C		5		-0.184		-0.128		0.208		0.252		-0.232		0.188		-0.656		0.337		0.398		0.73		0.518		0.683		0.183		0.294

		78		10.95		11.47		51.6		340363613		tig2		Trigger factor [Neisseria macacae ATCC 33926]		rpsTf		15676374		30S Ribosomal protein S20		J		C		5		-0.272		-0.404		-0.3		-0.072		-0.112		-0.408		-1.292		0.665		0.158		0.437		0.867		0.844		0.444		0.075

		79		10.63		10.68		51.5		284796534		NEISUBOT_04588		Ribosomal protein L16 [Neisseria subflava NJ9703]		rplPa		15676076				J		C		5		0.124		-0.18		-0.128		-0.148		-0.196		-0.024		-0.832		0.278		0.113		0.105		0.053		0.144		0.561		0.088

		80		10.62		10.78		56.1		7226708		NMB1468		Hypothetical protein NMB1468 [Neisseria meningitidis MC58]		NMB1468						Hypothetical No related COG		P		5		0.828		1.084		0.748		1.032		0.608		0.68		-0.752		0.116		0.049		0.056		0.053		0.087		0.061		0.487

		81		10.58		43.7		84.7		89276863		porA		Outer membrane protein class 1 [Neisseria meningitidis]		porA						M		OM		54

		82		10.26		10.75		77.1		325207369		groS		Chaperonin GroS [Neisseria meningitidis NZ-05/33]		groS						O		C		7		-0.212		0.132		-0.812		0.26		-0.196		0.112		-1.212		0.971		0.621		0.015		0.533		0.634		0.492		0.002

		83		10.2		11.69		18.8		325204497		NMBM01240355_1442		Cytochrome C biogenesis protein transmembrane region [Neisseria meningitidis M01-240355]		dipZe		15677372		Thiol:disulfide interchange protein		OC		CM		6		0.604		0.916		-0.472		-0.532		0.564		0.304		-0.884		0.297		0.221		0.493		0.499		0.296		0.301		0.283

		84		9.97		10.82		33.5		325140643		NMBCU385_0690		Universal stress protein family [Neisseria meningitidis CU385]		NMBCU385_0690						T		U		5		-1.208		-1.384		-0.332		-0.324		-1.084		0.024		-0.992		0.033		0.042		0.339		0.297		0.205		0.315		0.262

		85		9.93		10.14		70.1		81857431		rpsQ		30S Ribosomal protein S17 [Neisseria meningitidis Z2491]		rpsQ						J		C		6		-0.28		0.16		0.208		0.108		0.036		-0.056		-0.976		0.467		0.688		0.698		0.857		0.699		0.648		0.387

		86		9.48		9.54		74.6		7227318		rpsI		30S Ribosomal protein S9 [Neisseria meningitidis MC58]		rpsI						J		C		6		0.028		0.124		0.048		-0.208		0.032		0.044		-0.68		0.383		0.414		0.653		0.952		0.597		0.526		0.157

		87		9.41		11.53		54.6		5825526		nspA		Surface protein A [Neisseria meningitidis]		nspA						M		OM		7		-0.552		-1.072		0.048		-0.592		-0.38		-0.216		-1.068		0.022		0		0.147		0.004		0.014		0.061		0.038

		88		9.2		11		19.6		284799853		NEISUBOT_04444		Isocitrate dehydrogenase, NADP-dependent [Neisseria subflava NJ9703]		icde		161869830		Isocitrate dehydrogenase [Neisseria meningitidis 053442]		C		C		6		-0.44		-0.024		-0.376		-0.084		-0.344		-0.144		-1.056		0.257		0.884		0.39		0.854		0.786		0.699		0.097

		89		9.04		9.87		49		7227050		NMB1796		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1796						Hypothetical R		C		6		-0.82		-0.98		-0.236		-0.812		-0.744		-0.856		-1.516		0.069		0.023		0.223		0.107		0.076		0.045		0

		90		8.87		8.87		65.3		325138254		rplI		Ribosomal protein L9 [Neisseria meningitidis ES14902]		rplIa		15677186				J		C		5		0		0.032		0.1		0.172		0.032		0.168		-0.444		0.55		0.526		0.631		0.509		0.656		0.534		0.753

		91		8.87		8.87		37.2		9910705		NMB1533		Outer membrane protein H.8 - Precursor [Neisseria meningitidis MC58] (azurin)		NMB1533						C		OM		6		-0.48		-0.056		-0.168		-0.076		-0.444		-0.452		-0.692		0.151		0.841		0.664		0.744		0.508		0.243		0.399

		92		8.66		9.08		78.6		73621630		rplR		50S Ribosomal protein L18 [Neisseria meningitidis MC58]		rplR						J		C		5		0.524		0.3		0.048		-0.016		-0.48		-0.252		-1.004		0.391		0.433		0.748		0.522		0.682		0.674		0.009

		93		8.65		9.05		80.3		7226563		rpsR		30S Ribosomal protein S18 [Neisseria meningitidis MC58]		rpsR						J		C		4		0.124		-0.396		0.148		-0.188		-0.02		-0.284		-0.108		0.403		0.829		0.37		0.545		0.442		0.632		0.117

		94		8.56		8.68		65.6		7225545		rpmA		50S Ribosomal protein L27 [Neisseria meningitidis MC58]		rpmA						J		C		4		-0.056		-0.06		0.044		-0.076		-0.108		0.02		-0.452		0.695		0.544		0.442		0.611		0.605		0.527		0.55

		95		8.52		8.93		45.2		161870463		hisJ		Polar amino acid transport system substrate-binding protein [Neisseria meningitidis 053442]		hisJ						E		P		4		0.492		0.556		0.712		0.728		0.832		-0.348		-0.532		0.39		0.319		0.464		0.351		0.311		0.325		0.645

		96		8.51		9.63		66.4		75355452		rpsK		30S Ribosomal protein S11 [Neisseria gonorrhoeae FA 1090]		rpsKa		15676093				J		C		5		0.072		0.144		0.312		0.148		0.3		0.176		-0.816		0.352		0.753		0.359		0.701		0.146		0.136		0.958

		97		8.42		10.93		37.5		325208457		NMBNZ0533_1494		Propionate/acetate kinase [Neisseria meningitidis NZ-05/33]		ackA1a		121635189		Acetate kinase [Neisseria meningitidis FAM18]		C		C		8		-0.692		-0.18		-0.26		0.08		-0.024		-0.068		-1.096		0.807		0.627		0.663		0.627		0.777		0.837		0.893

		98		8.42		8.42		15.9		7227062		pilM		PilM protein [Neisseria meningitidis MC58]		pilM						D		UM		4		-0.004		-0.064		0.432		-0.236		0.26		-0.44		-0.62		0.339		0.441		0.259		0.543		0.226		0.481		0.677

		99		8.29		9.79		66.3		7226469		hupB		DNA-binding protein HU-beta [Neisseria meningitidis MC58]		hupB						L		C		7		-0.328		-0.752		0.132		-0.384		-0.272		0.136		-1.152		0.216		0.021		0.61		0.947		0.478		0.78		0.143

		100		8.22		8.27		31.1		7225825		NMB0595		DNA-binding response regulator [Neisseria meningitidis MC58]		NMB0595						TK		C		5		-0.308		-0.216		-0.348		0.16		-0.624		-0.324		-0.876		0.239		0.489		0.125		0.313		0.076		0.439		0.278

		101		8.1		10.65		20.3		313668607		sdhA		Succinate dehydrogenase flavoprotein subunit [Neisseria lactamica ST-640]		sdhAa		15676843				C		CM		6		-0.2		-0.108		0.072		0.04		0.056		-0.012		-1.404		0.583		0.721		0.321		0.607		0.964		0.386		0.029

		102		8		8.06		43.3		7226073		NMB0838		Cold-shock domain family protein [Neisseria meningitidis MC58]		NMB0838						K		C		4		0.152		-0.116		-0.208		0.176		-0.156		0.152		-0.172		0.464		0.567		0.629		0.496		0.602		0.521		0.133

		103		7.88		7.88		27.8		7225344		rplK		50S Ribosomal protein L11 [Neisseria meningitidis MC58]		rplK						J		C		3		-1.344		-1.972		-0.768		-1.252		-0.568		-0.648		-0.872		0.091		0.057		0.131		0.099		0.963		0.704		0.19

		104		7.79		8.89		31.7		59801339		NGO0948		Hypothetical protein NGO0948 [Neisseria gonorrhoeae FA 1090]		NMB0928a		15676822		Hypothetical protein NMB0928		Hypothetical No related COG		CM		4		0.144		0.14		0.184		-0.204		-0.272		-0.044		-1.176		0.711		0.074		0.825		0.31		0.805		0.616		0.005

		105		7.76		7.78		39.5		325135513		fabG		3-Oxoacyl-(acyl-carrier-protein) reductase [Neisseria meningitidis M0579]		fabG						QR		C		4		0.088		-0.04		0.14		0.176		0.388		-0.364		1.068		0.655		0.53		0.996		0.551		0.324		0.802		0.012

		106		7.7		7.76		26.9		7226175		efp		Elongation factor P (EF-P) [Neisseria meningitidis MC58]		efp						J		C		4		-0.324		-0.408		-0.84		0.196		-0.424		-0.084		-0.944		0.791		0.654		0.802		0.496		0.8		0.613		0.244

		107		7.41		7.76		26.7		9911105		recA		Recombinase A [Neisseria meningitidis Z2491]		recA						L		C		4		-0.52		-0.236		0.068		-0.64		-0.1		0.204		-1.6		0.23		0.809		0.473		0.511		0.375		0.293		0.026

		108		7.28		9.1		20.2		325207248		prlC		Oligopeptidase A [Neisseria meningitidis NZ-05/33]		prlC						E		C		3		0.112		0.236		0.048		0.256		0.332		0.224		-0.12		0.731		0.643		0.559		0.416		0.253		0.531		0.338

		109		7.14		7.54		32.7		5051448		opcA		OpcA protein [Neisseria meningitidis]		opcA						M		OM		4		0.168		0.412		0.1		-0.472		0.264		0.324		-1.032		0.699		0.502		0.933		0.337		0.519		0.556		0.165

		110		7.13		9.62		25.5		325207990		sucB		Dihydrolipoyllysine-residue succinyltransferase, E2 component of oxoglutarate dehydrogenase succinyl-transferring complex [Neisseria meningitidis NZ-05/33]		sucB						C		C		6		-0.304		-0.232		-0.24		-0.152		-0.184		-0.144		-0.956		0.317		0.243		0.53		0.522		0.27		0.857		0.177

		111		6.81		6.87		43.1		349522		pilE		Pilus structural subunit [Neisseria meningitidis]		pilE						N		E		4		1.564		1.6		0.636		0.764		0.604		0.78		1.044		0.001		0.001		0.001		0.033		0.001		0.033		0.027

		112		6.8		7.89		18.8		293399469		NGNG_01453		Cell division protease FtsH [Neisseria gonorrhoeae F62]		ftsHa		15676696				D		CM		6		0.812		0.376		0.464		0.152		0.448		0.34		-0.624		0.209		0.239		0.298		0.332		0.251		0.259		0.035

		113		6.68		6.9		17.3		269144731		NEICINOT_04777		Glutamate dehydrogenase [Neisseria cinerea ATCC 14685]		gdhAa		15677557				E		UM		4		0.568		0.48		0.596		0.42		0.7		0.54		-0.7		0.359		0.439		0.37		0.477		0.316		0.349		0.14

		114		6.67		6.88		24.3		7226723		NMB1483		Putative lipoprotein NlpD [Neisseria meningitidis MC58]		NlpD						M		UM		4		0.712		0.02		-0.124		0.784		0.072		0.656		-0.408		0.003		0.881		0.01		0.003		0.008		0.003		0.159

		115		6.47		6.68		66.3		7225373		rpsN		30S Ribosomal protein S14 [Neisseria meningitidis MC58]		rpsN						J		C		3		0.056		0.152		0.228		0.02		0.072		0.012		-0.672		0.381		0.165		0.138		0.18		0.997		0.08		0.439

		116		6.4		6.56		60.5		7225950		rplT		50S Ribosomal protein L20 [Neisseria meningitidis MC58]		rplT						J		C		3		-0.244		-0.052		-0.02		0.072		-0.448		-0.072		-0.892		0.757		0.978		0.81		0.282		0.262		0.967		0.121

		117		6.33		22.65		51.5		254672740		opa7		Opacity protein and related surface antigens [Neisseria meningitidis alpha275]		opa7						M		OM		20		0.46		0.608		-0.276		0.616		-0.444		0.124		-1.328		0.03		0.029		0.067		0.029		0.183		0.204		0.067

		118		6.26		6.54		38.5		7225374		rpsH		30S Ribosomal protein S8 [Neisseria meningitidis MC58]		rpsH						J		C		3		0.408		-0.16		0.084		-0.044		0.172		0.032		-0.612		0.002		0.006		0.003		0.007		0.002		0.003		0.002

		119		6.1		6.88		17.6		340361016		carA		Carbamoyl-phosphate synthase, small subunit [Neisseria macacae ATCC 33926]		carAa		15677684				EF		C		3		0.188		-0.796		-0.148		0.428		-0.492		0.072		-1.044		0.908		0.192		0.827		0.412		0.574		0.853		0.231

		120		6		6.53		35.6		7226702		ssb		Single-strand binding protein [Neisseria meningitidis MC58]		ssb						L		C		3		-0.608		-0.36		0.308		-0.076		-0.02		-0.048		-0.436		0.015		0.043		0.603		0.065		0.053		0.053		0.028

		121		5.71		5.99		26.4		7226190		sdhB		Succinate dehydrogenase, iron-sulfur protein [Neisseria meningitidis MC58]		sdhB						C		CM		3		-0.852		-0.44		-0.356		0.04		-0.56		-0.52		-1.588		0.008		0.022		0.029		0.543		0.032		0.01		0.004

		122		5.7		6.14		27.4		7225566		NMB0345		Putative cell-binding factor [Neisseria meningitidis MC58]		NMB0345						Putative O		OM		3		0.588		0.584		0.756		0.052		0.584		0.6		-0.256		0.309		0.103		0.201		0.116		0.309		0.244		0.004

		123		5.68		5.92		36.1		81543069		secB		Protein-export protein secB [Neisseria meningitidis Z2491]		secB						N		C		5		-0.564		-0.56		-0.064		-0.424		-0.564		-0.048		-0.836		0.039		0.046		0.092		0.014		0.014		0.464		0.02

		124		5.64		5.64		71.1		325207795		hfq		RNA chaperone Hfq [Neisseria meningitidis NZ-05/33]		hfq						R		C		5		0.16		-0.836		0.516		0.224		0.116		0.156		-0.836		0.022		0.006		0.114		0.072		0.018		0.023		0.006

		125		5.55		7.71		39.5		7225406		frr		Ribosome recycling factor [Neisseria meningitidis MC58]		frr						J		C		4		0.176		0.008		-0.512		-0.472		-0.244		-0.3		-1.144		0.819		0.288		0.195		0.234		0.71		0.304		0.11

		126		5.53		6.09		28.8		291044214		NGMG_00025		Ribose-phosphate pyrophosphokinase [Neisseria gonorrhoeae DGI2]		prsAa		15676771				FE		C		3		0.448		0.072		0.352		0.008		-0.168		0.008		-0.792		0.007		0.007		0.004		0.007		0.01		0.202		0.07

		127		5.44		7.07		13.2		284797755		NEISUBOT_03099		Carbamoyl-phosphate synthase, large subunit [Neisseria subflava NJ9703]		carBe		15677690				EF		C		4		0.464		0.192		0.016		0.376		0.176		-0.168		-0.816		0.505		0.664		0.848		0.565		0.706		0.874		0.083

		128		5.23		5.31		37.6		325136526		greA		Transcription elongation factor greA [Neisseria meningitidis M0579]		greA						K		C		3		0.028		-0.036		0.02		0.116		0.148		-0.004		-0.984		0.622		0.593		0.675		0.045		0.046		0.995		0.065

		129		5.22		5.37		29.7		7225555		dapD		2,3,4,5-Tetrahydropyridine-2,6-dicarboxylate N-succinyltransferase [Neisseria meningitidis MC58]		dapD						E		C		3		-0.732		-0.276		-0.208		0.176		-0.56		-0.076		-1.304		0.098		0.99		0.504		0.694		0.112		0.868		0.007

		130		4.99		5.2		20.9		254805253		gdhA1		Glutamate dehydrogenase [Neisseria meningitidis alpha14]		gdhA1						E		UM		3		-1.068		-0.092		-1.06		-0.292		-0.284		-0.664		-0.72		0.061		0.992		0.025		0.625		0.862		0.027		0.116

		131		4.93		5.62		24.4		325138873		NMBES14902_0317		Bacterial type II secretion system protein F domain protein [Neisseria meningitidis ES14902]		pilGa		15676248		Pilus assembly protein PilG		N		CM		3		0.204		0.768		0.496		0.524		0.34		-0.208		-0.772		0.332		0.125		0.003		0.233		0.002		0.006		0.005

		132		4.88		6.99		9.4		7225598		NMB0378		Putative phosphate permease [Neisseria meningitidis MC58]		NMB0378						Putative P		CM		3		-0.564		-0.352		0.164		0.364		-0.384		-0.592		-1.032		0.032		0.197		0.642		0.159		0.59		0.332		0.015

		133		4.8		4.97		23.6		7225272		pilT-1		Twitching motility protein PilT [Neisseria meningitidis MC58]		pilT-1						N		C		2		-0.356		-0.4		0		0.208		-0.812		-0.448		-0.884		0.364		0.456		0.821		0.715		0.195		0.421		0.348

		134		4.79		5.4		27.6		325207527		pilN		Type IV pilus assembly protein PilN [Neisseria meningitidis NZ-05/33]		pilN						N		CM		2		0.504		0.524		-0.268		0.496		-0.272		0.556		-0.264		0.005		0.003		0.01		0.004		0.182		0.003		0.377

		135		4.74		8.52		23.2		296840734		NEIPOLOT_00159		Septum site-determining protein MinD [Neisseria polysaccharea ATCC 43768]		minDe		15676098				D		C		4		-0.284		0.044		-0.284		0.016		-0.404		0.076		-1.22		0.12		0.923		0.555		0.622		0.597		0.395		0.177

		136		4.73		5.35		20.8		255068437		NEISICOT_03480		Branched-chain-amino-acid transaminase [Neisseria sicca ATCC 29256]		ilvEb		218768887		Branched-chain amino acid aminotransferase [Neisseria meningitidis Z2491]		EH		C		2		0.148		-0.624		0.52		0.132		-0.08		-0.392		0.036		0.441		0.966		0.493		0.21		0.726		0.016		0.216

		137		4.63		4.63		51.9		7225822		rpsP		30S Ribosomal protein S16 [Neisseria meningitidis MC58]		rpsP						J		C		3		-0.116		0		0.096		-0.116		-0.012		0.096		-1.096		0.098		0.168		0.028		0.029		0.163		0.381		0.007

		138		4.54		11.49		23.7		7226843		potD-3		Spermidine/putrescine ABC transporter [Neisseria meningitidis MC58]		potD-3						E		UM		5		0.98		0.528		0.64		-0.384		1.004		0.884		1.348		0.001		0.035		0.001		0.56		0.034		0.035		0.026

		139		4.49		5.04		60.6		81857629		rplW		50S Ribosomal protein L23 [Neisseria meningitidis MC58]		rplW						J		C		3		-0.512		-0.536		-0.316		-0.004		-0.076		-0.816		-1.216		0.035		0.015		0.034		0.206		0.058		0.008		0.013

		140		4.39		4.82		35.3		349610811		HMPREF1028_02110		Dihydrodipicolinate reductase [Neisseria sp. GT4A_CT1]		dapBb		15676130				E		C		2		-1.044		-0.88		-1.608		-0.116		-0.328		-0.34		-1.608		0.086		0.111		0.054		0.537		0.437		0.411		0.054

		141		4.38		5.29		16.6		296840699		NEIPOLOT_00048		Ribonuclease E [Neisseria polysaccharea ATCC 43768]		rnee		15676123				J		C		2		0.824		0.912		-0.54		0		0.604		-0.484		0.244		0.311		0.281		0.042		0.608		0.407		0.064		0.496

		142		4.36		4.93		15.5		325134691		infB		Translation initiation factor IF-2 [Neisseria meningitidis M13399]		infB						J		C		2		0.08		-0.02		0.168		-0.292		-0.872		-0.168		-0.744		0.569		0.317		0.445		0.705		0.196		0.845		0.979

		143		4.29		5.89		11.3		296839833		NEIPOLOT_00410		TspA protein [Neisseria polysaccharea ATCC 43768]		tspAc		15676256				No related COG		OM		3		0.54		-0.164		0.484		0.524		0.732		0.756		0.012		0.05		0.059		0.054		0.05		0.036		0.035		0.044

		144		4.24		4.43		24		7226438		guaB		IMP dehydrogenase [Neisseria meningitidis MC58]		guaB						F		C		2		-0.324		-0.352		-0.468		-0.308		0.584		0.152		-0.072		0.635		0.41		0.105		0.044		0.035		0.037		0.111

		145		4.24		4.24		65.6		81707281		rpmD		50S Ribosomal protein L30 [Neisseria meningitidis MC58]		rpmD						J		C		2		-0.792		-0.612		-0.788		-0.808		-0.952		-0.884		-1.548		0.297		0.383		0.594		0.184		0.476		0.298		0.145

		146		4.23		4.8		28.8		254493006		NGAG_00307		Type IV pilus assembly protein PilO [Neisseria gonorrhoeae 1291]		pilOa		15677647				N		CM		2		-0.692		0.14		0.148		-0.068		-0.452		-0.052		-0.348		0.085		0.223		0.315		0.721		0.567		0.775		0.766

		147		4.14		4.8		16.1		308388760		gcvT		Glycine cleavage system aminomethyltransferase T [Neisseria meningitidis alpha710]		gcvT						E		UM		2		-0.532		-0.172		0.42		0.264		-0.056		-0.148		-1.576		0.006		0.013		0.004		0.005		0.004		0.004		0.041

		148		4.13		4.42		32.7		90109269				Chain B, Putative Phosphatase (Nma1982) [Neisseria meningitidis Z2491]		NMA1982						S		C		3		-0.036		-0.172		0.04		0.392		0.188		-0.516		-1.296		0.942		0.812		0.768		0.486		0.516		0.108		0.05

		149		4.09		4.49		18.6		254673900		siaC		N-acetylneuraminic acid synthetase [Neisseria meningitidis alpha275]		siaC						M		C		2		-0.844		-0.04		-0.168		0.22		0.16		-0.592		-0.12		0.096		0.837		0.346		0.295		0.399		0.127		0.15

		150		4.09		4.14		16.3		269144859		NEICINOT_04548		Ferredoxin--NADP(+) reductase [Neisseria cinerea ATCC 14685]		fpr-1a		15676930				C		C		2		0.24		0.408		-0.98		0.36		0.028		-0.316		-0.98		0.042		0.038		0.055		0.04		0.04		0.054		0.055

		151		4.08		4.08		23.1		319411311		fur		Ferric uptake regulation protein Ferric uptake regulator [Neisseria meningitidis WUE 2594]		fur						P		C		2		-0.58		-0.176		-0.212		0.884		0.564		-0.14		-0.98		0.011		0.017		0.017		0.071		0.316		0.038		0.005

		152		4.07		4.57		22.6		319410025		ppa		Inorganic pyrophosphatase (PPase) [Neisseria meningitidis WUE 2594]		ppa						C		C		4		-0.732		-0.28		-0.264		-0.056		-0.28		-0.92		-1.512		0.104		0.114		0.122		0.734		0.111		0.055		0.055

		153		4.05		4.87		12.1		319410970		ccoP		Cytochrome c oxidase polypeptide III [Neisseria meningitidis WUE 2594]		ccoP						C		U		2		0.74		0.444		0.068		0.228		0.544		0.02		-0.908		0.003		0.004		0.007		0.006		0.003		0.007		0.057

		154		4		27.83		55.2		261393083		NMV_1879		Putative alcohol dehydrogenase (ADH-HT) [Neisseria meningitidis 8013]		adhAa		121634341		Alcohol dehydrogenase [Neisseria meningitidis FAM18]		R		C		17		-0.768		-0.896		-0.772		0.028		-0.02		-0.66		-1.08		0.313		0.227		0.321		0.791		0.938		0.469		0.397

		155		4		4		16.9		7225949		rpmI		50S Ribosomal protein L35 [Neisseria meningitidis MC58]		rpmI						J		C		2		-0.776		-0.184		-1.44		0.028		-0.104		-0.72		-1.104		0.094		0.115		0.055		0.78		0.931		0.159		0.178

		156		4		4		20.2		261392690		NMV_1429		Hypothetical protein NMV_1429 [Neisseria meningitidis 8013]		NMV_1429						Hypothetical No related COG		OM		2		-0.504		-0.504		1.244		-0.504		0.516		-0.504		-0.504		0.054		0.054		0.032		0.054		0.038		0.054		0.054

		157		3.94		4.66		21.9		313668377		thrC		Threonine synthase [Neisseria lactamica ST-640]		thrCe		15676932				E		C		2		-0.448		-0.824		0.044		-0.692		-0.22		-0.492		-1.78		0.429		0.312		0.636		0.437		0.254		0.36		0

		158		3.83		3.9		11.7		325201499		accC		Acetyl-CoA carboxylase, biotin carboxylase [Neisseria meningitidis M01-240149]		accC						I		C		2		-0.236		0.14		-0.14		0.644		0.056		0.076		-0.744		0.007		0.489		0.004		0.003		0.006		0.004		0.188

		159		3.76		39.78		50		325207370		groL		Chaperonin GroL [Neisseria meningitidis NZ-05/33]		groL						O		C		23		-1.956		-1.956		0.096		-0.124		0.224		0.012		-1.956		0.057		0.057		0.666		0.611		0.408		0.935		0.057

		160		3.76		4.26		17		325208815		glnA		Glutamine synthetase, type I [Neisseria meningitidis NZ-05/33]		glnA						E		C		2		0.004		0.36		0.38		0.332		0.328		0.108		0.096		0.64		0.368		0.169		0.365		0.358		0.38		0.007

		161		3.74		5.89		9.3		288576370		NEIMUCOT_06357		Proline dehydrogenase/delta-1-pyrroline-5-carboxylate dehydrogenase [Neisseria mucosa ATCC 25996]		putAe		218768829		Bifunctional proline dehydrogenase/pyrroline-5-carboxylate dehydrogenase [Neisseria meningitidis Z2491]		C		C		2		-1.956		-1.956		-1.956		0.22		-1.956		-1.956		-1.956		0.066		0.066		0.066		0.412		0.066		0.066		0.066

		162		3.67		6.5		17.8		325208526		alaS		Alanyl-tRNA synthetase [Neisseria meningitidis NZ-05/33]		alaS						J		C		2		-0.128		-0.096		-0.068		0.912		0.904		0.904		0.416		0.376		0.472		0.579		0.036		0.037		0.039		0.124

		163		3.63		3.83		61.4		7227209		rpsU		30S Ribosomal protein S21 [Neisseria meningitidis MC58]		rpsU						J		C		2		-0.812		-1.88		-1.364		-0.436		-1.416		-1.536		-1.88		0.036		0.003		0.013		0.157		0.006		0.009		0.003

		164		3.55		3.82		26		325198321		accA		Acetyl-CoA carboxylase, carboxyl transferase, alpha subunit [Neisseria meningitidis G2136]		accA						I		C		2		-0.076		-1.068		-0.052		-0.08		-0.14		-0.524		-1.332		0.293		0.038		0.658		0.474		0.255		0.326		0.009

		165		3.53		4.4		8.8		325208598		gcvP		Glycine dehydrogenase [Neisseria meningitidis NZ-05/33]		gcvP						E		C		2		-0.984		-0.004		-0.984		-0.004		0.08		-0.984		-0.984		0.065		0.051		0.065		0.053		0.507		0.065		0.065

		166		3.51		3.67		60.6		7227356		NMB2094		Hypothetical protein NMB2094 [Neisseria meningitidis MC58]		NMB2094						Hypothetical K		C		2		-1.376		-0.58		0.092		-0.796		-0.1		-0.204		-1.08		0.01		0.056		0.384		0.01		0.441		0.03		0.022

		167		3.48		4.1		25.5		296840243		NEIPOLOT_00015		Phosphoglycerate kinase [Neisseria polysaccharea ATCC 43768]		pgka		121635813		Phospho-glycerate kinase [Neisseria meningitidis FAM18]		G		C		2		-0.668		-0.024		-1.7		-0.436		-1.7		0.06		-0.964		0.27		0.837		0.053		0.864		0.053		0.903		0.148

		168		3.44		3.46		23.4		349610696		HMPREF1028_02004		Peptide deformylase [Neisseria sp. GT4A_CT1]		defa		15676038				J		C		2		-0.604		0.316		-0.752		-0.688		0.236		-0.148		-1.332		0.108		0.425		0.096		0.129		0.565		0.436		0.059

		169		3.42		3.98		12.8		317165411		omp85		Outer membrane protein Omp85 [Neisseria gonorrhoeae TCDC-NG08107]		omp85a		15676109				M		OM		2		0		-0.224		-0.036		-0.144		0.052		-0.168		-0.628		0.895		0.008		0.028		0.046		0.499		0.042		0.018

		170		3.37		3.44		23.2		268604447		NGHG_02090		Lactoylglutathione lyase [Neisseria gonorrhoeae PID1]		gloAe		15676255				E		C		3		-0.468		-0.236		-0.068		0.072		-0.012		-0.42		-1.708		0.334		0.223		0.494		0.43		0.854		0.486		0.015

		171		3.26		3.45		19.3		325207310		NMBNZ0533_0283		SurA/PPIASE domain protein [Neisseria meningitidis NZ-05/33]		surAa		254805678		Putative peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis alpha14]		O		P		2		-1.12		0.144		-1.948		-0.996		0.204		-0.928		-1.948		0.115		0.535		0.06		0.104		0.43		0.146		0.06

		172		3.05		4.02		25.3		325208382		NMBNZ0533_1415		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33]		NMB1437						Hypothetical S		C		2		-0.04		-0.592		-0.244		-0.372		-0.096		-0.62		-1.032		0.644		0.008		0.542		0.722		0.996		0.007		0.012

		173		3		4.67		31.3		325208633		mtrC		Membrane fusion protein MtrC [Neisseria meningitidis NZ-05/33]		mtrC						Q		CM		2		0.596		0.26		0.524		0.632		0.748		-0.132		-0.228		0.509		0.521		0.701		0.479		0.379		0.599		0.107

		174		2.95		3.17		14		317164409		clpX		ATP-dependent protease ATP-binding subunit ClpX [Neisseria gonorrhoeae TCDC-NG08107]		clpXe		15677237				O		C		1		-0.984		0.512		0.116		0.44		0.468		0.088		-0.984		0.07		0.035		0.265		0.036		0.035		0.323		0.07

		175		2.9		3.16		24.5		313668953		grpE		Heat shock protein [Neisseria lactamica ST-640]		grpEa		15676466				O		C		2		-0.024		-0.412		-0.668		-0.216		-0.616		-0.072		-0.812		0.958		0.148		0.254		0.903		0.104		0.785		0.194

		176		2.83		3.28		24.5		325203721		hisA		Phosphoribosylformimino-5-aminoimidazole carboxamide ribotide isomerase [Neisseria meningitidis M01-240355]		hisA						E		C		1		-0.496		0.268		0.592		0.84		-0.496		0.844		0.296		0.866		0.466		0.227		0.232		0.871		0.229		0.472

		177		2.78		3.13		23.8		297250450		mtrE		Multiple transferable resistance system protein MtrE [Neisseria polysaccharea ATCC 43768]		mtrEa		15677561				MN		OM		1		-0.716		-0.052		-0.192		-0.492		-0.532		-0.688		-1.372		0.19		0.938		0.573		0.143		0.277		0.32		0.051

		178		2.78		2.89		53.3		7225383		rpsM		30S Ribosomal protein S13 [Neisseria meningitidis MC58]		rpsM						J		C		2		-0.36		-0.552		-0.804		-0.572		-1.028		-0.12		-0.988		0.524		0.761		0.18		0.436		0.176		0.319		0.963

		179		2.73		3.6		20.1		296839912		NEIPOLOT_00326		Malate dehydrogenase [Neisseria polysaccharea ATCC 43768]		yojHa		15677916		Malate:quinone oxidoreductase 		R		C		1		-0.004		-0.82		-0.108		-0.04		-0.396		-0.26		-0.54		0.896		0.22		0.843		0.938		0.521		0.876		0.563

		180		2.69		2.94		20		288575854		NEIMUCOT_05113		Enoyl-[acyl-carrier-protein] reductase [Neisseria mucosa ATCC 25996]		fabIg		15676251		Enoyl-(acyl carrier protein) reductase 		I		C		2		-1.364		-1.34		-0.628		-0.092		-0.696		-0.108		-1.848		0.149		0.159		0.501		0.734		0.327		0.702		0.046

		181		2.63		2.82		31.2		7225518		dsbA		Thiol:disulfide interchange protein DsbA [Neisseria meningitidis MC58]		dsbA						OC		P		2		-0.544		0.164		-1.24		-0.608		0.192		-0.5		-1.972		0.934		0.509		0.106		0.548		0.378		0.143		0.058

		182		2.57		4.1		12.1		7226713		clpB		ClpB protein [Neisseria meningitidis MC58]		clpB						O		C		3		1.212		0.108		0.088		0.656		0.656		0.536		0.24		0.001		0.293		0.341		0.001		0.001		0.04		0.144

		183		2.53		4.39		18.9		325128778		aspS		Aspartyl-tRNA synthetase [Neisseria meningitidis N1568]		aspS						J		C		2		-0.076		-0.096		0.092		-0.564		0.132		0.064		-0.76		0.531		0.871		0.245		0.792		0.572		0.394		0.47

		184		2.51		2.76		39.2		81783933		rplU		50S Ribosomal protein L21  [Neisseria meningitidis Z2491]		rplU						J		C		1		-0.068		-0.048		0.028		0.008		-0.268		-0.016		-0.972		0.129		0.251		0.109		0.05		0.076		0.154		0.006

		185		2.47		4.34		14.2		269144431		NEICINOT_05035		L Factor [Neisseria cinerea ATCC 14685]		nusAa		15677491		Transcription elongation factor NusA 		K		C		2		0.464		-0.2		-0.716		-0.384		0.196		0.076		-0.656		0.169		0.334		0.021		0.053		0.281		0.361		0.028

		186		2.45		2.56		10.1		325205306		fabF		3-Oxoacyl-(acyl-carrier-protein) synthase II [Neisseria meningitidis M04-240196]		fabF						IQ		C		2		-0.672		-0.452		-0.524		-1.26		-0.792		-0.104		-0.928		0.086		0.114		0.102		0.083		0.216		0.724		0.18

		187		2.42		2.51		31.6		268604467		rpmB		50S Ribosomal protein L28 [Neisseria gonorrhoeae PID1]		rpmBh		15676238				J		C		1		-0.06		-1.408		-0.152		-0.076		-0.912		-0.504		-1.592		0.607		0.049		0.008		0.004		0.081		0.009		0.049

		188		2.4		6.14		13.9		309378739		secA		Preprotein translocase SecA subunit [Neisseria lactamica Y92-1009]		secAa		15677388				N		C		3		-0.056		-0.648		-0.668		0.48		0.592		-0.656		0.572		0.009		0.104		0.105		0.005		0.004		0.106		0.128

		189		2.4		2.5		32.2		59802293		NGO1985		Hypothetical protein NGO1985 [Neisseria gonorrhoeae FA 1090] (MC58 hemolysin NMB2091)		NMB2091a		15677911		Hemolysin		R		P		1		-0.044		0		0.548		0.188		-0.64		0.056		-0.86		0.041		0.968		0.256		0.338		0.049		0.063		0.016

		190		2.34		2.47		10.9		269144852		NEICINOT_04541		Glutamate--cysteine ligase [Neisseria cinerea ATCC 14685]		gshAa		15676924				H		C		1		0.56		-0.936		1.096		0.064		-0.2		0.888		0.456		0.042		0.062		0.034		0.545		0.232		0.039		0.11

		191		2.31		2.43		21.5		81707197		NMB1126		Putative lipoprotein NMB1126/NMB1164; Flags: Precursor [Neisseria meningitidis MC58]		NMB1126						M		U		1		-0.672		-0.064		-0.716		-0.72		-0.684		-0.068		-1.96		0.504		0.731		0.371		0.366		0.485		0.745		0.048

		192		2.29		2.69		18.1		7226938		serS		Seryl-tRNA synthetase [Neisseria meningitidis MC58]		serS						J		C		1

		193		2.27		3.19		13.3		269210385		NEILACOT_03030		Cytochrome c family protein [Neisseria lactamica ATCC 23970] (MC58 cytochrome C5 NMB1677)		NMB1677a		15677525		Cytochrome c5 		C		U		1		-0.144		0.044		0.128		-0.576		-0.512		-0.28		-1.548		0.497		0.303		0.302		0.05		0.04		0.315		0.004

		194		2.27		2.65		19.1		309378859				Unnamed protein product [Neisseria lactamica Y92-1009]		rhlEa		385340268		Putative ATP-dependent RNA helicase rhlE [Neisseria meningitidis G2136]		LKJ		C		1

		195		2.26		2.86		10.2		261391596		pilC2		Type IV pilus-associated protein PilC2 [Neisseria meningitidis 8013]		pilC2						N		OM		1

		1 = Gene name equivalent to serogroup B Neisseria meningitidis (NMB) as per BLAST search; 2 = The equivalent NMB protein name, which is MC58 unless otherwise stated and is the same protein name as original unless otherwise stated.  Cells highlighted in yellow indicate greater than 1.8-fold increase in expression.  Blue cells indicate expression less than 0.2-fold.  Green cells indicate a significance of greater than 95%. Lilac cells indicate a significance between 90% and 94.99% confidence.  Empty ratio cells indicate that insufficient quantitation data was obtained for that protein.  The shared measure of identity of the equivalent NMB protein with the non-meningococcal protein is given in the ‘Gene Name NMB’ column using superscript letters.  Coverage (C) and identity (ID) is represented %C/%ID.  If not otherwise stated coverage is 100%.  A=95-100%ID, b=85-94%ID, c=75-84%ID, d=65-74%ID, e=90-100%/90-100%, f=67%/100%, g=81%/97%, h=65%/100.  COG function codes: Information, storage and processing – J = Translation, ribosomal structure and biogenesis, K = Transcription, L = DNA replication, recombination and repair; Cellular processes – D = Cell division and chromosome partitioning, M = Cell envelope biogenesis, outer membrane, N = Cell motility and secretion, O = Posttranslational modification, protein turnover, chaperones, P = Inorganic ion transport and metabolism, T = signal transduction mechanisms; Metabolism – C = Energy production and conversion, E = Amino acid transport and metabolism, F = Nucleotide transport and metabolism, G = Carbohydrate transport and metabolism, H = Coenzyme transport and metabolism, I = Lipid metabolism; Q = Secondary metabolites biosynthesis, transport, and catabolism; Poorly characterised proteins – R = General function prediction only, S = Function Unknown, No Related COG = Protein does not match to any COG.  Subcellular location codes: C = cytoplasm, CM = Cytoplasmic Membrane, P = Periplasm, OM = Outer membrane, E = Extracellular, UM = Unknown due to multiple possible locations, U = Unknown





Expt 2 H34i

		Table 6.13  Quantitation of proteins detected in iTRAQ Experiment Two compared to H34 strain grown under normal conditions

		Protein N		Unused Prot Score		Total Prot Score		% Cov		GI Accession #		Gene name or locus number		Name		Gene name NMB1		NMB Equivalent GI Accession #		NMB Equivalent Name2		COG		Sub-cellular Location		Peptides (95% Conf.)		log NZ98i :H34i 113:117		log H34 22%RH :H34i 114:117		log H34 30%RH :H34i 115:117		log NZ98 22%RH :H34i 116:117		log Control 2 :H34i 118:117		log Control 1 :H34i 119:117		log NZ98 30%RH :H34i 121:117		P-Value NZ98i :H34i 113:117		P-Value  H34 22%RH :H34i 114:117		P-Value H34 30%RH :H34i 115:117		P-Value NZ98 22%RH :H34i 116:117		P-Value Control 2 :H34i 118:117		P-Value Control 1 :H34i 119:117		P-Value NZ98 30%RH :H34i 121:117

		1		68.5		68.5		69.8		241758467		tuf		Translation elongation factor Tu [Neisseria flavescens SK114]		tufBe		15676052		Elongation factor Tu		JE		C		66		0.004		-0.092		-0.068		0		-0.032		-0.028		-0.528		0.492		0.005		0.101		0.277		0.782		0.813		0.004

		2		61.39		61.39		93.3		270728847		porB		Class 3 outer membrane protein [Neisseria meningitidis]		porB						M		OM		52		-0.424		0.028		0.136		-0.464		-0.128		-0.12		-0.52		0		0.067		0.445		0		0.016		0.015		0

		3		48.97		49.62		85.4		4091875		porA		Porin [Neisseria meningitidis]		porA						M		OM		62		1.096		-0.348		-0.228		1.204		0.388		0.776		0.348		0.084		1		1		0.004		0.001		0.082		0.001

		4		48.09		57.24		92.4		516522		porB		Class 3 outer membrane porin [Neisseria meningitidis]		porB						M		OM		61		0.372		-0.052		0		0.456		0.268		0.28		0.124		0		0.897		0.435		0		0		0		0.002

		5		47.84		49.46		46.9		325207524		pilQ		Type IV pilus secretin PilQ [Neisseria meningitidis NZ-05/33]		pilQ						 N		OM		25		-0.056		0.024		-0.02		-0.028		-0.108		0.08		-0.732		0.117		0.274		0.217		0.221		0.77		0.159		0

		6		47.33		47.89		58		325207993		sucC		Succinate-CoA ligase, beta subunit [Neisseria meningitidis NZ-05/33]		sucC						C		C		26		-0.644		-0.416		-0.092		-0.144		-0.264		-0.14		-1.1		0.01		0.036		0.514		0.493		0.616		0.472		0.358

		7		42.31		42.8		49.5		7225356		fusA		Elongation factor G (EF-G) [Neisseria meningitidis MC58]		fusA						J		C		23		-0.056		0.064		0.092		0.108		0.032		-0.008		-0.696		0.779		0.638		0.682		0.75		0.078		0.17		0.179

		8		42.01		42.01		68.9		7225862		fbpA		Iron(III) ABC transporter, periplasmic binding protein [Neisseria meningitidis MC58]		fbpA						H		P		22		-0.148		-0.06		-0.22		-0.192		-0.136		-0.156		-0.64		0.057		0.089		0.016		0.03		0.016		0.006		0.024

		9		41.43		41.43		50		254672968		groEL		60 kDa Chaperonin [Neisseria meningitidis alpha275]		groEL						O		C		24		-1.376		-0.556		-0.072		-1.172		-0.844		-0.704		-1.48		0.001		0.153		0.42		0.001		0.01		0.024		0.003

		10		39		39.11		50.8		325127688		dnaK		Chaperone protein DnaK [Neisseria meningitidis N1568]		dnaK						O		C		24		-0.24		-0.216		-0.28		-0.208		-0.216		-0.2		-0.968		0.074		0.119		0.108		0.089		0.33		0.518		0.324

		11		33.16		33.83		54.6		81784541		rpsA		30S Ribosomal protein S1 [Neisseria meningitidis MC58]		rpsA						J		C		16		-0.108		-0.052		-0.032		-0.124		-0.072		-0.096		-0.772		0.021		0.219		0.139		0.034		0.828		0.694		0.016

		12		31.95		33.22		43.2		325202575		pta		Phosphate acetyltransferase [Neisseria meningitidis M01-240149]		pta						C		UM		22		-0.216		-0.404		-0.22		-0.116		-0.252		-0.176		-0.728		0.103		0.002		0.163		0.178		0.308		0.829		0.06

		13		31.78		31.88		53.7		7225772		adhP		Alcohol dehydrogenase, propanol-preferring [Neisseria meningitidis MC58]		adhP						R		C		18		0.82		-0.004		-0.004		0.856		-0.044		0.928		-0.672		0.258		0.704		0.496		0.246		0.622		0.194		0.059

		14		30.85		31.07		35.2		81784175		atpA		ATP synthase subunit alpha [Neisseria meningitidis MC58]		atpA						C		C		17		-0.048		0.016		-0.124		-0.12		-0.004		-0.096		-0.816		0.205		0.571		0.256		0.113		0.399		0.106		0.001

		15		29.89		32.07		78.1		325208952		rpsB		30S Ribosomal protein S2 [Neisseria meningitidis NZ-05/33]		rpsB						J		C		18		0.02		0.028		0.06		0		-0.012		0.016		-0.48		0.168		0.112		0.046		0.515		0.102		0.074		0.158

		16		29.76		32.56		32.4		7226585		pdhA		Pyruvate dehydrogenase, E1 component [Neisseria meningitidis MC58]		pdhA						C		C		20		-0.128		-0.032		-0.244		-0.132		-0.24		-0.176		-0.776		0.075		0.027		0.032		0.027		0.006		0.052		0.01

		17		29.69		30.05		52.5		269213565		NEICINOT_03323		Antioxidant, AhpC/TSA family/glutaredoxin [Neisseria cinerea ATCC 14685]		NMB0946e		15676839		Peroxiredoxin 2 family protein/glutaredoxin 		O		U		20		-0.092		-0.588		-0.352		-0.396		-0.36		-0.252		-0.544		0.906		0.022		0.036		0.076		0.808		0.544		0.278

		18		28.88		29.4		52.9		81707226		cysK		Cysteine synthase [Neisseria meningitidis MC58]		cysK						E		C		20		-0.132		-0.28		-0.356		0.128		-1.232		0.196		-1.232		0.209		0.002		0.002		0.014		0.003		0.038		0.003

		19		28.22		28.72		88.3		7225345		rplA		50S Ribosomal protein L1 [Neisseria meningitidis MC58]		rplA						J		C		16		-0.024		0.032		0.008		-0.056		-0.036		0.02		-0.756		0.941		0.441		0.139		0.07		0.992		0.821		0

		20		27.47		29.21		23.9		1325955		rpoB		RNA polymerase beta subunit [Neisseria meningitidis]		rpoB						K		C		15		0.228		0.092		0.088		0.044		0.064		0.072		-0.624		0.847		0.499		0.502		0.165		0.279		0.305		0

		21		26.76		26.76		62.3		4379295		 opr		Unnamed protein product [Neisseria meningitidis]		opr						M		OM		24		-1.552		-0.188		-0.132		-1.26		-0.792		-0.7		-1.424		0.036		0.192		0.709		0.104		0.074		0.014		0.045

		22		25.35		25.8		67.8		7225366		rpsC		30S Ribosomal protein S3 [Neisseria meningitidis MC58]		rpsC						J		C		17		0.08		0.16		0.26		0.316		-0.02		0.208		-0.712		0.431		0.005		0.002		0		0.679		0.003		0.454

		23		24.47		26.34		76		50400793		rplE		50S Ribosomal protein L5 [Neisseria meningitidis Z2491]		rplE						J		C		16		-0.172		-0.04		-0.152		-0.04		-0.112		-0.044		-0.904		0.05		0.86		0.347		0.563		0.462		0.861		0.01

		24		24.42		26.38		63.5		313667444		rplB		50S Ribosomal protein L2 [Neisseria lactamica ST-640]		rplBa		15676072				J		C		13

		25		24.05		24.77		42.1		254804638		pnp		Polyribonucleotide nucleotidyltransferase [Neisseria meningitidis alpha14]		pnp						F		C		14		-0.184		-0.264		-0.076		-0.06		-0.116		-0.24		-0.696		0.159		0.078		0.606		0.449		0.441		0.061		0.005

		26		23.71		23.87		74.4		7225377		rpsE		30s Ribosomal protein S5 [Neisseria meningitidis MC58]		rpsE						J		C		13		0.092		-0.132		-0.116		0.188		0.016		-0.076		-0.668		0.504		0.082		0.455		0.919		0.981		0.424		0.726

		27		23.66		24.9		53.2		254804089		tsf		Elongation factor EF-Ts [Neisseria meningitidis alpha14]		tsf						J		C		12		-0.032		-0.052		-0.14		-0.164		-0.252		-0.108		-0.928		0.432		0.458		0.31		0.215		0.306		0.455		0.019

		28		23.46		25.4		34.1		7226554		tig		Trigger factor [Neisseria meningitidis MC58]		tig						O		C		13		-0.096		-0.176		-0.552		-0.208		-0.272		-0.204		-1.044		0.154		0.268		0.073		0.32		0.258		0.292		0.007

		29		22.56		23.07		52.7		81857552		atpD		ATP synthase subunit beta [Neisseria meningitidis MC58]		atpD						C		C		13		0.66		0.016		-0.52		-0.672		-0.652		-0.588		-1.332		0.559		0.914		0.812		0.557		0.381		0.619		0.052

		30		22.22		22.53		61.2		75507306		rpsD		30S Ribosomal protein S4 [Neisseria gonorrhoeae FA 1090]		rpsDa		15676094				J		C		15		-0.52		-0.212		-0.164		-0.06		-0.032		-0.128		-1.16		0.131		0.102		0.259		0.249		0.426		0.24		0.026

		31		21.62		22.31		30.1		325197831		ppsA		Phosphoenolpyruvate synthase [Neisseria meningitidis G2136]		ppsA						G		C		13		0.344		0.096		-0.052		0.248		-0.356		-0.004		-0.436		0.837		0.713		0.55		0.453		0.098		0.516		0.849

		32		21.59		22.43		65.7		325138633		NMBES14902_0722		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis ES14902]		NMB1567a		15677418		Macrophage infectivity potentiator		O		OM		12		-0.34		-0.08		0.208		0.16		0.036		0.068		-1.324		0.192		0.621		0.785		0.94		0.522		0.199		0.462

		33		21.32		21.41		43.9		7226200		sucD		Succinyl-CoA synthetase, alpha subunit [Neisseria meningitidis MC58]		sucD						C		C		18		-0.096		-0.248		-0.376		-0.072		-0.176		-0.096		-0.812		0.169		0.253		0.084		0.652		0.139		0.371		0.022

		34		21.21		21.68		68.6		60392859		rmpM		Outer membrane protein class 4 - Precursor [Neisseria meningitidis Z2491]		rmpM						M		OM		27		0.408		-0.216		-0.22		0.296		0.164		0.14		-1.004		0.001		0.58		0.297		0.453		0.619		0.076		0.035

		35		20.78		20.78		66		7225355		rpsG		30S Ribosomal protein S7 [Neisseria meningitidis MC58]		rpsG						J		C		12		0.116		-0.044		-0.156		-0.052		-0.068		0.008		-0.804		0.027		0.619		0.093		0.419		0.335		0.36		0.262

		36		20.03		20.88		62.2		7225360		rplC		50S Ribosomal protein L3 [Neisseria meningitidis MC58]		rplC						J		C		11		0		0.188		-0.148		0.064		0.032		-0.112		-0.956		0.428		0.077		0.303		0.597		0.607		0.959		0.056

		37		19.46		20.15		0.463415		7225348		rplL		50S Ribosomal protein L7/L12 [Neisseria meningitidis MC58]		rplL						J		C		11		0.048		0.024		0.084		0.044		0.072		0.08		-0.268		0.187		0.635		0.645		0.048		0.048		0.032		0.368

		38		19.23		21.68		34.8		241760002		eno		Phosphopyruvate hydratase [Neisseria flavescens SK114]		enoa		15677152				G		C		10		-0.2		-0.328		-0.192		-0.356		-0.432		-0.144		-0.836		0.124		0.198		0.576		0.133		0.049		0.129		0.161

		39		18.95		19.19		42.9		81784052		rplF		50S Ribosomal protein L6 [Neisseria meningitidis Z2491]		rplF						J		C		10		-0.508		-0.156		-0.144		-0.416		0.008		-0.204		-1		0.184		0.49		0.588		0.219		0.604		0.446		0.2

		40		18.43		19.12		70.6		325207831		tcyA		L-Cysteine ABC transporter, periplasmic L-cystine-binding protein [Neisseria meningitidis NZ-05/33]		tcyA						E		P		10		-0.472		-0.1		-0.016		-0.332		-0.168		-0.136		-1.24		0.141		0.622		0.967		0.187		0.578		0.711		0.171

		41		18.19		18.53		68.9		7225361		rplD		50S Ribosomal protein L4 [Neisseria meningitidis MC58]		rplD						J		C		13		-0.036		0.18		-0.196		0.068		0.004		-0.076		-0.832		0.258		0.046		0.427		0.295		0.793		0.551		0.043

		42		17.81		17.81		33.1		7228848		gna1946		Outer membrane lipoprotein GNA1946 [Neisseria meningitidis]		gna1946						R		OM		9		-0.264		-0.568		-0.424		-0.016		0.036		-0.2		-0.652		0.32		0.063		0.084		0.871		0.558		0.71		0.403

		43		17.31		17.44		50		7225386		rpoA		DNA-directed RNA polymerase, alpha subunit [Neisseria meningitidis MC58]		rpoA						K		C		7		-0.216		-0.164		-0.568		-0.356		-0.424		-0.148		-0.66		0.319		0.353		0.102		0.123		0.338		0.359		0.892

		44		17.03		18.11		31.6		349608924		HMPREF1028_00313		Hypothetical protein HMPREF1028_00313 [Neisseria sp. GT4A_CT1]		gutBa		385853705		GutB gene product [Neisseria meningitidis H44/76]		ER		C		11		0.044		-1.06		-0.74		-0.824		-0.512		-0.604		-1.48		0.368		0.102		0.19		0.147		0.066		0.038		0.009

		45		16.97		17.74		86.8		325207634		rplS		50S Ribosomal protein L19 [Neisseria meningitidis NZ-05/33]		rplS						J		C		11		-0.012		0.216		0.228		0.176		0.232		0.032		-0.412		0.548		0.119		0.034		0.197		0.205		0.265		0.186

		46		16.81		16.9		41		325207146		NMBNZ0533_0109		LysM domain protein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_0109						S		U		9		-0.48		-0.024		-0.168		-0.02		0.024		-0.252		-0.552		0.015		0.682		0.121		0.775		0.471		0.384		0.843

		47		16.68		17.76		22.9		325206215		sucA		Oxoglutarate dehydrogenase, E1 component [Neisseria meningitidis M04-240196]		sucA						C		C		8		-0.048		-0.876		-0.384		-0.216		-0.268		-0.092		-1.156		0.58		0.03		0.221		0.267		0.833		0.782		0.058

		48		16.58		17.31		35.2		325207991		NMBNZ0533_1006		Dihydrolipoyl dehydrogenase [Neisseria meningitidis NZ-05/33]		lpdA1a		15676850		Dihydrolipoamide dehydrogenase		C		C		9		-0.352		-0.424		-0.636		-0.36		-0.704		-0.34		-0.596		0.855		0.985		0.306		0.888		0.897		0.71		0.906

		49		16.42		16.42		74.2		325208946		NMBNZ0533_2030		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33] (MC58 adhesin component NMB2095)		NMBNZ0533_2030						Hypothet-ical No related COG		U		10		-0.412		-0.252		0.056		0.14		-0.788		-0.356		-1.436		0.224		0.173		0.946		0.67		0.241		0.374		0.001

		50		16.25		19.99		24.4		313667427		rpoC		DNA-directed RNA polymerase beta' chain [Neisseria lactamica ST-640]		rpoCa		15676061				J		C		8		0.02		0.624		0.032		0.04		-0.344		0.14		-1.132		0.401		0.053		0.851		0.437		0.235		0.088		0.223

		51		16.24		16.82		26.4		317164490		NGTW08_1063		Putative dihydrolipoamide dehydrogenase [Neisseria gonorrhoeae TCDC-NG08107]		lpdA2a		15677210		Dihydrolipoamide dehydrogenase 		C		C		7		0.184		-0.064		-0.02		0.004		-0.408		-0.016		-0.712		0.485		0.19		0.406		0.505		0.078		0.889		0.876

		52		15.81		16.15		71		7225371		rplX		50S Ribosomal protein L24 [Neisseria meningitidis MC58]		rplX						J		C		8		0.124		-0.132		-0.588		-0.148		0.072		0.208		-1.5		0.227		0.948		0.203		0.26		0.713		0.162		0.038

		53		15.35		15.4		60.5		7226114		rplY		50S Ribosomal protein L25 [Neisseria meningitidis MC58]		rplY						J		C		10		0.044		-0.252		-0.332		0.368		0.16		0.032		-1.132		0.466		0.136		0.215		0.012		0.434		0.885		0.073

		54		15.1		15.57		42.7		254672897		ilvC		Ketol-acid reductoisomerase [Neisseria meningitidis alpha275]		ilvC						EH		C		9		0.1		-0.572		-0.324		-0.488		-0.096		-0.376		-0.968		0.532		0.076		0.154		0.063		0.867		0.13		0.039

		55		14.94		15.25		85.4		81783919		rpsO		30S Ribosomal protein S15 [Neisseria meningitidis Z2491]		rpsO						J		C		7		-0.18		-0.256		-0.284		-0.2		-0.324		-0.172		-0.712		0.253		0.398		0.188		0.213		0.183		0.189		0.151

		56		14.45		15.03		25.2		7226819		acnB		Aconitate hydratase 2 [Neisseria meningitidis MC58]		acnB						C		C		6		-0.324		-0.852		-0.496		-0.424		-0.408		-0.564		-1.328		0.066		0.016		0.224		0.133		0.064		0.163		0.002

		57		14.08		15.82		35.2		325207717		maeB		Malate dehydrogenase [Neisseria meningitidis NZ-05/33]		maeB						C		C		8		-0.392		-1.188		-0.772		-0.756		-0.328		-0.3		-1.36		0.345		0.082		0.277		0.201		0.243		0.168		0.098

		58		13.83		13.98		62.9		349610873		HMPREF1028_02172		50S Ribosomal protein L13 [Neisseria sp. GT4A_CT1]		rplMa		15677879				J		C		8		-0.108		0.028		0.016		-0.104		-0.304		-0.032		-1.048		0.592		0.613		0.766		0.268		0.912		0.553		0.511

		59		13.8		14.08		51.2		7225354		rpsL		30S Ribosomal protein S12 [Neisseria meningitidis MC58]		rpsL						J		C		7		-0.1		0.052		0.104		-0.016		0.1		-0.06		-0.564		0.561		0.141		0.96		0.537		0.177		0.228		0.931

		60		13.4		14.34		25.7		297250485		NEIPOLOT_01458		Dihydrolipoyllysine-residue acetyltransferase E2 component of pyruvate dehydrogenase complex [Neisseria polysaccharea ATCC 43768]		aceFe		15677208		Dihydrolipoamide acetyltransferase		C		C		7		-0.128		-0.108		0.028		-0.312		-0.18		-0.448		-0.852		0.331		0.104		0.362		0.03		0.665		0.075		0.203

		61		13.14		15.62		26.6		7225689		potD-1		Spermidine/putrescine ABC transporter [Neisseria meningitidis MC58]		potD-1						E		P		9		0.468		0.068		0.052		0.656		-0.004		0.78		0.008		0.774		0.211		0.482		0.895		0.353		0.079		0.392

		62		12.9		13.9		20.6		325198178		metE		5-Methyltetrahydropteroyltriglutamate-- homocysteine S-methyltransferase [Neisseria meningitidis G2136]		metE						E		C		6		-0.228		-0.096		-0.216		-0.82		-0.42		-0.284		-1.272		0.342		0.487		0.177		0.026		0.14		0.331		0.002

		63		12.83		12.95		46.1		6692578		hemO		HemO [Neisseria meningitidis]		hemO						P		U		6		0.168		0.232		0.176		0.472		0.252		-0.24		-0.416		0.72		0.737		0.744		0.133		0.268		0.59		0.608

		64		12.71		12.79		59.2		7226024		NMB0791		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis MC58]		NMB0791						O		C		7		0.096		-0.156		-0.28		-0.332		-0.152		-0.132		-0.856		0.381		0.552		0.742		0.562		0.802		0.647		0.861

		65		12.52		14.77		74.3		7225365		rplV		50S Ribosomal protein L22 [Neisseria meningitidis MC58]		rplV						J		C		8		-0.336		-0.064		0.044		-0.18		-0.096		0.136		-1.012		0.256		0.621		0.569		0.317		0.651		0.214		0.133

		66		12.48		13.27		27.6		7226193		gltA		Citrate synthase [Neisseria meningitidis MC58]		gltA						C		C		7		-0.096		-0.74		-0.16		-0.852		-0.376		-0.144		-1.404		0.425		0.221		0.811		0.051		0.269		0.235		0.034

		67		12.06		12.88		32.4		7225651		ftsZ		Cell division protein FtsZ [Neisseria meningitidis MC58]		ftsZ						D		C		6		-0.104		0.124		0		-0.256		-0.232		0.028		-0.788		0.312		0.615		0.586		0.309		0.782		0.741		0.178

		68		12		12		58.7		325208428		NMBNZ0533_1464		Putative lipoprotein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_1464						Putative No related COG		U		9		0.32		-0.012		0.396		1.248		0.44		0.392		-0.272		0.075		0.269		0.924		0.036		0.181		0.317		0.364

		69		11.85		14.19		30.1		9910686		glyA		Serine hydroxymethyltransferase [Neisseria meningitidis MC58]		glyA						E		C		7		-0.208		-0.312		-0.584		-0.256		-0.192		-0.376		-0.624		0.694		0.418		0.271		0.73		0.618		0.72		0.693

		70		11.82		13.09		58.3		7225358		rpsJ		30S Ribosomal protein S10 [Neisseria meningitidis MC58]		rpsJ						J		C		7		-0.312		-0.096		-0.184		-0.132		-0.056		-0.196		-0.772		0.492		0.547		0.668		0.563		0.431		0.447		0.386

		71		11.8		11.93		30.2		7226831		hisB		Imidazoleglycerol-phosphate dehydratase [Neisseria meningitidis MC58]		hisB						E		C		7		-0.1		-0.272		0.008		-0.032		-0.096		-0.46		-0.584		0.216		0.237		0.772		0.95		0.781		0.421		0.637

		72		11.59		12.06		65.3		81785149		rplO		50S Ribosomal protein L15 [Neisseria meningitidis MC58]		rplO						J		C		6		0.26		0.14		0.168		0.068		0.62		0.576		-0.916		0.699		0.878		0.446		0.577		0.169		0.232		0.42

		73		11.49		11.62		54.1		81785148		rplQ		50S Ribosomal protein L17 [Neisseria meningitidis MC58]		rplQ						J		C		6		0.072		0.136		-0.1		-0.12		-0.18		-0.328		-0.96		0.632		0.605		0.316		0.25		0.985		0.263		0.027

		74		11.43		11.56		50.8		75432531		rpsF		30S Ribosomal protein S6 [Neisseria gonorrhoeae FA 1090]		rpsFa		15677189				J		C		7		0.32		-0.592		-0.348		-0.2		-0.252		-0.08		-1.264		0.507		0.264		0.334		0.484		0.372		0.59		0.309

		75		11.31		11.8		49.4		7225347		rplJ		50S Ribosomal protein L10 [Neisseria meningitidis MC58]		rplJ						J		C		6		-0.096		0.06		-0.012		-0.308		-0.304		-0.52		-0.944		0.699		0.61		0.455		0.349		0.798		0.306		0.277

		76		11.28		11.83		51.6		81783922		rplN		50S Ribosomal protein L14 [Neisseria meningitidis Z2491]		rplN						J		C		6		-0.056		-0.216		-0.076		-0.032		-0.08		-0.348		-1.008		0.632		0.324		0.575		0.222		0.964		0.583		0.391

		77		10.96		11.06		67.4		7225364		rpsS		30S Ribosomal protein S19 [Neisseria meningitidis MC58]		rpsS						J		C		5		-0.26		-0.452		-0.332		-0.108		-0.48		-0.076		-0.948		0.518		0.649		0.664		0.518		0.521		0.42		0.876

		78		10.95		11.47		51.6		340363613		tig2		Trigger factor [Neisseria macacae ATCC 33926]		rpsTf		15676374		30S Ribosomal protein S20		J		C		5		0.064		-0.232		-0.304		-0.204		-0.04		-0.352		-1.244		0.867		0.438		0.257		0.566		0.975		0.253		0.052

		79		10.63		10.68		51.5		284796534		NEISUBOT_04588		Ribosomal protein L16 [Neisseria subflava NJ9703]		rplPa		15676076				J		C		5		0.14		0.268		-0.048		0.012		-0.052		0.12		-0.692		0.053		0.039		0.255		0.672		0.495		0.268		0.573

		80		10.62		10.78		56.1		7226708		NMB1468		Hypothetical protein NMB1468 [Neisseria meningitidis MC58]		NMB1468						Hypothetical No related COG		P		5		-1.04		-0.26		0.116		-0.248		-0.42		-0.328		-1.352		0.053		0.306		0.082		0.171		0.109		0.133		0.06

		81		10.58		43.7		84.7		89276863		porA		Outer membrane protein class 1 [Neisseria meningitidis]		porA						M		OM		54

		82		10.26		10.75		77.1		325207369		groS		Chaperonin GroS [Neisseria meningitidis NZ-05/33]		groS						O		C		7		-0.268		-0.488		-0.152		-1.084		-0.476		-0.188		-1.448		0.533		0.176		0.049		0.03		0.036		0.979		0.009

		83		10.2		11.69		18.8		325204497		NMBM01240355_1442		Cytochrome C biogenesis protein transmembrane region [Neisseria meningitidis M01-240355]		dipZe		15677372		Thiol:disulfide interchange protein		OC		CM		6		0.524		0.996		1.252		-0.06		0.944		0.82		-0.176		0.499		0.085		0.052		0.007		0.099		0.083		0.227

		84		9.97		10.82		33.5		325140643		NMBCU385_0690		Universal stress protein family [Neisseria meningitidis CU385]		NMBCU385_0690						T		U		5		0.316		-0.932		-1.052		0.008		-0.812		0.428		-0.784		0.297		0.325		0.114		0.514		0.709		0.39		0.759

		85		9.93		10.14		70.1		81857431		rpsQ		30S Ribosomal protein S17 [Neisseria meningitidis Z2491]		rpsQ						J		C		6		-0.116		-0.408		0.084		0.116		-0.076		-0.176		-1.168		0.857		0.449		0.461		0.286		0.251		0.706		0.484

		86		9.48		9.54		74.6		7227318		rpsI		30S Ribosomal protein S9 [Neisseria meningitidis MC58]		rpsI						J		C		6		0.2		0.228		0.324		0.244		0.228		0.24		-0.492		0.952		0.049		0.123		0.996		0.34		0.207		0.629

		87		9.41		11.53		54.6		5825526		nspA		Surface protein A [Neisseria meningitidis]		nspA						M		OM		7		0.584		0.096		-0.544		0.684		0.236		0.468		-0.568		0.004		0.777		0.085		0.035		0.134		0.22		0.734

		88		9.2		11		19.6		284799853		NEISUBOT_04444		Isocitrate dehydrogenase, NADP-dependent [Neisseria subflava NJ9703]		icde		161869830		Isocitrate dehydrogenase [Neisseria meningitidis 053442]		C		C		6		0.076		-0.316		0.056		-0.388		-0.252		-0.064		-1.004		0.854		0.283		0.935		0.564		0.786		0.74		0.096

		89		9.04		9.87		49		7227050		NMB1796		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1796						Hypothetical R		C		6		0.804		0.1		-0.12		0.604		0.072		-0.044		-0.72		0.107		0.487		0.261		0.234		0.664		0.326		0.009

		90		8.87		8.87		65.3		325138254		rplI		Ribosomal protein L9 [Neisseria meningitidis ES14902]		rplIa		15677186				J		C		5		-0.18		-0.164		-0.14		-0.044		-0.088		0.016		-0.636		0.509		0.294		0.552		0.445		0.682		0.599		0.669

		91		8.87		8.87		37.2		9910705		NMB1533		Outer membrane protein H.8 - Precursor [Neisseria meningitidis MC58] (azurin)		NMB1533						C		OM		6		0.068		-0.332		0.016		-0.088		-0.368		-0.348		-0.616		0.744		0.188		0.567		0.584		0.217		0.962		0.157

		92		8.66		9.08		78.6		73621630		rplR		50S Ribosomal protein L18 [Neisseria meningitidis MC58]		rplR						J		C		5		0.008		0.532		0.324		0.092		-0.452		-0.244		-0.976		0.522		0.157		0.122		0.536		0.585		0.571		0.231

		93		8.65		9.05		80.3		7226563		rpsR		30S Ribosomal protein S18 [Neisseria meningitidis MC58]		rpsR						J		C		4		0.18		0.308		-0.268		0.264		0.112		-0.188		-0.008		0.545		0.791		0.379		0.787		0.402		0.715		0.121

		94		8.56		8.68		65.6		7225545		rpmA		50S Ribosomal protein L27 [Neisseria meningitidis MC58]		rpmA						J		C		4		0.068		0.016		0.012		0.116		-0.036		0.088		-0.488		0.611		0.494		0.725		0.526		0.623		0.614		0.703

		95		8.52		8.93		45.2		161870463		hisJ		Polar amino acid transport system substrate-binding protein [Neisseria meningitidis 053442]		hisJ						E		P		4		-0.736		-0.212		-0.152		-0.004		0.144		-1.084		-1.3		0.351		0.408		0.434		0.707		0.128		0.117		0.327

		96		8.51		9.63		66.4		75355452		rpsK		30S Ribosomal protein S11 [Neisseria gonorrhoeae FA 1090]		rpsKa		15676093				J		C		5		-0.156		-0.068		-0.012		0.176		0.16		0.044		-1.02		0.701		0.509		0.401		0.31		0.304		0.306		0.564

		97		8.42		10.93		37.5		325208457		NMBNZ0533_1494		Propionate/acetate kinase [Neisseria meningitidis NZ-05/33]		ackA1a		121635189		Acetate kinase [Neisseria meningitidis FAM18]		C		C		8		-0.088		-0.836		-0.292		-0.408		-0.136		-0.176		-1.184		0.627		0.202		0.615		0.587		0.81		0.737		0.14

		98		8.42		8.42		15.9		7227062		pilM		PilM protein [Neisseria meningitidis MC58]		pilM						D		UM		4		0.228		0.28		0.18		0.632		0.512		-0.212		-0.376		0.543		0.695		0.607		0.255		0.335		0.748		0.545

		99		8.29		9.79		66.3		7226469		hupB		DNA-binding protein HU-beta [Neisseria meningitidis MC58]		hupB						L		C		7		0.376		0.072		-0.336		0.512		0.092		0.524		-0.776		0.947		0.079		0.109		0.502		0.188		0.752		0.162

		100		8.22		8.27		31.1		7225825		NMB0595		DNA-binding response regulator [Neisseria meningitidis MC58]		NMB0595						TK		C		5		-0.168		-0.444		-0.332		-0.5		-0.764		-0.48		-0.972		0.313		0.067		0.385		0.099		0.079		0.312		0.227

		101		8.1		10.65		20.3		313668607		sdhA		Succinate dehydrogenase flavoprotein subunit [Neisseria lactamica ST-640]		sdhAa		15676843				C		CM		6		-0.048		-0.24		-0.152		0.028		0.016		-0.056		-1.416		0.607		0.463		0.487		0.392		0.971		0.56		0.029

		102		8		8.06		43.3		7226073		NMB0838		Cold-shock domain family protein [Neisseria meningitidis MC58]		NMB0838						K		C		4		-0.184		-0.028		-0.296		-0.424		-0.352		-0.06		-0.392		0.496		0.605		0.529		0.163		0.304		0.509		0.556

		103		7.88		7.88		27.8		7225344		rplK		50S Ribosomal protein L11 [Neisseria meningitidis MC58]		rplK						J		C		3		1.132		-0.064		-0.62		0.568		0.84		0.676		0.34		0.099		0.445		0.019		0.062		0.035		0.036		0.101

		104		7.79		8.89		31.7		59801339		NGO0948		Hypothetical protein NGO0948 [Neisseria gonorrhoeae FA 1090]		NMB0928a		15676822		Hypothetical protein NMB0928		Hypothetical No related COG		CM		4		0.196		0.308		0.284		0.388		-0.076		0.176		-1		0.31		0.947		0.043		0.962		0.431		0.198		0.001

		105		7.76		7.78		39.5		325135513		fabG		3-Oxoacyl-(acyl-carrier-protein) reductase [Neisseria meningitidis M0579]		fabG						QR		C		4		-0.184		-0.152		-0.128		-0.076		0.236		-0.476		0.772		0.551		0.481		0.946		0.412		0.554		0.39		0.284

		106		7.7		7.76		26.9		7226175		efp		Elongation factor P (EF-P) [Neisseria meningitidis MC58]		efp						J		C		4		-0.204		-0.504		-0.636		-1.032		-0.696		-0.236		-1.164		0.496		0.291		0.424		0.306		0.927		0.64		0.676

		107		7.41		7.76		26.7		9911105		recA		Recombinase A [Neisseria meningitidis Z2491]		recA						L		C		4		0.632		0.124		0.368		0.704		0.512		0.804		-0.96		0.511		0.981		0.507		0.428		0.348		0.216		0.004

		108		7.28		9.1		20.2		325207248		prlC		Oligopeptidase A [Neisseria meningitidis NZ-05/33]		prlC						E		C		3		-0.264		-0.192		-0.048		-0.212		0.056		-0.06		-0.3		0.416		0.227		0.287		0.436		0.314		0.627		0.875

		109		7.14		7.54		32.7		5051448		opcA		OpcA protein [Neisseria meningitidis]		opcA						M		OM		4		0.464		0.672		0.856		0.604		0.696		0.792		-0.524		0.337		0.396		0.36		0.487		0.342		0.397		0.544

		110		7.13		9.62		25.5		325207990		sucB		Dihydrolipoyllysine-residue succinyltransferase, E2 component of oxoglutarate dehydrogenase succinyl-transferring complex [Neisseria meningitidis NZ-05/33]		sucB						C		C		6		0.144		-0.108		-0.092		-0.064		-0.024		0.04		-0.812		0.522		0.569		0.574		0.535		0.694		0.418		0.922

		111		6.81		6.87		43.1		349522		pilE		Pilus structural subunit [Neisseria meningitidis]		pilE						N		E		4		-0.816		0.716		0.864		0.008		-0.1		-0.008		0.516		0.033		0.02		0.016		0.007		0.009		0.987		0.139

		112		6.8		7.89		18.8		293399469		NGNG_01453		Cell division protease FtsH [Neisseria gonorrhoeae F62]		ftsHa		15676696				D		CM		6		-0.16		0.628		0.324		0.288		0.356		0.2		-0.804		0.332		0.156		0.128		0.686		0.231		0.443		0.272

		113		6.68		6.9		17.3		269144731		NEICINOT_04777		Glutamate dehydrogenase [Neisseria cinerea ATCC 14685]		gdhAa		15677557				E		UM		4		-0.428		0.148		0.048		0.2		0.308		0.164		-1.08		0.477		0.407		0.415		0.44		0.209		0.354		0.433

		114		6.67		6.88		24.3		7226723		NMB1483		Putative lipoprotein NlpD [Neisseria meningitidis MC58]		nlpD						M		UM		4		-0.792		-0.092		-0.768		-0.868		-0.704		-0.112		-1.124		0.003		0.559		0.003		0.003		0.022		0.477		0.009

		115		6.47		6.68		66.3		7225373		rpsN		30S Ribosomal protein S14 [Neisseria meningitidis MC58]		rpsN						J		C		3		-0.028		0.036		0.136		0.192		0.032		-0.028		-0.7		0.18		0.729		0.923		0.232		0.478		0.867		0.204

		116		6.4		6.56		60.5		7225950		rplT		50S Ribosomal protein L20 [Neisseria meningitidis MC58]		rplT						J		C		3		-0.08		-0.348		-0.132		-0.1		-0.532		-0.152		-1		0.282		0.197		0.61		0.381		0.222		0.926		0.12

		117		6.33		22.65		51.5		254672740		opa7		Opacity protein and related surface antigens [Neisseria meningitidis alpha275]		opa7						M		OM		20		-0.624		-0.168		-0.016		-0.884		-0.948		-0.5		-1.58		0.029		0.478		0.998		0.017		0.074		0.073		0.042

		118		6.26		6.54		38.5		7225374		rpsH		30S Ribosomal protein S8 [Neisseria meningitidis MC58]		rpsH						J		C		3		0.036		0.412		-0.14		-0.012		0.2		0.084		-0.608		0.007		0.009		0.636		0.019		0.002		0.003		0.003

		119		6.1		6.88		17.6		340361016		carA		Carbamoyl-phosphate synthase, small subunit [Neisseria macacae ATCC 33926]		carAa		15677684				EF		C		3		-0.436		-0.248		-1.052		-0.572		-0.9		-0.388		-1.328		0.412		0.461		0.203		0.189		0.333		0.37		0.201

		120		6		6.53		35.6		7226702		ssb		Single-strand binding protein [Neisseria meningitidis MC58]		ssb						L		C		3		0.068		-0.712		-0.308		0.292		-0.052		0.072		-0.364		0.065		0.039		0.492		0.049		0.723		0.009		0.263

		121		5.71		5.99		26.4		7226190		sdhB		Succinate dehydrogenase, iron-sulfur protein [Neisseria meningitidis MC58]		sdhB						C		CM		3		-0.048		-0.876		-0.5		-0.396		-0.596		-0.56		-1.62		0.543		0.001		0.003		0.003		0.025		0.008		0.003

		122		5.7		6.14		27.4		7225566		NMB0345		Putative cell-binding factor [Neisseria meningitidis MC58]		NMB0345						Putative O		OM		3		-0.06		0.532		0.572		0.7		0.528		0.544		-0.272		0.116		0.777		0.135		0.475		0.43		0.373		0.009

		123		5.68		5.92		36.1		81543069		secB		Protein-export protein secB [Neisseria meningitidis Z2491]		secB						N		C		5		0.416		-0.128		-0.064		0.348		-0.144		0.388		-0.48		0.014		0.201		0.145		0.064		0.302		0.002		0.005

		124		5.64		5.64		71.1		325207795		hfq		RNA chaperone Hfq [Neisseria meningitidis NZ-05/33]		hfq						R		C		5		-0.232		-0.056		-1.2		0.336		-0.128		-0.044		-1.2		0.072		0.042		0.019		0.025		0.154		0.195		0.065

		125		5.55		7.71		39.5		7225406		frr		Ribosome recycling factor [Neisseria meningitidis MC58]		frr						J		C		4		0.464		0.628		0.452		-0.012		0.244		0.176		-0.644		0.234		0.275		0.138		0.567		0.301		0.577		0.512

		126		5.53		6.09		28.8		291044214		NGMG_00025		Ribose-phosphate pyrophosphokinase [Neisseria gonorrhoeae DGI2]		prsAa		15676771				FE		C		3		-0.016		0.364		-0.04		0.26		-0.192		0.004		-0.804		0.007		0.53		0.008		0.036		0.286		0.084		0.012

		127		5.44		7.07		13.2		284797755		NEISUBOT_03099		Carbamoyl-phosphate synthase, large subunit [Neisseria subflava NJ9703]		carBe		15677690				EF		C		4		-0.384		0.104		-0.084		-0.352		-0.232		-0.616		-1.16		0.565		0.997		0.547		0.326		0.356		0.066		0.009

		128		5.23		5.31		37.6		325136526		greA		Transcription elongation factor greA [Neisseria meningitidis M0579]		greA						K		C		3		-0.124		-0.096		-0.156		-0.1		0.028		-0.124		-1.224		0.045		0.046		0.044		0.046		0.804		0.257		0.088

		129		5.22		5.37		29.7		7225555		dapD		2,3,4,5-Tetrahydropyridine-2,6-dicarboxylate N-succinyltransferase [Neisseria meningitidis MC58]		dapD						E		C		3		-0.184		-0.9		-0.376		-0.432		-0.732		-0.264		-1.496		0.694		0.11		0.434		0.416		0.121		0.291		0

		130		4.99		5.2		20.9		254805253		gdhA1		Glutamate dehydrogenase [Neisseria meningitidis alpha14]		gdhA1						E		UM		3		0.284		-0.644		0.216		-0.784		-0.004		-0.404		-0.44		0.625		0.081		0.632		0.004		0.744		0.033		0.171

		131		4.93		5.62		24.4		325138873		NMBES14902_0317		Bacterial type II secretion system protein F domain protein [Neisseria meningitidis ES14902]		pilGa		15676248		Pilus assembly protein PilG		N		CM		3		-0.532		-0.328		0.26		-0.056		-0.168		-0.668		-1.168		0.233		0.419		0.12		0.543		0.968		0.232		0.404

		132		4.88		6.99		9.4		7225598		NMB0378		Putative phosphate permease [Neisseria meningitidis MC58]		NMB0378						Putative P		CM		3		-0.372		-0.916		-0.716		-0.204		-0.736		-0.936		-1.296		0.159		0.017		0.055		0.239		0.105		0.074		0.009

		133		4.8		4.97		23.6		7225272		pilT-1		Twitching motility protein PilT [Neisseria meningitidis MC58]		pilT-1						N		C		2		-0.216		-0.592		-0.624		-0.212		-0.976		-0.644		-1.048		0.715		0.387		0.428		0.476		0.222		0.308		0.37

		134		4.79		5.4		27.6		325207527		pilN		Type IV pilus assembly protein PilN [Neisseria meningitidis NZ-05/33]		pilN						N		CM		2		-0.504		-0.104		0.084		-0.716		-0.752		0.088		-0.744		0.004		0.141		0.245		0.003		0.013		0.341		0.02

		135		4.74		8.52		23.2		296840734		NEIPOLOT_00159		Septum site-determining protein MinD [Neisseria polysaccharea ATCC 43768]		minDe		15676098				D		C		4		-0.024		-0.3		0.028		-0.288		-0.412		0.056		-1.184		0.622		0.071		0.951		0.46		0.406		0.791		0.157

		136		4.73		5.35		20.8		255068437		NEISICOT_03480		Branched-chain-amino-acid transaminase [Neisseria sicca ATCC 29256]		ilvEb		218768887		Branched-chain amino acid aminotransferase [Neisseria meningitidis Z2491]		EH		C		2		-0.14		0.044		-0.78		0.42		-0.224		-0.528		-0.1		0.21		0.476		0.177		0.406		0.668		0.027		0.975

		137		4.63		4.63		51.9		7225822		rpsP		30S Ribosomal protein S16 [Neisseria meningitidis MC58]		rpsP						J		C		3		0.108		-0.004		0.112		0.208		0.1		0.208		-1.004		0.029		0.105		0.067		0.007		0.003		0.003		0.094

		138		4.54		11.49		23.7		7226843		potD-3		Spermidine/putrescine ABC transporter [Neisseria meningitidis MC58]		potD-3						E		UM		5		0.476		0.892		0.524		0.66		0.776		0.792		1.224		0.56		0.011		0.102		0.012		0.035		0.036		0.027

		139		4.49		5.04		60.6		81857629		rplW		50S Ribosomal protein L23 [Neisseria meningitidis MC58]		rplW						J		C		3		-0.004		-0.504		-0.58		-0.316		-0.08		-0.788		-1.244		0.206		0.078		0.003		0.077		0.167		0.011		0.021

		140		4.39		4.82		35.3		349610811		HMPREF1028_02110		Dihydrodipicolinate reductase [Neisseria sp. GT4A_CT1]		dapBb		15676130				E		C		2		0.108		-1.008		-0.844		-1.604		-0.216		-0.224		-1.604		0.537		0.035		0.038		0.019		0.798		0.738		0.059

		141		4.38		5.29		16.6		296840699		NEIPOLOT_00048		Ribonuclease E [Neisseria polysaccharea ATCC 43768]		rnee		15676123				J		C		2		-0.008		0.88		0.948		-0.544		0.6		-0.488		0.464		0.608		0.145		0.109		0.004		0.403		0.061		0.027

		142		4.36		4.93		15.5		325134691		infB		Translation initiation factor IF-2 [Neisseria meningitidis M13399]		infB						J		C		2		0.284		0.404		0.144		0.512		-0.348		0.064		-0.596		0.705		0.377		0.258		0.165		0.54		0.55		0.812

		143		4.29		5.89		11.3		296839833		NEIPOLOT_00410		TspA protein [Neisseria polysaccharea ATCC 43768]		tspAc		15676256				No related COG		OM		3		-0.532		-0.048		-0.66		-0.072		0.064		0.1		-0.516		0.05		0.918		0.018		0.295		0.038		0.037		0.19

		144		4.24		4.43		24		7226438		guaB		IMP dehydrogenase [Neisseria meningitidis MC58]		guaB						F		C		2		0.3		-0.052		-0.06		-0.172		0.872		0.428		-0.004		0.044		0.045		0.046		0.036		0.18		0.221		0.93

		145		4.24		4.24		65.6		81707281		rpmD		50S Ribosomal protein L30 [Neisseria meningitidis MC58]		rpmD						J		C		2		0.8		0.032		0.192		0		-0.18		-0.04		-0.944		0.184		0.511		0.593		0.474		0.725		0.622		0.138

		146		4.23		4.8		28.8		254493006		NGAG_00307		Type IV pilus assembly protein PilO [Neisseria gonorrhoeae 1291]		pilOa		15677647				N		CM		2		0.06		-0.572		0.2		0.208		-0.428		0.012		-0.228		0.721		0.001		0.387		0.393		0.729		0.661		0.676

		147		4.14		4.8		16.1		308388760		gcvT		Glycine cleavage system aminomethyltransferase T [Neisseria meningitidis alpha710]		gcvT						E		UM		2		-0.272		-0.768		-0.436		0.276		-0.236		-0.26		-1.972		0.005		0.245		0.004		0.136		0.537		0.301		0.003

		148		4.13		4.42		32.7		90109269				Chain B, Putative Phosphatase (Nma1982) [Neisseria meningitidis Z2491]		NMA1982						S		C		3		-0.4		-0.44		-0.556		-0.372		-0.216		-0.9		-1.58		0.486		0.459		0.406		0.389		0.94		0.092		0.046

		149		4.09		4.49		18.6		254673900		siaC		N-acetylneuraminic acid synthetase [Neisseria meningitidis alpha275]		siaC						M		C		2		-0.228		-1.052		-0.268		-0.392		-0.064		-0.692		-0.264		0.295		0.031		0.265		0.17		0.646		0.091		0.275

		150		4.09		4.14		16.3		269144859		NEICINOT_04548		Ferredoxin--NADP(+) reductase [Neisseria cinerea ATCC 14685]		fpr-1a		15676930				C		C		2		-0.368		-0.104		0.112		-1.332		-0.336		-0.552		-1.332		0.04		0.546		0.52		0.019		0.953		0.148		0.063

		151		4.08		4.08		23.1		319411311		fur		Ferric uptake regulation protein Ferric uptake regulator [Neisseria meningitidis WUE 2594]		fur						P		C		2		-0.892		-1.428		-1.084		-1.088		-0.248		-0.968		-1.828		0.071		0.002		0.002		0.002		0.04		0.013		0.003

		152		4.07		4.57		22.6		319410025		ppa		Inorganic pyrophosphatase (PPase) [Neisseria meningitidis WUE 2594]		ppa						C		C		4		0.048		-0.732		-0.228		-0.212		-0.232		-0.856		-1.5		0.734		0.037		0.038		0.039		0.12		0.058		0.058

		153		4.05		4.87		12.1		319410970		ccoP		Cytochrome c oxidase polypeptide III [Neisseria meningitidis WUE 2594]		ccoP						C		U		2		-0.236		0.34		0.18		-0.16		0.272		-0.256		-1.176		0.006		0.054		0.06		0.076		0.015		0.182		0.011

		154		4		27.83		55.2		261393083		NMV_1879		Putative alcohol dehydrogenase (ADH-HT) [Neisseria meningitidis 8013]		adhAa		121634341		Alcohol dehydrogenase [Neisseria meningitidis FAM18]		R		C		17		-0.036		-0.816		-0.868		-0.74		-0.052		-0.632		-1.072		0.791		0.271		0.203		0.277		0.737		0.386		0.484

		155		4		4		16.9		7225949		rpmI		50S Ribosomal protein L35 [Neisseria meningitidis MC58]		rpmI						J		C		2		-0.036		-0.768		-0.216		-1.448		-0.136		-0.708		-1.112		0.78		0.034		0.036		0.018		0.843		0.146		0.162

		156		4		4		20.2		261392690		NMV_1429		Hypothetical protein NMV_1429 [Neisseria meningitidis 8013]		NMV_1429						Hypothetical No related COG		OM		2		0.496		-0.004		-0.004		1.62		0.992		-0.004		-0.004		0.054		1		1		0.045		0.019		1		1

		157		3.94		4.66		21.9		313668377		thrC		Threonine synthase [Neisseria lactamica ST-640]		thrCe		15676932				E		C		2		0.684		0.228		-0.096		0.736		0.512		0.2		-1.128		0.437		0.502		0.475		0.253		0.856		0.961		0.003

		158		3.83		3.9		11.7		325201499		accC		Acetyl-CoA carboxylase, biotin carboxylase [Neisseria meningitidis M01-240149]		accC						I		C		2		-0.652		-0.8		-0.508		-0.736		-0.388		-0.5		-1.32		0.003		0.003		0.004		0.113		0.046		0.432		0.011

		159		3.76		39.78		50		325207370		groL		Chaperonin GroL [Neisseria meningitidis NZ-05/33]		groL						O		C		23		0.116		-1.956		-1.956		0.212		0.344		0.132		-1.956		0.611		0.019		0.019		0.422		0.29		0.569		0.06

		160		3.76		4.26		17		325208815		glnA		Glutamine synthetase, type I [Neisseria meningitidis NZ-05/33]		glnA						E		C		2		-0.34		-0.328		0		0.052		-0.012		-0.22		-0.272		0.365		0.35		0.316		0.667		0.5		0.621		0.556

		161		3.74		5.89		9.3		288576370		NEIMUCOT_06357		Proline dehydrogenase/delta-1-pyrroline-5-carboxylate dehydrogenase [Neisseria mucosa ATCC 25996]		putAe		218768829		Bifunctional proline dehydrogenase/pyrroline-5-carboxylate dehydrogenase [Neisseria meningitidis Z2491]		C		C		2		-0.228		-1.956		-1.956		-1.956		-1.956		-1.956		-1.956		0.412		0.018		0.018		0.018		0.058		0.058		0.058

		162		3.67		6.5		17.8		325208526		alaS		Alanyl-tRNA synthetase [Neisseria meningitidis NZ-05/33]		alaS						J		C		2		-0.92		-1.04		-1.012		-0.984		-0.048		-0.196		-0.504		0.036		0.035		0.035		0.035		0.834		0.453		0.184

		163		3.63		3.83		61.4		7227209		rpsU		30S Ribosomal protein S21 [Neisseria meningitidis MC58]		rpsU						J		C		2		0.428		-0.368		-1.496		-0.912		-0.964		-1.112		-1.496		0.157		0.1		0.001		0.023		0.009		0.013		0.004

		164		3.55		3.82		26		325198321		accA		Acetyl-CoA carboxylase, carboxyl transferase, alpha subunit [Neisseria meningitidis G2136]		accA						I		C		2		0.072		0.004		-1.068		0.024		-0.064		-0.456		-1.328		0.474		0.149		0.001		0.753		0.555		0.719		0.011

		165		3.53		4.4		8.8		325208598		gcvP		Glycine dehydrogenase [Neisseria meningitidis NZ-05/33]		gcvP						E		C		2		-0.004		-0.984		0.076		-0.984		-0.004		-0.984		-0.984		0.053		0.019		0.516		0.019		0.053		0.063		0.063

		166		3.51		3.67		60.6		7227356		NMB2094		Hypothetical protein NMB2094 [Neisseria meningitidis MC58]		NMB2094						Hypothetical K		C		2		0.788		-0.568		0.212		0.968		0.824		0.604		-0.268		0.01		0.053		0.104		0.008		0.001		0.039		0.042

		167		3.48		4.1		25.5		296840243		NEIPOLOT_00015		Phosphoglycerate kinase [Neisseria polysaccharea ATCC 43768]		pgka		121635813		Phosphoglycerate kinase [Neisseria meningitidis FAM18]		G		C		2		0.428		-0.072		0.58		-1.196		-1.196		0.588		-0.444		0.864		0.296		0.972		0.018		0.054		0.774		0.155

		168		3.44		3.46		23.4		349610696		HMPREF1028_02004		Peptide deformylase [Neisseria sp. GT4A_CT1]		defa		15676038				J		C		2		0.68		0.16		0.952		-0.004		0.9		0.548		-0.672		0.129		0.05		0.103		0.047		0.036		0.041		0.054

		169		3.42		3.98		12.8		317165411		omp85		Outer membrane protein Omp85 [Neisseria gonorrhoeae TCDC-NG08107]		omp85a		15676109				M		OM		2		0.136		0.14		-0.08		0.104		0.192		-0.028		-0.492		0.046		0.049		0.034		0.006		0.004		0.827		0.202

		170		3.37		3.44		23.2		268604447		NGHG_02090		Lactoylglutathione lyase [Neisseria gonorrhoeae PID1]		gloAe		15676255				E		C		3		-0.08		-0.556		-0.316		-0.148		-0.088		-0.492		-1.74		0.43		0.363		0.224		0.159		0.637		0.287		0.01

		171		3.26		3.45		19.3		325207310		NMBNZ0533_0283		SurA/PPIASE domain protein [Neisseria meningitidis NZ-05/33]		surAa		254805678		Putative peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis alpha14]		O		P		2		0.988		0.004		1.164		-0.976		1.088		0.004		-0.976		0.104		0.057		0.09		0.02		0.033		0.047		0.07

		172		3.05		4.02		25.3		325208382		NMBNZ0533_1415		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33]		NMB1437						Hypothetical S		C		2		0.364		0.328		-0.22		0.052		0.248		-0.276		-0.764		0.722		0.808		0.003		0.543		0.563		0.937		0.024

		173		3		4.67		31.3		325208633		mtrC		Membrane fusion protein MtrC [Neisseria meningitidis NZ-05/33]		mtrC						Q		CM		2		-0.64		-0.004		-0.32		-0.072		0.104		-0.732		-0.88		0.479		0.604		0.578		0.307		0.274		0.561		0.865

		174		2.95		3.17		14		317164409		clpX		ATP-dependent protease ATP-binding subunit ClpX [Neisseria gonorrhoeae TCDC-NG08107]		clpXe		15677237				O		C		1		-0.448		-1.308		0.068		-0.332		0.02		-0.36		-1.308		0.036		0.019		0.678		0.038		0.87		0.121		0.06

		175		2.9		3.16		24.5		313668953		grpE		Heat shock protein [Neisseria lactamica ST-640]		grpEa		15676466				O		C		2		0.208		0.156		-0.2		-0.472		-0.404		0.108		-0.588		0.903		0.945		0.039		0.24		0.101		0.875		0.186

		176		2.83		3.28		24.5		325203721		hisA		Phosphoribosylformimino-5-aminoimidazole carboxamide ribotide isomerase [Neisseria meningitidis M01-240355]		hisA						E		C		1		-0.848		-1.372		-0.564		-0.188		-1.388		0.04		-0.392		0.232		0.072		0.43		0.499		0.034		0.586		0.903

		177		2.78		3.13		23.8		297250450		mtrE		Multiple transferable resistance system protein MtrE [Neisseria polysaccharea ATCC 43768]		mtrEa		15677561				MN		OM		1		0.484		-0.236		0.424		0.264		-0.032		-0.196		-0.916		0.143		0.341		0.231		0.541		0.454		0.553		0.585

		178		2.78		2.89		53.3		7225383		rpsM		30S Ribosomal protein S13 [Neisseria meningitidis MC58]		rpsM						J		C		2		0.564		0.176		0		-0.2		-0.468		0.476		-0.472		0.436		0.665		0.832		0.609		0.843		0.227		0.502

		179		2.73		3.6		20.1		296839912		NEIPOLOT_00326		Malate dehydrogenase [Neisseria polysaccharea ATCC 43768]		yojHa		15677916		Malate:quinone oxidoreductase 		R		C		1		0.032		0.036		-0.8		-0.072		-0.328		-0.268		-0.52		0.938		0.86		0.224		0.9		0.579		0.837		0.561

		180		2.69		2.94		20		288575854		NEIMUCOT_05113		Enoyl-[acyl-carrier-protein] reductase [Neisseria mucosa ATCC 25996]		fabIg		15676251		Enoyl-(acyl carrier protein) reductase 		I		C		2		0.084		-1.264		-1.24		-0.516		-0.752		-0.016		-1.896		0.734		0.166		0.178		0.678		0.41		0.961		0.047

		181		2.63		2.82		31.2		7225518		dsbA		Thiol:disulfide interchange protein DsbA [Neisseria meningitidis MC58]		dsbA						OC		P		2		0.6		0.06		0.728		-0.668		0.776		0.036		-1.328		0.548		0.512		0.318		0.038		0.257		0.176		0.063

		182		2.57		4.1		12.1		7226713		clpB		ClpB protein [Neisseria meningitidis MC58]		clpB						O		C		3		-0.664		0.628		-0.664		-0.664		-0.1		-0.108		-0.664		0.001		0.042		0.001		0.001		0.545		0.01		0.014

		183		2.53		4.39		18.9		325128778		aspS		Aspartyl-tRNA synthetase [Neisseria meningitidis N1568]		aspS						J		C		2		0.556		0.46		0.364		0.504		0.648		0.536		-0.2		0.792		0.491		0.81		0.982		0.294		0.192		0.385

		184		2.51		2.76		39.2		81783933		rplU		50S Ribosomal protein L21  [Neisseria meningitidis Z2491]		rplU						J		C		1		-0.016		-0.08		-0.06		0.016		-0.28		-0.028		-0.984		0.05		0.021		0.027		0.264		0.016		0.174		0.003

		185		2.47		4.34		14.2		269144431		NEICINOT_05035		L Factor [Neisseria cinerea ATCC 14685]		nusAa		15677491		Transcription elongation factor NusA 		K		C		2		0.376		0.824		0.144		-0.332		0.564		0.464		-0.356		0.053		0.024		0.101		0.005		0.03		0.096		0.244

		186		2.45		2.56		10.1		325205306		fabF		3-Oxoacyl-(acyl-carrier-protein) synthase II [Neisseria meningitidis M04-240196]		fabF						IQ		C		2		1.112		0.608		0.732		0.668		0.336		1.068		0.296		0.083		0.628		0.147		0.208		0.038		0.034		0.075

		187		2.42		2.51		31.6		268604467		rpmB		50S Ribosomal protein L28 [Neisseria gonorrhoeae PID1]		rpmBh		15676238				J		C		1		0.068		0.008		-1.348		-0.08		-0.82		-0.44		-1.604		0.004		0.004		0		0.004		0.007		0.033		0.004

		188		2.4		6.14		13.9		309378739		secA		Preprotein translocase SecA subunit [Neisseria lactamica Y92-1009]		secAa		15677388				N		C		3		-0.488		-0.54		-1.212		-1.24		0.172		-1.228		0.084		0.005		0.004		0.001		0.002		0.313		0.012		0.397

		189		2.4		2.5		32.2		59802293		NGO1985		Hypothetical protein NGO1985 [Neisseria gonorrhoeae FA 1090] 		NMB2091a		15677911		Hemolysin		R		P		1		-0.196		-0.216		-0.168		0.36		-0.792		-0.136		-1.028		0.338		0.003		0.325		0.775		0.031		0.037		0.012

		190		2.34		2.47		10.9		269144852		NEICINOT_04541		Glutamate--cysteine ligase [Neisseria cinerea ATCC 14685]		gshAa		15676924				H		C		1		-0.072		0.496		-0.94		1.032		-0.272		0.82		0.392		0.545		0.219		0.018		0.098		0.178		0.04		0.129

		191		2.31		2.43		21.5		81707197		NMB1126		Putative lipoprotein NMB1126/NMB1164; Flags: Precursor [Neisseria meningitidis MC58]		NMB1126						M		U		1		0.712		0.024		0.632		0		-0.004		0.66		-1.292		0.366		0.677		0.472		0.984		0.708		0.464		0.054

		192		2.29		2.69		18.1		7226938		serS		Seryl-tRNA synthetase [Neisseria meningitidis MC58]		serS						J		C		1

		193		2.27		3.19		13.3		269210385		NEILACOT_03030		Cytochrome c family protein [Neisseria lactamica ATCC 23970] 		NMB1677a		15677525		Cytochrome c5 		C		U		1		0.568		0.392		0.54		0.604		0.04		0.184		-0.948		0.05		0.074		0.03		0.03		0.009		0.004		0.056

		194		2.27		2.65		19.1		309378859				Unnamed protein product [Neisseria lactamica Y92-1009]		rhlEa		385340268		Putative ATP-dependent RNA helicase rhlE [Neisseria meningitidis G2136]		LKJ		C		1

		195		2.26		2.86		10.2		261391596		pilC2		Type IV pilus-associated protein PilC2 [Neisseria meningitidis 8013]		pilC2						N		OM		1

		1 = Gene name equivalent to serogroup B Neisseria meningitidis (NMB) as per BLAST search; 2 = The equivalent NMB protein name, which is MC58 unless otherwise stated and is the same protein name as original unless otherwise stated.  Cells highlighted in yellow indicate greater than 1.8-fold increase in expression.  Blue cells indicate expression less than 0.2-fold.  Green cells indicate a significance of greater than 95%. Lilac cells indicate a significance between 90% and 94.99% confidence.  Empty ratio cells indicate that insufficient quantitation data was obtained for that protein.  The shared measure of identity of the equivalent NMB protein with the non-meningococcal protein is given in the ‘Gene Name NMB’ column using superscript letters.  Coverage (C) and identity (ID) is represented %C/%ID.  If not otherwise stated coverage is 100%.  A=95-100%ID, b=85-94%ID, c=75-84%ID, d=65-74%ID, e=90-100%/90-100%, f=67%/100%, g=81%/97%, h=65%/100.  COG function codes: Information, storage and processing – J = Translation, ribosomal structure and biogenesis, K = Transcription, L = DNA replication, recombination and repair; Cellular processes – D = Cell division and chromosome partitioning, M = Cell envelope biogenesis, outer membrane, N = Cell motility and secretion, O = Posttranslational modification, protein turnover, chaperones, P = Inorganic ion transport and metabolism, T = signal transduction mechanisms; Metabolism – C = Energy production and conversion, E = Amino acid transport and metabolism, F = Nucleotide transport and metabolism, G = Carbohydrate transport and metabolism, H = Coenzyme transport and metabolism, I = Lipid metabolism; Q = Secondary metabolites biosynthesis, transport, and catabolism; Poorly characterised proteins – R = General function prediction only, S = Function Unknown, No Related COG = Protein does not match to any COG.  Subcellular location codes: C = cytoplasm, CM = Cytoplasmic Membrane, P = Periplasm, OM = Outer membrane, E = Extracellular, UM = Unknown due to multiple possible locations, U = Unknown





Expt 3 NZ98i

		Table 6.14  Quantitation of proteins detected in iTRAQ Experiment Three compared to H34 strain grown under normal conditions

		Protein N		Unused Prot Score		Total Prot Score		% Cov		GI Accession #		Gene name or locus number		Name		Gene name NMB1		NMB Equivalent GI Accession #		NMB Equivalent Name2		COG		Sub-cellular Location		Peptides (95% Conf.)		log NZ98 30%RH:NZ98i 113:114		log H34 22%RH :NZ98i 115:114		log H34 30%RH :NZ98i  116:114		log NZ98 22%RH :NZ98i 117:114		log H34i :NZ98i  118:114		log Control 2 :NZ98i  119:114		log Control 1 :NZ98i 121:114		P-Value  NZ98 30%RH :NZ98i 113:114		P-Value H34 22%RH :NZ98i 115:114		P-Value H34 30%RH :NZ98i 116:114		P-Value NZ98 22%RH :NZ98i 117:114		P-Value H34i :NZ98i 118:114		P-Value Control 2 :NZ98i 119:114		P-Value Control 1 :NZ98i 121:114

		1		53.02		53.02		65.5		7225341		tufB		Translation elongation factor Tu [Neisseria meningitidis MC58]		tufB						JE		C		36		0.008		-0.032		-0.024		0.008		0.016		-0.02		0.008		0.11		0.378		0.397		0.608		0.172		0.698		0.432

		2		43.34		43.34		66.3		270728847		porB		Class 3 outer membrane protein [Neisseria meningitidis]		porB						M		OM		35		0.504		1.24		0.996		0.044		0.992		1.492		1.392		0.049		0.001		0.001		0.048		0.026		0.001		0.001

		3		37.68		37.68		58.6		7225862		fbpA		Iron(III) ABC transporter, periplasmic binding protein [Neisseria meningitidis MC58]		fbpA						H		P		20		-0.036		0.008		-0.06		-0.048		0.008		-0.028		0.04		0.048		0.524		0.033		0.08		0.59		0.357		0.2

		4		32.84		39.31		69.1		516522		porB		Class 3 outer membrane porin [Neisseria meningitidis]		porB						M		OM		30		0.544		-1.08		-1.06		0.432		-1.176		0.144		0.076		0.027		0.481		0.585		0.214		0.208		0.299		0.279

		5		30.47		30.67		59.3		281336477		porA		Class 1 outer membrane protein [Neisseria meningitidis]		porA						M		OM		23

		6		28.14		28.38		45		325204924		groL		Chaperonin GroL [Neisseria meningitidis M01-240355]		groL						O		C		14		-0.008		-1.956		-1.956		-1.956		-1.956		-1.956		-0.184		0.99		0.058		0.058		0.058		0.058		0.058		0.479

		7		21.03		21.09		29.4		161869564		NMCC_ 0579		Phosphate acyltransferase [Neisseria meningitidis 053442]		ptae		385856786		Pta gene product [Neisseria meningitidis NZ-05/33]		C		UM		12		0.132		-0.024		-0.06		0.02		0.26		0.032		-0.032		0.834		0.522		0.291		0.278		0.045		0.229		0.683

		8		20.74		20.74		39.6		7226184		NMB0946		Peroxiredoxin 2 family protein/glutaredoxin [Neisseria meningitidis MC58]		NMB0946						O		U		13		0.124		0		-0.28		-0.024		0.244		0.056		0.028		0.768		0.892		0.79		0.77		0.451		0.784		0.183

		9		20.61		21		24.5		7226554		tig		Trigger factor [Neisseria meningitidis MC58]		tig						O		C		10		-0.468		-0.436		-0.3		-0.508		-0.708		-1.172		-0.136		0.143		0.02		0.391		0.082		0.114		0.007		0.427

		10		19.89		20.16		29.9		7226199		sucC		Succinyl-CoA synthetase, beta subunit [Neisseria meningitidis MC58]		sucC						C		C		9		0.04		0.14		0.072		-0.116		0.024		-0.044		-0.04		0.834		0.14		0.169		0.353		0.145		0.143		0.176

		11		19.27		19.27		51.2		60392859		rmpM		Outer membrane protein class 4 - Precursor [Neisseria meningitidis Z2491]		rmpM						M		OM		13		0.74		0		0.296		0.488		-0.124		0.328		0		0.023		0.637		0.323		0.417		0.818		0.342		0.549

		12		18.35		18.8		46.3		7225348		rplL		50S Ribosomal protein L7/L12 [Neisseria meningitidis MC58]		rplL						J		C		9		0.388		0.124		0.572		-0.152		-0.216		0.268		0.028		0.211		0.489		0.229		0.794		0.886		0.267		0.717

		13		16.58		16.76		41		325207808		cysK		Cysteine synthase A [Neisseria meningitidis NZ-05/33]		cysK						E		C		10

		14		16.45		16.49		43.9		7226200		sucD		Succinyl-CoA synthetase, alpha subunit [Neisseria meningitidis MC58]		sucD						C		C		9		0.932		0.276		0.076		0.588		0.66		0.148		0.388		0.043		0.494		0.642		0.245		0.238		0.581		0.519

		15		16.41		16.42		56.8		71153153		rplY		50S Ribosomal protein L25; AltName: Full=General stress protein CTC [Neisseria meningitidis Z2491]		rplY						J		C		8		-0.42		-0.328		-0.564		-0.684		-0.072		0.06		-0.696		0.253		0.599		0.115		0.369		0.922		0.489		0.128

		16		16.29		16.3		60.8		81783913		rplM		50S Ribosomal protein L13 [Neisseria meningitidis Z2491]		rplM						J		C		9		-0.012		0.24		0.104		0.152		0.076		-0.072		0.028		0.814		0.167		0.355		0.272		0.293		0.399		0.502

		17		16.22		16.52		58.7		7225366		rpsC		30S Ribosomal protein S3 [Neisseria meningitidis MC58]		rpsC						J		C		8		0.384		0.472		-0.072		0.144		-0.168		0.232		0.136		0.148		0.168		0.438		0.426		0.816		0.337		0.121

		18		16.03		16.03		43.1		4379295				Unnamed protein product [Neisseria meningitidis]		opae		2367647		Opacity protein 		M		OM		12		1.996		1.996		1.996		1.996		1.996		1.996		1.996		0.001		0.004		0.004		0.759		0.007		0.019		0.033

		19		15.67		15.76		15.8		7226585		pdhA		Pyruvate dehydrogenase, E1 component [Neisseria meningitidis MC58]		pdhA						C		C		9		0.044		-0.016		0.552		-0.704		0.344		-0.512		-0.108		0.642		0.313		0.251		0.06		0.445		0.336		0.708

		20		15.33		15.33		54.9		7225385		rpsD		30S Ribosomal protein S4 [Neisseria meningitidis MC58]		rpsD						J		C		8		-0.024		0.232		-0.312		-0.012		0.02		-0.084		0.416		0.488		0.124		0.495		0.323		0.448		0.333		0.06

		21		14.83		15.04		79.8		81783919		rpsO		30S Ribosomal protein S15 [Neisseria meningitidis Z2491]		rpsO						J		C		7		0.616		0.736		0.272		-0.168		-0.044		0.78		0.064		0.64		0.208		0.424		0.848		0.604		0.139		0.481

		22		14.69		14.69		62.1		7225361		rplD		50S Ribosomal protein L4 [Neisseria meningitidis MC58]		rplD						J		C		7		0.512		1.044		-0.02		0.312		0.524		-0.016		0.616		0.326		0.164		0.654		0.33		0.368		0.057		0.372

		23		14.4		15.84		32.5		325127688		dnaK		Chaperone protein DnaK [Neisseria meningitidis N1568]		dnaK						O		C		6		0.252		0.916		0.752		0.42		0.996		1.036		0.832		0.479		0.053		0.073		0.37		0.018		0.027		0.081

		24		14.05		14.47		44.2		7225377		rpsE		30S Ribosomal protein S5 [Neisseria meningitidis MC58]		rpsE						J		C		7		-0.696		0.152		-0.3		-0.78		0.032		-0.98		-0.628		0.093		0.239		0.44		0.071		0.659		0.029		0.312

		25		13.71		13.98		48.4		313667444		rplB		50S Ribosomal protein L2 [Neisseria lactamica ST-640]		rplBa		15676072				J		C		8		0.092		0.076		-0.092		-0.044		-0.052		-0.04		0.024		0.297		0.372		0.729		0.406		0.533		0.81		0.382

		26		13.51		13.66		22.4		81784821		pnp		Polyribonucleotide nucleotidyltransferase [Neisseria meningitidis MC58]		pnp						F		C		8		-0.032		-0.08		-0.232		-0.6		-0.256		-0.484		-0.676		0.538		0.705		0.312		0.177		0.884		0.345		0.066

		27		13.49		13.62		58.7		7225372		rplE		50S Ribosomal protein L5 [Neisseria meningitidis MC58]		rplE						J		C		6		0.512		0.6		0.12		-0.168		-0.1		0.348		0.3		0.071		0.137		0.295		0.538		0.355		0.245		0.179

		28		13.34		13.73		71.07438		7225819		rplS		50S Ribosomal protein L19 [Neisseria meningitidis MC58]		rplS						J		C		7		1.088		1.072		0.82		0.46		0.168		0.708		0.828		0.091		0.161		0.166		0.195		0.272		0.192		0.166

		29		12.57		12.61		34.8		81784175		atpA		ATP synthase subunit alpha [Neisseria meningitidis MC58]		atpA						C		C		7		-0.312		0.112		-0.056		-0.028		-0.12		0.104		0.252		0.215		0.435		0.402		0.475		0.264		0.569		0.297

		30		12.35		12.59		20.3		325207174		fusA		Translation elongation factor G [Neisseria meningitidis NZ-05/33]		fusA						J		C		7		-0.208		0.156		0.008		-0.104		0.072		-0.024		0.116		0.5		0.313		0.31		0.576		0.432		0.89		0.424

		31		12.27		12.54		40.1		7227364		rpsB		30S Ribosomal protein S2 [Neisseria meningitidis MC58]		rpsB						J		C		8		-0.016		0.748		0.216		-0.284		-0.404		0.032		-0.756		0.55		0.195		0.329		0.324		0.975		0.626		0.006

		32		11.76		11.95		22		62900657		pilQ		Type IV pilus biogenesis and competence protein pilQ - Precursor		pilQb		15678016				N		OM		5		1.1		0.796		-0.576		-0.576		0.52		0.012		0.536		0.173		0.253		0.083		0.066		0.004		0.789		0.247

		33		10.39		11.12		31.7		296838822		NEIPOLOT_01520		30S Ribosomal protein S1 [Neisseria polysaccharea ATCC 43768]		rpsAa		15677167				J		C		5		-0.288		0.664		-0.044		-0.304		0.224		-0.076		-0.028		0.001		0.09		0.01		0.115		0.005		0.01		0.009

		34		10.13		10.13		38.3		350571672		rpsF		30S Ribosomal protein S6 [Neisseria wadsworthii 9715]		rpsFf		15677189				J		C		5		0.384		0.468		-0.06		-0.048		-0.132		0.728		-0.212		0.148		0.19		0.107		0.186		0.059		0.112		0.061

		35		9.94		10.14		43.9		313667441		rplC		50S Ribosomal protein L3 [Neisseria lactamica ST-640]		rplCa		15676069				J		C		5		0.232		0.232		-0.216		-0.096		0.288		0		0.032		0.152		0.298		0.769		0.847		0.491		0.974		0.822

		36		9.76		9.97		62.1		254674257		rpsJ		30S Ribosomal protein S10 [Neisseria meningitidis alpha275]		rpsJ						J		C		4		-0.016		0.104		0.056		-0.04		0.06		0.052		0.02		0.515		0.069		0.071		0.359		0.134		0.066		0.337

		37		9.75		9.91		37.4		7225354		rpsL		30S Ribosomal protein S12 [Neisseria meningitidis MC58]		rpsL						J		C		5		0.668		0.364		0.304		0.66		-0.052		0.584		0.536		0.02		0.184		0.263		0.158		0.286		0.07		0.245

		38		9.48		10.61		34.2		7226019		NMB0787		Amino acid ABC transporter, periplasmic [Neisseria meningitidis MC58]		NMB0787						E		P		6		0.512		0.464		0.564		0.06		0.648		0.072		0.788		0.063		0.087		0.156		0.161		0.159		0.001		0.076

		39		9.39		10.05		19.5		349608924		HMPREF1028_00313		Hypothetical protein HMPREF1028_00313 [Neisseria sp. GT4A_CT1]		gutBa		385853705		GutB gene product [Neisseria meningitidis H44/76]		ER		C		6		-0.348		-0.348		-0.316		-0.304		0.832		-0.452		0.264		0.009		0.081		0.074		0.043		0.069		0.043		0.038

		40		9.33		11.57		27.6		7225651		ftsZ		Cell division protein FtsZ [Neisseria meningitidis MC58]		ftsZ						D		C		5		0.128		0.348		-0.164		0.368		0.504		-0.376		0.04		0.635		0.385		0.822		0.301		0.31		0.966		0.775

		41		9.23		11.3		23.4		7225555		dapD		2,3,4,5-Tetrahydropyridine-2,6-dicarboxylate N-succinyltransferase [Neisseria meningitidis MC58]		dapD						E		C		6		1.996		1.996		1.996		1.996		1.996		1.996		1.996		0.063		0		0		0.017		0		1		0.019

		42		8.92		9.23		63.1		7227318		rpsI		30S Ribosomal protein S9 [Neisseria meningitidis MC58]		rpsI						J		C		4		0.06		0.384		-0.34		0.24		-0.356		-0.068		0.624		0.657		0.166		0.769		0.455		0.858		0.454		0.153

		43		8.89		8.93		56.2		59801191		NGO0777		DNA-binding protein Hu [Neisseria gonorrhoeae FA 1090]		hupBa		15677102		DNA-binding protein HU-beta 		L		C		4		0.192		0.02		0.104		-0.512		0.244		0.18		0.104		0.813		0.493		0.591		0.2		0.679		0.686		0.814

		44		8.65		8.65		31.4		325207146		NMBNZ0533_0109		LysM domain protein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_0109						S		U		4		0.08		0.208		-0.748		-0.168		-0.392		0.544		-0.32		0.166		0.568		0.898		0.689		0.787		0.338		0.114

		45		8.6		8.74		35.9		7225345		rplA		50S Ribosomal protein L1 [Neisseria meningitidis MC58]		rplA						J		C		4		0.444		0.712		0.176		0.32		0.14		0.552		0.54		0.133		0.141		0.307		0.406		0.327		0.137		0.152

		46		8.36		8.53		45.7		268687512		NGLG_01871		50S Ribosomal protein L16 [Neisseria gonorrhoeae SK-93-1035]		rplPa		15676076				J		C		4		0		0.552		-0.512		-0.26		0.968		0.536		0.612		0.01		0.227		0.07		0.025		0.102		0.323		0.215

		47		8.26		8.43		15.3		7226762		ackA-2		Acetate kinase [Neisseria meningitidis MC58]		ackA-2						C		C		4		-0.004		0.496		-0.004		0.496		0.932		-0.004		-0.004		0.055		0.002		0.058		0.05		0.001		0.063		0.057

		48		8.21		8.27		32.1		7227050		NMB1796		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1796						R		C		6		-0.216		-0.476		-0.528		-0.264		-0.344		-0.204		-0.38		0.034		0.021		0.074		0.009		0.421		0.214		0.086

		49		8.19		8.26		23.9		325137670		NMBES14902_1683		Oxidoreductase, zinc-binding dehydrogenase family [Neisseria meningitidis ES14902]		adhPa		7225772		Alcohol dehydrogenase, propanol-preferring		R		C		4		-0.264		-0.892		-0.512		-0.952		0.4		-0.764		-0.412		0.906		0.018		0.107		0.116		0.144		0.024		0.386

		50		8.14		8.14		54		325208428		NMBNZ0533_1464		Putative lipoprotein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_1464						Putative No related COG		U		5		1.628		0.388		0.196		1.064		-0.204		0.584		0.788		0.042		0.339		0.008		0.001		0.008		0.211		0.239

		51		8.04		8.51		10.6		349575083		rpoB		DNA-directed RNA polymerase subunit beta [Neisseria shayeganii 871]		rpoBb		15676060				K		C		3		0.028		0.388		0.58		-0.484		0.116		-0.204		0.052		0.529		0.139		0.155		0.951		0.468		0.472		0.565

		52		8.04		8.05		80.4		7225364		rpsS		30S Ribosomal protein S19 [Neisseria meningitidis MC58]		rpsS						J		C		4		-0.036		0.212		-0.056		-0.16		0.452		0.108		0.596		0.614		0.503		0.194		0.223		0.464		0.573		0.395

		53		7.93		10.43		15.4		313668612		metE		5-Methyltetrahydropteroyltriglutamate--ho mocysteinemethyltransferase [Neisseria lactamica ST-640]		metEa		GI:385853366		H44/76		E		C		5		-0.052		0.148		0.128		-0.004		0.268		-0.656		-0.096		0.447		0.043		0.25		0.973		0.04		0.057		0.231

		54		7.68		8.08		11.8		59800995		NGO0562		Dihydrolipoamide dehydrogenase [Neisseria gonorrhoeae FA 1090]		lpdA2a		15677210		Dihydrolipoamide dehydrogenase (E3 component) 		C		C		4		1.996		1.996		1.996		1.996		1.996		1.996		1.996		0.073		0.001		0.019		0.02		0		0		0.027

		55		7.65		7.87		38		75432353		rplJ		50S Ribosomal protein L10 [Neisseria gonorrhoeae FA 1090]		rplJa		15676058				J		C		4		0.504		0.372		0.072		0.804		-0.468		-0.192		0.816		0.037		0.486		0.457		0.191		0.57		0.515		0.278

		56		7.51		7.51		23.3		296839464		NEIPOLOT_00792		D-Methionine ABC transporter, periplasmic [Neisseria polysaccharea ATCC 43768]		GNA1946a		15677776		Outer membrane lipoprotein 		R		OM		3		0.656		0.408		-0.148		0.348		0.888		0.964		0.816		0.094		0.329		0.493		0.315		0.147		0.175		0.164

		57		7.39		9.85		34.2		325208953		tsf		Translation elongation factor Ts [Neisseria meningitidis NZ-05/33]		tsf						J		C		4		-0.668		-0.232		0.02		-0.348		-0.28		0.084		-0.016		0.003		0.338		0.657		0.008		0.462		0.435		0.034

		58		7.07		7.12		34.6		7225355		rpsG		30S Ribosomal protein S7 [Neisseria meningitidis MC58]		rpsG						J		C		4		-0.656		0.236		-0.668		-0.3		-0.492		0.556		-0.168		0.278		0.772		0.074		0.56		0.195		0.112		0.483

		59		6.91		6.91		70.1		81857431		rpsQ		30S Ribosomal protein S17 [Neisseria meningitidis Z2491]		rpsQ						J		C		3		0.224		0.236		-0.036		-0.396		-0.056		0.332		0.096		0.754		0.386		0.633		0.774		0.463		0.304		0.47

		60		6.68		7.08		18.1		7226195		sucB		2-Oxoglutarate dehydrogenase, E2 component, dihydrolipoamide succinyltransferase [Neisseria meningitidis MC58]		sucB						C		C		3		1.276		-0.672		-0.004		0.664		-0.004		-0.004		-0.004		0.115		0.059		0.056		0.036		0.061		0.05		0.051

		61		6.46		6.46		49.5		7225365		rplV		50S Ribosomal protein L22 [Neisseria meningitidis MC58]		rplV						J		C		3		0.808		0.616		0.292		0.532		0.7		0.552		0.636		0.007		0.036		0.047		0.001		0.001		0.036		0.001

		62		6.38		8.52		26		7225384		rpsK		30S Ribosomal protein S11 [Neisseria meningitidis MC58]		rpsK						J		C		4		-0.42		0.064		-0.636		-0.1		-0.216		-0.604		0.272		0.004		0.603		0.025		0.619		0.141		0.025		0.259

		63		6.32		6.64		14.4		349610169		HMPREF1028_01502		Phosphoenolpyruvate synthase [Neisseria sp. GT4A_CT1]		ppsAa		15676521				G		C		3		0.804		1.108		0.86		0.284		1.476		0.936		0.3		0.985		0.173		0.184		0.363		0.15		0.213		0.004

		64		6.26		6.45		30.8		7226024		NMB0791		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis MC58]		NMB0791						O		C		3		-1.004		-1.004		-1.004		-1.004		1.192		0.152		0.564		0.019		0.059		0.059		0.059		0.033		0.036		0.038

		65		6.14		6.4		19.4		325208247		eno		Phosphopyruvate hydratase [Neisseria meningitidis NZ-05/33]		eno						G		C		3		0.46		0.276		0.32		0.084		0.208		0.16		0.36		0.061		0.113		0.27		0.746		0.332		0.202		0.083

		66		6.13		6.41		27.2		81784396		fkpA		Probable FKBP-type peptidyl-prolyl cis-trans isomerase fkpA - Precursor [Neisseria meningitidis MC58]		fkpA						O		OM		3		0.264		-1.944		-1.944		-0.792		-1.944		-0.116		-1.144		0.36		0.051		0.051		0.971		0.051		0.63		0.18

		67		6.08		6.33		24.6		254805899		pilE		Fimbrial protein precursor [Neisseria meningitidis alpha14]		pilE						N		E		3		-0.444		1.476		0.876		-0.248		0.92		0.656		0.976		0.351		0.222		0.242		0.071		0.276		0.439		0.43

		68		6		6.47		19.8		350570669		rplF		50S Ribosomal protein L6 [Neisseria wadsworthii 9715]		rplFc		15676084				J		C		3		0.74		0.956		0.2		-0.004		0.38		0.668		0.048		0.006		0.001		0.033		0.043		0.001		0.031		0.144

		69		5.82		5.82		19.1		8163792				Heme oxygenase [Neisseria meningitidis]		hemO						P		U		3		-0.036		-0.052		-0.772		-0.712		-0.02		-0.04		-0.74		0.237		0.049		0.05		0.125		0.042		0.044		0.115

		70		5.53		5.66		48		325204319		rplI		Ribosomal protein L9 [Neisseria meningitidis M01-240355]		rplI						J		C		3		0.2		-0.252		-0.192		0.156		-0.652		0.108		0.084		0.031		0.987		0.073		0.116		0.013		0.043		0.038

		71		5.46		5.65		12.5		9910686		glyA		Serine hydroxymethyltransferase [Neisseria meningitidis MC58]		glyA						E		C		3		0.664		0.064		0.148		0.696		0.52		0.772		0.464		0.244		0.441		0.006		0.271		0.005		0.195		0.316

		72		5.29		7.65		55.5		7225373		rpsN		30S Ribosomal protein S14 [Neisseria meningitidis MC58]		rpsN						J		C		4		1.24		1.12		-0.004		-0.004		1.732		-0.004		1.308		0.052		0.02		1		1		0.019		1		0.019

		73		5.04		5.3		14.8		254672897		ilvC		Ketol-acid reductoisomerase [Neisseria meningitidis alpha275]		ilvC						EH		C		3		-0.06		-0.108		-0.18		-0.18		-0.06		0.02		-0.112		0.562		0.668		0.312		0.384		0.837		0.704		0.571

		74		4.91		5.08		11.1		325128466		aceF		Pyruvate dehydrogenase complex, E2 component [Neisseria meningitidis N1568]		aceF						C		C		2		0.08		-0.184		-0.52		-0.36		0.528		0.248		0.256		0.163		0.974		0.572		0.772		0.201		0.214		0.347

		75		4.85		5		19.7		81784254		secB		Protein-export protein secB [Neisseria meningitidis MC58]		secB						N		C		2		0.008		0.092		-0.304		-0.672		0.56		0.036		0.488		0.423		0.552		0.991		0.115		0.213		0.28		0.237

		76		4.82		4.9		51.4		7225371		rplX		50S Ribosomal protein L24 [Neisseria meningitidis MC58]		rplX						J		C		2		-0.164		0.16		-0.224		0.112		-0.428		-0.248		-0.072		0.005		0.029		0.066		0.085		0.553		0.071		0.424

		77		4.81		5.09		40.2		296840086		NEIPOLOT_00141		50S Ribosomal protein L14 [Neisseria polysaccharea ATCC 43768]		rplNa		15676079				J		C		2		-0.18		0.884		-0.04		-0.176		-0.016		-0.236		0.6		0.254		0.127		0.773		0.432		0.437		0.195		0.654

		78		4.73		7.7		11.7		349610720		HMPREF1028_02027		DNA-directed RNA polymerase subunit beta [Neisseria sp. GT4A_CT1]		rpoCa		15676061				J		C		4		-0.364		-0.072		-0.316		0.012		-0.872		0.048		0		0.45		0.56		0.683		0.898		0.336		0.264		0.928

		79		4.61		4.85		21.9		81857552		atpD		ATP synthase subunit beta [Neisseria meningitidis MC58]		atpD						C		C		2		0.216		0.232		-0.324		-0.28		0.384		0.032		0.212		0.073		0.003		0.008		0.007		0.002		0.357		0.098

		80		4.56		4.56		27.6		7225888		nspA		Outer membrane protein NspA [Neisseria meningitidis MC58]		nspA						M		OM		2		0.264		-0.028		-0.984		-0.272		-0.44		0.124		-0.316		0.048		0.012		0.075		0.296		0.006		0.005		0.016

		81		4.52		5.41		78.6		73621630		rplR		50S Ribosomal protein L18 [Neisseria meningitidis MC58]		rplR						J		C		2		-0.64		0.292		-1.332		-1.332		0		-0.648		-0.676		0.004		0.026		0.013		0.013		0.339		0.053		0.046

		82		4.52		4.65		57.9		7226563		rpsR		30S Ribosomal protein S18 [Neisseria meningitidis MC58]		rpsR						J		C		2		0.88		0.544		0.272		0.304		0.576		-0.12		0.46		0.006		0.003		0.003		0.003		0.003		0.621		0.002

		83		4.46		4.64		33.9		7225374		rpsH		30S Ribosomal protein S8 [Neisseria meningitidis MC58]		rpsH						J		C		2		0.052		-0.868		-1.244		-1.04		-1.244		-0.352		-0.276		0.792		0.104		0.1		0.125		0.1		0.287		0.35

		84		4.4		4.49		30.8		81857629		rplW		50S Ribosomal protein L23 [Neisseria meningitidis MC58]		rplW						J		C		2		0.016		-0.008		-0.364		-0.98		-0.06		-0.14		-0.436		0.003		0.675		0.009		0.023		0.144		0.065		0.046

		85		4.35		4.78		9.9		325144790		NMBM01240013_0765		Cytochrome C biogenesis protein transmembrane region [Neisseria meningitidis M01-240013]		dipZa 		15677372		Thiol:disulfide interchange protein 		OC		CM		2		-0.004		1.944		1.944		1.944		1.944		-0.004		-0.004		1		0.019		0.019		0.018		0.019		1		1

		86		4.24		4.3		16.1		319639103		HMPREF0604_01484		Spermidine/putrescine ABC transporter [Neisseria mucosa C102]		potD1a		15676373		Spermidine/putrescine ABC transporter substrate-binding protein 		E		P		2		1.944		-0.004		1.944		-0.004		-0.004		-0.004		-0.004		0.057		1		0.019		1		1		1		1

		87		4.23		4.23		34.67742		325208946		NMBNZ0533_2030		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33](MC58 adhesin complex protein NMB2095)		NMBNZ0533_2030						Hypothetical No related COG		U		3		-1.324		0.844		0.172		0.096		0.1		0.792		0.868		0.018		0.246		0.393		0.279		0.332		0.257		0.272

		88		4.18		4.64		17.3		309380084		NLY_27800		Unnamed protein product [Neisseria lactamica Y92-1009]		gltAa		15676847		Type II citrate synthase 		C		C		2		-0.544		-1.552		-1.552		-1.552		-0.62		-1.552		-1.552		0.314		0.05		0.05		0.05		0.225		0.05		0.05

		89		4.12		4.2		13.1		7226831		hisB		Imidazoleglycerol-phosphate dehydratase [Neisseria meningitidis MC58]		hisB						E		C		3		-0.56		0.124		-0.612		-0.952		-0.584		0.024		0.32		0.003		0.322		0.021		0.032		0.03		0.663		0.042

		90		4.1		4.7		18.5		325135737		maeB		Malate dehydrogenase [Neisseria meningitidis M0579]		maeB						C		C		2		0.752		0.6		-0.376		-0.672		0.644		-0.052		0.932		0.276		0.542		0.912		0.06		0.348		0.674		0.227

		91		4.04		4.46		4.8		345874192		l11_00850		Type IV-A pilus assembly ATPase PilB [Neisseria weaveri LMG 5135]		pilFc		15676245		Type IV pilus assembly protein 		N		C		2

		92		4		4		7.1		9910705		NMB1533		Outer membrane protein H.8 - Precursor [Neisseria meningitidis MC58](azurin)		NMB1533						C		OM		2		0.708		0.484		1.032		0.808		0.84		0.532		0.248		0.051		0.018		0.018		0.017		0.018		0.018		0.018

		93		3.91		4.76		39.6		325206878		groS		Chaperonin GroS [Neisseria meningitidis M04-240196]		groS						O		C		2		-0.796		0.844		0.552		-0.644		0.864		0.248		0.704		0.018		0.003		0.004		0.055		0.002		0.006		0.003

		94		3.66		3.83		39.3		81785148		rplQ		50S Ribosomal protein L17 [Neisseria meningitidis MC58]		rplQ						J		C		1		-0.224		-0.12		-0.58		0.08		-0.388		0.188		-0.168		0.472		0.687		0.443		0.643		0.206		0.346		0.916

		95		3.31		3.61		18.2		296840734		NEIPOLOT_00159		Septum site-determining protein MinD [Neisseria polysaccharea ATCC 43768]		minDe		15676098				D		C		2		0.244		-0.008		0.028		-0.116		0.164		0.236		0.136		0.646		0.69		0.201		0.985		0.434		0.677		0.257

		96		3.31		3.36		19.4		7226073		NMB0838		Cold-shock domain family protein [Neisseria meningitidis MC58]		NMB0838						K		C		2		-1.228		-0.804		-1.16		-0.888		-1.972		-1.116		-0.88		0.307		0.374		0.323		0.477		0.194		0.364		0.478

		97		3.27		3.27		17.7		7225386		rpoA		DNA-directed RNA polymerase, alpha subunit [Neisseria meningitidis MC58]		rpoA						K		C		2

		98		3.15		3.31		53.3		7225545		rpmA		50S Ribosomal protein L27 [Neisseria meningitidis MC58]		rpmA						J		C		1		-0.44		-0.236		0.336		-0.536		-0.104		-0.136		0.204		0.003		0.047		0.465		0.015		0.051		0.079		0.225

		99		3.01		3.01		72.8		7225822		rpsP		30S Ribosomal protein S16 [Neisseria meningitidis MC58]		rpsP						J		C		2		-0.396		0.352		-0.144		-0.192		-0.296		0.216		-0.264		0.552		0.024		0.985		0.771		0.073		0.031		0.539

		100		2.89		2.89		19		325201239		NMBM01240149_0046		Twitching motility protein PilT [Neisseria meningitidis M01-240149]		pilT						N		C		1		-1.956		0.032		-1.956		0.108		-1.956		-0.108		-0.16		0.018		0.873		0.058		0.627		0.058		0.652		0.524

		101		2.41		2.79		41.4		269145163		NEICINOT_04164		30S Ribosomal protein S20 [Neisseria cinerea ATCC 14685]		rpsTa		15676374				J		C		1		-0.212		-0.052		-0.24		-0.26		-0.208		-0.192		-0.1		0.316		0.512		0.131		0.125		0.261		0.381		0.143

		102		2.4		2.5		22.8		5051448		opcA		OpcA protein [Neisseria meningitidis]		opcA						M		OM		1		1.06		1.056		-0.036		-0.004		-0.004		1.028		-0.004		0.116		0.036		0.775		0.058		0.051		0.037		0.054

		103		2.38		2.54		7.4		319638154		HMPREF0604_00540		2-Isopropylmalate synthase [Neisseria mucosa C102]		leuAb		161869955		2-Isopropylmalate synthase [Neisseria meningitidis 053442]		E		C		1		-0.088		0.216		0.412		0.188		-0.068		0.268		0.292		0.712		0.419		0.247		0.461		0.775		0.356		0.333

		104		2.3		24.27		49.2		89276863		porA		Outer membrane protein class 1 [Neisseria meningitidis]		porA						M		OM		20		-0.004		1.324		0.664		-0.004		1.06		0.664		-0.004		1		0.018		0.019		1		0.018		0.019		1

		105		2.29		2.37		34.3		7227209		rpsU		30S Ribosomal protein S21 [Neisseria meningitidis MC58]		rpsU						J		C		1		1.996		1.996		1.996		1.996		1.996		1.996		1.996		0.063		0.018		0.019		0.019		0.018		0.018		0.019

		106		2.21		2.92		2.9		325203599		NMBM01240355_0504		Filamentous hemagglutinin family N-terminal domain protein [Neisseria meningitidis M01-240355]		NMBM01240355_0504						M		OM		1

		107		2.17		2.27		16.7		7226853		gpm		Phosphoglycerate mutase [Neisseria meningitidis MC58]		gpm						G		C		1

		108		2.16		2.73		10.8		241760300		NEIFL0001_1617		Translation initiation factor IF-2 [Neisseria flavescens SK114]		infBb		15677492				J		C		1		0.408		0.112		0.304		0.964		0.896		0.312		-0.212		0.061		0.431		0.158		0.033		0.035		0.153		0.05

		109		2.15		2.15		10.1		59802286		NGO1977		Hypothetical protein NGO1977 [Neisseria gonorrhoeae FA 1090]		NMBH4476_2044b		385854139		5-formyltetrahydrofolate cyclo-ligase (H44/76)		Hypothetical H		C		1

		110		2.14		2.16		27.3		7226742		NMB1500		Conserved hypothetical protein [Neisseria meningitidis MC58] 		NMB1500						T		U		2		-0.372		-1.58		-1.276		-0.764		-0.804		-1.972		-0.396		0.363		0.18		0.199		0.501		0.406		0.039		0.382

		111		2.12		4.13		7		161870065		NMCC_1102		Membrane protein [Neisseria meningitidis 053442]		NMCC_1102						No related COG		U		2		0.028		-0.56		-0.308		-1.556		-0.952		0		-0.276		0.91		0.569		0.438		0.044		0.242		0.957		0.592

		112		2.12		2.88		11		7226819		acnB		Aconitate hydratase 2 [Neisseria meningitidis MC58]		acnB						C		C		1		-0.068		-0.004		-0.004		-0.004		0.896		-0.076		0.944		0.585		0.057		0.057		0.055		0.04		0.564		0.037

		113		2.12		2.12		11.9		7227062		pilM		PilM protein [Neisseria meningitidis MC58]		pilM						D		UM		1		-0.004		-0.004		-0.004		-0.672		0.344		-0.672		0.652		0.936		0.281		0.229		0.069		0.229		0.069		0.288

		114		2.1		2.45		6.9		349575646		iscS		Cysteine desulfurase [Neisseria shayeganii 871]		nifS/iscSb		15677242				E		C		1		-0.984		-0.112		-0.084		0.072		0.484		-0.512		-0.984		0.019		0.323		0.417		0.467		0.038		0.054		0.067

		115		2.09		4.35		13.9		269214092		NEICINOT_04909		Putrescine ABC transporter, periplasmic [Neisseria cinerea ATCC 14685]		potD3e		15677444		Spermidine/putrescine ABC transporter substrate-binding protein 		E		UM		2		1.42		1.388		1.452		1.32		1.3		1.412		1.48		0.057		0.019		0.018		0.019		0.019		0.019		0.018

		116		2.08		2.35		6.3		319639506		HMPREF0604_01879		Hypothetical protein HMPREF0604_01879 [Neisseria mucosa C102]		HMPREF0604_01879						Hypothetical No related COG		C		1		1.996		1.996		1.996		1.996		1.996		1.996		1.996		1		1		0.018		0.019		0.019		0.018		0.02

		117		2.06		2.96		10.5		294669975		NEIELOOT_01801		Putative TPR repeat protein [Neisseria elongata subsp. glycolytica ATCC 29315]		NEIELOOT_01801						Putative R		E		1

		118		2.05		4.05		14.3		7228911		gna1220		Membrane protein GNA1220 [Neisseria meningitidis]		gna1220						O		OM		2

		119		2.05		2.1		7.3		294668905		NEIELOOT_00819		REVERSED conserved hypothetical protein [Neisseria elongata subsp. glycolytica ATCC 29315]		NEIELOOT_00819										1		0.424		1.308		0.976		0.976		0.976		0.976		1.324		0.06		0.019		0.017		0.017		0.02		0.018		0.018

		120		2.04		4.49		17.3		7226193		gltA		Citrate synthase [Neisseria meningitidis MC58]		gltA						C		C		2		0.008		0.476		-0.472		0.048		0.416		-0.472		0.028		0.615		0.517		0.194		0.41		0.318		0.146		0.35

		121		2.04		2.25		35		75355451		rpsM		30S Ribosomal protein S13 [Neisseria gonorrhoeae FA 1090]		rpsMa		15676092				J		C		1		1.24		1.268		1.308		1.356		0.224		1.404		-0.984		0.192		0.209		0.192		0.174		0.449		0.156		0.061

		122		2.04		2.22		8		304388482		lgtA		Lacto-N-neotetraose biosynthesis glycosyl transferase LgtA [Neisseria meningitidis ATCC 13091]		lgtA						M		CM		1

		123		2.04		2.17		5.1		313667534		fabF		3-Oxoacyl-[acyl-carrier-protein] synthase II [Neisseria lactamica ST-640]		fabF-1a		15676145				IQ		C		1		-1.956		-0.936		-1.956		-0.004		-0.08		-1.956		-1.956		0.017		0.763		0.049		0.948		0.74		0.049		0.049

		124		2.04		2.04		22.2		7227179		fabG-2		3-Oxoacyl-(acyl-carrier-protein) reductase [Neisseria meningitidis MC58]		fabG-2						QR		C		1		-0.004		1.944		-0.004		-0.004		1.944		-0.004		1.944		1		0.019		1		1		0.018		1		0.018

		125		2.03		2.03		42.9		7225542		rpmB		50S Ribosomal protein L28 [Neisseria meningitidis MC58]		rpmB						J		C		1		-0.18		-1.472		-0.66		-1.828		-0.26		-1.828		-0.684		0.595		0.08		0.317		0.052		0.366		0.052		0.297

		126		2.02		2.33		5		268594039		NGBG_00330		Pilus-associated protein [Neisseria gonorrhoeae 35/02]		pilC1d		2073458		PilC1 		N		OM		1

		1 = Gene name equivalent to serogroup B Neisseria meningitidis (NMB) as per BLAST search; 2 = The equivalent NMB protein name, which is MC58 unless otherwise stated and is the same protein name as original unless otherwise stated.  Cells highlighted in yellow indicate greater than 1.8-fold increase in expression.  Blue cells indicate expression less than 0.2-fold.  Green cells indicate a significance of greater than 95%. Lilac cells indicate a significance between 90% and 94.99% confidence.  Empty ratio cells indicate that insufficient quantitation data was obtained for that protein.  The shared measure of identity of the equivalent NMB protein with the non-meningococcal protein is given in the ‘Gene Name NMB’ column using superscript letters.  Coverage (C) and identity (ID) is represented %C/%ID.  If not otherwise stated coverage is 100%.  A=95-100%ID, b=85-94%ID, c=75-84%ID, d=65-74%ID, e=90-100%/90-100%, f=89%/96%.  COG function codes: Information, storage and processing – J = Translation, ribosomal structure and biogenesis, K = Transcription, L = DNA replication, recombination and repair; Cellular processes – D = Cell division and chromosome partitioning, M = Cell envelope biogenesis, outer membrane, N = Cell motility and secretion, O = Posttranslational modification, protein turnover, chaperones, P = Inorganic ion transport and metabolism, T = signal transduction mechanisms; Metabolism – C = Energy production and conversion, E = Amino acid transport and metabolism, F = Nucleotide transport and metabolism, G = Carbohydrate transport and metabolism, H = Coenzyme transport and metabolism, I = Lipid metabolism; Q = Secondary metabolites biosynthesis, transport, and catabolism; Poorly characterised proteins – R = General function prediction only, S = Function Unknown, No Related COG = Protein does not match to any COG.  Subcellular location codes: C = cytoplasm, CM = Cytoplasmic Membrane, P = Periplasm, OM = Outer membrane, E = Extracellular, UM = Unknown due to multiple possible locations, U = Unknown.





Expt 3 H34i

		Table 6.15  Quantitation of proteins detected in iTRAQ Experiment Three compared to H34 strain grown under normal conditions

		Protein N		Unused ProtScore		Total ProtScore		% Cov		GI Accession #		Gene name or locus number		Name		Gene name NMB1		NMB Equivalent GI Accession #		NMB Equivalent Name2		COG		Sub-cellular Location		Peptides (95% Conf.)		log NZ98 30%RH: H34i 113:118		log NZ98 22%RH : H34i 114:118		log H34 22%RH :H34i 115:118		log H34 30%RH :H34i 116:118		log NZ98 22%RH :H34i 117:118		log Control 2 :H34i 119:118		log Control 1 :H34i 121:118		P-Value  NZ98 30%RH: H34i 113:118		P-Value NZ98 22%RH : H34i 114:118		P-Value H34 22%RH :H34i 115:118		P-Value H34 30%RH :H34i 116:118		P-Value NZ98 22%RH :H34i 117:118		P-Value Control 2 :H34i 119:118		P-Value Control 1 :H34i 121:118

		1		53.02		53.02		65.5		7225341		tufB		Translation elongation factor Tu [Neisseria meningitidis MC58]		tufB						JE		C		36		-0.016		-0.024		-0.052		-0.044		-0.016		-0.04		-0.012		0.812		0.172		0.002		0.005		0.208		0.044		0.371

		2		43.34		43.34		66.3		270728847		porB		Class 3 outer membrane protein [Neisseria meningitidis]		porB						No related COG		OM		35		-0.464		-1		0.348		0.116		-0.916		0.508		0.4		0.009		0.026		0.028		0.01		0.036		0.003		0.003

		3		37.68		37.68		58.6		7225862		fbpA		Iron(III) ABC transporter, periplasmic binding protein [Neisseria meningitidis MC58]		fbpA						H		P		20		-0.048		-0.016		-0.008		-0.076		-0.06		-0.04		0.028		0.127		0.59		0.954		0.034		0.098		0.76		0.089

		4		32.84		39.31		69.1		516522		porB		Class 3 outer membrane porin [Neisseria meningitidis]		porB						No related COG		OM		30		1.996		1.996		1.996		1.996		1.996		1.996		1.996		0		0.208		0.378		0.652		0.118		0.006		0.005

		5		30.47		30.67		59.3		281336477		porA		Class 1 outer membrane protein [Neisseria meningitidis]		porA						No related COG		OM		23

		6		28.14		28.38		45		325204924		groL		Chaperonin GroL [Neisseria meningitidis M01-240355]		groL						O		C		14		1.944		1.944		-0.004		-0.004		-0.004		-0.004		1.944		0.058		0.058		1		1		1		1		0.019

		7		21.03		21.09		29.4		161869564		NMCC_0579		Phosphate acyltransferase [Neisseria meningitidis 053442]		ptae		385856786		pta gene product [Neisseria meningitidis NZ-05/33]		C		UM		12		-0.128		-0.268		-0.288		-0.324		-0.244		-0.232		-0.296		0.175		0.045		0.03		0.023		0.042		0.024		0.006

		8		20.74		20.74		39.6		7226184		NMB0946		Peroxiredoxin 2 family protein/glutaredoxin [Neisseria meningitidis MC58]		NMB0946						O		U		13		-0.136		-0.252		-0.276		-0.528		-0.256		-0.2		-0.232		0.384		0.451		0.112		0.085		0.25		0.298		0.313

		9		20.61		21		24.5		7226554		tig		Trigger factor [Neisseria meningitidis MC58]		tig						O		C		10		0.232		0.7		0.288		0.4		0.232		-0.44		0.5		0.716		0.114		0.74		0.662		0.452		0.713		0.242

		10		19.89		20.16		29.9		7226199		sucC		Succinyl-CoA synthetase, beta subunit [Neisseria meningitidis MC58]		sucC						C		C		9		0.008		-0.032		0.116		0.068		-0.104		-0.06		-0.052		0.596		0.145		0.618		0.399		0.231		0.39		0.887

		11		19.27		19.27		51.2		60392859		rmpM		Outer membrane protein class 4 - Precursor [Neisseria meningitidis Z2491]		rmpM						M		OM		13		0.856		0.116		0.276		0.42		0.616		0.476		0.12		0.02		0.818		0.789		0.094		0.276		0.155		0.287

		12		18.35		18.8		46.3		7225348		rplL		50S Ribosomal protein L7/L12 [Neisseria meningitidis MC58]		rplL						J		C		9		0.56		0.208		0.408		0.768		-0.044		0.396		0.164		0.11		0.886		0.996		0.018		0.507		0.171		0.487

		13		16.58		16.76		41		325207808		cysK		Cysteine synthase A [Neisseria meningitidis NZ-05/33]		cysK						E		C		10

		14		16.45		16.49		43.9		7226200		sucD		Succinyl-CoA synthetase, alpha subunit [Neisseria meningitidis MC58]		sucD						C		C		9		0.336		-0.668		-0.352		-0.592		-0.016		-0.464		-0.228		0.065		0.238		0.244		0.17		0.97		0.105		0.337

		15		16.41		16.42		56.8		71153153		rplY		50S Ribosomal protein L25; AltName: General stress protein CTC [Neisseria meningitidis Z2491]		rplY						J		C		8		-0.376		0.064		-0.288		-0.512		-0.664		0.128		-0.696		0.195		0.922		0.366		0.108		0.125		0.583		0.108

		16		16.29		16.3		60.8		81783913		rplM		50S Ribosomal protein L13 [Neisseria meningitidis Z2491]		rplM						J		C		9		-0.1		-0.084		0.16		0.024		0.072		-0.152		-0.052		0.671		0.293		0.104		0.588		0.736		0.661		0.642

		17		16.22		16.52		58.7		7225366		rpsC		30S Ribosomal protein S3 [Neisseria meningitidis MC58]		rpsC						J		C		8		0.44		0.16		0.548		-0.116		0.216		0.324		0.252		0.098		0.816		0.836		0.446		0.884		0.183		0.05

		18		16.03		16.03		43.1		4379295				Unnamed protein product [Neisseria meningitidis]		opae		2367647		opacity protein 		M		OM		12		-1.748		-1.576		0.032		0.064		-1.664		-0.76		-0.748		0		0.007		0.335		0.218		0.003		0.343		0.086

		19		15.67		15.76		15.8		7226585		pdhA		Pyruvate dehydrogenase, E1 component [Neisseria meningitidis MC58]		pdhA						C		C		9		-0.28		-0.352		-0.332		0.208		-0.984		-0.764		-0.436		0.33		0.445		0.34		0.593		0.053		0.435		0.88

		20		15.33		15.33		54.9		7225385		rpsD		30S Ribosomal protein S4 [Neisseria meningitidis MC58]		rpsD						J		C		8		-0.068		-0.028		0.2		-0.348		-0.08		-0.116		0.36		0.387		0.448		0.896		0.154		0.421		0.545		0.077

		21		14.83		15.04		79.8		81783919		rpsO		30S Ribosomal protein S15 [Neisseria meningitidis Z2491]		rpsO						J		C		7		0.596		0.036		0.756		0.312		-0.088		0.808		0.124		0.708		0.604		0.895		0.527		0.326		0.164		0.424

		22		14.69		14.69		62.1		7225361		rplD		50S Ribosomal protein L4 [Neisseria meningitidis MC58]		rplD						J		C		7		0.032		-0.532		0.692		-0.592		-0.264		-0.524		0.196		0.695		0.368		0.221		0.472		0.955		0.907		0.341

		23		14.4		15.84		32.5		325127688		dnaK		Chaperone protein DnaK [Neisseria meningitidis N1568]		dnaK						O		C		6		-0.668		-1.004		-0.04		-0.148		-0.476		0.092		-0.068		0.024		0.018		0.353		0.265		0.045		0.654		0.564

		24		14.05		14.47		44.2		7225377		rpsE		30S Ribosomal protein S5 [Neisseria meningitidis MC58]		rpsE						J		C		7		-0.64		-0.04		0.132		-0.392		-0.588		-1.016		-0.536		0.085		0.659		0.756		0.394		0.15		0.016		0.287

		25		13.71		13.98		48.4		313667444		rplB		50S Ribosomal protein L2 [Neisseria lactamica ST-640]		rplBa		15676072				J		C		8		0.14		0.044		0.124		-0.056		0.004		0.008		0.072		0.096		0.533		0.044		0.435		0.134		0.364		0.142

		26		13.51		13.66		22.4		81784821		pnp		Polyribonucleotide nucleotidyltransferase [Neisseria meningitidis MC58]		pnp						F		C		8		0.22		0.248		0.172		0.02		-0.368		-0.252		-0.536		0.817		0.884		0.511		0.008		0.001		0.44		0.143

		27		13.49		13.62		58.7		7225372		rplE		50S Ribosomal protein L5 [Neisseria meningitidis MC58]		rplE						J		C		6		0.552		0.092		0.664		0.232		-0.132		0.468		0.388		0.121		0.355		0.129		0.784		0.443		0.189		0.152

		28		13.34		13.73		71.07438		7225819		rplS		50S Ribosomal protein L19 [Neisseria meningitidis MC58]		rplS						J		C		7		0.84		-0.176		0.912		0.612		0.152		0.476		0.612		0.103		0.272		0.037		0.118		0.348		0.26		0.184

		29		12.57		12.61		34.8		81784175		atpA		ATP synthase subunit alpha [Neisseria meningitidis MC58]		atpA						C		C		7		-0.224		0.112		0.232		0.032		0.064		0.224		0.368		0.279		0.264		0.763		0.812		0.508		0.412		0.21

		30		12.35		12.59		20.3		325207174		fusA		Translation elongation factor G [Neisseria meningitidis NZ-05/33]		fusA						J		C		7		-0.28		-0.08		0.084		-0.08		-0.176		-0.084		0.036		0.286		0.432		0.507		0.61		0.216		0.548		0.942

		31		12.27		12.54		40.1		7227364		rpsB		30S Ribosomal protein S2 [Neisseria meningitidis MC58]		rpsB						J		C		8		0.324		0.396		1.096		0.572		0.012		0.408		-0.288		0.973		0.975		0.009		0.044		0.303		0.207		0.845

		32		11.76		11.95		22		62900657		pilQ		Type IV pilus biogenesis and competence protein pilQ - Precursor		pilQb		15678016				N		OM		5		0.62		-0.528		0.272		-1.144		-1.144		-0.512		0.012		0.309		0.004		0.571		0.001		0		0.053		0.487

		33		10.39		11.12		31.7		296838822		NEIPOLOT_01520		30S Ribosomal protein S1 [Neisseria polysaccharea ATCC 43768]		rpsAa		15677167				J		C		5		-0.568		-0.232		0.404		-0.304		-0.552		-0.332		-0.248		0.174		0.005		0.937		0.346		0.001		0.791		0.067

		34		10.13		10.13		38.3		350571672		rpsF		30S Ribosomal protein S6 [Neisseria wadsworthii 9715]		rpsFf		15677189				J		C		5		0.496		0.124		0.456		-0.1		0		0.772		-0.084		0.025		0.059		0.012		0.01		0.012		0.003		0.952

		35		9.94		10.14		43.9		313667441		rplC		50S Ribosomal protein L3 [Neisseria lactamica ST-640]		rplCa		15676069				J		C		5		-0.04		-0.296		-0.048		-0.536		-0.344		-0.268		-0.252		0.26		0.491		0.303		0.049		0.232		0.204		0.279

		36		9.76		9.97		62.1		254674257		rpsJ		30S Ribosomal protein S10 [Neisseria meningitidis alpha275]		rpsJ						J		C		4		-0.08		-0.068		0.044		-0.008		-0.1		-0.012		-0.044		0.277		0.134		0.367		0.172		0.274		0.33		0.347

		37		9.75		9.91		37.4		7225354		rpsL		30S Ribosomal protein S12 [Neisseria meningitidis MC58]		rpsL						J		C		5		0.728		0.044		0.404		0.364		0.764		0.656		0.636		0.01		0.286		0.707		0.86		0.071		0.06		0.229

		38		9.48		10.61		34.2		7226019		NMB0787		Amino acid ABC transporter, periplasmic [Neisseria meningitidis MC58]		NMB0787						E		P		6		-0.108		-0.656		-0.132		-0.024		-0.556		-0.536		0.232		0.375		0.159		0.582		0.603		0.201		0.698		0.23

		39		9.39		10.05		19.5		349608924		HMPREF1028_00313		Hypothetical protein HMPREF1028_00313 [Neisseria sp. GT4A_CT1]		gutBa		385853705		gutB gene product [Neisseria meningitidis H44/76]		ER		C		6		-1.176		-0.84		-1.2		-1.112		-1.112		-1.244		-0.604		0.189		0.069		0.067		0.082		0.174		0.096		0.12

		40		9.33		11.57		27.6		7225651		ftsZ		Cell division protein FtsZ [Neisseria meningitidis MC58]		ftsZ						D		C		5		-0.336		-0.512		-0.152		-0.648		-0.068		-0.88		-0.464		0.333		0.31		0.317		0.222		0.547		0.08		0.275

		41		9.23		11.3		23.4		7225555		dapD		2,3,4,5-Tetrahydropyridine-2,6-dicarboxylate N-succinyltransferase [Neisseria meningitidis MC58]		dapD						E		C		6		-1.156		-1.6		-0.124		0.06		-0.648		-1.6		-0.388		0.001		0		0.158		0.705		0.001		0.004		0.027

		42		8.92		9.23		63.1		7227318		rpsI		30S Ribosomal protein S9 [Neisseria meningitidis MC58]		rpsI						J		C		4		0.356		0.348		0.652		0.024		0.592		0.268		0.912		0.877		0.858		0.021		0.504		0.95		0.304		0.063

		43		8.89		8.93		56.2		59801191		NGO0777		DNA-binding protein Hu [Neisseria gonorrhoeae FA 1090]		hupBa		15677102		DNA-binding protein HU-beta 		L		C		4		-0.04		-0.252		-0.268		-0.216		-0.784		-0.044		-0.152		0.844		0.679		0.36		0.417		0.171		0.99		0.55

		44		8.65		8.65		31.4		325207146		NMBNZ0533_0109		LysM domain protein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_0109						S		U		4		0.412		0.384		0.548		-0.484		0.172		0.912		0.04		0.875		0.787		0.361		0.247		0.515		0.191		0.581

		45		8.6		8.74		35.9		7225345		rplA		50S Ribosomal protein L1 [Neisseria meningitidis MC58]		rplA						J		C		4		0.344		-0.148		0.616		0.124		0.232		0.38		0.46		0.144		0.327		0.229		0.687		0.704		0.326		0.302

		46		8.36		8.53		45.7		268687512		NGLG_01871		50S Ribosomal protein L16 [Neisseria gonorrhoeae SK-93-1035]		rplPa		15676076				J		C		4		-0.956		-0.976		-0.468		-1.516		-1.268		-0.42		-0.352		0.114		0.102		0.234		0		0.013		0.293		0.553

		47		8.26		8.43		15.3		7226762		ackA-2		Acetate kinase [Neisseria meningitidis MC58]		ackA-2						C		C		4		-1.02		-0.94		-0.628		-1.08		-0.532		-0.988		-1.064		0.001		0.001		0.003		0.001		0.001		0.005		0.011

		48		8.21		8.27		32.1		7227050		NMB1796		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1796						R		C		6		0.156		0.336		-0.068		-0.064		0.132		0.232		-0.004		0.001		0.421		0.336		0.163		0.562		0.767		0.917

		49		8.19		8.26		23.9		325137670		NMBES14902_1683		Oxidoreductase, zinc-binding dehydrogenase family [Neisseria meningitidis ES14902]		adhPa		7225772		alcohol dehydrogenase, propanol-preferring		R		C		4		-0.596		-0.408		-1.26		-0.904		-1.248		-1.068		-0.74		0.132		0.144		0.002		0.036		0.037		0.013		0.075

		50		8.14		8.14		54		325208428		NMBNZ0533_1464		Putative lipoprotein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_1464						No related COG		U		5		1.548		0.192		0.688		0.404		1.04		0.712		0.908		0.047		0.008		0.031		0.836		0.857		0.23		0.234

		51		8.04		8.51		10.6		349575083		rpoB		DNA-directed RNA polymerase subunit beta [Neisseria shayeganii 871]		rpoBb		15676060				K		C		3		-0.088		-0.124		0.208		0.464		-0.604		-0.324		-0.06		0.423		0.468		0.615		0.338		0.169		0.251		0.567

		52		8.04		8.05		80.4		7225364		rpsS		30S Ribosomal protein S19 [Neisseria meningitidis MC58]		rpsS						J		C		4		-0.428		-0.46		-0.38		-0.516		-0.684		-0.392		0.22		0.491		0.464		0.566		0.401		0.39		0.72		0.139

		53		7.93		10.43		15.4		313668612		metE		5-Methyltetrahydropteroyltriglutamate--ho mocysteinemethyltransferase [Neisseria lactamica ST-640]		metEa		385853366		H44/76		E		C		5		-0.32		-0.276		-0.124		-0.144		-0.272		-0.928		-0.364		0.038		0.04		0.424		0.043		0.04		0.133		0.114

		54		7.68		8.08		11.8		59800995		NGO0562		Dihydrolipoamide dehydrogenase [Neisseria gonorrhoeae FA 1090]		lpdA2a		15677210		dihydrolipoamide dehydrogenase (E3 component) 		C		C		4		-1.3		-1.828		-0.696		-0.892		-1.3		-0.492		-1.496		0.044		0		0.212		0.134		0.044		0.664		0.007

		55		7.65		7.87		38		75432353		rplJ		50S Ribosomal protein L10 [Neisseria gonorrhoeae FA 1090]		rplJa		15676058				J		C		4		0.876		0.46		0.972		0.544		1.196		0.372		1.2		0.783		0.57		0.054		0.041		0.135		0.005		0.292

		56		7.51		7.51		23.3		296839464		NEIPOLOT_00792		D-Methionine ABC transporter, periplasmic D-methionine-binding protein [Neisseria polysaccharea ATCC 43768]		GNA1946a		15677776		outer membrane lipoprotein 		R		OM		3		-0.236		-0.896		-0.556		-0.944		-0.548		0.088		-0.116		0.683		0.147		0.269		0.136		0.307		0.927		0.149

		57		7.39		9.85		34.2		325208953		tsf		Translation elongation factor Ts [Neisseria meningitidis NZ-05/33]		tsf						J		C		4		-0.388		0.272		-0.032		0.248		-0.16		0.304		0.184		0.004		0.462		0.761		0.738		0.002		0.202		0.049

		58		7.07		7.12		34.6		7225355		rpsG		30S Ribosomal protein S7 [Neisseria meningitidis MC58]		rpsG						J		C		4		-0.2		0.484		0.78		-0.168		0.16		1.088		0.348		0.356		0.195		0.164		0.522		0.893		0.075		0.344

		59		6.91		6.91		70.1		81857431		rpsQ		30S Ribosomal protein S17 [Neisseria meningitidis Z2491]		rpsQ						J		C		3		0.28		0.048		0.292		0.016		-0.248		0.38		0.156		0.225		0.463		0.944		0.671		0.006		0.335		0.4

		60		6.68		7.08		18.1		7226195		sucB		2-Oxoglutarate dehydrogenase, E2 component, dihydrolipoamide succinyltransferase [Neisseria meningitidis MC58]		sucB						C		C		3		1.484		-0.004		-0.672		0.132		1		0.28		0.248		0.093		0.061		0.02		0.298		0.085		0.143		0.163

		61		6.46		6.46		49.5		7225365		rplV		50S Ribosomal protein L22 [Neisseria meningitidis MC58]		rplV						J		C		3		0.096		-0.708		-0.108		-0.448		0.004		-0.188		-0.084		0.162		0.001		0.004		0.001		0.133		0.051		0.08

		62		6.38		8.52		26		7225384		rpsK		30S Ribosomal protein S11 [Neisseria meningitidis MC58]		rpsK						J		C		4		-0.232		0.208		0.272		-0.448		-0.048		-0.36		0.48		0.005		0.141		0.096		0.004		0.216		0.063		0.059

		63		6.32		6.64		14.4		349610169		HMPREF1028_01502		Phosphoenolpyruvate synthase [Neisseria sp. GT4A_CT1]		ppsAa		15676521				G		C		3		-0.532		-1.488		-0.516		-0.544		-1.076		-0.448		-1.196		0.491		0.15		0.068		0.412		0.334		0.489		0.19

		64		6.26		6.45		30.8		7226024		NMB0791		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis MC58]		NMB0791						O		C		3		-1.952		-1.2		-1.952		-1.952		-1.952		-1.004		-0.652		0.017		0.033		0.017		0.017		0.017		0.325		0.254

		65		6.14		6.4		19.4		325208247		eno		Phosphopyruvate hydratase [Neisseria meningitidis NZ-05/33]		eno						G		C		3		0.308		-0.216		0.144		0.212		-0.232		0.02		0.208		0.123		0.332		0.285		0.005		0.464		0.608		0.186

		66		6.13		6.41		27.2		81784396		fkpA		Probable FKBP-type peptidyl-prolyl cis-trans isomerase fkpA - Precursor [Neisseria meningitidis MC58]		fkpA						O		OM		3		1.94		1.916		-0.004		-0.004		0.976		1.828		0.824		0.045		0.051		1		1		0.051		0.018		0.02

		67		6.08		6.33		24.6		254805899		pilE		Fimbrial protein precursor [Neisseria meningitidis alpha14]		pilE						N		E		3		-1.4		-0.928		0.812		0.1		-1.18		-0.184		0.144		0.114		0.276		0.03		0.157		0.153		0.622		0.691

		68		6		6.47		19.8		350570669		rplF		50S Ribosomal protein L6 [Neisseria wadsworthii 9715]		rplFc		15676084				J		C		3		0.412		-0.388		0.588		-0.252		-0.324		0.236		-0.388		0.101		0.001		0.047		0.005		0.001		0.228		0.015

		69		5.82		5.82		19.1		8163792				Heme oxygenase [Neisseria meningitidis]		hemO						P		U		3		-0.068		0.012		-0.084		-0.68		-0.672		-0.056		-0.72		0.599		0.042		0.297		0.019		0.036		0.636		0.105

		70		5.53		5.66		48		325204319		rplI		Ribosomal protein L9 [Neisseria meningitidis M01-240355]		rplI						J		C		3		0.788		0.64		0.264		0.364		0.736		0.72		0.684		0.005		0.013		0.068		0.007		0.007		0.001		0.001

		71		5.46		5.65		12.5		9910686		glyA		Serine hydroxymethyltransferase [Neisseria meningitidis MC58]		glyA						E		C		3		0.136		-0.528		-0.432		-0.356		0.196		0.224		0		0.378		0.005		0.6		0.606		0.382		0.39		0.49

		72		5.29		7.65		55.5		7225373		rpsN		30S Ribosomal protein S14 [Neisseria meningitidis MC58]		rpsN						J		C		4		-0.592		-1.964		-0.584		-1.964		-1.964		-1.964		-0.664		0.039		0.019		0.344		0.019		0.019		0.059		0.748

		73		5.04		5.3		14.8		254672897		ilvC		Ketol-acid reductoisomerase [Neisseria meningitidis alpha275]		ilvC						EH		C		3		-0.004		0.052		-0.052		-0.124		-0.128		0.076		-0.056		0.516		0.837		0.46		0.358		0.308		0.992		0.361

		74		4.91		5.08		11.1		325128466		aceF		Pyruvate dehydrogenase complex, E2 component [Neisseria meningitidis N1568]		aceF						C		C		2		-0.468		-0.536		-0.724		-1.016		-0.82		-0.3		-0.228		0.39		0.201		0.16		0.176		0.175		0.443		0.804

		75		4.85		5		19.7		81784254		secB		Protein-export protein secB [Neisseria meningitidis MC58]		secB						N		C		2		-0.56		-0.568		-0.448		-0.916		-1.228		-0.476		-0.076		0.357		0.213		0.293		0.213		0.032		0.594		0.813

		76		4.82		4.9		51.4		7225371		rplX		50S Ribosomal protein L24 [Neisseria meningitidis MC58]		rplX						J		C		2		0.228		0.42		0.532		0.24		0.448		0.076		0.296		0.006		0.553		0.023		0.048		0.06		0.204		0.008

		77		4.81		5.09		40.2		296840086		NEIPOLOT_00141		50S Ribosomal protein L14 [Neisseria polysaccharea ATCC 43768]		rplNa		15676079				J		C		2		-0.12		0.008		0.992		0.008		-0.148		-0.148		0.612		0.009		0.437		0.011		0.057		0.745		0.225		0.002

		78		4.73		7.7		11.7		349610720		HMPREF1028_02027		DNA-directed RNA polymerase subunit beta [Neisseria sp. GT4A_CT1]		rpoCa		15676061				J		C		4		0.448		0.864		0.78		0.42		0.8		0.888		0.812		0.77		0.336		0.648		0.776		0.441		0.347		0.435

		79		4.61		4.85		21.9		81857552		atpD		 ATP synthase F1 sector subunit beta [Neisseria meningitidis MC58]		atpD						C		C		2		-0.172		-0.392		-0.156		-0.68		-0.636		-0.356		-0.176		0.026		0.002		0.039		0.002		0.002		0.012		0.049

		80		4.56		4.56		27.6		7225888		nspA		Outer membrane protein NspA [Neisseria meningitidis MC58]		nspA						M		OM		2		0.676		0.432		0.332		-0.652		0.064		0.512		-0.044		0.091		0.006		0.063		0.001		0.005		0.197		0.044

		81		4.52		5.41		78.6		73621630		rplR		50S Ribosomal protein L18 [Neisseria meningitidis MC58]		rplR						J		C		2		-0.624		-0.008		0.288		-1.332		-1.332		-0.664		-0.696		0.004		0.339		0.04		0.001		0.001		0.052		0.045

		82		4.52		4.65		57.9		7226563		rpsR		30S Ribosomal protein S18 [Neisseria meningitidis MC58]		rpsR						J		C		2		0.408		-0.584		-0.092		-0.216		-0.152		-0.74		-0.06		0.022		0.003		0.382		0.434		0.194		0.033		0.029

		83		4.46		4.64		33.9		7225374		rpsH		30S Ribosomal protein S8 [Neisseria meningitidis MC58]		rpsH						J		C		2		1.26		1.236		0.172		-0.004		0.208		0.828		0.852		0.095		0.1		0.055		0.999		0.238		0.04		0.039

		84		4.4		4.49		30.8		81857629		rplW		50S Ribosomal protein L23 [Neisseria meningitidis MC58]		rplW						J		C		2		0.06		0.052		0.064		-0.308		-0.912		-0.128		-0.372		0.004		0.144		0.204		0.003		0.004		0.303		0.161

		85		4.35		4.78		9.9		325144790		NMBM01240013_0765		Cytochrome C biogenesis protein transmembrane region [Neisseria meningitidis M01-240013]		dipZa 		15677372		thiol:disulfide interchange protein 		OC		CM		2		-1.956		-1.956		0.06		-0.04		0.3		-1.956		-1.956		0.019		0.019		0.768		0.866		0.326		0.065		0.065

		86		4.24		4.3		16.1		319639103		HMPREF0604_01484		Spermidine/putrescine ABC transporter [Neisseria mucosa C102]		potD1a		15676373		spermidine/putrescine ABC transporter substrate-binding protein 		E		P		2		1.944		-0.004		-0.004		1.944		-0.004		-0.004		-0.004		0.057		1		1		0.064		1		1		1

		87		4.23		4.23		34.67742		325208946		NMBNZ0533_2030		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33](MC58 adhesin complex protein NMB2095)		NMBNZ0533_2030						No related COG		U		3		-1.332		-0.108		0.604		-0.068		0.028		0.528		0.568		0.017		0.332		0.603		0.795		0.763		0.659		0.729

		88		4.18		4.64		17.3		309380084		NLY_27800		Unnamed protein product [Neisseria lactamica Y92-1009]		gltAa		15676847		type II citrate synthase 		C		C		2		0.076		0.612		-0.984		-0.984		-0.984		-0.984		-0.984		0.554		0.225		0.019		0.019		0.019		0.063		0.063

		89		4.12		4.2		13.1		7226831		hisB		Imidazoleglycerol-phosphate dehydratase [Neisseria meningitidis MC58]		hisB						E		C		3		-0.004		0.576		0.716		-0.004		-0.32		0.524		0.816		0.007		0.03		0.02		0.006		0.007		0.003		0.002

		90		4.1		4.7		18.5		325135737		maeB		Malate dehydrogenase [Neisseria meningitidis M0579]		maeB						C		C		2		0.06		-0.652		-0.108		-1.04		-1.332		-0.7		0.284		0.694		0.348		0.585		0.326		0.018		0.271		0.486

		91		4.04		4.46		4.8		345874192		l11_00850		Type IV-A pilus assembly ATPase PilB [Neisseria weaveri LMG 5135]		pilFc		15676245		type IV pilus assembly protein 		N		C		2

		92		4		4		7.1		9910705		NMB1533		Outer membrane protein H.8 - Precursor [Neisseria meningitidis MC58](azurin)		NMB1533						C		OM		2		-0.08		-0.848		-0.404		0.268		0.016		-0.272		-0.356		0.391		0.018		0.716		0.34		0.228		0.513		0.503

		93		3.91		4.76		39.6		325206878		groS		Chaperonin GroS [Neisseria meningitidis M04-240196]		groS						O		C		2		-1.528		-0.872		-0.136		-0.332		-1.42		-0.6		-0.232		0		0.002		0.178		0.048		0		0.018		0.26

		94		3.66		3.83		39.3		81785148		rplQ		50S Ribosomal protein L17 [Neisseria meningitidis MC58]		rplQ						J		C		1		0.192		0.38		0.312		-0.196		0.452		0.584		0.164		0.783		0.206		0.063		0.074		0.821		0.252		0.394

		95		3.31		3.61		18.2		296840734		NEIPOLOT_00159		Septum site-determining protein MinD [Neisseria polysaccharea ATCC 43768]		minDe		15676098				D		C		2		0.132		-0.172		-0.136		-0.152		-0.168		0.104		0.032		0.271		0.434		0.661		0.46		0.442		0.283		0.126

		96		3.31		3.36		19.4		7226073		NMB0838		Cold-shock domain family protein [Neisseria meningitidis MC58]		NMB0838						K		C		2		1.996		1.996		1.996		1.996		1.996		1.996		1.996		0.425		0.194		0.342		0.399		0.282		0.351		0.282

		97		3.27		3.27		17.7		7225386		rpoA		DNA-directed RNA polymerase, alpha subunit [Neisseria meningitidis MC58]		rpoA						K		C		2

		98		3.15		3.31		53.3		7225545		rpmA		50S Ribosomal protein L27 [Neisseria meningitidis MC58]		rpmA						J		C		1		-0.34		0.096		-0.124		0.436		-0.404		0.016		0.312		0.005		0.051		0.764		0.036		0.001		0.396		0.115

		99		3.01		3.01		72.8		7225822		rpsP		30S Ribosomal protein S16 [Neisseria meningitidis MC58]		rpsP						J		C		2		-0.2		0.288		0.572		0.104		-0.02		0.364		0.032		0.108		0.073		0.01		0.017		0.062		0.012		0.052

		100		2.89		2.89		19		325201239		NMBM01240149_0046		Twitching motility protein PilT [Neisseria meningitidis M01-240149]		pilT						N		C		1		-0.004		1.944		1.944		-0.004		1.944		1.944		1.944		1		0.058		0.057		1		0.055		0.019		0.019

		101		2.41		2.79		41.4		269145163		NEICINOT_04164		30S Ribosomal protein S20 [Neisseria cinerea ATCC 14685]		rpsTa		15676374				J		C		1		-0.008		0.2		0.152		-0.036		-0.056		0.012		0.104		0.59		0.261		0.33		0.568		0.082		0.574		0.421

		102		2.4		2.5		22.8		5051448		opcA		OpcA protein [Neisseria meningitidis]		opcA						M		OM		1		0.808		-0.004		0.904		-0.004		-0.24		0.86		-0.1		0.132		0.051		0.118		0.05		0.217		0.038		0.458

		103		2.38		2.54		7.4		319638154		HMPREF0604_00540		2-Isopropylmalate synthase [Neisseria mucosa C102]		leuAb		161869955		2-isopropylmalate synthase [Neisseria meningitidis 053442]		E		C		1		-0.024		0.06		0.28		0.472		0.252		0.332		0.352		0.925		0.775		0.345		0.218		0.374		0.299		0.283

		104		2.3		24.27		49.2		89276863		porA		Outer membrane protein class 1 [Neisseria meningitidis]		porA						M		OM		20		-1.092		-1.092		0.232		-0.428		-1.092		-0.428		-1.092		0.018		0.018		0.764		0.255		0.018		0.276		0.054

		105		2.29		2.37		34.3		7227209		rpsU		30S Ribosomal protein S21 [Neisseria meningitidis MC58]		rpsU						J		C		1		-0.952		-1.976		-0.432		-1		-0.972		-0.888		-0.88		0.357		0.018		0.037		0.43		0.351		0.114		0.55

		106		2.21		2.92		2.9		325203599		NMBM01240355_0504		Filamentous hemagglutinin family N-terminal domain protein [Neisseria meningitidis M01-240355]		NMBM01240355_0504						M		OM		1

		107		2.17		2.27		16.7		7226853		gpm		Phosphoglycerate mutase [Neisseria meningitidis MC58]		gpm						G		C		1

		108		2.16		2.73		10.8		241760300		NEIFL0001_1617		Translation initiation factor IF-2 [Neisseria flavescens SK114]		infBb		15677492				J		C		1		-0.264		-0.916		-0.788		-0.592		0.112		-0.584		-0.848		0.038		0.035		0.036		0.039		0.52		0.144		0.118

		109		2.15		2.15		10.1		59802286		NGO1977		Hypothetical protein NGO1977 [Neisseria gonorrhoeae FA 1090](H44/76 5-formyltetrahydrofolate cyclo-ligase)		NMBH4476_2044b		385854139		H44/76		H		C		1

		110		2.14		2.16		27.3		7226742		NMB1500		Conserved hypothetical protein [Neisseria meningitidis MC58] (universal stress protein - 100% H44/76 NMH_0265)		NMB1500						T		U		2		0.596		0.796		-0.884		-0.42		0.028		-1.324		0.556		0.869		0.406		0.283		0.331		0.784		0.043		0.929

		111		2.12		4.13		7		161870065		NMCC_1102		Membrane protein [Neisseria meningitidis 053442]		NMCC_1102						No related COG		U		2		0.884		0.944		0.256		0.604		-0.672		0.884		0.584		0.23		0.242		0.339		0.422		0.018		0.248		0.33

		112		2.12		2.88		11		7226819		acnB		Aconitate hydratase 2 [Neisseria meningitidis MC58]		acnB						C		C		1		-0.968		-0.904		-0.904		-0.904		-0.856		-0.972		0.212		0.039		0.04		0.038		0.038		0.039		0.133		0.429

		113		2.12		2.12		11.9		7227062		pilM		PilM protein [Neisseria meningitidis MC58]		pilM						D		UM		1		-0.332		-0.352		-0.332		-0.332		-1		-1		0.304		0.238		0.229		0.686		0.996		0.018		0.054		0.658

		114		2.1		2.45		6.9		349575646		iscS		Cysteine desulfurase [Neisseria shayeganii 871]		nifS/iscSb		15677242				E		C		1		-1.396		-0.492		-0.596		-0.568		-0.416		-0.936		-1.396		0.019		0.038		0.036		0.037		0.039		0.129		0.065

		115		2.09		4.35		13.9		269214092		NEICINOT_04909		Putrescine ABC transporter, periplasmic [Neisseria cinerea ATCC 14685]		potD3e		15677444		spermidine/putrescine ABC transporter substrate-binding protein 		E		UM		2		0.304		-1.616		0.236		0.316		0.14		0.188		0.348		0.306		0.019		0.372		0.294		0.527		0.435		0.27

		116		2.08		2.35		6.3		319639506		HMPREF0604_01879		Hypothetical protein HMPREF0604_01879 [Neisseria mucosa C102]		HMPREF0604_01879						No related COG		C		1		-0.984		-0.984		-0.984		-0.004		-0.008		0.12		-0.092		0.019		0.019		0.019		0.061		0.056		0.384		0.488

		117		2.06		2.96		10.5		294669975		NEIELOOT_01801		Putative TPR repeat protein [Neisseria elongata subsp. glycolytica ATCC 29315]		NEIELOOT_01801						R		E		1

		118		2.05		4.05		14.3		7228911		gna1220		Membrane protein GNA1220 [Neisseria meningitidis]		gna1220						O		OM		2

		119		2.05		2.1		7.3		294668905		NEIELOOT_00819		REVERSED conserved hypothetical protein [Neisseria elongata subsp. glycolytica ATCC 29315]		NEIELOOT_00819										1		-0.556		-0.984		0.484		0.196		0.244		0.14		0.576		0.058		0.02		0.101		0.148		0.126		0.188		0.034

		120		2.04		4.49		17.3		7226193		gltA		Citrate synthase [Neisseria meningitidis MC58]		gltA						C		C		2		-0.552		-0.424		-0.06		-0.948		-0.4		-0.948		-0.556		0.458		0.318		0.22		0.048		0.195		0.068		0.042

		121		2.04		2.25		35		75355451		rpsM		30S Ribosomal protein S13 [Neisseria gonorrhoeae FA 1090]		rpsMa		15676092				J		C		1		1.02		-0.232		1.052		1.088		1.14		1.192		-0.984		0.29		0.449		0.33		0.29		0.253		0.217		0.055

		122		2.04		2.22		8		304388482		lgtA		Lacto-N-neotetraose biosynthesis glycosyl transferase LgtA [Neisseria meningitidis ATCC 13091]		lgtA						M		CM		1

		123		2.04		2.17		5.1		313667534		fabF		3-Oxoacyl-[acyl-carrier-protein] synthase II [Neisseria lactamica ST-640]		fabF-1a		15676145				IQ		C		1		-1.956		0.072		-0.892		-1.956		0.072		-1.956		-1.956		0.018		0.74		0.974		0.018		0.785		0.051		0.051

		124		2.04		2.04		22.2		7227179		fabG-2		3-Oxoacyl-(acyl-carrier-protein) reductase [Neisseria meningitidis MC58]		fabG-2						QRI		C		1		-1.956		-1.956		-0.376		-1.956		-1.956		-1.956		0.048		0.018		0.018		0.273		0.018		0.018		0.052		0.817

		125		2.03		2.03		42.9		7225542		rpmB		50S Ribosomal protein L28 [Neisseria meningitidis MC58]		rpmB						J		C		1		0.076		0.252		-1.412		-0.416		-1.768		-1.768		-0.44		0.568		0.366		0.035		0.819		0.019		0.06		0.736

		126		2.02		2.33		5		268594039		NGBG_00330		Pilus-associated protein [Neisseria gonorrhoeae 35/02]		pilC1d		2073458		pilC1 		N		OM		1

		1 = Gene name equivalent to serogroup B Neisseria meningitidis (NMB) as per BLAST search; 2 = The equivalent NMB protein name, which is MC58 unless otherwise stated and is the same protein name as original unless otherwise stated.  Cells highlighted in yellow indicate greater than 1.8-fold increase in expression.  Blue cells indicate expression less than 0.2-fold.  Green cells indicate a significance of greater than 95%. Lilac cells indicate a significance between 90% and 94.99% confidence.  Empty ratio cells indicate that insufficient quantitation data was obtained for that protein.  The shared measure of identity of the equivalent NMB protein with the non-meningococcal protein is given in the ‘Gene Name NMB’ column using superscript letters.  Coverage (C) and identity (ID) is represented %C/%ID.  If not otherwise stated coverage is 100%.  A=95-100%ID, b=85-94%ID, c=75-84%ID, d=65-74%ID, e=90-100%/90-100%, f=89%/96%.  COG function codes: Information, storage and processing – J = Translation, ribosomal structure and biogenesis, K = Transcription, L = DNA replication, recombination and repair; Cellular processes – D = Cell division and chromosome partitioning, M = Cell envelope biogenesis, outer membrane, N = Cell motility and secretion, O = Posttranslational modification, protein turnover, chaperones, P = Inorganic ion transport and metabolism, T = signal transduction mechanisms; Metabolism – C = Energy production and conversion, E = Amino acid transport and metabolism, F = Nucleotide transport and metabolism, G = Carbohydrate transport and metabolism, H = Coenzyme transport and metabolism, I = Lipid metabolism; Q = Secondary metabolites biosynthesis, transport, and catabolism; Poorly characterised proteins – R = General function prediction only, S = Function Unknown, No Related COG = Protein does not match to any COG.  Subcellular location codes: C = cytoplasm, CM = Cytoplasmic Membrane, P = Periplasm, OM = Outer membrane, E = Extracellular, UM = Unknown due to multiple possible locations, U = Unknown
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		Supplementary Table   Quantitation of proteins detected in iTRAQ Experiments One and Two. Comparisons with  NZ98/254 (NZ98i) strain grown under standard conditions.

		Protein N		Unused Prot Score		Total Prot Score		% Cov		GI Accession #		Gene name or locus number		Protein Name [Species & Strain]		Gene name NMB1		NMB Equivalent GI Accession #		NMB Equivalent Protein Name2		COG		Sub-cellular Location		Peptides (95%)		log H34 22% RH :NZ98i 114:113		log H34 30% RH :NZ98i 115:113		log NZ98 22% RH :NZ98i 116:113		log H34i: NZ98i 117:113		log Control 2 :NZ98i 118:113		log Control 1 :NZ98i 119:113		log NZ98 30% RH :NZ98i 121:113		P-Value H34 22% RH :NZ98i 114:113		P-Value H34 30% RH :NZ98i 115:113		P-Value NZ98 22% RH :NZ98i 116:113		P-Value H34i: NZ98i 117:113		P-Value Control 2:NZ98i 118:113		P-Value Control 1 :NZ98i 119:113		P-Value NZ98 30% RH :NZ98i 121:113

		164		3.55		3.82		26		325198321		accA		Acetyl-CoA carboxylase, carboxyl transferase, alpha subunit [Neisseria meningitidis G2136]		accA						I		C		2		-0.076		-1.068		-0.052		-0.08		-0.14		-0.524		-1.332		0.293		0.038		0.658		0.474		0.255		0.326		0.009

		185		2.05		2.05		5.2		325135640		accC		Acetyl-CoA carboxylase, biotin carboxylase [Neisseria meningitidis M0579]		accC						I		C		1		-0.5		-1.956		0.112		-0.392		-0.304		-0.06		0.06		0.211		0.054		0.617		0.262		0.329		0.799		0.77

		158		3.83		3.9		11.7		325201499		accC		Acetyl-CoA carboxylase, biotin carboxylase [Neisseria meningitidis M01-240149]		accC						I		C		2		-0.236		0.14		-0.14		0.644		0.056		0.076		-0.744		0.007		0.489		0.004		0.003		0.006		0.004		0.188

		14		25.98		25.98		29.2		325204336		aceE		Pyruvate dehydrogenase, homodimeric type [Neisseria meningitidis M01-240355]		aceE						C		C		16		-0.064		-0.104		-0.176		-0.048		-0.092		-0.2		-0.26		0.33		0.559		0.399		0.739		0.282		0.755		0.441

		34		18.31		19.13		27.8		325208300		aceF		Pyruvate dehydrogenase complex, E2 component, dihydrolipoamide acetyltransferase [Neisseria meningitidis NZ-05/33]		aceF						C		C		9		-0.016		-0.044		-0.252		0.008		-0.148		0.036		0.136		0.764		0.83		0.748		0.628		0.942		0.597		0.582

		60		13.4		14.34		25.7		297250485		NEIPOLOT_01458		Dihydrolipoyllysine-residue acetyltransferase E2 component of pyruvate dehydrogenase complex [Neisseria polysaccharea ATCC 43768]		aceFe		15677208		Dihydrolipoamide acetyltransferase		C		C		7		0.016		0.16		-0.156		0.12		-0.02		-0.316		-0.792		0.455		0.53		0.502		0.331		0.332		0.447		0.928

		97		8.42		10.93		37.5		325208457		NMBNZ0533_1494		Propionate/acetate kinase [Neisseria meningitidis NZ-05/33]		ackA1a		121635189		Acetate kinase [Neisseria meningitidis FAM18]		C		C		8		-0.692		-0.18		-0.26		0.08		-0.024		-0.068		-1.096		0.807		0.627		0.663		0.627		0.777		0.837		0.893

		63		11.01		11.86		26.2		313668098		ackA1		Acetate kinase [Neisseria lactamica ST-640]		ackA2e		15677371				C		C		5		-0.728		-0.68		-0.268		-0.212		-0.42		-0.536		-0.52		0.023		0.091		0.069		0.377		0.075		0.155		0.081

		56		14.45		15.03		25.2		7226819		acnB		Aconitate hydratase 2 [Neisseria meningitidis MC58]		acnB						C		C		6		-0.544		-0.192		-0.108		0.316		-0.092		-0.272		-1.108		0.052		0.421		0.456		0.066		0.333		0.444		0.009

		77		9.22		10.24		19.2		254805327		acnB		Aconitate hydratase 2 [Neisseria meningitidis alpha14]		acnB						C		C		4		-0.628		-0.816		0.336		0.388		-0.64		-0.172		0.384		0.982		0.851		0.591		0.521		0.153		0.835		0.362

		154		4		27.83		55.2		261393083		NMV_1879		Putative alcohol dehydrogenase (ADH-HT) [Neisseria meningitidis 8013]		adhAa		121634341		Alcohol dehydrogenase [Neisseria meningitidis FAM18]		R		C		17		-0.768		-0.896		-0.772		0.028		-0.02		-0.66		-1.08		0.313		0.227		0.321		0.791		0.938		0.469		0.397

		16		25.46		25.46		43.4		7225772		adhP		Alcohol dehydrogenase, propanol-preferring [Neisseria meningitidis MC58]		adhP						R		C		14		-0.344		-0.336		-0.092		0.136		0.328		0.248		-0.392		0.059		0.837		0.471		0.228		0.241		0.654		0.01

		162		3.67		6.5		17.8		325208526		alaS		Alanyl-tRNA synthetase [Neisseria meningitidis NZ-05/33]		alaS						J		C		2		-0.128		-0.096		-0.068		0.912		0.904		0.904		0.416		0.376		0.472		0.579		0.036		0.037		0.039		0.124

		203		2		2.66		8		350571558		alr		Alanine racemase [Neisseria wadsworthii 9715]		alrd		15677500				M		C		1

		187		2.04		2.62		8.3		349609651		HMPREF1028_01004		Bis(5'-nucleosyl)-tetraphosphatase, symmetrical [Neisseria sp. GT4A_CT1]		apaHc		161869599		Diadenosine tetraphospha-tase [Neisseria meningitidis 053442]		T		C		1		-0.004		-0.004		1.944		1.944		1.944		1.944		-0.004		1		1		0.018		0.019		0.019		0.018		1

		166		2.13		2.28		12.7		296837902		NEIPOLOT_02370		Ornithine carbamoyltransferase [Neisseria polysaccharea ATCC 43768]		argFa		15677423				E		C		1		-0.528		-0.308		-0.468		-0.056		-0.072		-0.08		-0.224		0.107		0.253		0.122		0.778		0.714		0.68		0.344

		183		2.53		4.39		18.9		325128778		aspS		Aspartyl-tRNA synthetase [Neisseria meningitidis N1568]		aspS						J		C		2		-0.076		-0.096		0.092		-0.564		0.132		0.064		-0.76		0.531		0.871		0.245		0.792		0.572		0.394		0.47

		157		2.25		2.56		12.3		349574043		aspS		Aspartate-tRNA ligase [Neisseria shayeganii 871]		aspSe		15676377				J		C		1		1.688		0.396		1.324		1.028		-0.004		0.664		1.324		0.001		0.048		0.001		0.028		0.206		0.035		0.001

		14		30.85		31.07		35.2		81784175		atpA		ATP synthase subunit alpha; [Neisseria meningitidis MC58]		atpA						C		C		17		0.068		-0.076		-0.068		0.04		0.04		-0.048		-0.756		0.232		0.375		0.536		0.205		0.455		0.736		0.006

		13		26.38		26.69		41.2		325199027		atpA		ATP synthase F1, alpha subunit [Neisseria meningitidis G2136]		atpA						C		C		14		0.028		0.176		0.152		0.116		0.156		0.064		0.052		0.19		0.191		0.045		0.125		0.057		0.302		0.07

		37		17.07		17.62		35.9		81857552		atpD		ATP synthase subunit beta; AltName: ATP synthase F1 sector subunit beta; AltName: F-ATPase subunit beta [Neisseria meningitidis MC58]		atpD						C		C		11		0.016		0.056		-0.004		0.028		0.028		0.036		0.092		0.218		0.107		0.194		0.162		0.238		0.121		0.148

		58		11.86		11.86		33.3		325208471		azu		Azurin [Neisseria meningitidis NZ-05/33]		azu						C		OM		6		-0.296		0.28		0.472		0.048		-0.136		-0.296		0.544		0.84		0.555		0.342		0.448		0.076		0.038		0.323

		119		6.1		6.88		17.6		340361016		carA		Carbamoyl-phosphate synthase, small subunit [Neisseria macacae ATCC 33926]		carAa		15677684				EF		C		3		0.188		-0.796		-0.148		0.428		-0.492		0.072		-1.044		0.908		0.192		0.827		0.412		0.574		0.853		0.231

		190		2.04		2.21		9.3		343968646		l13_05740		Carbamoyl-phosphate synthase, small subunit [Neisseria weaveri ATCC 51223]		carAc		15677684				EF		C		1		1.184		0.956		-0.216		1.192		0.284		1.212		1.208		0.284		0.224		0.061		0.232		0.82		0.194		0.204

		127		5.44		7.07		13.2		284797755		NEISUBOT_03099		Carbamoyl-phosphate synthase, large subunit [Neisseria subflava NJ9703]		carBe		15677690				EF		C		4		0.464		0.192		0.016		0.376		0.176		-0.168		-0.816		0.505		0.664		0.848		0.565		0.706		0.874		0.083

		178		2.07		2.07		6.5		329118596		fba		Fructose-bisphosphate aldolase [Neisseria bacilliformis ATCC BAA-1200]		cbbAe		15677704				G		C		1		1.944		1.944		1.944		-0.004		1.944		1.944		1.944		0.018		0.018		0.018		1		0.018		0.018		0.018

		153		4.05		4.87		12.1		319410970		ccoP		Cytochrome c oxidase polypeptide III [Neisseria meningitidis WUE 2594]		ccoP						C		U		2		0.74		0.444		0.068		0.228		0.544		0.02		-0.908		0.003		0.004		0.007		0.006		0.003		0.007		0.057

		182		2.57		4.1		12.1		7226713		clpB		ClpB protein [Neisseria meningitidis MC58]		clpB						O		C		3		1.212		0.108		0.088		0.656		0.656		0.536		0.24		0.001		0.293		0.341		0.001		0.001		0.04		0.144

		174		2.95		3.17		14		317164409		clpX		ATP-dependent protease ATP-binding subunit ClpX [Neisseria gonorrhoeae TCDC-NG08107]		clpXe		15677237				O		C		1		-0.984		0.512		0.116		0.44		0.468		0.088		-0.984		0.07		0.035		0.265		0.036		0.035		0.323		0.07

		24		23.39		23.72		49.4		81707226		cysK		Cysteine synthase; AltName: Full=O-acetylserine (thiol)-lyase; AltName: Full=O-acetylserine sulfhydrylase [Neisseria meningitidis MC58]		cysK						E		C		14		-0.476		-0.348		-0.724		0.188		-0.404		-0.32		-0.48		0.004		0.083		0		0.113		0.016		0.095		0.016

		176		2.08		2.16		13		325203322		dapB		Dihydrodipicolinate reductase [Neisseria meningitidis M01-240355]		dapB						E		C		1		-0.068		0.036		0.004		-0.136		-0.036		-0.256		-0.056		0.769		0.853		0.965		0.576		0.887		0.377		0.811

		140		4.39		4.82		35.3		349610811		HMPREF1028_02110		Dihydrodipicolinate reductase [Neisseria sp. GT4A_CT1]		dapBb		15676130				E		C		2		-1.044		-0.88		-1.608		-0.116		-0.328		-0.34		-1.608		0.086		0.111		0.054		0.537		0.437		0.411		0.054

		129		5.22		5.37		29.7		7225555		dapD		2,3,4,5-Tetrahydropyridine-2,6-dicarboxylate N-succinyltransferase [Neisseria meningitidis MC58]		dapD						E		C		3		-0.732		-0.276		-0.208		0.176		-0.56		-0.076		-1.304		0.098		0.99		0.504		0.694		0.112		0.868		0.007

		96		6.68		6.93		18.7		317165045		dapD		2,3,4,5-Tetrahydropyridine-2,6-carboxylate N-succinyltransferase [Neisseria gonorrhoeae TCDC-NG08107]		dapDf		15676250				E		C		3		0.056		0.06		0.072		0.06		0.044		0.052		0.068		0.052		0.1		0.057		0.104		0.347		0.101		0.124

		168		3.44		3.46		23.4		349610696		HMPREF1028_02004		Peptide deformylase [Neisseria sp. GT4A_CT1]		defa		15676038				J		C		2		-0.604		0.316		-0.752		-0.688		0.236		-0.148		-1.332		0.108		0.425		0.096		0.129		0.565		0.436		0.059

		164		2.14		2.4		8.5		313668097		NLA_7600		Disulphide isomerase [Neisseria lactamica ST-640]		dipZe		15677372		Thiol:disulfide interchange protein		OC		CM		1		1.944		1.944		1.944		1.936		1.944		1.944		1.944		0.019		0.018		0.018		0.02		0.019		0.019		0.019

		83		10.2		11.69		18.8		325204497		NMBM01240355_1442		Cytochrome C biogenesis protein transmembrane region [Neisseria meningitidis M01-240355]		dipZe		15677372		Thiol:disulfide interchange protein		OC		CM		6		0.604		0.916		-0.472		-0.532		0.564		0.304		-0.884		0.297		0.221		0.493		0.499		0.296		0.301		0.283

		207		2		2.1		6		59801289		NGO0890		D-Lactate dehydrogenase [Neisseria gonorrhoeae FA 1090]		dlda		15676888				C		CM		1		0.18		-1.956		-1.956		0.24		0.284		-1.956		-1.956		0.475		0.076		0.076		0.387		0.339		0.076		0.076

		10		39		39.11		50.8		325127688		dnaK		Chaperone protein DnaK [Neisseria meningitidis N1568]		dnaK						O		C		24		-0.024		-0.06		0.052		0.232		-0.004		-0.004		-0.752		0.153		0.208		0.133		0.074		0.081		0.162		0.772

		17		24.97		25.23		44.2		325206596		dnaK		Chaperone protein DnaK [Neisseria meningitidis M04-240196]		dnaK						O		C		14		-0.004		1.944		-0.004		-0.004		1.944		-0.004		-0.004		1		0.021		1		1		0.021		1		1

		200		2		20.87		43.6		325207597		dnaK		Chaperone protein DnaK [Neisseria meningitidis NZ-05/33]		dnaK						O		C		11		-0.004		-0.004		-0.004		-0.004		1.932		-0.004		1.944		1		1		1		1		0.019		1		0.019

		181		2.63		2.82		31.2		7225518		dsbA		Thiol:disulfide interchange protein DsbA [Neisseria meningitidis MC58]		dsbA						OC		P		2		-0.544		0.164		-1.24		-0.608		0.192		-0.5		-1.972		0.934		0.509		0.106		0.548		0.378		0.143		0.058

		205		2		2.12		6.5		269209769		dsbA		DsbA thioredoxin domain protein [Neisseria lactamica ATCC 23970]		dsbA1a		15676202		thiol:disulfide interchange protein DsbA		OC		P		1		-0.244		-0.076		-0.148		-0.092		-1.956		-0.104		0.06		0.392		0.748		0.555		0.693		0.053		0.662		0.773

		206		2		2.12		8.2		225075353		NEIFLAOT_00358		Hypothetical protein NEIFLAOT_00358 [Neisseria flavescens NRL30031/H210]		dsbA2e		15676216		thiol:disulfide interchange protein DsbA 		OC		P		1		0.396		1.616		1.472		0		0.392		0.644		1.144		0.497		0.112		0.132		0.911		0.372		0.256		0.127

		118		4.29		4.38		19.2		325207593		NMBNZ0533_0588		Putative thiol:disulfide interchange protein DsbC [Neisseria meningitidis NZ-05/33]		dsbC						O		P		2		0.42		0.48		0.092		-0.068		-0.004		0.48		0.432		0.005		0.003		0.008		0.379		0.437		0.003		0.006

		106		7.7		7.76		26.9		7226175		efp		Elongation factor P (EF-P) [Neisseria meningitidis MC58]		efp						J		C		4		-0.324		-0.408		-0.84		0.196		-0.424		-0.084		-0.944		0.791		0.654		0.802		0.496		0.8		0.613		0.244

		52		12.64		13.51		27.1		325208247		eno		Phosphopyruvate hydratase [Neisseria meningitidis NZ-05/33]		eno						G		C		6		-0.068		-0.08		-0.428		-0.06		-0.392		0.036		0.02		0.604		0.71		0.108		0.874		0.289		0.585		0.866

		38		19.23		21.68		34.8		241760002		eno		Phosphopyruvate hydratase [Neisseria flavescens SK114]		enoa		15677152				G		C		10		-0.124		0		-0.176		0.192		-0.244		0.052		-0.66		0.412		0.443		0.247		0.124		0.408		0.415		0.394

		186		2.45		2.56		10.1		325205306		fabF		3-Oxoacyl-(acyl-carrier-protein) synthase II [Neisseria meningitidis M04-240196]		fabF						IQ		C		2		-0.672		-0.452		-0.524		-1.26		-0.792		-0.104		-0.928		0.086		0.114		0.102		0.083		0.216		0.724		0.18

		105		7.76		7.78		39.5		325135513		fabG		3-Oxoacyl-(acyl-carrier-protein) reductase [Neisseria meningitidis M0579]		fabG						QR		C		4		0.088		-0.04		0.14		0.176		0.388		-0.364		1.068		0.655		0.53		0.996		0.551		0.324		0.802		0.012

		132		4.13		4.18		19.8		7227179		fabG-2		3-Oxoacyl-(acyl-carrier-protein) reductase [Neisseria meningitidis MC58]		fabG-2						I		C		3		-0.984		0.168		0.28		0.316		0.136		0.432		0.276		0.089		0.174		0.038		0.037		0.204		0.035		0.038

		180		2.69		2.94		20		288575854		NEIMUCOT_05113		Enoyl-[acyl-carrier-protein] reductase [Neisseria mucosa ATCC 25996]		fabIg		15676251		Enoyl-(acyl carrier protein) reductase 		I		C		2		-1.364		-1.34		-0.628		-0.092		-0.696		-0.108		-1.848		0.149		0.159		0.501		0.734		0.327		0.702		0.046

		6		41.37		41.37		58.9		7225862		fbpA		Iron(III) ABC transporter, periplasmic binding protein [Neisseria meningitidis MC58]		fbpA						H		P		20		-0.152		-0.232		-0.176		0.236		-0.128		-0.088		-0.184		0.584		0.588		0.867		0.219		0.697		0.74		0.609

		162		2.17		2.18		11.8		269144630		NEICINOT_04798		Cytochrome c oxidase, Cbb3-type, subunit II [Neisseria cinerea ATCC 14685]		fixOa		15677570		Cbb3-type cytochrome c oxidase subunit II		C		C		1		-0.004		-0.004		0.98		0.764		-0.104		0.856		0.048		0.076		0.077		0.038		0.042		0.453		0.04		0.647

		199		2		20.95		47.8		81784396		fkpA		Probable FKBP-type peptidyl-prolyl cis-trans isomerase fkpA; AltName: Rotamase; Flags: Precursor [Neisseria meningitidis MC58]		fkpA						O		OM		13

		183		2.05		2.27		12.4		59801114		NGO0687		Ferredoxin-NADP reductase [Neisseria gonorrhoeae FA 1090]		fpr-1a		15676930				C		C		1		-0.004		1.944		1.944		-0.004		-0.004		-0.004		-0.004		1		0.02		0.019		1		1		1		1

		150		4.09		4.14		16.3		269144859		NEICINOT_04548		Ferredoxin--NADP(+) reductase [Neisseria cinerea ATCC 14685]		fpr-1a		15676930				C		C		2		0.24		0.408		-0.98		0.36		0.028		-0.316		-0.98		0.042		0.038		0.055		0.04		0.04		0.054		0.055

		179		2.06		2.99		6.9		345875089		l11_09690		Ferric enterobactin receptor [Neisseria weaveri LMG 5135]		frpBr		15677816		Iron-regulated outer membrane protein FrpB 		P		OM		1

		125		5.55		7.71		39.5		7225406		frr		Ribosome recycling factor [Neisseria meningitidis MC58]		frr						J		C		4		0.176		0.008		-0.512		-0.472		-0.244		-0.3		-1.144		0.819		0.288		0.195		0.234		0.71		0.304		0.11

		115		4.49		5.01		39.9		316985712		frr		Ribosome recycling factor [Neisseria meningitidis H44/76]		frr						J		C		2		-0.208		-0.212		0.136		-0.028		-0.324		-0.244		-0.172		0.054		0.45		0.366		0.167		0.055		0.057		0.082

		165		2.13		2.92		19.7		345876289		l11_21520		Cell division ATP-binding protein FtsE [Neisseria weaveri LMG 5135]		ftsE		15675955				D		CM		1		1.944		1.944		1.944		1.944		1.944		1.944		1.944		0.018		0.018		0.018		0.018		0.018		0.018		0.018

		142		3.44		4.54		9.6		293399469		NGNG_01453		Cell division protease FtsH [Neisseria gonorrhoeae F62]		ftsHa		15676696				D		CM		2		0.432		0.78		1.08		0.664		0.436		0.62		0.968		0.491		0.348		0.224		0.263		0.326		0.262		0.22

		181		2.05		2.97		9.7		296838806		ftsK		DNA translocase FtsK [Neisseria polysaccharea ATCC 43768]		ftsK-2b		15677180		Cell division protein FtsK 		D		CM		1		-0.076		-0.192		-0.116		-1.956		-0.096		-0.12		-0.152		0.744		0.468		0.624		0.047		0.686		0.614		0.546

		101		6.22		6.3		18.1		7225651		ftsZ		Cell division protein FtsZ [Neisseria meningitidis MC58]		ftsZ						D		C		3		0.156		-0.392		0.4		0.32		0.472		-0.296		0.38		0.358		0.015		0.245		0.358		0.242		0.136		0.225

		151		4.08		4.08		23.1		319411311		fur		Ferric uptake regulation protein Ferric uptake regulator [Neisseria meningitidis WUE 2594]		fur						P		C		2		-0.58		-0.176		-0.212		0.884		0.564		-0.14		-0.98		0.011		0.017		0.017		0.071		0.316		0.038		0.005

		5		41.76		42.68		42.1		7225356		fusA		Elongation factor G (EF-G) [Neisseria meningitidis MC58]		fusA						J		C		23		-0.036		-0.008		-0.032		-0.048		-0.024		-0.024		-0.012		0.309		0.33		0.569		0.665		0.613		0.387		0.185

		165		3.53		4.4		8.8		325208598		gcvP		Glycine dehydrogenase [Neisseria meningitidis NZ-05/33]		gcvP						E		C		2		-0.984		-0.004		-0.984		-0.004		0.08		-0.984		-0.984		0.065		0.051		0.065		0.053		0.507		0.065		0.065

		145		3.14		3.52		20.5		7225802		gcvT		Glycine cleavage system T protein [Neisseria meningitidis MC58]		gcvT						E		UM		2		-1.268		-1.04		-0.2		-0.816		-0.24		-0.984		-0.12		0.048		0.074		0.531		0.107		0.074		0.108		0.24

		147		4.14		4.8		16.1		308388760		gcvT		Glycine cleavage system aminomethyltransferase T [Neisseria meningitidis alpha710]		gcvT						E		UM		2		-0.532		-0.172		0.42		0.264		-0.056		-0.148		-1.576		0.006		0.013		0.004		0.005		0.004		0.004		0.041

		109		5.29		5.47		11.00%		7226965		gdhA		Glutamate dehydrogenase, NADP-specific [Neisseria meningitidis MC58]		gdhA						E		UM		3		0.584		0.172		-0.732		-0.608		0.024		-0.652		-0.08		0.004		0.008		0.105		0.107		0.008		0.03		0.008

		130		4.99		5.2		20.9		254805253		gdhA1		Glutamate dehydrogenase [Neisseria meningitidis alpha14]		gdhA1						E		UM		3		-1.068		-0.092		-1.06		-0.292		-0.284		-0.664		-0.72		0.061		0.992		0.025		0.625		0.862		0.027		0.116

		113		6.68		6.9		17.3		269144731		NEICINOT_04777		Glutamate dehydrogenase [Neisseria cinerea ATCC 14685]		gdhAa		15677557				E		UM		4		0.568		0.48		0.596		0.42		0.7		0.54		-0.7		0.359		0.439		0.37		0.477		0.316		0.349		0.14

		Protein N		Unused Prot Score		Total Prot Score		% Cov		GI Accession #		Gene name or locus number		Name		Gene name NMB1		NMB Equivalent GI Accession #		NMB Equivalent Name2		COG		Sub-cellular Location		Peptides (95% Conf.)		log H34 22% RH :NZ98i 114:113		log H34 30% RH :NZ98i 115:113		log NZ98 22% RH :NZ98i 116:113		log H34i: NZ98i 117:113		log Control 2:NZ98i 118:113		log Control 1 :NZ98i 119:113		log NZ98 30% RH :NZ98i 121:113		P-Value H34 22% RH :NZ98i 114:113		P-Value  H34 30% RH :NZ98i 115:113		P-Value NZ98 22% RH :NZ98i 116:113		P-Value H34i: NZ98i 117:113		P-Value Control 2:NZ98i 118:113		P-Value Control 1 :NZ98i 119:113		P-Value NZ98 30% RH :NZ98i 121:113

		84		8.28		8.77		18.6		1785912		glnA		Glutamine synthetase [Neisseria meningitidis]		glnA						E		C		4		0.04		-0.068		-0.56		0.04		-0.028		-0.072		-0.156		0.052		0.616		0.778		0.438		0.654		0.509		0.028

		160		3.76		4.26		17		325208815		glnA		Glutamine synthetase, type I [Neisseria meningitidis NZ-05/33]		glnA						E		C		2		0.004		0.36		0.38		0.332		0.328		0.108		0.096		0.64		0.368		0.169		0.365		0.358		0.38		0.007

		135		4.03		4.1		26.1		7225560		gloA		Lactoylglutathione lyase [Neisseria meningitidis MC58]		gloA						E		C		2		-0.04		-0.424		-0.396		0.324		-0.268		-0.524		-0.12		0.614		0.532		0.676		0.291		0.423		0.282		0.716

		170		3.37		3.44		23.2		268604447		NGHG_02090		Lactoylglutathione lyase [Neisseria gonorrhoeae PID1]		gloAe		15676255				E		C		3		-0.468		-0.236		-0.068		0.072		-0.012		-0.42		-1.708		0.334		0.223		0.494		0.43		0.854		0.486		0.015

		98		6.39		6.86		23		7226193		gltA		Citrate synthase [Neisseria meningitidis MC58]		gltA						C		C		3		0.472		0.64		0.104		0.576		0.476		0.296		0.284		0.119		0.242		0.005		0.242		0.074		0.364		0.266

		134		4.04		4.52		20		325208418		gluD		NAD-specific glutamate dehydrogenase [Neisseria meningitidis NZ-05/33]		gluD						E		C		2		0.256		0.416		0.664		0.616		-0.232		-0.232		0.368		0.018		0.008		0.729		0.004		0.028		0.023		0.009

		47		13.89		16.51		26.4		7226295		glyA		Serine hydroxymethyltransferase [Neisseria meningitidis MC58]		glyA						E		C		8		0.376		0.384		0.888		0.164		0.8		0.732		0.464		0.367		0.418		0.177		0.741		0.178		0.204		0.225

		69		11.85		14.19		30.1		9910686		glyA		Serine hydroxymethyltransferase [Neisseria meningitidis MC58]		glyA						E		C		7		-0.12		-0.388		-0.048		0.2		0.016		-0.164		-0.54		0.544		0.261		0.268		0.694		0.71		0.977		0.959

		110		5.27		5.42		21		7228909		gna1220		Membrane protein GNA1220 [Neisseria meningitidis]		gna1220						O		OM		2		0.676		0.8		0.984		1.156		0.78		0.992		1.144		0.009		0.003		0.003		0.002		0.333		0.003		0.002				this is correct expt 1

		72		10.36		10.45		30.3		7228848		gna1946		Outer membrane lipoprotein GNA1946 [Neisseria meningitidis]		gna1946						R		OM		5		0.028		0.264		0.04		0.9		0.28		0.54		0.364		0.779		0.38		0.751		0.098		0.497		0.234		0.472

		128		5.23		5.31		37.6		325136526		greA		Transcription elongation factor greA [Neisseria meningitidis M0579]		greA						K		C		3		0.028		-0.036		0.02		0.116		0.148		-0.004		-0.984		0.622		0.593		0.675		0.045		0.046		0.995		0.065

		7		39.01		39.02		53.3		254672968		groEL		60 kDa Chaperonin [Neisseria meningitidis alpha275]		groEL						O		C		18		0.444		0.492		0.068		0.22		0.064		-0.66		0.172		0.032		0.032		0.138		0.078		0.144		0.041		0.088

		197		2		37.78		53.3		325207370		groL		Chaperonin GroL [Neisseria meningitidis NZ-05/33]		groL						O		C		18		-1.956		-1.956		-1.956		-1.956		-0.544		-1.956		-1.956		0.052		0.052		0.052		0.052		0.194		0.052		0.052

		61		11.27		12.66		55.2		325207369		groS		Chaperonin GroS [Neisseria meningitidis NZ-05/33]		groS						O		C		7		-0.156		0.096		-0.568		0.424		-0.164		0.204		-0.484		0.329		0.617		0.717		0.596		0.89		0.899		0.901

		175		2.9		3.16		24.5		313668953		grpE		Heat shock protein [Neisseria lactamica ST-640]		grpEa		15676466				O		C		2		-0.024		-0.412		-0.668		-0.216		-0.616		-0.072		-0.812		0.958		0.148		0.254		0.903		0.104		0.785		0.194

		190		2.34		2.47		10.9		269144852		NEICINOT_04541		Glutamate--cysteine ligase [Neisseria cinerea ATCC 14685]		gshAa		15676924				H		C		1		0.56		-0.936		1.096		0.064		-0.2		0.888		0.456		0.042		0.062		0.034		0.545		0.232		0.039		0.11

		144		4.24		4.43		24		7226438		guaB		IMP dehydrogenase [Neisseria meningitidis MC58]		guaB						F		C		2		-0.324		-0.352		-0.468		-0.308		0.584		0.152		-0.072		0.635		0.41		0.105		0.044		0.035		0.037		0.111

		169		2.1		2.29		14.6		298368391		HMPREF9016_00054		Inosine-5'-monophosphate dehydrogenase [Neisseria sp. oral taxon 014 str. F0314]		guaBb		15677074				F		C		1		-1.92		-0.012		-1.92		-1.92		-1.92		-1.92		-0.296		0.063		0.965		0.063		0.063		0.063		0.063		0.335

		64		10.99		12.08		24.6		325200709		gutB		(R,R)-Butanediol dehydrogenase [Neisseria meningitidis H44/76]		gutB						ER		C		7		-0.756		-0.464		-0.444		0.604		-0.472		0.192		-0.208		0.919		0.814		0.979		0.17		0.422		0.462		0.637

		44		17.03		18.11		31.6		349608924		HMPREF1028_00313		Hypothetical protein HMPREF1028_00313 [Neisseria sp. GT4A_CT1]		gutBa		385853705		gutB gene product [Neisseria meningitidis H44/76]		ER		C		11		-1.184		-0.828		-0.932		-0.052		-0.592		-0.692		-1.628		0.017		0.075		0.043		0.368		0.117		0.012		0.014

		193		2.02		2.28		16		59800779		hemH		Phosphoribosylaminoimidazole-succinocarboxamide synthase [Neisseria gonorrhoeae FA 1090]		hemHs		15676655				H		C		1		-0.776		0.368		-0.072		0.308		0.28		0.316		0.24		0.642		0.393		0.767		0.459		0.526		0.478		0.603

		116		4.46		4.47		42.10%		6692578		hemO		HemO [Neisseria meningitidis]		hemO						P		U		3		-0.084		0.584		-0.584		0.492		-1.332		0.588		-0.076		0.6		0.004		0.149		0.005		0.067		0.005		0.009

		124		5.64		5.64		71.1		325207795		hfq		RNA chaperone Hfq [Neisseria meningitidis NZ-05/33]		hfq						R		C		5		0.16		-0.836		0.516		0.224		0.116		0.156		-0.836		0.022		0.006		0.114		0.072		0.018		0.023		0.006

		120		4.27		4.44		30.9		293399526		NGNG_01511		Hfq [Neisseria gonorrhoeae F62]		hfqj		15676646		Host factor-I 		R		C		2		0.352		0.384		0.524		0.488		0.552		0.56		0.56		0.956		0.836		0.623		0.754		0.666		0.468		0.526

		176		2.83		3.28		24.5		325203721		hisA		Phosphoribosylformimino-5-aminoimidazole carboxamide ribotide isomerase [Neisseria meningitidis M01-240355]		hisA						E		C		1		-0.496		0.268		0.592		0.84		-0.496		0.844		0.296		0.866		0.466		0.227		0.232		0.871		0.229		0.472

		87		7.89		8		33.4		7226831		hisB		Imidazoleglycerol-phosphate dehydratase [Neisseria meningitidis MC58]		hisB						E		C		3		0.756		0.836		0.56		0.532		0.8		0.36		0.796		0.191		0.129		0.133		0.173		0.232		0.331		0.142

		95		8.52		8.93		45.2		161870463		hisJ		Polar amino acid transport system substrate-binding protein [Neisseria meningitidis 053442]		hisJ						E		P		4		0.492		0.556		0.712		0.728		0.832		-0.348		-0.532		0.39		0.319		0.464		0.351		0.311		0.325		0.645

		70		10.54		11.07		36.2		325128657		NMXN1568_0567		Amino acid ABC transporter, periplasmic amino acid-binding protein [Neisseria meningitidis N1568]		hisJ3a		254805377		Histidine transport system substrate-binding protein [Neisseria meningitidis alpha14]		E		P		6		0.984		0.716		0.872		0.756		1.052		0.42		0.976		0.101		0.168		0.097		0.129		0.09		0.235		0.067

		147		2.77		4.19		11.9		340361509		mucD		S1C subfamily peptidase MucD [Neisseria macacae ATCC 33926]		htrAk		15677994		Protease Do		O		P		2		-1.924		0.18		-0.284		-1.924		-0.112		-0.148		-1.924		0.057		0.477		0.346		0.057		0.64		0.552		0.057

		99		8.29		9.79		66.3		7226469		hupB		DNA-binding protein HU-beta [Neisseria meningitidis MC58]		hupB						L		C		7		-0.328		-0.752		0.132		-0.384		-0.272		0.136		-1.152		0.216		0.021		0.61		0.947		0.478		0.78		0.143

		79		8.98		9		60.7		59801191		NGO0777		DNA-binding protein Hu [Neisseria gonorrhoeae FA 1090]		hupBa		15677102		DNA-binding protein HU-beta 		L		C		4		-0.036		-0.132		0.4		1.036		-0.044		-0.032		0.996		0.866		0.032		0.795		0.43		0.024		0.74		0.441

		138		3.84		4.67		15.3		298368976		HMPREF9016_00645		Isocitrate dehydrogenase, NADP-dependent [Neisseria sp. oral taxon 014 str. F0314]		icda		15676815		Isocitrate dehydrogenase, NADP-dependent, monomeric type 		C		C		3		-0.772		0.468		-0.744		0.484		-0.184		0.556		-0.12		0.036		0.044		0.069		0.044		0.27		0.035		0.733

		88		9.2		11		19.6		284799853		NEISUBOT_04444		Isocitrate dehydrogenase, NADP-dependent [Neisseria subflava NJ9703]		icde		161869830		Isocitrate dehydrogenase [Neisseria meningitidis 053442]		C		C		6		-0.44		-0.024		-0.376		-0.084		-0.344		-0.144		-1.056		0.257		0.884		0.39		0.854		0.786		0.699		0.097

		168		2.11		2.16		20.7		350571290		ihfA		Integration host factor subunit alpha [Neisseria wadsworthii 9715]		ihfAo		15676627				L		C		1		0.136		-0.268		-0.096		0.016		-0.104		0.004		-0.052		0.564		0.365		0.683		0.927		0.663		0.963		0.821

		51		12.69		12.85		36.8		254672897		ilvC		Ketol-acid reductoisomerase [Neisseria meningitidis alpha275]		ilvC						EH		C		6		-0.08		-0.072		-0.108		-0.032		-0.1		-0.088		-0.036		0.995		0.746		0.644		0.499		0.017		0.827		0.718

		182		2.05		2.81		16.3		325145132		ilvE		Branched-chain amino acid aminotransferase [Neisseria meningitidis M01-240013]		ilvE						EH		C		1		-0.004		-0.004		-0.984		0.872		-0.168		-0.004		-0.16		0.253		0.311		0.057		0.855		0.302		0.276		0.32

		136		4.73		5.35		20.8		255068437		NEISICOT_03480		Branched-chain-amino-acid transaminase [Neisseria sicca ATCC 29256]		ilvEb		218768887		Branched-chain amino acid aminotransferase [Neisseria meningitidis Z2491]		EH		C		2		0.148		-0.624		0.52		0.132		-0.08		-0.392		0.036		0.441		0.966		0.493		0.21		0.726		0.016		0.216

		170		2.09		4.69		10.6		325128687		infB		Translation initiation factor IF-2 [Neisseria meningitidis N1568]		infB						J		C		2		-0.232		-0.36		-0.012		-0.164		-0.016		-0.708		-0.076		0.028		0.032		0.286		0.08		0.238		0.009		0.187

		142		4.36		4.93		15.5		325134691		infB		Translation initiation factor IF-2 [Neisseria meningitidis M13399]		infB						J		C		2		0.08		-0.02		0.168		-0.292		-0.872		-0.168		-0.744		0.569		0.317		0.445		0.705		0.196		0.845		0.979

		128		4.17		4.5		24.3		325208336		iscS		Cysteine desulfurase IscS [Neisseria meningitidis NZ-05/33]		iscS						E		C		2		0.62		0.08		0.688		1.24		-0.004		0.62		1.216		0.001		0.376		0.038		0.001		0.053		0.001		0.001

		38		16.94		17.39		26.4		161870216		lpdA		Dihydrolipoamide dehydrogenase (E3 component of pyruvate and 2-oxoglutarate dehydrogenase complexes) [Neisseria meningitidis 053442]		lpdA						C		C		8		0.876		0.312		0.148		0.408		0.396		0.28		0.68		0.117		0.091		0.262		0.1		0.195		0.36		0.217

		73		10.33		11.53		24.7		325198189		NMBG2136_0928		Dihydrolipoyl dehydrogenase [Neisseria meningitidis G2136]		lpdA1a		15676850		Dihydrolipo-amide dehydrogenase		C		C		8		0.028		0.032		0.26		0.068		0.668		0.136		0.752		0.266		0.389		0.256		0.341		0.211		0.349		0.222

		48		16.58		17.31		35.2		325207991		NMBNZ0533_1006		Dihydrolipoyl dehydrogenase [Neisseria meningitidis NZ-05/33]		lpdA1a		15676850		Dihydrolipoamide dehydrogenase		C		C		9		-0.08		-0.348		-0.024		0.344		-0.392		0.004		-0.328		0.751		0.427		0.854		0.855		0.262		0.136		0.845

		51		16.24		16.82		26.4		317164490		NGTW08_1063		Putative dihydrolipoamide dehydrogenase [Neisseria gonorrhoeae TCDC-NG08107]		lpdA2a		15677210		Dihydrolipoamide dehydrogenase (E3 component)		C		C		7		-0.212		-0.192		-0.216		-0.192		-0.588		-0.208		-0.9		0.72		0.155		0.544		0.485		0.888		0.725		0.836

		42		15.74		16.82		32.4		325135737		maeB		Malate dehydrogenase [Neisseria meningitidis M0579]		maeB						C		C		8		-0.584		-0.508		-0.4		-0.112		-0.492		-0.1		-0.236		0.1		0.129		0.077		0.488		0.191		0.486		0.236

		57		14.08		15.82		35.2		325207717		maeB		Malate dehydrogenase [Neisseria meningitidis NZ-05/33]		maeB						C		C		8		-0.812		-0.388		-0.384		0.384		0.072		0.112		-1.04		0.048		0.582		0.208		0.345		0.768		0.417		0.128

		62		12.9		13.9		20.6		325198178		metE		5-Methyltetrahydropteroyltriglutamate-- homocysteine S-methyltransferase [Neisseria meningitidis G2136]		metE						E		C		6		0.136		0		-0.62		0.22		-0.212		-0.08		-1.08		0.364		0.802		0.031		0.342		0.682		0.697		0.004

		45		14.56		15.65		22		313668612		metE		5-Methyltetrahydropteroyltriglutamate--homocysteinemethyltransferase [Neisseria lactamica ST-640]		metEa		385853366		H44/76		E		C		7		-0.168		-0.208		0.244		0.072		0.032		-0.06		0.092		0.923		0.517		0.415		0.436		0.797		0.504		0.329

		123		4.24		6.77		24%		7225389		minD		Septum site-determining protein MinD [Neisseria meningitidis MC58]		minD						D		C		3		-0.092		0.78		0.592		-0.928		1.088		0.968		1.192		0.476		0.041		0.046		0.071		0.037		0.039		0.037

		135		4.74		8.52		23.2		296840734		NEIPOLOT_00159		Septum site-determining protein MinD [Neisseria polysaccharea ATCC 43768]		minDe		15676098				D		C		4		-0.284		0.044		-0.284		0.016		-0.404		0.076		-1.22		0.12		0.923		0.555		0.622		0.597		0.395		0.177

		173		3		4.67		31.3		325208633		mtrC		Membrane fusion protein MtrC [Neisseria meningitidis NZ-05/33]		mtrC						Q		CM		2		0.596		0.26		0.524		0.632		0.748		-0.132		-0.228		0.509		0.521		0.701		0.479		0.379		0.599		0.107

		151		2.39		4.06		12.2		254494154		NGAG_01865		Membrane fusion protein mtrC [Neisseria gonorrhoeae 1291]		mtrCe		15677563				Q		CM		2		0.988		1.148		0.908		0.952		-0.004		-0.004		1.044		0.037		0.034		0.039		0.038		0.057		0.061		0.036

		177		2.78		3.13		23.8		297250450		mtrE		Multiple transferable resistance system protein MtrE [Neisseria polysaccharea ATCC 43768]		mtrEa		15677561				MN		OM		1		-0.716		-0.052		-0.192		-0.492		-0.532		-0.688		-1.372		0.19		0.938		0.573		0.143		0.277		0.32		0.051

		150		2.53		2.75		20.5		313667900		mtrE		MtrE gene product [Neisseria lactamica 020-06]		mtrEe		15677561		Multidrug efflux pump channel protein 		MN		OM		2		-0.004		0.076		0.868		0.568		-0.672		0.068		0.352		1		0.116		0.031		0.114		0.268		0.122		0.14

		180		2.06		2.49		4.1		284799613		NEISUBOT_03708		Outer membrane ferripyoverdine receptor [Neisseria subflava NJ9703]		N/A						P		OM		1

		175		2.08		2.48		3		294668918		NEIELOOT_00832		Transglutaminase family protein [Neisseria elongata subsp. glycolytica ATCC 29315]		N/A						E		CM		1		-0.004		0.576		1.184		0.992		0.132		0.016		0.888		0.737		0.371		0.388		0.65		0.741		0.967		0.53

		139		3.74		4.27		31.5		152143383		nlpB		NlpB [Neisseria meningitidis]		nlpB						M		U		3		0.172		1.036		1.064		0.472		-0.004		0.528		0.556		0.037		0.001		0.001		0.001		0.051		0.037		0.036

		114		6.67		6.88		24.3		7226723		NMB1483		Putative lipoprotein NlpD [Neisseria meningitidis MC58]		NlpD						M		UM		4		0.712		0.02		-0.124		0.784		0.072		0.656		-0.408		0.003		0.881		0.01		0.003		0.008		0.003		0.159

		104		6		6.32		11.9		59801427		NGO1056		Hypothetical protein NGO1056 [Neisseria gonorrhoeae FA 1090]		nlpDg		15677336		Lipoprotein NlpD 		Hypothetical M		UM		3		1.996		1.996		1.996		1.996		1.996		1.996		1.996		1		0.019		0.02		0.019		1		1		0.019

		192		2.02		2.69		18.6		90109269		NMA1982		Chain B,  Putative Phosphatase (Nma1982)  [Neisseria meningitidis Z2491]		NMA1982						S		C		1		0.176		0.316		-0.204		0.152		0.008		0.24		0.112		0.479		0.311		0.445		0.526		0.961		0.386		0.621

		148		2.7		2.94		17.4		7225566		NMB0345		Putative cell-binding factor [Neisseria meningitidis MC58]		NMB0345						Putative O		OM		1		0.812		1.148		1.116		-0.156		0.452		0.684		1.18		0.035		0.034		0.035		0.327		0.053		0.037		0.034

		132		4.88		6.99		9.4		7225598		NMB0378		Putative phosphate permease [Neisseria meningitidis MC58]		NMB0378						Putative P		CM		3		-0.564		-0.352		0.164		0.364		-0.384		-0.592		-1.032		0.032		0.197		0.642		0.159		0.59		0.332		0.015

		160		2.18		3.19		6.2		329120759		ppx2		Exopolyphosphatase [Neisseria bacilliformis ATCC BAA-1200]		NMB0593l		15676498		Hypothetical protein NMB0593 		R		U		1		-1.956		-0.076		-0.004		-0.04		-0.028		0.016		-0.012		0.051		0.749		0.999		0.871		0.918		0.919		0.966

		89		7.64		7.83		28.4		7225825		NMB0595		DNA-binding response regulator [Neisseria meningitidis MC58]		NMB0595						TK		C		4		-0.476		-0.24		0.016		0.076		-0.22		0.004		0.032		0.341		0.329		0.675		0.978		0.282		0.581		0.486

		15		25.89		26.01		34.9		161869564		NMCC_0579		Phosphate acyltransferase [Neisseria meningitidis 053442]		NMB0631e		15676533				C		C		14		-0.052		0.004		-0.032		0.068		0.012		-0.004		0.004		0.935		0.346		0.535		0.028		0.079		0.389		0.159

		208		2		2.05		5.8		7225924		NMB0696		Amino acid ABC transporter, ATP-binding protein [Neisseria meningitidis MC58]		NMB0696						E		CM		1		-0.004		1.944		1.944		-0.004		-0.004		-0.004		-0.004		1		0.02		0.02		1		1		1		1

		189		2.04		2.24		15.1		7413439		NMB0709		Hypothetical protein NMB0709 [Neisseria meningitidis MC58]		NMB0709						Hypothetical No related COG		CM		1		0.056		0.152		-1.956		-0.032		0.124		-1.956		-0.188		0.785		0.531		0.055		0.898		0.592		0.055		0.478

		88		7.8		9.04		46.4		349609296		HMPREF1028_00671		Hypothetical protein HMPREF1028_00671 [Neisseria sp. GT4A_CT1]		NMB0787e		15676685		Amino acid ABC transporter substrate-binding protein		E		P		6		0.824		0.816		0.932		0.904		0.752		0.652		0.956		0.104		0.167		0.064		0.104		0.126		0.165		0.093

		86		8.03		8.41		50.3		7226024		NMB0791		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis MC58]		NMB0791						O		C		4		-0.432		-0.116		-0.66		0.348		0.088		-0.44		-0.448		0.181		0.23		0.048		0.531		0.291		0.101		0.118

		108		5.47		5.47		37.3		7226073		NMB0838		Cold-shock domain family protein [Neisseria meningitidis MC58]		NMB0838						K		C		3		-0.208		0.376		-0.92		-0.116		0.308		-0.084		0.468		0.288		0.043		0.043		0.049		0.042		0.045		0.04

		104		7.79		8.89		31.7		59801339		NGO0948		Hypothetical protein NGO0948 [Neisseria gonorrhoeae FA 1090]		NMB0928a		15676822		Hypothetical protein NMB0928		Hypothetical No related COG		CM		4		0.144		0.14		0.184		-0.204		-0.272		-0.044		-1.176		0.711		0.074		0.825		0.31		0.805		0.616		0.005

		12		28.2		28.2		68.2		325206223		NMBM04240196_1215		Antioxidant, AhpC/TSA family/glutaredoxin [Neisseria meningitidis M04-240196]		NMB0946a		15676839		Peroxiredoxin 2 family protein/gluta-redoxin		O		U		18		-0.828		-0.732		-0.48		-0.024		-0.508		-0.524		-0.264		0.005		0.355		0.557		0.527		0.029		0.004		0.133

		17		29.69		30.05		52.5		269213565		NEICINOT_03323		Antioxidant, AhpC/TSA family/glutaredoxin [Neisseria cinerea ATCC 14685]		NMB0946e		15676839		Peroxiredoxin 2 family protein/gluta-redoxin 		O		U		20		-0.548		-0.28		-0.344		0.084		-0.312		-0.184		-0.476		0.287		0.025		0.535		0.906		0.813		0.799		0.332

		126		4.19		4.19		75		7226326		NMB1088		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1088						S		U		3		-0.984		-0.14		-0.004		-0.004		0.928		0.908		-0.004		0.064		0.355		0.055		0.052		0.036		0.04		0.055

		191		2.31		2.43		21.5		81707197		NMB1126		Putative lipoprotein NMB1126/NMB1164; Flags: Precursor [Neisseria meningitidis MC58]		NMB1126						M		U		1		-0.672		-0.064		-0.716		-0.72		-0.684		-0.068		-1.96		0.504		0.731		0.371		0.366		0.485		0.745		0.048

		156		2.26		2.81		8.7		269144906		NEICINOT_04596		Lipoprotein releasing system transmembrane protein LolC [Neisseria cinerea ATCC 14685]		NMB1235a		15677107		Hypothetical protein NMB1235 		R		CM		1		-0.264		-0.368		-0.168		-0.164		-0.092		-0.02		-0.328		0.177		0.11		0.215		0.216		0.039		0.037		0.071

		117		4.29		5.31		19.5		319410631		NMAA_1095		Putative ATP-dependent RNA helicase [Neisseria meningitidis WUE 2594]		NMB1368a		15677233		ATP-dependent RNA helicase 		LKJ		C		2		0.436		0.44		0.388		0.172		0.244		0.464		-0.456		0.019		0.019		0.019		0.02		0.018		0.018		0.021

		202		2		2.99		16.7		7226678		NMB1437		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1437						Hypothetical S		C		1		-1.94		0.076		-1.94		-1.94		0.096		0.02		0.304		0.068		0.717		0.068		0.068		0.657		0.917		0.321

		172		3.05		4.02		25.3		325208382		NMBNZ0533_1415		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33]		NMB1437						Hypothetical S		C		2		-0.04		-0.592		-0.244		-0.372		-0.096		-0.62		-1.032		0.644		0.008		0.542		0.722		0.996		0.007		0.012

		56		12.1		12.3		48.6		7226708		NMB1468		Hypothetical protein NMB1468 [Neisseria meningitidis MC58]		NMB1468						Hypothetical No related COG		P		6		0.712		0.928		0.828		1.112		0.96		0.836		0.548		0.091		0.014		0.033		0.008		0.005		0.091		0.017

		91		8.87		8.87		37.2		9910705		NMB1533		Outer membrane protein H.8 - Precursor [Neisseria meningitidis MC58] (azurin)		NMB1533						C		OM		6		-0.48		-0.056		-0.168		-0.076		-0.444		-0.452		-0.692		0.151		0.841		0.664		0.744		0.508		0.243		0.399

		28		20.57		20.99		48.5		325138633		NMBES14902_0722		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis ES14902]		NMB1567a		15677418		Macrophage infectivity potentiator		O		OM		11

		196		2.01		2.21		35.1		296837900		NEIPOLOT_02368		Antibiotic biosynthesis monooxygenase family protein [Neisseria polysaccharea ATCC 43768]		NMB1575t		15677425		Hypothetical protein NMB1575 		S		U		1		-1.956		-0.096		-0.144		-1.956		-0.16		-1.956		-0.348		0.059		0.681		0.56		0.059		0.53		0.059		0.291

		154		2.31		3.44		17.7		7226833		NMB1584		3-Hydroxyacid dehydrogenase [Neisseria meningitidis MC58]		NMB1584						I		C		2		-0.192		0.024		-0.268		-0.072		0.016		-0.076		-0.18		0.468		0.898		0.366		0.756		0.925		0.742		0.485

		193		2.27		3.19		13.3		269210385		NEILACOT_03030		Cytochrome c family protein [Neisseria lactamica ATCC 23970] (MC58 cytochrome C5 NMB1677)		NMB1677a		15677525		Cytochrome c5 		C		U		1		-0.144		0.044		0.128		-0.576		-0.512		-0.28		-1.548		0.497		0.303		0.302		0.05		0.04		0.315		0.004

		54		12.37		13.03		39		7227050		NMB1796		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1796						Hypothetical R		C		6		-0.228		-1.004		0.096		0.256		-0.288		-0.268		-0.012		0.204		0.077		0.839		0.193		0.266		0.407		0.68

		191		2.03		2.56		27.1		7227059		NMB1805		Cytochrome c4 [Neisseria meningitidis MC58]		NMB1805						C		P		1		-1.956		-0.024		-1.956		-1.956		-1.956		-1.956		-1.956		0.059		0.923		0.059		0.059		0.059		0.059		0.059

		189		2.4		2.5		32.2		59802293		NGO1985		Hypothetical protein NGO1985 [Neisseria gonorrhoeae FA 1090] (MC58 hemolysin NMB2091)		NMB2091a		15677911		Hemolysin		R		P		1		-0.044		0		0.548		0.188		-0.64		0.056		-0.86		0.041		0.968		0.256		0.338		0.049		0.063		0.016

		184		2.05		2.12		35.4		7227356		NMB2094		Hypothetical protein NMB2094 [Neisseria meningitidis MC58]		NMB2094						Hypothetical K		C		1		-0.228		0.148		-0.056		-0.008		-0.196		-0.192		0.064		0.415		0.539		0.808		0.984		0.46		0.467		0.76

		99		6.25		6.27		25.7		325140643		NMBCU385_0690		Universal stress protein family [Neisseria meningitidis CU385]		NMBCU385_0690						T		U		3		-0.992		-0.468		-0.124		0.132		-0.624		-0.2		-0.72		0.007		0.129		0.101		0.054		0.082		0.293		0.058

		33		18.46		18.49		40.5		325207146		NMBNZ0533_0109		LysM domain protein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_0109						S		U		11		-0.244		-0.08		0.008		-0.008		-0.368		-0.532		0.148		0.833		0.569		0.649		0.908		0.756		0.71		0.397

		60		11.36		11.36		55.6		325208428		NMBNZ0533_1464		Putative lipoprotein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_1464						Putative No related COG		U		6		-0.616		-0.276		0.276		-0.408		0.14		0.112		0.896		0.17		0.391		0.035		0.249		0.966		0.988		0.046

		71		10.41		10.42		54.8		325208946		NMBNZ0533_2030		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_2030						Hypothetical No related COG		U		6		-0.808		-0.292		-0.9		-0.164		-0.12		-0.096		-0.056		0.008		0.044		0.014		0.512		0.696		0.049		0.055

		105		6		6		39.3		261392690		NMV_1429		Hypothetical protein NMV_1429 [Neisseria meningitidis 8013]		NMV_1429						Hypothetical No related COG		U		3		-0.076		-0.128		1.388		-0.504		0.552		-0.504		1.08		0.581		0.581		0.002		0.581		0.003		0.581		0.002

		131		4.15		4.45		14.1		317164739		NGTW08_1313		Na(+)-translocating NADH-quinone reductase subunit A [Neisseria gonorrhoeae TCDC-NG08107]		nqrAa		254804452		Neisseria meningitidis alpha14		C		C		2		0.076		1.068		-0.024		0.652		1.112		1.052		1.028		0.495		0.036		0.048		0.045		0.036		0.036		0.036

		173		2.08		3.77		8		309379221		NLY_29500		Ribonucleoside-diphosphate reductase, alpha subunit [Neisseria lactamica Y92-1009]		nrdAa		15677158				F		C		1		0.04		-0.124		0.4		-0.756		0.208		0.284		-0.008		0.563		0.202		0.035		0.05		0.04		0.037		0.947

		100		6.23		6.33		40.2		5825526		nspA		Surface protein A [Neisseria meningitidis]		nspA						M		OM		3		-0.724		-1.208		-0.324		-0.624		-0.316		-0.2		0.092		0.046		0.023		0.207		0.038		0.226		0.436		0.616

		185		2.47		4.34		14.2		269144431		NEICINOT_05035		L Factor [Neisseria cinerea ATCC 14685]		nusAa		15677491		Transcription elongation factor NusA 		K		C		2		0.464		-0.2		-0.716		-0.384		0.196		0.076		-0.656		0.169		0.334		0.021		0.053		0.281		0.361		0.028

		127		4.17		5.58		10.6		59802119		NGO1801		Hypothetical protein NGO1801 [Neisseria gonorrhoeae FA 1090]		omp85a		15676109		Outer membrane protein OMP85 		M		OM		2		0.044		0.184		0.212		0.152		0.112		0.196		0.324		0.019		0.019		0.02		0.02		0.022		0.019		0.017

		169		3.42		3.98		12.8		317165411		omp85		Outer membrane protein Omp85 [Neisseria gonorrhoeae TCDC-NG08107]		omp85a		15676109				M		OM		2		0		-0.224		-0.036		-0.144		0.052		-0.168		-0.628		0.895		0.008		0.028		0.046		0.499		0.042		0.018

		97		6.54		20.74		48.9		254669632		opa1		Putative lipoprotein [Neisseria meningitidis alpha153]		opa1						M		OM		14		0.916		0.804		-0.164		0.908		-0.052		0.868		-0.02		0.001		0.001		0.935		0.001		0.038		0.001		0.935

		117		6.33		22.65		51.5		254672740		opa7		Opacity protein and related surface antigens [Neisseria meningitidis alpha275]		opa7						M		OM		20		0.46		0.608		-0.276		0.616		-0.444		0.124		-1.328		0.03		0.029		0.067		0.029		0.183		0.204		0.067

		109		7.14		7.54		32.7		5051448		opcA		OpcA protein [Neisseria meningitidis]		opcA						M		OM		4		0.168		0.412		0.1		-0.472		0.264		0.324		-1.032		0.699		0.502		0.933		0.337		0.519		0.556		0.165

		18		24.67		24.67		57.3		4379295				Unnamed protein product [Neisseria meningitidis]		opr						M		OM		19		1.996		1.996		1.996		1.996		1.996		1.996		1.996		0.001		0.002		1		0.001		0.005		0.024		0.044				this is correct expt 1

		16		29.76		32.56		32.4		7226585		pdhA		Pyruvate dehydrogenase, E1 component [Neisseria meningitidis MC58]		pdhA						C		C		20		0.096		-0.124		0.004		0.12		-0.104		-0.028		-0.656		0.755		0.573		0.558		0.075		0.72		0.779		0.615

		177		2.07		2.22		15.4		7227313		petC		Ubiquinol--cytochrome c reductase, cytochrome c1 [Neisseria meningitidis MC58]		petC						C		P		2		-0.312		-0.58		-0.064		-0.132		-1.312		-0.472		-0.36		0.333		0.211		0.768		0.583		0.045		0.282		0.469

		167		3.48		4.1		25.5		296840243		NEIPOLOT_00015		Phosphoglycerate kinase [Neisseria polysaccharea ATCC 43768]		pgka		121635813		Phospho-glycerate kinase [Neisseria meningitidis FAM18]		G		C		2		-0.668		-0.024		-1.7		-0.436		-1.7		0.06		-0.964		0.27		0.837		0.053		0.864		0.053		0.903		0.148

		195		2.26		2.86		10.2		261391596		pilC2		Type IV pilus-associated protein PilC2 [Neisseria meningitidis 8013]		pilC2						N		OM		1

		111		6.81		6.87		43.1		349522		pilE		Pilus structural subunit [Neisseria meningitidis]		pilE						N		E		4		1.564		1.6		0.636		0.764		0.604		0.78		1.044		0.001		0.001		0.001		0.033		0.001		0.033		0.027

		113		4.65		4.91		26.7		439888				Pilin [Neisseria gonorrhoeae]		pilEi		15675966		Pilin PilE		N		E		2		1.148		1.016		-0.232		0.936		0.96		0.836		-0.476		0.94		0.815		0.224		0.816		0.691		0.692		0.175

		95		6.83		7.51		22.2		639482		pilG		PilG [Neisseria meningitidis]		pilG						N		CM		5		-0.604		-0.176		-0.76		0.448		0.06		-0.016		0.688		0.102		0.127		0.077		0.886		0.891		0.885		0.381

		131		4.93		5.62		24.4		325138873		NMBES14902_0317		Bacterial type II secretion system protein F domain protein [Neisseria meningitidis ES14902]		pilGa		15676248		Pilus assembly protein PilG		N		CM		3		0.204		0.768		0.496		0.524		0.34		-0.208		-0.772		0.332		0.125		0.003		0.233		0.002		0.006		0.005

		102		6.08		6.3		18.9		7227062		pilM		PilM protein [Neisseria meningitidis MC58]		pilM						N		UM		3		0.484		-0.316		0.284		-0.216		0.144		0.684		-0.184		0.554		0.952		0.641		0.8		0.557		0.475		0.06

		130		4.16		4.36		19.1		325207527		pilN		Type IV pilus assembly protein PilN [Neisseria meningitidis NZ-05/33]		pilN						N		CM		2		0.692		0.536		1.12		1.104		0.428		1.2		-0.004		0.004		0.003		0.002		0.002		0.133		0.002		0.007

		195		2.01		2.72		22.3		254493006		pilO		Type IV pilus assembly protein PilO [Neisseria gonorrhoeae 1291]		pilOa		15677647		PilO protein 		N		CM		1

		26		22.65		22.74		28		325207524		pilQ		Type IV pilus secretin PilQ [Neisseria meningitidis NZ-05/33]		pilQ						N		OM		12		0.148		0.208		0.248		0.104		0.028		-0.076		0.224		0.301		0.362		0.172		0.472		0.545		0.206		0.26

		167		2.11		2.21		9.4		288566287		pilQ		Type IV pilus biogenesis protein PilQ [Neisseria mucosa ATCC 25996]		pilQe		15678016				N		OM		1

		133		4.11		4.21		25.4		325201239		NMBM01240149_0046		Twitching motility protein PilT [Neisseria meningitidis M01-240149]		pilT						N		C		3		1.996		1.996		1.996		1.996		1.996		1.996		1.996		1		0.019		1		0.02		0.019		0.019		0.02

		133		4.8		4.97		23.6		7225272		pilT-1		Twitching motility protein PilT [Neisseria meningitidis MC58]		pilT-1						N		C		2		-0.356		-0.4		0		0.208		-0.812		-0.448		-0.884		0.364		0.456		0.821		0.715		0.195		0.421		0.348

		25		24.05		24.77		42.1		254804638		pnp		Polyribonucleotide nucleotidyltransferase [Neisseria meningitidis alpha14]		pnp						F		C		14		-0.068		0.124		0.128		0.176		0.064		-0.048		-0.516		0.839		0.183		0.229		0.159		0.368		0.923		0.019

		40		16.35		17.67		33		325200556		NMBH4476_1426		Polyribonucleotide nucleotidyltransferase [Neisseria meningitidis H44/76]		pnpa		15676656		Polynucleotide phosphorylase		F		C		8		-0.016		0.028		0.04		-0.072		-0.04		0.036		0.076		0.713		0.379		0.211		0.879		0.529		0.291		0.127

		158		2.22		2.53		12.2		7226217		pntB		NAD(P) transhydrogenase, beta subunit [Neisseria meningitidis MC58]		pntB						C		CM		1		0.096		-1.956		-0.228		-0.18		-1.956		-0.008		-0.008		0.657		0.06		0.412		0.49		0.06		0.979		0.985

		198		2		31.34		47.4		3746262		porA		Class 1 porin [Neisseria meningitidis]		porA						M		OM		22

		3		48.97		49.62		85.4		4091875		porA		Porin [Neisseria meningitidis]		porA						M		OM		62		-1.424		-1.28		0.156		-1.148		-0.78		-0.38		-0.688		0.084		0.084		0.245		0.084		0.136		0.311		0.884

		186		2.04		37.84		51.1		4887174		porA		Porin [Neisseria meningitidis]		porA						M		OM		26		-0.004		-0.004		-0.004		-0.004		1.944		-0.004		1.944		1		1		1		1		0.02		1		0.02

		103		6		39.29		51.1		89276863		porA		Outer membrane protein class 1 [Neisseria meningitidis]		porA						M		OM		30		0.964		0.976		-0.004		0.976		0.976		1.944		-0.004		0.021		0.019		1		0.02		0.02		0.02		1

		3		45.44		46.21		67.5		281336477		porA		Class 1 outer membrane protein [Neisseria meningitidis]		porA						M		OM		34		-0.86		-0.988		0.312		-0.64		-0.248		-0.5		0.64		0.15		0.067		0.039		0.045		0.043		0.042		0.035

		2		53.68		53.68		88.8		516522		porB		Class 3 outer membrane porin [Neisseria meningitidis]		porB						M		OM		41		-0.944		-1.076		0.572		-0.996		-0.136		-0.08		0.464		0.002		0		0.042		0.001		0.997		0.41		0.047				this is correct expt 1

		8		36.41		46.58		73.9		270728847		porB		Class 3 outer membrane protein [Neisseria meningitidis]		porB						M		OM		37		0.176		0.196		0		0.148		0.104		0.08		0.012		0		0		0.289		0		0		0		0.195

		53		12.49		14.02		29.4		7225689		potD-1		Spermidine/putrescine ABC transporter, periplasmic spermidine/putrescine-binding protein [Neisseria meningitidis MC58]		potD-1						E		P		6		-0.8		-0.812		-0.016		-0.984		-0.688		-0.48		0.344		0.047		0.062		0.663		0.023		0.082		0.933		0.315

		138		4.54		11.49		23.7		7226843		potD-3		Spermidine/putrescine ABC transporter [Neisseria meningitidis MC58]		potD-3						E		UM		5		0.98		0.528		0.64		-0.384		1.004		0.884		1.348		0.001		0.035		0.001		0.56		0.034		0.035		0.026

		107		5.56		10.93		27.6		296840902		NEIPOLOT_00644		Putrescine ABC transporter, periplasmic putrescine-binding protein [Neisseria polysaccharea ATCC 43768]		potD-3e		15677444		Spermidine/ putrescine ABC transporter substrate-binding protein		E		UM		4		0.368		0.436		0.648		-0.828		0.592		0.58		0.728		0.264		0.537		0.424		0.036		0.41		0.342		0.384

		129		4.16		4.65		17		7225870		ppa		Inorganic pyrophosphatase [Neisseria meningitidis MC58]		ppa						C		C		2		-1.408		-0.612		-0.456		-0.408		-1.064		-0.144		-0.152		0.004		0.021		0.112		0.026		0.008		0.239		0.219

		152		4.07		4.57		22.6		319410025		ppa		Inorganic pyrophosphatase (PPase) [Neisseria meningitidis WUE 2594]		ppa						C		C		4		-0.732		-0.28		-0.264		-0.056		-0.28		-0.92		-1.512		0.104		0.114		0.122		0.734		0.111		0.055		0.055

		32		18.55		19.53		24.9		304388140		ppsA		Phosphoenolpyruvate synthase [Neisseria meningitidis ATCC 13091]		ppsA						G		C		9		-0.528		-0.336		-0.42		-0.048		-0.532		-0.624		0.052		0.177		0.105		0.125		0.409		0.062		0.033		0.195

		31		21.62		22.31		30.1		325197831		ppsA		Phosphoenolpyruvate synthase [Neisseria meningitidis G2136]		ppsA						G		C		13		-0.28		-0.38		-0.072		-0.352		-0.704		-0.344		-0.828		0.745		0.886		0.519		0.837		0.545		0.789		0.793

		108		7.28		9.1		20.2		325207248		prlC		Oligopeptidase A [Neisseria meningitidis NZ-05/33]		prlC						E		C		3		0.112		0.236		0.048		0.256		0.332		0.224		-0.12		0.731		0.643		0.559		0.416		0.253		0.531		0.338

		126		5.53		6.09		28.8		291044214		NGMG_00025		Ribose-phosphate pyrophosphokinase [Neisseria gonorrhoeae DGI2]		prsAa		15676771				FE		C		3		0.448		0.072		0.352		0.008		-0.168		0.008		-0.792		0.007		0.007		0.004		0.007		0.01		0.202		0.07

		171		2.09		3.21		25.5		269214308		NEILACOT_03335		Ribose-phosphate diphosphokinase [Neisseria lactamica ATCC 23970]		prsAp		15676771		Ribose-phosphate pyrophospho-kinase		FE		C		1

		12		31.95		33.22		43.2		325202575		pta		Phosphate acetyltransferase [Neisseria meningitidis M01-240149]		pta						C		UM		22		-0.184		-0.012		0.104		0.208		-0.048		0.04		-0.528		0.656		0.283		0.25		0.103		0.961		0.284		0.597

		140		3.69		5.28		11.2		161596225		putA		Proline dehydrogenase [Neisseria meningitidis 053442]		putA						C		C		2		1.944		1.944		1.944		1.944		-0.004		-0.004		-0.004		0.019		0.019		0.019		0.019		1		1		1

		161		3.74		5.89		9.3		288576370		NEIMUCOT_06357		Proline dehydrogenase/delta-1-pyrroline-5-carboxylate dehydrogenase [Neisseria mucosa ATCC 25996]		putAe		218768829		Bifunctional proline dehydrogenase/pyrroline-5-carboxylate dehydrogenase [Neisseria meningitidis Z2491]		C		C		2		-1.956		-1.956		-1.956		0.22		-1.956		-1.956		-1.956		0.066		0.066		0.066		0.412		0.066		0.066		0.066

		137		4		5.38		9.4		75355811		pyrG		CTP synthase; AltName: CTP synthetase; AltName: UTP--ammonia ligase [Neisseria gonorrhoeae FA 1090]		pyrGa		15677405		CTP synthetase 		F		C		3		-0.356		0.292		-0.12		-0.268		-0.256		-0.92		-0.688		0.108		0.375		0.156		0.143		0.147		0.068		0.117

		146		3.13		3.29		12.9		9911105		recA		Recombinase A [Neisseria meningitidis Z2491]		recA						L		C		2		-0.372		1.132		0.784		0.928		0.624		0.928		0.952		0.145		0.035		0.04		0.038		0.043		0.039		0.037				this is correct expt 2

		194		2.27		2.65		19.1		309378859				Unnamed protein product [Neisseria lactamica Y92-1009]		rhlEa		385340268		Putative ATP-dependent RNA helicase rhlE [Neisseria meningitidis G2136]		LKJ		C		1

		201		2		3.19		15.4		284797269		rimM		16S rRNA processing protein RimM [Neisseria subflava NJ9703]		rimMb		15676496				J		C		2

		21		24.29		24.43		57		60392859		rmpM		Outer membrane protein class 4 - Precursor [Neisseria meningitidis Z2491]		rmpM						M		OM		20		-0.248		-0.24		0.384		-0.196		0.16		0.088		0.544		0.517		0.607		0.284		0.525		0.382		0.384		0.207

		85		8.27		8.78		15.1		254672160		NMW_0377		Ribonuclease E [Neisseria meningitidis alpha275]		rnee		15676123		Ribonuclease E		J		C		4		0.812		1.088		0.832		0.936		0.144		0.824		0.728		0.225		0.095		0.149		0.169		0.005		0.219		0.221

		141		4.38		5.29		16.6		296840699		NEIPOLOT_00048		Ribonuclease E [Neisseria polysaccharea ATCC 43768]		rnee		15676123				J		C		2		0.824		0.912		-0.54		0		0.604		-0.484		0.244		0.311		0.281		0.042		0.608		0.407		0.064		0.496

		19		28.22		28.72		88.3		7225345		rplA		50S Ribosomal protein L1 [Neisseria meningitidis MC58]		rplA						J		C		16		0.048		0.032		-0.028		0.016		-0.012		0.052		-0.732		0.651		0.341		0.118		0.941		0.136		0.537		0

		68		10.59		12.73		48.1		309379172		NLY_09300		50S Ribosomal protein L1 [Neisseria lactamica Y92-1009]		rplAa		15676056				J		C		5		-0.152		-0.292		-0.268		-0.108		-0.3		-0.048		-0.072		0.525		0.951		0.956		0.556		0.987		0.642		0.576

		24		24.42		26.38		63.5		313667444		rplB		50S Ribosomal protein L2 [Neisseria lactamica ST-640]		rplBa		15676072				J		C		13

		23		23.58		24.97		62.5		349611049		HMPREF1028_02338		50S Ribosomal protein L2 [Neisseria sp. GT4A_CT1]		rplBa		15676072				J		C		13		0.092		-0.048		0.176		-0.172		0.072		-0.2		0.112		0.669		0.851		0.422		0.78		0.402		0.101		0.638

		30		19.64		19.64		54.2		7225360		rplC		50S Ribosomal protein L3 [Neisseria meningitidis MC58]		rplC						J		C		12		0.364		-0.032		0.012		0.052		0.188		0.352		0.176		0.2		0.512		0.581		0.576		0.438		0.14		0.323

		41		18.19		18.53		68.9		7225361		rplD		50S Ribosomal protein L4 [Neisseria meningitidis MC58]		rplD						J		C		13		0.212		-0.164		0.1		0.028		0.032		-0.044		-0.876		0.091		0.229		0.113		0.258		0.62		0.247		0.729

		29		19.73		19.73		68.9		325207179		rplD		Ribosomal protein L4 [Neisseria meningitidis NZ-05/33]		rplD						J		C		11		0.372		0.092		0.088		-0.276		0.26		0.152		0.54		0.126		0.303		0.281		0.922		0.269		0.362		0.122

		9		35.71		35.71		86		7225372		rplE		50S Ribosomal protein L5 [Neisseria meningitidis MC58]		rplE						J		C		20		0.064		0.024		0.036		0.02		0.044		0.008		0.04		0.052		0.19		0.046		0.086		0.066		0.369		0.121

		23		24.47		26.34		76		50400793		rplE		50S Ribosomal protein L5 [Neisseria meningitidis Z2491]		rplE						J		C		16		0.124		0.016		0.124		0.164		0.048		0.12		-0.744		0.041		0.083		0.047		0.05		0.076		0.05		0.987

		39		18.95		19.19		42.9		81784052		rplF		50S Ribosomal protein L6 [Neisseria meningitidis Z2491]		rplF						J		C		10		0.308		0.376		0.136		0.5		0.524		0.252		-0.6		0.236		0.215		0.279		0.184		0.113		0.268		0.541

		66		10.8		11.02		39.6		81785150		rplF		50S Ribosomal protein L6 [Neisseria meningitidis MC58]		rplF						J		C		7		0.316		0.216		0.324		0.312		0.408		0.3		0.12		0.91		0.764		0.563		0.652		0.45		0.899		0.479

		78		9.1		9.23		69.3		325138254		rplI		50S Ribosomal protein L9 [Neisseria meningitidis ES14902]		rplI						J		C		5		0.34		0.024		0.052		-0.12		0.176		0.244		0.48		0.13		0.241		0.005		0.312		0.004		0.004		0.002

		74		10.22		11.02		43.4		7225347		rplJ		50S Ribosomal protein L10 [Neisseria meningitidis MC58]		rplJ						J		C		5		-0.14		-0.188		-0.132		-0.14		-0.08		-0.084		-0.072		0.097		0.06		0.033		0.157		0.204		0.064		0.129

		103		7.88		7.88		27.8		7225344		rplK		50S Ribosomal protein L11 [Neisseria meningitidis MC58]		rplK						J		C		3		-1.344		-1.972		-0.768		-1.252		-0.568		-0.648		-0.872		0.091		0.057		0.131		0.099		0.963		0.704		0.19

		91		7.44		7.51		31.3		241760423		rplK		50S Ribosomal protein L11 [Neisseria flavescens SK114]		rplKa		15676055				J		C		4		-0.204		-0.044		-0.08		0.352		0.304		0.348		0.312		0.26		0.473		0.531		0.826		0.927		0.848		0.515

		37		19.46		20.15		0.463415		7225348		rplL		50S Ribosomal protein L7/L12 [Neisseria meningitidis MC58]		rplL						J		C		11		-0.024		0.032		-0.008		-0.056		0.02		0.032		-0.32		0.336		0.691		0.222		0.187		0.172		0.065		0.474

		27		21.47		22.75		52.9		294668293		NEIELOOT_00206		Hypothetical protein NEIELOOT_00206 [Neisseria elongata subsp. glycolytica ATCC 29315]		rplLa		15676059		50S Ribosomal protein L7/L12		J		C		11		-0.532		-0.02		-0.124		-0.424		-0.332		0.032		0.004		0.099		0.949		0.98		0.08		0.257		0.596		0.248

		35		17.97		18		71.3		81783913		rplM		50S Ribosomal protein L13 [Neisseria meningitidis Z2491]		rplM						J		C		9		0.904		0.62		0.584		0.66		0.404		0.624		0.644		0.025		0.068		0.068		0.061		0.089		0.036		0.064

		58		13.83		13.98		62.9		349610873		HMPREF1028_02172		50S Ribosomal protein L13 [Neisseria sp. GT4A_CT1]		rplMa		15677879				J		C		8		0.124		0.108		-0.004		0.1		-0.208		0.068		-0.928		0.555		0.716		0.141		0.592		0.099		0.358		0.023

		90		7.5		7.68		61.5		81783922		rplN		50S Ribosomal protein L14 [Neisseria meningitidis Z2491]		rplN						J		C		4		0.396		0.22		-0.088		-0.124		0.116		0.016		0.3		0.082		0.216		0.346		0.474		0.256		0.488		0.155

		93		7.25		8.43		47.9		81785149		rplO		50S Ribosomal protein L15 [Neisseria meningitidis MC58]		rplO						J		C		4		0.596		0.264		-0.24		-0.58		0.204		-0.156		0.612		0.393		0.596		0.277		0.373		0.449		0.558		0.38

		65		10.95		10.97		60.3		7225367		rplP		50S Ribosomal protein L16 [Neisseria meningitidis MC58]		rplP						J		C		6		0.06		-0.048		-0.02		-0.028		-0.064		-0.016		-0.048		0.534		0.617		0.466		0.434		0.533		0.652		0.266

		79		10.63		10.68		51.5		284796534		NEISUBOT_04588		Ribosomal protein L16 [Neisseria subflava NJ9703]		rplPa		15676076				J		C		5		0.124		-0.18		-0.128		-0.148		-0.196		-0.024		-0.832		0.278		0.113		0.105		0.053		0.144		0.561		0.088

		82		8.46		9.46		56.6		81785148		rplQ		50S Ribosomal protein L17 [Neisseria meningitidis MC58]		rplQ						J		C		4		-0.056		-0.532		-0.032		-0.352		-0.272		-0.268		-0.064		0.42		0.085		0.504		0.809		0.208		0.728		0.487

		149		2.54		5.36		67.5		73621630		rplR		50S Ribosomal protein L18 [Neisseria meningitidis MC58]		rplR						J		C		3		-0.052		-0.032		-0.088		-0.3		-0.132		-0.16		-0.156		0.628		0.054		0.221		0.022		0.081		0.023		0.036

		44		14.94		15.47		75.2		7225819		rplS		50S Ribosomal protein L19 [Neisseria meningitidis MC58]		rplS						J		C		8		0.116		0.056		0.136		0.004		0.04		0.028		0.108		0.102		0.223		0.121		0.47		0.244		0.295		0.123

		45		16.97		17.74		86.8		325207634		rplS		50S Ribosomal protein L19 [Neisseria meningitidis NZ-05/33]		rplS						J		C		11		0.236		0.228		0.172		0.004		0.236		0.04		-0.424		0.155		0.121		0.193		0.548		0.344		0.331		0.244

		116		6.4		6.56		60.5		7225950		rplT		50S Ribosomal protein L20 [Neisseria meningitidis MC58]		rplT						J		C		3		-0.244		-0.052		-0.02		0.072		-0.448		-0.072		-0.892		0.757		0.978		0.81		0.282		0.262		0.967		0.121

		143		3.42		3.6		26.1		13668799		rplT		50S Ribosomal protein L20 [Neisseria lactamica ST-640]		rplTa		15676621				J		C		2		-0.088		0.528		0.46		-0.82		-0.668		-0.148		0.552		0.108		0.856		0.549		0.085		0.103		0.151		0.914

		59		11.48		11.57		50		81707269		rplU		50S Ribosomal protein L21 [Neisseria meningitidis MC58]		rplU						J		C		6		-0.364		-0.332		0.044		0.192		0.052		-0.212		-0.708		0.073		0.246		0.243		0.361		0.314		0.091		0.001

		184		2.51		2.76		39.2		81783933		rplU		50S Ribosomal protein L21  [Neisseria meningitidis Z2491]		rplU						J		C		1		-0.068		-0.048		0.028		0.008		-0.268		-0.016		-0.972		0.129		0.251		0.109		0.05		0.076		0.154		0.006

		57		11.86		11.94		76.2		7225365		rplV		50S Ribosomal protein L22 [Neisseria meningitidis MC58]		rplV						J		C		5		0.364		-0.18		0.32		-0.016		0.336		-0.08		0.2		0.276		0.294		0.862		0.527		0.296		0.461		0.337

		139		4.49		5.04		60.6		81857629		rplW		50S Ribosomal protein L23 [Neisseria meningitidis MC58]		rplW						J		C		3		-0.512		-0.536		-0.316		-0.004		-0.076		-0.816		-1.216		0.035		0.015		0.034		0.206		0.058		0.008		0.013

		121		4.26		4.59		36.8		269214264		NEILACOT_03181		50S Ribosomal protein L23 [Neisseria lactamica ATCC 23970]		rplWe		15676071		50S Ribosomal protein L23 		J		C		2		0.276		0.168		0.372		0.204		0.012		-0.476		0.256		0.037		0.723		0.033		0.085		0.629		0.009		0.062

		62		11.02		11.15		91.6		7225371		rplX		50S Ribosomal protein L24 [Neisseria meningitidis MC58]		rplX						J		C		5		-0.024		0.396		0.504		0.672		0.072		-0.604		0.82		0.624		0.945		0.955		0.378		0.375		0.187		0.389

		53		15.35		15.4		60.5		7226114		rplY		50S Ribosomal protein L25 [Neisseria meningitidis MC58]		rplY						J		C		10		-0.292		-0.392		0.3		-0.052		0.108		-0.064		-1.148		0.972		0.322		0.239		0.466		0.423		0.527		0.719

		41		16.21		16.31		51.1		71153153		rplY		50S Ribosomal protein L25; AltName: General stress protein CTC [Neisseria meningitidis Z2491]		rplY						J		C		10		-0.168		-0.076		0.16		-0.812		0.332		0.108		0.244		0.677		0.448		0.677		0.033		0.408		0.529		0.554

		141		3.49		4		75.6		7225545		rpmA		50S Ribosomal protein L27 [Neisseria meningitidis MC58]		rpmA						J		C		3		-0.36		-1.324		-0.272		0.212		0.544		-0.452		-0.38		0.132		0.064		0.991		0.438		0.394		0.128		0.1

		187		2.42		2.51		31.6		268604467		rpmB		50S Ribosomal protein L28 [Neisseria gonorrhoeae PID1]		rpmBh		15676238				J		C		1		-0.06		-1.408		-0.152		-0.076		-0.912		-0.504		-1.592		0.607		0.049		0.008		0.004		0.081		0.009		0.049

		114		4.54		4.54		55.7		81707281		rpmD		50S Ribosomal protein L30 [Neisseria meningitidis MC58]		rpmD						J		C		2		0.016		0.364		0.348		-0.356		0.008		-0.192		0.352		0.795		0.182		0.356		0.071		0.799		0.071		0.12

		144		3.35		3.41		27.1		75432307		rpmF		50S ribosomal protein L32 [Neisseria gonorrhoeae FA 1090]		rpmFa		15677742				J		C		2		-0.256		-0.748		-0.212		-0.168		-0.672		-0.284		-0.012		0.123		0.098		0.131		0.374		0.101		0.119		0.738

		210		2		2		13.7		7225543		rpmG		50S Ribosomal protein L33 [Neisseria meningitidis MC58]		rpmG						J		C		1		0.024		-0.192		-0.244		-0.084		-0.308		-0.02		-0.168		0.889		0.471		0.39		0.726		0.326		0.938		0.514

		155		4		4		16.9		7225949		rpmI		50S Ribosomal protein L35 [Neisseria meningitidis MC58]		rpmI						J		C		2		-0.776		-0.184		-1.44		0.028		-0.104		-0.72		-1.104		0.094		0.115		0.055		0.78		0.931		0.159		0.178

		155		2.31		2.35		30.9		340363115		rpmI		50S Ribosomal protein L35 [Neisseria macacae ATCC 33926]		rpmIh		15676620				J		C		1		-0.124		-1.036		-0.62		-0.64		-0.38		-0.472		-0.904		0.518		0.203		0.36		0.328		0.328		0.449		0.291

		80		8.96		9		32.6		7225386		rpoA		DNA-directed RNA polymerase, alpha subunit [Neisseria meningitidis MC58]		rpoA						K		C		5		0.36		0.468		-0.268		0.472		0.532		0.148		0.5		0.471		0.378		0.447		0.224		0.311		0.326		0.326

		20		27.47		29.21		23.9		1325955		rpoB		RNA polymerase beta subunit [Neisseria meningitidis]		rpoB						K		C		15		-0.128		-0.112		-0.18		-0.236		-0.156		-0.156		-0.812		0.995		0.716		0.736		0.847		0.862		0.823		0

		39		16.9		17.99		16.9		317165365		rpoB		DNA-directed RNA polymerase subunit beta [Neisseria gonorrhoeae TCDC-NG08107]		rpoBa		15676060				K		C		8		0.224		0.116		-0.152		0.064		0.02		0.068		0.36		0.093		0.342		0.441		0.142		0.196		0.222		0.067

		106		5.73		8.78		16.4		284795635		NEISUBOT_05594		DNA-directed RNA polymerase, beta' subunit [Neisseria subflava NJ9703]		rpoCa		15676061				J		C		3		0.272		-0.024		0.384		0.704		-0.04		0.18		0.404		0.547		0.489		0.434		0.266		0.378		0.469		0.431

		50		16.25		19.99		24.4		313667427		rpoC		DNA-directed RNA polymerase beta' chain [Neisseria lactamica ST-640]		rpoCa		15676061				J		C		8		0.536		0.012		-0.052		-0.028		-0.384		0.016		-1.156		0.081		0.147		0.398		0.401		0.292		0.242		0

		11		33.16		33.83		54.6		81784541		rpsA		30S Ribosomal protein S1 [Neisseria meningitidis MC58]		rpsA						J		C		16		0.06		0.076		-0.012		0.1		0.044		0.008		-0.696		0.044		0.042		0.236		0.021		0.091		0.213		0.733

		10		34.56		35.63		48.4		325140474		rpsA		30S Ribosomal protein S1 [Neisseria meningitidis CU385]		rpsA						J		C		17		0.052		0.064		0.008		0.056		0.024		0.036		0.036		0.024		0.008		0.061		0.005		0.08		0.04		0.009

		11		31.65		32.87		62.4		7227364		rpsB		30S Ribosomal protein S2 [Neisseria meningitidis MC58]		rpsB						J		C		17		0.004		0.032		0.02		-0.02		0.032		-0.004		0.064		0.118		0.035		0.039		0.48		0.061		0.072		0.048

		15		29.89		32.07		78.1		325208952		rpsB		30S Ribosomal protein S2 [Neisseria meningitidis NZ-05/33]		rpsB						J		C		18		0		0.036		-0.028		-0.028		-0.04		-0.016		-0.5		0.325		0.245		0.447		0.168		0.364		0.321		0.418

		20		24.36		25.39		67.8		7225366		rpsC		30S Ribosomal protein S3 [Neisseria meningitidis MC58]		rpsC						J		C		12		0.056		0		0.048		-0.044		0.004		0.024		0.088		0.088		0.719		0.173		0.776		0.684		0.187		0.169

		31		19.01		19.16		59.7		7225385		rpsD		30S Ribosomal protein S4 [Neisseria meningitidis MC58]		rpsD						J		C		9		0.028		-0.004		0.008		0.004		0.004		0.016		0.052		0.16		0.39		0.386		0.278		0.328		0.347		0.081

		30		22.22		22.53		61.2		75507306		rpsD		30S Ribosomal protein S4 [Neisseria gonorrhoeae FA 1090]		rpsDa		15676094				J		C		15		0.28		0.328		0.396		0.512		0.46		0.364		-0.676		0.608		0.312		0.314		0.131		0.229		0.409		0.273

		22		23.97		24.07		63.4		7225377		rpsE		30s Ribosomal protein S5 [Neisseria meningitidis MC58]		rpsE						J		C		12		0.008		-0.064		-0.048		0.04		-0.064		0.048		-0.044		0.678		0.604		0.919		0.33		0.63		0.182		0.557

		74		11.43		11.56		50.8		75432531		rpsF		30S Ribosomal protein S6 [Neisseria gonorrhoeae FA 1090]		rpsFa		15677189				J		C		7		-0.912		-0.668		-0.528		-0.328		-0.592		-0.328		-1.552		0.031		0.272		0.372		0.507		0.247		0.441		0.168

		76		9.81		9.93		53.7		349610161		HMPREF1028_01494		30S Ribosomal protein S6 [Neisseria sp. GT4A_CT1]		rpsFe		15677189				J		C		6		0.252		0.304		0.08		0.268		-0.068		0.14		-0.76		0.849		0.605		0.434		0.741		0.545		0.392		0.442

		43		15.27		15.48		75.6		7225355		rpsG		30S Ribosomal protein S7 [Neisseria meningitidis MC58]		rpsG						J		C		7		0.008		-0.028		-0.016		0		-0.024		-0.004		0.004		0.354		0.882		0.514		0.573		1		0.841		0.273

		81		8.51		8.71		48.5		7225374		rpsH		30S Ribosomal protein S8 [Neisseria meningitidis MC58]		rpsH						J		C		4		0.696		0.492		0.912		0.572		-0.02		0.34		0.572		0.239		0.22		0.146		0.334		0.664		0.365		0.372

		69		10.56		11.62		66.9		7227318		rpsI		30S Ribosomal protein S9 [Neisseria meningitidis MC58]		rpsI						J		C		5		-0.02		-0.804		-0.088		-0.276		-0.156		-0.392		0.16		0.512		0.018		0.12		0.017		0.224		0.184		0.46

		46		13.92		14.16		60.2		7225358		rpsJ		30S Ribosomal protein S10 [Neisseria meningitidis MC58]		rpsJ						J		C		7		-1.916		-1.916		-1.916		-1.264		-1.916		-1.916		-0.1		0.057		0.057		0.057		0.084		0.057		0.057		0.668

		94		6.83		9.45		52.7		7225384		rpsK		30S Ribosomal protein S11 [Neisseria meningitidis MC58]		rpsK						J		C		4		0.272		0.132		-0.104		0.164		0.16		0.332		0.52		0.105		0.137		0.47		0.232		0.165		0.089		0.063

		96		8.51		9.63		66.4		75355452		rpsK		30S Ribosomal protein S11 [Neisseria gonorrhoeae FA 1090]		rpsKa		15676093				J		C		5		0.072		0.144		0.312		0.148		0.3		0.176		-0.816		0.352		0.753		0.359		0.701		0.146		0.136		0.958

		55		12.22		12.25		56.9		7225354		rpsL		30S Ribosomal protein S12 [Neisseria meningitidis MC58]		rpsL						J		C		9		0.176		0.26		0.196		-0.212		0.18		-0.052		0.436		0.372		0.347		0.371		0.746		0.383		0.567		0.464

		136		4.02		4.16		30.8		7225383		rpsM		30S Ribosomal protein S13 [Neisseria meningitidis MC58]		rpsM						J		C		2		-0.032		-0.108		-0.056		-0.1		0.1		-0.052		0.048		0.044		0.058		0.225		0.067		0.036		0.043		0.321

		92		7.3		7.66		61.4		7225373		rpsN		30S Ribosomal protein S14 [Neisseria meningitidis MC58]		rpsN						J		C		4		0.572		0.156		0.584		0.232		0.196		0.156		0.368		0.844		0.613		0.293		0.575		0.555		0.677		0.845

		50		12.88		13.22		80.9		81783919		rpsO		30S Ribosomal protein S15 [Neisseria meningitidis Z2491]		rpsO						J		C		6		0.484		0.4		0.584		0.404		0.184		0.244		0.58		0.404		0.448		0.464		0.89		0.818		0.67		0.379

		137		4.63		4.63		51.9		7225822		rpsP		30S Ribosomal protein S16 [Neisseria meningitidis MC58]		rpsP						J		C		3		-0.116		0		0.096		-0.116		-0.012		0.096		-1.096		0.098		0.168		0.028		0.029		0.163		0.381		0.007

		163		2.16		2.44		42.7		298370119		HMPREF9016_01454		30S Ribosomal protein S16 [Neisseria sp. oral taxon 014 str. F0314]		rpsPe		15676497				J		C		1		0.12		-0.28		-0.304		-0.14		0.212		-0.124		0.08		0.052		0.022		0.023		0.034		0.499		0.032		0.051

		125		4.2		4.45		67.8		81832765		rpsQ		30S Ribosomal protein S17 [Neisseria meningitidis MC58]		rpsQ						J		C		3		0.316		0.004		-0.24		-0.096		0.044		-0.14		0.092		0.38		0.524		0.041		0.291		0.351		0.01		0.009

		85		9.93		10.14		70.1		81857431		rpsQ		30S Ribosomal protein S17 [Neisseria meningitidis Z2491]		rpsQ						J		C		6		-0.28		0.16		0.208		0.108		0.036		-0.056		-0.976		0.467		0.688		0.698		0.857		0.699		0.648		0.387

		75		9.87		10		80.3		7226563		rpsR		30S Ribosomal protein S18 [Neisseria meningitidis MC58]		rpsR						J		C		4		0.024		0.264		-0.172		-0.116		-0.08		0.432		0.384		0.601		0.388		0.669		0.742		0.664		0.264		0.265

		49		13.15		13.15		64.1		7225364		rpsS		30S Ribosomal protein S19 [Neisseria meningitidis MC58]		rpsS						J		C		7		0.3		-0.736		-0.028		0.296		0.156		-0.44		0.208		0.441		0.103		0.69		0.351		0.515		0.85		0.56

		78		10.95		11.47		51.6		340363613		tig2		Trigger factor [Neisseria macacae ATCC 33926]		rpsTf		15676374		30S Ribosomal protein S20		J		C		5		-0.272		-0.404		-0.3		-0.072		-0.112		-0.408		-1.292		0.665		0.158		0.437		0.867		0.844		0.444		0.075

		163		3.63		3.83		61.4		7227209		rpsU		30S Ribosomal protein S21 [Neisseria meningitidis MC58]		rpsU						J		C		2		-0.812		-1.88		-1.364		-0.436		-1.416		-1.536		-1.88		0.036		0.003		0.013		0.157		0.006		0.009		0.003

		111		5.04		5.15		71.4		294668529		NEIELOOT_00441		30S Ribosomal protein S21 [Neisseria elongata subsp. glycolytica ATCC 29315]		rpsUa		15677780				J		C		3		0.68		-0.224		-0.08		0.556		0.128		-0.384		0.208		0.496		0.23		0.284		0.93		0.371		0.359		0.907

		83		8.33		8.52		21		313668607		sdhA		Succinate dehydrogenase flavoprotein subunit [Neisseria lactamica ST-640]		sdhAa		15676843				C		CM		5		-0.884		-0.708		-0.156		-0.048		-0.18		-0.416		0.072		0.267		0.881		0.434		0.515		0.738		0.769		0.347

		121		5.71		5.99		26.4		7226190		sdhB		Succinate dehydrogenase, iron-sulfur protein [Neisseria meningitidis MC58]		sdhB						C		CM		3		-0.852		-0.44		-0.356		0.04		-0.56		-0.52		-1.588		0.008		0.022		0.029		0.543		0.032		0.01		0.004

		188		2.4		6.14		13.9		309378739		secA		Preprotein translocase SecA subunit [Neisseria lactamica Y92-1009]		secAa		15677388				N		C		3		-0.056		-0.648		-0.668		0.48		0.592		-0.656		0.572		0.009		0.104		0.105		0.005		0.004		0.106		0.128

		123		5.68		5.92		36.1		81543069		secB		Protein-export protein secB [Neisseria meningitidis Z2491]		secB						N		C		5		-0.564		-0.56		-0.064		-0.424		-0.564		-0.048		-0.836		0.039		0.046		0.092		0.014		0.014		0.464		0.02

		122		4.25		4.51		39.5		325207545		secB		Protein-export chaperone SecB [Neisseria meningitidis NZ-05/33]		secB						N		C		2		-0.26		-0.48		-0.372		-0.068		-0.912		-0.18		-0.616		0.021		0.037		0.033		0.471		0.008		0.031		0.006

		159		2.2		2.53		13		7226938		serS		Seryl-tRNA synthetase [Neisseria meningitidis MC58]		serS						J		C		1		-1.956		-1.956		-0.04		-0.1		-0.252		-0.112		-1.956		0.063		0.063		0.862		0.67		0.385		0.642		0.063

		149		4.09		4.49		18.6		254673900		siaC		N-acetylneuraminic acid synthetase [Neisseria meningitidis alpha275]		siaC						M		C		2		-0.844		-0.04		-0.168		0.22		0.16		-0.592		-0.12		0.096		0.837		0.346		0.295		0.399		0.127		0.15

		152		2.37		3.09		40.2		7226702		ssb		Single-strand binding protein [Neisseria meningitidis MC58]		ssb						L		C		1		1.944		-0.004		1.944		-0.004		1.932		1.944		1.944		0.018		1		0.018		1		0.019		0.018		0.018

		47		16.68		17.76		22.9		325206215		sucA		Oxoglutarate dehydrogenase, E1 component [Neisseria meningitidis M04-240196]		sucA						C		C		8		-0.892		-0.36		-0.2		0.04		-0.264		-0.1		-1.252		0.398		0.962		0.859		0.58		0.838		0.776		0.54

		67		10.6		11.15		17.2		325207989		sucA		Oxoglutarate dehydrogenase, E1 component [Neisseria meningitidis NZ-05/33]		sucA						C		C		6		0.816		0.544		0.404		0.792		-0.124		0.456		0.76		0.302		0.321		0.227		0.284		0.019		0.315		0.22

		48		13.35		13.8		30.2		325207990		sucB		Dihydrolipoyllysine-residue succinyltransferase, E2 component of oxoglutarate dehydrogenase succinyl-transferring complex [Neisseria meningitidis NZ-05/33]		sucB						C		C		8		-0.32		-0.42		-0.12		0.16		-0.296		-0.16		0.168		0.075		0.184		0.286		0.714		0.729		0.324		0.903

		4		42.95		43.86		52.6		325207993		sucC		Succinate-CoA ligase, beta subunit [Neisseria meningitidis NZ-05/33]		sucC						C		C		22		0.004		0		0.036		0.032		0.028		-0.008		0.08		0.061		0.099		0.029		0.022		0.013		0.174		0.007

		36		17.36		17.57		40.5		7226200		sucD		Succinyl-CoA synthetase, alpha subunit [Neisseria meningitidis MC58]		sucD						C		C		12		-0.004		-0.012		0.024		0.056		0.04		0.02		0.084		0.375		0.422		0.128		0.202		0.174		0.228		0.054

		171		3.26		3.45		19.3		325207310		NMBNZ0533_0283		SurA/PPIASE domain protein [Neisseria meningitidis NZ-05/33]		surAa		254805678		Putative peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis alpha14]		O		P		2		-1.12		0.144		-1.948		-0.996		0.204		-0.928		-1.948		0.115		0.535		0.06		0.104		0.43		0.146		0.06

		161		2.17		2.42		19.5		59802035		NGO1714		Cis-trans isomerase [Neisseria gonorrhoeae FA 1090]		surAb		254805678		Putative peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis alpha14]		O		P		1		-0.176		-0.132		-0.244		-0.216		-0.12		-0.044		-0.02		0.496		0.593		0.395		0.432		0.619		0.85		0.938

		40		18.43		19.12		70.6		325207831		tcyA		L-Cysteine ABC transporter, periplasmic L-cystine-binding protein [Neisseria meningitidis NZ-05/33]		tcyA						E		P		10		0.34		0.432		0.088		0.464		0.28		0.32		-0.856		0.222		0.169		0.463		0.141		0.328		0.237		0.792

		153		2.35		3.36		12.2		313668377		thrC		Threonine synthase [Neisseria lactamica ST-640]		thrCe		15676932				E		C		2		-0.328		-1.956		0.056		-0.476		-0.1		-0.008		-0.14		0.309		0.053		0.779		0.22		0.669		0.992		0.567

		19		24.61		25.99		44.9		7226554		tig		Trigger factor [Neisseria meningitidis MC58]		tig						O		C		13		0.2		0.144		-0.028		0.416		-0.02		-0.176		-0.012		0.14		0.183		0.313		0.043		0.357		0.532		0.287

		174		2.08		3.04		9.5		288566593		NEIMUCOT_05321		Thioredoxin-disulfide reductase [Neisseria mucosa ATCC 25996]		trxBb		15677190		Thioredoxin reductase 		O		UM		2		1.996		1.996		1.996		1.996		1.996		1.996		1.996		1		0.02		0.018		1		0.018		1		1

		25		23.16		23.76		48.9		254804089		tsf		Elongation factor EF-Ts [Neisseria meningitidis alpha14]		tsf						J		C		13		-0.068		-0.108		-0.112		0.06		-0.112		-0.152		0.032		0.629		0.642		0.65		0.344		0.5		0.501		0.394

		143		4.29		5.89		11.3		296839833		NEIPOLOT_00410		TspA protein [Neisseria polysaccharea ATCC 43768]		tspAc		15676256				No related COG		OM		3		0.54		-0.164		0.484		0.524		0.732		0.756		0.012		0.05		0.059		0.054		0.05		0.036		0.035		0.044

		172		2.09		3.02		7.4		268599846		tspA		TspA protein - LOW QUALITY PROTEIN [Neisseria gonorrhoeae MS11]		tspAq		15676256				No related COG		OM		1		-0.004		1.944		1.944		1.944		-0.004		-0.004		-0.004		1		0.019		0.02		0.02		1		1		1

		1		75.46		75.46		69.3		7225341		tufB		Translation elongation factor Tu [Neisseria meningitidis MC58]		tufB						JE		C		52		-0.064		-0.036		-0.048		-0.024		-0.032		-0.04		-0.012		0.15		0.765		0.881		0.524		0.539		0.509		0.571

		1		68.5		68.5		69.8		241758467		tuf		Translation elongation factor Tu [Neisseria flavescens SK114]		tufBe		15676052		Elongation factor Tu		JE		C		66		-0.1		-0.076		-0.008		-0.012		-0.04		-0.036		-0.532		0.072		0.666		0.622		0.492		0.708		0.877		0.005

		124		4.24		6.52		10.3		7226435		typA		GTP-binding protein TypA [Neisseria meningitidis MC58]		typA						N		CM		3		1.94		-0.004		1.908		-0.004		-0.004		-0.004		1.812		0.018		1		0.019		1		1		1		0.02

		194		2.01		2.75		14.7		329119217		ubiE		Ubiquinone/menaquinone biosynthesis methyltransferase UbiE [Neisseria bacilliformis ATCC BAA-1200]		ubiEa		15676641				H		C		1		-0.004		1.944		1.888		1.852		-0.004		-0.004		1.9		1		0.019		0.02		0.02		1		1		0.02

		119		4.28		4.73		10.7		7227359		yojH		Malate:quinone oxidoreductase [Neisseria meningitidis MC58]		yojH						R		C		2		-0.736		-0.716		-0.264		-0.136		-0.352		-0.392		-0.352		0.405		0.083		0.293		0.412		0.101		0.093		0.109

		179		2.73		3.6		20.1		296839912		NEIPOLOT_00326		Malate dehydrogenase [Neisseria polysaccharea ATCC 43768]		yojHa		15677916		Malate:quinone oxidoreductase 		R		C		1		-0.004		-0.82		-0.108		-0.04		-0.396		-0.26		-0.54		0.896		0.22		0.843		0.938		0.521		0.876		0.563

		188		2.04		2.34		4.4		RRRRRgi|288576023				REVERSED type VI secretion system Vgr family protein [Neisseria mucosa ATCC 25996]												1

		204		2		2.47		20.9		RRRRRgi|294671256				REVERSED hypothetical protein NEIELOOT_02966 [Neisseria elongata subsp. glycolytica ATCC 29315]												1

		1 = Gene name equivalent to serogroup B Neisseria meningitidis (NMB) as per BLAST search; 2 = The equivalent NMB protein name, which is MC58 unless otherwise stated and is the same protein name as original unless otherwise stated.  Cells highlighted in yellow indicate greater than 1.8-fold increase in expression.  Blue cells indicate expression less than 0.2-fold.  Green cells indicate a significance of greater than 95%. Lilac cells indicate a significance between 90% and 94.99% confidence.  Empty ratio cells indicate that insufficient quantitation data was obtained for that protein.  The shared measure of identity of the equivalent NMB protein with the non-meningococcal protein is given in the ‘Gene Name NMB’ column using superscript letters.  Coverage (C) and identity (ID) is represented %C/%ID.  If not otherwise stated coverage is 100%.  a=95-100%ID, b=85-94%ID, c=75-84%ID, d=65-74%ID, e=90-100%/90-100%, f=77%/99%, g=83%/99%, h=67%/100%, i=99%/78%, j=88%/98%, k=90%/74%, l=97%/29%, m=92%/86%, n=95%/67%, o=85%93, p=87%/99%, q=97%/88%, r=94%/54%, s=89%/96%, t=97%/85%, u=65%/100%.  COG function codes: Information, storage and processing – J = Translation, ribosomal structure and biogenesis, K = Transcription, L = DNA replication, recombination and repair; Cellular processes – D = Cell division and chromosome partitioning, M = Cell envelope biogenesis, outer membrane, N = Cell motility and secretion, O = Posttranslational modification, protein turnover, chaperones, P = Inorganic ion transport and metabolism, T = signal transduction mechanisms; Metabolism – C = Energy production and conversion, E = Amino acid transport and metabolism, F = Nucleotide transport and metabolism, G = Carbohydrate transport and metabolism, H = Coenzyme transport and metabolism, I = Lipid metabolism; Q = Secondary metabolites biosynthesis, transport, and catabolism; Poorly characterised proteins – R = General function prediction only, S = Function Unknown, No Related COG = Protein does not match to any COG.  Subcellular location codes: C = cytoplasm, CM = Cytoplasmic Membrane, P = Periplasm, OM = Outer membrane, E = Extracellular, UM = Unknown due to multiple possible locations, U = Unknown

























































































































































		Table 6.12  Quantitation of proteins detected in iTRAQ Experiment Two compared to NZ98/254 strain grown under normal conditions

		1 = Gene name equivalent to serogroup B Neisseria meningitidis (NMB) as per BLAST search; 2 = The equivalent NMB protein name, which is MC58 unless otherwise stated and is the same protein name as original unless otherwise stated.  Cells highlighted in yellow indicate greater than 1.8-fold increase in expression.  Blue cells indicate expression less than 0.2-fold.  Green cells indicate a significance of greater than 95%. Lilac cells indicate a significance between 90% and 94.99% confidence.  Empty ratio cells indicate that insufficient quantitation data was obtained for that protein.  The shared measure of identity of the equivalent NMB protein with the non-meningococcal protein is given in the ‘Gene Name NMB’ column using superscript letters.  Coverage (C) and identity (ID) is represented %C/%ID.  If not otherwise stated coverage is 100%.  A=95-100%ID, b=85-94%ID, c=75-84%ID, d=65-74%ID, e=90-100%/90-100%, f=67%/100%, g=81%/97%, h=65%/100.  COG function codes: Information, storage and processing – J = Translation, ribosomal structure and biogenesis, K = Transcription, L = DNA replication, recombination and repair; Cellular processes – D = Cell division and chromosome partitioning, M = Cell envelope biogenesis, outer membrane, N = Cell motility and secretion, O = Posttranslational modification, protein turnover, chaperones, P = Inorganic ion transport and metabolism, T = signal transduction mechanisms; Metabolism – C = Energy production and conversion, E = Amino acid transport and metabolism, F = Nucleotide transport and metabolism, G = Carbohydrate transport and metabolism, H = Coenzyme transport and metabolism, I = Lipid metabolism; Q = Secondary metabolites biosynthesis, transport, and catabolism; Poorly characterised proteins – R = General function prediction only, S = Function Unknown, No Related COG = Protein does not match to any COG.  Subcellular location codes: C = cytoplasm, CM = Cytoplasmic Membrane, P = Periplasm, OM = Outer membrane, E = Extracellular, UM = Unknown due to multiple possible locations, U = Unknown





Expt 1 H34i

												Suuplementary Table S4

		Protein N		Unused ProtScore		Total ProtScore		% Cov		GI Accession #		Gene name or locus number		Protein Name [Species/Strain]		Gene name NMB1		NMB Equivalent GI Accession #		NMB Equivalent Name2		COG		Sub-cellular Location		Peptides (95%)		log NZ98i :H34i 113:117		log H34 22% RH :H34i 114:117		log H34 30% RH :H34i 115:117		log NZ98 22% RH :H34i 116:117		log Control 2 :H34i 118:117		log Control 1 :H34i 119:117		log NZ98 30% RH :H34i 121:117		P-Value NZ98i :H34i 113:117		P-Value  H34 22% RH :H34i 114:117		P-Value H34 30% RH :H34i 115:117		P-Value NZ98 22% RH :H34i 116:117		P-Value Control 2 :H34i 118:117		P-Value Control 1 :H34i 119:117		P-Value NZ98 30% RH :H34i 121:117				22% up		22% down		30% up		30% down		SAME

		12		28.2		28.2		68.2		325206223		NMBM04240196_1215		Antioxidant, AhpC/TSA family/glutaredoxin [Neisseria meningitidis M04-240196]		NMB0946a		15676839		Peroxiredoxin 2 family protein/gluta-redoxin		O		U		18		0.016		-0.836		-0.7		-0.488		-0.464		-0.492		-0.232		0.527		0.006		0.031		0.048		0.633		0.432		0.762						1				1		1

		29		19.73		19.73		68.9		325207179		rplD		Ribosomal protein L4 [Neisseria meningitidis NZ-05/33]		rplD						J		C		11		0.268		0.652		0.456		0.472		0.568		0.428		0.856		0.922		0.028		0.071		0.874		0.065		0.18		0.026				1

		46		13.92		14.16		60.2		7225358		rpsJ		30S Ribosomal protein S10 [Neisseria meningitidis MC58]		rpsJ						J		C		7		1.256		-0.98		-0.98		-0.98		-0.98		-0.98		1.124		0.084		0.021		0.021		0.021		0.089		0.089		0.034						1				1		1

		49		13.15		13.15		64.1		7225364		rpsS		30S Ribosomal protein S19 [Neisseria meningitidis MC58]		rpsS						J		C		7		-0.304		0.044		-1		-0.28		-0.132		-0.792		-0.044		0.351		0.558		0.024		0.287		0.306		0.015		0.447										1

		54		12.37		13.03		39		7227050		NMB1796		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1796						Hypothetical R		C		6		-0.264		-0.5		-1.304		-0.164		-0.52		-0.58		-0.296		0.193		0.014		0.14		0.126		0.209		0.074		0.075		?				1								NMB1796

		57		11.86		11.94		76.2		7225365		rplV		50S Ribosomal protein L22 [Neisseria meningitidis MC58]		rplV						J		C		5		0.008		0.392		-0.204		0.344		0.376		-0.084		0.172		0.527		0.025		0.29		0.609		0.009		0.622		0.07				1

		64		10.99		12.08		24.6		325200709		gutB		(R,R)-Butanediol dehydrogenase [Neisseria meningitidis H44/76]		gutB						ER		C		7		-0.612		-1.348		-1.08		-1.08		-1.08		-0.464		-0.844		0.17		0.028		0.125		0.043		0.015		0.065		0.002						1

		69		10.56		11.62		66.9		7227318		rpsI		30S Ribosomal protein S9 [Neisseria meningitidis MC58]		rpsI						J		C		5		0.268		0.192		-0.628		0.096		0.016		-0.136		0.4		0.017		0.716		0.028		0.934		0.513		0.701		0.455										1				rpsI

		71		10.41		10.42		54.8		325208946		NMBNZ0533_2030		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_2030						Hypothetical No related COG		U		6		0.156		-0.608		-0.136		-0.732		0.04		0.068		0.056		0.512		0.001		0.062		0.002		0.34		0.071		0.081		?				1								NMBNZ0533_2030

		90		7.5		7.68		61.5		81783922		rplN		50S Ribosomal protein L14 [Neisseria meningitidis Z2491]		rplN						J		C		4		0.116		0.604		0.38		0.028		0.336		0.228		0.44		0.474		0.006		0.05		0.61		0.273		0.443		0.17				1				1				1

		95		6.83		7.51		22.2		639482		pilG		PilG [Neisseria meningitidis]		pilG						N		CM		5		-0.456		-1.184		-0.576		-1.204		-0.4		-0.456		0.244		0.886		0.036		0.038		0.032		0.783		0.777		0.348						1				1		1

		99		6.25		6.27		25.7		325140643		NMBCU385_0690		Universal stress protein family [Neisseria meningitidis CU385]		NMBCU385_0690						T		U		3		-0.14		-1.26		-0.604		-0.26		-0.748		-0.324		-0.892		0.054		0.001		0.022		0.353		0.018		0.114		0.015						1				1		1

		101		6.22		6.3		18.1		7225651		ftsZ		Cell division protein FtsZ [Neisseria meningitidis MC58]		ftsZ						D		C		3		-0.328		0.04		-0.716		0.144		0.204		-0.616		0.116		0.358		0.663		0.003		0.371		0.413		0.012		0.446										1				ftsZ

		104		6		6.32		11.9		59801427		NGO1056		Hypothetical protein NGO1056 [Neisseria gonorrhoeae FA 1090]		nlpDg		15677336		Lipoprotein NlpD 		Hypothetical M		UM - P,OM,E (NGO1056 = OM)		3		-0.984		-0.984		-0.004		-0.116		-0.984		-0.984		0.996		0.019		0.019		0.054		0.407		0.067		0.067		0.039						1

		109		5.29		5.47		11.00%		7226965		gdhA		Glutamate dehydrogenase, NADP-specific [Neisseria meningitidis MC58]		gdhA						E		UM		3		0.6		1.344		0.776		0		0.628		0.004		0.64		0.107		0.01		0.109		0.054		0.036		0.053		0.001				1

		110		5.27		5.42		21		7228909		gna1220		Membrane protein GNA1220 [Neisseria meningitidis]		gna1220						O		OM		2		-1.164		-0.792		-0.376		-0.148		-0.52		-0.172		0.064		0.002		0.002		0.029		0.029		0.008		0.035		0.064						1				1				1

		114		4.54		4.54		55.7		81707281		rpmD		50S Ribosomal protein L30 [Neisseria meningitidis MC58]		rpmD						J		C		2		0.348		0.436		0.728		0.72		0.328		0.176		0.648		0.071		0.083		0.031		0.042		0.062		0.998		0.025								1

		118		4.29		4.38		19.2		325207593		NMBNZ0533_0588		Putative thiol:disulfide interchange protein DsbC [Neisseria meningitidis NZ-05/33]		dsbC						O		P		2		0.06		0.524		0.564		0.176		0.004		0.524		0.476		0.379		0.055		0.013		0.01		0.841		0.003		0.005								1

		126		4.19		4.19		75		7226326		NMB1088		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1088						S		U		3		-0.004		-0.984		-0.004		-0.14		1.056		0.836		-0.14		0.052		0.018		0.048		0.363		0.037		0.041		0.363						1

		128		4.17		4.5		24.3		325208336		iscS		Cysteine desulfurase IscS [Neisseria meningitidis NZ-05/33]		iscS						E		C		2		-1.248		-0.684		-1.168		-0.616		-1.28		-0.568		-0.056		0.001		0.004		0.001		0.004		0.011		0.07		0.697						1				1		1

		129		4.16		4.65		17		7225870		ppa		Inorganic pyrophosphatase [Neisseria meningitidis MC58]		ppa						C		C		2		0.4		-1.008		-0.18		-0.056		-0.652		0.336		0.316		0.026		0.018		0.007		0.082		0.029		0.004		0.004						1

		132		4.13		4.18		19.8		7227179		fabG-2		3-Oxoacyl-(acyl-carrier-protein) reductase [Neisseria meningitidis MC58]		fabG-2						I		C		3		-0.324		-1.24		-0.152		-0.044		-0.188		0.112		-0.048		0.037		0.02		0.041		0.787		0.156		0.493		0.653						1

		133		4.11		4.21		25.4		325201239		NMBM01240149_0046		Twitching motility protein PilT [Neisseria meningitidis M01-240149]		pilT						N		C		3		-1.956		-1.956		-0.88		-1.956		-0.94		0.024		-1		0.02		0.02		0.041		0.02		0.145		0.901		0.138						1				1		1

		138		3.84		4.67		15.3		298368976		HMPREF9016_00645		Isocitrate dehydrogenase, NADP-dependent [Neisseria sp. oral taxon 014 str. F0314]		icda		15676815		Isocitrate dehydrogenase, NADP-dependent, monomeric type 		C		C		3		-0.492		-1.3		-0.008		-1.284		-0.676		0.064		-0.612		0.044		0.002		0.973		0.001		0.026		0.627		0.052						1

		139		3.74		4.27		31.5		152143383		nlpB		NlpB [Neisseria meningitidis]		nlpB						M		U		3		-0.48		-0.212		0.628		0.592		-0.416		0.068		0.1		0.001		0.011		0.025		0.024		0.19		0.006		0.006								1

		141		3.49		4		75.6		7225545		rpmA		50S Ribosomal protein L27 [Neisseria meningitidis MC58]		rpmA						J		C		3		-0.22		-0.588		-1.752		-0.552		0.368		-0.68		-0.716		0.438		0.042		0.02		0.434		0.232		0.169		0.123						1				1		1

		145		3.14		3.52		20.5		7225802		gcvT		Glycine cleavage system T protein [Neisseria meningitidis MC58]		gcvT						E		UM		2		0.808		-0.888		-0.484		0.452		0.6		-0.284		0.712		0.107		0.001		0.338		0.859		0.363		0.132		0.317						1

		146		3.13		3.29		12.9		9911105		recA		Recombinase A [Neisseria meningitidis Z2491]		recA						L		C		2		-0.936		-1.288		0.216		-0.18		-0.332		-0.128		0.084		0.038		0.033		0.414		0.479		0.306		0.589		0.7						1

		149		2.54		5.36		67.5		73621630		rplR		50S Ribosomal protein L18 [Neisseria meningitidis MC58]		rplR						J		C		3		0.292		0.244		0.276		0.24		0.168		0.144		0.156		0.022		0.026		0.013		0.039		0.005		0.008		0.006				1				1				1

		153		2.35		3.36		12.2		313668377		thrC		Threonine synthase [Neisseria lactamica ST-640]		thrCe		15676932				E		C		2		0.468		0.144		-1.944		0.528		0.372		0.464		0.332		0.22		0.542		0.019		0.196		0.271		0.221		0.3										1

		157		2.25		2.56		12.3		349574043		aspS		Aspartate--tRNA ligase [Neisseria shayeganii 871]		aspSe		15676377				J		C		1		-1.24		0.736		-0.636		0.096		-1.24		-0.58		0.116		0.028		0.041		0.039		0.335		0.067		0.02		0.008				1						1

		158		2.22		2.53		12.2		7226217		pntB		NAD(P) transhydrogenase, beta subunit [Neisseria meningitidis MC58]		pntB						C		CM		1		0.172		0.272		-1.956		-0.052		-1.956		0.164		0.168		0.49		0.35		0.019		0.818		0.066		0.5		0.497										1

		159		2.2		2.53		13		7226938		serS		Seryl-tRNA synthetase [Neisseria meningitidis MC58]		serS						J		C		1		0.092		-1.956		-1.956		0.056		-0.152		-0.016		-1.956		0.67		0.019		0.019		0.786		0.541		0.961		0.066						1				1		1

		160		2.18		3.19		6.2		329120759		ppx2		Exopolyphosphatase [Neisseria bacilliformis ATCC BAA-1200]		NMB0593l		15676498		Hypothetical protein NMB0593 		R		U		1		0.032		-1.956		-0.04		0.032		0.008		0.052		0.02		0.871		0.018		0.868		0.872		0.952		0.795		0.904						1

		162		2.17		2.18		11.8		269144630		NEICINOT_04798		Cytochrome c oxidase, Cbb3-type, subunit II [Neisseria cinerea ATCC 14685]		fixOa		15677570		Cbb3-type cytochrome c oxidase subunit II		C		C		1		-0.772		-0.984		-0.996		0.32		-0.868		0.116		-0.72		0.042		0.034		0.034		0.313		0.16		0.619		0.204						1				1		1

		163		2.16		2.44		42.7		298370119		HMPREF9016_01454		30S Ribosomal protein S16 [Neisseria sp. oral taxon 014 str. F0314]		rpsPe		15676497				J		C		1		0.132		0.268		-0.236		-0.172		0.372		0		0.224		0.034		0.011		0.006		0.006		0.003		0.008		0.002				1						1

		170		2.09		4.69		10.6		325128687		infB		Translation initiation factor IF-2 [Neisseria meningitidis N1568]		infB						J		C		2		0.156		-0.072		-0.272		0.148		0.144		-0.652		0.084		0.08		0.126		0.006		0.2		0.238		0.018		0.308										1

		172		2.09		3.02		7.4		268599846		tspA		TspA protein - LOW QUALITY PROTEIN [Neisseria gonorrhoeae MS11]		tspAq		15676256				No related COG		OM		1		-1.956		-1.956		0.208		-0.056		-1.956		-1.956		-1.956		0.02		0.02		0.429		0.818		0.07		0.07		0.07						1

		173		2.08		3.77		8		309379221		NLY_29500		Ribonucleoside-diphosphate reductase, alpha subunit [Neisseria lactamica Y92-1009]		nrdAa		15677158				F		C		1		0.748		0.748		0.748		1.064		1.08		1.004		0.748		0.05		0.051		0.044		0.115		0.042		0.039		0.059				1				1				1

		178		2.07		2.07		6.5		329118596		fba		Fructose-bisphosphate aldolase [Neisseria bacilliformis ATCC BAA-1200]		cbbAe		15677704				G		C		1		-0.004		1.944		1.944		1.944		1.944		1.944		1.944		1		0.054		0.051		0.052		0.018		0.018		0.018				1				1				1

		181		2.05		2.97		9.7		296838806		ftsK		DNA translocase FtsK [Neisseria polysaccharea ATCC 43768]		ftsK-2b		15677180		Cell division protein FtsK 		D		CM		1		1.944		1.944		1.944		1.944		1.944		1.944		1.944		0.047		0.049		0.052		0.05		0.017		0.018		0.018				1				1				1

		187		2.04		2.62		8.3		349609651		HMPREF1028_01004		Bis(5'-nucleosyl)-tetraphosphatase, symmetrical [Neisseria sp. GT4A_CT1]		apaHc		161869599		Diadenosine tetraphosphatase [Neisseria meningitidis 053442]		T		C		1		-1.956		-1.956		-1.956		0.296		0.22		0.356		-1.956		0.019		0.019		0.019		0.327		0.413		0.281		0.067						1				1		1

		194		2.01		2.75		14.7		329119217		ubiE		Ubiquinone/menaquinone biosynthesis methyltransferase UbiE [Neisseria bacilliformis ATCC BAA-1200]		ubiEa		15676641				H		C		1		-1.92		-1.92		0.448		0.088		-1.92		-1.92		0.124		0.02		0.02		0.229		0.687		0.079		0.079		0.588						1

		207		2		2.1		6		59801289		NGO0890		D-Lactate dehydrogenase [Neisseria gonorrhoeae FA 1090]		dlda		15676888				C		CM		1		-0.248		-0.064		-1.956		-1.956		0.04		-1.956		-1.956		0.387		0.782		0.019		0.019		0.84		0.065		0.065										1

		22		25.35		25.8		67.8		7225366		rpsC		30S Ribosomal protein S3 [Neisseria meningitidis MC58]		rpsC						J		C		17		0.08		0.16		0.26		0.316		-0.02		0.208		-0.712		0.431		0.005		0.002		0		0.679		0.003		0.454				1				1				1

		47		16.68		17.76		22.9		325206215		sucA		Oxoglutarate dehydrogenase, E1 component [Neisseria meningitidis M04-240196]		sucA						C		C		8		-0.048		-0.876		-0.384		-0.216		-0.268		-0.092		-1.156		0.58		0.03		0.221		0.267		0.833		0.782		0.058						1

		50		16.25		19.99		24.4		313667427		rpoC		DNA-directed RNA polymerase beta' chain [Neisseria lactamica ST-640]		rpoCa		15676061				J		C		8		0.02		0.624		0.032		0.04		-0.344		0.14		-1.132		0.401		0.053		0.851		0.437		0.235		0.088		0.223				1

		56		14.45		15.03		25.2		7226819		acnB		Aconitate hydratase 2 [Neisseria meningitidis MC58]		acnB						C		C		6		-0.324		-0.852		-0.496		-0.424		-0.408		-0.564		-1.328		0.066		0.016		0.224		0.133		0.064		0.163		0.002						1

		79		10.63		10.68		51.5		284796534		NEISUBOT_04588		Ribosomal protein L16 [Neisseria subflava NJ9703]		rplPa		15676076				J		C		5		0.14		0.268		-0.048		0.012		-0.052		0.12		-0.692		0.053		0.039		0.255		0.672		0.495		0.268		0.573				1

		83		10.2		11.69		18.8		325204497		NMBM01240355_1442		Cytochrome C biogenesis protein transmembrane region [Neisseria meningitidis M01-240355]		dipZe		15677372		Thiol:disulfide interchange protein		OC		CM		6		0.524		0.996		1.252		-0.06		0.944		0.82		-0.176		0.499		0.085		0.052		0.007		0.099		0.083		0.227								1

		104		7.79		8.89		31.7		59801339		NGO0948		Hypothetical protein NGO0948 [Neisseria gonorrhoeae FA 1090]		NMB0928a		15676822		Hypothetical protein NMB0928		Hypothetical No related COG		CM		4		0.196		0.308		0.284		0.388		-0.076		0.176		-1		0.31		0.947		0.043		0.962		0.431		0.198		0.001								1

		111		6.81		6.87		43.1		349522		pilE		Pilus structural subunit [Neisseria meningitidis]		pilE						N		E		4		-0.816		0.716		0.864		0.008		-0.1		-0.008		0.516		0.033		0.02		0.016		0.007		0.009		0.987		0.139				1				1				1

		114		6.67		6.88		24.3		7226723		NMB1483		Putative lipoprotein NlpD [Neisseria meningitidis MC58]		nlpD						M		UM		4		-0.792		-0.092		-0.768		-0.868		-0.704		-0.112		-1.124		0.003		0.559		0.003		0.003		0.022		0.477		0.009										1

		118		6.26		6.54		38.5		7225374		rpsH		30S Ribosomal protein S8 [Neisseria meningitidis MC58]		rpsH						J		C		3		0.036		0.412		-0.14		-0.012		0.2		0.084		-0.608		0.007		0.009		0.636		0.019		0.002		0.003		0.003				1

		120		6		6.53		35.6		7226702		ssb		Single-strand binding protein [Neisseria meningitidis MC58]		ssb						L		C		3		0.068		-0.712		-0.308		0.292		-0.052		0.072		-0.364		0.065		0.039		0.492		0.049		0.723		0.009		0.263						1

		121		5.71		5.99		26.4		7226190		sdhB		Succinate dehydrogenase, iron-sulfur protein [Neisseria meningitidis MC58]		sdhB						C		CM		3		-0.048		-0.876		-0.5		-0.396		-0.596		-0.56		-1.62		0.543		0.001		0.003		0.003		0.025		0.008		0.003						1				1		1

		124		5.64		5.64		71.1		325207795		hfq		RNA chaperone Hfq [Neisseria meningitidis NZ-05/33]		hfq						R		C		5		-0.232		-0.056		-1.2		0.336		-0.128		-0.044		-1.2		0.072		0.042		0.019		0.025		0.154		0.195		0.065										1

		132		4.88		6.99		9.4		7225598		NMB0378		Putative phosphate permease [Neisseria meningitidis MC58]		NMB0378						Putative P		CM		3		-0.372		-0.916		-0.716		-0.204		-0.736		-0.936		-1.296		0.159		0.017		0.055		0.239		0.105		0.074		0.009						1				1		1

		138		4.54		11.49		23.7		7226843		potD-3		Spermidine/putrescine ABC transporter [Neisseria meningitidis MC58]		potD-3						E		UM		5		0.476		0.892		0.524		0.66		0.776		0.792		1.224		0.56		0.011		0.102		0.012		0.035		0.036		0.027				1

		140		4.39		4.82		35.3		349610811		HMPREF1028_02110		Dihydrodipicolinate reductase [Neisseria sp. GT4A_CT1]		dapBb		15676130				E		C		2		0.108		-1.008		-0.844		-1.604		-0.216		-0.224		-1.604		0.537		0.035		0.038		0.019		0.798		0.738		0.059						1				1		1

		149		4.09		4.49		18.6		254673900		siaC		N-acetylneuraminic acid synthetase [Neisseria meningitidis alpha275]		siaC						M		C		2		-0.228		-1.052		-0.268		-0.392		-0.064		-0.692		-0.264		0.295		0.031		0.265		0.17		0.646		0.091		0.275						1

		151		4.08		4.08		23.1		319411311		fur		Ferric uptake regulation protein Ferric uptake regulator [Neisseria meningitidis WUE 2594]		fur						P		C		2		-0.892		-1.428		-1.084		-1.088		-0.248		-0.968		-1.828		0.071		0.002		0.002		0.002		0.04		0.013		0.003						1				1		1

		155		4		4		16.9		7225949		rpmI		50S Ribosomal protein L35 [Neisseria meningitidis MC58]		rpmI						J		C		2		-0.036		-0.768		-0.216		-1.448		-0.136		-0.708		-1.112		0.78		0.034		0.036		0.018		0.843		0.146		0.162						1				1		1

		158		3.83		3.9		11.7		325201499		accC		Acetyl-CoA carboxylase, biotin carboxylase [Neisseria meningitidis M01-240149]		accC						I		C		2		-0.652		-0.8		-0.508		-0.736		-0.388		-0.5		-1.32		0.003		0.003		0.004		0.113		0.046		0.432		0.011						1				1		1

		159		3.76		39.78		50		325207370		groL		Chaperonin GroL [Neisseria meningitidis NZ-05/33]		groL						O		C		23		0.116		-1.956		-1.956		0.212		0.344		0.132		-1.956		0.611		0.019		0.019		0.422		0.29		0.569		0.06						1				1		1

		161		3.74		5.89		9.3		288576370		NEIMUCOT_06357		Proline dehydrogenase/delta-1-pyrroline-5-carboxylate dehydrogenase [Neisseria mucosa ATCC 25996]		putAe		218768829		Bifunctional proline dehydrogenase/pyrroline-5-carboxylate dehydrogenase [Neisseria meningitidis Z2491]		C		C		2		-0.228		-1.956		-1.956		-1.956		-1.956		-1.956		-1.956		0.412		0.018		0.018		0.018		0.058		0.058		0.058						1				1		1

		162		3.67		6.5		17.8		325208526		alaS		Alanyl-tRNA synthetase [Neisseria meningitidis NZ-05/33]		alaS						J		C		2		-0.92		-1.04		-1.012		-0.984		-0.048		-0.196		-0.504		0.036		0.035		0.035		0.035		0.834		0.453		0.184						1				1		1

		163		3.63		3.83		61.4		7227209		rpsU		30S Ribosomal protein S21 [Neisseria meningitidis MC58]		rpsU						J		C		2		0.428		-0.368		-1.496		-0.912		-0.964		-1.112		-1.496		0.157		0.1		0.001		0.023		0.009		0.013		0.004										1

		164		3.55		3.82		26		325198321		accA		Acetyl-CoA carboxylase, carboxyl transferase, alpha subunit [Neisseria meningitidis G2136]		accA						I		C		2		0.072		0.004		-1.068		0.024		-0.064		-0.456		-1.328		0.474		0.149		0.001		0.753		0.555		0.719		0.011										1

		165		3.53		4.4		8.8		325208598		gcvP		Glycine dehydrogenase [Neisseria meningitidis NZ-05/33]		gcvP						E		C		2		-0.004		-0.984		0.076		-0.984		-0.004		-0.984		-0.984		0.053		0.019		0.516		0.019		0.053		0.063		0.063						1

		174		2.95		3.17		14		317164409		clpX		ATP-dependent protease ATP-binding subunit ClpX [Neisseria gonorrhoeae TCDC-NG08107]		clpXe		15677237				O		C		1		-0.448		-1.308		0.068		-0.332		0.02		-0.36		-1.308		0.036		0.019		0.678		0.038		0.87		0.121		0.06						1

		182		2.57		4.1		12.1		7226713		clpB		ClpB protein [Neisseria meningitidis MC58]		clpB						O		C		3		-0.664		0.628		-0.664		-0.664		-0.1		-0.108		-0.664		0.001		0.042		0.001		0.001		0.545		0.01		0.014				1						1

		185		2.47		4.34		14.2		269144431		NEICINOT_05035		L Factor [Neisseria cinerea ATCC 14685]		nusAa		15677491		Transcription elongation factor NusA 		K		C		2		0.376		0.824		0.144		-0.332		0.564		0.464		-0.356		0.053		0.024		0.101		0.005		0.03		0.096		0.244				1

		187		2.42		2.51		31.6		268604467		rpmB		50S Ribosomal protein L28 [Neisseria gonorrhoeae PID1]		rpmBh		15676238				J		C		1		0.068		0.008		-1.348		-0.08		-0.82		-0.44		-1.604		0.004		0.004		0		0.004		0.007		0.033		0.004										1

		188		2.4		6.14		13.9		309378739		secA		Preprotein translocase SecA subunit [Neisseria lactamica Y92-1009]		secAa		15677388				N		C		3		-0.488		-0.54		-1.212		-1.24		0.172		-1.228		0.084		0.005		0.004		0.001		0.002		0.313		0.012		0.397						1				1		1

		190		2.34		2.47		10.9		269144852		NEICINOT_04541		Glutamate--cysteine ligase [Neisseria cinerea ATCC 14685]		gshAa		15676924				H		C		1		-0.072		0.496		-0.94		1.032		-0.272		0.82		0.392		0.545		0.219		0.018		0.098		0.178		0.04		0.129										1

		193		2.27		3.19		13.3		269210385		NEILACOT_03030		Cytochrome c family protein [Neisseria lactamica ATCC 23970] 		NMB1677a		15677525		Cytochrome c5 		C		U		1		0.568		0.392		0.54		0.604		0.04		0.184		-0.948		0.05		0.074		0.03		0.03		0.009		0.004		0.056								1
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		Table 6.12  Quantitation of proteins detected in iTRAQ Experiment Two compared to NZ98/254 strain grown under normal conditions

		Protein N		Unused Prot Score		Total Prot Score		% Cov		GI Accession #		Gene name or locus number		Name		Gene name NMB1		NMB Equivalent GI Accession #		NMB Equivalent Name2		COG		Sub-cellular Location		Peptides (95% Conf.)		log H34 22% RH :NZ98i 114:113		log H34 30% RH :NZ98i 115:113		log NZ98 22% RH :NZ98i 116:113		log H34i: NZ98i 117:113		log Control 2:NZ98i 118:113		log Control 1 :NZ98i 119:113		log NZ98 30% RH :NZ98i 121:113		P-Value H34 22% RH :NZ98i 114:113		P-Value  H34 30% RH :NZ98i 115:113		P-Value NZ98 22% RH :NZ98i 116:113		P-Value H34i: NZ98i 117:113		P-Value Control 2:NZ98i 118:113		P-Value Control 1 :NZ98i 119:113		P-Value NZ98 30% RH :NZ98i 121:113

		1		68.5		68.5		69.8		241758467		tuf		Translation elongation factor Tu [Neisseria flavescens SK114]		tufBe		15676052		Elongation factor Tu		JE		C		66		-0.1		-0.076		-0.008		-0.012		-0.04		-0.036		-0.532		0.072		0.666		0.622		0.492		0.708		0.877		0.005

		2		61.39		61.39		93.3		270728847		porB		Class 3 outer membrane protein [Neisseria meningitidis]		porB						M		OM		52		0.448		0.556		-0.044		0.416		0.292		0.3		-0.12		0		0		0.817		0		0		0		0.406

		3		48.97		49.62		85.4		4091875		porA		Porin [Neisseria meningitidis]		porA						M		OM		62		-1.424		-1.28		0.156		-1.148		-0.78		-0.38		-0.688		0.084		0.084		0.245		0.084		0.136		0.311		0.884

		4		48.09		57.24		92.4		516522		porB		Class 3 outer membrane porin [Neisseria meningitidis]		porB						M		OM		61		-0.416		-0.376		0.076		-0.38		-0.108		-0.1		-0.244		0		0		0.285		0		0.111		0.732		0.098

		5		47.84		49.46		46.9		325207524		pilQ		Type IV pilus secretin PilQ [Neisseria meningitidis NZ-05/33]		pilQ						 N		OM		25		0.072		0.028		0.028		0.048		-0.06		0.128		-0.676		0.135		0.245		0.293		0.117		0.347		0.045		0.066

		6		47.33		47.89		58		325207993		sucC		Succinate-CoA ligase, beta subunit [Neisseria meningitidis NZ-05/33]		sucC						C		C		26		0.232		0.536		0.476		0.636		0.364		0.468		-0.512		0.167		0.01		0.009		0.01		0.009		0.007		0.362

		7		42.31		42.8		49.5		7225356		fusA		Elongation factor G (EF-G) [Neisseria meningitidis MC58]		fusA						J		C		23		0.12		0.136		0.152		0.048		0.076		0.04		-0.644		0.356		0.147		0.185		0.779		0.19		0.59		0.369

		8		42.01		42.01		68.9		7225862		fbpA		Iron(III) ABC transporter, periplasmic binding protein [Neisseria meningitidis MC58]		fbpA						H		P		22		0.084		-0.072		-0.048		0.14		0.008		-0.008		-0.524		0.34		0.709		0.565		0.057		0.339		0.565		0.879

		9		41.43		41.43		50		254672968		groEL		60 kDa Chaperonin [Neisseria meningitidis alpha275]		groEL						O		C		24		0.844		1.236		0.248		1.284		0.396		0.58		-0.252		0.001		0.001		0.046		0.001		0.035		0.001		0.09

		10		39		39.11		50.8		325127688		dnaK		Chaperone protein DnaK [Neisseria meningitidis N1568]		dnaK						O		C		24		-0.024		-0.06		0.052		0.232		-0.004		-0.004		-0.752		0.153		0.208		0.133		0.074		0.081		0.162		0.772

		11		33.16		33.83		54.6		81784541		rpsA		30S Ribosomal protein S1 [Neisseria meningitidis MC58]		rpsA						J		C		16		0.06		0.076		-0.012		0.1		0.044		0.008		-0.696		0.044		0.042		0.236		0.021		0.091		0.213		0.733

		12		31.95		33.22		43.2		325202575		pta		Phosphate acetyltransferase [Neisseria meningitidis M01-240149]		pta						C		UM		22		-0.184		-0.012		0.104		0.208		-0.048		0.04		-0.528		0.656		0.283		0.25		0.103		0.961		0.284		0.597

		13		31.78		31.88		53.7		7225772		adhP		Alcohol dehydrogenase, propanol-preferring [Neisseria meningitidis MC58]		adhP						R		C		18		-0.912		-0.824		0.02		-0.828		-0.868		0.128		-1.556		0.216		0.413		0.919		0.258		0.204		0.553		0.048

		14		30.85		31.07		35.2		81784175		atpA		ATP synthase subunit alpha; [Neisseria meningitidis MC58]		atpA						C		C		17		0.068		-0.076		-0.068		0.04		0.04		-0.048		-0.756		0.232		0.375		0.536		0.205		0.455		0.736		0.006

		15		29.89		32.07		78.1		325208952		rpsB		30S Ribosomal protein S2 [Neisseria meningitidis NZ-05/33]		rpsB						J		C		18		0		0.036		-0.028		-0.028		-0.04		-0.016		-0.5		0.325		0.245		0.447		0.168		0.364		0.321		0.418

		16		29.76		32.56		32.4		7226585		pdhA		Pyruvate dehydrogenase, E1 component [Neisseria meningitidis MC58]		pdhA						C		C		20		0.096		-0.124		0.004		0.12		-0.104		-0.028		-0.656		0.755		0.573		0.558		0.075		0.72		0.779		0.615

		17		29.69		30.05		52.5		269213565		NEICINOT_03323		Antioxidant, AhpC/TSA family/glutaredoxin [Neisseria cinerea ATCC 14685]		NMB0946e		15676839		Peroxiredoxin 2 family protein/gluta-redoxin 		O		U		20		-0.548		-0.28		-0.344		0.084		-0.312		-0.184		-0.476		0.287		0.025		0.535		0.906		0.813		0.799		0.332

		18		28.88		29.4		52.9		81707226		cysK		Cysteine synthase [Neisseria meningitidis MC58]		cysK						E		C		20		-0.224		-0.3		0.252		0.124		-1.216		0.32		-1.216		0.012		0.01		0.048		0.209		0.004		0.088		0.004

		19		28.22		28.72		88.3		7225345		rplA		50S Ribosomal protein L1 [Neisseria meningitidis MC58]		rplA						J		C		16		0.048		0.032		-0.028		0.016		-0.012		0.052		-0.732		0.651		0.341		0.118		0.941		0.136		0.537		0

		20		27.47		29.21		23.9		1325955		rpoB		RNA polymerase beta subunit [Neisseria meningitidis]		rpoB						K		C		15		-0.128		-0.112		-0.18		-0.236		-0.156		-0.156		-0.812		0.995		0.716		0.736		0.847		0.862		0.823		0

		21		26.76		26.76		62.3		4379295		 opr		Unnamed protein product [Neisseria meningitidis]		opr						M		OM		24		1.996		1.996		1.996		1.996		1.996		1.996		1.996		0.04		0.035		0.352		0.036		0.061		0.063		0.163

		22		25.35		25.8		67.8		7225366		rpsC		30S Ribosomal protein S3 [Neisseria meningitidis MC58]		rpsC						J		C		17		0.076		0.176		0.236		-0.088		-0.108		0.124		-0.804		0.133		0.095		0.08		0.431		0.58		0.128		0.892

		23		24.47		26.34		76		50400793		rplE		50S Ribosomal protein L5 [Neisseria meningitidis Z2491]		rplE						J		C		16		0.124		0.016		0.124		0.164		0.048		0.12		-0.744		0.041		0.083		0.047		0.05		0.076		0.05		0.987

		24		24.42		26.38		63.5		313667444		rplB		50S Ribosomal protein L2 [Neisseria lactamica ST-640]		rplBa		15676072				J		C		13

		25		24.05		24.77		42.1		254804638		pnp		Polyribonucleotide nucleotidyltransferase [Neisseria meningitidis alpha14]		pnp						F		C		14		-0.068		0.124		0.128		0.176		0.064		-0.048		-0.516		0.839		0.183		0.229		0.159		0.368		0.923		0.019

		26		23.71		23.87		74.4		7225377		rpsE		30s Ribosomal protein S5 [Neisseria meningitidis MC58]		rpsE						J		C		13		-0.236		-0.192		0.088		-0.1		-0.052		-0.156		-0.688		0.756		0.646		0.389		0.504		0.74		0.509		0.809

		27		23.66		24.9		53.2		254804089		tsf		Elongation factor EF-Ts [Neisseria meningitidis alpha14]		tsf						J		C		12		-0.028		-0.112		-0.136		0.024		-0.224		-0.08		-0.912		0.532		0.7		0.901		0.432		0.712		0.501		0.421

		28		23.46		25.4		34.1		7226554		tig		Trigger factor [Neisseria meningitidis MC58]		tig						O		C		13		-0.084		-0.452		-0.112		0.088		-0.184		-0.112		-0.948		0.39		0.093		0.569		0.154		0.448		0.475		0.009

		29		22.56		23.07		52.7		81857552		atpD		ATP synthase subunit beta [Neisseria meningitidis MC58]		atpD						C		C		13		-0.672		-1.24		-1.236		-0.668		-1.244		-1.308		-1.972		0.614		0.693		0.345		0.559		0.261		0.372		0.049

		30		22.22		22.53		61.2		75507306		rpsD		30S Ribosomal protein S4 [Neisseria gonorrhoeae FA 1090]		rpsDa		15676094				J		C		15		0.28		0.328		0.396		0.512		0.46		0.364		-0.676		0.608		0.312		0.314		0.131		0.229		0.409		0.273

		31		21.62		22.31		30.1		325197831		ppsA		Phosphoenolpyruvate synthase [Neisseria meningitidis G2136]		ppsA						G		C		13		-0.28		-0.38		-0.072		-0.352		-0.704		-0.344		-0.828		0.745		0.886		0.519		0.837		0.545		0.789		0.793

		32		21.59		22.43		65.7		325138633		NMBES14902_0722		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis ES14902]		NMB1567a		15677418		Macrophage infectivity potentiator		O		OM		12		0.196		0.5		0.352		0.332		0.324		0.352		-0.936		0.261		0.064		0.158		0.192		0.178		0.069		0.032

		33		21.32		21.41		43.9		7226200		sucD		Succinyl-CoA synthetase, alpha subunit [Neisseria meningitidis MC58]		sucD						C		C		18		-0.156		-0.288		0.02		0.088		-0.092		-0.004		-0.728		0.309		0.094		0.108		0.169		0.956		0.294		0.065

		34		21.21		21.68		68.6		60392859		rmpM		Outer membrane protein class 4 - Precursor [Neisseria meningitidis Z2491]		rmpM						M		OM		27		-0.584		-0.588		-0.088		-0.416		-0.224		-0.264		-1.256		0.002		0		0.298		0.001		0.234		0.138		0.008

		35		20.78		20.78		66		7225355		rpsG		30S Ribosomal protein S7 [Neisseria meningitidis MC58]		rpsG						J		C		12		-0.164		-0.272		-0.172		-0.124		-0.188		-0.112		-0.916		0.059		0.016		0.111		0.027		0.013		0.046		0.029

		36		20.03		20.88		62.2		7225360		rplC		50S Ribosomal protein L3 [Neisseria meningitidis MC58]		rplC						J		C		11		0.188		-0.168		0.052		-0.008		0.028		-0.104		-0.96		0.082		0.189		0.657		0.428		0.385		0.09		0.035

		37		19.46		20.15		0.463415		7225348		rplL		50S Ribosomal protein L7/L12 [Neisseria meningitidis MC58]		rplL						J		C		11		-0.024		0.032		-0.008		-0.056		0.02		0.032		-0.32		0.336		0.691		0.222		0.187		0.172		0.065		0.474

		38		19.23		21.68		34.8		241760002		eno		Phosphopyruvate hydratase [Neisseria flavescens SK114]		enoa		15677152				G		C		10		-0.124		0		-0.176		0.192		-0.244		0.052		-0.66		0.412		0.443		0.247		0.124		0.408		0.415		0.394

		39		18.95		19.19		42.9		81784052		rplF		50S Ribosomal protein L6 [Neisseria meningitidis Z2491]		rplF						J		C		10		0.308		0.376		0.136		0.5		0.524		0.252		-0.6		0.236		0.215		0.279		0.184		0.113		0.268		0.541

		40		18.43		19.12		70.6		325207831		tcyA		L-Cysteine ABC transporter, periplasmic L-cystine-binding protein [Neisseria meningitidis NZ-05/33]		tcyA						E		P		10		0.34		0.432		0.088		0.464		0.28		0.32		-0.856		0.222		0.169		0.463		0.141		0.328		0.237		0.792

		41		18.19		18.53		68.9		7225361		rplD		50S Ribosomal protein L4 [Neisseria meningitidis MC58]		rplD						J		C		13		0.212		-0.164		0.1		0.028		0.032		-0.044		-0.876		0.091		0.229		0.113		0.258		0.62		0.247		0.729

		42		17.81		17.81		33.1		7228848		gna1946		Outer membrane lipoprotein GNA1946 [Neisseria meningitidis]		gna1946						R		OM		9		-0.312		-0.12		0.3		0.256		0.328		0.08		-0.372		0.101		0.917		0.303		0.32		0.241		0.308		0.744

		43		17.31		17.44		50		7225386		rpoA		DNA-directed RNA polymerase, alpha subunit [Neisseria meningitidis MC58]		rpoA						K		C		7		0.028		-0.36		-0.184		0.208		-0.192		0.024		-0.556		0.351		0.91		0.883		0.319		0.474		0.247		0.911

		44		17.03		18.11		31.6		349608924		HMPREF1028_00313		Hypothetical protein HMPREF1028_00313 [Neisseria sp. GT4A_CT1]		gutBa		385853705		gutB gene product [Neisseria meningitidis H44/76]		ER		C		11		-1.184		-0.828		-0.932		-0.052		-0.592		-0.692		-1.628		0.017		0.075		0.043		0.368		0.117		0.012		0.014

		45		16.97		17.74		86.8		325207634		rplS		50S Ribosomal protein L19 [Neisseria meningitidis NZ-05/33]		rplS						J		C		11		0.236		0.228		0.172		0.004		0.236		0.04		-0.424		0.155		0.121		0.193		0.548		0.344		0.331		0.244

		46		16.81		16.9		41		325207146		NMBNZ0533_0109		LysM domain protein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_0109						S		U		9		0.428		0.292		0.444		0.472		0.496		0.216		-0.084		0.016		0.077		0.017		0.015		0.017		0.099		0.121

		47		16.68		17.76		22.9		325206215		sucA		Oxoglutarate dehydrogenase, E1 component [Neisseria meningitidis M04-240196]		sucA						C		C		8		-0.892		-0.36		-0.2		0.04		-0.264		-0.1		-1.252		0.398		0.962		0.859		0.58		0.838		0.776		0.54

		48		16.58		17.31		35.2		325207991		NMBNZ0533_1006		Dihydrolipoyl dehydrogenase [Neisseria meningitidis NZ-05/33]		lpdA1a		15676850		Dihydrolipoamide dehydrogenase		C		C		9		-0.08		-0.348		-0.024		0.344		-0.392		0.004		-0.328		0.751		0.427		0.854		0.855		0.262		0.136		0.845

		49		16.42		16.42		74.2		325208946		NMBNZ0533_2030		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33] (MC58 adhesin component NMB2095)		NMBNZ0533_2030						Hypothetical No related COG		U		10		0.148		0.456		0.58		0.404		-0.48		0.016		-1.264		0.399		0.241		0.213		0.224		0.576		0.68		0.194

		50		16.25		19.99		24.4		313667427		rpoC		DNA-directed RNA polymerase beta' chain [Neisseria lactamica ST-640]		rpoCa		15676061				J		C		8		0.536		0.012		-0.052		-0.028		-0.384		0.016		-1.156		0.081		0.147		0.398		0.401		0.292		0.242		0

		51		16.24		16.82		26.4		317164490		NGTW08_1063		Putative dihydrolipoamide dehydrogenase [Neisseria gonorrhoeae TCDC-NG08107]		lpdA2a		15677210		Dihydrolipoamide dehydrogenase (E3 component)		C		C		7		-0.212		-0.192		-0.216		-0.192		-0.588		-0.208		-0.9		0.72		0.155		0.544		0.485		0.888		0.725		0.836

		52		15.81		16.15		71		7225371		rplX		50S Ribosomal protein L24 [Neisseria meningitidis MC58]		rplX						J		C		8		-0.26		-0.684		-0.26		-0.132		-0.076		0.072		-1.608		0.321		0.127		0.633		0.227		0.566		0.647		0.013

		53		15.35		15.4		60.5		7226114		rplY		50S Ribosomal protein L25 [Neisseria meningitidis MC58]		rplY						J		C		10		-0.292		-0.392		0.3		-0.052		0.108		-0.064		-1.148		0.972		0.322		0.239		0.466		0.423		0.527		0.719

		54		15.1		15.57		42.7		254672897		ilvC		Ketol-acid reductoisomerase [Neisseria meningitidis alpha275]		ilvC						EH		C		9		-0.628		-0.42		-0.604		-0.108		-0.184		-0.48		-1.032		0.656		0.957		0.029		0.532		0.522		0.919		0.022

		55		14.94		15.25		85.4		81783919		rpsO		30S Ribosomal protein S15 [Neisseria meningitidis Z2491]		rpsO						J		C		7		-0.072		-0.104		-0.04		0.172		-0.168		0.004		-0.536		0.924		0.567		0.561		0.253		0.247		0.386		0.253

		56		14.45		15.03		25.2		7226819		acnB		Aconitate hydratase 2 [Neisseria meningitidis MC58]		acnB						C		C		6		-0.544		-0.192		-0.108		0.316		-0.092		-0.272		-1.108		0.052		0.421		0.456		0.066		0.333		0.444		0.009

		57		14.08		15.82		35.2		325207717		maeB		Malate dehydrogenase [Neisseria meningitidis NZ-05/33]		maeB						C		C		8		-0.812		-0.388		-0.384		0.384		0.072		0.112		-1.04		0.048		0.582		0.208		0.345		0.768		0.417		0.128

		58		13.83		13.98		62.9		349610873		HMPREF1028_02172		50S Ribosomal protein L13 [Neisseria sp. GT4A_CT1]		rplMa		15677879				J		C		8		0.124		0.108		-0.004		0.1		-0.208		0.068		-0.928		0.555		0.716		0.141		0.592		0.099		0.358		0.023

		59		13.8		14.08		51.2		7225354		rpsL		30S Ribosomal protein S12 [Neisseria meningitidis MC58]		rpsL						J		C		7		0.14		0.196		0.08		0.092		0.18		0.036		-0.444		0.306		0.387		0.547		0.561		0.225		0.281		0.977

		60		13.4		14.34		25.7		297250485		NEIPOLOT_01458		Dihydrolipoyllysine-residue acetyltransferase E2 component of pyruvate dehydrogenase complex [Neisseria polysaccharea ATCC 43768]		aceFe		15677208		Dihydrolipoamide acetyltransferase		C		C		7		0.016		0.16		-0.156		0.12		-0.02		-0.316		-0.792		0.455		0.53		0.502		0.331		0.332		0.447		0.928

		61		13.14		15.62		26.6		7225689		potD-1		Spermidine/putrescine ABC transporter, [Neisseria meningitidis MC58]		potD-1						E		P		9		-0.328		-0.328		0.192		-0.48		-0.388		0.288		-0.432		0.444		0.713		0.418		0.774		0.623		0.195		0.555

		62		12.9		13.9		20.6		325198178		metE		5-Methyltetrahydropteroyltriglutamate-- homocysteine S-methyltransferase [Neisseria meningitidis G2136]		metE						E		C		6		0.136		0		-0.62		0.22		-0.212		-0.08		-1.08		0.364		0.802		0.031		0.342		0.682		0.697		0.004

		63		12.83		12.95		46.1		6692578		hemO		HemO [Neisseria meningitidis]		hemO						P		U		6		0.068		0.012		0.296		-0.176		0.096		-0.408		-0.584		0.566		0.506		0.277		0.72		0.461		0.704		0.442

		64		12.71		12.79		59.2		7226024		NMB0791		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis MC58]		NMB0791						O		C		7		-0.276		-0.368		-0.428		-0.104		-0.26		-0.24		-0.948		0.226		0.226		0.124		0.381		0.212		0.201		0.216

		65		12.52		14.77		74.3		7225365		rplV		50S Ribosomal protein L22 [Neisseria meningitidis MC58]		rplV						J		C		8		0.296		0.368		0.144		0.328		0.208		0.452		-0.688		0.251		0.291		0.406		0.256		0.22		0.135		0.961

		66		12.48		13.27		27.6		7226193		gltA		Citrate synthase [Neisseria meningitidis MC58]		gltA						C		C		7		-0.592		-0.068		-0.732		0.088		-0.288		-0.048		-1.272		0.918		0.481		0.038		0.425		0.689		0.33		0.167

		67		12.06		12.88		32.4		7225651		ftsZ		Cell division protein FtsZ [Neisseria meningitidis MC58]		ftsZ						D		C		6		0.208		0.108		-0.132		0.096		-0.136		0.132		-0.708		0.364		0.211		0.454		0.312		0.634		0.561		0.975

		68		12		12		58.7		325208428		NMBNZ0533_1464		Putative lipoprotein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_1464						Putative No related COG		U		9		-0.36		0.104		1.156		-0.328		0.248		0.104		-0.528		0.194		0.346		0.108		0.075		0.305		0.368		0.407

		69		11.85		14.19		30.1		9910686		glyA		Serine hydroxymethyltransferase [Neisseria meningitidis MC58]		glyA						E		C		7		-0.12		-0.388		-0.048		0.2		0.016		-0.164		-0.54		0.544		0.261		0.268		0.694		0.71		0.977		0.959

		70		11.82		13.09		58.3		7225358		rpsJ		30S Ribosomal protein S10 [Neisseria meningitidis MC58]		rpsJ						J		C		7		0.164		0.124		0.18		0.304		0.256		0.096		-0.416		0.727		0.703		0.958		0.492		0.952		0.998		0.685

		71		11.8		11.93		30.2		7226831		hisB		Imidazoleglycerol-phosphate dehydratase [Neisseria meningitidis MC58]		hisB						E		C		7		-0.188		0.108		0.044		0.092		0		-0.408		-0.536		0.501		0.269		0.457		0.216		0.107		0.523		0.745

		72		11.59		12.06		65.3		81785149		rplO		50S Ribosomal protein L15 [Neisseria meningitidis MC58]		rplO						J		C		6		-0.14		-0.116		-0.26		-0.268		0.336		0.304		-1.172		0.769		0.7		0.96		0.699		0.157		0.287		0.269

		73		11.49		11.62		54.1		81785148		rplQ		50S Ribosomal protein L17 [Neisseria meningitidis MC58]		rplQ						J		C		6		0.06		-0.176		-0.18		-0.08		-0.248		-0.408		-1.016		0.519		0.164		0.873		0.632		0.634		0.91		0.59

		74		11.43		11.56		50.8		75432531		rpsF		30S Ribosomal protein S6 [Neisseria gonorrhoeae FA 1090]		rpsFa		15677189				J		C		7		-0.912		-0.668		-0.528		-0.328		-0.592		-0.328		-1.552		0.031		0.272		0.372		0.507		0.247		0.441		0.168

		75		11.31		11.8		49.4		7225347		rplJ		50S Ribosomal protein L10 [Neisseria meningitidis MC58]		rplJ						J		C		6		0.156		0.072		-0.232		0.088		-0.236		-0.436		-0.856		0.382		0.359		0.264		0.699		0.592		0.264		0.322

		76		11.28		11.83		51.6		81783922		rplN		50S Ribosomal protein L14 [Neisseria meningitidis Z2491]		rplN						J		C		6		-0.168		-0.052		0.02		0.048		-0.028		-0.264		-0.98		0.281		0.517		0.299		0.632		0.806		0.455		0.226

		77		10.96		11.06		67.4		7225364		rpsS		30S Ribosomal protein S19 [Neisseria meningitidis MC58]		rpsS						J		C		5		-0.184		-0.128		0.208		0.252		-0.232		0.188		-0.656		0.337		0.398		0.73		0.518		0.683		0.183		0.294

		78		10.95		11.47		51.6		340363613		tig2		Trigger factor [Neisseria macacae ATCC 33926]		rpsTf		15676374		30S Ribosomal protein S20		J		C		5		-0.272		-0.404		-0.3		-0.072		-0.112		-0.408		-1.292		0.665		0.158		0.437		0.867		0.844		0.444		0.075

		79		10.63		10.68		51.5		284796534		NEISUBOT_04588		Ribosomal protein L16 [Neisseria subflava NJ9703]		rplPa		15676076				J		C		5		0.124		-0.18		-0.128		-0.148		-0.196		-0.024		-0.832		0.278		0.113		0.105		0.053		0.144		0.561		0.088

		80		10.62		10.78		56.1		7226708		NMB1468		Hypothetical protein NMB1468 [Neisseria meningitidis MC58]		NMB1468						Hypothetical No related COG		P		5		0.828		1.084		0.748		1.032		0.608		0.68		-0.752		0.116		0.049		0.056		0.053		0.087		0.061		0.487

		81		10.58		43.7		84.7		89276863		porA		Outer membrane protein class 1 [Neisseria meningitidis]		porA						M		OM		54

		82		10.26		10.75		77.1		325207369		groS		Chaperonin GroS [Neisseria meningitidis NZ-05/33]		groS						O		C		7		-0.212		0.132		-0.812		0.26		-0.196		0.112		-1.212		0.971		0.621		0.015		0.533		0.634		0.492		0.002

		83		10.2		11.69		18.8		325204497		NMBM01240355_1442		Cytochrome C biogenesis protein transmembrane region [Neisseria meningitidis M01-240355]		dipZe		15677372		Thiol:disulfide interchange protein		OC		CM		6		0.604		0.916		-0.472		-0.532		0.564		0.304		-0.884		0.297		0.221		0.493		0.499		0.296		0.301		0.283

		84		9.97		10.82		33.5		325140643		NMBCU385_0690		Universal stress protein family [Neisseria meningitidis CU385]		NMBCU385_0690						T		U		5		-1.208		-1.384		-0.332		-0.324		-1.084		0.024		-0.992		0.033		0.042		0.339		0.297		0.205		0.315		0.262

		85		9.93		10.14		70.1		81857431		rpsQ		30S Ribosomal protein S17 [Neisseria meningitidis Z2491]		rpsQ						J		C		6		-0.28		0.16		0.208		0.108		0.036		-0.056		-0.976		0.467		0.688		0.698		0.857		0.699		0.648		0.387

		86		9.48		9.54		74.6		7227318		rpsI		30S Ribosomal protein S9 [Neisseria meningitidis MC58]		rpsI						J		C		6		0.028		0.124		0.048		-0.208		0.032		0.044		-0.68		0.383		0.414		0.653		0.952		0.597		0.526		0.157

		87		9.41		11.53		54.6		5825526		nspA		Surface protein A [Neisseria meningitidis]		nspA						M		OM		7		-0.552		-1.072		0.048		-0.592		-0.38		-0.216		-1.068		0.022		0		0.147		0.004		0.014		0.061		0.038

		88		9.2		11		19.6		284799853		NEISUBOT_04444		Isocitrate dehydrogenase, NADP-dependent [Neisseria subflava NJ9703]		icde		161869830		Isocitrate dehydrogenase [Neisseria meningitidis 053442]		C		C		6		-0.44		-0.024		-0.376		-0.084		-0.344		-0.144		-1.056		0.257		0.884		0.39		0.854		0.786		0.699		0.097

		89		9.04		9.87		49		7227050		NMB1796		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1796						Hypothetical R		C		6		-0.82		-0.98		-0.236		-0.812		-0.744		-0.856		-1.516		0.069		0.023		0.223		0.107		0.076		0.045		0

		90		8.87		8.87		65.3		325138254		rplI		Ribosomal protein L9 [Neisseria meningitidis ES14902]		rplIa		15677186				J		C		5		0		0.032		0.1		0.172		0.032		0.168		-0.444		0.55		0.526		0.631		0.509		0.656		0.534		0.753

		91		8.87		8.87		37.2		9910705		NMB1533		Outer membrane protein H.8 - Precursor [Neisseria meningitidis MC58] (azurin)		NMB1533						C		OM		6		-0.48		-0.056		-0.168		-0.076		-0.444		-0.452		-0.692		0.151		0.841		0.664		0.744		0.508		0.243		0.399

		92		8.66		9.08		78.6		73621630		rplR		50S Ribosomal protein L18 [Neisseria meningitidis MC58]		rplR						J		C		5		0.524		0.3		0.048		-0.016		-0.48		-0.252		-1.004		0.391		0.433		0.748		0.522		0.682		0.674		0.009

		93		8.65		9.05		80.3		7226563		rpsR		30S Ribosomal protein S18 [Neisseria meningitidis MC58]		rpsR						J		C		4		0.124		-0.396		0.148		-0.188		-0.02		-0.284		-0.108		0.403		0.829		0.37		0.545		0.442		0.632		0.117

		94		8.56		8.68		65.6		7225545		rpmA		50S Ribosomal protein L27 [Neisseria meningitidis MC58]		rpmA						J		C		4		-0.056		-0.06		0.044		-0.076		-0.108		0.02		-0.452		0.695		0.544		0.442		0.611		0.605		0.527		0.55

		95		8.52		8.93		45.2		161870463		hisJ		Polar amino acid transport system substrate-binding protein [Neisseria meningitidis 053442]		hisJ						E		P		4		0.492		0.556		0.712		0.728		0.832		-0.348		-0.532		0.39		0.319		0.464		0.351		0.311		0.325		0.645

		96		8.51		9.63		66.4		75355452		rpsK		30S Ribosomal protein S11 [Neisseria gonorrhoeae FA 1090]		rpsKa		15676093				J		C		5		0.072		0.144		0.312		0.148		0.3		0.176		-0.816		0.352		0.753		0.359		0.701		0.146		0.136		0.958

		97		8.42		10.93		37.5		325208457		NMBNZ0533_1494		Propionate/acetate kinase [Neisseria meningitidis NZ-05/33]		ackA1a		121635189		Acetate kinase [Neisseria meningitidis FAM18]		C		C		8		-0.692		-0.18		-0.26		0.08		-0.024		-0.068		-1.096		0.807		0.627		0.663		0.627		0.777		0.837		0.893

		98		8.42		8.42		15.9		7227062		pilM		PilM protein [Neisseria meningitidis MC58]		pilM						D		UM		4		-0.004		-0.064		0.432		-0.236		0.26		-0.44		-0.62		0.339		0.441		0.259		0.543		0.226		0.481		0.677

		99		8.29		9.79		66.3		7226469		hupB		DNA-binding protein HU-beta [Neisseria meningitidis MC58]		hupB						L		C		7		-0.328		-0.752		0.132		-0.384		-0.272		0.136		-1.152		0.216		0.021		0.61		0.947		0.478		0.78		0.143

		100		8.22		8.27		31.1		7225825		NMB0595		DNA-binding response regulator [Neisseria meningitidis MC58]		NMB0595						TK		C		5		-0.308		-0.216		-0.348		0.16		-0.624		-0.324		-0.876		0.239		0.489		0.125		0.313		0.076		0.439		0.278

		101		8.1		10.65		20.3		313668607		sdhA		Succinate dehydrogenase flavoprotein subunit [Neisseria lactamica ST-640]		sdhAa		15676843				C		CM		6		-0.2		-0.108		0.072		0.04		0.056		-0.012		-1.404		0.583		0.721		0.321		0.607		0.964		0.386		0.029

		102		8		8.06		43.3		7226073		NMB0838		Cold-shock domain family protein [Neisseria meningitidis MC58]		NMB0838						K		C		4		0.152		-0.116		-0.208		0.176		-0.156		0.152		-0.172		0.464		0.567		0.629		0.496		0.602		0.521		0.133

		103		7.88		7.88		27.8		7225344		rplK		50S Ribosomal protein L11 [Neisseria meningitidis MC58]		rplK						J		C		3		-1.344		-1.972		-0.768		-1.252		-0.568		-0.648		-0.872		0.091		0.057		0.131		0.099		0.963		0.704		0.19

		104		7.79		8.89		31.7		59801339		NGO0948		Hypothetical protein NGO0948 [Neisseria gonorrhoeae FA 1090]		NMB0928a		15676822		Hypothetical protein NMB0928		Hypothetical No related COG		CM		4		0.144		0.14		0.184		-0.204		-0.272		-0.044		-1.176		0.711		0.074		0.825		0.31		0.805		0.616		0.005

		105		7.76		7.78		39.5		325135513		fabG		3-Oxoacyl-(acyl-carrier-protein) reductase [Neisseria meningitidis M0579]		fabG						QR		C		4		0.088		-0.04		0.14		0.176		0.388		-0.364		1.068		0.655		0.53		0.996		0.551		0.324		0.802		0.012

		106		7.7		7.76		26.9		7226175		efp		Elongation factor P (EF-P) [Neisseria meningitidis MC58]		efp						J		C		4		-0.324		-0.408		-0.84		0.196		-0.424		-0.084		-0.944		0.791		0.654		0.802		0.496		0.8		0.613		0.244

		107		7.41		7.76		26.7		9911105		recA		Recombinase A [Neisseria meningitidis Z2491]		recA						L		C		4		-0.52		-0.236		0.068		-0.64		-0.1		0.204		-1.6		0.23		0.809		0.473		0.511		0.375		0.293		0.026

		108		7.28		9.1		20.2		325207248		prlC		Oligopeptidase A [Neisseria meningitidis NZ-05/33]		prlC						E		C		3		0.112		0.236		0.048		0.256		0.332		0.224		-0.12		0.731		0.643		0.559		0.416		0.253		0.531		0.338

		109		7.14		7.54		32.7		5051448		opcA		OpcA protein [Neisseria meningitidis]		opcA						M		OM		4		0.168		0.412		0.1		-0.472		0.264		0.324		-1.032		0.699		0.502		0.933		0.337		0.519		0.556		0.165

		110		7.13		9.62		25.5		325207990		sucB		Dihydrolipoyllysine-residue succinyltransferase, E2 component of oxoglutarate dehydrogenase succinyl-transferring complex [Neisseria meningitidis NZ-05/33]		sucB						C		C		6		-0.304		-0.232		-0.24		-0.152		-0.184		-0.144		-0.956		0.317		0.243		0.53		0.522		0.27		0.857		0.177

		111		6.81		6.87		43.1		349522		pilE		Pilus structural subunit [Neisseria meningitidis]		pilE						N		E		4		1.564		1.6		0.636		0.764		0.604		0.78		1.044		0.001		0.001		0.001		0.033		0.001		0.033		0.027

		112		6.8		7.89		18.8		293399469		NGNG_01453		Cell division protease FtsH [Neisseria gonorrhoeae F62]		ftsHa		15676696				D		CM		6		0.812		0.376		0.464		0.152		0.448		0.34		-0.624		0.209		0.239		0.298		0.332		0.251		0.259		0.035

		113		6.68		6.9		17.3		269144731		NEICINOT_04777		Glutamate dehydrogenase [Neisseria cinerea ATCC 14685]		gdhAa		15677557				E		UM		4		0.568		0.48		0.596		0.42		0.7		0.54		-0.7		0.359		0.439		0.37		0.477		0.316		0.349		0.14

		114		6.67		6.88		24.3		7226723		NMB1483		Putative lipoprotein NlpD [Neisseria meningitidis MC58]		NlpD						M		UM		4		0.712		0.02		-0.124		0.784		0.072		0.656		-0.408		0.003		0.881		0.01		0.003		0.008		0.003		0.159

		115		6.47		6.68		66.3		7225373		rpsN		30S Ribosomal protein S14 [Neisseria meningitidis MC58]		rpsN						J		C		3		0.056		0.152		0.228		0.02		0.072		0.012		-0.672		0.381		0.165		0.138		0.18		0.997		0.08		0.439

		116		6.4		6.56		60.5		7225950		rplT		50S Ribosomal protein L20 [Neisseria meningitidis MC58]		rplT						J		C		3		-0.244		-0.052		-0.02		0.072		-0.448		-0.072		-0.892		0.757		0.978		0.81		0.282		0.262		0.967		0.121

		117		6.33		22.65		51.5		254672740		opa7		Opacity protein and related surface antigens [Neisseria meningitidis alpha275]		opa7						M		OM		20		0.46		0.608		-0.276		0.616		-0.444		0.124		-1.328		0.03		0.029		0.067		0.029		0.183		0.204		0.067

		118		6.26		6.54		38.5		7225374		rpsH		30S Ribosomal protein S8 [Neisseria meningitidis MC58]		rpsH						J		C		3		0.408		-0.16		0.084		-0.044		0.172		0.032		-0.612		0.002		0.006		0.003		0.007		0.002		0.003		0.002

		119		6.1		6.88		17.6		340361016		carA		Carbamoyl-phosphate synthase, small subunit [Neisseria macacae ATCC 33926]		carAa		15677684				EF		C		3		0.188		-0.796		-0.148		0.428		-0.492		0.072		-1.044		0.908		0.192		0.827		0.412		0.574		0.853		0.231

		120		6		6.53		35.6		7226702		ssb		Single-strand binding protein [Neisseria meningitidis MC58]		ssb						L		C		3		-0.608		-0.36		0.308		-0.076		-0.02		-0.048		-0.436		0.015		0.043		0.603		0.065		0.053		0.053		0.028

		121		5.71		5.99		26.4		7226190		sdhB		Succinate dehydrogenase, iron-sulfur protein [Neisseria meningitidis MC58]		sdhB						C		CM		3		-0.852		-0.44		-0.356		0.04		-0.56		-0.52		-1.588		0.008		0.022		0.029		0.543		0.032		0.01		0.004

		122		5.7		6.14		27.4		7225566		NMB0345		Putative cell-binding factor [Neisseria meningitidis MC58]		NMB0345						Putative O		OM		3		0.588		0.584		0.756		0.052		0.584		0.6		-0.256		0.309		0.103		0.201		0.116		0.309		0.244		0.004

		123		5.68		5.92		36.1		81543069		secB		Protein-export protein secB [Neisseria meningitidis Z2491]		secB						N		C		5		-0.564		-0.56		-0.064		-0.424		-0.564		-0.048		-0.836		0.039		0.046		0.092		0.014		0.014		0.464		0.02

		124		5.64		5.64		71.1		325207795		hfq		RNA chaperone Hfq [Neisseria meningitidis NZ-05/33]		hfq						R		C		5		0.16		-0.836		0.516		0.224		0.116		0.156		-0.836		0.022		0.006		0.114		0.072		0.018		0.023		0.006

		125		5.55		7.71		39.5		7225406		frr		Ribosome recycling factor [Neisseria meningitidis MC58]		frr						J		C		4		0.176		0.008		-0.512		-0.472		-0.244		-0.3		-1.144		0.819		0.288		0.195		0.234		0.71		0.304		0.11

		126		5.53		6.09		28.8		291044214		NGMG_00025		Ribose-phosphate pyrophosphokinase [Neisseria gonorrhoeae DGI2]		prsAa		15676771				FE		C		3		0.448		0.072		0.352		0.008		-0.168		0.008		-0.792		0.007		0.007		0.004		0.007		0.01		0.202		0.07

		127		5.44		7.07		13.2		284797755		NEISUBOT_03099		Carbamoyl-phosphate synthase, large subunit [Neisseria subflava NJ9703]		carBe		15677690				EF		C		4		0.464		0.192		0.016		0.376		0.176		-0.168		-0.816		0.505		0.664		0.848		0.565		0.706		0.874		0.083

		128		5.23		5.31		37.6		325136526		greA		Transcription elongation factor greA [Neisseria meningitidis M0579]		greA						K		C		3		0.028		-0.036		0.02		0.116		0.148		-0.004		-0.984		0.622		0.593		0.675		0.045		0.046		0.995		0.065

		129		5.22		5.37		29.7		7225555		dapD		2,3,4,5-Tetrahydropyridine-2,6-dicarboxylate N-succinyltransferase [Neisseria meningitidis MC58]		dapD						E		C		3		-0.732		-0.276		-0.208		0.176		-0.56		-0.076		-1.304		0.098		0.99		0.504		0.694		0.112		0.868		0.007

		130		4.99		5.2		20.9		254805253		gdhA1		Glutamate dehydrogenase [Neisseria meningitidis alpha14]		gdhA1						E		UM		3		-1.068		-0.092		-1.06		-0.292		-0.284		-0.664		-0.72		0.061		0.992		0.025		0.625		0.862		0.027		0.116

		131		4.93		5.62		24.4		325138873		NMBES14902_0317		Bacterial type II secretion system protein F domain protein [Neisseria meningitidis ES14902]		pilGa		15676248		Pilus assembly protein PilG		N		CM		3		0.204		0.768		0.496		0.524		0.34		-0.208		-0.772		0.332		0.125		0.003		0.233		0.002		0.006		0.005

		132		4.88		6.99		9.4		7225598		NMB0378		Putative phosphate permease [Neisseria meningitidis MC58]		NMB0378						Putative P		CM		3		-0.564		-0.352		0.164		0.364		-0.384		-0.592		-1.032		0.032		0.197		0.642		0.159		0.59		0.332		0.015

		133		4.8		4.97		23.6		7225272		pilT-1		Twitching motility protein PilT [Neisseria meningitidis MC58]		pilT-1						N		C		2		-0.356		-0.4		0		0.208		-0.812		-0.448		-0.884		0.364		0.456		0.821		0.715		0.195		0.421		0.348

		134		4.79		5.4		27.6		325207527		pilN		Type IV pilus assembly protein PilN [Neisseria meningitidis NZ-05/33]		pilN						N		CM		2		0.504		0.524		-0.268		0.496		-0.272		0.556		-0.264		0.005		0.003		0.01		0.004		0.182		0.003		0.377

		135		4.74		8.52		23.2		296840734		NEIPOLOT_00159		Septum site-determining protein MinD [Neisseria polysaccharea ATCC 43768]		minDe		15676098				D		C		4		-0.284		0.044		-0.284		0.016		-0.404		0.076		-1.22		0.12		0.923		0.555		0.622		0.597		0.395		0.177

		136		4.73		5.35		20.8		255068437		NEISICOT_03480		Branched-chain-amino-acid transaminase [Neisseria sicca ATCC 29256]		ilvEb		218768887		Branched-chain amino acid aminotransferase [Neisseria meningitidis Z2491]		EH		C		2		0.148		-0.624		0.52		0.132		-0.08		-0.392		0.036		0.441		0.966		0.493		0.21		0.726		0.016		0.216

		137		4.63		4.63		51.9		7225822		rpsP		30S Ribosomal protein S16 [Neisseria meningitidis MC58]		rpsP						J		C		3		-0.116		0		0.096		-0.116		-0.012		0.096		-1.096		0.098		0.168		0.028		0.029		0.163		0.381		0.007

		138		4.54		11.49		23.7		7226843		potD-3		Spermidine/putrescine ABC transporter [Neisseria meningitidis MC58]		potD-3						E		UM		5		0.98		0.528		0.64		-0.384		1.004		0.884		1.348		0.001		0.035		0.001		0.56		0.034		0.035		0.026

		139		4.49		5.04		60.6		81857629		rplW		50S Ribosomal protein L23 [Neisseria meningitidis MC58]		rplW						J		C		3		-0.512		-0.536		-0.316		-0.004		-0.076		-0.816		-1.216		0.035		0.015		0.034		0.206		0.058		0.008		0.013

		140		4.39		4.82		35.3		349610811		HMPREF1028_02110		Dihydrodipicolinate reductase [Neisseria sp. GT4A_CT1]		dapBb		15676130				E		C		2		-1.044		-0.88		-1.608		-0.116		-0.328		-0.34		-1.608		0.086		0.111		0.054		0.537		0.437		0.411		0.054

		141		4.38		5.29		16.6		296840699		NEIPOLOT_00048		Ribonuclease E [Neisseria polysaccharea ATCC 43768]		rnee		15676123				J		C		2		0.824		0.912		-0.54		0		0.604		-0.484		0.244		0.311		0.281		0.042		0.608		0.407		0.064		0.496

		142		4.36		4.93		15.5		325134691		infB		Translation initiation factor IF-2 [Neisseria meningitidis M13399]		infB						J		C		2		0.08		-0.02		0.168		-0.292		-0.872		-0.168		-0.744		0.569		0.317		0.445		0.705		0.196		0.845		0.979

		143		4.29		5.89		11.3		296839833		NEIPOLOT_00410		TspA protein [Neisseria polysaccharea ATCC 43768]		tspAc		15676256				No related COG		OM		3		0.54		-0.164		0.484		0.524		0.732		0.756		0.012		0.05		0.059		0.054		0.05		0.036		0.035		0.044

		144		4.24		4.43		24		7226438		guaB		IMP dehydrogenase [Neisseria meningitidis MC58]		guaB						F		C		2		-0.324		-0.352		-0.468		-0.308		0.584		0.152		-0.072		0.635		0.41		0.105		0.044		0.035		0.037		0.111

		145		4.24		4.24		65.6		81707281		rpmD		50S Ribosomal protein L30 [Neisseria meningitidis MC58]		rpmD						J		C		2		-0.792		-0.612		-0.788		-0.808		-0.952		-0.884		-1.548		0.297		0.383		0.594		0.184		0.476		0.298		0.145

		146		4.23		4.8		28.8		254493006		NGAG_00307		Type IV pilus assembly protein PilO [Neisseria gonorrhoeae 1291]		pilOa		15677647				N		CM		2		-0.692		0.14		0.148		-0.068		-0.452		-0.052		-0.348		0.085		0.223		0.315		0.721		0.567		0.775		0.766

		147		4.14		4.8		16.1		308388760		gcvT		Glycine cleavage system aminomethyltransferase T [Neisseria meningitidis alpha710]		gcvT						E		UM		2		-0.532		-0.172		0.42		0.264		-0.056		-0.148		-1.576		0.006		0.013		0.004		0.005		0.004		0.004		0.041

		148		4.13		4.42		32.7		90109269				Chain B, Putative Phosphatase (Nma1982) [Neisseria meningitidis Z2491]		NMA1982						S		C		3		-0.036		-0.172		0.04		0.392		0.188		-0.516		-1.296		0.942		0.812		0.768		0.486		0.516		0.108		0.05

		149		4.09		4.49		18.6		254673900		siaC		N-acetylneuraminic acid synthetase [Neisseria meningitidis alpha275]		siaC						M		C		2		-0.844		-0.04		-0.168		0.22		0.16		-0.592		-0.12		0.096		0.837		0.346		0.295		0.399		0.127		0.15

		150		4.09		4.14		16.3		269144859		NEICINOT_04548		Ferredoxin--NADP(+) reductase [Neisseria cinerea ATCC 14685]		fpr-1a		15676930				C		C		2		0.24		0.408		-0.98		0.36		0.028		-0.316		-0.98		0.042		0.038		0.055		0.04		0.04		0.054		0.055

		151		4.08		4.08		23.1		319411311		fur		Ferric uptake regulation protein Ferric uptake regulator [Neisseria meningitidis WUE 2594]		fur						P		C		2		-0.58		-0.176		-0.212		0.884		0.564		-0.14		-0.98		0.011		0.017		0.017		0.071		0.316		0.038		0.005

		152		4.07		4.57		22.6		319410025		ppa		Inorganic pyrophosphatase (PPase) [Neisseria meningitidis WUE 2594]		ppa						C		C		4		-0.732		-0.28		-0.264		-0.056		-0.28		-0.92		-1.512		0.104		0.114		0.122		0.734		0.111		0.055		0.055

		153		4.05		4.87		12.1		319410970		ccoP		Cytochrome c oxidase polypeptide III [Neisseria meningitidis WUE 2594]		ccoP						C		U		2		0.74		0.444		0.068		0.228		0.544		0.02		-0.908		0.003		0.004		0.007		0.006		0.003		0.007		0.057

		154		4		27.83		55.2		261393083		NMV_1879		Putative alcohol dehydrogenase (ADH-HT) [Neisseria meningitidis 8013]		adhAa		121634341		Alcohol dehydrogenase [Neisseria meningitidis FAM18]		R		C		17		-0.768		-0.896		-0.772		0.028		-0.02		-0.66		-1.08		0.313		0.227		0.321		0.791		0.938		0.469		0.397

		155		4		4		16.9		7225949		rpmI		50S Ribosomal protein L35 [Neisseria meningitidis MC58]		rpmI						J		C		2		-0.776		-0.184		-1.44		0.028		-0.104		-0.72		-1.104		0.094		0.115		0.055		0.78		0.931		0.159		0.178

		156		4		4		20.2		261392690		NMV_1429		Hypothetical protein NMV_1429 [Neisseria meningitidis 8013]		NMV_1429						Hypothetical No related COG		OM		2		-0.504		-0.504		1.244		-0.504		0.516		-0.504		-0.504		0.054		0.054		0.032		0.054		0.038		0.054		0.054

		157		3.94		4.66		21.9		313668377		thrC		Threonine synthase [Neisseria lactamica ST-640]		thrCe		15676932				E		C		2		-0.448		-0.824		0.044		-0.692		-0.22		-0.492		-1.78		0.429		0.312		0.636		0.437		0.254		0.36		0

		158		3.83		3.9		11.7		325201499		accC		Acetyl-CoA carboxylase, biotin carboxylase [Neisseria meningitidis M01-240149]		accC						I		C		2		-0.236		0.14		-0.14		0.644		0.056		0.076		-0.744		0.007		0.489		0.004		0.003		0.006		0.004		0.188

		159		3.76		39.78		50		325207370		groL		Chaperonin GroL [Neisseria meningitidis NZ-05/33]		groL						O		C		23		-1.956		-1.956		0.096		-0.124		0.224		0.012		-1.956		0.057		0.057		0.666		0.611		0.408		0.935		0.057

		160		3.76		4.26		17		325208815		glnA		Glutamine synthetase, type I [Neisseria meningitidis NZ-05/33]		glnA						E		C		2		0.004		0.36		0.38		0.332		0.328		0.108		0.096		0.64		0.368		0.169		0.365		0.358		0.38		0.007

		161		3.74		5.89		9.3		288576370		NEIMUCOT_06357		Proline dehydrogenase/delta-1-pyrroline-5-carboxylate dehydrogenase [Neisseria mucosa ATCC 25996]		putAe		218768829		Bifunctional proline dehydrogenase/pyrroline-5-carboxylate dehydrogenase [Neisseria meningitidis Z2491]		C		C		2		-1.956		-1.956		-1.956		0.22		-1.956		-1.956		-1.956		0.066		0.066		0.066		0.412		0.066		0.066		0.066

		162		3.67		6.5		17.8		325208526		alaS		Alanyl-tRNA synthetase [Neisseria meningitidis NZ-05/33]		alaS						J		C		2		-0.128		-0.096		-0.068		0.912		0.904		0.904		0.416		0.376		0.472		0.579		0.036		0.037		0.039		0.124

		163		3.63		3.83		61.4		7227209		rpsU		30S Ribosomal protein S21 [Neisseria meningitidis MC58]		rpsU						J		C		2		-0.812		-1.88		-1.364		-0.436		-1.416		-1.536		-1.88		0.036		0.003		0.013		0.157		0.006		0.009		0.003

		164		3.55		3.82		26		325198321		accA		Acetyl-CoA carboxylase, carboxyl transferase, alpha subunit [Neisseria meningitidis G2136]		accA						I		C		2		-0.076		-1.068		-0.052		-0.08		-0.14		-0.524		-1.332		0.293		0.038		0.658		0.474		0.255		0.326		0.009

		165		3.53		4.4		8.8		325208598		gcvP		Glycine dehydrogenase [Neisseria meningitidis NZ-05/33]		gcvP						E		C		2		-0.984		-0.004		-0.984		-0.004		0.08		-0.984		-0.984		0.065		0.051		0.065		0.053		0.507		0.065		0.065

		166		3.51		3.67		60.6		7227356		NMB2094		Hypothetical protein NMB2094 [Neisseria meningitidis MC58]		NMB2094						Hypothetical K		C		2		-1.376		-0.58		0.092		-0.796		-0.1		-0.204		-1.08		0.01		0.056		0.384		0.01		0.441		0.03		0.022

		167		3.48		4.1		25.5		296840243		NEIPOLOT_00015		Phosphoglycerate kinase [Neisseria polysaccharea ATCC 43768]		pgka		121635813		Phospho-glycerate kinase [Neisseria meningitidis FAM18]		G		C		2		-0.668		-0.024		-1.7		-0.436		-1.7		0.06		-0.964		0.27		0.837		0.053		0.864		0.053		0.903		0.148

		168		3.44		3.46		23.4		349610696		HMPREF1028_02004		Peptide deformylase [Neisseria sp. GT4A_CT1]		defa		15676038				J		C		2		-0.604		0.316		-0.752		-0.688		0.236		-0.148		-1.332		0.108		0.425		0.096		0.129		0.565		0.436		0.059

		169		3.42		3.98		12.8		317165411		omp85		Outer membrane protein Omp85 [Neisseria gonorrhoeae TCDC-NG08107]		omp85a		15676109				M		OM		2		0		-0.224		-0.036		-0.144		0.052		-0.168		-0.628		0.895		0.008		0.028		0.046		0.499		0.042		0.018

		170		3.37		3.44		23.2		268604447		NGHG_02090		Lactoylglutathione lyase [Neisseria gonorrhoeae PID1]		gloAe		15676255				E		C		3		-0.468		-0.236		-0.068		0.072		-0.012		-0.42		-1.708		0.334		0.223		0.494		0.43		0.854		0.486		0.015

		171		3.26		3.45		19.3		325207310		NMBNZ0533_0283		SurA/PPIASE domain protein [Neisseria meningitidis NZ-05/33]		surAa		254805678		Putative peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis alpha14]		O		P		2		-1.12		0.144		-1.948		-0.996		0.204		-0.928		-1.948		0.115		0.535		0.06		0.104		0.43		0.146		0.06

		172		3.05		4.02		25.3		325208382		NMBNZ0533_1415		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33]		NMB1437						Hypothetical S		C		2		-0.04		-0.592		-0.244		-0.372		-0.096		-0.62		-1.032		0.644		0.008		0.542		0.722		0.996		0.007		0.012

		173		3		4.67		31.3		325208633		mtrC		Membrane fusion protein MtrC [Neisseria meningitidis NZ-05/33]		mtrC						Q		CM		2		0.596		0.26		0.524		0.632		0.748		-0.132		-0.228		0.509		0.521		0.701		0.479		0.379		0.599		0.107

		174		2.95		3.17		14		317164409		clpX		ATP-dependent protease ATP-binding subunit ClpX [Neisseria gonorrhoeae TCDC-NG08107]		clpXe		15677237				O		C		1		-0.984		0.512		0.116		0.44		0.468		0.088		-0.984		0.07		0.035		0.265		0.036		0.035		0.323		0.07

		175		2.9		3.16		24.5		313668953		grpE		Heat shock protein [Neisseria lactamica ST-640]		grpEa		15676466				O		C		2		-0.024		-0.412		-0.668		-0.216		-0.616		-0.072		-0.812		0.958		0.148		0.254		0.903		0.104		0.785		0.194

		176		2.83		3.28		24.5		325203721		hisA		Phosphoribosylformimino-5-aminoimidazole carboxamide ribotide isomerase [Neisseria meningitidis M01-240355]		hisA						E		C		1		-0.496		0.268		0.592		0.84		-0.496		0.844		0.296		0.866		0.466		0.227		0.232		0.871		0.229		0.472

		177		2.78		3.13		23.8		297250450		mtrE		Multiple transferable resistance system protein MtrE [Neisseria polysaccharea ATCC 43768]		mtrEa		15677561				MN		OM		1		-0.716		-0.052		-0.192		-0.492		-0.532		-0.688		-1.372		0.19		0.938		0.573		0.143		0.277		0.32		0.051

		178		2.78		2.89		53.3		7225383		rpsM		30S Ribosomal protein S13 [Neisseria meningitidis MC58]		rpsM						J		C		2		-0.36		-0.552		-0.804		-0.572		-1.028		-0.12		-0.988		0.524		0.761		0.18		0.436		0.176		0.319		0.963

		179		2.73		3.6		20.1		296839912		NEIPOLOT_00326		Malate dehydrogenase [Neisseria polysaccharea ATCC 43768]		yojHa		15677916		Malate:quinone oxidoreductase 		R		C		1		-0.004		-0.82		-0.108		-0.04		-0.396		-0.26		-0.54		0.896		0.22		0.843		0.938		0.521		0.876		0.563

		180		2.69		2.94		20		288575854		NEIMUCOT_05113		Enoyl-[acyl-carrier-protein] reductase [Neisseria mucosa ATCC 25996]		fabIg		15676251		Enoyl-(acyl carrier protein) reductase 		I		C		2		-1.364		-1.34		-0.628		-0.092		-0.696		-0.108		-1.848		0.149		0.159		0.501		0.734		0.327		0.702		0.046

		181		2.63		2.82		31.2		7225518		dsbA		Thiol:disulfide interchange protein DsbA [Neisseria meningitidis MC58]		dsbA						OC		P		2		-0.544		0.164		-1.24		-0.608		0.192		-0.5		-1.972		0.934		0.509		0.106		0.548		0.378		0.143		0.058

		182		2.57		4.1		12.1		7226713		clpB		ClpB protein [Neisseria meningitidis MC58]		clpB						O		C		3		1.212		0.108		0.088		0.656		0.656		0.536		0.24		0.001		0.293		0.341		0.001		0.001		0.04		0.144

		183		2.53		4.39		18.9		325128778		aspS		Aspartyl-tRNA synthetase [Neisseria meningitidis N1568]		aspS						J		C		2		-0.076		-0.096		0.092		-0.564		0.132		0.064		-0.76		0.531		0.871		0.245		0.792		0.572		0.394		0.47

		184		2.51		2.76		39.2		81783933		rplU		50S Ribosomal protein L21  [Neisseria meningitidis Z2491]		rplU						J		C		1		-0.068		-0.048		0.028		0.008		-0.268		-0.016		-0.972		0.129		0.251		0.109		0.05		0.076		0.154		0.006

		185		2.47		4.34		14.2		269144431		NEICINOT_05035		L Factor [Neisseria cinerea ATCC 14685]		nusAa		15677491		Transcription elongation factor NusA 		K		C		2		0.464		-0.2		-0.716		-0.384		0.196		0.076		-0.656		0.169		0.334		0.021		0.053		0.281		0.361		0.028

		186		2.45		2.56		10.1		325205306		fabF		3-Oxoacyl-(acyl-carrier-protein) synthase II [Neisseria meningitidis M04-240196]		fabF						IQ		C		2		-0.672		-0.452		-0.524		-1.26		-0.792		-0.104		-0.928		0.086		0.114		0.102		0.083		0.216		0.724		0.18

		187		2.42		2.51		31.6		268604467		rpmB		50S Ribosomal protein L28 [Neisseria gonorrhoeae PID1]		rpmBh		15676238				J		C		1		-0.06		-1.408		-0.152		-0.076		-0.912		-0.504		-1.592		0.607		0.049		0.008		0.004		0.081		0.009		0.049

		188		2.4		6.14		13.9		309378739		secA		Preprotein translocase SecA subunit [Neisseria lactamica Y92-1009]		secAa		15677388				N		C		3		-0.056		-0.648		-0.668		0.48		0.592		-0.656		0.572		0.009		0.104		0.105		0.005		0.004		0.106		0.128

		189		2.4		2.5		32.2		59802293		NGO1985		Hypothetical protein NGO1985 [Neisseria gonorrhoeae FA 1090] (MC58 hemolysin NMB2091)		NMB2091a		15677911		Hemolysin		R		P		1		-0.044		0		0.548		0.188		-0.64		0.056		-0.86		0.041		0.968		0.256		0.338		0.049		0.063		0.016

		190		2.34		2.47		10.9		269144852		NEICINOT_04541		Glutamate--cysteine ligase [Neisseria cinerea ATCC 14685]		gshAa		15676924				H		C		1		0.56		-0.936		1.096		0.064		-0.2		0.888		0.456		0.042		0.062		0.034		0.545		0.232		0.039		0.11

		191		2.31		2.43		21.5		81707197		NMB1126		Putative lipoprotein NMB1126/NMB1164; Flags: Precursor [Neisseria meningitidis MC58]		NMB1126						M		U		1		-0.672		-0.064		-0.716		-0.72		-0.684		-0.068		-1.96		0.504		0.731		0.371		0.366		0.485		0.745		0.048

		192		2.29		2.69		18.1		7226938		serS		Seryl-tRNA synthetase [Neisseria meningitidis MC58]		serS						J		C		1

		193		2.27		3.19		13.3		269210385		NEILACOT_03030		Cytochrome c family protein [Neisseria lactamica ATCC 23970] (MC58 cytochrome C5 NMB1677)		NMB1677a		15677525		Cytochrome c5 		C		U		1		-0.144		0.044		0.128		-0.576		-0.512		-0.28		-1.548		0.497		0.303		0.302		0.05		0.04		0.315		0.004

		194		2.27		2.65		19.1		309378859				Unnamed protein product [Neisseria lactamica Y92-1009]		rhlEa		385340268		Putative ATP-dependent RNA helicase rhlE [Neisseria meningitidis G2136]		LKJ		C		1

		195		2.26		2.86		10.2		261391596		pilC2		Type IV pilus-associated protein PilC2 [Neisseria meningitidis 8013]		pilC2						N		OM		1

		1 = Gene name equivalent to serogroup B Neisseria meningitidis (NMB) as per BLAST search; 2 = The equivalent NMB protein name, which is MC58 unless otherwise stated and is the same protein name as original unless otherwise stated.  Cells highlighted in yellow indicate greater than 1.8-fold increase in expression.  Blue cells indicate expression less than 0.2-fold.  Green cells indicate a significance of greater than 95%. Lilac cells indicate a significance between 90% and 94.99% confidence.  Empty ratio cells indicate that insufficient quantitation data was obtained for that protein.  The shared measure of identity of the equivalent NMB protein with the non-meningococcal protein is given in the ‘Gene Name NMB’ column using superscript letters.  Coverage (C) and identity (ID) is represented %C/%ID.  If not otherwise stated coverage is 100%.  A=95-100%ID, b=85-94%ID, c=75-84%ID, d=65-74%ID, e=90-100%/90-100%, f=67%/100%, g=81%/97%, h=65%/100.  COG function codes: Information, storage and processing – J = Translation, ribosomal structure and biogenesis, K = Transcription, L = DNA replication, recombination and repair; Cellular processes – D = Cell division and chromosome partitioning, M = Cell envelope biogenesis, outer membrane, N = Cell motility and secretion, O = Posttranslational modification, protein turnover, chaperones, P = Inorganic ion transport and metabolism, T = signal transduction mechanisms; Metabolism – C = Energy production and conversion, E = Amino acid transport and metabolism, F = Nucleotide transport and metabolism, G = Carbohydrate transport and metabolism, H = Coenzyme transport and metabolism, I = Lipid metabolism; Q = Secondary metabolites biosynthesis, transport, and catabolism; Poorly characterised proteins – R = General function prediction only, S = Function Unknown, No Related COG = Protein does not match to any COG.  Subcellular location codes: C = cytoplasm, CM = Cytoplasmic Membrane, P = Periplasm, OM = Outer membrane, E = Extracellular, UM = Unknown due to multiple possible locations, U = Unknown





Expt 2 H34i

		Table 6.13  Quantitation of proteins detected in iTRAQ Experiment Two compared to H34 strain grown under normal conditions

		Protein N		Unused Prot Score		Total Prot Score		% Cov		GI Accession #		Gene name or locus number		Name		Gene name NMB1		NMB Equivalent GI Accession #		NMB Equivalent Name2		COG		Sub-cellular Location		Peptides (95% Conf.)		log NZ98i :H34i 113:117		log H34 22%RH :H34i 114:117		log H34 30%RH :H34i 115:117		log NZ98 22%RH :H34i 116:117		log Control 2 :H34i 118:117		log Control 1 :H34i 119:117		log NZ98 30%RH :H34i 121:117		P-Value NZ98i :H34i 113:117		P-Value  H34 22%RH :H34i 114:117		P-Value H34 30%RH :H34i 115:117		P-Value NZ98 22%RH :H34i 116:117		P-Value Control 2 :H34i 118:117		P-Value Control 1 :H34i 119:117		P-Value NZ98 30%RH :H34i 121:117

		1		68.5		68.5		69.8		241758467		tuf		Translation elongation factor Tu [Neisseria flavescens SK114]		tufBe		15676052		Elongation factor Tu		JE		C		66		0.004		-0.092		-0.068		0		-0.032		-0.028		-0.528		0.492		0.005		0.101		0.277		0.782		0.813		0.004

		2		61.39		61.39		93.3		270728847		porB		Class 3 outer membrane protein [Neisseria meningitidis]		porB						M		OM		52		-0.424		0.028		0.136		-0.464		-0.128		-0.12		-0.52		0		0.067		0.445		0		0.016		0.015		0

		3		48.97		49.62		85.4		4091875		porA		Porin [Neisseria meningitidis]		porA						M		OM		62		1.096		-0.348		-0.228		1.204		0.388		0.776		0.348		0.084		1		1		0.004		0.001		0.082		0.001

		4		48.09		57.24		92.4		516522		porB		Class 3 outer membrane porin [Neisseria meningitidis]		porB						M		OM		61		0.372		-0.052		0		0.456		0.268		0.28		0.124		0		0.897		0.435		0		0		0		0.002

		5		47.84		49.46		46.9		325207524		pilQ		Type IV pilus secretin PilQ [Neisseria meningitidis NZ-05/33]		pilQ						 N		OM		25		-0.056		0.024		-0.02		-0.028		-0.108		0.08		-0.732		0.117		0.274		0.217		0.221		0.77		0.159		0

		6		47.33		47.89		58		325207993		sucC		Succinate-CoA ligase, beta subunit [Neisseria meningitidis NZ-05/33]		sucC						C		C		26		-0.644		-0.416		-0.092		-0.144		-0.264		-0.14		-1.1		0.01		0.036		0.514		0.493		0.616		0.472		0.358

		7		42.31		42.8		49.5		7225356		fusA		Elongation factor G (EF-G) [Neisseria meningitidis MC58]		fusA						J		C		23		-0.056		0.064		0.092		0.108		0.032		-0.008		-0.696		0.779		0.638		0.682		0.75		0.078		0.17		0.179

		8		42.01		42.01		68.9		7225862		fbpA		Iron(III) ABC transporter, periplasmic binding protein [Neisseria meningitidis MC58]		fbpA						H		P		22		-0.148		-0.06		-0.22		-0.192		-0.136		-0.156		-0.64		0.057		0.089		0.016		0.03		0.016		0.006		0.024

		9		41.43		41.43		50		254672968		groEL		60 kDa Chaperonin [Neisseria meningitidis alpha275]		groEL						O		C		24		-1.376		-0.556		-0.072		-1.172		-0.844		-0.704		-1.48		0.001		0.153		0.42		0.001		0.01		0.024		0.003

		10		39		39.11		50.8		325127688		dnaK		Chaperone protein DnaK [Neisseria meningitidis N1568]		dnaK						O		C		24		-0.24		-0.216		-0.28		-0.208		-0.216		-0.2		-0.968		0.074		0.119		0.108		0.089		0.33		0.518		0.324

		11		33.16		33.83		54.6		81784541		rpsA		30S Ribosomal protein S1 [Neisseria meningitidis MC58]		rpsA						J		C		16		-0.108		-0.052		-0.032		-0.124		-0.072		-0.096		-0.772		0.021		0.219		0.139		0.034		0.828		0.694		0.016

		12		31.95		33.22		43.2		325202575		pta		Phosphate acetyltransferase [Neisseria meningitidis M01-240149]		pta						C		UM		22		-0.216		-0.404		-0.22		-0.116		-0.252		-0.176		-0.728		0.103		0.002		0.163		0.178		0.308		0.829		0.06

		13		31.78		31.88		53.7		7225772		adhP		Alcohol dehydrogenase, propanol-preferring [Neisseria meningitidis MC58]		adhP						R		C		18		0.82		-0.004		-0.004		0.856		-0.044		0.928		-0.672		0.258		0.704		0.496		0.246		0.622		0.194		0.059

		14		30.85		31.07		35.2		81784175		atpA		ATP synthase subunit alpha [Neisseria meningitidis MC58]		atpA						C		C		17		-0.048		0.016		-0.124		-0.12		-0.004		-0.096		-0.816		0.205		0.571		0.256		0.113		0.399		0.106		0.001

		15		29.89		32.07		78.1		325208952		rpsB		30S Ribosomal protein S2 [Neisseria meningitidis NZ-05/33]		rpsB						J		C		18		0.02		0.028		0.06		0		-0.012		0.016		-0.48		0.168		0.112		0.046		0.515		0.102		0.074		0.158

		16		29.76		32.56		32.4		7226585		pdhA		Pyruvate dehydrogenase, E1 component [Neisseria meningitidis MC58]		pdhA						C		C		20		-0.128		-0.032		-0.244		-0.132		-0.24		-0.176		-0.776		0.075		0.027		0.032		0.027		0.006		0.052		0.01

		17		29.69		30.05		52.5		269213565		NEICINOT_03323		Antioxidant, AhpC/TSA family/glutaredoxin [Neisseria cinerea ATCC 14685]		NMB0946e		15676839		Peroxiredoxin 2 family protein/glutaredoxin 		O		U		20		-0.092		-0.588		-0.352		-0.396		-0.36		-0.252		-0.544		0.906		0.022		0.036		0.076		0.808		0.544		0.278

		18		28.88		29.4		52.9		81707226		cysK		Cysteine synthase [Neisseria meningitidis MC58]		cysK						E		C		20		-0.132		-0.28		-0.356		0.128		-1.232		0.196		-1.232		0.209		0.002		0.002		0.014		0.003		0.038		0.003

		19		28.22		28.72		88.3		7225345		rplA		50S Ribosomal protein L1 [Neisseria meningitidis MC58]		rplA						J		C		16		-0.024		0.032		0.008		-0.056		-0.036		0.02		-0.756		0.941		0.441		0.139		0.07		0.992		0.821		0

		20		27.47		29.21		23.9		1325955		rpoB		RNA polymerase beta subunit [Neisseria meningitidis]		rpoB						K		C		15		0.228		0.092		0.088		0.044		0.064		0.072		-0.624		0.847		0.499		0.502		0.165		0.279		0.305		0

		21		26.76		26.76		62.3		4379295		 opr		Unnamed protein product [Neisseria meningitidis]		opr						M		OM		24		-1.552		-0.188		-0.132		-1.26		-0.792		-0.7		-1.424		0.036		0.192		0.709		0.104		0.074		0.014		0.045

		22		25.35		25.8		67.8		7225366		rpsC		30S Ribosomal protein S3 [Neisseria meningitidis MC58]		rpsC						J		C		17		0.08		0.16		0.26		0.316		-0.02		0.208		-0.712		0.431		0.005		0.002		0		0.679		0.003		0.454

		23		24.47		26.34		76		50400793		rplE		50S Ribosomal protein L5 [Neisseria meningitidis Z2491]		rplE						J		C		16		-0.172		-0.04		-0.152		-0.04		-0.112		-0.044		-0.904		0.05		0.86		0.347		0.563		0.462		0.861		0.01

		24		24.42		26.38		63.5		313667444		rplB		50S Ribosomal protein L2 [Neisseria lactamica ST-640]		rplBa		15676072				J		C		13

		25		24.05		24.77		42.1		254804638		pnp		Polyribonucleotide nucleotidyltransferase [Neisseria meningitidis alpha14]		pnp						F		C		14		-0.184		-0.264		-0.076		-0.06		-0.116		-0.24		-0.696		0.159		0.078		0.606		0.449		0.441		0.061		0.005

		26		23.71		23.87		74.4		7225377		rpsE		30s Ribosomal protein S5 [Neisseria meningitidis MC58]		rpsE						J		C		13		0.092		-0.132		-0.116		0.188		0.016		-0.076		-0.668		0.504		0.082		0.455		0.919		0.981		0.424		0.726

		27		23.66		24.9		53.2		254804089		tsf		Elongation factor EF-Ts [Neisseria meningitidis alpha14]		tsf						J		C		12		-0.032		-0.052		-0.14		-0.164		-0.252		-0.108		-0.928		0.432		0.458		0.31		0.215		0.306		0.455		0.019

		28		23.46		25.4		34.1		7226554		tig		Trigger factor [Neisseria meningitidis MC58]		tig						O		C		13		-0.096		-0.176		-0.552		-0.208		-0.272		-0.204		-1.044		0.154		0.268		0.073		0.32		0.258		0.292		0.007

		29		22.56		23.07		52.7		81857552		atpD		ATP synthase subunit beta [Neisseria meningitidis MC58]		atpD						C		C		13		0.66		0.016		-0.52		-0.672		-0.652		-0.588		-1.332		0.559		0.914		0.812		0.557		0.381		0.619		0.052

		30		22.22		22.53		61.2		75507306		rpsD		30S Ribosomal protein S4 [Neisseria gonorrhoeae FA 1090]		rpsDa		15676094				J		C		15		-0.52		-0.212		-0.164		-0.06		-0.032		-0.128		-1.16		0.131		0.102		0.259		0.249		0.426		0.24		0.026

		31		21.62		22.31		30.1		325197831		ppsA		Phosphoenolpyruvate synthase [Neisseria meningitidis G2136]		ppsA						G		C		13		0.344		0.096		-0.052		0.248		-0.356		-0.004		-0.436		0.837		0.713		0.55		0.453		0.098		0.516		0.849

		32		21.59		22.43		65.7		325138633		NMBES14902_0722		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis ES14902]		NMB1567a		15677418		Macrophage infectivity potentiator		O		OM		12		-0.34		-0.08		0.208		0.16		0.036		0.068		-1.324		0.192		0.621		0.785		0.94		0.522		0.199		0.462

		33		21.32		21.41		43.9		7226200		sucD		Succinyl-CoA synthetase, alpha subunit [Neisseria meningitidis MC58]		sucD						C		C		18		-0.096		-0.248		-0.376		-0.072		-0.176		-0.096		-0.812		0.169		0.253		0.084		0.652		0.139		0.371		0.022

		34		21.21		21.68		68.6		60392859		rmpM		Outer membrane protein class 4 - Precursor [Neisseria meningitidis Z2491]		rmpM						M		OM		27		0.408		-0.216		-0.22		0.296		0.164		0.14		-1.004		0.001		0.58		0.297		0.453		0.619		0.076		0.035

		35		20.78		20.78		66		7225355		rpsG		30S Ribosomal protein S7 [Neisseria meningitidis MC58]		rpsG						J		C		12		0.116		-0.044		-0.156		-0.052		-0.068		0.008		-0.804		0.027		0.619		0.093		0.419		0.335		0.36		0.262

		36		20.03		20.88		62.2		7225360		rplC		50S Ribosomal protein L3 [Neisseria meningitidis MC58]		rplC						J		C		11		0		0.188		-0.148		0.064		0.032		-0.112		-0.956		0.428		0.077		0.303		0.597		0.607		0.959		0.056

		37		19.46		20.15		0.463415		7225348		rplL		50S Ribosomal protein L7/L12 [Neisseria meningitidis MC58]		rplL						J		C		11		0.048		0.024		0.084		0.044		0.072		0.08		-0.268		0.187		0.635		0.645		0.048		0.048		0.032		0.368

		38		19.23		21.68		34.8		241760002		eno		Phosphopyruvate hydratase [Neisseria flavescens SK114]		enoa		15677152				G		C		10		-0.2		-0.328		-0.192		-0.356		-0.432		-0.144		-0.836		0.124		0.198		0.576		0.133		0.049		0.129		0.161

		39		18.95		19.19		42.9		81784052		rplF		50S Ribosomal protein L6 [Neisseria meningitidis Z2491]		rplF						J		C		10		-0.508		-0.156		-0.144		-0.416		0.008		-0.204		-1		0.184		0.49		0.588		0.219		0.604		0.446		0.2

		40		18.43		19.12		70.6		325207831		tcyA		L-Cysteine ABC transporter, periplasmic L-cystine-binding protein [Neisseria meningitidis NZ-05/33]		tcyA						E		P		10		-0.472		-0.1		-0.016		-0.332		-0.168		-0.136		-1.24		0.141		0.622		0.967		0.187		0.578		0.711		0.171

		41		18.19		18.53		68.9		7225361		rplD		50S Ribosomal protein L4 [Neisseria meningitidis MC58]		rplD						J		C		13		-0.036		0.18		-0.196		0.068		0.004		-0.076		-0.832		0.258		0.046		0.427		0.295		0.793		0.551		0.043

		42		17.81		17.81		33.1		7228848		gna1946		Outer membrane lipoprotein GNA1946 [Neisseria meningitidis]		gna1946						R		OM		9		-0.264		-0.568		-0.424		-0.016		0.036		-0.2		-0.652		0.32		0.063		0.084		0.871		0.558		0.71		0.403

		43		17.31		17.44		50		7225386		rpoA		DNA-directed RNA polymerase, alpha subunit [Neisseria meningitidis MC58]		rpoA						K		C		7		-0.216		-0.164		-0.568		-0.356		-0.424		-0.148		-0.66		0.319		0.353		0.102		0.123		0.338		0.359		0.892

		44		17.03		18.11		31.6		349608924		HMPREF1028_00313		Hypothetical protein HMPREF1028_00313 [Neisseria sp. GT4A_CT1]		gutBa		385853705		GutB gene product [Neisseria meningitidis H44/76]		ER		C		11		0.044		-1.06		-0.74		-0.824		-0.512		-0.604		-1.48		0.368		0.102		0.19		0.147		0.066		0.038		0.009

		45		16.97		17.74		86.8		325207634		rplS		50S Ribosomal protein L19 [Neisseria meningitidis NZ-05/33]		rplS						J		C		11		-0.012		0.216		0.228		0.176		0.232		0.032		-0.412		0.548		0.119		0.034		0.197		0.205		0.265		0.186

		46		16.81		16.9		41		325207146		NMBNZ0533_0109		LysM domain protein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_0109						S		U		9		-0.48		-0.024		-0.168		-0.02		0.024		-0.252		-0.552		0.015		0.682		0.121		0.775		0.471		0.384		0.843

		47		16.68		17.76		22.9		325206215		sucA		Oxoglutarate dehydrogenase, E1 component [Neisseria meningitidis M04-240196]		sucA						C		C		8		-0.048		-0.876		-0.384		-0.216		-0.268		-0.092		-1.156		0.58		0.03		0.221		0.267		0.833		0.782		0.058

		48		16.58		17.31		35.2		325207991		NMBNZ0533_1006		Dihydrolipoyl dehydrogenase [Neisseria meningitidis NZ-05/33]		lpdA1a		15676850		Dihydrolipoamide dehydrogenase		C		C		9		-0.352		-0.424		-0.636		-0.36		-0.704		-0.34		-0.596		0.855		0.985		0.306		0.888		0.897		0.71		0.906

		49		16.42		16.42		74.2		325208946		NMBNZ0533_2030		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33] (MC58 adhesin component NMB2095)		NMBNZ0533_2030						Hypothet-ical No related COG		U		10		-0.412		-0.252		0.056		0.14		-0.788		-0.356		-1.436		0.224		0.173		0.946		0.67		0.241		0.374		0.001

		50		16.25		19.99		24.4		313667427		rpoC		DNA-directed RNA polymerase beta' chain [Neisseria lactamica ST-640]		rpoCa		15676061				J		C		8		0.02		0.624		0.032		0.04		-0.344		0.14		-1.132		0.401		0.053		0.851		0.437		0.235		0.088		0.223

		51		16.24		16.82		26.4		317164490		NGTW08_1063		Putative dihydrolipoamide dehydrogenase [Neisseria gonorrhoeae TCDC-NG08107]		lpdA2a		15677210		Dihydrolipoamide dehydrogenase 		C		C		7		0.184		-0.064		-0.02		0.004		-0.408		-0.016		-0.712		0.485		0.19		0.406		0.505		0.078		0.889		0.876

		52		15.81		16.15		71		7225371		rplX		50S Ribosomal protein L24 [Neisseria meningitidis MC58]		rplX						J		C		8		0.124		-0.132		-0.588		-0.148		0.072		0.208		-1.5		0.227		0.948		0.203		0.26		0.713		0.162		0.038

		53		15.35		15.4		60.5		7226114		rplY		50S Ribosomal protein L25 [Neisseria meningitidis MC58]		rplY						J		C		10		0.044		-0.252		-0.332		0.368		0.16		0.032		-1.132		0.466		0.136		0.215		0.012		0.434		0.885		0.073

		54		15.1		15.57		42.7		254672897		ilvC		Ketol-acid reductoisomerase [Neisseria meningitidis alpha275]		ilvC						EH		C		9		0.1		-0.572		-0.324		-0.488		-0.096		-0.376		-0.968		0.532		0.076		0.154		0.063		0.867		0.13		0.039

		55		14.94		15.25		85.4		81783919		rpsO		30S Ribosomal protein S15 [Neisseria meningitidis Z2491]		rpsO						J		C		7		-0.18		-0.256		-0.284		-0.2		-0.324		-0.172		-0.712		0.253		0.398		0.188		0.213		0.183		0.189		0.151

		56		14.45		15.03		25.2		7226819		acnB		Aconitate hydratase 2 [Neisseria meningitidis MC58]		acnB						C		C		6		-0.324		-0.852		-0.496		-0.424		-0.408		-0.564		-1.328		0.066		0.016		0.224		0.133		0.064		0.163		0.002

		57		14.08		15.82		35.2		325207717		maeB		Malate dehydrogenase [Neisseria meningitidis NZ-05/33]		maeB						C		C		8		-0.392		-1.188		-0.772		-0.756		-0.328		-0.3		-1.36		0.345		0.082		0.277		0.201		0.243		0.168		0.098

		58		13.83		13.98		62.9		349610873		HMPREF1028_02172		50S Ribosomal protein L13 [Neisseria sp. GT4A_CT1]		rplMa		15677879				J		C		8		-0.108		0.028		0.016		-0.104		-0.304		-0.032		-1.048		0.592		0.613		0.766		0.268		0.912		0.553		0.511

		59		13.8		14.08		51.2		7225354		rpsL		30S Ribosomal protein S12 [Neisseria meningitidis MC58]		rpsL						J		C		7		-0.1		0.052		0.104		-0.016		0.1		-0.06		-0.564		0.561		0.141		0.96		0.537		0.177		0.228		0.931

		60		13.4		14.34		25.7		297250485		NEIPOLOT_01458		Dihydrolipoyllysine-residue acetyltransferase E2 component of pyruvate dehydrogenase complex [Neisseria polysaccharea ATCC 43768]		aceFe		15677208		Dihydrolipoamide acetyltransferase		C		C		7		-0.128		-0.108		0.028		-0.312		-0.18		-0.448		-0.852		0.331		0.104		0.362		0.03		0.665		0.075		0.203

		61		13.14		15.62		26.6		7225689		potD-1		Spermidine/putrescine ABC transporter [Neisseria meningitidis MC58]		potD-1						E		P		9		0.468		0.068		0.052		0.656		-0.004		0.78		0.008		0.774		0.211		0.482		0.895		0.353		0.079		0.392

		62		12.9		13.9		20.6		325198178		metE		5-Methyltetrahydropteroyltriglutamate-- homocysteine S-methyltransferase [Neisseria meningitidis G2136]		metE						E		C		6		-0.228		-0.096		-0.216		-0.82		-0.42		-0.284		-1.272		0.342		0.487		0.177		0.026		0.14		0.331		0.002

		63		12.83		12.95		46.1		6692578		hemO		HemO [Neisseria meningitidis]		hemO						P		U		6		0.168		0.232		0.176		0.472		0.252		-0.24		-0.416		0.72		0.737		0.744		0.133		0.268		0.59		0.608

		64		12.71		12.79		59.2		7226024		NMB0791		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis MC58]		NMB0791						O		C		7		0.096		-0.156		-0.28		-0.332		-0.152		-0.132		-0.856		0.381		0.552		0.742		0.562		0.802		0.647		0.861

		65		12.52		14.77		74.3		7225365		rplV		50S Ribosomal protein L22 [Neisseria meningitidis MC58]		rplV						J		C		8		-0.336		-0.064		0.044		-0.18		-0.096		0.136		-1.012		0.256		0.621		0.569		0.317		0.651		0.214		0.133

		66		12.48		13.27		27.6		7226193		gltA		Citrate synthase [Neisseria meningitidis MC58]		gltA						C		C		7		-0.096		-0.74		-0.16		-0.852		-0.376		-0.144		-1.404		0.425		0.221		0.811		0.051		0.269		0.235		0.034

		67		12.06		12.88		32.4		7225651		ftsZ		Cell division protein FtsZ [Neisseria meningitidis MC58]		ftsZ						D		C		6		-0.104		0.124		0		-0.256		-0.232		0.028		-0.788		0.312		0.615		0.586		0.309		0.782		0.741		0.178

		68		12		12		58.7		325208428		NMBNZ0533_1464		Putative lipoprotein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_1464						Putative No related COG		U		9		0.32		-0.012		0.396		1.248		0.44		0.392		-0.272		0.075		0.269		0.924		0.036		0.181		0.317		0.364

		69		11.85		14.19		30.1		9910686		glyA		Serine hydroxymethyltransferase [Neisseria meningitidis MC58]		glyA						E		C		7		-0.208		-0.312		-0.584		-0.256		-0.192		-0.376		-0.624		0.694		0.418		0.271		0.73		0.618		0.72		0.693

		70		11.82		13.09		58.3		7225358		rpsJ		30S Ribosomal protein S10 [Neisseria meningitidis MC58]		rpsJ						J		C		7		-0.312		-0.096		-0.184		-0.132		-0.056		-0.196		-0.772		0.492		0.547		0.668		0.563		0.431		0.447		0.386

		71		11.8		11.93		30.2		7226831		hisB		Imidazoleglycerol-phosphate dehydratase [Neisseria meningitidis MC58]		hisB						E		C		7		-0.1		-0.272		0.008		-0.032		-0.096		-0.46		-0.584		0.216		0.237		0.772		0.95		0.781		0.421		0.637

		72		11.59		12.06		65.3		81785149		rplO		50S Ribosomal protein L15 [Neisseria meningitidis MC58]		rplO						J		C		6		0.26		0.14		0.168		0.068		0.62		0.576		-0.916		0.699		0.878		0.446		0.577		0.169		0.232		0.42

		73		11.49		11.62		54.1		81785148		rplQ		50S Ribosomal protein L17 [Neisseria meningitidis MC58]		rplQ						J		C		6		0.072		0.136		-0.1		-0.12		-0.18		-0.328		-0.96		0.632		0.605		0.316		0.25		0.985		0.263		0.027

		74		11.43		11.56		50.8		75432531		rpsF		30S Ribosomal protein S6 [Neisseria gonorrhoeae FA 1090]		rpsFa		15677189				J		C		7		0.32		-0.592		-0.348		-0.2		-0.252		-0.08		-1.264		0.507		0.264		0.334		0.484		0.372		0.59		0.309

		75		11.31		11.8		49.4		7225347		rplJ		50S Ribosomal protein L10 [Neisseria meningitidis MC58]		rplJ						J		C		6		-0.096		0.06		-0.012		-0.308		-0.304		-0.52		-0.944		0.699		0.61		0.455		0.349		0.798		0.306		0.277

		76		11.28		11.83		51.6		81783922		rplN		50S Ribosomal protein L14 [Neisseria meningitidis Z2491]		rplN						J		C		6		-0.056		-0.216		-0.076		-0.032		-0.08		-0.348		-1.008		0.632		0.324		0.575		0.222		0.964		0.583		0.391

		77		10.96		11.06		67.4		7225364		rpsS		30S Ribosomal protein S19 [Neisseria meningitidis MC58]		rpsS						J		C		5		-0.26		-0.452		-0.332		-0.108		-0.48		-0.076		-0.948		0.518		0.649		0.664		0.518		0.521		0.42		0.876

		78		10.95		11.47		51.6		340363613		tig2		Trigger factor [Neisseria macacae ATCC 33926]		rpsTf		15676374		30S Ribosomal protein S20		J		C		5		0.064		-0.232		-0.304		-0.204		-0.04		-0.352		-1.244		0.867		0.438		0.257		0.566		0.975		0.253		0.052

		79		10.63		10.68		51.5		284796534		NEISUBOT_04588		Ribosomal protein L16 [Neisseria subflava NJ9703]		rplPa		15676076				J		C		5		0.14		0.268		-0.048		0.012		-0.052		0.12		-0.692		0.053		0.039		0.255		0.672		0.495		0.268		0.573

		80		10.62		10.78		56.1		7226708		NMB1468		Hypothetical protein NMB1468 [Neisseria meningitidis MC58]		NMB1468						Hypothetical No related COG		P		5		-1.04		-0.26		0.116		-0.248		-0.42		-0.328		-1.352		0.053		0.306		0.082		0.171		0.109		0.133		0.06

		81		10.58		43.7		84.7		89276863		porA		Outer membrane protein class 1 [Neisseria meningitidis]		porA						M		OM		54

		82		10.26		10.75		77.1		325207369		groS		Chaperonin GroS [Neisseria meningitidis NZ-05/33]		groS						O		C		7		-0.268		-0.488		-0.152		-1.084		-0.476		-0.188		-1.448		0.533		0.176		0.049		0.03		0.036		0.979		0.009

		83		10.2		11.69		18.8		325204497		NMBM01240355_1442		Cytochrome C biogenesis protein transmembrane region [Neisseria meningitidis M01-240355]		dipZe		15677372		Thiol:disulfide interchange protein		OC		CM		6		0.524		0.996		1.252		-0.06		0.944		0.82		-0.176		0.499		0.085		0.052		0.007		0.099		0.083		0.227

		84		9.97		10.82		33.5		325140643		NMBCU385_0690		Universal stress protein family [Neisseria meningitidis CU385]		NMBCU385_0690						T		U		5		0.316		-0.932		-1.052		0.008		-0.812		0.428		-0.784		0.297		0.325		0.114		0.514		0.709		0.39		0.759

		85		9.93		10.14		70.1		81857431		rpsQ		30S Ribosomal protein S17 [Neisseria meningitidis Z2491]		rpsQ						J		C		6		-0.116		-0.408		0.084		0.116		-0.076		-0.176		-1.168		0.857		0.449		0.461		0.286		0.251		0.706		0.484

		86		9.48		9.54		74.6		7227318		rpsI		30S Ribosomal protein S9 [Neisseria meningitidis MC58]		rpsI						J		C		6		0.2		0.228		0.324		0.244		0.228		0.24		-0.492		0.952		0.049		0.123		0.996		0.34		0.207		0.629

		87		9.41		11.53		54.6		5825526		nspA		Surface protein A [Neisseria meningitidis]		nspA						M		OM		7		0.584		0.096		-0.544		0.684		0.236		0.468		-0.568		0.004		0.777		0.085		0.035		0.134		0.22		0.734

		88		9.2		11		19.6		284799853		NEISUBOT_04444		Isocitrate dehydrogenase, NADP-dependent [Neisseria subflava NJ9703]		icde		161869830		Isocitrate dehydrogenase [Neisseria meningitidis 053442]		C		C		6		0.076		-0.316		0.056		-0.388		-0.252		-0.064		-1.004		0.854		0.283		0.935		0.564		0.786		0.74		0.096

		89		9.04		9.87		49		7227050		NMB1796		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1796						Hypothetical R		C		6		0.804		0.1		-0.12		0.604		0.072		-0.044		-0.72		0.107		0.487		0.261		0.234		0.664		0.326		0.009

		90		8.87		8.87		65.3		325138254		rplI		Ribosomal protein L9 [Neisseria meningitidis ES14902]		rplIa		15677186				J		C		5		-0.18		-0.164		-0.14		-0.044		-0.088		0.016		-0.636		0.509		0.294		0.552		0.445		0.682		0.599		0.669

		91		8.87		8.87		37.2		9910705		NMB1533		Outer membrane protein H.8 - Precursor [Neisseria meningitidis MC58] (azurin)		NMB1533						C		OM		6		0.068		-0.332		0.016		-0.088		-0.368		-0.348		-0.616		0.744		0.188		0.567		0.584		0.217		0.962		0.157

		92		8.66		9.08		78.6		73621630		rplR		50S Ribosomal protein L18 [Neisseria meningitidis MC58]		rplR						J		C		5		0.008		0.532		0.324		0.092		-0.452		-0.244		-0.976		0.522		0.157		0.122		0.536		0.585		0.571		0.231

		93		8.65		9.05		80.3		7226563		rpsR		30S Ribosomal protein S18 [Neisseria meningitidis MC58]		rpsR						J		C		4		0.18		0.308		-0.268		0.264		0.112		-0.188		-0.008		0.545		0.791		0.379		0.787		0.402		0.715		0.121

		94		8.56		8.68		65.6		7225545		rpmA		50S Ribosomal protein L27 [Neisseria meningitidis MC58]		rpmA						J		C		4		0.068		0.016		0.012		0.116		-0.036		0.088		-0.488		0.611		0.494		0.725		0.526		0.623		0.614		0.703

		95		8.52		8.93		45.2		161870463		hisJ		Polar amino acid transport system substrate-binding protein [Neisseria meningitidis 053442]		hisJ						E		P		4		-0.736		-0.212		-0.152		-0.004		0.144		-1.084		-1.3		0.351		0.408		0.434		0.707		0.128		0.117		0.327

		96		8.51		9.63		66.4		75355452		rpsK		30S Ribosomal protein S11 [Neisseria gonorrhoeae FA 1090]		rpsKa		15676093				J		C		5		-0.156		-0.068		-0.012		0.176		0.16		0.044		-1.02		0.701		0.509		0.401		0.31		0.304		0.306		0.564

		97		8.42		10.93		37.5		325208457		NMBNZ0533_1494		Propionate/acetate kinase [Neisseria meningitidis NZ-05/33]		ackA1a		121635189		Acetate kinase [Neisseria meningitidis FAM18]		C		C		8		-0.088		-0.836		-0.292		-0.408		-0.136		-0.176		-1.184		0.627		0.202		0.615		0.587		0.81		0.737		0.14

		98		8.42		8.42		15.9		7227062		pilM		PilM protein [Neisseria meningitidis MC58]		pilM						D		UM		4		0.228		0.28		0.18		0.632		0.512		-0.212		-0.376		0.543		0.695		0.607		0.255		0.335		0.748		0.545

		99		8.29		9.79		66.3		7226469		hupB		DNA-binding protein HU-beta [Neisseria meningitidis MC58]		hupB						L		C		7		0.376		0.072		-0.336		0.512		0.092		0.524		-0.776		0.947		0.079		0.109		0.502		0.188		0.752		0.162

		100		8.22		8.27		31.1		7225825		NMB0595		DNA-binding response regulator [Neisseria meningitidis MC58]		NMB0595						TK		C		5		-0.168		-0.444		-0.332		-0.5		-0.764		-0.48		-0.972		0.313		0.067		0.385		0.099		0.079		0.312		0.227

		101		8.1		10.65		20.3		313668607		sdhA		Succinate dehydrogenase flavoprotein subunit [Neisseria lactamica ST-640]		sdhAa		15676843				C		CM		6		-0.048		-0.24		-0.152		0.028		0.016		-0.056		-1.416		0.607		0.463		0.487		0.392		0.971		0.56		0.029

		102		8		8.06		43.3		7226073		NMB0838		Cold-shock domain family protein [Neisseria meningitidis MC58]		NMB0838						K		C		4		-0.184		-0.028		-0.296		-0.424		-0.352		-0.06		-0.392		0.496		0.605		0.529		0.163		0.304		0.509		0.556

		103		7.88		7.88		27.8		7225344		rplK		50S Ribosomal protein L11 [Neisseria meningitidis MC58]		rplK						J		C		3		1.132		-0.064		-0.62		0.568		0.84		0.676		0.34		0.099		0.445		0.019		0.062		0.035		0.036		0.101

		104		7.79		8.89		31.7		59801339		NGO0948		Hypothetical protein NGO0948 [Neisseria gonorrhoeae FA 1090]		NMB0928a		15676822		Hypothetical protein NMB0928		Hypothetical No related COG		CM		4		0.196		0.308		0.284		0.388		-0.076		0.176		-1		0.31		0.947		0.043		0.962		0.431		0.198		0.001

		105		7.76		7.78		39.5		325135513		fabG		3-Oxoacyl-(acyl-carrier-protein) reductase [Neisseria meningitidis M0579]		fabG						QR		C		4		-0.184		-0.152		-0.128		-0.076		0.236		-0.476		0.772		0.551		0.481		0.946		0.412		0.554		0.39		0.284

		106		7.7		7.76		26.9		7226175		efp		Elongation factor P (EF-P) [Neisseria meningitidis MC58]		efp						J		C		4		-0.204		-0.504		-0.636		-1.032		-0.696		-0.236		-1.164		0.496		0.291		0.424		0.306		0.927		0.64		0.676

		107		7.41		7.76		26.7		9911105		recA		Recombinase A [Neisseria meningitidis Z2491]		recA						L		C		4		0.632		0.124		0.368		0.704		0.512		0.804		-0.96		0.511		0.981		0.507		0.428		0.348		0.216		0.004

		108		7.28		9.1		20.2		325207248		prlC		Oligopeptidase A [Neisseria meningitidis NZ-05/33]		prlC						E		C		3		-0.264		-0.192		-0.048		-0.212		0.056		-0.06		-0.3		0.416		0.227		0.287		0.436		0.314		0.627		0.875

		109		7.14		7.54		32.7		5051448		opcA		OpcA protein [Neisseria meningitidis]		opcA						M		OM		4		0.464		0.672		0.856		0.604		0.696		0.792		-0.524		0.337		0.396		0.36		0.487		0.342		0.397		0.544

		110		7.13		9.62		25.5		325207990		sucB		Dihydrolipoyllysine-residue succinyltransferase, E2 component of oxoglutarate dehydrogenase succinyl-transferring complex [Neisseria meningitidis NZ-05/33]		sucB						C		C		6		0.144		-0.108		-0.092		-0.064		-0.024		0.04		-0.812		0.522		0.569		0.574		0.535		0.694		0.418		0.922

		111		6.81		6.87		43.1		349522		pilE		Pilus structural subunit [Neisseria meningitidis]		pilE						N		E		4		-0.816		0.716		0.864		0.008		-0.1		-0.008		0.516		0.033		0.02		0.016		0.007		0.009		0.987		0.139

		112		6.8		7.89		18.8		293399469		NGNG_01453		Cell division protease FtsH [Neisseria gonorrhoeae F62]		ftsHa		15676696				D		CM		6		-0.16		0.628		0.324		0.288		0.356		0.2		-0.804		0.332		0.156		0.128		0.686		0.231		0.443		0.272

		113		6.68		6.9		17.3		269144731		NEICINOT_04777		Glutamate dehydrogenase [Neisseria cinerea ATCC 14685]		gdhAa		15677557				E		UM		4		-0.428		0.148		0.048		0.2		0.308		0.164		-1.08		0.477		0.407		0.415		0.44		0.209		0.354		0.433

		114		6.67		6.88		24.3		7226723		NMB1483		Putative lipoprotein NlpD [Neisseria meningitidis MC58]		nlpD						M		UM		4		-0.792		-0.092		-0.768		-0.868		-0.704		-0.112		-1.124		0.003		0.559		0.003		0.003		0.022		0.477		0.009

		115		6.47		6.68		66.3		7225373		rpsN		30S Ribosomal protein S14 [Neisseria meningitidis MC58]		rpsN						J		C		3		-0.028		0.036		0.136		0.192		0.032		-0.028		-0.7		0.18		0.729		0.923		0.232		0.478		0.867		0.204

		116		6.4		6.56		60.5		7225950		rplT		50S Ribosomal protein L20 [Neisseria meningitidis MC58]		rplT						J		C		3		-0.08		-0.348		-0.132		-0.1		-0.532		-0.152		-1		0.282		0.197		0.61		0.381		0.222		0.926		0.12

		117		6.33		22.65		51.5		254672740		opa7		Opacity protein and related surface antigens [Neisseria meningitidis alpha275]		opa7						M		OM		20		-0.624		-0.168		-0.016		-0.884		-0.948		-0.5		-1.58		0.029		0.478		0.998		0.017		0.074		0.073		0.042

		118		6.26		6.54		38.5		7225374		rpsH		30S Ribosomal protein S8 [Neisseria meningitidis MC58]		rpsH						J		C		3		0.036		0.412		-0.14		-0.012		0.2		0.084		-0.608		0.007		0.009		0.636		0.019		0.002		0.003		0.003

		119		6.1		6.88		17.6		340361016		carA		Carbamoyl-phosphate synthase, small subunit [Neisseria macacae ATCC 33926]		carAa		15677684				EF		C		3		-0.436		-0.248		-1.052		-0.572		-0.9		-0.388		-1.328		0.412		0.461		0.203		0.189		0.333		0.37		0.201

		120		6		6.53		35.6		7226702		ssb		Single-strand binding protein [Neisseria meningitidis MC58]		ssb						L		C		3		0.068		-0.712		-0.308		0.292		-0.052		0.072		-0.364		0.065		0.039		0.492		0.049		0.723		0.009		0.263

		121		5.71		5.99		26.4		7226190		sdhB		Succinate dehydrogenase, iron-sulfur protein [Neisseria meningitidis MC58]		sdhB						C		CM		3		-0.048		-0.876		-0.5		-0.396		-0.596		-0.56		-1.62		0.543		0.001		0.003		0.003		0.025		0.008		0.003

		122		5.7		6.14		27.4		7225566		NMB0345		Putative cell-binding factor [Neisseria meningitidis MC58]		NMB0345						Putative O		OM		3		-0.06		0.532		0.572		0.7		0.528		0.544		-0.272		0.116		0.777		0.135		0.475		0.43		0.373		0.009

		123		5.68		5.92		36.1		81543069		secB		Protein-export protein secB [Neisseria meningitidis Z2491]		secB						N		C		5		0.416		-0.128		-0.064		0.348		-0.144		0.388		-0.48		0.014		0.201		0.145		0.064		0.302		0.002		0.005

		124		5.64		5.64		71.1		325207795		hfq		RNA chaperone Hfq [Neisseria meningitidis NZ-05/33]		hfq						R		C		5		-0.232		-0.056		-1.2		0.336		-0.128		-0.044		-1.2		0.072		0.042		0.019		0.025		0.154		0.195		0.065

		125		5.55		7.71		39.5		7225406		frr		Ribosome recycling factor [Neisseria meningitidis MC58]		frr						J		C		4		0.464		0.628		0.452		-0.012		0.244		0.176		-0.644		0.234		0.275		0.138		0.567		0.301		0.577		0.512

		126		5.53		6.09		28.8		291044214		NGMG_00025		Ribose-phosphate pyrophosphokinase [Neisseria gonorrhoeae DGI2]		prsAa		15676771				FE		C		3		-0.016		0.364		-0.04		0.26		-0.192		0.004		-0.804		0.007		0.53		0.008		0.036		0.286		0.084		0.012

		127		5.44		7.07		13.2		284797755		NEISUBOT_03099		Carbamoyl-phosphate synthase, large subunit [Neisseria subflava NJ9703]		carBe		15677690				EF		C		4		-0.384		0.104		-0.084		-0.352		-0.232		-0.616		-1.16		0.565		0.997		0.547		0.326		0.356		0.066		0.009

		128		5.23		5.31		37.6		325136526		greA		Transcription elongation factor greA [Neisseria meningitidis M0579]		greA						K		C		3		-0.124		-0.096		-0.156		-0.1		0.028		-0.124		-1.224		0.045		0.046		0.044		0.046		0.804		0.257		0.088

		129		5.22		5.37		29.7		7225555		dapD		2,3,4,5-Tetrahydropyridine-2,6-dicarboxylate N-succinyltransferase [Neisseria meningitidis MC58]		dapD						E		C		3		-0.184		-0.9		-0.376		-0.432		-0.732		-0.264		-1.496		0.694		0.11		0.434		0.416		0.121		0.291		0

		130		4.99		5.2		20.9		254805253		gdhA1		Glutamate dehydrogenase [Neisseria meningitidis alpha14]		gdhA1						E		UM		3		0.284		-0.644		0.216		-0.784		-0.004		-0.404		-0.44		0.625		0.081		0.632		0.004		0.744		0.033		0.171

		131		4.93		5.62		24.4		325138873		NMBES14902_0317		Bacterial type II secretion system protein F domain protein [Neisseria meningitidis ES14902]		pilGa		15676248		Pilus assembly protein PilG		N		CM		3		-0.532		-0.328		0.26		-0.056		-0.168		-0.668		-1.168		0.233		0.419		0.12		0.543		0.968		0.232		0.404

		132		4.88		6.99		9.4		7225598		NMB0378		Putative phosphate permease [Neisseria meningitidis MC58]		NMB0378						Putative P		CM		3		-0.372		-0.916		-0.716		-0.204		-0.736		-0.936		-1.296		0.159		0.017		0.055		0.239		0.105		0.074		0.009

		133		4.8		4.97		23.6		7225272		pilT-1		Twitching motility protein PilT [Neisseria meningitidis MC58]		pilT-1						N		C		2		-0.216		-0.592		-0.624		-0.212		-0.976		-0.644		-1.048		0.715		0.387		0.428		0.476		0.222		0.308		0.37

		134		4.79		5.4		27.6		325207527		pilN		Type IV pilus assembly protein PilN [Neisseria meningitidis NZ-05/33]		pilN						N		CM		2		-0.504		-0.104		0.084		-0.716		-0.752		0.088		-0.744		0.004		0.141		0.245		0.003		0.013		0.341		0.02

		135		4.74		8.52		23.2		296840734		NEIPOLOT_00159		Septum site-determining protein MinD [Neisseria polysaccharea ATCC 43768]		minDe		15676098				D		C		4		-0.024		-0.3		0.028		-0.288		-0.412		0.056		-1.184		0.622		0.071		0.951		0.46		0.406		0.791		0.157

		136		4.73		5.35		20.8		255068437		NEISICOT_03480		Branched-chain-amino-acid transaminase [Neisseria sicca ATCC 29256]		ilvEb		218768887		Branched-chain amino acid aminotransferase [Neisseria meningitidis Z2491]		EH		C		2		-0.14		0.044		-0.78		0.42		-0.224		-0.528		-0.1		0.21		0.476		0.177		0.406		0.668		0.027		0.975

		137		4.63		4.63		51.9		7225822		rpsP		30S Ribosomal protein S16 [Neisseria meningitidis MC58]		rpsP						J		C		3		0.108		-0.004		0.112		0.208		0.1		0.208		-1.004		0.029		0.105		0.067		0.007		0.003		0.003		0.094

		138		4.54		11.49		23.7		7226843		potD-3		Spermidine/putrescine ABC transporter [Neisseria meningitidis MC58]		potD-3						E		UM		5		0.476		0.892		0.524		0.66		0.776		0.792		1.224		0.56		0.011		0.102		0.012		0.035		0.036		0.027

		139		4.49		5.04		60.6		81857629		rplW		50S Ribosomal protein L23 [Neisseria meningitidis MC58]		rplW						J		C		3		-0.004		-0.504		-0.58		-0.316		-0.08		-0.788		-1.244		0.206		0.078		0.003		0.077		0.167		0.011		0.021

		140		4.39		4.82		35.3		349610811		HMPREF1028_02110		Dihydrodipicolinate reductase [Neisseria sp. GT4A_CT1]		dapBb		15676130				E		C		2		0.108		-1.008		-0.844		-1.604		-0.216		-0.224		-1.604		0.537		0.035		0.038		0.019		0.798		0.738		0.059

		141		4.38		5.29		16.6		296840699		NEIPOLOT_00048		Ribonuclease E [Neisseria polysaccharea ATCC 43768]		rnee		15676123				J		C		2		-0.008		0.88		0.948		-0.544		0.6		-0.488		0.464		0.608		0.145		0.109		0.004		0.403		0.061		0.027

		142		4.36		4.93		15.5		325134691		infB		Translation initiation factor IF-2 [Neisseria meningitidis M13399]		infB						J		C		2		0.284		0.404		0.144		0.512		-0.348		0.064		-0.596		0.705		0.377		0.258		0.165		0.54		0.55		0.812

		143		4.29		5.89		11.3		296839833		NEIPOLOT_00410		TspA protein [Neisseria polysaccharea ATCC 43768]		tspAc		15676256				No related COG		OM		3		-0.532		-0.048		-0.66		-0.072		0.064		0.1		-0.516		0.05		0.918		0.018		0.295		0.038		0.037		0.19

		144		4.24		4.43		24		7226438		guaB		IMP dehydrogenase [Neisseria meningitidis MC58]		guaB						F		C		2		0.3		-0.052		-0.06		-0.172		0.872		0.428		-0.004		0.044		0.045		0.046		0.036		0.18		0.221		0.93

		145		4.24		4.24		65.6		81707281		rpmD		50S Ribosomal protein L30 [Neisseria meningitidis MC58]		rpmD						J		C		2		0.8		0.032		0.192		0		-0.18		-0.04		-0.944		0.184		0.511		0.593		0.474		0.725		0.622		0.138

		146		4.23		4.8		28.8		254493006		NGAG_00307		Type IV pilus assembly protein PilO [Neisseria gonorrhoeae 1291]		pilOa		15677647				N		CM		2		0.06		-0.572		0.2		0.208		-0.428		0.012		-0.228		0.721		0.001		0.387		0.393		0.729		0.661		0.676

		147		4.14		4.8		16.1		308388760		gcvT		Glycine cleavage system aminomethyltransferase T [Neisseria meningitidis alpha710]		gcvT						E		UM		2		-0.272		-0.768		-0.436		0.276		-0.236		-0.26		-1.972		0.005		0.245		0.004		0.136		0.537		0.301		0.003

		148		4.13		4.42		32.7		90109269				Chain B, Putative Phosphatase (Nma1982) [Neisseria meningitidis Z2491]		NMA1982						S		C		3		-0.4		-0.44		-0.556		-0.372		-0.216		-0.9		-1.58		0.486		0.459		0.406		0.389		0.94		0.092		0.046

		149		4.09		4.49		18.6		254673900		siaC		N-acetylneuraminic acid synthetase [Neisseria meningitidis alpha275]		siaC						M		C		2		-0.228		-1.052		-0.268		-0.392		-0.064		-0.692		-0.264		0.295		0.031		0.265		0.17		0.646		0.091		0.275

		150		4.09		4.14		16.3		269144859		NEICINOT_04548		Ferredoxin--NADP(+) reductase [Neisseria cinerea ATCC 14685]		fpr-1a		15676930				C		C		2		-0.368		-0.104		0.112		-1.332		-0.336		-0.552		-1.332		0.04		0.546		0.52		0.019		0.953		0.148		0.063

		151		4.08		4.08		23.1		319411311		fur		Ferric uptake regulation protein Ferric uptake regulator [Neisseria meningitidis WUE 2594]		fur						P		C		2		-0.892		-1.428		-1.084		-1.088		-0.248		-0.968		-1.828		0.071		0.002		0.002		0.002		0.04		0.013		0.003

		152		4.07		4.57		22.6		319410025		ppa		Inorganic pyrophosphatase (PPase) [Neisseria meningitidis WUE 2594]		ppa						C		C		4		0.048		-0.732		-0.228		-0.212		-0.232		-0.856		-1.5		0.734		0.037		0.038		0.039		0.12		0.058		0.058

		153		4.05		4.87		12.1		319410970		ccoP		Cytochrome c oxidase polypeptide III [Neisseria meningitidis WUE 2594]		ccoP						C		U		2		-0.236		0.34		0.18		-0.16		0.272		-0.256		-1.176		0.006		0.054		0.06		0.076		0.015		0.182		0.011

		154		4		27.83		55.2		261393083		NMV_1879		Putative alcohol dehydrogenase (ADH-HT) [Neisseria meningitidis 8013]		adhAa		121634341		Alcohol dehydrogenase [Neisseria meningitidis FAM18]		R		C		17		-0.036		-0.816		-0.868		-0.74		-0.052		-0.632		-1.072		0.791		0.271		0.203		0.277		0.737		0.386		0.484

		155		4		4		16.9		7225949		rpmI		50S Ribosomal protein L35 [Neisseria meningitidis MC58]		rpmI						J		C		2		-0.036		-0.768		-0.216		-1.448		-0.136		-0.708		-1.112		0.78		0.034		0.036		0.018		0.843		0.146		0.162

		156		4		4		20.2		261392690		NMV_1429		Hypothetical protein NMV_1429 [Neisseria meningitidis 8013]		NMV_1429						Hypothetical No related COG		OM		2		0.496		-0.004		-0.004		1.62		0.992		-0.004		-0.004		0.054		1		1		0.045		0.019		1		1

		157		3.94		4.66		21.9		313668377		thrC		Threonine synthase [Neisseria lactamica ST-640]		thrCe		15676932				E		C		2		0.684		0.228		-0.096		0.736		0.512		0.2		-1.128		0.437		0.502		0.475		0.253		0.856		0.961		0.003

		158		3.83		3.9		11.7		325201499		accC		Acetyl-CoA carboxylase, biotin carboxylase [Neisseria meningitidis M01-240149]		accC						I		C		2		-0.652		-0.8		-0.508		-0.736		-0.388		-0.5		-1.32		0.003		0.003		0.004		0.113		0.046		0.432		0.011

		159		3.76		39.78		50		325207370		groL		Chaperonin GroL [Neisseria meningitidis NZ-05/33]		groL						O		C		23		0.116		-1.956		-1.956		0.212		0.344		0.132		-1.956		0.611		0.019		0.019		0.422		0.29		0.569		0.06

		160		3.76		4.26		17		325208815		glnA		Glutamine synthetase, type I [Neisseria meningitidis NZ-05/33]		glnA						E		C		2		-0.34		-0.328		0		0.052		-0.012		-0.22		-0.272		0.365		0.35		0.316		0.667		0.5		0.621		0.556

		161		3.74		5.89		9.3		288576370		NEIMUCOT_06357		Proline dehydrogenase/delta-1-pyrroline-5-carboxylate dehydrogenase [Neisseria mucosa ATCC 25996]		putAe		218768829		Bifunctional proline dehydrogenase/pyrroline-5-carboxylate dehydrogenase [Neisseria meningitidis Z2491]		C		C		2		-0.228		-1.956		-1.956		-1.956		-1.956		-1.956		-1.956		0.412		0.018		0.018		0.018		0.058		0.058		0.058

		162		3.67		6.5		17.8		325208526		alaS		Alanyl-tRNA synthetase [Neisseria meningitidis NZ-05/33]		alaS						J		C		2		-0.92		-1.04		-1.012		-0.984		-0.048		-0.196		-0.504		0.036		0.035		0.035		0.035		0.834		0.453		0.184

		163		3.63		3.83		61.4		7227209		rpsU		30S Ribosomal protein S21 [Neisseria meningitidis MC58]		rpsU						J		C		2		0.428		-0.368		-1.496		-0.912		-0.964		-1.112		-1.496		0.157		0.1		0.001		0.023		0.009		0.013		0.004

		164		3.55		3.82		26		325198321		accA		Acetyl-CoA carboxylase, carboxyl transferase, alpha subunit [Neisseria meningitidis G2136]		accA						I		C		2		0.072		0.004		-1.068		0.024		-0.064		-0.456		-1.328		0.474		0.149		0.001		0.753		0.555		0.719		0.011

		165		3.53		4.4		8.8		325208598		gcvP		Glycine dehydrogenase [Neisseria meningitidis NZ-05/33]		gcvP						E		C		2		-0.004		-0.984		0.076		-0.984		-0.004		-0.984		-0.984		0.053		0.019		0.516		0.019		0.053		0.063		0.063

		166		3.51		3.67		60.6		7227356		NMB2094		Hypothetical protein NMB2094 [Neisseria meningitidis MC58]		NMB2094						Hypothetical K		C		2		0.788		-0.568		0.212		0.968		0.824		0.604		-0.268		0.01		0.053		0.104		0.008		0.001		0.039		0.042

		167		3.48		4.1		25.5		296840243		NEIPOLOT_00015		Phosphoglycerate kinase [Neisseria polysaccharea ATCC 43768]		pgka		121635813		Phosphoglycerate kinase [Neisseria meningitidis FAM18]		G		C		2		0.428		-0.072		0.58		-1.196		-1.196		0.588		-0.444		0.864		0.296		0.972		0.018		0.054		0.774		0.155

		168		3.44		3.46		23.4		349610696		HMPREF1028_02004		Peptide deformylase [Neisseria sp. GT4A_CT1]		defa		15676038				J		C		2		0.68		0.16		0.952		-0.004		0.9		0.548		-0.672		0.129		0.05		0.103		0.047		0.036		0.041		0.054

		169		3.42		3.98		12.8		317165411		omp85		Outer membrane protein Omp85 [Neisseria gonorrhoeae TCDC-NG08107]		omp85a		15676109				M		OM		2		0.136		0.14		-0.08		0.104		0.192		-0.028		-0.492		0.046		0.049		0.034		0.006		0.004		0.827		0.202

		170		3.37		3.44		23.2		268604447		NGHG_02090		Lactoylglutathione lyase [Neisseria gonorrhoeae PID1]		gloAe		15676255				E		C		3		-0.08		-0.556		-0.316		-0.148		-0.088		-0.492		-1.74		0.43		0.363		0.224		0.159		0.637		0.287		0.01

		171		3.26		3.45		19.3		325207310		NMBNZ0533_0283		SurA/PPIASE domain protein [Neisseria meningitidis NZ-05/33]		surAa		254805678		Putative peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis alpha14]		O		P		2		0.988		0.004		1.164		-0.976		1.088		0.004		-0.976		0.104		0.057		0.09		0.02		0.033		0.047		0.07

		172		3.05		4.02		25.3		325208382		NMBNZ0533_1415		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33]		NMB1437						Hypothetical S		C		2		0.364		0.328		-0.22		0.052		0.248		-0.276		-0.764		0.722		0.808		0.003		0.543		0.563		0.937		0.024

		173		3		4.67		31.3		325208633		mtrC		Membrane fusion protein MtrC [Neisseria meningitidis NZ-05/33]		mtrC						Q		CM		2		-0.64		-0.004		-0.32		-0.072		0.104		-0.732		-0.88		0.479		0.604		0.578		0.307		0.274		0.561		0.865

		174		2.95		3.17		14		317164409		clpX		ATP-dependent protease ATP-binding subunit ClpX [Neisseria gonorrhoeae TCDC-NG08107]		clpXe		15677237				O		C		1		-0.448		-1.308		0.068		-0.332		0.02		-0.36		-1.308		0.036		0.019		0.678		0.038		0.87		0.121		0.06

		175		2.9		3.16		24.5		313668953		grpE		Heat shock protein [Neisseria lactamica ST-640]		grpEa		15676466				O		C		2		0.208		0.156		-0.2		-0.472		-0.404		0.108		-0.588		0.903		0.945		0.039		0.24		0.101		0.875		0.186

		176		2.83		3.28		24.5		325203721		hisA		Phosphoribosylformimino-5-aminoimidazole carboxamide ribotide isomerase [Neisseria meningitidis M01-240355]		hisA						E		C		1		-0.848		-1.372		-0.564		-0.188		-1.388		0.04		-0.392		0.232		0.072		0.43		0.499		0.034		0.586		0.903

		177		2.78		3.13		23.8		297250450		mtrE		Multiple transferable resistance system protein MtrE [Neisseria polysaccharea ATCC 43768]		mtrEa		15677561				MN		OM		1		0.484		-0.236		0.424		0.264		-0.032		-0.196		-0.916		0.143		0.341		0.231		0.541		0.454		0.553		0.585

		178		2.78		2.89		53.3		7225383		rpsM		30S Ribosomal protein S13 [Neisseria meningitidis MC58]		rpsM						J		C		2		0.564		0.176		0		-0.2		-0.468		0.476		-0.472		0.436		0.665		0.832		0.609		0.843		0.227		0.502

		179		2.73		3.6		20.1		296839912		NEIPOLOT_00326		Malate dehydrogenase [Neisseria polysaccharea ATCC 43768]		yojHa		15677916		Malate:quinone oxidoreductase 		R		C		1		0.032		0.036		-0.8		-0.072		-0.328		-0.268		-0.52		0.938		0.86		0.224		0.9		0.579		0.837		0.561

		180		2.69		2.94		20		288575854		NEIMUCOT_05113		Enoyl-[acyl-carrier-protein] reductase [Neisseria mucosa ATCC 25996]		fabIg		15676251		Enoyl-(acyl carrier protein) reductase 		I		C		2		0.084		-1.264		-1.24		-0.516		-0.752		-0.016		-1.896		0.734		0.166		0.178		0.678		0.41		0.961		0.047

		181		2.63		2.82		31.2		7225518		dsbA		Thiol:disulfide interchange protein DsbA [Neisseria meningitidis MC58]		dsbA						OC		P		2		0.6		0.06		0.728		-0.668		0.776		0.036		-1.328		0.548		0.512		0.318		0.038		0.257		0.176		0.063

		182		2.57		4.1		12.1		7226713		clpB		ClpB protein [Neisseria meningitidis MC58]		clpB						O		C		3		-0.664		0.628		-0.664		-0.664		-0.1		-0.108		-0.664		0.001		0.042		0.001		0.001		0.545		0.01		0.014

		183		2.53		4.39		18.9		325128778		aspS		Aspartyl-tRNA synthetase [Neisseria meningitidis N1568]		aspS						J		C		2		0.556		0.46		0.364		0.504		0.648		0.536		-0.2		0.792		0.491		0.81		0.982		0.294		0.192		0.385

		184		2.51		2.76		39.2		81783933		rplU		50S Ribosomal protein L21  [Neisseria meningitidis Z2491]		rplU						J		C		1		-0.016		-0.08		-0.06		0.016		-0.28		-0.028		-0.984		0.05		0.021		0.027		0.264		0.016		0.174		0.003

		185		2.47		4.34		14.2		269144431		NEICINOT_05035		L Factor [Neisseria cinerea ATCC 14685]		nusAa		15677491		Transcription elongation factor NusA 		K		C		2		0.376		0.824		0.144		-0.332		0.564		0.464		-0.356		0.053		0.024		0.101		0.005		0.03		0.096		0.244

		186		2.45		2.56		10.1		325205306		fabF		3-Oxoacyl-(acyl-carrier-protein) synthase II [Neisseria meningitidis M04-240196]		fabF						IQ		C		2		1.112		0.608		0.732		0.668		0.336		1.068		0.296		0.083		0.628		0.147		0.208		0.038		0.034		0.075

		187		2.42		2.51		31.6		268604467		rpmB		50S Ribosomal protein L28 [Neisseria gonorrhoeae PID1]		rpmBh		15676238				J		C		1		0.068		0.008		-1.348		-0.08		-0.82		-0.44		-1.604		0.004		0.004		0		0.004		0.007		0.033		0.004

		188		2.4		6.14		13.9		309378739		secA		Preprotein translocase SecA subunit [Neisseria lactamica Y92-1009]		secAa		15677388				N		C		3		-0.488		-0.54		-1.212		-1.24		0.172		-1.228		0.084		0.005		0.004		0.001		0.002		0.313		0.012		0.397

		189		2.4		2.5		32.2		59802293		NGO1985		Hypothetical protein NGO1985 [Neisseria gonorrhoeae FA 1090] 		NMB2091a		15677911		Hemolysin		R		P		1		-0.196		-0.216		-0.168		0.36		-0.792		-0.136		-1.028		0.338		0.003		0.325		0.775		0.031		0.037		0.012

		190		2.34		2.47		10.9		269144852		NEICINOT_04541		Glutamate--cysteine ligase [Neisseria cinerea ATCC 14685]		gshAa		15676924				H		C		1		-0.072		0.496		-0.94		1.032		-0.272		0.82		0.392		0.545		0.219		0.018		0.098		0.178		0.04		0.129

		191		2.31		2.43		21.5		81707197		NMB1126		Putative lipoprotein NMB1126/NMB1164; Flags: Precursor [Neisseria meningitidis MC58]		NMB1126						M		U		1		0.712		0.024		0.632		0		-0.004		0.66		-1.292		0.366		0.677		0.472		0.984		0.708		0.464		0.054

		192		2.29		2.69		18.1		7226938		serS		Seryl-tRNA synthetase [Neisseria meningitidis MC58]		serS						J		C		1

		193		2.27		3.19		13.3		269210385		NEILACOT_03030		Cytochrome c family protein [Neisseria lactamica ATCC 23970] 		NMB1677a		15677525		Cytochrome c5 		C		U		1		0.568		0.392		0.54		0.604		0.04		0.184		-0.948		0.05		0.074		0.03		0.03		0.009		0.004		0.056

		194		2.27		2.65		19.1		309378859				Unnamed protein product [Neisseria lactamica Y92-1009]		rhlEa		385340268		Putative ATP-dependent RNA helicase rhlE [Neisseria meningitidis G2136]		LKJ		C		1

		195		2.26		2.86		10.2		261391596		pilC2		Type IV pilus-associated protein PilC2 [Neisseria meningitidis 8013]		pilC2						N		OM		1

		1 = Gene name equivalent to serogroup B Neisseria meningitidis (NMB) as per BLAST search; 2 = The equivalent NMB protein name, which is MC58 unless otherwise stated and is the same protein name as original unless otherwise stated.  Cells highlighted in yellow indicate greater than 1.8-fold increase in expression.  Blue cells indicate expression less than 0.2-fold.  Green cells indicate a significance of greater than 95%. Lilac cells indicate a significance between 90% and 94.99% confidence.  Empty ratio cells indicate that insufficient quantitation data was obtained for that protein.  The shared measure of identity of the equivalent NMB protein with the non-meningococcal protein is given in the ‘Gene Name NMB’ column using superscript letters.  Coverage (C) and identity (ID) is represented %C/%ID.  If not otherwise stated coverage is 100%.  A=95-100%ID, b=85-94%ID, c=75-84%ID, d=65-74%ID, e=90-100%/90-100%, f=67%/100%, g=81%/97%, h=65%/100.  COG function codes: Information, storage and processing – J = Translation, ribosomal structure and biogenesis, K = Transcription, L = DNA replication, recombination and repair; Cellular processes – D = Cell division and chromosome partitioning, M = Cell envelope biogenesis, outer membrane, N = Cell motility and secretion, O = Posttranslational modification, protein turnover, chaperones, P = Inorganic ion transport and metabolism, T = signal transduction mechanisms; Metabolism – C = Energy production and conversion, E = Amino acid transport and metabolism, F = Nucleotide transport and metabolism, G = Carbohydrate transport and metabolism, H = Coenzyme transport and metabolism, I = Lipid metabolism; Q = Secondary metabolites biosynthesis, transport, and catabolism; Poorly characterised proteins – R = General function prediction only, S = Function Unknown, No Related COG = Protein does not match to any COG.  Subcellular location codes: C = cytoplasm, CM = Cytoplasmic Membrane, P = Periplasm, OM = Outer membrane, E = Extracellular, UM = Unknown due to multiple possible locations, U = Unknown
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		Supplementary Table S1

		Protein N		Unused Prot Score		Total Prot Score		% Cov		GI Accession #		Gene name or locus number		Protein Name [Species & Strain]		Gene name NMB1		NMB Equivalent GI Accession #		Duplicates Gi		Duplicates Gene name		NMB Equivalent Protein Name2		COG		Sub-cellular Location		Peptides (95%)		log H34 22% RH :NZ98i 114:113		log H34 30% RH :NZ98i 115:113		log NZ98 22% RH :NZ98i 116:113		log H34i: NZ98i 117:113		log Control 2 :NZ98i 118:113		log Control 1 :NZ98i 119:113		log NZ98 30% RH :NZ98i 121:113		P-Value H34 22% RH :NZ98i 114:113		P-Value H34 30% RH :NZ98i 115:113		P-Value NZ98 22% RH :NZ98i 116:113		P-Value H34i: NZ98i 117:113		P-Value Control 2:NZ98i 118:113		P-Value Control 1 :NZ98i 119:113		P-Value NZ98 30% RH :NZ98i 121:113

		164		3.55		3.82		26		325198321		accA		Acetyl-CoA carboxylase, carboxyl transferase, alpha subunit [Neisseria meningitidis G2136]		accA										I		C		2		-0.076		-1.068		-0.052		-0.08		-0.14		-0.524		-1.332		0.293		0.038		0.658		0.474		0.255		0.326		0.009

		185		2.05		2.05		5.2		325135640		accC		Acetyl-CoA carboxylase, biotin carboxylase [Neisseria meningitidis M0579]		accC						1				I		C		1		-0.5		-1.956		0.112		-0.392		-0.304		-0.06		0.06		0.211		0.054		0.617		0.262		0.329		0.799		0.77

		158		3.83		3.9		11.7		325201499		accC		Acetyl-CoA carboxylase, biotin carboxylase [Neisseria meningitidis M01-240149]		accC										I		C		2		-0.236		0.14		-0.14		0.644		0.056		0.076		-0.744		0.007		0.489		0.004		0.003		0.006		0.004		0.188

		14		25.98		25.98		29.2		325204336		aceE		Pyruvate dehydrogenase, homodimeric type [Neisseria meningitidis M01-240355]		aceE										C		C		16		-0.064		-0.104		-0.176		-0.048		-0.092		-0.2		-0.26		0.33		0.559		0.399		0.739		0.282		0.755		0.441

		34		18.31		19.13		27.8		325208300		aceF		Pyruvate dehydrogenase complex, E2 component, dihydrolipoamide acetyltransferase [Neisseria meningitidis NZ-05/33]		aceF						1				C		C		9		-0.016		-0.044		-0.252		0.008		-0.148		0.036		0.136		0.764		0.83		0.748		0.628		0.942		0.597		0.582

		60		13.4		14.34		25.7		297250485		NEIPOLOT_01458		Dihydrolipoyllysine-residue acetyltransferase E2 component of pyruvate dehydrogenase complex [Neisseria polysaccharea ATCC 43768]		aceFe		15677208						Dihydrolipoamide acetyltransferase		C		C		7		0.016		0.16		-0.156		0.12		-0.02		-0.316		-0.792		0.455		0.53		0.502		0.331		0.332		0.447		0.928

		97		8.42		10.93		37.5		325208457		NMBNZ0533_1494		Propionate/acetate kinase [Neisseria meningitidis NZ-05/33]		ackA1a		121635189				1		Acetate kinase [Neisseria meningitidis FAM18]		C		C		8		-0.692		-0.18		-0.26		0.08		-0.024		-0.068		-1.096		0.807		0.627		0.663		0.627		0.777		0.837		0.893

		63		11.01		11.86		26.2		313668098		ackA1		Acetate kinase [Neisseria lactamica ST-640]		ackA2e		15677371								C		C		5		-0.728		-0.68		-0.268		-0.212		-0.42		-0.536		-0.52		0.023		0.091		0.069		0.377		0.075		0.155		0.081

		56		14.45		15.03		25.2		7226819		acnB		Aconitate hydratase 2 [Neisseria meningitidis MC58]		acnB						1				C		C		6		-0.544		-0.192		-0.108		0.316		-0.092		-0.272		-1.108		0.052		0.421		0.456		0.066		0.333		0.444		0.009

		77		9.22		10.24		19.2		254805327		acnB		Aconitate hydratase 2 [Neisseria meningitidis alpha14]		acnB										C		C		4		-0.628		-0.816		0.336		0.388		-0.64		-0.172		0.384		0.982		0.851		0.591		0.521		0.153		0.835		0.362

		154		4		27.83		55.2		261393083		NMV_1879		Putative alcohol dehydrogenase (ADH-HT) [Neisseria meningitidis 8013]		adhAa		121634341						Alcohol dehydrogenase [Neisseria meningitidis FAM18]		R		C		17		-0.768		-0.896		-0.772		0.028		-0.02		-0.66		-1.08		0.313		0.227		0.321		0.791		0.938		0.469		0.397

		16		25.46		25.46		43.4		7225772		adhP		Alcohol dehydrogenase, propanol-preferring [Neisseria meningitidis MC58]		adhP				1		1				R		C		14		-0.344		-0.336		-0.092		0.136		0.328		0.248		-0.392		0.059		0.837		0.471		0.228		0.241		0.654		0.01

		13		31.78		31.88		53.7		7225772		adhP		Alcohol dehydrogenase, propanol-preferring [Neisseria meningitidis MC58]		adhP										R		C		18		-0.912		-0.824		0.02		-0.828		-0.868		0.128		-1.556		0.216		0.413		0.919		0.258		0.204		0.553		0.048

		162		3.67		6.5		17.8		325208526		alaS		Alanyl-tRNA synthetase [Neisseria meningitidis NZ-05/33]		alaS										J		C		2		-0.128		-0.096		-0.068		0.912		0.904		0.904		0.416		0.376		0.472		0.579		0.036		0.037		0.039		0.124

		203		2		2.66		8		350571558		alr		Alanine racemase [Neisseria wadsworthii 9715]		alrd		15677500								M		C		1

		187		2.04		2.62		8.3		349609651		HMPREF1028_01004		Bis(5'-nucleosyl)-tetraphosphatase, symmetrical [Neisseria sp. GT4A_CT1]		apaHc		161869599						Diadenosine tetraphospha-tase [Neisseria meningitidis 053442]		T		C		1		-0.004		-0.004		1.944		1.944		1.944		1.944		-0.004		1		1		0.018		0.019		0.019		0.018		1

		166		2.13		2.28		12.7		296837902		NEIPOLOT_02370		Ornithine carbamoyltransferase [Neisseria polysaccharea ATCC 43768]		argFa		15677423								E		C		1		-0.528		-0.308		-0.468		-0.056		-0.072		-0.08		-0.224		0.107		0.253		0.122		0.778		0.714		0.68		0.344

		183		2.53		4.39		18.9		325128778		aspS		Aspartyl-tRNA synthetase [Neisseria meningitidis N1568]		aspS										J		C		2		-0.076		-0.096		0.092		-0.564		0.132		0.064		-0.76		0.531		0.871		0.245		0.792		0.572		0.394		0.47

		157		2.25		2.56		12.3		349574043		aspS		Aspartate-tRNA ligase [Neisseria shayeganii 871]		aspSe		15676377				1				J		C		1		1.688		0.396		1.324		1.028		-0.004		0.664		1.324		0.001		0.048		0.001		0.028		0.206		0.035		0.001

		14		30.85		31.07		35.2		81784175		atpA		ATP synthase subunit alpha; [Neisseria meningitidis MC58]		atpA						1				C		C		17		0.068		-0.076		-0.068		0.04		0.04		-0.048		-0.756		0.232		0.375		0.536		0.205		0.455		0.736		0.006

		13		26.38		26.69		41.2		325199027		atpA		ATP synthase F1, alpha subunit [Neisseria meningitidis G2136]		atpA										C		C		14		0.028		0.176		0.152		0.116		0.156		0.064		0.052		0.19		0.191		0.045		0.125		0.057		0.302		0.07

		37		17.07		17.62		35.9		81857552		atpD		ATP synthase subunit beta; AltName: ATP synthase F1 sector subunit beta; AltName: F-ATPase subunit beta [Neisseria meningitidis MC58]		atpD				1		1				C		C		11		0.016		0.056		-0.004		0.028		0.028		0.036		0.092		0.218		0.107		0.194		0.162		0.238		0.121		0.148

		29		22.56		23.07		52.7		81857552		atpD		ATP synthase subunit beta [Neisseria meningitidis MC58]		atpD										C		C		13		-0.672		-1.24		-1.236		-0.668		-1.244		-1.308		-1.972		0.614		0.693		0.345		0.559		0.261		0.372		0.049

		58		11.86		11.86		33.3		325208471		azu		Azurin [Neisseria meningitidis NZ-05/33]		azu										C		OM		6		-0.296		0.28		0.472		0.048		-0.136		-0.296		0.544		0.84		0.555		0.342		0.448		0.076		0.038		0.323

		119		6.1		6.88		17.6		340361016		carA		Carbamoyl-phosphate synthase, small subunit [Neisseria macacae ATCC 33926]		carAa		15677684				1				EF		C		3		0.188		-0.796		-0.148		0.428		-0.492		0.072		-1.044		0.908		0.192		0.827		0.412		0.574		0.853		0.231

		190		2.04		2.21		9.3		343968646		l13_05740		Carbamoyl-phosphate synthase, small subunit [Neisseria weaveri ATCC 51223]		carAc		15677684								EF		C		1		1.184		0.956		-0.216		1.192		0.284		1.212		1.208		0.284		0.224		0.061		0.232		0.82		0.194		0.204

		127		5.44		7.07		13.2		284797755		NEISUBOT_03099		Carbamoyl-phosphate synthase, large subunit [Neisseria subflava NJ9703]		carBe		15677690								EF		C		4		0.464		0.192		0.016		0.376		0.176		-0.168		-0.816		0.505		0.664		0.848		0.565		0.706		0.874		0.083

		178		2.07		2.07		6.5		329118596		fba		Fructose-bisphosphate aldolase [Neisseria bacilliformis ATCC BAA-1200]		cbbAe		15677704								G		C		1		1.944		1.944		1.944		-0.004		1.944		1.944		1.944		0.018		0.018		0.018		1		0.018		0.018		0.018

		153		4.05		4.87		12.1		319410970		ccoP		Cytochrome c oxidase polypeptide III [Neisseria meningitidis WUE 2594]		ccoP										C		U		2		0.74		0.444		0.068		0.228		0.544		0.02		-0.908		0.003		0.004		0.007		0.006		0.003		0.007		0.057

		182		2.57		4.1		12.1		7226713		clpB		ClpB protein [Neisseria meningitidis MC58]		clpB										O		C		3		1.212		0.108		0.088		0.656		0.656		0.536		0.24		0.001		0.293		0.341		0.001		0.001		0.04		0.144

		174		2.95		3.17		14		317164409		clpX		ATP-dependent protease ATP-binding subunit ClpX [Neisseria gonorrhoeae TCDC-NG08107]		clpXe		15677237								O		C		1		-0.984		0.512		0.116		0.44		0.468		0.088		-0.984		0.07		0.035		0.265		0.036		0.035		0.323		0.07

		24		23.39		23.72		49.4		81707226		cysK		Cysteine synthase; AltName: Full=O-acetylserine (thiol)-lyase; AltName: Full=O-acetylserine sulfhydrylase [Neisseria meningitidis MC58]		cysK				1		1				E		C		14		-0.476		-0.348		-0.724		0.188		-0.404		-0.32		-0.48		0.004		0.083		0		0.113		0.016		0.095		0.016

		18		28.88		29.4		52.9		81707226		cysK		Cysteine synthase [Neisseria meningitidis MC58]		cysK										E		C		20		-0.224		-0.3		0.252		0.124		-1.216		0.32		-1.216		0.012		0.01		0.048		0.209		0.004		0.088		0.004

		176		2.08		2.16		13		325203322		dapB		Dihydrodipicolinate reductase [Neisseria meningitidis M01-240355]		dapB						1				E		C		1		-0.068		0.036		0.004		-0.136		-0.036		-0.256		-0.056		0.769		0.853		0.965		0.576		0.887		0.377		0.811

		140		4.39		4.82		35.3		349610811		HMPREF1028_02110		Dihydrodipicolinate reductase [Neisseria sp. GT4A_CT1]		dapBb		15676130								E		C		2		-1.044		-0.88		-1.608		-0.116		-0.328		-0.34		-1.608		0.086		0.111		0.054		0.537		0.437		0.411		0.054

		129		5.22		5.37		29.7		7225555		dapD		2,3,4,5-Tetrahydropyridine-2,6-dicarboxylate N-succinyltransferase [Neisseria meningitidis MC58]		dapD						1				E		C		3		-0.732		-0.276		-0.208		0.176		-0.56		-0.076		-1.304		0.098		0.99		0.504		0.694		0.112		0.868		0.007

		96		6.68		6.93		18.7		317165045		dapD		2,3,4,5-Tetrahydropyridine-2,6-carboxylate N-succinyltransferase [Neisseria gonorrhoeae TCDC-NG08107]		dapDf		15676250								E		C		3		0.056		0.06		0.072		0.06		0.044		0.052		0.068		0.052		0.1		0.057		0.104		0.347		0.101		0.124

		168		3.44		3.46		23.4		349610696		HMPREF1028_02004		Peptide deformylase [Neisseria sp. GT4A_CT1]		defa		15676038								J		C		2		-0.604		0.316		-0.752		-0.688		0.236		-0.148		-1.332		0.108		0.425		0.096		0.129		0.565		0.436		0.059

		164		2.14		2.4		8.5		313668097		NLA_7600		Disulphide isomerase [Neisseria lactamica ST-640]		dipZe		15677372				1		Thiol:disulfide interchange protein		OC		CM		1		1.944		1.944		1.944		1.936		1.944		1.944		1.944		0.019		0.018		0.018		0.02		0.019		0.019		0.019

		83		10.2		11.69		18.8		325204497		NMBM01240355_1442		Cytochrome C biogenesis protein transmembrane region [Neisseria meningitidis M01-240355]		dipZe		15677372						Thiol:disulfide interchange protein		OC		CM		6		0.604		0.916		-0.472		-0.532		0.564		0.304		-0.884		0.297		0.221		0.493		0.499		0.296		0.301		0.283

		207		2		2.1		6		59801289		NGO0890		D-Lactate dehydrogenase [Neisseria gonorrhoeae FA 1090]		dlda		15676888								C		CM		1		0.18		-1.956		-1.956		0.24		0.284		-1.956		-1.956		0.475		0.076		0.076		0.387		0.339		0.076		0.076

		10		39		39.11		50.8		325127688		dnaK		Chaperone protein DnaK [Neisseria meningitidis N1568]		dnaK						1				O		C		24		-0.024		-0.06		0.052		0.232		-0.004		-0.004		-0.752		0.153		0.208		0.133		0.074		0.081		0.162		0.772

		17		24.97		25.23		44.2		325206596		dnaK		Chaperone protein DnaK [Neisseria meningitidis M04-240196]		dnaK						1				O		C		14		-0.004		1.944		-0.004		-0.004		1.944		-0.004		-0.004		1		0.021		1		1		0.021		1		1

		200		2		20.87		43.6		325207597		dnaK		Chaperone protein DnaK [Neisseria meningitidis NZ-05/33]		dnaK										O		C		11		-0.004		-0.004		-0.004		-0.004		1.932		-0.004		1.944		1		1		1		1		0.019		1		0.019

		181		2.63		2.82		31.2		7225518		dsbA		Thiol:disulfide interchange protein DsbA [Neisseria meningitidis MC58]		dsbA										OC		P		2		-0.544		0.164		-1.24		-0.608		0.192		-0.5		-1.972		0.934		0.509		0.106		0.548		0.378		0.143		0.058

		205		2		2.12		6.5		269209769		dsbA		DsbA thioredoxin domain protein [Neisseria lactamica ATCC 23970]		dsbA1a		15676202				1		thiol:disulfide interchange protein DsbA		OC		P		1		-0.244		-0.076		-0.148		-0.092		-1.956		-0.104		0.06		0.392		0.748		0.555		0.693		0.053		0.662		0.773

		206		2		2.12		8.2		225075353		NEIFLAOT_00358		Hypothetical protein NEIFLAOT_00358 [Neisseria flavescens NRL30031/H210]		dsbA2e		15676216						thiol:disulfide interchange protein DsbA 		OC		P		1		0.396		1.616		1.472		0		0.392		0.644		1.144		0.497		0.112		0.132		0.911		0.372		0.256		0.127

		118		4.29		4.38		19.2		325207593		NMBNZ0533_0588		Putative thiol:disulfide interchange protein DsbC [Neisseria meningitidis NZ-05/33]		dsbC										O		P		2		0.42		0.48		0.092		-0.068		-0.004		0.48		0.432		0.005		0.003		0.008		0.379		0.437		0.003		0.006

		106		7.7		7.76		26.9		7226175		efp		Elongation factor P (EF-P) [Neisseria meningitidis MC58]		efp										J		C		4		-0.324		-0.408		-0.84		0.196		-0.424		-0.084		-0.944		0.791		0.654		0.802		0.496		0.8		0.613		0.244

		52		12.64		13.51		27.1		325208247		eno		Phosphopyruvate hydratase [Neisseria meningitidis NZ-05/33]		eno						1				G		C		6		-0.068		-0.08		-0.428		-0.06		-0.392		0.036		0.02		0.604		0.71		0.108		0.874		0.289		0.585		0.866

		38		19.23		21.68		34.8		241760002		eno		Phosphopyruvate hydratase [Neisseria flavescens SK114]		enoa		15677152								G		C		10		-0.124		0		-0.176		0.192		-0.244		0.052		-0.66		0.412		0.443		0.247		0.124		0.408		0.415		0.394

		186		2.45		2.56		10.1		325205306		fabF		3-Oxoacyl-(acyl-carrier-protein) synthase II [Neisseria meningitidis M04-240196]		fabF										IQ		C		2		-0.672		-0.452		-0.524		-1.26		-0.792		-0.104		-0.928		0.086		0.114		0.102		0.083		0.216		0.724		0.18

		105		7.76		7.78		39.5		325135513		fabG		3-Oxoacyl-(acyl-carrier-protein) reductase [Neisseria meningitidis M0579]		fabG										QR		C		4		0.088		-0.04		0.14		0.176		0.388		-0.364		1.068		0.655		0.53		0.996		0.551		0.324		0.802		0.012

		132		4.13		4.18		19.8		7227179		fabG-2		3-Oxoacyl-(acyl-carrier-protein) reductase [Neisseria meningitidis MC58]		fabG-2						1				I		C		3		-0.984		0.168		0.28		0.316		0.136		0.432		0.276		0.089		0.174		0.038		0.037		0.204		0.035		0.038

		180		2.69		2.94		20		288575854		NEIMUCOT_05113		Enoyl-[acyl-carrier-protein] reductase [Neisseria mucosa ATCC 25996]		fabIg		15676251						Enoyl-(acyl carrier protein) reductase 		I		C		2		-1.364		-1.34		-0.628		-0.092		-0.696		-0.108		-1.848		0.149		0.159		0.501		0.734		0.327		0.702		0.046

		6		41.37		41.37		58.9		7225862		fbpA		Iron(III) ABC transporter, periplasmic binding protein [Neisseria meningitidis MC58]		fbpA				`		1				H		P		20		-0.152		-0.232		-0.176		0.236		-0.128		-0.088		-0.184		0.584		0.588		0.867		0.219		0.697		0.74		0.609

		8		42.01		42.01		68.9		7225862		fbpA		Iron(III) ABC transporter, periplasmic binding protein [Neisseria meningitidis MC58]		fbpA										H		P		22		0.084		-0.072		-0.048		0.14		0.008		-0.008		-0.524		0.34		0.709		0.565		0.057		0.339		0.565		0.879

		162		2.17		2.18		11.8		269144630		NEICINOT_04798		Cytochrome c oxidase, Cbb3-type, subunit II [Neisseria cinerea ATCC 14685]		fixOa		15677570						Cbb3-type cytochrome c oxidase subunit II		C		C		1		-0.004		-0.004		0.98		0.764		-0.104		0.856		0.048		0.076		0.077		0.038		0.042		0.453		0.04		0.647

		199		2		20.95		47.8		81784396		fkpA		Probable FKBP-type peptidyl-prolyl cis-trans isomerase fkpA; AltName: Rotamase; Flags: Precursor [Neisseria meningitidis MC58]		fkpA										O		OM		13

		183		2.05		2.27		12.4		59801114		NGO0687		Ferredoxin-NADP reductase [Neisseria gonorrhoeae FA 1090]		fpr-1a		15676930				1				C		C		1		-0.004		1.944		1.944		-0.004		-0.004		-0.004		-0.004		1		0.02		0.019		1		1		1		1

		150		4.09		4.14		16.3		269144859		NEICINOT_04548		Ferredoxin--NADP(+) reductase [Neisseria cinerea ATCC 14685]		fpr-1a		15676930								C		C		2		0.24		0.408		-0.98		0.36		0.028		-0.316		-0.98		0.042		0.038		0.055		0.04		0.04		0.054		0.055

		179		2.06		2.99		6.9		345875089		l11_09690		Ferric enterobactin receptor [Neisseria weaveri LMG 5135]		frpBr		15677816						Iron-regulated outer membrane protein FrpB 		P		OM		1

		125		5.55		7.71		39.5		7225406		frr		Ribosome recycling factor [Neisseria meningitidis MC58]		frr						1				J		C		4		0.176		0.008		-0.512		-0.472		-0.244		-0.3		-1.144		0.819		0.288		0.195		0.234		0.71		0.304		0.11

		115		4.49		5.01		39.9		316985712		frr		Ribosome recycling factor [Neisseria meningitidis H44/76]		frr										J		C		2		-0.208		-0.212		0.136		-0.028		-0.324		-0.244		-0.172		0.054		0.45		0.366		0.167		0.055		0.057		0.082

		165		2.13		2.92		19.7		345876289		l11_21520		Cell division ATP-binding protein FtsE [Neisseria weaveri LMG 5135]		ftsE		15675955								D		CM		1		1.944		1.944		1.944		1.944		1.944		1.944		1.944		0.018		0.018		0.018		0.018		0.018		0.018		0.018

		142		3.44		4.54		9.6		293399469		NGNG_01453		Cell division protease FtsH [Neisseria gonorrhoeae F62]		ftsHa		15676696		1		1				D		CM		2		0.432		0.78		1.08		0.664		0.436		0.62		0.968		0.491		0.348		0.224		0.263		0.326		0.262		0.22

		112		6.8		7.89		18.8		293399469		NGNG_01453		Cell division protease FtsH [Neisseria gonorrhoeae F62]		ftsHa		15676696								D		CM		6		0.812		0.376		0.464		0.152		0.448		0.34		-0.624		0.209		0.239		0.298		0.332		0.251		0.259		0.035

		181		2.05		2.97		9.7		296838806		ftsK		DNA translocase FtsK [Neisseria polysaccharea ATCC 43768]		ftsK-2b		15677180						Cell division protein FtsK 		D		CM		1		-0.076		-0.192		-0.116		-1.956		-0.096		-0.12		-0.152		0.744		0.468		0.624		0.047		0.686		0.614		0.546

		101		6.22		6.3		18.1		7225651		ftsZ		Cell division protein FtsZ [Neisseria meningitidis MC58]		ftsZ				1		1				D		C		3		0.156		-0.392		0.4		0.32		0.472		-0.296		0.38		0.358		0.015		0.245		0.358		0.242		0.136		0.225

		67		12.06		12.88		32.4		7225651		ftsZ		Cell division protein FtsZ [Neisseria meningitidis MC58]		ftsZ										D		C		6		0.208		0.108		-0.132		0.096		-0.136		0.132		-0.708		0.364		0.211		0.454		0.312		0.634		0.561		0.975

		151		4.08		4.08		23.1		319411311		fur		Ferric uptake regulation protein Ferric uptake regulator [Neisseria meningitidis WUE 2594]		fur										P		C		2		-0.58		-0.176		-0.212		0.884		0.564		-0.14		-0.98		0.011		0.017		0.017		0.071		0.316		0.038		0.005

		5		41.76		42.68		42.1		7225356		fusA		Elongation factor G (EF-G) [Neisseria meningitidis MC58]		fusA				1		1				J		C		23		-0.036		-0.008		-0.032		-0.048		-0.024		-0.024		-0.012		0.309		0.33		0.569		0.665		0.613		0.387		0.185

		7		42.31		42.8		49.5		7225356		fusA		Elongation factor G (EF-G) [Neisseria meningitidis MC58]		fusA										J		C		23		0.12		0.136		0.152		0.048		0.076		0.04		-0.644		0.356		0.147		0.185		0.779		0.19		0.59		0.369

		165		3.53		4.4		8.8		325208598		gcvP		Glycine dehydrogenase [Neisseria meningitidis NZ-05/33]		gcvP										E		C		2		-0.984		-0.004		-0.984		-0.004		0.08		-0.984		-0.984		0.065		0.051		0.065		0.053		0.507		0.065		0.065

		145		3.14		3.52		20.5		7225802		gcvT		Glycine cleavage system T protein [Neisseria meningitidis MC58]		gcvT						1				E		UM		2		-1.268		-1.04		-0.2		-0.816		-0.24		-0.984		-0.12		0.048		0.074		0.531		0.107		0.074		0.108		0.24

		147		4.14		4.8		16.1		308388760		gcvT		Glycine cleavage system aminomethyltransferase T [Neisseria meningitidis alpha710]		gcvT										E		UM		2		-0.532		-0.172		0.42		0.264		-0.056		-0.148		-1.576		0.006		0.013		0.004		0.005		0.004		0.004		0.041

		109		5.29		5.47		11.00%		7226965		gdhA		Glutamate dehydrogenase, NADP-specific [Neisseria meningitidis MC58]		gdhA						1				E		UM		3		0.584		0.172		-0.732		-0.608		0.024		-0.652		-0.08		0.004		0.008		0.105		0.107		0.008		0.03		0.008

		130		4.99		5.2		20.9		254805253		gdhA1		Glutamate dehydrogenase [Neisseria meningitidis alpha14]		gdhA1										E		UM		3		-1.068		-0.092		-1.06		-0.292		-0.284		-0.664		-0.72		0.061		0.992		0.025		0.625		0.862		0.027		0.116

		113		6.68		6.9		17.3		269144731		NEICINOT_04777		Glutamate dehydrogenase [Neisseria cinerea ATCC 14685]		gdhAa		15677557								E		UM		4		0.568		0.48		0.596		0.42		0.7		0.54		-0.7		0.359		0.439		0.37		0.477		0.316		0.349		0.14

		84		8.28		8.77		18.6		1785912		glnA		Glutamine synthetase [Neisseria meningitidis]		glnA						1				E		C		4		0.04		-0.068		-0.56		0.04		-0.028		-0.072		-0.156		0.052		0.616		0.778		0.438		0.654		0.509		0.028

		160		3.76		4.26		17		325208815		glnA		Glutamine synthetase, type I [Neisseria meningitidis NZ-05/33]		glnA										E		C		2		0.004		0.36		0.38		0.332		0.328		0.108		0.096		0.64		0.368		0.169		0.365		0.358		0.38		0.007

		135		4.03		4.1		26.1		7225560		gloA		Lactoylglutathione lyase [Neisseria meningitidis MC58]		gloA						1				E		C		2		-0.04		-0.424		-0.396		0.324		-0.268		-0.524		-0.12		0.614		0.532		0.676		0.291		0.423		0.282		0.716

		170		3.37		3.44		23.2		268604447		NGHG_02090		Lactoylglutathione lyase [Neisseria gonorrhoeae PID1]		gloAe		15676255								E		C		3		-0.468		-0.236		-0.068		0.072		-0.012		-0.42		-1.708		0.334		0.223		0.494		0.43		0.854		0.486		0.015

		98		6.39		6.86		23		7226193		gltA		Citrate synthase [Neisseria meningitidis MC58]		gltA				1		1				C		C		3		0.472		0.64		0.104		0.576		0.476		0.296		0.284		0.119		0.242		0.005		0.242		0.074		0.364		0.266

		66		12.48		13.27		27.6		7226193		gltA		Citrate synthase [Neisseria meningitidis MC58]		gltA										C		C		7		-0.592		-0.068		-0.732		0.088		-0.288		-0.048		-1.272		0.918		0.481		0.038		0.425		0.689		0.33		0.167

		134		4.04		4.52		20		325208418		gluD		NAD-specific glutamate dehydrogenase [Neisseria meningitidis NZ-05/33]		gluD										E		C		2		0.256		0.416		0.664		0.616		-0.232		-0.232		0.368		0.018		0.008		0.729		0.004		0.028		0.023		0.009

		47		13.89		16.51		26.4		7226295		glyA		Serine hydroxymethyltransferase [Neisseria meningitidis MC58]		glyA						1				E		C		8		0.376		0.384		0.888		0.164		0.8		0.732		0.464		0.367		0.418		0.177		0.741		0.178		0.204		0.225

		69		11.85		14.19		30.1		9910686		glyA		Serine hydroxymethyltransferase [Neisseria meningitidis MC58]		glyA										E		C		7		-0.12		-0.388		-0.048		0.2		0.016		-0.164		-0.54		0.544		0.261		0.268		0.694		0.71		0.977		0.959

		110		5.27		5.42		21		7228909		gna1220		Membrane protein GNA1220 [Neisseria meningitidis]		gna1220										O		OM		2		0.676		0.8		0.984		1.156		0.78		0.992		1.144		0.009		0.003		0.003		0.002		0.333		0.003		0.002

		72		10.36		10.45		30.3		7228848		gna1946		Outer membrane lipoprotein GNA1946 [Neisseria meningitidis]		gna1946				1		1				R		OM		5		0.028		0.264		0.04		0.9		0.28		0.54		0.364		0.779		0.38		0.751		0.098		0.497		0.234		0.472

		42		17.81		17.81		33.1		7228848		gna1946		Outer membrane lipoprotein GNA1946 [Neisseria meningitidis]		gna1946										R		OM		9		-0.312		-0.12		0.3		0.256		0.328		0.08		-0.372		0.101		0.917		0.303		0.32		0.241		0.308		0.744

		128		5.23		5.31		37.6		325136526		greA		Transcription elongation factor greA [Neisseria meningitidis M0579]		greA										K		C		3		0.028		-0.036		0.02		0.116		0.148		-0.004		-0.984		0.622		0.593		0.675		0.045		0.046		0.995		0.065

		7		39.01		39.02		53.3		254672968		groEL		60 kDa Chaperonin [Neisseria meningitidis alpha275]		groEL				1		1				O		C		18		0.444		0.492		0.068		0.22		0.064		-0.66		0.172		0.032		0.032		0.138		0.078		0.144		0.041		0.088

		9		41.43		41.43		50		254672968		groEL		60 kDa Chaperonin [Neisseria meningitidis alpha275]		groEL										O		C		24		0.844		1.236		0.248		1.284		0.396		0.58		-0.252		0.001		0.001		0.046		0.001		0.035		0.001		0.09

		197		2		37.78		53.3		325207370		groL		Chaperonin GroL [Neisseria meningitidis NZ-05/33]		groL				1		1				O		C		18		-1.956		-1.956		-1.956		-1.956		-0.544		-1.956		-1.956		0.052		0.052		0.052		0.052		0.194		0.052		0.052

		159		3.76		39.78		50		325207370		groL		Chaperonin GroL [Neisseria meningitidis NZ-05/33]		groL										O		C		23		-1.956		-1.956		0.096		-0.124		0.224		0.012		-1.956		0.057		0.057		0.666		0.611		0.408		0.935		0.057

		61		11.27		12.66		55.2		325207369		groS		Chaperonin GroS [Neisseria meningitidis NZ-05/33]		groS				1		1				O		C		7		-0.156		0.096		-0.568		0.424		-0.164		0.204		-0.484		0.329		0.617		0.717		0.596		0.89		0.899		0.901

		82		10.26		10.75		77.1		325207369		groS		Chaperonin GroS [Neisseria meningitidis NZ-05/33]		groS										O		C		7		-0.212		0.132		-0.812		0.26		-0.196		0.112		-1.212		0.971		0.621		0.015		0.533		0.634		0.492		0.002

		175		2.9		3.16		24.5		313668953		grpE		Heat shock protein [Neisseria lactamica ST-640]		grpEa		15676466								O		C		2		-0.024		-0.412		-0.668		-0.216		-0.616		-0.072		-0.812		0.958		0.148		0.254		0.903		0.104		0.785		0.194

		190		2.34		2.47		10.9		269144852		NEICINOT_04541		Glutamate--cysteine ligase [Neisseria cinerea ATCC 14685]		gshAa		15676924								H		C		1		0.56		-0.936		1.096		0.064		-0.2		0.888		0.456		0.042		0.062		0.034		0.545		0.232		0.039		0.11

		144		4.24		4.43		24		7226438		guaB		IMP dehydrogenase [Neisseria meningitidis MC58]		guaB										F		C		2		-0.324		-0.352		-0.468		-0.308		0.584		0.152		-0.072		0.635		0.41		0.105		0.044		0.035		0.037		0.111

		169		2.1		2.29		14.6		298368391		HMPREF9016_00054		Inosine-5'-monophosphate dehydrogenase [Neisseria sp. oral taxon 014 str. F0314]		guaBb		15677074				1				F		C		1		-1.92		-0.012		-1.92		-1.92		-1.92		-1.92		-0.296		0.063		0.965		0.063		0.063		0.063		0.063		0.335

		64		10.99		12.08		24.6		325200709		gutB		(R,R)-Butanediol dehydrogenase [Neisseria meningitidis H44/76]		gutB						1				ER		C		7		-0.756		-0.464		-0.444		0.604		-0.472		0.192		-0.208		0.919		0.814		0.979		0.17		0.422		0.462		0.637

		44		17.03		18.11		31.6		349608924		HMPREF1028_00313		Hypothetical protein HMPREF1028_00313 [Neisseria sp. GT4A_CT1]		gutBa		385853705						gutB gene product [Neisseria meningitidis H44/76]		ER		C		11		-1.184		-0.828		-0.932		-0.052		-0.592		-0.692		-1.628		0.017		0.075		0.043		0.368		0.117		0.012		0.014

		193		2.02		2.28		16		59800779		hemH		Phosphoribosylaminoimidazole-succinocarboxamide synthase [Neisseria gonorrhoeae FA 1090]		hemHs		15676655								H		C		1		-0.776		0.368		-0.072		0.308		0.28		0.316		0.24		0.642		0.393		0.767		0.459		0.526		0.478		0.603

		116		4.46		4.47		42.10%		6692578		hemO		HemO [Neisseria meningitidis]		hemO				1		1				P		U		3		-0.084		0.584		-0.584		0.492		-1.332		0.588		-0.076		0.6		0.004		0.149		0.005		0.067		0.005		0.009

		63		12.83		12.95		46.1		6692578		hemO		HemO [Neisseria meningitidis]		hemO										P		U		6		0.068		0.012		0.296		-0.176		0.096		-0.408		-0.584		0.566		0.506		0.277		0.72		0.461		0.704		0.442

		124		5.64		5.64		71.1		325207795		hfq		RNA chaperone Hfq [Neisseria meningitidis NZ-05/33]		hfq						1				R		C		5		0.16		-0.836		0.516		0.224		0.116		0.156		-0.836		0.022		0.006		0.114		0.072		0.018		0.023		0.006

		120		4.27		4.44		30.9		293399526		NGNG_01511		Hfq [Neisseria gonorrhoeae F62]		hfqj		15676646						Host factor-I 		R		C		2		0.352		0.384		0.524		0.488		0.552		0.56		0.56		0.956		0.836		0.623		0.754		0.666		0.468		0.526

		176		2.83		3.28		24.5		325203721		hisA		Phosphoribosylformimino-5-aminoimidazole carboxamide ribotide isomerase [Neisseria meningitidis M01-240355]		hisA										E		C		1		-0.496		0.268		0.592		0.84		-0.496		0.844		0.296		0.866		0.466		0.227		0.232		0.871		0.229		0.472

		87		7.89		8		33.4		7226831		hisB		Imidazoleglycerol-phosphate dehydratase [Neisseria meningitidis MC58]		hisB				1		1				E		C		3		0.756		0.836		0.56		0.532		0.8		0.36		0.796		0.191		0.129		0.133		0.173		0.232		0.331		0.142

		71		11.8		11.93		30.2		7226831		hisB		Imidazoleglycerol-phosphate dehydratase [Neisseria meningitidis MC58]		hisB										E		C		7		-0.188		0.108		0.044		0.092		0		-0.408		-0.536		0.501		0.269		0.457		0.216		0.107		0.523		0.745

		95		8.52		8.93		45.2		161870463		hisJ		Polar amino acid transport system substrate-binding protein [Neisseria meningitidis 053442]		hisJ										E		P		4		0.492		0.556		0.712		0.728		0.832		-0.348		-0.532		0.39		0.319		0.464		0.351		0.311		0.325		0.645

		70		10.54		11.07		36.2		325128657		NMXN1568_0567		Amino acid ABC transporter, periplasmic amino acid-binding protein [Neisseria meningitidis N1568]		hisJ3a		254805377						Histidine transport system substrate-binding protein [Neisseria meningitidis alpha14]		E		P		6		0.984		0.716		0.872		0.756		1.052		0.42		0.976		0.101		0.168		0.097		0.129		0.09		0.235		0.067

		147		2.77		4.19		11.9		340361509		mucD		S1C subfamily peptidase MucD [Neisseria macacae ATCC 33926]		htrAk		15677994						Protease Do		O		P		2		-1.924		0.18		-0.284		-1.924		-0.112		-0.148		-1.924		0.057		0.477		0.346		0.057		0.64		0.552		0.057

		99		8.29		9.79		66.3		7226469		hupB		DNA-binding protein HU-beta [Neisseria meningitidis MC58]		hupB						1				L		C		7		-0.328		-0.752		0.132		-0.384		-0.272		0.136		-1.152		0.216		0.021		0.61		0.947		0.478		0.78		0.143

		79		8.98		9		60.7		59801191		NGO0777		DNA-binding protein Hu [Neisseria gonorrhoeae FA 1090]		hupBa		15677102						DNA-binding protein HU-beta 		L		C		4		-0.036		-0.132		0.4		1.036		-0.044		-0.032		0.996		0.866		0.032		0.795		0.43		0.024		0.74		0.441

		138		3.84		4.67		15.3		298368976		HMPREF9016_00645		Isocitrate dehydrogenase, NADP-dependent [Neisseria sp. oral taxon 014 str. F0314]		icda		15676815				1		Isocitrate dehydrogenase, NADP-dependent, monomeric type 		C		C		3		-0.772		0.468		-0.744		0.484		-0.184		0.556		-0.12		0.036		0.044		0.069		0.044		0.27		0.035		0.733

		88		9.2		11		19.6		284799853		NEISUBOT_04444		Isocitrate dehydrogenase, NADP-dependent [Neisseria subflava NJ9703]		icde		161869830						Isocitrate dehydrogenase [Neisseria meningitidis 053442]		C		C		6		-0.44		-0.024		-0.376		-0.084		-0.344		-0.144		-1.056		0.257		0.884		0.39		0.854		0.786		0.699		0.097

		168		2.11		2.16		20.7		350571290		ihfA		Integration host factor subunit alpha [Neisseria wadsworthii 9715]		ihfAo		15676627								L		C		1		0.136		-0.268		-0.096		0.016		-0.104		0.004		-0.052		0.564		0.365		0.683		0.927		0.663		0.963		0.821

		51		12.69		12.85		36.8		254672897		ilvC		Ketol-acid reductoisomerase [Neisseria meningitidis alpha275]		ilvC				1		1				EH		C		6		-0.08		-0.072		-0.108		-0.032		-0.1		-0.088		-0.036		0.995		0.746		0.644		0.499		0.017		0.827		0.718

		54		15.1		15.57		42.7		254672897		ilvC		Ketol-acid reductoisomerase [Neisseria meningitidis alpha275]		ilvC										EH		C		9		-0.628		-0.42		-0.604		-0.108		-0.184		-0.48		-1.032		0.656		0.957		0.029		0.532		0.522		0.919		0.022

		182		2.05		2.81		16.3		325145132		ilvE		Branched-chain amino acid aminotransferase [Neisseria meningitidis M01-240013]		ilvE						1				EH		C		1		-0.004		-0.004		-0.984		0.872		-0.168		-0.004		-0.16		0.253		0.311		0.057		0.855		0.302		0.276		0.32

		136		4.73		5.35		20.8		255068437		NEISICOT_03480		Branched-chain-amino-acid transaminase [Neisseria sicca ATCC 29256]		ilvEb		218768887						Branched-chain amino acid aminotransferase [Neisseria meningitidis Z2491]		EH		C		2		0.148		-0.624		0.52		0.132		-0.08		-0.392		0.036		0.441		0.966		0.493		0.21		0.726		0.016		0.216

		170		2.09		4.69		10.6		325128687		infB		Translation initiation factor IF-2 [Neisseria meningitidis N1568]		infB						1				J		C		2		-0.232		-0.36		-0.012		-0.164		-0.016		-0.708		-0.076		0.028		0.032		0.286		0.08		0.238		0.009		0.187

		142		4.36		4.93		15.5		325134691		infB		Translation initiation factor IF-2 [Neisseria meningitidis M13399]		infB										J		C		2		0.08		-0.02		0.168		-0.292		-0.872		-0.168		-0.744		0.569		0.317		0.445		0.705		0.196		0.845		0.979

		128		4.17		4.5		24.3		325208336		iscS		Cysteine desulfurase IscS [Neisseria meningitidis NZ-05/33]		iscS										E		C		2		0.62		0.08		0.688		1.24		-0.004		0.62		1.216		0.001		0.376		0.038		0.001		0.053		0.001		0.001

		38		16.94		17.39		26.4		161870216		lpdA		Dihydrolipoamide dehydrogenase (E3 component of pyruvate and 2-oxoglutarate dehydrogenase complexes) [Neisseria meningitidis 053442]		lpdA										C		C		8		0.876		0.312		0.148		0.408		0.396		0.28		0.68		0.117		0.091		0.262		0.1		0.195		0.36		0.217

		73		10.33		11.53		24.7		325198189		NMBG2136_0928		Dihydrolipoyl dehydrogenase [Neisseria meningitidis G2136]		lpdA1a		15676850				1		Dihydrolipo-amide dehydrogenase		C		C		8		0.028		0.032		0.26		0.068		0.668		0.136		0.752		0.266		0.389		0.256		0.341		0.211		0.349		0.222

		48		16.58		17.31		35.2		325207991		NMBNZ0533_1006		Dihydrolipoyl dehydrogenase [Neisseria meningitidis NZ-05/33]		lpdA1a		15676850						Dihydrolipoamide dehydrogenase		C		C		9		-0.08		-0.348		-0.024		0.344		-0.392		0.004		-0.328		0.751		0.427		0.854		0.855		0.262		0.136		0.845

		51		16.24		16.82		26.4		317164490		NGTW08_1063		Putative dihydrolipoamide dehydrogenase [Neisseria gonorrhoeae TCDC-NG08107]		lpdA2a		15677210						Dihydrolipoamide dehydrogenase (E3 component)		C		C		7		-0.212		-0.192		-0.216		-0.192		-0.588		-0.208		-0.9		0.72		0.155		0.544		0.485		0.888		0.725		0.836

		42		15.74		16.82		32.4		325135737		maeB		Malate dehydrogenase [Neisseria meningitidis M0579]		maeB						1				C		C		8		-0.584		-0.508		-0.4		-0.112		-0.492		-0.1		-0.236		0.1		0.129		0.077		0.488		0.191		0.486		0.236

		57		14.08		15.82		35.2		325207717		maeB		Malate dehydrogenase [Neisseria meningitidis NZ-05/33]		maeB										C		C		8		-0.812		-0.388		-0.384		0.384		0.072		0.112		-1.04		0.048		0.582		0.208		0.345		0.768		0.417		0.128

		62		12.9		13.9		20.6		325198178		metE		5-Methyltetrahydropteroyltriglutamate-- homocysteine S-methyltransferase [Neisseria meningitidis G2136]		metE						1				E		C		6		0.136		0		-0.62		0.22		-0.212		-0.08		-1.08		0.364		0.802		0.031		0.342		0.682		0.697		0.004

		45		14.56		15.65		22		313668612		metE		5-Methyltetrahydropteroyltriglutamate--homocysteinemethyltransferase [Neisseria lactamica ST-640]		metEa		385853366						H44/76		E		C		7		-0.168		-0.208		0.244		0.072		0.032		-0.06		0.092		0.923		0.517		0.415		0.436		0.797		0.504		0.329

		123		4.24		6.77		24%		7225389		minD		Septum site-determining protein MinD [Neisseria meningitidis MC58]		minD						1				D		C		3		-0.092		0.78		0.592		-0.928		1.088		0.968		1.192		0.476		0.041		0.046		0.071		0.037		0.039		0.037

		135		4.74		8.52		23.2		296840734		NEIPOLOT_00159		Septum site-determining protein MinD [Neisseria polysaccharea ATCC 43768]		minDe		15676098								D		C		4		-0.284		0.044		-0.284		0.016		-0.404		0.076		-1.22		0.12		0.923		0.555		0.622		0.597		0.395		0.177

		173		3		4.67		31.3		325208633		mtrC		Membrane fusion protein MtrC [Neisseria meningitidis NZ-05/33]		mtrC						1				Q		CM		2		0.596		0.26		0.524		0.632		0.748		-0.132		-0.228		0.509		0.521		0.701		0.479		0.379		0.599		0.107

		151		2.39		4.06		12.2		254494154		NGAG_01865		Membrane fusion protein mtrC [Neisseria gonorrhoeae 1291]		mtrCe		15677563								Q		CM		2		0.988		1.148		0.908		0.952		-0.004		-0.004		1.044		0.037		0.034		0.039		0.038		0.057		0.061		0.036

		177		2.78		3.13		23.8		297250450		mtrE		Multiple transferable resistance system protein MtrE [Neisseria polysaccharea ATCC 43768]		mtrEa		15677561				1				MN		OM		1		-0.716		-0.052		-0.192		-0.492		-0.532		-0.688		-1.372		0.19		0.938		0.573		0.143		0.277		0.32		0.051

		150		2.53		2.75		20.5		313667900		mtrE		MtrE gene product [Neisseria lactamica 020-06]		mtrEe		15677561						Multidrug efflux pump channel protein 		MN		OM		2		-0.004		0.076		0.868		0.568		-0.672		0.068		0.352		1		0.116		0.031		0.114		0.268		0.122		0.14

		180		2.06		2.49		4.1		284799613		NEISUBOT_03708		Outer membrane ferripyoverdine receptor [Neisseria subflava NJ9703]		N/A										P		OM		1

		175		2.08		2.48		3		294668918		NEIELOOT_00832		Transglutaminase family protein [Neisseria elongata subsp. glycolytica ATCC 29315]		N/A										E		CM		1		-0.004		0.576		1.184		0.992		0.132		0.016		0.888		0.737		0.371		0.388		0.65		0.741		0.967		0.53

		139		3.74		4.27		31.5		152143383		nlpB		NlpB [Neisseria meningitidis]		nlpB										M		U		3		0.172		1.036		1.064		0.472		-0.004		0.528		0.556		0.037		0.001		0.001		0.001		0.051		0.037		0.036

		114		6.67		6.88		24.3		7226723		NMB1483		Putative lipoprotein NlpD [Neisseria meningitidis MC58]		NlpD						1				M		UM		4		0.712		0.02		-0.124		0.784		0.072		0.656		-0.408		0.003		0.881		0.01		0.003		0.008		0.003		0.159

		104		6		6.32		11.9		59801427		NGO1056		Hypothetical protein NGO1056 [Neisseria gonorrhoeae FA 1090]		nlpDg		15677336						Lipoprotein NlpD 		Hypothetical M		UM		3		1.996		1.996		1.996		1.996		1.996		1.996		1.996		1		0.019		0.02		0.019		1		1		0.019

		192		2.02		2.69		18.6		90109269		NMA1982		Chain B,  Putative Phosphatase (Nma1982)  [Neisseria meningitidis Z2491]		NMA1982				1		1				S		C		1		0.176		0.316		-0.204		0.152		0.008		0.24		0.112		0.479		0.311		0.445		0.526		0.961		0.386		0.621

		148		4.13		4.42		32.7		90109269				Chain B, Putative Phosphatase (Nma1982) [Neisseria meningitidis Z2491]		NMA1982										S		C		3		-0.036		-0.172		0.04		0.392		0.188		-0.516		-1.296		0.942		0.812		0.768		0.486		0.516		0.108		0.05

		148		2.7		2.94		17.4		7225566		NMB0345		Putative cell-binding factor [Neisseria meningitidis MC58]		NMB0345				1		1				Putative O		OM		1		0.812		1.148		1.116		-0.156		0.452		0.684		1.18		0.035		0.034		0.035		0.327		0.053		0.037		0.034

		122		5.7		6.14		27.4		7225566		NMB0345		Putative cell-binding factor [Neisseria meningitidis MC58]		NMB0345										Putative O		OM		3		0.588		0.584		0.756		0.052		0.584		0.6		-0.256		0.309		0.103		0.201		0.116		0.309		0.244		0.004

		132		4.88		6.99		9.4		7225598		NMB0378		Putative phosphate permease [Neisseria meningitidis MC58]		NMB0378										Putative P		CM		3		-0.564		-0.352		0.164		0.364		-0.384		-0.592		-1.032		0.032		0.197		0.642		0.159		0.59		0.332		0.015

		160		2.18		3.19		6.2		329120759		ppx2		Exopolyphosphatase [Neisseria bacilliformis ATCC BAA-1200]		NMB0593l		15676498						Hypothetical protein NMB0593 		R		U		1		-1.956		-0.076		-0.004		-0.04		-0.028		0.016		-0.012		0.051		0.749		0.999		0.871		0.918		0.919		0.966

		89		7.64		7.83		28.4		7225825		NMB0595		DNA-binding response regulator [Neisseria meningitidis MC58]		NMB0595				1		1				TK		C		4		-0.476		-0.24		0.016		0.076		-0.22		0.004		0.032		0.341		0.329		0.675		0.978		0.282		0.581		0.486

		100		8.22		8.27		31.1		7225825		NMB0595		DNA-binding response regulator [Neisseria meningitidis MC58]		NMB0595										TK		C		5		-0.308		-0.216		-0.348		0.16		-0.624		-0.324		-0.876		0.239		0.489		0.125		0.313		0.076		0.439		0.278

		15		25.89		26.01		34.9		161869564		NMCC_0579		Phosphate acyltransferase [Neisseria meningitidis 053442]		NMB0631e		15676533								C		C		14		-0.052		0.004		-0.032		0.068		0.012		-0.004		0.004		0.935		0.346		0.535		0.028		0.079		0.389		0.159

		208		2		2.05		5.8		7225924		NMB0696		Amino acid ABC transporter, ATP-binding protein [Neisseria meningitidis MC58]		NMB0696										E		CM		1		-0.004		1.944		1.944		-0.004		-0.004		-0.004		-0.004		1		0.02		0.02		1		1		1		1

		189		2.04		2.24		15.1		7413439		NMB0709		Hypothetical protein NMB0709 [Neisseria meningitidis MC58]		NMB0709										Hypothetical No related COG		CM		1		0.056		0.152		-1.956		-0.032		0.124		-1.956		-0.188		0.785		0.531		0.055		0.898		0.592		0.055		0.478

		88		7.8		9.04		46.4		349609296		HMPREF1028_00671		Hypothetical protein HMPREF1028_00671 [Neisseria sp. GT4A_CT1]		NMB0787e		15676685						Amino acid ABC transporter substrate-binding protein		E		P		6		0.824		0.816		0.932		0.904		0.752		0.652		0.956		0.104		0.167		0.064		0.104		0.126		0.165		0.093

		86		8.03		8.41		50.3		7226024		NMB0791		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis MC58]		NMB0791				1		1				O		C		4		-0.432		-0.116		-0.66		0.348		0.088		-0.44		-0.448		0.181		0.23		0.048		0.531		0.291		0.101		0.118

		64		12.71		12.79		59.2		7226024		NMB0791		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis MC58]		NMB0791										O		C		7		-0.276		-0.368		-0.428		-0.104		-0.26		-0.24		-0.948		0.226		0.226		0.124		0.381		0.212		0.201		0.216

		108		5.47		5.47		37.3		7226073		NMB0838		Cold-shock domain family protein [Neisseria meningitidis MC58]		NMB0838				1		1				K		C		3		-0.208		0.376		-0.92		-0.116		0.308		-0.084		0.468		0.288		0.043		0.043		0.049		0.042		0.045		0.04

		102		8		8.06		43.3		7226073		NMB0838		Cold-shock domain family protein [Neisseria meningitidis MC58]		NMB0838										K		C		4		0.152		-0.116		-0.208		0.176		-0.156		0.152		-0.172		0.464		0.567		0.629		0.496		0.602		0.521		0.133

		104		7.79		8.89		31.7		59801339		NGO0948		Hypothetical protein NGO0948 [Neisseria gonorrhoeae FA 1090]		NMB0928a		15676822						Hypothetical protein NMB0928		Hypothetical No related COG		CM		4		0.144		0.14		0.184		-0.204		-0.272		-0.044		-1.176		0.711		0.074		0.825		0.31		0.805		0.616		0.005

		12		28.2		28.2		68.2		325206223		NMBM04240196_1215		Antioxidant, AhpC/TSA family/glutaredoxin [Neisseria meningitidis M04-240196]		NMB0946a		15676839				1		Peroxiredoxin 2 family protein/gluta-redoxin		O		U		18		-0.828		-0.732		-0.48		-0.024		-0.508		-0.524		-0.264		0.005		0.355		0.557		0.527		0.029		0.004		0.133

		17		29.69		30.05		52.5		269213565		NEICINOT_03323		Antioxidant, AhpC/TSA family/glutaredoxin [Neisseria cinerea ATCC 14685]		NMB0946e		15676839						Peroxiredoxin 2 family protein/gluta-redoxin 		O		U		20		-0.548		-0.28		-0.344		0.084		-0.312		-0.184		-0.476		0.287		0.025		0.535		0.906		0.813		0.799		0.332

		126		4.19		4.19		75		7226326		NMB1088		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1088										S		U		3		-0.984		-0.14		-0.004		-0.004		0.928		0.908		-0.004		0.064		0.355		0.055		0.052		0.036		0.04		0.055

		191		2.31		2.43		21.5		81707197		NMB1126		Putative lipoprotein NMB1126/NMB1164; Flags: Precursor [Neisseria meningitidis MC58]		NMB1126										M		U		1		-0.672		-0.064		-0.716		-0.72		-0.684		-0.068		-1.96		0.504		0.731		0.371		0.366		0.485		0.745		0.048

		156		2.26		2.81		8.7		269144906		NEICINOT_04596		Lipoprotein releasing system transmembrane protein LolC [Neisseria cinerea ATCC 14685]		NMB1235a		15677107						Hypothetical protein NMB1235 		R		CM		1		-0.264		-0.368		-0.168		-0.164		-0.092		-0.02		-0.328		0.177		0.11		0.215		0.216		0.039		0.037		0.071

		117		4.29		5.31		19.5		319410631		NMAA_1095		Putative ATP-dependent RNA helicase [Neisseria meningitidis WUE 2594]		NMB1368a		15677233						ATP-dependent RNA helicase 		LKJ		C		2		0.436		0.44		0.388		0.172		0.244		0.464		-0.456		0.019		0.019		0.019		0.02		0.018		0.018		0.021

		202		2		2.99		16.7		7226678		NMB1437		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1437						1				Hypothetical S		C		1		-1.94		0.076		-1.94		-1.94		0.096		0.02		0.304		0.068		0.717		0.068		0.068		0.657		0.917		0.321

		172		3.05		4.02		25.3		325208382		NMBNZ0533_1415		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33]		NMB1437										Hypothetical S		C		2		-0.04		-0.592		-0.244		-0.372		-0.096		-0.62		-1.032		0.644		0.008		0.542		0.722		0.996		0.007		0.012

		56		12.1		12.3		48.6		7226708		NMB1468		Hypothetical protein NMB1468 [Neisseria meningitidis MC58]		NMB1468				1		1				Hypothetical No related COG		P		6		0.712		0.928		0.828		1.112		0.96		0.836		0.548		0.091		0.014		0.033		0.008		0.005		0.091		0.017

		80		10.62		10.78		56.1		7226708		NMB1468		Hypothetical protein NMB1468 [Neisseria meningitidis MC58]		NMB1468										Hypothetical No related COG		P		5		0.828		1.084		0.748		1.032		0.608		0.68		-0.752		0.116		0.049		0.056		0.053		0.087		0.061		0.487

		91		8.87		8.87		37.2		9910705		NMB1533		Outer membrane protein H.8 - Precursor [Neisseria meningitidis MC58] (azurin)		NMB1533										C		OM		6		-0.48		-0.056		-0.168		-0.076		-0.444		-0.452		-0.692		0.151		0.841		0.664		0.744		0.508		0.243		0.399

		28		20.57		20.99		48.5		325138633		NMBES14902_0722		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis ES14902]		NMB1567a		15677418		1		1		Macrophage infectivity potentiator		O		OM		11

		32		21.59		22.43		65.7		325138633		NMBES14902_0722		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis ES14902]		NMB1567a		15677418						Macrophage infectivity potentiator		O		OM		12		0.196		0.5		0.352		0.332		0.324		0.352		-0.936		0.261		0.064		0.158		0.192		0.178		0.069		0.032

		196		2.01		2.21		35.1		296837900		NEIPOLOT_02368		Antibiotic biosynthesis monooxygenase family protein [Neisseria polysaccharea ATCC 43768]		NMB1575t		15677425						Hypothetical protein NMB1575 		S		U		1		-1.956		-0.096		-0.144		-1.956		-0.16		-1.956		-0.348		0.059		0.681		0.56		0.059		0.53		0.059		0.291

		154		2.31		3.44		17.7		7226833		NMB1584		3-Hydroxyacid dehydrogenase [Neisseria meningitidis MC58]		NMB1584										I		C		2		-0.192		0.024		-0.268		-0.072		0.016		-0.076		-0.18		0.468		0.898		0.366		0.756		0.925		0.742		0.485

		193		2.27		3.19		13.3		269210385		NEILACOT_03030		Cytochrome c family protein [Neisseria lactamica ATCC 23970] (MC58 cytochrome C5 NMB1677)		NMB1677a		15677525						Cytochrome c5 		C		U		1		-0.144		0.044		0.128		-0.576		-0.512		-0.28		-1.548		0.497		0.303		0.302		0.05		0.04		0.315		0.004

		54		12.37		13.03		39		7227050		NMB1796		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1796				1		1				Hypothetical R		C		6		-0.228		-1.004		0.096		0.256		-0.288		-0.268		-0.012		0.204		0.077		0.839		0.193		0.266		0.407		0.68

		89		9.04		9.87		49		7227050		NMB1796		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1796										Hypothetical R		C		6		-0.82		-0.98		-0.236		-0.812		-0.744		-0.856		-1.516		0.069		0.023		0.223		0.107		0.076		0.045		0

		191		2.03		2.56		27.1		7227059		NMB1805		Cytochrome c4 [Neisseria meningitidis MC58]		NMB1805										C		P		1		-1.956		-0.024		-1.956		-1.956		-1.956		-1.956		-1.956		0.059		0.923		0.059		0.059		0.059		0.059		0.059

		189		2.4		2.5		32.2		59802293		NGO1985		Hypothetical protein NGO1985 [Neisseria gonorrhoeae FA 1090] (MC58 hemolysin NMB2091)		NMB2091a		15677911						Hemolysin		R		P		1		-0.044		0		0.548		0.188		-0.64		0.056		-0.86		0.041		0.968		0.256		0.338		0.049		0.063		0.016

		184		2.05		2.12		35.4		7227356		NMB2094		Hypothetical protein NMB2094 [Neisseria meningitidis MC58]		NMB2094				1		1				Hypothetical K		C		1		-0.228		0.148		-0.056		-0.008		-0.196		-0.192		0.064		0.415		0.539		0.808		0.984		0.46		0.467		0.76

		166		3.51		3.67		60.6		7227356		NMB2094		Hypothetical protein NMB2094 [Neisseria meningitidis MC58]		NMB2094										Hypothetical K		C		2		-1.376		-0.58		0.092		-0.796		-0.1		-0.204		-1.08		0.01		0.056		0.384		0.01		0.441		0.03		0.022

		99		6.25		6.27		25.7		325140643		NMBCU385_0690		Universal stress protein family [Neisseria meningitidis CU385]		NMBCU385_0690				1		1				T		U		3		-0.992		-0.468		-0.124		0.132		-0.624		-0.2		-0.72		0.007		0.129		0.101		0.054		0.082		0.293		0.058

		84		9.97		10.82		33.5		325140643		NMBCU385_0690		Universal stress protein family [Neisseria meningitidis CU385]		NMBCU385_0690										T		U		5		-1.208		-1.384		-0.332		-0.324		-1.084		0.024		-0.992		0.033		0.042		0.339		0.297		0.205		0.315		0.262

		33		18.46		18.49		40.5		325207146		NMBNZ0533_0109		LysM domain protein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_0109				1		1				S		U		11		-0.244		-0.08		0.008		-0.008		-0.368		-0.532		0.148		0.833		0.569		0.649		0.908		0.756		0.71		0.397

		46		16.81		16.9		41		325207146		NMBNZ0533_0109		LysM domain protein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_0109										S		U		9		0.428		0.292		0.444		0.472		0.496		0.216		-0.084		0.016		0.077		0.017		0.015		0.017		0.099		0.121

		60		11.36		11.36		55.6		325208428		NMBNZ0533_1464		Putative lipoprotein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_1464				1		1				Putative No related COG		U		6		-0.616		-0.276		0.276		-0.408		0.14		0.112		0.896		0.17		0.391		0.035		0.249		0.966		0.988		0.046

		68		12		12		58.7		325208428		NMBNZ0533_1464		Putative lipoprotein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_1464										Putative No related COG		U		9		-0.36		0.104		1.156		-0.328		0.248		0.104		-0.528		0.194		0.346		0.108		0.075		0.305		0.368		0.407

		71		10.41		10.42		54.8		325208946		NMBNZ0533_2030		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_2030				1		1				Hypothetical No related COG		U		6		-0.808		-0.292		-0.9		-0.164		-0.12		-0.096		-0.056		0.008		0.044		0.014		0.512		0.696		0.049		0.055

		49		16.42		16.42		74.2		325208946		NMBNZ0533_2030		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33] (MC58 adhesin component NMB2095)		NMBNZ0533_2030										Hypothetical No related COG		U		10		0.148		0.456		0.58		0.404		-0.48		0.016		-1.264		0.399		0.241		0.213		0.224		0.576		0.68		0.194

		105		6		6		39.3		261392690		NMV_1429		Hypothetical protein NMV_1429 [Neisseria meningitidis 8013]		NMV_1429				1		1				Hypothetical No related COG		U		3		-0.076		-0.128		1.388		-0.504		0.552		-0.504		1.08		0.581		0.581		0.002		0.581		0.003		0.581		0.002

		156		4		4		20.2		261392690		NMV_1429		Hypothetical protein NMV_1429 [Neisseria meningitidis 8013]		NMV_1429										Hypothetical No related COG		OM		2		-0.504		-0.504		1.244		-0.504		0.516		-0.504		-0.504		0.054		0.054		0.032		0.054		0.038		0.054		0.054

		131		4.15		4.45		14.1		317164739		NGTW08_1313		Na(+)-translocating NADH-quinone reductase subunit A [Neisseria gonorrhoeae TCDC-NG08107]		nqrAa		254804452						Neisseria meningitidis alpha14		C		C		2		0.076		1.068		-0.024		0.652		1.112		1.052		1.028		0.495		0.036		0.048		0.045		0.036		0.036		0.036

		173		2.08		3.77		8		309379221		NLY_29500		Ribonucleoside-diphosphate reductase, alpha subunit [Neisseria lactamica Y92-1009]		nrdAa		15677158								F		C		1		0.04		-0.124		0.4		-0.756		0.208		0.284		-0.008		0.563		0.202		0.035		0.05		0.04		0.037		0.947

		100		6.23		6.33		40.2		5825526		nspA		Surface protein A [Neisseria meningitidis]		nspA				1		1				M		OM		3		-0.724		-1.208		-0.324		-0.624		-0.316		-0.2		0.092		0.046		0.023		0.207		0.038		0.226		0.436		0.616

		87		9.41		11.53		54.6		5825526		nspA		Surface protein A [Neisseria meningitidis]		nspA										M		OM		7		-0.552		-1.072		0.048		-0.592		-0.38		-0.216		-1.068		0.022		0		0.147		0.004		0.014		0.061		0.038

		185		2.47		4.34		14.2		269144431		NEICINOT_05035		L Factor [Neisseria cinerea ATCC 14685]		nusAa		15677491						Transcription elongation factor NusA 		K		C		2		0.464		-0.2		-0.716		-0.384		0.196		0.076		-0.656		0.169		0.334		0.021		0.053		0.281		0.361		0.028

		127		4.17		5.58		10.6		59802119		NGO1801		Hypothetical protein NGO1801 [Neisseria gonorrhoeae FA 1090]		omp85a		15676109				1		Outer membrane protein OMP85 		M		OM		2		0.044		0.184		0.212		0.152		0.112		0.196		0.324		0.019		0.019		0.02		0.02		0.022		0.019		0.017

		169		3.42		3.98		12.8		317165411		omp85		Outer membrane protein Omp85 [Neisseria gonorrhoeae TCDC-NG08107]		omp85a		15676109								M		OM		2		0		-0.224		-0.036		-0.144		0.052		-0.168		-0.628		0.895		0.008		0.028		0.046		0.499		0.042		0.018

		97		6.54		20.74		48.9		254669632		opa1		Putative lipoprotein [Neisseria meningitidis alpha153]		opa1										M		OM		14		0.916		0.804		-0.164		0.908		-0.052		0.868		-0.02		0.001		0.001		0.935		0.001		0.038		0.001		0.935

		117		6.33		22.65		51.5		254672740		opa7		Opacity protein and related surface antigens [Neisseria meningitidis alpha275]		opa7										M		OM		20		0.46		0.608		-0.276		0.616		-0.444		0.124		-1.328		0.03		0.029		0.067		0.029		0.183		0.204		0.067

		109		7.14		7.54		32.7		5051448		opcA		OpcA protein [Neisseria meningitidis]		opcA										M		OM		4		0.168		0.412		0.1		-0.472		0.264		0.324		-1.032		0.699		0.502		0.933		0.337		0.519		0.556		0.165

		18		24.67		24.67		57.3		4379295				Unnamed protein product [Neisseria meningitidis]		opr				1		1				M		OM		19		1.996		1.996		1.996		1.996		1.996		1.996		1.996		0.001		0.002		1		0.001		0.005		0.024		0.044

		21		26.76		26.76		62.3		4379295		 opr		Unnamed protein product [Neisseria meningitidis]		opr										M		OM		24		1.996		1.996		1.996		1.996		1.996		1.996		1.996		0.04		0.035		0.352		0.036		0.061		0.063		0.163

		16		29.76		32.56		32.4		7226585		pdhA		Pyruvate dehydrogenase, E1 component [Neisseria meningitidis MC58]		pdhA										C		C		20		0.096		-0.124		0.004		0.12		-0.104		-0.028		-0.656		0.755		0.573		0.558		0.075		0.72		0.779		0.615

		177		2.07		2.22		15.4		7227313		petC		Ubiquinol--cytochrome c reductase, cytochrome c1 [Neisseria meningitidis MC58]		petC										C		P		2		-0.312		-0.58		-0.064		-0.132		-1.312		-0.472		-0.36		0.333		0.211		0.768		0.583		0.045		0.282		0.469

		167		3.48		4.1		25.5		296840243		NEIPOLOT_00015		Phosphoglycerate kinase [Neisseria polysaccharea ATCC 43768]		pgka		121635813						Phospho-glycerate kinase [Neisseria meningitidis FAM18]		G		C		2		-0.668		-0.024		-1.7		-0.436		-1.7		0.06		-0.964		0.27		0.837		0.053		0.864		0.053		0.903		0.148

		195		2.26		2.86		10.2		261391596		pilC2		Type IV pilus-associated protein PilC2 [Neisseria meningitidis 8013]		pilC2										N		OM		1

		111		6.81		6.87		43.1		349522		pilE		Pilus structural subunit [Neisseria meningitidis]		pilE										N		E		4		1.564		1.6		0.636		0.764		0.604		0.78		1.044		0.001		0.001		0.001		0.033		0.001		0.033		0.027

		113		4.65		4.91		26.7		439888				Pilin [Neisseria gonorrhoeae]		pilEi		15675966				1		Pilin PilE		N		E		2		1.148		1.016		-0.232		0.936		0.96		0.836		-0.476		0.94		0.815		0.224		0.816		0.691		0.692		0.175

		95		6.83		7.51		22.2		639482		pilG		PilG [Neisseria meningitidis]		pilG						1				N		CM		5		-0.604		-0.176		-0.76		0.448		0.06		-0.016		0.688		0.102		0.127		0.077		0.886		0.891		0.885		0.381

		131		4.93		5.62		24.4		325138873		NMBES14902_0317		Bacterial type II secretion system protein F domain protein [Neisseria meningitidis ES14902]		pilGa		15676248						Pilus assembly protein PilG		N		CM		3		0.204		0.768		0.496		0.524		0.34		-0.208		-0.772		0.332		0.125		0.003		0.233		0.002		0.006		0.005

		102		6.08		6.3		18.9		7227062		pilM		PilM protein [Neisseria meningitidis MC58]		pilM				1		1				N		UM		3		0.484		-0.316		0.284		-0.216		0.144		0.684		-0.184		0.554		0.952		0.641		0.8		0.557		0.475		0.06

		98		8.42		8.42		15.9		7227062		pilM		PilM protein [Neisseria meningitidis MC58]		pilM										D		UM		4		-0.004		-0.064		0.432		-0.236		0.26		-0.44		-0.62		0.339		0.441		0.259		0.543		0.226		0.481		0.677

		130		4.16		4.36		19.1		325207527		pilN		Type IV pilus assembly protein PilN [Neisseria meningitidis NZ-05/33]		pilN				1		1				N		CM		2		0.692		0.536		1.12		1.104		0.428		1.2		-0.004		0.004		0.003		0.002		0.002		0.133		0.002		0.007

		134		4.79		5.4		27.6		325207527		pilN		Type IV pilus assembly protein PilN [Neisseria meningitidis NZ-05/33]		pilN										N		CM		2		0.504		0.524		-0.268		0.496		-0.272		0.556		-0.264		0.005		0.003		0.01		0.004		0.182		0.003		0.377

		195		2.01		2.72		22.3		254493006		pilO		Type IV pilus assembly protein PilO [Neisseria gonorrhoeae 1291]		pilOa		15677647		1		1		PilO protein 		N		CM		1

		146		4.23		4.8		28.8		254493006		NGAG_00307		Type IV pilus assembly protein PilO [Neisseria gonorrhoeae 1291]		pilOa		15677647								N		CM		2		-0.692		0.14		0.148		-0.068		-0.452		-0.052		-0.348		0.085		0.223		0.315		0.721		0.567		0.775		0.766

		26		22.65		22.74		28		325207524		pilQ		Type IV pilus secretin PilQ [Neisseria meningitidis NZ-05/33]		pilQ				1		1				N		OM		12		0.148		0.208		0.248		0.104		0.028		-0.076		0.224		0.301		0.362		0.172		0.472		0.545		0.206		0.26

		5		47.84		49.46		46.9		325207524		pilQ		Type IV pilus secretin PilQ [Neisseria meningitidis NZ-05/33]		pilQ										 N		OM		25		0.072		0.028		0.028		0.048		-0.06		0.128		-0.676		0.135		0.245		0.293		0.117		0.347		0.045		0.066

		167		2.11		2.21		9.4		288566287		pilQ		Type IV pilus biogenesis protein PilQ [Neisseria mucosa ATCC 25996]		pilQe		15678016								N		OM		1

		133		4.11		4.21		25.4		325201239		NMBM01240149_0046		Twitching motility protein PilT [Neisseria meningitidis M01-240149]		pilT						1				N		C		3		1.996		1.996		1.996		1.996		1.996		1.996		1.996		1		0.019		1		0.02		0.019		0.019		0.02

		133		4.8		4.97		23.6		7225272		pilT-1		Twitching motility protein PilT [Neisseria meningitidis MC58]		pilT-1										N		C		2		-0.356		-0.4		0		0.208		-0.812		-0.448		-0.884		0.364		0.456		0.821		0.715		0.195		0.421		0.348

		25		24.05		24.77		42.1		254804638		pnp		Polyribonucleotide nucleotidyltransferase [Neisseria meningitidis alpha14]		pnp						1				F		C		14		-0.068		0.124		0.128		0.176		0.064		-0.048		-0.516		0.839		0.183		0.229		0.159		0.368		0.923		0.019

		40		16.35		17.67		33		325200556		NMBH4476_1426		Polyribonucleotide nucleotidyltransferase [Neisseria meningitidis H44/76]		pnpa		15676656						Polynucleotide phosphorylase		F		C		8		-0.016		0.028		0.04		-0.072		-0.04		0.036		0.076		0.713		0.379		0.211		0.879		0.529		0.291		0.127

		158		2.22		2.53		12.2		7226217		pntB		NAD(P) transhydrogenase, beta subunit [Neisseria meningitidis MC58]		pntB										C		CM		1		0.096		-1.956		-0.228		-0.18		-1.956		-0.008		-0.008		0.657		0.06		0.412		0.49		0.06		0.979		0.985

		198		2		31.34		47.4		3746262		porA		Class 1 porin [Neisseria meningitidis]		porA										M		OM		22

		3		48.97		49.62		85.4		4091875		porA		Porin [Neisseria meningitidis]		porA						1				M		OM		62		-1.424		-1.28		0.156		-1.148		-0.78		-0.38		-0.688		0.084		0.084		0.245		0.084		0.136		0.311		0.884

		186		2.04		37.84		51.1		4887174		porA		Porin [Neisseria meningitidis]		porA										M		OM		26		-0.004		-0.004		-0.004		-0.004		1.944		-0.004		1.944		1		1		1		1		0.02		1		0.02

		103		6		39.29		51.1		89276863		porA		Outer membrane protein class 1 [Neisseria meningitidis]		porA				1		1				M		OM		30		0.964		0.976		-0.004		0.976		0.976		1.944		-0.004		0.021		0.019		1		0.02		0.02		0.02		1

		81		10.58		43.7		84.7		89276863		porA		Outer membrane protein class 1 [Neisseria meningitidis]		porA										M		OM		54

		3		45.44		46.21		67.5		281336477		porA		Class 1 outer membrane protein [Neisseria meningitidis]		porA						1				M		OM		34		-0.86		-0.988		0.312		-0.64		-0.248		-0.5		0.64		0.15		0.067		0.039		0.045		0.043		0.042		0.035

		2		53.68		53.68		88.8		516522		porB		Class 3 outer membrane porin [Neisseria meningitidis]		porB				1		1				M		OM		41		-0.944		-1.076		0.572		-0.996		-0.136		-0.08		0.464		0.002		0		0.042		0.001		0.997		0.41		0.047

		4		48.09		57.24		92.4		516522		porB		Class 3 outer membrane porin [Neisseria meningitidis]		porB										M		OM		61		-0.416		-0.376		0.076		-0.38		-0.108		-0.1		-0.244		0		0		0.285		0		0.111		0.732		0.098

		8		36.41		46.58		73.9		270728847		porB		Class 3 outer membrane protein [Neisseria meningitidis]		porB				1		1				M		OM		37		0.176		0.196		0		0.148		0.104		0.08		0.012		0		0		0.289		0		0		0		0.195

		2		61.39		61.39		93.3		270728847		porB		Class 3 outer membrane protein [Neisseria meningitidis]		porB										M		OM		52		0.448		0.556		-0.044		0.416		0.292		0.3		-0.12		0		0		0.817		0		0		0		0.406

		53		12.49		14.02		29.4		7225689		potD-1		Spermidine/putrescine ABC transporter, periplasmic spermidine/putrescine-binding protein [Neisseria meningitidis MC58]		potD-1				1		1				E		P		6		-0.8		-0.812		-0.016		-0.984		-0.688		-0.48		0.344		0.047		0.062		0.663		0.023		0.082		0.933		0.315

		61		13.14		15.62		26.6		7225689		potD-1		Spermidine/putrescine ABC transporter, [Neisseria meningitidis MC58]		potD-1										E		P		9		-0.328		-0.328		0.192		-0.48		-0.388		0.288		-0.432		0.444		0.713		0.418		0.774		0.623		0.195		0.555

		138		4.54		11.49		23.7		7226843		potD-3		Spermidine/putrescine ABC transporter [Neisseria meningitidis MC58]		potD-3						1				E		UM		5		0.98		0.528		0.64		-0.384		1.004		0.884		1.348		0.001		0.035		0.001		0.56		0.034		0.035		0.026

		107		5.56		10.93		27.6		296840902		NEIPOLOT_00644		Putrescine ABC transporter, periplasmic putrescine-binding protein [Neisseria polysaccharea ATCC 43768]		potD-3e		15677444						Spermidine/ putrescine ABC transporter substrate-binding protein		E		UM		4		0.368		0.436		0.648		-0.828		0.592		0.58		0.728		0.264		0.537		0.424		0.036		0.41		0.342		0.384

		129		4.16		4.65		17		7225870		ppa		Inorganic pyrophosphatase [Neisseria meningitidis MC58]		ppa						1				C		C		2		-1.408		-0.612		-0.456		-0.408		-1.064		-0.144		-0.152		0.004		0.021		0.112		0.026		0.008		0.239		0.219

		152		4.07		4.57		22.6		319410025		ppa		Inorganic pyrophosphatase (PPase) [Neisseria meningitidis WUE 2594]		ppa										C		C		4		-0.732		-0.28		-0.264		-0.056		-0.28		-0.92		-1.512		0.104		0.114		0.122		0.734		0.111		0.055		0.055

		32		18.55		19.53		24.9		304388140		ppsA		Phosphoenolpyruvate synthase [Neisseria meningitidis ATCC 13091]		ppsA						1				G		C		9		-0.528		-0.336		-0.42		-0.048		-0.532		-0.624		0.052		0.177		0.105		0.125		0.409		0.062		0.033		0.195

		31		21.62		22.31		30.1		325197831		ppsA		Phosphoenolpyruvate synthase [Neisseria meningitidis G2136]		ppsA										G		C		13		-0.28		-0.38		-0.072		-0.352		-0.704		-0.344		-0.828		0.745		0.886		0.519		0.837		0.545		0.789		0.793

		108		7.28		9.1		20.2		325207248		prlC		Oligopeptidase A [Neisseria meningitidis NZ-05/33]		prlC										E		C		3		0.112		0.236		0.048		0.256		0.332		0.224		-0.12		0.731		0.643		0.559		0.416		0.253		0.531		0.338

		126		5.53		6.09		28.8		291044214		NGMG_00025		Ribose-phosphate pyrophosphokinase [Neisseria gonorrhoeae DGI2]		prsAa		15676771								FE		C		3		0.448		0.072		0.352		0.008		-0.168		0.008		-0.792		0.007		0.007		0.004		0.007		0.01		0.202		0.07

		171		2.09		3.21		25.5		269214308		NEILACOT_03335		Ribose-phosphate diphosphokinase [Neisseria lactamica ATCC 23970]		prsAp		15676771				1		Ribose-phosphate pyrophospho-kinase		FE		C		1

		12		31.95		33.22		43.2		325202575		pta		Phosphate acetyltransferase [Neisseria meningitidis M01-240149]		pta										C		UM		22		-0.184		-0.012		0.104		0.208		-0.048		0.04		-0.528		0.656		0.283		0.25		0.103		0.961		0.284		0.597

		140		3.69		5.28		11.2		161596225		putA		Proline dehydrogenase [Neisseria meningitidis 053442]		putA						1				C		C		2		1.944		1.944		1.944		1.944		-0.004		-0.004		-0.004		0.019		0.019		0.019		0.019		1		1		1

		161		3.74		5.89		9.3		288576370		NEIMUCOT_06357		Proline dehydrogenase/delta-1-pyrroline-5-carboxylate dehydrogenase [Neisseria mucosa ATCC 25996]		putAe		218768829						Bifunctional proline dehydrogenase/pyrroline-5-carboxylate dehydrogenase [Neisseria meningitidis Z2491]		C		C		2		-1.956		-1.956		-1.956		0.22		-1.956		-1.956		-1.956		0.066		0.066		0.066		0.412		0.066		0.066		0.066

		137		4		5.38		9.4		75355811		pyrG		CTP synthase; AltName: CTP synthetase; AltName: UTP--ammonia ligase [Neisseria gonorrhoeae FA 1090]		pyrGa		15677405						CTP synthetase 		F		C		3		-0.356		0.292		-0.12		-0.268		-0.256		-0.92		-0.688		0.108		0.375		0.156		0.143		0.147		0.068		0.117

		146		3.13		3.29		12.9		9911105		recA		Recombinase A [Neisseria meningitidis Z2491]		recA				1		1				L		C		2		-0.372		1.132		0.784		0.928		0.624		0.928		0.952		0.145		0.035		0.04		0.038		0.043		0.039		0.037

		107		7.41		7.76		26.7		9911105		recA		Recombinase A [Neisseria meningitidis Z2491]		recA										L		C		4		-0.52		-0.236		0.068		-0.64		-0.1		0.204		-1.6		0.23		0.809		0.473		0.511		0.375		0.293		0.026

		194		2.27		2.65		19.1		309378859				Unnamed protein product [Neisseria lactamica Y92-1009]		rhlEa		385340268						Putative ATP-dependent RNA helicase rhlE [Neisseria meningitidis G2136]		LKJ		C		1

		201		2		3.19		15.4		284797269		rimM		16S rRNA processing protein RimM [Neisseria subflava NJ9703]		rimMb		15676496								J		C		2

		21		24.29		24.43		57		60392859		rmpM		Outer membrane protein class 4 - Precursor [Neisseria meningitidis Z2491]		rmpM				1		1				M		OM		20		-0.248		-0.24		0.384		-0.196		0.16		0.088		0.544		0.517		0.607		0.284		0.525		0.382		0.384		0.207

		34		21.21		21.68		68.6		60392859		rmpM		Outer membrane protein class 4 - Precursor [Neisseria meningitidis Z2491]		rmpM										M		OM		27		-0.584		-0.588		-0.088		-0.416		-0.224		-0.264		-1.256		0.002		0		0.298		0.001		0.234		0.138		0.008

		85		8.27		8.78		15.1		254672160		NMW_0377		Ribonuclease E [Neisseria meningitidis alpha275]		rnee		15676123				1		Ribonuclease E		J		C		4		0.812		1.088		0.832		0.936		0.144		0.824		0.728		0.225		0.095		0.149		0.169		0.005		0.219		0.221

		141		4.38		5.29		16.6		296840699		NEIPOLOT_00048		Ribonuclease E [Neisseria polysaccharea ATCC 43768]		rnee		15676123								J		C		2		0.824		0.912		-0.54		0		0.604		-0.484		0.244		0.311		0.281		0.042		0.608		0.407		0.064		0.496

		19		28.22		28.72		88.3		7225345		rplA		50S Ribosomal protein L1 [Neisseria meningitidis MC58]		rplA						1				J		C		16		0.048		0.032		-0.028		0.016		-0.012		0.052		-0.732		0.651		0.341		0.118		0.941		0.136		0.537		0

		68		10.59		12.73		48.1		309379172		NLY_09300		50S Ribosomal protein L1 [Neisseria lactamica Y92-1009]		rplAa		15676056								J		C		5		-0.152		-0.292		-0.268		-0.108		-0.3		-0.048		-0.072		0.525		0.951		0.956		0.556		0.987		0.642		0.576

		24		24.42		26.38		63.5		313667444		rplB		50S Ribosomal protein L2 [Neisseria lactamica ST-640]		rplBa		15676072								J		C		13

		23		23.58		24.97		62.5		349611049		HMPREF1028_02338		50S Ribosomal protein L2 [Neisseria sp. GT4A_CT1]		rplBa		15676072				1				J		C		13		0.092		-0.048		0.176		-0.172		0.072		-0.2		0.112		0.669		0.851		0.422		0.78		0.402		0.101		0.638

		30		19.64		19.64		54.2		7225360		rplC		50S Ribosomal protein L3 [Neisseria meningitidis MC58]		rplC				1						J		C		12		0.364		-0.032		0.012		0.052		0.188		0.352		0.176		0.2		0.512		0.581		0.576		0.438		0.14		0.323

		36		20.03		20.88		62.2		7225360		rplC		50S Ribosomal protein L3 [Neisseria meningitidis MC58]		rplC						1				J		C		11		0.188		-0.168		0.052		-0.008		0.028		-0.104		-0.96		0.082		0.189		0.657		0.428		0.385		0.09		0.035

		41		18.19		18.53		68.9		7225361		rplD		50S Ribosomal protein L4 [Neisseria meningitidis MC58]		rplD										J		C		13		0.212		-0.164		0.1		0.028		0.032		-0.044		-0.876		0.091		0.229		0.113		0.258		0.62		0.247		0.729

		29		19.73		19.73		68.9		325207179		rplD		Ribosomal protein L4 [Neisseria meningitidis NZ-05/33]		rplD						1				J		C		11		0.372		0.092		0.088		-0.276		0.26		0.152		0.54		0.126		0.303		0.281		0.922		0.269		0.362		0.122

		9		35.71		35.71		86		7225372		rplE		50S Ribosomal protein L5 [Neisseria meningitidis MC58]		rplE						1				J		C		20		0.064		0.024		0.036		0.02		0.044		0.008		0.04		0.052		0.19		0.046		0.086		0.066		0.369		0.121

		23		24.47		26.34		76		50400793		rplE		50S Ribosomal protein L5 [Neisseria meningitidis Z2491]		rplE										J		C		16		0.124		0.016		0.124		0.164		0.048		0.12		-0.744		0.041		0.083		0.047		0.05		0.076		0.05		0.987

		39		18.95		19.19		42.9		81784052		rplF		50S Ribosomal protein L6 [Neisseria meningitidis Z2491]		rplF						1				J		C		10		0.308		0.376		0.136		0.5		0.524		0.252		-0.6		0.236		0.215		0.279		0.184		0.113		0.268		0.541

		66		10.8		11.02		39.6		81785150		rplF		50S Ribosomal protein L6 [Neisseria meningitidis MC58]		rplF										J		C		7		0.316		0.216		0.324		0.312		0.408		0.3		0.12		0.91		0.764		0.563		0.652		0.45		0.899		0.479

		78		9.1		9.23		69.3		325138254		rplI		50S Ribosomal protein L9 [Neisseria meningitidis ES14902]		rplI				1		1				J		C		5		0.34		0.024		0.052		-0.12		0.176		0.244		0.48		0.13		0.241		0.005		0.312		0.004		0.004		0.002

		90		8.87		8.87		65.3		325138254		rplI		Ribosomal protein L9 [Neisseria meningitidis ES14902]		rplIa		15677186								J		C		5		0		0.032		0.1		0.172		0.032		0.168		-0.444		0.55		0.526		0.631		0.509		0.656		0.534		0.753

		74		10.22		11.02		43.4		7225347		rplJ		50S Ribosomal protein L10 [Neisseria meningitidis MC58]		rplJ				1		1				J		C		5		-0.14		-0.188		-0.132		-0.14		-0.08		-0.084		-0.072		0.097		0.06		0.033		0.157		0.204		0.064		0.129

		75		11.31		11.8		49.4		7225347		rplJ		50S Ribosomal protein L10 [Neisseria meningitidis MC58]		rplJ										J		C		6		0.156		0.072		-0.232		0.088		-0.236		-0.436		-0.856		0.382		0.359		0.264		0.699		0.592		0.264		0.322

		103		7.88		7.88		27.8		7225344		rplK		50S Ribosomal protein L11 [Neisseria meningitidis MC58]		rplK						1				J		C		3		-1.344		-1.972		-0.768		-1.252		-0.568		-0.648		-0.872		0.091		0.057		0.131		0.099		0.963		0.704		0.19

		91		7.44		7.51		31.3		241760423		rplK		50S Ribosomal protein L11 [Neisseria flavescens SK114]		rplKa		15676055								J		C		4		-0.204		-0.044		-0.08		0.352		0.304		0.348		0.312		0.26		0.473		0.531		0.826		0.927		0.848		0.515

		37		19.46		20.15		0.463415		7225348		rplL		50S Ribosomal protein L7/L12 [Neisseria meningitidis MC58]		rplL										J		C		11		-0.024		0.032		-0.008		-0.056		0.02		0.032		-0.32		0.336		0.691		0.222		0.187		0.172		0.065		0.474

		27		21.47		22.75		52.9		294668293		NEIELOOT_00206		Hypothetical protein NEIELOOT_00206 [Neisseria elongata subsp. glycolytica ATCC 29315]		rplLa		15676059						50S Ribosomal protein L7/L12		J		C		11		-0.532		-0.02		-0.124		-0.424		-0.332		0.032		0.004		0.099		0.949		0.98		0.08		0.257		0.596		0.248

		35		17.97		18		71.3		81783913		rplM		50S Ribosomal protein L13 [Neisseria meningitidis Z2491]		rplM						1				J		C		9		0.904		0.62		0.584		0.66		0.404		0.624		0.644		0.025		0.068		0.068		0.061		0.089		0.036		0.064

		58		13.83		13.98		62.9		349610873		HMPREF1028_02172		50S Ribosomal protein L13 [Neisseria sp. GT4A_CT1]		rplMa		15677879								J		C		8		0.124		0.108		-0.004		0.1		-0.208		0.068		-0.928		0.555		0.716		0.141		0.592		0.099		0.358		0.023

		90		7.5		7.68		61.5		81783922		rplN		50S Ribosomal protein L14 [Neisseria meningitidis Z2491]		rplN				1		1				J		C		4		0.396		0.22		-0.088		-0.124		0.116		0.016		0.3		0.082		0.216		0.346		0.474		0.256		0.488		0.155

		76		11.28		11.83		51.6		81783922		rplN		50S Ribosomal protein L14 [Neisseria meningitidis Z2491]		rplN										J		C		6		-0.168		-0.052		0.02		0.048		-0.028		-0.264		-0.98		0.281		0.517		0.299		0.632		0.806		0.455		0.226

		93		7.25		8.43		47.9		81785149		rplO		50S Ribosomal protein L15 [Neisseria meningitidis MC58]		rplO				1		1				J		C		4		0.596		0.264		-0.24		-0.58		0.204		-0.156		0.612		0.393		0.596		0.277		0.373		0.449		0.558		0.38

		72		11.59		12.06		65.3		81785149		rplO		50S Ribosomal protein L15 [Neisseria meningitidis MC58]		rplO										J		C		6		-0.14		-0.116		-0.26		-0.268		0.336		0.304		-1.172		0.769		0.7		0.96		0.699		0.157		0.287		0.269

		65		10.95		10.97		60.3		7225367		rplP		50S Ribosomal protein L16 [Neisseria meningitidis MC58]		rplP						1				J		C		6		0.06		-0.048		-0.02		-0.028		-0.064		-0.016		-0.048		0.534		0.617		0.466		0.434		0.533		0.652		0.266

		79		10.63		10.68		51.5		284796534		NEISUBOT_04588		Ribosomal protein L16 [Neisseria subflava NJ9703]		rplPa		15676076								J		C		5		0.124		-0.18		-0.128		-0.148		-0.196		-0.024		-0.832		0.278		0.113		0.105		0.053		0.144		0.561		0.088

		82		8.46		9.46		56.6		81785148		rplQ		50S Ribosomal protein L17 [Neisseria meningitidis MC58]		rplQ				1		1				J		C		4		-0.056		-0.532		-0.032		-0.352		-0.272		-0.268		-0.064		0.42		0.085		0.504		0.809		0.208		0.728		0.487

		73		11.49		11.62		54.1		81785148		rplQ		50S Ribosomal protein L17 [Neisseria meningitidis MC58]		rplQ										J		C		6		0.06		-0.176		-0.18		-0.08		-0.248		-0.408		-1.016		0.519		0.164		0.873		0.632		0.634		0.91		0.59

		149		2.54		5.36		67.5		73621630		rplR		50S Ribosomal protein L18 [Neisseria meningitidis MC58]		rplR				1		1				J		C		3		-0.052		-0.032		-0.088		-0.3		-0.132		-0.16		-0.156		0.628		0.054		0.221		0.022		0.081		0.023		0.036

		92		8.66		9.08		78.6		73621630		rplR		50S Ribosomal protein L18 [Neisseria meningitidis MC58]		rplR										J		C		5		0.524		0.3		0.048		-0.016		-0.48		-0.252		-1.004		0.391		0.433		0.748		0.522		0.682		0.674		0.009

		44		14.94		15.47		75.2		7225819		rplS		50S Ribosomal protein L19 [Neisseria meningitidis MC58]		rplS						1				J		C		8		0.116		0.056		0.136		0.004		0.04		0.028		0.108		0.102		0.223		0.121		0.47		0.244		0.295		0.123

		45		16.97		17.74		86.8		325207634		rplS		50S Ribosomal protein L19 [Neisseria meningitidis NZ-05/33]		rplS										J		C		11		0.236		0.228		0.172		0.004		0.236		0.04		-0.424		0.155		0.121		0.193		0.548		0.344		0.331		0.244

		116		6.4		6.56		60.5		7225950		rplT		50S Ribosomal protein L20 [Neisseria meningitidis MC58]		rplT						1				J		C		3		-0.244		-0.052		-0.02		0.072		-0.448		-0.072		-0.892		0.757		0.978		0.81		0.282		0.262		0.967		0.121

		143		3.42		3.6		26.1		13668799		rplT		50S Ribosomal protein L20 [Neisseria lactamica ST-640]		rplTa		15676621								J		C		2		-0.088		0.528		0.46		-0.82		-0.668		-0.148		0.552		0.108		0.856		0.549		0.085		0.103		0.151		0.914

		59		11.48		11.57		50		81707269		rplU		50S Ribosomal protein L21 [Neisseria meningitidis MC58]		rplU						1				J		C		6		-0.364		-0.332		0.044		0.192		0.052		-0.212		-0.708		0.073		0.246		0.243		0.361		0.314		0.091		0.001

		184		2.51		2.76		39.2		81783933		rplU		50S Ribosomal protein L21  [Neisseria meningitidis Z2491]		rplU										J		C		1		-0.068		-0.048		0.028		0.008		-0.268		-0.016		-0.972		0.129		0.251		0.109		0.05		0.076		0.154		0.006

		57		11.86		11.94		76.2		7225365		rplV		50S Ribosomal protein L22 [Neisseria meningitidis MC58]		rplV				1		1				J		C		5		0.364		-0.18		0.32		-0.016		0.336		-0.08		0.2		0.276		0.294		0.862		0.527		0.296		0.461		0.337

		65		12.52		14.77		74.3		7225365		rplV		50S Ribosomal protein L22 [Neisseria meningitidis MC58]		rplV										J		C		8		0.296		0.368		0.144		0.328		0.208		0.452		-0.688		0.251		0.291		0.406		0.256		0.22		0.135		0.961

		139		4.49		5.04		60.6		81857629		rplW		50S Ribosomal protein L23 [Neisseria meningitidis MC58]		rplW						1				J		C		3		-0.512		-0.536		-0.316		-0.004		-0.076		-0.816		-1.216		0.035		0.015		0.034		0.206		0.058		0.008		0.013

		121		4.26		4.59		36.8		269214264		NEILACOT_03181		50S Ribosomal protein L23 [Neisseria lactamica ATCC 23970]		rplWe		15676071						50S Ribosomal protein L23 		J		C		2		0.276		0.168		0.372		0.204		0.012		-0.476		0.256		0.037		0.723		0.033		0.085		0.629		0.009		0.062

		62		11.02		11.15		91.6		7225371		rplX		50S Ribosomal protein L24 [Neisseria meningitidis MC58]		rplX				1		1				J		C		5		-0.024		0.396		0.504		0.672		0.072		-0.604		0.82		0.624		0.945		0.955		0.378		0.375		0.187		0.389

		52		15.81		16.15		71		7225371		rplX		50S Ribosomal protein L24 [Neisseria meningitidis MC58]		rplX										J		C		8		-0.26		-0.684		-0.26		-0.132		-0.076		0.072		-1.608		0.321		0.127		0.633		0.227		0.566		0.647		0.013

		53		15.35		15.4		60.5		7226114		rplY		50S Ribosomal protein L25 [Neisseria meningitidis MC58]		rplY										J		C		10		-0.292		-0.392		0.3		-0.052		0.108		-0.064		-1.148		0.972		0.322		0.239		0.466		0.423		0.527		0.719

		41		16.21		16.31		51.1		71153153		rplY		50S Ribosomal protein L25; AltName: General stress protein CTC [Neisseria meningitidis Z2491]		rplY						1				J		C		10		-0.168		-0.076		0.16		-0.812		0.332		0.108		0.244		0.677		0.448		0.677		0.033		0.408		0.529		0.554

		141		3.49		4		75.6		7225545		rpmA		50S Ribosomal protein L27 [Neisseria meningitidis MC58]		rpmA				1		1				J		C		3		-0.36		-1.324		-0.272		0.212		0.544		-0.452		-0.38		0.132		0.064		0.991		0.438		0.394		0.128		0.1

		94		8.56		8.68		65.6		7225545		rpmA		50S Ribosomal protein L27 [Neisseria meningitidis MC58]		rpmA										J		C		4		-0.056		-0.06		0.044		-0.076		-0.108		0.02		-0.452		0.695		0.544		0.442		0.611		0.605		0.527		0.55

		187		2.42		2.51		31.6		268604467		rpmB		50S Ribosomal protein L28 [Neisseria gonorrhoeae PID1]		rpmBh		15676238		1						J		C		1		-0.06		-1.408		-0.152		-0.076		-0.912		-0.504		-1.592		0.607		0.049		0.008		0.004		0.081		0.009		0.049

		209		2		2.04		16.2		268604467		rpmB		50S Ribosomal protein L28 [Neisseria gonorrhoeae PID1]		rpmBu		15676238				1				J		C		1		1.996		1.996		1.996		1.996		1.996		1.996		1.996		0.019		0.018		0.018		0.018		0.018		0.017		0.017

		114		4.54		4.54		55.7		81707281		rpmD		50S Ribosomal protein L30 [Neisseria meningitidis MC58]		rpmD				1		1				J		C		2		0.016		0.364		0.348		-0.356		0.008		-0.192		0.352		0.795		0.182		0.356		0.071		0.799		0.071		0.12

		145		4.24		4.24		65.6		81707281		rpmD		50S Ribosomal protein L30 [Neisseria meningitidis MC58]		rpmD										J		C		2		-0.792		-0.612		-0.788		-0.808		-0.952		-0.884		-1.548		0.297		0.383		0.594		0.184		0.476		0.298		0.145

		144		3.35		3.41		27.1		75432307		rpmF		50S ribosomal protein L32 [Neisseria gonorrhoeae FA 1090]		rpmFa		15677742								J		C		2		-0.256		-0.748		-0.212		-0.168		-0.672		-0.284		-0.012		0.123		0.098		0.131		0.374		0.101		0.119		0.738

		210		2		2		13.7		7225543		rpmG		50S Ribosomal protein L33 [Neisseria meningitidis MC58]		rpmG										J		C		1		0.024		-0.192		-0.244		-0.084		-0.308		-0.02		-0.168		0.889		0.471		0.39		0.726		0.326		0.938		0.514

		155		4		4		16.9		7225949		rpmI		50S Ribosomal protein L35 [Neisseria meningitidis MC58]		rpmI						1				J		C		2		-0.776		-0.184		-1.44		0.028		-0.104		-0.72		-1.104		0.094		0.115		0.055		0.78		0.931		0.159		0.178

		155		2.31		2.35		30.9		340363115		rpmI		50S Ribosomal protein L35 [Neisseria macacae ATCC 33926]		rpmIh		15676620								J		C		1		-0.124		-1.036		-0.62		-0.64		-0.38		-0.472		-0.904		0.518		0.203		0.36		0.328		0.328		0.449		0.291

		80		8.96		9		32.6		7225386		rpoA		DNA-directed RNA polymerase, alpha subunit [Neisseria meningitidis MC58]		rpoA				1		1				K		C		5		0.36		0.468		-0.268		0.472		0.532		0.148		0.5		0.471		0.378		0.447		0.224		0.311		0.326		0.326

		43		17.31		17.44		50		7225386		rpoA		DNA-directed RNA polymerase, alpha subunit [Neisseria meningitidis MC58]		rpoA										K		C		7		0.028		-0.36		-0.184		0.208		-0.192		0.024		-0.556		0.351		0.91		0.883		0.319		0.474		0.247		0.911

		20		27.47		29.21		23.9		1325955		rpoB		RNA polymerase beta subunit [Neisseria meningitidis]		rpoB						1				K		C		15		-0.128		-0.112		-0.18		-0.236		-0.156		-0.156		-0.812		0.995		0.716		0.736		0.847		0.862		0.823		0

		39		16.9		17.99		16.9		317165365		rpoB		DNA-directed RNA polymerase subunit beta [Neisseria gonorrhoeae TCDC-NG08107]		rpoBa		15676060								K		C		8		0.224		0.116		-0.152		0.064		0.02		0.068		0.36		0.093		0.342		0.441		0.142		0.196		0.222		0.067

		106		5.73		8.78		16.4		284795635		NEISUBOT_05594		DNA-directed RNA polymerase, beta' subunit [Neisseria subflava NJ9703]		rpoCa		15676061				1				J		C		3		0.272		-0.024		0.384		0.704		-0.04		0.18		0.404		0.547		0.489		0.434		0.266		0.378		0.469		0.431

		50		16.25		19.99		24.4		313667427		rpoC		DNA-directed RNA polymerase beta' chain [Neisseria lactamica ST-640]		rpoCa		15676061								J		C		8		0.536		0.012		-0.052		-0.028		-0.384		0.016		-1.156		0.081		0.147		0.398		0.401		0.292		0.242		0

		11		33.16		33.83		54.6		81784541		rpsA		30S Ribosomal protein S1 [Neisseria meningitidis MC58]		rpsA						1				J		C		16		0.06		0.076		-0.012		0.1		0.044		0.008		-0.696		0.044		0.042		0.236		0.021		0.091		0.213		0.733

		10		34.56		35.63		48.4		325140474		rpsA		30S Ribosomal protein S1 [Neisseria meningitidis CU385]		rpsA										J		C		17		0.052		0.064		0.008		0.056		0.024		0.036		0.036		0.024		0.008		0.061		0.005		0.08		0.04		0.009

		11		31.65		32.87		62.4		7227364		rpsB		30S Ribosomal protein S2 [Neisseria meningitidis MC58]		rpsB						1				J		C		17		0.004		0.032		0.02		-0.02		0.032		-0.004		0.064		0.118		0.035		0.039		0.48		0.061		0.072		0.048

		15		29.89		32.07		78.1		325208952		rpsB		30S Ribosomal protein S2 [Neisseria meningitidis NZ-05/33]		rpsB										J		C		18		0		0.036		-0.028		-0.028		-0.04		-0.016		-0.5		0.325		0.245		0.447		0.168		0.364		0.321		0.418

		20		24.36		25.39		67.8		7225366		rpsC		30S Ribosomal protein S3 [Neisseria meningitidis MC58]		rpsC				1		1				J		C		12		0.056		0		0.048		-0.044		0.004		0.024		0.088		0.088		0.719		0.173		0.776		0.684		0.187		0.169

		22		25.35		25.8		67.8		7225366		rpsC		30S Ribosomal protein S3 [Neisseria meningitidis MC58]		rpsC										J		C		17		0.076		0.176		0.236		-0.088		-0.108		0.124		-0.804		0.133		0.095		0.08		0.431		0.58		0.128		0.892

		31		19.01		19.16		59.7		7225385		rpsD		30S Ribosomal protein S4 [Neisseria meningitidis MC58]		rpsD						1				J		C		9		0.028		-0.004		0.008		0.004		0.004		0.016		0.052		0.16		0.39		0.386		0.278		0.328		0.347		0.081

		30		22.22		22.53		61.2		75507306		rpsD		30S Ribosomal protein S4 [Neisseria gonorrhoeae FA 1090]		rpsDa		15676094								J		C		15		0.28		0.328		0.396		0.512		0.46		0.364		-0.676		0.608		0.312		0.314		0.131		0.229		0.409		0.273

		22		23.97		24.07		63.4		7225377		rpsE		30s Ribosomal protein S5 [Neisseria meningitidis MC58]		rpsE				1		1				J		C		12		0.008		-0.064		-0.048		0.04		-0.064		0.048		-0.044		0.678		0.604		0.919		0.33		0.63		0.182		0.557

		26		23.71		23.87		74.4		7225377		rpsE		30s Ribosomal protein S5 [Neisseria meningitidis MC58]		rpsE										J		C		13		-0.236		-0.192		0.088		-0.1		-0.052		-0.156		-0.688		0.756		0.646		0.389		0.504		0.74		0.509		0.809

		74		11.43		11.56		50.8		75432531		rpsF		30S Ribosomal protein S6 [Neisseria gonorrhoeae FA 1090]		rpsFa		15677189								J		C		7		-0.912		-0.668		-0.528		-0.328		-0.592		-0.328		-1.552		0.031		0.272		0.372		0.507		0.247		0.441		0.168

		76		9.81		9.93		53.7		349610161		HMPREF1028_01494		30S Ribosomal protein S6 [Neisseria sp. GT4A_CT1]		rpsFe		15677189				1				J		C		6		0.252		0.304		0.08		0.268		-0.068		0.14		-0.76		0.849		0.605		0.434		0.741		0.545		0.392		0.442

		43		15.27		15.48		75.6		7225355		rpsG		30S Ribosomal protein S7 [Neisseria meningitidis MC58]		rpsG				1		1				J		C		7		0.008		-0.028		-0.016		0		-0.024		-0.004		0.004		0.354		0.882		0.514		0.573		1		0.841		0.273

		35		20.78		20.78		66		7225355		rpsG		30S Ribosomal protein S7 [Neisseria meningitidis MC58]		rpsG										J		C		12		-0.164		-0.272		-0.172		-0.124		-0.188		-0.112		-0.916		0.059		0.016		0.111		0.027		0.013		0.046		0.029

		81		8.51		8.71		48.5		7225374		rpsH		30S Ribosomal protein S8 [Neisseria meningitidis MC58]		rpsH				1		1				J		C		4		0.696		0.492		0.912		0.572		-0.02		0.34		0.572		0.239		0.22		0.146		0.334		0.664		0.365		0.372

		118		6.26		6.54		38.5		7225374		rpsH		30S Ribosomal protein S8 [Neisseria meningitidis MC58]		rpsH										J		C		3		0.408		-0.16		0.084		-0.044		0.172		0.032		-0.612		0.002		0.006		0.003		0.007		0.002		0.003		0.002

		69		10.56		11.62		66.9		7227318		rpsI		30S Ribosomal protein S9 [Neisseria meningitidis MC58]		rpsI				1		1				J		C		5		-0.02		-0.804		-0.088		-0.276		-0.156		-0.392		0.16		0.512		0.018		0.12		0.017		0.224		0.184		0.46

		86		9.48		9.54		74.6		7227318		rpsI		30S Ribosomal protein S9 [Neisseria meningitidis MC58]		rpsI										J		C		6		0.028		0.124		0.048		-0.208		0.032		0.044		-0.68		0.383		0.414		0.653		0.952		0.597		0.526		0.157

		46		13.92		14.16		60.2		7225358		rpsJ		30S Ribosomal protein S10 [Neisseria meningitidis MC58]		rpsJ				1		1				J		C		7		-1.916		-1.916		-1.916		-1.264		-1.916		-1.916		-0.1		0.057		0.057		0.057		0.084		0.057		0.057		0.668

		70		11.82		13.09		58.3		7225358		rpsJ		30S Ribosomal protein S10 [Neisseria meningitidis MC58]		rpsJ										J		C		7		0.164		0.124		0.18		0.304		0.256		0.096		-0.416		0.727		0.703		0.958		0.492		0.952		0.998		0.685

		94		6.83		9.45		52.7		7225384		rpsK		30S Ribosomal protein S11 [Neisseria meningitidis MC58]		rpsK						1				J		C		4		0.272		0.132		-0.104		0.164		0.16		0.332		0.52		0.105		0.137		0.47		0.232		0.165		0.089		0.063

		96		8.51		9.63		66.4		75355452		rpsK		30S Ribosomal protein S11 [Neisseria gonorrhoeae FA 1090]		rpsKa		15676093								J		C		5		0.072		0.144		0.312		0.148		0.3		0.176		-0.816		0.352		0.753		0.359		0.701		0.146		0.136		0.958

		55		12.22		12.25		56.9		7225354		rpsL		30S Ribosomal protein S12 [Neisseria meningitidis MC58]		rpsL				1		1				J		C		9		0.176		0.26		0.196		-0.212		0.18		-0.052		0.436		0.372		0.347		0.371		0.746		0.383		0.567		0.464

		59		13.8		14.08		51.2		7225354		rpsL		30S Ribosomal protein S12 [Neisseria meningitidis MC58]		rpsL										J		C		7		0.14		0.196		0.08		0.092		0.18		0.036		-0.444		0.306		0.387		0.547		0.561		0.225		0.281		0.977

		136		4.02		4.16		30.8		7225383		rpsM		30S Ribosomal protein S13 [Neisseria meningitidis MC58]		rpsM				1		1				J		C		2		-0.032		-0.108		-0.056		-0.1		0.1		-0.052		0.048		0.044		0.058		0.225		0.067		0.036		0.043		0.321

		178		2.78		2.89		53.3		7225383		rpsM		30S Ribosomal protein S13 [Neisseria meningitidis MC58]		rpsM										J		C		2		-0.36		-0.552		-0.804		-0.572		-1.028		-0.12		-0.988		0.524		0.761		0.18		0.436		0.176		0.319		0.963

		92		7.3		7.66		61.4		7225373		rpsN		30S Ribosomal protein S14 [Neisseria meningitidis MC58]		rpsN				1		1				J		C		4		0.572		0.156		0.584		0.232		0.196		0.156		0.368		0.844		0.613		0.293		0.575		0.555		0.677		0.845

		115		6.47		6.68		66.3		7225373		rpsN		30S Ribosomal protein S14 [Neisseria meningitidis MC58]		rpsN										J		C		3		0.056		0.152		0.228		0.02		0.072		0.012		-0.672		0.381		0.165		0.138		0.18		0.997		0.08		0.439

		50		12.88		13.22		80.9		81783919		rpsO		30S Ribosomal protein S15 [Neisseria meningitidis Z2491]		rpsO				1		1				J		C		6		0.484		0.4		0.584		0.404		0.184		0.244		0.58		0.404		0.448		0.464		0.89		0.818		0.67		0.379

		55		14.94		15.25		85.4		81783919		rpsO		30S Ribosomal protein S15 [Neisseria meningitidis Z2491]		rpsO										J		C		7		-0.072		-0.104		-0.04		0.172		-0.168		0.004		-0.536		0.924		0.567		0.561		0.253		0.247		0.386		0.253

		137		4.63		4.63		51.9		7225822		rpsP		30S Ribosomal protein S16 [Neisseria meningitidis MC58]		rpsP						1				J		C		3		-0.116		0		0.096		-0.116		-0.012		0.096		-1.096		0.098		0.168		0.028		0.029		0.163		0.381		0.007

		163		2.16		2.44		42.7		298370119		HMPREF9016_01454		30S Ribosomal protein S16 [Neisseria sp. oral taxon 014 str. F0314]		rpsPe		15676497								J		C		1		0.12		-0.28		-0.304		-0.14		0.212		-0.124		0.08		0.052		0.022		0.023		0.034		0.499		0.032		0.051

		125		4.2		4.45		67.8		81832765		rpsQ		30S Ribosomal protein S17 [Neisseria meningitidis MC58]		rpsQ						1				J		C		3		0.316		0.004		-0.24		-0.096		0.044		-0.14		0.092		0.38		0.524		0.041		0.291		0.351		0.01		0.009

		85		9.93		10.14		70.1		81857431		rpsQ		30S Ribosomal protein S17 [Neisseria meningitidis Z2491]		rpsQ										J		C		6		-0.28		0.16		0.208		0.108		0.036		-0.056		-0.976		0.467		0.688		0.698		0.857		0.699		0.648		0.387

		75		9.87		10		80.3		7226563		rpsR		30S Ribosomal protein S18 [Neisseria meningitidis MC58]		rpsR				1		1				J		C		4		0.024		0.264		-0.172		-0.116		-0.08		0.432		0.384		0.601		0.388		0.669		0.742		0.664		0.264		0.265

		93		8.65		9.05		80.3		7226563		rpsR		30S Ribosomal protein S18 [Neisseria meningitidis MC58]		rpsR										J		C		4		0.124		-0.396		0.148		-0.188		-0.02		-0.284		-0.108		0.403		0.829		0.37		0.545		0.442		0.632		0.117

		49		13.15		13.15		64.1		7225364		rpsS		30S Ribosomal protein S19 [Neisseria meningitidis MC58]		rpsS				1		1				J		C		7		0.3		-0.736		-0.028		0.296		0.156		-0.44		0.208		0.441		0.103		0.69		0.351		0.515		0.85		0.56

		77		10.96		11.06		67.4		7225364		rpsS		30S Ribosomal protein S19 [Neisseria meningitidis MC58]		rpsS										J		C		5		-0.184		-0.128		0.208		0.252		-0.232		0.188		-0.656		0.337		0.398		0.73		0.518		0.683		0.183		0.294

		78		10.95		11.47		51.6		340363613		tig2		Trigger factor [Neisseria macacae ATCC 33926]		rpsTf		15676374		1		1		30S Ribosomal protein S20		J		C		5		-0.272		-0.404		-0.3		-0.072		-0.112		-0.408		-1.292		0.665		0.158		0.437		0.867		0.844		0.444		0.075

		112		4.94		5.35		35.2		340363613		tig2		Trigger factor [Neisseria macacae ATCC 33926]		rpsTh		15676374						30S Ribosomal protein S20 		J		C		2		-0.064		-0.116		-0.148		-0.028		-0.04		-0.024		-0.22		0.541		0.086		0.116		0.57		0.408		0.758		0.07

		163		3.63		3.83		61.4		7227209		rpsU		30S Ribosomal protein S21 [Neisseria meningitidis MC58]		rpsU						1				J		C		2		-0.812		-1.88		-1.364		-0.436		-1.416		-1.536		-1.88		0.036		0.003		0.013		0.157		0.006		0.009		0.003

		111		5.04		5.15		71.4		294668529		NEIELOOT_00441		30S Ribosomal protein S21 [Neisseria elongata subsp. glycolytica ATCC 29315]		rpsUa		15677780								J		C		3		0.68		-0.224		-0.08		0.556		0.128		-0.384		0.208		0.496		0.23		0.284		0.93		0.371		0.359		0.907

		83		8.33		8.52		21		313668607		sdhA		Succinate dehydrogenase flavoprotein subunit [Neisseria lactamica ST-640]		sdhAa		15676843		1		1				C		CM		5		-0.884		-0.708		-0.156		-0.048		-0.18		-0.416		0.072		0.267		0.881		0.434		0.515		0.738		0.769		0.347

		101		8.1		10.65		20.3		313668607		sdhA		Succinate dehydrogenase flavoprotein subunit [Neisseria lactamica ST-640]		sdhAa		15676843								C		CM		6		-0.2		-0.108		0.072		0.04		0.056		-0.012		-1.404		0.583		0.721		0.321		0.607		0.964		0.386		0.029

		121		5.71		5.99		26.4		7226190		sdhB		Succinate dehydrogenase, iron-sulfur protein [Neisseria meningitidis MC58]		sdhB										C		CM		3		-0.852		-0.44		-0.356		0.04		-0.56		-0.52		-1.588		0.008		0.022		0.029		0.543		0.032		0.01		0.004

		188		2.4		6.14		13.9		309378739		secA		Preprotein translocase SecA subunit [Neisseria lactamica Y92-1009]		secAa		15677388								N		C		3		-0.056		-0.648		-0.668		0.48		0.592		-0.656		0.572		0.009		0.104		0.105		0.005		0.004		0.106		0.128

		123		5.68		5.92		36.1		81543069		secB		Protein-export protein secB [Neisseria meningitidis Z2491]		secB						1				N		C		5		-0.564		-0.56		-0.064		-0.424		-0.564		-0.048		-0.836		0.039		0.046		0.092		0.014		0.014		0.464		0.02

		122		4.25		4.51		39.5		325207545		secB		Protein-export chaperone SecB [Neisseria meningitidis NZ-05/33]		secB										N		C		2		-0.26		-0.48		-0.372		-0.068		-0.912		-0.18		-0.616		0.021		0.037		0.033		0.471		0.008		0.031		0.006

		159		2.2		2.53		13		7226938		serS		Seryl-tRNA synthetase [Neisseria meningitidis MC58]		serS				1		1				J		C		1		-1.956		-1.956		-0.04		-0.1		-0.252		-0.112		-1.956		0.063		0.063		0.862		0.67		0.385		0.642		0.063

		192		2.29		2.69		18.1		7226938		serS		Seryl-tRNA synthetase [Neisseria meningitidis MC58]		serS										J		C		1

		149		4.09		4.49		18.6		254673900		siaC		N-acetylneuraminic acid synthetase [Neisseria meningitidis alpha275]		siaC										M		C		2		-0.844		-0.04		-0.168		0.22		0.16		-0.592		-0.12		0.096		0.837		0.346		0.295		0.399		0.127		0.15

		152		2.37		3.09		40.2		7226702		ssb		Single-strand binding protein [Neisseria meningitidis MC58]		ssb				1		1				L		C		1		1.944		-0.004		1.944		-0.004		1.932		1.944		1.944		0.018		1		0.018		1		0.019		0.018		0.018

		120		6		6.53		35.6		7226702		ssb		Single-strand binding protein [Neisseria meningitidis MC58]		ssb										L		C		3		-0.608		-0.36		0.308		-0.076		-0.02		-0.048		-0.436		0.015		0.043		0.603		0.065		0.053		0.053		0.028

		47		16.68		17.76		22.9		325206215		sucA		Oxoglutarate dehydrogenase, E1 component [Neisseria meningitidis M04-240196]		sucA						1				C		C		8		-0.892		-0.36		-0.2		0.04		-0.264		-0.1		-1.252		0.398		0.962		0.859		0.58		0.838		0.776		0.54

		67		10.6		11.15		17.2		325207989		sucA		Oxoglutarate dehydrogenase, E1 component [Neisseria meningitidis NZ-05/33]		sucA										C		C		6		0.816		0.544		0.404		0.792		-0.124		0.456		0.76		0.302		0.321		0.227		0.284		0.019		0.315		0.22

		48		13.35		13.8		30.2		325207990		sucB		Dihydrolipoyllysine-residue succinyltransferase, E2 component of oxoglutarate dehydrogenase succinyl-transferring complex [Neisseria meningitidis NZ-05/33]		sucB						1				C		C		8		-0.32		-0.42		-0.12		0.16		-0.296		-0.16		0.168		0.075		0.184		0.286		0.714		0.729		0.324		0.903

		110		7.13		9.62		25.5		325207990		sucB		Dihydrolipoyllysine-residue succinyltransferase, E2 component of oxoglutarate dehydrogenase succinyl-transferring complex [Neisseria meningitidis NZ-05/33]		sucB										C		C		6		-0.304		-0.232		-0.24		-0.152		-0.184		-0.144		-0.956		0.317		0.243		0.53		0.522		0.27		0.857		0.177

		4		42.95		43.86		52.6		325207993		sucC		Succinate-CoA ligase, beta subunit [Neisseria meningitidis NZ-05/33]		sucC				1		1				C		C		22		0.004		0		0.036		0.032		0.028		-0.008		0.08		0.061		0.099		0.029		0.022		0.013		0.174		0.007

		6		47.33		47.89		58		325207993		sucC		Succinate-CoA ligase, beta subunit [Neisseria meningitidis NZ-05/33]		sucC										C		C		26		0.232		0.536		0.476		0.636		0.364		0.468		-0.512		0.167		0.01		0.009		0.01		0.009		0.007		0.362

		36		17.36		17.57		40.5		7226200		sucD		Succinyl-CoA synthetase, alpha subunit [Neisseria meningitidis MC58]		sucD				1		1				C		C		12		-0.004		-0.012		0.024		0.056		0.04		0.02		0.084		0.375		0.422		0.128		0.202		0.174		0.228		0.054

		33		21.32		21.41		43.9		7226200		sucD		Succinyl-CoA synthetase, alpha subunit [Neisseria meningitidis MC58]		sucD										C		C		18		-0.156		-0.288		0.02		0.088		-0.092		-0.004		-0.728		0.309		0.094		0.108		0.169		0.956		0.294		0.065

		171		3.26		3.45		19.3		325207310		NMBNZ0533_0283		SurA/PPIASE domain protein [Neisseria meningitidis NZ-05/33]		surAa		254805678				1		Putative peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis alpha14]		O		P		2		-1.12		0.144		-1.948		-0.996		0.204		-0.928		-1.948		0.115		0.535		0.06		0.104		0.43		0.146		0.06

		161		2.17		2.42		19.5		59802035		NGO1714		Cis-trans isomerase [Neisseria gonorrhoeae FA 1090]		surAb		254805678						Putative peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis alpha14]		O		P		1		-0.176		-0.132		-0.244		-0.216		-0.12		-0.044		-0.02		0.496		0.593		0.395		0.432		0.619		0.85		0.938

		40		18.43		19.12		70.6		325207831		tcyA		L-Cysteine ABC transporter, periplasmic L-cystine-binding protein [Neisseria meningitidis NZ-05/33]		tcyA										E		P		10		0.34		0.432		0.088		0.464		0.28		0.32		-0.856		0.222		0.169		0.463		0.141		0.328		0.237		0.792

		153		2.35		3.36		12.2		313668377		thrC		Threonine synthase [Neisseria lactamica ST-640]		thrCe		15676932		1		1				E		C		2		-0.328		-1.956		0.056		-0.476		-0.1		-0.008		-0.14		0.309		0.053		0.779		0.22		0.669		0.992		0.567

		157		3.94		4.66		21.9		313668377		thrC		Threonine synthase [Neisseria lactamica ST-640]		thrCe		15676932								E		C		2		-0.448		-0.824		0.044		-0.692		-0.22		-0.492		-1.78		0.429		0.312		0.636		0.437		0.254		0.36		0

		19		24.61		25.99		44.9		7226554		tig		Trigger factor [Neisseria meningitidis MC58]		tig				1		1				O		C		13		0.2		0.144		-0.028		0.416		-0.02		-0.176		-0.012		0.14		0.183		0.313		0.043		0.357		0.532		0.287

		28		23.46		25.4		34.1		7226554		tig		Trigger factor [Neisseria meningitidis MC58]		tig										O		C		13		-0.084		-0.452		-0.112		0.088		-0.184		-0.112		-0.948		0.39		0.093		0.569		0.154		0.448		0.475		0.009

		174		2.08		3.04		9.5		288566593		NEIMUCOT_05321		Thioredoxin-disulfide reductase [Neisseria mucosa ATCC 25996]		trxBb		15677190						Thioredoxin reductase 		O		UM		2		1.996		1.996		1.996		1.996		1.996		1.996		1.996		1		0.02		0.018		1		0.018		1		1

		25		23.16		23.76		48.9		254804089		tsf		Elongation factor EF-Ts [Neisseria meningitidis alpha14]		tsf				1		1				J		C		13		-0.068		-0.108		-0.112		0.06		-0.112		-0.152		0.032		0.629		0.642		0.65		0.344		0.5		0.501		0.394

		27		23.66		24.9		53.2		254804089		tsf		Elongation factor EF-Ts [Neisseria meningitidis alpha14]		tsf										J		C		12		-0.028		-0.112		-0.136		0.024		-0.224		-0.08		-0.912		0.532		0.7		0.901		0.432		0.712		0.501		0.421

		143		4.29		5.89		11.3		296839833		NEIPOLOT_00410		TspA protein [Neisseria polysaccharea ATCC 43768]		tspAc		15676256				1				No related COG		OM		3		0.54		-0.164		0.484		0.524		0.732		0.756		0.012		0.05		0.059		0.054		0.05		0.036		0.035		0.044

		172		2.09		3.02		7.4		268599846		tspA		TspA protein - LOW QUALITY PROTEIN [Neisseria gonorrhoeae MS11]		tspAq		15676256								No related COG		OM		1		-0.004		1.944		1.944		1.944		-0.004		-0.004		-0.004		1		0.019		0.02		0.02		1		1		1

		1		75.46		75.46		69.3		7225341		tufB		Translation elongation factor Tu [Neisseria meningitidis MC58]		tufB						1				JE		C		52		-0.064		-0.036		-0.048		-0.024		-0.032		-0.04		-0.012		0.15		0.765		0.881		0.524		0.539		0.509		0.571

		1		68.5		68.5		69.8		241758467		tuf		Translation elongation factor Tu [Neisseria flavescens SK114]		tufBe		15676052						Elongation factor Tu		JE		C		66		-0.1		-0.076		-0.008		-0.012		-0.04		-0.036		-0.532		0.072		0.666		0.622		0.492		0.708		0.877		0.005

		124		4.24		6.52		10.3		7226435		typA		GTP-binding protein TypA [Neisseria meningitidis MC58]		typA										N		CM		3		1.94		-0.004		1.908		-0.004		-0.004		-0.004		1.812		0.018		1		0.019		1		1		1		0.02

		194		2.01		2.75		14.7		329119217		ubiE		Ubiquinone/menaquinone biosynthesis methyltransferase UbiE [Neisseria bacilliformis ATCC BAA-1200]		ubiEa		15676641								H		C		1		-0.004		1.944		1.888		1.852		-0.004		-0.004		1.9		1		0.019		0.02		0.02		1		1		0.02

		119		4.28		4.73		10.7		7227359		yojH		Malate:quinone oxidoreductase [Neisseria meningitidis MC58]		yojH						1				R		C		2		-0.736		-0.716		-0.264		-0.136		-0.352		-0.392		-0.352		0.405		0.083		0.293		0.412		0.101		0.093		0.109

		179		2.73		3.6		20.1		296839912		NEIPOLOT_00326		Malate dehydrogenase [Neisseria polysaccharea ATCC 43768]		yojHa		15677916						Malate:quinone oxidoreductase 		R		C		1		-0.004		-0.82		-0.108		-0.04		-0.396		-0.26		-0.54		0.896		0.22		0.843		0.938		0.521		0.876		0.563

		188		2.04		2.34		4.4		RRRRRgi|288576023				REVERSED type VI secretion system Vgr family protein [Neisseria mucosa ATCC 25996]																1

		204		2		2.47		20.9		RRRRRgi|294671256				REVERSED hypothetical protein NEIELOOT_02966 [Neisseria elongata subsp. glycolytica ATCC 29315]																1
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Expt 1 H34i

		Table 6.11  Quantitation of proteins detected in iTRAQ Experiment One compared to H34 strain grown under normal conditions

		Protein N		Unused ProtScore		Total ProtScore		% Cov		GI Accession #		Gene name or locus number		Protein Name [Species/Strain]		Gene name NMB1		NMB Equivalent GI Accession #		NMB Equivalent Name2		COG		Sub-cellular Location		Peptides (95%)		log NZ98i :H34i 113:117		log H34 22% RH :H34i 114:117		log H34 30% RH :H34i 115:117		log NZ98 22% RH :H34i 116:117		log Control 2 :H34i 118:117		log Control 1 :H34i 119:117		log NZ98 30% RH :H34i 121:117		P-Value NZ98i :H34i 113:117		P-Value  H34 22% RH :H34i 114:117		P-Value H34 30% RH :H34i 115:117		P-Value NZ98 22% RH :H34i 116:117		P-Value Control 2 :H34i 118:117		P-Value Control 1 :H34i 119:117		P-Value NZ98 30% RH :H34i 121:117

		1		75.46		75.46		69.3		7225341		tufB		Translation elongation factor Tu [Neisseria meningitidis MC58]		tufB						JE		C		52		0.016		-0.048		-0.02		-0.028		-0.012		-0.02		0.008		0.524		0.002		0.085		0.095		0.557		0.675		0.613

		2		53.68		53.68		88.8		516522		porB		Class 3 outer membrane porin [Neisseria meningitidis]		porB						M		OM		41		1.996		1.996		1.996		1.996		1.996		1.996		1.996		0.001		0.45		0.569		0		0		0		0

		3		45.44		46.21		67.5		281336477		porA		Class 1 outer membrane protein [Neisseria meningitidis]		porA						M		OM		34		0.632		-0.336		-0.364		0.92		0.372		0.14		1.272		0.045		0.039		0.034		0.281		0.691		0.555		0.164

		4		42.95		43.86		52.6		325207993		sucC		Succinate-CoA ligase, beta subunit [Neisseria meningitidis NZ-05/33]		sucC						C		C		22		-0.04		-0.032		-0.036		0		-0.008		-0.044		0.048		0.022		0.154		0.048		0.396		0.241		0.813		0.116

		5		41.76		42.68		42.1		7225356		fusA		Elongation factor G (EF-G) [Neisseria meningitidis MC58]		fusA						J		C		23		0.04		0.008		0.036		0.012		0.02		0.02		0.032		0.665		0.822		0.834		0.26		0.387		0.127		0.051

		6		41.37		41.37		58.9		7225862		fbpA		Iron(III) ABC transporter, periplasmic binding protein [Neisseria meningitidis MC58]		fbpA						H		P		20		-0.244		-0.38		-0.452		-0.42		-0.4		-0.32		-0.4		0.219		0.166		0.147		0.013		0.058		0.11		0.089

		7		39.01		39.02		53.3		254672968		groEL		60 kDa Chaperonin [Neisseria meningitidis alpha275]		groEL						O		C		18		-0.228		0.212		0.256		-0.156		-0.16		-0.66		-0.052		0.078		0.157		0.143		0.175		0.167		0.055		0.54

		8		36.41		46.58		73.9		270728847		porB		Class 3 outer membrane protein [Neisseria meningitidis]		porB						M		OM		37		-0.156		0.024		0.04		-0.152		-0.052		-0.072		-0.14		0		0.264		0.512		0		0.03		0.006		0

		9		35.71		35.71		86		7225372		rplE		50S Ribosomal protein L5 [Neisseria meningitidis MC58]		rplE						J		C		20		-0.028		0.044		0.004		0.012		0.02		-0.012		0.02		0.086		0.716		0.151		0.432		0.197		0.426		0.304

		10		34.56		35.63		48.4		325140474		rpsA		30S Ribosomal protein S1 [Neisseria meningitidis CU385]		rpsA						J		C		17		-0.064		-0.008		0.004		-0.048		-0.032		-0.024		-0.02		0.005		0.151		0.588		0.029		0.935		0.532		0.493

		11		31.65		32.87		62.4		7227364		rpsB		30S Ribosomal protein S2 [Neisseria meningitidis MC58]		rpsB						J		C		17		0.012		0.02		0.048		0.036		0.048		0.012		0.08		0.48		0.744		0.389		0.522		0.03		0.029		0.02

		12		28.2		28.2		68.2		325206223		NMBM04240196_1215		Antioxidant, AhpC/TSA family/glutaredoxin [Neisseria meningitidis M04-240196]		NMB0946a		15676839		Peroxiredoxin 2 family protein/gluta-redoxin		O		U		18		0.016		-0.836		-0.7		-0.488		-0.464		-0.492		-0.232		0.527		0.006		0.031		0.048		0.633		0.432		0.762

		13		26.38		26.69		41.2		325199027		atpA		ATP synthase F1, alpha subunit [Neisseria meningitidis G2136]		atpA						C		C		14		-0.124		-0.1		0.068		0.036		0.036		-0.048		-0.044		0.125		0.218		0.431		0.886		0.167		0.903		0.221

		14		25.98		25.98		29.2		325204336		aceE		Pyruvate dehydrogenase, homodimeric type [Neisseria meningitidis M01-240355]		aceE						C		C		16		0.04		-0.056		-0.024		-0.12		-0.048		-0.16		-0.244		0.739		0.597		0.354		0.224		0.195		0.994		0.458

		15		25.89		26.01		34.9		161869564		NMCC_0579		Phosphate acyltransferase [Neisseria meningitidis 053442]		NMB0631e		15676533				C		C		14		-0.076		-0.128		-0.068		-0.108		-0.064		-0.08		-0.068		0.028		0.002		0.064		0.007		0.009		0.001		0.025

		16		25.46		25.46		43.4		7225772		adhP		Alcohol dehydrogenase, propanol-preferring [Neisseria meningitidis MC58]		adhP						R		C		14		-0.144		-0.436		-0.46		-0.232		0.176		0.1		-0.528		0.228		0.011		0.033		0.084		0.626		0.974		0

		17		24.97		25.23		44.2		325206596		dnaK		Chaperone protein DnaK [Neisseria meningitidis M04-240196]		dnaK						O		C		14		-0.004		-0.004		1.944		-0.004		1.944		-0.004		-0.004		1		1		0.089		1		0.021		1		1

		18		24.67		24.67		57.3		4379295		 opr		Unnamed protein product [Neisseria meningitidis]		opr						M		OM		19		-1.156		0.032		-0.096		-1.184		0.072		-0.504		-1.132		0.001		0.653		0.482		0.001		0.302		0.076		0

		19		24.61		25.99		44.9		7226554		tig		Trigger factor [Neisseria meningitidis MC58]		tig						O		C		13		-0.424		-0.26		-0.256		-0.528		-0.46		-0.544		-0.488		0.043		0.089		0.109		0.019		0.008		0.002		0.012

		20		24.36		25.39		67.8		7225366		rpsC		30S Ribosomal protein S3 [Neisseria meningitidis MC58]		rpsC						J		C		12		0.036		0.096		0.04		0.088		0.044		0.064		0.124		0.776		0		0.632		0.115		0.043		0.005		0.01

		21		24.29		24.43		57		60392859		rmpM		Outer membrane protein class 4 - Precursor [Neisseria meningitidis Z2491]		rmpM						M		OM		20		0.188		-0.092		-0.068		0.62		0.324		0.284		0.788		0.525		0.799		0.452		0.005		0.07		0.008		0

		22		23.97		24.07		63.4		7225377		rpsE		30s Ribosomal protein S5 [Neisseria meningitidis MC58]		rpsE						J		C		12		-0.048		-0.04		-0.108		-0.096		-0.112		0		-0.092		0.33		0.283		0.172		0.087		0.909		0.379		0.993

		23		23.58		24.97		62.5		349611049		HMPREF1028_02338		50S Ribosomal protein L2 [Neisseria sp. GT4A_CT1]		rplBa		15676072				J		C		13		0.164		0.312		0.1		0.444		0.2		-0.044		0.304		0.78		0.816		0.662		0.033		0.073		0.631		0.163

		24		23.39		23.72		49.4		81707226		cysK		Cysteine synthase; AltName: Full=O-acetylserine (thiol)-lyase; AltName: Full=O-acetylserine sulfhydrylase [Neisseria meningitidis MC58]		cysK						E		C		14		-0.196		-0.668		-0.54		-0.904		-0.596		-0.524		-0.66		0.113		0.007		0.022		0		0.001		0.001		0.003

		25		23.16		23.76		48.9		254804089		tsf		Elongation factor EF-Ts [Neisseria meningitidis alpha14]		tsf						J		C		13		-0.068		-0.132		-0.156		-0.164		-0.164		-0.228		-0.028		0.344		0.527		0.117		0.206		0.735		0.682		0.556

		26		22.65		22.74		28		325207524		pilQ		Type IV pilus secretin PilQ [Neisseria meningitidis NZ-05/33]		pilQ						N		OM		12		-0.112		0.036		0.168		0.164		-0.04		-0.148		0.148		0.472		0.382		0.45		0.108		0.283		0.136		0.195

		27		21.47		22.75		52.9		294668293		NEIELOOT_00206		Hypothetical protein NEIELOOT_00206 [Neisseria elongata subsp. glycolytica ATCC 29315]		rplLa		15676059		50S Ribosomal protein L7/L12		J		C		11		0.416		-0.108		0.384		0.296		0.152		0.48		0.412		0.08		0.489		0.098		0.079		0.188		0.095		0.227

		28		20.57		20.99		48.5		325138633		NMBES14902_0722		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis ES14902]		NMB1567a		15677418		Macrophage infectivity potentiator		O		OM		11

		29		19.73		19.73		68.9		325207179		rplD		Ribosomal protein L4 [Neisseria meningitidis NZ-05/33]		rplD						J		C		11		0.268		0.652		0.456		0.472		0.568		0.428		0.856		0.922		0.028		0.071		0.874		0.065		0.18		0.026

		30		19.64		19.64		54.2		7225360		rplC		50S Ribosomal protein L3 [Neisseria meningitidis MC58]		rplC						J		C		12		-0.06		0.336		-0.104		0		0.152		0.344		0.128		0.576		0.719		0.452		0.599		0.288		0.089		0.197

		31		19.01		19.16		59.7		7225385		rpsD		30S Ribosomal protein S4 [Neisseria meningitidis MC58]		rpsD						J		C		9		-0.012		0.02		-0.012		0		-0.004		0.008		0.044		0.278		0.765		0.265		0.39		0.646		0.686		0.122

		32		18.55		19.53		24.9		304388140		ppsA		Phosphoenolpyruvate synthase [Neisseria meningitidis ATCC 13091]		ppsA						G		C		9		0.04		-0.536		-0.272		-0.376		-0.528		-0.608		0.1		0.409		0.048		0.095		0.079		0.028		0.015		0.193

		33		18.46		18.49		40.5		325207146		NMBNZ0533_0109		LysM domain protein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_0109						S		U		11		0		-0.256		-0.116		-0.088		-0.408		-0.632		0.148		0.908		0.477		0.658		0.846		0.659		0.99		0.176

		34		18.31		19.13		27.8		325208300		aceF		Pyruvate dehydrogenase complex, E2 component, dihydrolipoamide acetyltransferase [Neisseria meningitidis NZ-05/33]		aceF						C		C		9		-0.016		-0.064		-0.084		-0.268		-0.164		-0.008		0.112		0.628		0.451		0.393		0.091		0.597		0.285		0.358

		35		17.97		18		71.3		81783913		rplM		50S Ribosomal protein L13 [Neisseria meningitidis Z2491]		rplM						J		C		9		-0.668		0.276		-0.064		-0.044		-0.308		-0.032		-0.06		0.061		0.055		0.633		0.612		0.679		0.512		0.977

		36		17.36		17.57		40.5		7226200		sucD		Succinyl-CoA synthetase, alpha subunit [Neisseria meningitidis MC58]		sucD						C		C		12		-0.064		-0.064		-0.072		-0.036		-0.02		-0.04		0.024		0.202		0.258		0.202		0.607		0.65		0.636		0.22

		37		17.07		17.62		35.9		81857552		atpD		ATP synthase subunit beta [Neisseria meningitidis MC58]		atpD						C		C		11		-0.036		-0.016		0.024		-0.036		-0.004		0.004		0.06		0.162		0.498		0.495		0.349		0.525		0.345		0.246

		38		16.94		17.39		26.4		161870216		lpdA		Dihydrolipoamide dehydrogenase (E3 component) [Neisseria meningitidis 053442]		lpdA						C		C		8		-0.416		0.448		-0.124		-0.332		-0.012		-0.128		0.22		0.1		0.61		0.774		0.314		0.509		0.31		0.641

		39		16.9		17.99		16.9		317165365		rpoB		DNA-directed RNA polymerase subunit beta [Neisseria gonorrhoeae TCDC-NG08107]		rpoBa		15676060				K		C		8		-0.072		0.248		0.088		-0.34		-0.024		-0.02		0.348		0.142		0.371		0.091		0.032		0.507		0.423		0.121

		40		16.35		17.67		33		325200556		NMBH4476_1426		Polyribonucleotide nucleotidyltransferase [Neisseria meningitidis H44/76]		pnpa		15676656		Polynucleotide phosphorylase		F		C		8		0.064		0.052		0.096		0.108		0.028		0.104		0.14		0.879		0.323		0.884		0.027		0.225		0.156		0.056

		41		16.21		16.31		51.1		71153153		rplY		50S Ribosomal protein L25; AltName: General stress protein CTC [Neisseria meningitidis Z2491]		rplY						J		C		10		0.8		0.7		1.004		1.056		1.228		0.976		1.04		0.033		0.731		0.494		0.072		0.031		0.149		0.053

		42		15.74		16.82		32.4		325135737		maeB		Malate dehydrogenase [Neisseria meningitidis M0579]		maeB						C		C		8		0.104		-0.584		-0.444		-0.344		-0.424		-0.016		-0.168		0.488		0.277		0.219		0.402		0.849		0.55		0.687

		43		15.27		15.48		75.6		7225355		rpsG		30S Ribosomal protein S7 [Neisseria meningitidis MC58]		rpsG						J		C		7		-0.008		0.004		-0.032		-0.02		-0.028		-0.008		0		0.573		0.664		0.082		0.471		0.699		0.581		0.281

		44		14.94		15.47		75.2		7225819		rplS		50S Ribosomal protein L19 [Neisseria meningitidis MC58]		rplS						J		C		8		-0.012		0.108		0.048		0.132		0.032		0.024		0.1		0.47		0.061		0.929		0.068		0.161		0.128		0.076

		45		14.56		15.65		22		313668612		metE		5-Methyltetrahydropteroyltriglutamate--homocysteinemethyltransferase [Neisseria lactamica ST-640]		metEa		385853366		H44/76		E		C		7		-0.08		-0.212		-0.296		0.116		-0.052		-0.256		0.012		0.436		0.239		0.489		0.751		0.575		0.645		0.66

		46		13.92		14.16		60.2		7225358		rpsJ		30S Ribosomal protein S10 [Neisseria meningitidis MC58]		rpsJ						J		C		7		1.256		-0.98		-0.98		-0.98		-0.98		-0.98		1.124		0.084		0.021		0.021		0.021		0.089		0.089		0.034

		47		13.89		16.51		26.4		7226295		glyA		Serine hydroxymethyltransferase [Neisseria meningitidis MC58]		glyA						E		C		8		-0.172		0.316		0.284		0.728		0.68		0.56		0.32		0.741		0.523		0.735		0.114		0.109		0.136		0.129

		48		13.35		13.8		30.2		325207990		sucB		Dihydrolipoyllysine-residue succinyltransferase, E2 component of oxoglutarate dehydrogenase succinyl-transferring complex [Neisseria meningitidis NZ-05/33]		sucB						C		C		8		-0.168		-0.532		-0.604		-0.264		-0.488		-0.304		0.004		0.714		0.176		0.166		0.311		0.607		0.672		0.519

		49		13.15		13.15		64.1		7225364		rpsS		30S Ribosomal protein S19 [Neisseria meningitidis MC58]		rpsS						J		C		7		-0.304		0.044		-1		-0.28		-0.132		-0.792		-0.044		0.351		0.558		0.024		0.287		0.306		0.015		0.447

		50		12.88		13.22		80.9		81783919		rpsO		30S Ribosomal protein S15 [Neisseria meningitidis Z2491]		rpsO						J		C		6		-0.412		0.12		-0.012		0.172		-0.228		-0.176		0.204		0.89		0.191		0.232		0.253		0.546		0.311		0.154

		51		12.69		12.85		36.8		254672897		ilvC		Ketol-acid reductoisomerase [Neisseria meningitidis alpha275]		ilvC						EH		C		6		0.024		-0.052		-0.044		-0.08		-0.072		-0.06		-0.012		0.499		0.151		0.274		0.04		0.019		0.048		0.46

		52		12.64		13.51		27.1		325208247		eno		Phosphopyruvate hydratase [Neisseria meningitidis NZ-05/33]		eno						G		C		6		0.052		0.016		-0.044		-0.28		-0.356		0.2		0.084		0.874		0.433		0.456		0.275		0.307		0.583		0.819

		53		12.49		14.02		29.4		7225689		potD-1		Spermidine/putrescine ABC transporter, periplasmic spermidine/putrescine-binding protein [Neisseria meningitidis MC58]		potD-1						E		P		6		0.976		0.304		0.152		0.928		0.192		0.412		1.248		0.023		0.582		0.635		0.047		0.487		0.263		0.017

		54		12.37		13.03		39		7227050		NMB1796		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1796						Hypothetical R		C		6		-0.264		-0.5		-1.304		-0.164		-0.52		-0.58		-0.296		0.193		0.014		0.14		0.126		0.209		0.074		0.075

		55		12.22		12.25		56.9		7225354		rpsL		30S Ribosomal protein S12 [Neisseria meningitidis MC58]		rpsL						J		C		9		0.204		0.304		0.404		0.332		0.308		0.08		0.548		0.746		0.209		0.155		0.186		0.301		0.467		0.386

		56		12.1		12.3		48.6		7226708		NMB1468		Hypothetical protein NMB1468 [Neisseria meningitidis MC58]		NMB1468						Hypothetical No related COG		P		6		-1.12		-0.388		-0.084		-0.224		-0.068		-0.208		-0.524		0.008		0.163		0.948		0.274		0.456		0.238		0.655

		57		11.86		11.94		76.2		7225365		rplV		50S Ribosomal protein L22 [Neisseria meningitidis MC58]		rplV						J		C		5		0.008		0.392		-0.204		0.344		0.376		-0.084		0.172		0.527		0.025		0.29		0.609		0.009		0.622		0.07

		58		11.86		11.86		33.3		325208471		azu		Azurin [Neisseria meningitidis NZ-05/33]		azu						C		OM		6		-0.056		-0.48		0.164		0.356		-0.2		-0.364		0.428		0.448		0.228		0.524		0.424		0.324		0.197		0.324

		59		11.48		11.57		50		81707269		rplU		50S Ribosomal protein L21 [Neisseria meningitidis MC58]		rplU						J		C		6		-0.2		-0.62		-0.548		-0.14		-0.168		-0.408		-0.924		0.361		0.18		0.506		0.401		0.749		0.287		0.038

		60		11.36		11.36		55.6		325208428		NMBNZ0533_1464		Putative lipoprotein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_1464						Putative No related COG		U		6		0.4		-0.136		0.164		0.532		0.48		0.404		1.096		0.249		0.421		0.255		0.121		0.343		0.39		0.18

		61		11.27		12.66		55.2		325207369		groS		Chaperonin GroS [Neisseria meningitidis NZ-05/33]		groS						O		C		7		-0.432		-0.556		-0.34		-1.104		-0.608		-0.24		-0.976		0.596		0.377		0.755		0.126		0.373		0.633		0.892

		62		11.02		11.15		91.6		7225371		rplX		50S Ribosomal protein L24 [Neisseria meningitidis MC58]		rplX						J		C		5		-0.68		-0.704		-0.28		-0.224		-0.628		-1.328		0.132		0.378		0.315		0.458		0.454		0.11		0.082		0.632

		63		11.01		11.86		26.2		313668098		ackA1		Acetate kinase [Neisseria lactamica ST-640]		ackA2e		15677371				C		C		5		0.204		-0.464		-0.5		-0.096		-0.244		-0.444		-0.304		0.377		0.144		0.35		0.572		0.155		0.106		0.226

		64		10.99		12.08		24.6		325200709		gutB		(R,R)-Butanediol dehydrogenase [Neisseria meningitidis H44/76]		gutB						ER		C		7		-0.612		-1.348		-1.08		-1.08		-1.08		-0.464		-0.844		0.17		0.028		0.125		0.043		0.015		0.065		0.002

		65		10.95		10.97		60.3		7225367		rplP		50S Ribosomal protein L16 [Neisseria meningitidis MC58]		rplP						J		C		6		0.02		0.088		-0.024		0.004		-0.04		0.012		-0.024		0.434		0.656		0.294		0.406		0.768		0.817		0.306

		66		10.8		11.02		39.6		81785150		rplF		50S Ribosomal protein L6 [Neisseria meningitidis MC58]		rplF						J		C		7		-0.32		0.048		-0.032		0.004		0.08		-0.008		-0.216		0.652		0.442		0.416		0.28		0.271		0.575		0.322

		67		10.6		11.15		17.2		325207989		sucA		Oxoglutarate dehydrogenase, E1 component [Neisseria meningitidis NZ-05/33]		sucA						C		C		6		-0.8		-0.028		-0.244		-0.372		-0.944		-0.332		-0.076		0.284		0.031		0.079		0.974		0.26		0.807		0.542

		68		10.59		12.73		48.1		309379172		NLY_09300		50S Ribosomal protein L1 [Neisseria lactamica Y92-1009]		rplAa		15676056				J		C		5		0.1		-0.008		-0.268		-0.156		-0.2		0.06		0.028		0.556		0.211		0.186		0.116		0.945		0.658		0.541

		69		10.56		11.62		66.9		7227318		rpsI		30S Ribosomal protein S9 [Neisseria meningitidis MC58]		rpsI						J		C		5		0.268		0.192		-0.628		0.096		0.016		-0.136		0.4		0.017		0.716		0.028		0.934		0.513		0.701		0.455

		70		10.54		11.07		36.2		325128657		NMXN1568_0567		Amino acid ABC transporter, periplasmic amino acid-binding protein [Neisseria meningitidis N1568]		hisJ3a		254805377		Histidine transport system substrate-binding protein [Neisseria meningitidis alpha14]		E		P		6		-0.764		0.296		-0.064		0.12		0.28		-0.352		0.228		0.129		0.687		0.625		0.831		0.482		0.803		0.484

		71		10.41		10.42		54.8		325208946		NMBNZ0533_2030		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_2030						Hypothetical No related COG		U		6		0.156		-0.608		-0.136		-0.732		0.04		0.068		0.056		0.512		0.001		0.062		0.002		0.34		0.071		0.081

		72		10.36		10.45		30.3		7228848		gna1946		Outer membrane lipoprotein GNA1946 [Neisseria meningitidis]		gna1946						R		OM		5		-0.908		-0.868		-0.576		-0.776		-0.632		-0.256		-0.432		0.098		0.053		0.138		0.059		0.046		0.273		0.108

		73		10.33		11.53		24.7		325198189		NMBG2136_0928		Dihydrolipoyl dehydrogenase [Neisseria meningitidis G2136]		lpdA1a		15676850		Dihydrolipo-amide dehydrogenase		C		C		8		-0.076		-0.02		-0.068		0.208		0.588		0.124		0.788		0.341		0.649		0.503		0.507		0.339		0.599		0.309

		74		10.22		11.02		43.4		7225347		rplJ		50S Ribosomal protein L10 [Neisseria meningitidis MC58]		rplJ						J		C		5		0.132		-0.008		-0.056		0		0.052		0.048		0.06		0.157		0.604		0.384		0.204		0.493		0.703		0.639

		75		9.87		10		80.3		7226563		rpsR		30S Ribosomal protein S18 [Neisseria meningitidis MC58]		rpsR						J		C		4		0.108		0.136		0.344		-0.088		-0.04		0.528		0.492		0.742		0.745		0.225		0.658		0.543		0.121		0.127

		76		9.81		9.93		53.7		349610161		HMPREF1028_01494		30S Ribosomal protein S6 [Neisseria sp. GT4A_CT1]		rpsFe		15677189				J		C		6		-0.276		-0.072		0.048		-0.176		-0.344		-0.152		-1.204		0.741		0.496		0.927		0.462		0.475		0.197		0.26

		77		9.22		10.24		19.2		254805327		acnB		Aconitate hydratase 2 [Neisseria meningitidis alpha14]		acnB						C		C		4		-0.396		-1.028		-1.204		-0.08		-0.952		-0.568		-0.024		0.521		0.134		0.095		0.641		0.955		0.7		0.394

		78		9.1		9.23		69.3		325138254		rplI		50S Ribosomal protein L9 [Neisseria meningitidis ES14902]		rplI						J		C		5		0.112		0.564		0.176		0.184		0.308		0.464		0.596		0.312		0.418		0.971		0.416		0.783		0.776		0.643

		79		8.98		9		60.7		59801191		NGO0777		DNA-binding protein Hu [Neisseria gonorrhoeae FA 1090]		hupBa		15677102		DNA-binding protein HU-beta 		L		C		4		-1.044		-1.112		-1.196		-0.64		-1.056		-1.008		0.012		0.43		0.18		0.165		0.241		0.109		0.144		0.684

		80		8.96		9		32.6		7225386		rpoA		DNA-directed RNA polymerase, alpha subunit [Neisseria meningitidis MC58]		rpoA						K		C		5		-0.48		-0.024		-0.012		-0.768		0.1		-0.276		0.1		0.224		0.538		0.504		0.23		0.633		0.975		0.603

		81		8.51		8.71		48.5		7225374		rpsH		30S Ribosomal protein S8 [Neisseria meningitidis MC58]		rpsH						J		C		4		-0.58		0.328		0.024		0.424		-0.54		-0.252		0.024		0.334		0.457		0.522		0.145		0.519		0.989		0.884

		82		8.46		9.46		56.6		81785148		rplQ		50S Ribosomal protein L17 [Neisseria meningitidis MC58]		rplQ						J		C		4		0.344		0.308		-0.248		0.384		0.128		0.124		0.332		0.809		0.38		0.001		0.478		0.019		0.445		0.265

		83		8.33		8.52		21		313668607		sdhA		Succinate dehydrogenase flavoprotein subunit [Neisseria lactamica ST-640]		sdhAa		15676843				C		CM		5		0.04		-0.844		-0.66		-0.132		-0.116		-0.392		0.108		0.515		0.095		0.166		0.35		0.579		0.615		0.41

		84		8.28		8.77		18.6		1785912		glnA		Glutamine synthetase [Neisseria meningitidis]		glnA						E		C		4		-0.048		-0.004		-0.108		-0.6		-0.072		-0.112		-0.196		0.438		0.589		0.499		0.217		0.534		0.989		0.153

		85		8.27		8.78		15.1		254672160		NMW_0377		Ribonuclease E [Neisseria meningitidis alpha275]		rnee		15676123		Ribonuclease E		J		C		4		-0.944		-0.084		0.16		-0.04		-0.94		-0.12		-0.156		0.169		0.644		0.354		0.784		0.66		0.594		0.545

		86		8.03		8.41		50.3		7226024		NMB0791		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis MC58]		NMB0791						O		C		4		-0.356		-0.736		-0.448		-0.976		-0.128		-0.76		-0.764		0.531		0.332		0.99		0.843		0.613		0.933		0.865

		87		7.89		8		33.4		7226831		hisB		Imidazoleglycerol-phosphate dehydratase [Neisseria meningitidis MC58]		hisB						E		C		3		-0.54		0.18		0.292		-0.028		0.296		-0.244		0.256		0.173		0.61		0.363		0.976		0.83		0.342		0.227

		88		7.8		9.04		46.4		349609296		HMPREF1028_00671		Hypothetical protein HMPREF1028_00671 [Neisseria sp. GT4A_CT1]		NMB0787e		15676685		Amino acid ABC transporter substrate-binding protein		E		P		6		-0.912		-0.04		-0.024		0.06		-0.1		-0.228		0.136		0.104		0.7		0.697		0.276		0.729		0.861		0.122

		89		7.64		7.83		28.4		7225825		NMB0595		DNA-binding response regulator [Neisseria meningitidis MC58]		NMB0595						TK		C		4		-0.084		-0.564		-0.32		-0.068		-0.304		-0.08		-0.048		0.978		0.404		0.423		0.524		0.386		0.573		0.541

		90		7.5		7.68		61.5		81783922		rplN		50S Ribosomal protein L14 [Neisseria meningitidis Z2491]		rplN						J		C		4		0.116		0.604		0.38		0.028		0.336		0.228		0.44		0.474		0.006		0.05		0.61		0.273		0.443		0.17

		91		7.44		7.51		31.3		241760423		rplK		50S Ribosomal protein L11 [Neisseria flavescens SK114]		rplKa		15676055				J		C		4		-0.36		-0.56		-0.436		-0.48		-0.024		-0.008		-0.028		0.826		0.197		0.382		0.245		0.741		0.791		0.704

		92		7.3		7.66		61.4		7225373		rpsN		30S Ribosomal protein S14 [Neisseria meningitidis MC58]		rpsN						J		C		4		-0.24		0.228		-0.232		0.296		-0.136		-0.076		0.144		0.575		0.02		0.715		0.468		0.009		0.005		0.289

		93		7.25		8.43		47.9		81785149		rplO		50S Ribosomal protein L15 [Neisseria meningitidis MC58]		rplO						J		C		4		0.572		1.204		0.912		0.4		0.82		0.548		1.22		0.373		0.085		0.392		0.007		0.268		0.316		0.155

		94		6.83		9.45		52.7		7225384		rpsK		30S Ribosomal protein S11 [Neisseria meningitidis MC58]		rpsK						J		C		4		-0.172		0.152		-0.024		-0.292		0.048		0.176		0.368		0.232		0.374		0.548		0.503		0.695		0.29		0.172

		95		6.83		7.51		22.2		639482		pilG		PilG [Neisseria meningitidis]		pilG						N		CM		5		-0.456		-1.184		-0.576		-1.204		-0.4		-0.456		0.244		0.886		0.036		0.038		0.032		0.783		0.777		0.348

		96		6.68		6.93		18.7		317165045		dapD		2,3,4,5-Tetrahydropyridine-2,6-carboxylate N-succinyltransferase [Neisseria gonorrhoeae TCDC-NG08107]		dapDf		15676250				E		C		3		-0.068		-0.008		0		0.008		-0.02		-0.012		0.008		0.104		0.565		0.333		0.771		0.424		0.55		0.815

		97		6.54		20.74		48.9		254669632		opa1		Putative lipoprotein [Neisseria meningitidis alpha153]		opa1						M		OM		14		-0.916		-0.072		-0.132		-1.292		-1.052		-0.128		-1.12		0.001		0.248		0.035		0.001		0.008		0.032		0.004

		98		6.39		6.86		23		7226193		gltA		Citrate synthase [Neisseria meningitidis MC58]		gltA						C		C		3		-0.584		-0.112		0.06		-0.572		-0.124		-0.292		-0.372		0.242		0.996		0.929		0.218		0.464		0.321		0.138

		99		6.25		6.27		25.7		325140643		NMBCU385_0690		Universal stress protein family [Neisseria meningitidis CU385]		NMBCU385_0690						T		U		3		-0.14		-1.26		-0.604		-0.26		-0.748		-0.324		-0.892		0.054		0.001		0.022		0.353		0.018		0.114		0.015

		100		6.23		6.33		40.2		5825526		nspA		Surface protein A [Neisseria meningitidis]		nspA						M		OM		3		0.616		-0.228		-0.692		0.356		0.448		0.468		0.768		0.038		0.827		0.007		0.101		0.249		0.228		0.22

		101		6.22		6.3		18.1		7225651		ftsZ		Cell division protein FtsZ [Neisseria meningitidis MC58]		ftsZ						D		C		3		-0.328		0.04		-0.716		0.144		0.204		-0.616		0.116		0.358		0.663		0.003		0.371		0.413		0.012		0.446

		102		6.08		6.3		18.9		7227062		pilM		PilM protein [Neisseria meningitidis MC58]		pilM						N		UM		3		0.208		0.772		-0.204		0.468		0.496		0.944		0.06		0.8		0.367		0.004		0.548		0.364		0.315		0.599

		103		6		39.29		51.1		89276863		porA		Outer membrane protein class 1 [Neisseria meningitidis]		porA						M		OM		30		-0.984		-0.004		-0.004		-0.984		-0.06		1.064		-0.984		0.02		0.051		0.056		0.02		0.622		0.039		0.073

		104		6		6.32		11.9		59801427		NGO1056		Hypothetical protein NGO1056 [Neisseria gonorrhoeae FA 1090]		nlpDg		15677336		Lipoprotein NlpD 		Hypothetical M		UM - P,OM,E (NGO1056 = OM)		3		-0.984		-0.984		-0.004		-0.116		-0.984		-0.984		0.996		0.019		0.019		0.054		0.407		0.067		0.067		0.039

		105		6		6		39.3		261392690		NMV_1429		Hypothetical protein NMV_1429 [Neisseria meningitidis 8013]		NMV_1429						Hypothetical No related COG		U		3		0.496		0.496		0.496		1.76		0.996		-0.004		1.488		0.581		0.212		0.212		0.004		0.001		0.212		0.001

		106		5.73		8.78		16.4		284795635		NEISUBOT_05594		DNA-directed RNA polymerase, beta' subunit [Neisseria subflava NJ9703]		rpoCa		15676061				J		C		3		-0.712		-0.452		-0.704		-0.312		-0.748		-0.552		-0.28		0.266		0.375		0.24		0.272		0.475		0.461		0.356

		107		5.56		10.93		27.6		296840902		NEIPOLOT_00644		Putrescine ABC transporter, periplasmic putrescine-binding protein [Neisseria polysaccharea ATCC 43768]		potD-3e		15677444		Spermidine/putrescine ABC transporter substrate-binding protein		E		UM		4		0.828		1.1		1.088		1.312		1.316		1.332		1.344		0.036		0.043		0.01		0.283		0.13		0.073		0.128

		108		5.47		5.47		37.3		7226073		NMB0838		Cold-shock domain family protein [Neisseria meningitidis MC58]		NMB0838						K		C		3		0.108		0.084		0.624		-0.672		0.708		-0.072		0.684		0.049		0.045		0.325		0.02		0.285		0.432		0.225

		109		5.29		5.47		11.00%		7226965		gdhA		Glutamate dehydrogenase, NADP-specific [Neisseria meningitidis MC58]		gdhA						E		UM		3		0.6		1.344		0.776		0		0.628		0.004		0.64		0.107		0.01		0.109		0.054		0.036		0.053		0.001

		110		5.27		5.42		21		7228909		gna1220		Membrane protein GNA1220 [Neisseria meningitidis]		gna1220						O		OM		2		-1.164		-0.792		-0.376		-0.148		-0.52		-0.172		0.064		0.002		0.002		0.029		0.029		0.008		0.035		0.064

		111		5.04		5.15		71.4		294668529		NEIELOOT_00441		30S Ribosomal protein S21 [Neisseria elongata subsp. glycolytica ATCC 29315]		rpsUa		15677780				J		C		3		-0.564		0.168		-0.96		-0.824		-0.528		-0.976		-0.5		0.93		0.533		0.221		0.272		0.351		0.34		0.839

		112		4.94		5.35		35.2		340363613		tig2		Trigger factor [Neisseria macacae ATCC 33926]		rpsTh		15676374		30S Ribosomal protein S20 		J		C		2		0.02		-0.04		-0.092		-0.128		-0.016		0		-0.196		0.57		0.959		0.128		0.183		0.749		0.779		0.101

		113		4.65		4.91		26.7		439888				Pilin [Neisseria gonorrhoeae]		pilEi		15675966		Pilin PilE		N		E		2		-0.944		0.388		0.18		-1.22		-0.028		-0.156		-1.396		0.816		0.529		0.479		0.336		0.695		0.581		0.148

		114		4.54		4.54		55.7		81707281		rpmD		50S Ribosomal protein L30 [Neisseria meningitidis MC58]		rpmD						J		C		2		0.348		0.436		0.728		0.72		0.328		0.176		0.648		0.071		0.083		0.031		0.042		0.062		0.998		0.025

		115		4.49		5.01		39.9		316985712		frr		Ribosome recycling factor [Neisseria meningitidis H44/76]		frr						J		C		2		0.02		-0.188		-0.22		0.168		-0.344		-0.26		-0.176		0.167		0.374		0.678		0.388		0.249		0.317		0.309

		116		4.46		4.47		42.10%		6692578		hemO		HemO [Neisseria meningitidis]		hemO						P		U		3		-0.5		-0.58		0.088		-1.056		-1.964		0.02		-0.584		0.005		0.004		0.48		0.001		0.006		0.794		0.056

		117		4.29		5.31		19.5		319410631		NMAA_1095		Putative ATP-dependent RNA helicase [Neisseria meningitidis WUE 2594]		NMB1368a		15677233		ATP-dependent RNA helicase 		LKJ		C		2		-0.18		0.26		0.264		0.208		0.068		0.288		-0.688		0.02		0.101		0.105		0.11		0.05		0.035		0.058

		118		4.29		4.38		19.2		325207593		NMBNZ0533_0588		Putative thiol:disulfide interchange protein DsbC [Neisseria meningitidis NZ-05/33]		dsbC						O		P		2		0.06		0.524		0.564		0.176		0.004		0.524		0.476		0.379		0.055		0.013		0.01		0.841		0.003		0.005

		119		4.28		4.73		10.7		7227359		yojH		Malate:quinone oxidoreductase [Neisseria meningitidis MC58]		yojH						R		C		2		0.128		-0.636		-0.628		-0.132		-0.22		-0.26		-0.22		0.412		0.983		0.035		0.614		0.127		0.116		0.141

		120		4.27		4.44		30.9		293399526		NGNG_01511		Hfq [Neisseria gonorrhoeae F62]		hfqj		15676646		Host factor-I 		R		C		2		-0.496		-0.144		-0.132		0.044		0.044		0.096		0.088		0.754		0.792		0.909		0.835		0.891		0.612		0.698

		121		4.26		4.59		36.8		269214264		NEILACOT_03181		50S Ribosomal protein L23 [Neisseria lactamica ATCC 23970]		rplWe		15676071		50S Ribosomal protein L23 		J		C		2		-0.212		0.068		-0.04		0.164		-0.196		-0.708		0.048		0.085		0.203		0.107		0.161		0.063		0.005		0.595

		122		4.25		4.51		39.5		325207545		secB		Protein-export chaperone SecB [Neisseria meningitidis NZ-05/33]		secB						N		C		2		0.06		-0.2		-0.44		-0.3		-0.856		-0.116		-0.636		0.471		0.026		0.004		0.004		0.009		0.043		0.007

		123		4.24		6.77		24%		7225389		minD		Septum site-determining protein MinD [Neisseria meningitidis MC58]		minD						D		C		3		0.668		0.588		1.452		1.336		1.692		1.588		1.832		0.071		0.081		0.079		0.095		0.019		0.019		0.019

		124		4.24		6.52		10.3		7226435		typA		GTP-binding protein TypA [Neisseria meningitidis MC58]		typA						N		CM		3		-0.004		1.94		-0.004		1.908		-0.004		-0.004		1.812		1		0.057		1		0.063		1		1		0.02

		125		4.2		4.45		67.8		81832765		rpsQ		30S Ribosomal protein S17 [Neisseria meningitidis MC58]		rpsQ						J		C		3		0.088		0.408		0.028		-0.152		0.184		-0.084		0.184		0.291		0.611		0.669		0.004		0.301		0.007		0.007

		126		4.19		4.19		75		7226326		NMB1088		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1088						S		U		3		-0.004		-0.984		-0.004		-0.14		1.056		0.836		-0.14		0.052		0.018		0.048		0.363		0.037		0.041		0.363

		127		4.17		5.58		10.6		59802119		NGO1801		Hypothetical protein NGO1801 [Neisseria gonorrhoeae FA 1090]		omp85a		15676109		Outer membrane protein OMP85 		M		OM		2		-0.16		-0.116		0.028		0.052		-0.044		0.04		0.16		0.02		0.06		0.347		0.164		0.206		0.306		0.13

		128		4.17		4.5		24.3		325208336		iscS		Cysteine desulfurase IscS [Neisseria meningitidis NZ-05/33]		iscS						E		C		2		-1.248		-0.684		-1.168		-0.616		-1.28		-0.568		-0.056		0.001		0.004		0.001		0.004		0.011		0.07		0.697

		129		4.16		4.65		17		7225870		ppa		Inorganic pyrophosphatase [Neisseria meningitidis MC58]		ppa						C		C		2		0.4		-1.008		-0.18		-0.056		-0.652		0.336		0.316		0.026		0.018		0.007		0.082		0.029		0.004		0.004

		130		4.16		4.36		19.1		325207527		pilN		Type IV pilus assembly protein PilN [Neisseria meningitidis NZ-05/33]		pilN						N		CM		2		-1.112		-0.568		-0.608		-0.012		-0.688		0.072		-1.156		0.002		0.03		0.005		0.958		0.031		0.59		0.013

		131		4.15		4.45		14.1		317164739		NGTW08_1313		Na(+)-translocating NADH-quinone reductase subunit A [Neisseria gonorrhoeae TCDC-NG08107]		nqrAa		254804452		Na(+)-translocating NADH-quinone reductase subunit A [Neisseria meningitidis alpha14]		C		C		2		-0.66		-0.58		0.504		-1.024		0.464		0.44		0.484		0.045		0.047		0.166		0.05		0.178		0.185		0.171

		132		4.13		4.18		19.8		7227179		fabG-2		3-Oxoacyl-(acyl-carrier-protein) reductase [Neisseria meningitidis MC58]		fabG-2						I		C		3		-0.324		-1.24		-0.152		-0.044		-0.188		0.112		-0.048		0.037		0.02		0.041		0.787		0.156		0.493		0.653

		133		4.11		4.21		25.4		325201239		NMBM01240149_0046		Twitching motility protein PilT [Neisseria meningitidis M01-240149]		pilT						N		C		3		-1.956		-1.956		-0.88		-1.956		-0.94		0.024		-1		0.02		0.02		0.041		0.02		0.145		0.901		0.138

		134		4.04		4.52		20		325208418		gluD		NAD-specific glutamate dehydrogenase [Neisseria meningitidis NZ-05/33]		gluD						E		C		2		-0.624		-0.508		-0.244		-0.336		-1.02		-0.968		-0.3		0.004		0.013		0.038		0.004		0.011		0.012		0.038

		135		4.03		4.1		26.1		7225560		gloA		Lactoylglutathione lyase [Neisseria meningitidis MC58]		gloA						E		C		2		-0.332		-0.352		-0.74		-0.708		-0.6		-0.86		-0.448		0.291		0.31		0.083		0.253		0.053		0.03		0.067

		136		4.02		4.16		30.8		7225383		rpsM		30S Ribosomal protein S13 [Neisseria meningitidis MC58]		rpsM						J		C		2		0.092		0.064		-0.012		0.04		0.196		0.044		0.144		0.067		0.123		0.021		0.059		0.031		0.037		0.042

		137		4		5.38		9.4		75355811		pyrG		CTP synthase [Neisseria gonorrhoeae FA 1090]		pyrGa		15677405		CTP synthetase 		F		C		3		0.26		-0.096		0.552		0.144		0.008		-0.672		-0.44		0.143		0.212		0.107		0.584		0.834		0.064		0.059

		138		3.84		4.67		15.3		298368976		HMPREF9016_00645		Isocitrate dehydrogenase, NADP-dependent [Neisseria sp. oral taxon 014 str. F0314]		icda		15676815		Isocitrate dehydrogenase, NADP-dependent, monomeric type 		C		C		3		-0.492		-1.3		-0.008		-1.284		-0.676		0.064		-0.612		0.044		0.002		0.973		0.001		0.026		0.627		0.052

		139		3.74		4.27		31.5		152143383		nlpB		NlpB [Neisseria meningitidis]		nlpB						M		U		3		-0.48		-0.212		0.628		0.592		-0.416		0.068		0.1		0.001		0.011		0.025		0.024		0.19		0.006		0.006

		140		3.69		5.28		11.2		161596225		putA		Proline dehydrogenase [Neisseria meningitidis 053442]		putA						C		C		2		-1.956		-0.072		-0.06		0.084		-1.956		-1.956		-1.956		0.019		0.753		0.793		0.692		0.065		0.065		0.065

		141		3.49		4		75.6		7225545		rpmA		50S Ribosomal protein L27 [Neisseria meningitidis MC58]		rpmA						J		C		3		-0.22		-0.588		-1.752		-0.552		0.368		-0.68		-0.716		0.438		0.042		0.02		0.434		0.232		0.169		0.123

		142		3.44		4.54		9.6		293399469		NGNG_01453		Cell division protease FtsH [Neisseria gonorrhoeae F62]		ftsHa		15676696				D		CM		2		-0.672		-0.272		0.084		0.348		-0.236		-0.048		0.3		0.263		0.429		0.639		0.736		0.702		0.997		0.705

		143		3.42		3.6		26.1		313668799		rplT		50S Ribosomal protein L20 [Neisseria lactamica ST-640]		rplTa		15676621				J		C		2		0.812		0.66		1.38		1.34		-0.004		0.668		1.368		0.085		0.063		0.088		0.096		0.049		0.042		0.033

		144		3.35		3.41		27.1		75432307		rpmF		50S ribosomal protein L32 [Neisseria gonorrhoeae FA 1090]		rpmFa		15677742				J		C		2		0.16		-0.092		-0.516		-0.048		-0.516		-0.12		0.152		0.374		0.041		0.038		0.042		0.132		0.164		0.48

		145		3.14		3.52		20.5		7225802		gcvT		Glycine cleavage system T protein [Neisseria meningitidis MC58]		gcvT						E		UM		2		0.808		-0.888		-0.484		0.452		0.6		-0.284		0.712		0.107		0.001		0.338		0.859		0.363		0.132		0.317

		146		3.13		3.29		12.9		9911105		recA		Recombinase A [Neisseria meningitidis Z2491]		recA						L		C		2		-0.936		-1.288		0.216		-0.18		-0.332		-0.128		0.084		0.038		0.033		0.414		0.479		0.306		0.589		0.7

		147		2.77		4.19		11.9		340361509		mucD		S1C subfamily peptidase MucD [Neisseria macacae ATCC 33926]		htrAk		15677994		Protease Do		O		P		2		1.868		-0.004		1.924		1.696		1.812		1.788		-0.004		0.057		1		0.052		0.067		0.019		0.019		1

		148		2.7		2.94		17.4		7225566		NMB0345		Putative cell-binding factor [Neisseria meningitidis MC58]		NMB0345						Putative O		OM		1		0.108		0.912		1.112		1.088		0.312		0.8		1.144		0.327		0.086		0.08		0.089		0.05		0.035		0.033

		149		2.54		5.36		67.5		73621630		rplR		50S Ribosomal protein L18 [Neisseria meningitidis MC58]		rplR						J		C		3		0.292		0.244		0.276		0.24		0.168		0.144		0.156		0.022		0.026		0.013		0.039		0.005		0.008		0.006

		150		2.53		2.75		20.5		313667900		mtrE		MtrE gene product [Neisseria lactamica 020-06]		mtrEe		15677561		Multidrug efflux pump channel protein 		MN		OM		2		-0.576		-0.576		-0.496		0.368		-1.332		-0.504		-0.208		0.114		0.114		0.962		0.102		0.082		0.786		0.488

		151		2.39		4.06		12.2		254494154		NGAG_01865		Membrane fusion protein mtrC [Neisseria gonorrhoeae 1291]		mtrCe		15677563				Q		CM		2		-0.96		0.052		0.272		-0.052		-1.112		-1.232		0.128		0.038		0.789		0.342		0.81		0.111		0.098		0.565

		152		2.37		3.09		40.2		7226702		ssb		Single-strand binding protein [Neisseria meningitidis MC58]		ssb						L		C		1		-0.004		1.944		-0.004		1.944		1.932		1.944		1.944		1		0.053		1		0.054		0.019		0.018		0.018

		153		2.35		3.36		12.2		313668377		thrC		Threonine synthase [Neisseria lactamica ST-640]		thrCe		15676932				E		C		2		0.468		0.144		-1.944		0.528		0.372		0.464		0.332		0.22		0.542		0.019		0.196		0.271		0.221		0.3

		154		2.31		3.44		17.7		7226833		NMB1584		3-Hydroxyacid dehydrogenase [Neisseria meningitidis MC58]		NMB1584						I		C		2		0.064		-0.124		0.092		-0.196		0.084		-0.008		-0.112		0.756		0.61		0.673		0.459		0.694		0.983		0.636

		155		2.31		2.35		30.9		340363115		rpmI		50S Ribosomal protein L35 [Neisseria macacae ATCC 33926]		rpmIh		15676620				J		C		1		0.632		0.476		-0.44		0.008		0.264		0.136		-0.284		0.328		0.561		0.426		0.879		0.998		0.659		0.833

		156		2.26		2.81		8.7		269144906		NEICINOT_04596		Lipoprotein releasing system transmembrane protein LolC [Neisseria cinerea ATCC 14685]		NMB1235a		15677107		Hypothetical protein NMB1235 		R		CM		1		0.156		-0.108		-0.196		-0.008		0.072		0.148		-0.184		0.216		0.627		0.21		0.996		0.036		0.034		0.061

		157		2.25		2.56		12.3		349574043		aspS		Aspartate--tRNA ligase [Neisseria shayeganii 871]		aspSe		15676377				J		C		1		-1.24		0.736		-0.636		0.096		-1.24		-0.58		0.116		0.028		0.041		0.039		0.335		0.067		0.02		0.008

		158		2.22		2.53		12.2		7226217		pntB		NAD(P) transhydrogenase, beta subunit [Neisseria meningitidis MC58]		pntB						C		CM		1		0.172		0.272		-1.956		-0.052		-1.956		0.164		0.168		0.49		0.35		0.019		0.818		0.066		0.5		0.497

		159		2.2		2.53		13		7226938		serS		Seryl-tRNA synthetase [Neisseria meningitidis MC58]		serS						J		C		1		0.092		-1.956		-1.956		0.056		-0.152		-0.016		-1.956		0.67		0.019		0.019		0.786		0.541		0.961		0.066

		160		2.18		3.19		6.2		329120759		ppx2		Exopolyphosphatase [Neisseria bacilliformis ATCC BAA-1200]		NMB0593l		15676498		Hypothetical protein NMB0593 		R		U		1		0.032		-1.956		-0.04		0.032		0.008		0.052		0.02		0.871		0.018		0.868		0.872		0.952		0.795		0.904

		161		2.17		2.42		19.5		59802035		NGO1714		Cis-trans isomerase [Neisseria gonorrhoeae FA 1090]		surAb		254805678		Putative peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis alpha14]		O		P		1		0.208		0.036		0.08		-0.032		0.092		0.168		0.192		0.432		0.857		0.706		0.899		0.676		0.5		0.458

		162		2.17		2.18		11.8		269144630		NEICINOT_04798		Cytochrome c oxidase, Cbb3-type, subunit II [Neisseria cinerea ATCC 14685]		fixOa		15677570		Cbb3-type cytochrome c oxidase subunit II		C		C		1		-0.772		-0.984		-0.996		0.32		-0.868		0.116		-0.72		0.042		0.034		0.034		0.313		0.16		0.619		0.204

		163		2.16		2.44		42.7		298370119		HMPREF9016_01454		30S Ribosomal protein S16 [Neisseria sp. oral taxon 014 str. F0314]		rpsPe		15676497				J		C		1		0.132		0.268		-0.236		-0.172		0.372		0		0.224		0.034		0.011		0.006		0.006		0.003		0.008		0.002

		164		2.14		2.4		8.5		313668097		NLA_7600		Disulphide isomerase [Neisseria lactamica ST-640]		dipZe		15677372		Thiol:disulfide interchange protein		OC		CM		1		-1.952		0.096		0.464		0.388		0.228		0.188		0.116		0.02		0.662		0.223		0.261		0.404		0.464		0.61

		165		2.13		2.92		19.7		345876289		l11_21520		Cell division ATP-binding protein FtsE [Neisseria weaveri LMG 5135]		ftsE		15675955				D		CM		1		-1.956		0.152		0.052		0.008		0.052		0.168		0.136		0.018		0.53		0.794		0.956		0.792		0.494		0.561

		166		2.13		2.28		12.7		296837902		NEIPOLOT_02370		Ornithine carbamoyltransferase [Neisseria polysaccharea ATCC 43768]		argFa		15677423				E		C		1		0.048		-0.496		-0.236		-0.46		-0.02		-0.028		-0.176		0.778		0.037		0.292		0.11		0.924		0.883		0.417

		167		2.11		2.21		9.4		288566287		pilQ		Type IV pilus biogenesis protein PilQ [Neisseria mucosa ATCC 25996]		pilQe		15678016				N		OM		1

		168		2.11		2.16		20.7		350571290		ihfA		Integration host factor subunit alpha [Neisseria wadsworthii 9715]		ihfAo		15676627				L		C		1		-0.024		0.116		-0.288		-0.116		-0.124		-0.012		-0.072		0.927		0.611		0.344		0.629		0.611		0.964		0.755

		169		2.1		2.29		14.6		298368391		HMPREF9016_00054		Inosine-5'-monophosphate dehydrogenase [Neisseria sp. oral taxon 014 str. F0314]		guaBb		15677074				F		C		1		1.856		-0.004		1.852		-0.004		-0.004		-0.004		1.668		0.063		1		0.063		1		1		1		0.02

		170		2.09		4.69		10.6		325128687		infB		Translation initiation factor IF-2 [Neisseria meningitidis N1568]		infB						J		C		2		0.156		-0.072		-0.272		0.148		0.144		-0.652		0.084		0.08		0.126		0.006		0.2		0.238		0.018		0.308

		171		2.09		3.21		25.5		269214308		NEILACOT_03335		Ribose-phosphate diphosphokinase [Neisseria lactamica ATCC 23970]		prsAp		15676771		Ribose-phosphate pyrophosphokinase		FE		C		1

		172		2.09		3.02		7.4		268599846		tspA		TspA protein - LOW QUALITY PROTEIN [Neisseria gonorrhoeae MS11]		tspAq		15676256				No related COG		OM		1		-1.956		-1.956		0.208		-0.056		-1.956		-1.956		-1.956		0.02		0.02		0.429		0.818		0.07		0.07		0.07

		173		2.08		3.77		8		309379221		NLY_29500		Ribonucleoside-diphosphate reductase, alpha subunit [Neisseria lactamica Y92-1009]		nrdAa		15677158				F		C		1		0.748		0.748		0.748		1.064		1.08		1.004		0.748		0.05		0.051		0.044		0.115		0.042		0.039		0.059

		174		2.08		3.04		9.5		288566593		NEIMUCOT_05321		Thioredoxin-disulfide reductase [Neisseria mucosa ATCC 25996]		trxBb		15677190		Thioredoxin reductase 		O		UM		2		1.996		1.996		1.996		1.996		1.996		1.996		1.996		1		1		0.07		0.057		0.018		1		1

		175		2.08		2.48		3		294668918		NEIELOOT_00832		Transglutaminase family protein [Neisseria elongata subsp. glycolytica ATCC 29315]		N/A						E		CM		1		-1		-0.796		-0.116		0.292		-0.868		-0.98		0.044		0.65		0.89		0.532		0.564		0.885		0.674		0.816

		176		2.08		2.16		13		325203322		dapB		Dihydrodipicolinate reductase [Neisseria meningitidis M01-240355]		dapB						E		C		1		0.128		0.064		0.168		0.14		0.1		-0.124		0.076		0.576		0.754		0.493		0.555		0.652		0.611		0.715

		177		2.07		2.22		15.4		7227313		petC		Ubiquinol--cytochrome c reductase, cytochrome c1 [Neisseria meningitidis MC58]		petC						C		P		2		0.124		-0.184		-0.444		0.064		-1.28		-0.344		-0.236		0.583		0.511		0.279		0.765		0.048		0.407		0.795

		178		2.07		2.07		6.5		329118596		fba		Fructose-bisphosphate aldolase [Neisseria bacilliformis ATCC BAA-1200]		cbbAe		15677704				G		C		1		-0.004		1.944		1.944		1.944		1.944		1.944		1.944		1		0.054		0.051		0.052		0.018		0.018		0.018

		179		2.06		2.99		6.9		345875089		l11_09690		Ferric enterobactin receptor [Neisseria weaveri LMG 5135]		frpBr		15677816		Iron-regulated outer membrane protein FrpB 		P		OM		1

		180		2.06		2.49		4.1		284799613		NEISUBOT_03708		Outer membrane ferripyoverdine receptor [Neisseria subflava NJ9703]		N/A						P		OM		1

		181		2.05		2.97		9.7		296838806		ftsK		DNA translocase FtsK [Neisseria polysaccharea ATCC 43768]		ftsK-2b		15677180		Cell division protein FtsK 		D		CM		1		1.944		1.944		1.944		1.944		1.944		1.944		1.944		0.047		0.049		0.052		0.05		0.017		0.018		0.018

		182		2.05		2.81		16.3		325145132		ilvE		Branched-chain amino acid aminotransferase [Neisseria meningitidis M01-240013]		ilvE						EH		C		1		-0.88		-1.028		-0.984		-1.956		-1.044		-1.012		-1.032		0.855		0.233		0.282		0.018		0.274		0.252		0.289

		183		2.05		2.27		12.4		59801114		NGO0687		Ferredoxin-NADP reductase [Neisseria gonorrhoeae FA 1090]		fpr-1a		15676930				C		C		1		-0.004		-0.004		1.944		1.944		-0.004		-0.004		-0.004		1		1		0.073		0.067		1		1		1

		184		2.05		2.12		35.4		7227356		NMB2094		Hypothetical protein NMB2094 [Neisseria meningitidis MC58]		NMB2094						Hypothetical K		C		1		0		-0.224		0.152		-0.052		-0.192		-0.188		0.068		0.984		0.421		0.53		0.823		0.468		0.475		0.746

		185		2.05		2.05		5.2		325135640		accC		Acetyl-CoA carboxylase, biotin carboxylase [Neisseria meningitidis M0579]		accC						I		C		1		0.384		-0.108		-1.956		0.504		0.088		0.332		0.452		0.262		0.649		0.019		0.206		0.687		0.299		0.228

		186		2.04		37.84		51.1		4887174		porA		Porin [Neisseria meningitidis]		porA						M		OM		26		-0.004		-0.004		-0.004		-0.004		1.944		-0.004		1.944		1		1		1		1		0.02		1		0.02

		187		2.04		2.62		8.3		349609651		HMPREF1028_01004		Bis(5'-nucleosyl)-tetraphosphatase, symmetrical [Neisseria sp. GT4A_CT1]		apaHc		161869599		Diadenosine tetraphosphatase [Neisseria meningitidis 053442]		T		C		1		-1.956		-1.956		-1.956		0.296		0.22		0.356		-1.956		0.019		0.019		0.019		0.327		0.413		0.281		0.067

		188		2.04		2.34		4.4		288576023				REVERSED type VI secretion system Vgr family protein [Neisseria mucosa ATCC 25996]												1

		189		2.04		2.24		15.1		7413439		NMB0709		Hypothetical protein NMB0709 [Neisseria meningitidis MC58]		NMB0709						Hypothetical No related COG		CM		1		0.024		0.084		0.176		-1.956		0.152		-1.956		-0.16		0.898		0.698		0.479		0.018		0.531		0.056		0.53

		190		2.04		2.21		9.3		343968646		l13_05740		Carbamoyl-phosphate synthase, small subunit [Neisseria weaveri ATCC 51223]		carAc		15677684				EF		C		1		-1.2		-0.072		-0.208		-1.412		-0.988		0.076		0.064		0.232		0.693		0.934		0.017		0.211		0.671		0.761

		191		2.03		2.56		27.1		7227059		NMB1805		Cytochrome c4 [Neisseria meningitidis MC58]		NMB1805						C		P		1		1.944		-0.004		1.944		-0.004		-0.004		-0.004		-0.004		0.059		1		0.059		1		1		1		1

		192		2.02		2.69		18.6		90109269		NMA1982		Chain B,  Putative Phosphatase (Nma1982)  [Neisseria meningitidis Z2491]		NMA1982						S		C		1		-0.16		0.02		0.16		-0.364		-0.152		0.084		-0.044		0.526		0.907		0.512		0.282		0.548		0.695		0.848

		193		2.02		2.28		16		59800779		hemH		Phosphoribosylaminoimidazole-succinocarboxamide synthase [Neisseria gonorrhoeae FA 1090]		hemHs		15676655				H		C		1		-0.316		-1.124		0.056		-0.384		-0.032		0.004		-0.072		0.459		0.328		0.833		0.37		0.864		0.958		0.747

		194		2.01		2.75		14.7		329119217		ubiE		Ubiquinone/menaquinone biosynthesis methyltransferase UbiE [Neisseria bacilliformis ATCC BAA-1200]		ubiEa		15676641				H		C		1		-1.92		-1.92		0.448		0.088		-1.92		-1.92		0.124		0.02		0.02		0.229		0.687		0.079		0.079		0.588

		195		2.01		2.72		22.3		254493006		pilO		Type IV pilus assembly protein PilO [Neisseria gonorrhoeae 1291]		pilOa		15677647		PilO protein 		N		CM		1

		196		2.01		2.21		35.1		296837900		NEIPOLOT_02368		Antibiotic biosynthesis monooxygenase family protein [Neisseria polysaccharea ATCC 43768]		NMB1575t		15677425		Hypothetical protein NMB1575 		S		U		1		1.944		-0.004		1.936		1.932		1.928		-0.004		1.876		0.059		1		0.063		0.064		0.019		1		0.02

		197		2		37.78		53.3		325207370		groL		Chaperonin GroL [Neisseria meningitidis NZ-05/33]		groL						O		C		18		1.944		-0.004		-0.004		-0.004		1.804		-0.004		-0.004		0.052		1		1		1		0.02		1		1

		198		2		31.34		47.4		3746262		porA		Class 1 porin [Neisseria meningitidis]		porA						M		OM		22

		199		2		20.95		47.8		81784396		fkpA		Probable FKBP-type peptidyl-prolyl cis-trans isomerase fkpA [Neisseria meningitidis MC58]		fkpA						O		OM		13

		200		2		20.87		43.6		325207597		dnaK		Chaperone protein DnaK [Neisseria meningitidis NZ-05/33]		dnaK						O		C		11		-0.004		-0.004		-0.004		-0.004		1.932		-0.004		1.944		1		1		1		1		0.019		1		0.019

		201		2		3.19		15.4		284797269		rimM		16S rRNA processing protein RimM [Neisseria subflava NJ9703]		rimMb		15676496				J		C		2

		202		2		2.99		16.7		7226678		NMB1437		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1437						Hypothetical S		C		1		1.904		-0.004		1.924		-0.004		1.928		1.912		1.944		0.068		1		0.064		1		0.019		0.019		0.018

		203		2		2.66		8		350571558		alr		Alanine racemase [Neisseria wadsworthii 9715]		alrd		15677500				M		C		1

		204		2		2.47		20.9		294671256				REVERSED hypothetical protein NEIELOOT_02966 [Neisseria elongata subsp. glycolytica ATCC 29315]												1

		205		2		2.12		6.5		269209769		dsbA		DsbA thioredoxin domain protein [Neisseria lactamica ATCC 23970]		dsbA1a		15676202		Thiol:disulfide interchange protein DsbA		OC		P		1		0.084		-0.156		0.012		-0.056		-1.956		-0.016		0.148		0.693		0.536		0.934		0.805		0.056		0.96		0.535

		206		2		2.12		8.2		225075353		NEIFLAOT_00358		Hypothetical protein NEIFLAOT_00358 [Neisseria flavescens NRL30031/H210]		dsbA2e		15676216		Thiol:disulfide interchange protein DsbA 		OC		P		1		-0.008		0.396		1.612		1.472		0.392		0.648		1.14		0.911		0.545		0.115		0.136		0.401		0.27		0.13

		207		2		2.1		6		59801289		NGO0890		D-Lactate dehydrogenase [Neisseria gonorrhoeae FA 1090]		dlda		15676888				C		CM		1		-0.248		-0.064		-1.956		-1.956		0.04		-1.956		-1.956		0.387		0.782		0.019		0.019		0.84		0.065		0.065

		208		2		2.05		5.8		7225924		NMB0696		Amino acid ABC transporter, ATP-binding protein [Neisseria meningitidis MC58]		NMB0696						E		CM		1		-0.004		-0.004		1.944		1.944		-0.004		-0.004		-0.004		1		1		0.071		0.075		1		1		1

		209		2		2.04		16.2		268604467		rpmB		50S Ribosomal protein L28 [Neisseria gonorrhoeae PID1]		rpmBu		15676238				J		C		1		-0.984		-0.068		-0.004		0.828		0.904		1.16		1.008		0.018		0.774		0.994		0.611		0.511		0.273		0.322

		210		2		2		13.7		7225543		rpmG		50S Ribosomal protein L33 [Neisseria meningitidis MC58]		rpmG						J		C		1		0.076		0.104		-0.112		-0.168		-0.228		0.056		-0.088		0.726		0.64		0.64		0.513		0.413		0.779		0.706

		1 = Gene name equivalent to serogroup B Neisseria meningitidis (NMB) as per BLAST search;  2 = The equivalent NMB protein name, which is MC58 unless otherwise stated and is the same protein name as original unless otherwise stated.  Cells highlighted in yellow indicate greater than 1.8-fold increase in expression.  Blue cells indicate expression less than 0.2-fold.  Green cells indicate a significance of greater than 95%. Lilac cells indicate a significance between 90% and 94.99% confidence.  Empty ratio cells indicate that insufficient quantitation data was obtained for that protein.  The shared measure of identity of the equivalent NMB protein with the non-meningococcal protein is given in the ‘Gene Name NMB’ column using superscript letters.  Coverage (C) and identity (ID) is represented %C/%ID.  If not otherwise stated coverage is 100%.  A=95-100%ID, b=85-94%ID, c=75-84%ID, d=65-74%ID, e=90-100%/90-100%, f=77%/99%, g=83%/99%, h=67%/100%, i=99%/78%, j=88%/98%, k=90%/74%, l=97%/29%, m=92%/86%, n=95%/67%, o=85%93, p=87%/99%, q=97%/88%, r=94%/54%, s=89%/96%, t=97%/85%, u=65%/100%.  COG function codes: Information, storage and processing – J = Translation, ribosomal structure and biogenesis, K = Transcription, L = DNA replication, recombination and repair; Cellular processes – D = Cell division and chromosome partitioning, M = Cell envelope biogenesis, outer membrane, N = Cell motility and secretion, O = Posttranslational modification, protein turnover, chaperones, P = Inorganic ion transport and metabolism, T = signal transduction mechanisms; Metabolism – C = Energy production and conversion, E = Amino acid transport and metabolism, F = Nucleotide transport and metabolism, G = Carbohydrate transport and metabolism, H = Coenzyme transport and metabolism, I = Lipid metabolism; Q = Secondary metabolites biosynthesis, transport, and catabolism; Poorly characterised proteins – R = General function prediction only, S = Function Unknown, No Related COG = Protein does not match to any COG.  Subcellular location codes: C = cytoplasm, CM = Cytoplasmic Membrane, P = Periplasm, OM = Outer membrane, E = Extracellular, UM = Unknown due to multiple possible locations, U = Unknown 





Expt 2 98i

		Table 6.12  Quantitation of proteins detected in iTRAQ Experiment Two compared to NZ98/254 strain grown under normal conditions

		Protein N		Unused Prot Score		Total Prot Score		% Cov		GI Accession #		Gene name or locus number		Name		Gene name NMB1		NMB Equivalent GI Accession #		NMB Equivalent Name2		COG		Sub-cellular Location		Peptides (95% Conf.)		log H34 22% RH :NZ98i 114:113		log H34 30% RH :NZ98i 115:113		log NZ98 22% RH :NZ98i 116:113		log H34i: NZ98i 117:113		log Control 2:NZ98i 118:113		log Control 1 :NZ98i 119:113		log NZ98 30% RH :NZ98i 121:113		P-Value H34 22% RH :NZ98i 114:113		P-Value  H34 30% RH :NZ98i 115:113		P-Value NZ98 22% RH :NZ98i 116:113		P-Value H34i: NZ98i 117:113		P-Value Control 2:NZ98i 118:113		P-Value Control 1 :NZ98i 119:113		P-Value NZ98 30% RH :NZ98i 121:113

		1		68.5		68.5		69.8		241758467		tuf		Translation elongation factor Tu [Neisseria flavescens SK114]		tufBe		15676052		Elongation factor Tu		JE		C		66		-0.1		-0.076		-0.008		-0.012		-0.04		-0.036		-0.532		0.072		0.666		0.622		0.492		0.708		0.877		0.005

		2		61.39		61.39		93.3		270728847		porB		Class 3 outer membrane protein [Neisseria meningitidis]		porB						M		OM		52		0.448		0.556		-0.044		0.416		0.292		0.3		-0.12		0		0		0.817		0		0		0		0.406

		3		48.97		49.62		85.4		4091875		porA		Porin [Neisseria meningitidis]		porA						M		OM		62		-1.424		-1.28		0.156		-1.148		-0.78		-0.38		-0.688		0.084		0.084		0.245		0.084		0.136		0.311		0.884

		4		48.09		57.24		92.4		516522		porB		Class 3 outer membrane porin [Neisseria meningitidis]		porB						M		OM		61		-0.416		-0.376		0.076		-0.38		-0.108		-0.1		-0.244		0		0		0.285		0		0.111		0.732		0.098

		5		47.84		49.46		46.9		325207524		pilQ		Type IV pilus secretin PilQ [Neisseria meningitidis NZ-05/33]		pilQ						 N		OM		25		0.072		0.028		0.028		0.048		-0.06		0.128		-0.676		0.135		0.245		0.293		0.117		0.347		0.045		0.066

		6		47.33		47.89		58		325207993		sucC		Succinate-CoA ligase, beta subunit [Neisseria meningitidis NZ-05/33]		sucC						C		C		26		0.232		0.536		0.476		0.636		0.364		0.468		-0.512		0.167		0.01		0.009		0.01		0.009		0.007		0.362

		7		42.31		42.8		49.5		7225356		fusA		Elongation factor G (EF-G) [Neisseria meningitidis MC58]		fusA						J		C		23		0.12		0.136		0.152		0.048		0.076		0.04		-0.644		0.356		0.147		0.185		0.779		0.19		0.59		0.369

		8		42.01		42.01		68.9		7225862		fbpA		Iron(III) ABC transporter, periplasmic binding protein [Neisseria meningitidis MC58]		fbpA						H		P		22		0.084		-0.072		-0.048		0.14		0.008		-0.008		-0.524		0.34		0.709		0.565		0.057		0.339		0.565		0.879

		9		41.43		41.43		50		254672968		groEL		60 kDa Chaperonin [Neisseria meningitidis alpha275]		groEL						O		C		24		0.844		1.236		0.248		1.284		0.396		0.58		-0.252		0.001		0.001		0.046		0.001		0.035		0.001		0.09

		10		39		39.11		50.8		325127688		dnaK		Chaperone protein DnaK [Neisseria meningitidis N1568]		dnaK						O		C		24		-0.024		-0.06		0.052		0.232		-0.004		-0.004		-0.752		0.153		0.208		0.133		0.074		0.081		0.162		0.772

		11		33.16		33.83		54.6		81784541		rpsA		30S Ribosomal protein S1 [Neisseria meningitidis MC58]		rpsA						J		C		16		0.06		0.076		-0.012		0.1		0.044		0.008		-0.696		0.044		0.042		0.236		0.021		0.091		0.213		0.733

		12		31.95		33.22		43.2		325202575		pta		Phosphate acetyltransferase [Neisseria meningitidis M01-240149]		pta						C		UM		22		-0.184		-0.012		0.104		0.208		-0.048		0.04		-0.528		0.656		0.283		0.25		0.103		0.961		0.284		0.597

		13		31.78		31.88		53.7		7225772		adhP		Alcohol dehydrogenase, propanol-preferring [Neisseria meningitidis MC58]		adhP						R		C		18		-0.912		-0.824		0.02		-0.828		-0.868		0.128		-1.556		0.216		0.413		0.919		0.258		0.204		0.553		0.048

		14		30.85		31.07		35.2		81784175		atpA		ATP synthase subunit alpha; [Neisseria meningitidis MC58]		atpA						C		C		17		0.068		-0.076		-0.068		0.04		0.04		-0.048		-0.756		0.232		0.375		0.536		0.205		0.455		0.736		0.006

		15		29.89		32.07		78.1		325208952		rpsB		30S Ribosomal protein S2 [Neisseria meningitidis NZ-05/33]		rpsB						J		C		18		0		0.036		-0.028		-0.028		-0.04		-0.016		-0.5		0.325		0.245		0.447		0.168		0.364		0.321		0.418

		16		29.76		32.56		32.4		7226585		pdhA		Pyruvate dehydrogenase, E1 component [Neisseria meningitidis MC58]		pdhA						C		C		20		0.096		-0.124		0.004		0.12		-0.104		-0.028		-0.656		0.755		0.573		0.558		0.075		0.72		0.779		0.615

		17		29.69		30.05		52.5		269213565		NEICINOT_03323		Antioxidant, AhpC/TSA family/glutaredoxin [Neisseria cinerea ATCC 14685]		NMB0946e		15676839		Peroxiredoxin 2 family protein/gluta-redoxin 		O		U		20		-0.548		-0.28		-0.344		0.084		-0.312		-0.184		-0.476		0.287		0.025		0.535		0.906		0.813		0.799		0.332

		18		28.88		29.4		52.9		81707226		cysK		Cysteine synthase [Neisseria meningitidis MC58]		cysK						E		C		20		-0.224		-0.3		0.252		0.124		-1.216		0.32		-1.216		0.012		0.01		0.048		0.209		0.004		0.088		0.004

		19		28.22		28.72		88.3		7225345		rplA		50S Ribosomal protein L1 [Neisseria meningitidis MC58]		rplA						J		C		16		0.048		0.032		-0.028		0.016		-0.012		0.052		-0.732		0.651		0.341		0.118		0.941		0.136		0.537		0

		20		27.47		29.21		23.9		1325955		rpoB		RNA polymerase beta subunit [Neisseria meningitidis]		rpoB						K		C		15		-0.128		-0.112		-0.18		-0.236		-0.156		-0.156		-0.812		0.995		0.716		0.736		0.847		0.862		0.823		0

		21		26.76		26.76		62.3		4379295		 opr		Unnamed protein product [Neisseria meningitidis]		opr						M		OM		24		1.996		1.996		1.996		1.996		1.996		1.996		1.996		0.04		0.035		0.352		0.036		0.061		0.063		0.163

		22		25.35		25.8		67.8		7225366		rpsC		30S Ribosomal protein S3 [Neisseria meningitidis MC58]		rpsC						J		C		17		0.076		0.176		0.236		-0.088		-0.108		0.124		-0.804		0.133		0.095		0.08		0.431		0.58		0.128		0.892

		23		24.47		26.34		76		50400793		rplE		50S Ribosomal protein L5 [Neisseria meningitidis Z2491]		rplE						J		C		16		0.124		0.016		0.124		0.164		0.048		0.12		-0.744		0.041		0.083		0.047		0.05		0.076		0.05		0.987

		24		24.42		26.38		63.5		313667444		rplB		50S Ribosomal protein L2 [Neisseria lactamica ST-640]		rplBa		15676072				J		C		13

		25		24.05		24.77		42.1		254804638		pnp		Polyribonucleotide nucleotidyltransferase [Neisseria meningitidis alpha14]		pnp						F		C		14		-0.068		0.124		0.128		0.176		0.064		-0.048		-0.516		0.839		0.183		0.229		0.159		0.368		0.923		0.019

		26		23.71		23.87		74.4		7225377		rpsE		30s Ribosomal protein S5 [Neisseria meningitidis MC58]		rpsE						J		C		13		-0.236		-0.192		0.088		-0.1		-0.052		-0.156		-0.688		0.756		0.646		0.389		0.504		0.74		0.509		0.809

		27		23.66		24.9		53.2		254804089		tsf		Elongation factor EF-Ts [Neisseria meningitidis alpha14]		tsf						J		C		12		-0.028		-0.112		-0.136		0.024		-0.224		-0.08		-0.912		0.532		0.7		0.901		0.432		0.712		0.501		0.421

		28		23.46		25.4		34.1		7226554		tig		Trigger factor [Neisseria meningitidis MC58]		tig						O		C		13		-0.084		-0.452		-0.112		0.088		-0.184		-0.112		-0.948		0.39		0.093		0.569		0.154		0.448		0.475		0.009

		29		22.56		23.07		52.7		81857552		atpD		ATP synthase subunit beta [Neisseria meningitidis MC58]		atpD						C		C		13		-0.672		-1.24		-1.236		-0.668		-1.244		-1.308		-1.972		0.614		0.693		0.345		0.559		0.261		0.372		0.049

		30		22.22		22.53		61.2		75507306		rpsD		30S Ribosomal protein S4 [Neisseria gonorrhoeae FA 1090]		rpsDa		15676094				J		C		15		0.28		0.328		0.396		0.512		0.46		0.364		-0.676		0.608		0.312		0.314		0.131		0.229		0.409		0.273

		31		21.62		22.31		30.1		325197831		ppsA		Phosphoenolpyruvate synthase [Neisseria meningitidis G2136]		ppsA						G		C		13		-0.28		-0.38		-0.072		-0.352		-0.704		-0.344		-0.828		0.745		0.886		0.519		0.837		0.545		0.789		0.793

		32		21.59		22.43		65.7		325138633		NMBES14902_0722		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis ES14902]		NMB1567a		15677418		Macrophage infectivity potentiator		O		OM		12		0.196		0.5		0.352		0.332		0.324		0.352		-0.936		0.261		0.064		0.158		0.192		0.178		0.069		0.032

		33		21.32		21.41		43.9		7226200		sucD		Succinyl-CoA synthetase, alpha subunit [Neisseria meningitidis MC58]		sucD						C		C		18		-0.156		-0.288		0.02		0.088		-0.092		-0.004		-0.728		0.309		0.094		0.108		0.169		0.956		0.294		0.065

		34		21.21		21.68		68.6		60392859		rmpM		Outer membrane protein class 4 - Precursor [Neisseria meningitidis Z2491]		rmpM						M		OM		27		-0.584		-0.588		-0.088		-0.416		-0.224		-0.264		-1.256		0.002		0		0.298		0.001		0.234		0.138		0.008

		35		20.78		20.78		66		7225355		rpsG		30S Ribosomal protein S7 [Neisseria meningitidis MC58]		rpsG						J		C		12		-0.164		-0.272		-0.172		-0.124		-0.188		-0.112		-0.916		0.059		0.016		0.111		0.027		0.013		0.046		0.029

		36		20.03		20.88		62.2		7225360		rplC		50S Ribosomal protein L3 [Neisseria meningitidis MC58]		rplC						J		C		11		0.188		-0.168		0.052		-0.008		0.028		-0.104		-0.96		0.082		0.189		0.657		0.428		0.385		0.09		0.035

		37		19.46		20.15		0.463415		7225348		rplL		50S Ribosomal protein L7/L12 [Neisseria meningitidis MC58]		rplL						J		C		11		-0.024		0.032		-0.008		-0.056		0.02		0.032		-0.32		0.336		0.691		0.222		0.187		0.172		0.065		0.474

		38		19.23		21.68		34.8		241760002		eno		Phosphopyruvate hydratase [Neisseria flavescens SK114]		enoa		15677152				G		C		10		-0.124		0		-0.176		0.192		-0.244		0.052		-0.66		0.412		0.443		0.247		0.124		0.408		0.415		0.394

		39		18.95		19.19		42.9		81784052		rplF		50S Ribosomal protein L6 [Neisseria meningitidis Z2491]		rplF						J		C		10		0.308		0.376		0.136		0.5		0.524		0.252		-0.6		0.236		0.215		0.279		0.184		0.113		0.268		0.541

		40		18.43		19.12		70.6		325207831		tcyA		L-Cysteine ABC transporter, periplasmic L-cystine-binding protein [Neisseria meningitidis NZ-05/33]		tcyA						E		P		10		0.34		0.432		0.088		0.464		0.28		0.32		-0.856		0.222		0.169		0.463		0.141		0.328		0.237		0.792

		41		18.19		18.53		68.9		7225361		rplD		50S Ribosomal protein L4 [Neisseria meningitidis MC58]		rplD						J		C		13		0.212		-0.164		0.1		0.028		0.032		-0.044		-0.876		0.091		0.229		0.113		0.258		0.62		0.247		0.729

		42		17.81		17.81		33.1		7228848		gna1946		Outer membrane lipoprotein GNA1946 [Neisseria meningitidis]		gna1946						R		OM		9		-0.312		-0.12		0.3		0.256		0.328		0.08		-0.372		0.101		0.917		0.303		0.32		0.241		0.308		0.744

		43		17.31		17.44		50		7225386		rpoA		DNA-directed RNA polymerase, alpha subunit [Neisseria meningitidis MC58]		rpoA						K		C		7		0.028		-0.36		-0.184		0.208		-0.192		0.024		-0.556		0.351		0.91		0.883		0.319		0.474		0.247		0.911

		44		17.03		18.11		31.6		349608924		HMPREF1028_00313		Hypothetical protein HMPREF1028_00313 [Neisseria sp. GT4A_CT1]		gutBa		385853705		gutB gene product [Neisseria meningitidis H44/76]		ER		C		11		-1.184		-0.828		-0.932		-0.052		-0.592		-0.692		-1.628		0.017		0.075		0.043		0.368		0.117		0.012		0.014

		45		16.97		17.74		86.8		325207634		rplS		50S Ribosomal protein L19 [Neisseria meningitidis NZ-05/33]		rplS						J		C		11		0.236		0.228		0.172		0.004		0.236		0.04		-0.424		0.155		0.121		0.193		0.548		0.344		0.331		0.244

		46		16.81		16.9		41		325207146		NMBNZ0533_0109		LysM domain protein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_0109						S		U		9		0.428		0.292		0.444		0.472		0.496		0.216		-0.084		0.016		0.077		0.017		0.015		0.017		0.099		0.121

		47		16.68		17.76		22.9		325206215		sucA		Oxoglutarate dehydrogenase, E1 component [Neisseria meningitidis M04-240196]		sucA						C		C		8		-0.892		-0.36		-0.2		0.04		-0.264		-0.1		-1.252		0.398		0.962		0.859		0.58		0.838		0.776		0.54

		48		16.58		17.31		35.2		325207991		NMBNZ0533_1006		Dihydrolipoyl dehydrogenase [Neisseria meningitidis NZ-05/33]		lpdA1a		15676850		Dihydrolipoamide dehydrogenase		C		C		9		-0.08		-0.348		-0.024		0.344		-0.392		0.004		-0.328		0.751		0.427		0.854		0.855		0.262		0.136		0.845

		49		16.42		16.42		74.2		325208946		NMBNZ0533_2030		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33] (MC58 adhesin component NMB2095)		NMBNZ0533_2030						Hypothetical No related COG		U		10		0.148		0.456		0.58		0.404		-0.48		0.016		-1.264		0.399		0.241		0.213		0.224		0.576		0.68		0.194

		50		16.25		19.99		24.4		313667427		rpoC		DNA-directed RNA polymerase beta' chain [Neisseria lactamica ST-640]		rpoCa		15676061				J		C		8		0.536		0.012		-0.052		-0.028		-0.384		0.016		-1.156		0.081		0.147		0.398		0.401		0.292		0.242		0

		51		16.24		16.82		26.4		317164490		NGTW08_1063		Putative dihydrolipoamide dehydrogenase [Neisseria gonorrhoeae TCDC-NG08107]		lpdA2a		15677210		Dihydrolipoamide dehydrogenase (E3 component)		C		C		7		-0.212		-0.192		-0.216		-0.192		-0.588		-0.208		-0.9		0.72		0.155		0.544		0.485		0.888		0.725		0.836

		52		15.81		16.15		71		7225371		rplX		50S Ribosomal protein L24 [Neisseria meningitidis MC58]		rplX						J		C		8		-0.26		-0.684		-0.26		-0.132		-0.076		0.072		-1.608		0.321		0.127		0.633		0.227		0.566		0.647		0.013

		53		15.35		15.4		60.5		7226114		rplY		50S Ribosomal protein L25 [Neisseria meningitidis MC58]		rplY						J		C		10		-0.292		-0.392		0.3		-0.052		0.108		-0.064		-1.148		0.972		0.322		0.239		0.466		0.423		0.527		0.719

		54		15.1		15.57		42.7		254672897		ilvC		Ketol-acid reductoisomerase [Neisseria meningitidis alpha275]		ilvC						EH		C		9		-0.628		-0.42		-0.604		-0.108		-0.184		-0.48		-1.032		0.656		0.957		0.029		0.532		0.522		0.919		0.022

		55		14.94		15.25		85.4		81783919		rpsO		30S Ribosomal protein S15 [Neisseria meningitidis Z2491]		rpsO						J		C		7		-0.072		-0.104		-0.04		0.172		-0.168		0.004		-0.536		0.924		0.567		0.561		0.253		0.247		0.386		0.253

		56		14.45		15.03		25.2		7226819		acnB		Aconitate hydratase 2 [Neisseria meningitidis MC58]		acnB						C		C		6		-0.544		-0.192		-0.108		0.316		-0.092		-0.272		-1.108		0.052		0.421		0.456		0.066		0.333		0.444		0.009

		57		14.08		15.82		35.2		325207717		maeB		Malate dehydrogenase [Neisseria meningitidis NZ-05/33]		maeB						C		C		8		-0.812		-0.388		-0.384		0.384		0.072		0.112		-1.04		0.048		0.582		0.208		0.345		0.768		0.417		0.128

		58		13.83		13.98		62.9		349610873		HMPREF1028_02172		50S Ribosomal protein L13 [Neisseria sp. GT4A_CT1]		rplMa		15677879				J		C		8		0.124		0.108		-0.004		0.1		-0.208		0.068		-0.928		0.555		0.716		0.141		0.592		0.099		0.358		0.023

		59		13.8		14.08		51.2		7225354		rpsL		30S Ribosomal protein S12 [Neisseria meningitidis MC58]		rpsL						J		C		7		0.14		0.196		0.08		0.092		0.18		0.036		-0.444		0.306		0.387		0.547		0.561		0.225		0.281		0.977

		60		13.4		14.34		25.7		297250485		NEIPOLOT_01458		Dihydrolipoyllysine-residue acetyltransferase E2 component of pyruvate dehydrogenase complex [Neisseria polysaccharea ATCC 43768]		aceFe		15677208		Dihydrolipoamide acetyltransferase		C		C		7		0.016		0.16		-0.156		0.12		-0.02		-0.316		-0.792		0.455		0.53		0.502		0.331		0.332		0.447		0.928

		61		13.14		15.62		26.6		7225689		potD-1		Spermidine/putrescine ABC transporter, [Neisseria meningitidis MC58]		potD-1						E		P		9		-0.328		-0.328		0.192		-0.48		-0.388		0.288		-0.432		0.444		0.713		0.418		0.774		0.623		0.195		0.555

		62		12.9		13.9		20.6		325198178		metE		5-Methyltetrahydropteroyltriglutamate-- homocysteine S-methyltransferase [Neisseria meningitidis G2136]		metE						E		C		6		0.136		0		-0.62		0.22		-0.212		-0.08		-1.08		0.364		0.802		0.031		0.342		0.682		0.697		0.004

		63		12.83		12.95		46.1		6692578		hemO		HemO [Neisseria meningitidis]		hemO						P		U		6		0.068		0.012		0.296		-0.176		0.096		-0.408		-0.584		0.566		0.506		0.277		0.72		0.461		0.704		0.442

		64		12.71		12.79		59.2		7226024		NMB0791		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis MC58]		NMB0791						O		C		7		-0.276		-0.368		-0.428		-0.104		-0.26		-0.24		-0.948		0.226		0.226		0.124		0.381		0.212		0.201		0.216

		65		12.52		14.77		74.3		7225365		rplV		50S Ribosomal protein L22 [Neisseria meningitidis MC58]		rplV						J		C		8		0.296		0.368		0.144		0.328		0.208		0.452		-0.688		0.251		0.291		0.406		0.256		0.22		0.135		0.961

		66		12.48		13.27		27.6		7226193		gltA		Citrate synthase [Neisseria meningitidis MC58]		gltA						C		C		7		-0.592		-0.068		-0.732		0.088		-0.288		-0.048		-1.272		0.918		0.481		0.038		0.425		0.689		0.33		0.167

		67		12.06		12.88		32.4		7225651		ftsZ		Cell division protein FtsZ [Neisseria meningitidis MC58]		ftsZ						D		C		6		0.208		0.108		-0.132		0.096		-0.136		0.132		-0.708		0.364		0.211		0.454		0.312		0.634		0.561		0.975

		68		12		12		58.7		325208428		NMBNZ0533_1464		Putative lipoprotein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_1464						Putative No related COG		U		9		-0.36		0.104		1.156		-0.328		0.248		0.104		-0.528		0.194		0.346		0.108		0.075		0.305		0.368		0.407

		69		11.85		14.19		30.1		9910686		glyA		Serine hydroxymethyltransferase [Neisseria meningitidis MC58]		glyA						E		C		7		-0.12		-0.388		-0.048		0.2		0.016		-0.164		-0.54		0.544		0.261		0.268		0.694		0.71		0.977		0.959

		70		11.82		13.09		58.3		7225358		rpsJ		30S Ribosomal protein S10 [Neisseria meningitidis MC58]		rpsJ						J		C		7		0.164		0.124		0.18		0.304		0.256		0.096		-0.416		0.727		0.703		0.958		0.492		0.952		0.998		0.685

		71		11.8		11.93		30.2		7226831		hisB		Imidazoleglycerol-phosphate dehydratase [Neisseria meningitidis MC58]		hisB						E		C		7		-0.188		0.108		0.044		0.092		0		-0.408		-0.536		0.501		0.269		0.457		0.216		0.107		0.523		0.745

		72		11.59		12.06		65.3		81785149		rplO		50S Ribosomal protein L15 [Neisseria meningitidis MC58]		rplO						J		C		6		-0.14		-0.116		-0.26		-0.268		0.336		0.304		-1.172		0.769		0.7		0.96		0.699		0.157		0.287		0.269

		73		11.49		11.62		54.1		81785148		rplQ		50S Ribosomal protein L17 [Neisseria meningitidis MC58]		rplQ						J		C		6		0.06		-0.176		-0.18		-0.08		-0.248		-0.408		-1.016		0.519		0.164		0.873		0.632		0.634		0.91		0.59

		74		11.43		11.56		50.8		75432531		rpsF		30S Ribosomal protein S6 [Neisseria gonorrhoeae FA 1090]		rpsFa		15677189				J		C		7		-0.912		-0.668		-0.528		-0.328		-0.592		-0.328		-1.552		0.031		0.272		0.372		0.507		0.247		0.441		0.168

		75		11.31		11.8		49.4		7225347		rplJ		50S Ribosomal protein L10 [Neisseria meningitidis MC58]		rplJ						J		C		6		0.156		0.072		-0.232		0.088		-0.236		-0.436		-0.856		0.382		0.359		0.264		0.699		0.592		0.264		0.322

		76		11.28		11.83		51.6		81783922		rplN		50S Ribosomal protein L14 [Neisseria meningitidis Z2491]		rplN						J		C		6		-0.168		-0.052		0.02		0.048		-0.028		-0.264		-0.98		0.281		0.517		0.299		0.632		0.806		0.455		0.226

		77		10.96		11.06		67.4		7225364		rpsS		30S Ribosomal protein S19 [Neisseria meningitidis MC58]		rpsS						J		C		5		-0.184		-0.128		0.208		0.252		-0.232		0.188		-0.656		0.337		0.398		0.73		0.518		0.683		0.183		0.294

		78		10.95		11.47		51.6		340363613		tig2		Trigger factor [Neisseria macacae ATCC 33926]		rpsTf		15676374		30S Ribosomal protein S20		J		C		5		-0.272		-0.404		-0.3		-0.072		-0.112		-0.408		-1.292		0.665		0.158		0.437		0.867		0.844		0.444		0.075

		79		10.63		10.68		51.5		284796534		NEISUBOT_04588		Ribosomal protein L16 [Neisseria subflava NJ9703]		rplPa		15676076				J		C		5		0.124		-0.18		-0.128		-0.148		-0.196		-0.024		-0.832		0.278		0.113		0.105		0.053		0.144		0.561		0.088

		80		10.62		10.78		56.1		7226708		NMB1468		Hypothetical protein NMB1468 [Neisseria meningitidis MC58]		NMB1468						Hypothetical No related COG		P		5		0.828		1.084		0.748		1.032		0.608		0.68		-0.752		0.116		0.049		0.056		0.053		0.087		0.061		0.487

		81		10.58		43.7		84.7		89276863		porA		Outer membrane protein class 1 [Neisseria meningitidis]		porA						M		OM		54

		82		10.26		10.75		77.1		325207369		groS		Chaperonin GroS [Neisseria meningitidis NZ-05/33]		groS						O		C		7		-0.212		0.132		-0.812		0.26		-0.196		0.112		-1.212		0.971		0.621		0.015		0.533		0.634		0.492		0.002

		83		10.2		11.69		18.8		325204497		NMBM01240355_1442		Cytochrome C biogenesis protein transmembrane region [Neisseria meningitidis M01-240355]		dipZe		15677372		Thiol:disulfide interchange protein		OC		CM		6		0.604		0.916		-0.472		-0.532		0.564		0.304		-0.884		0.297		0.221		0.493		0.499		0.296		0.301		0.283

		84		9.97		10.82		33.5		325140643		NMBCU385_0690		Universal stress protein family [Neisseria meningitidis CU385]		NMBCU385_0690						T		U		5		-1.208		-1.384		-0.332		-0.324		-1.084		0.024		-0.992		0.033		0.042		0.339		0.297		0.205		0.315		0.262

		85		9.93		10.14		70.1		81857431		rpsQ		30S Ribosomal protein S17 [Neisseria meningitidis Z2491]		rpsQ						J		C		6		-0.28		0.16		0.208		0.108		0.036		-0.056		-0.976		0.467		0.688		0.698		0.857		0.699		0.648		0.387

		86		9.48		9.54		74.6		7227318		rpsI		30S Ribosomal protein S9 [Neisseria meningitidis MC58]		rpsI						J		C		6		0.028		0.124		0.048		-0.208		0.032		0.044		-0.68		0.383		0.414		0.653		0.952		0.597		0.526		0.157

		87		9.41		11.53		54.6		5825526		nspA		Surface protein A [Neisseria meningitidis]		nspA						M		OM		7		-0.552		-1.072		0.048		-0.592		-0.38		-0.216		-1.068		0.022		0		0.147		0.004		0.014		0.061		0.038

		88		9.2		11		19.6		284799853		NEISUBOT_04444		Isocitrate dehydrogenase, NADP-dependent [Neisseria subflava NJ9703]		icde		161869830		Isocitrate dehydrogenase [Neisseria meningitidis 053442]		C		C		6		-0.44		-0.024		-0.376		-0.084		-0.344		-0.144		-1.056		0.257		0.884		0.39		0.854		0.786		0.699		0.097

		89		9.04		9.87		49		7227050		NMB1796		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1796						Hypothetical R		C		6		-0.82		-0.98		-0.236		-0.812		-0.744		-0.856		-1.516		0.069		0.023		0.223		0.107		0.076		0.045		0

		90		8.87		8.87		65.3		325138254		rplI		Ribosomal protein L9 [Neisseria meningitidis ES14902]		rplIa		15677186				J		C		5		0		0.032		0.1		0.172		0.032		0.168		-0.444		0.55		0.526		0.631		0.509		0.656		0.534		0.753

		91		8.87		8.87		37.2		9910705		NMB1533		Outer membrane protein H.8 - Precursor [Neisseria meningitidis MC58] (azurin)		NMB1533						C		OM		6		-0.48		-0.056		-0.168		-0.076		-0.444		-0.452		-0.692		0.151		0.841		0.664		0.744		0.508		0.243		0.399

		92		8.66		9.08		78.6		73621630		rplR		50S Ribosomal protein L18 [Neisseria meningitidis MC58]		rplR						J		C		5		0.524		0.3		0.048		-0.016		-0.48		-0.252		-1.004		0.391		0.433		0.748		0.522		0.682		0.674		0.009

		93		8.65		9.05		80.3		7226563		rpsR		30S Ribosomal protein S18 [Neisseria meningitidis MC58]		rpsR						J		C		4		0.124		-0.396		0.148		-0.188		-0.02		-0.284		-0.108		0.403		0.829		0.37		0.545		0.442		0.632		0.117

		94		8.56		8.68		65.6		7225545		rpmA		50S Ribosomal protein L27 [Neisseria meningitidis MC58]		rpmA						J		C		4		-0.056		-0.06		0.044		-0.076		-0.108		0.02		-0.452		0.695		0.544		0.442		0.611		0.605		0.527		0.55

		95		8.52		8.93		45.2		161870463		hisJ		Polar amino acid transport system substrate-binding protein [Neisseria meningitidis 053442]		hisJ						E		P		4		0.492		0.556		0.712		0.728		0.832		-0.348		-0.532		0.39		0.319		0.464		0.351		0.311		0.325		0.645

		96		8.51		9.63		66.4		75355452		rpsK		30S Ribosomal protein S11 [Neisseria gonorrhoeae FA 1090]		rpsKa		15676093				J		C		5		0.072		0.144		0.312		0.148		0.3		0.176		-0.816		0.352		0.753		0.359		0.701		0.146		0.136		0.958

		97		8.42		10.93		37.5		325208457		NMBNZ0533_1494		Propionate/acetate kinase [Neisseria meningitidis NZ-05/33]		ackA1a		121635189		Acetate kinase [Neisseria meningitidis FAM18]		C		C		8		-0.692		-0.18		-0.26		0.08		-0.024		-0.068		-1.096		0.807		0.627		0.663		0.627		0.777		0.837		0.893

		98		8.42		8.42		15.9		7227062		pilM		PilM protein [Neisseria meningitidis MC58]		pilM						D		UM		4		-0.004		-0.064		0.432		-0.236		0.26		-0.44		-0.62		0.339		0.441		0.259		0.543		0.226		0.481		0.677

		99		8.29		9.79		66.3		7226469		hupB		DNA-binding protein HU-beta [Neisseria meningitidis MC58]		hupB						L		C		7		-0.328		-0.752		0.132		-0.384		-0.272		0.136		-1.152		0.216		0.021		0.61		0.947		0.478		0.78		0.143

		100		8.22		8.27		31.1		7225825		NMB0595		DNA-binding response regulator [Neisseria meningitidis MC58]		NMB0595						TK		C		5		-0.308		-0.216		-0.348		0.16		-0.624		-0.324		-0.876		0.239		0.489		0.125		0.313		0.076		0.439		0.278

		101		8.1		10.65		20.3		313668607		sdhA		Succinate dehydrogenase flavoprotein subunit [Neisseria lactamica ST-640]		sdhAa		15676843				C		CM		6		-0.2		-0.108		0.072		0.04		0.056		-0.012		-1.404		0.583		0.721		0.321		0.607		0.964		0.386		0.029

		102		8		8.06		43.3		7226073		NMB0838		Cold-shock domain family protein [Neisseria meningitidis MC58]		NMB0838						K		C		4		0.152		-0.116		-0.208		0.176		-0.156		0.152		-0.172		0.464		0.567		0.629		0.496		0.602		0.521		0.133

		103		7.88		7.88		27.8		7225344		rplK		50S Ribosomal protein L11 [Neisseria meningitidis MC58]		rplK						J		C		3		-1.344		-1.972		-0.768		-1.252		-0.568		-0.648		-0.872		0.091		0.057		0.131		0.099		0.963		0.704		0.19

		104		7.79		8.89		31.7		59801339		NGO0948		Hypothetical protein NGO0948 [Neisseria gonorrhoeae FA 1090]		NMB0928a		15676822		Hypothetical protein NMB0928		Hypothetical No related COG		CM		4		0.144		0.14		0.184		-0.204		-0.272		-0.044		-1.176		0.711		0.074		0.825		0.31		0.805		0.616		0.005

		105		7.76		7.78		39.5		325135513		fabG		3-Oxoacyl-(acyl-carrier-protein) reductase [Neisseria meningitidis M0579]		fabG						QR		C		4		0.088		-0.04		0.14		0.176		0.388		-0.364		1.068		0.655		0.53		0.996		0.551		0.324		0.802		0.012

		106		7.7		7.76		26.9		7226175		efp		Elongation factor P (EF-P) [Neisseria meningitidis MC58]		efp						J		C		4		-0.324		-0.408		-0.84		0.196		-0.424		-0.084		-0.944		0.791		0.654		0.802		0.496		0.8		0.613		0.244

		107		7.41		7.76		26.7		9911105		recA		Recombinase A [Neisseria meningitidis Z2491]		recA						L		C		4		-0.52		-0.236		0.068		-0.64		-0.1		0.204		-1.6		0.23		0.809		0.473		0.511		0.375		0.293		0.026

		108		7.28		9.1		20.2		325207248		prlC		Oligopeptidase A [Neisseria meningitidis NZ-05/33]		prlC						E		C		3		0.112		0.236		0.048		0.256		0.332		0.224		-0.12		0.731		0.643		0.559		0.416		0.253		0.531		0.338

		109		7.14		7.54		32.7		5051448		opcA		OpcA protein [Neisseria meningitidis]		opcA						M		OM		4		0.168		0.412		0.1		-0.472		0.264		0.324		-1.032		0.699		0.502		0.933		0.337		0.519		0.556		0.165

		110		7.13		9.62		25.5		325207990		sucB		Dihydrolipoyllysine-residue succinyltransferase, E2 component of oxoglutarate dehydrogenase succinyl-transferring complex [Neisseria meningitidis NZ-05/33]		sucB						C		C		6		-0.304		-0.232		-0.24		-0.152		-0.184		-0.144		-0.956		0.317		0.243		0.53		0.522		0.27		0.857		0.177

		111		6.81		6.87		43.1		349522		pilE		Pilus structural subunit [Neisseria meningitidis]		pilE						N		E		4		1.564		1.6		0.636		0.764		0.604		0.78		1.044		0.001		0.001		0.001		0.033		0.001		0.033		0.027

		112		6.8		7.89		18.8		293399469		NGNG_01453		Cell division protease FtsH [Neisseria gonorrhoeae F62]		ftsHa		15676696				D		CM		6		0.812		0.376		0.464		0.152		0.448		0.34		-0.624		0.209		0.239		0.298		0.332		0.251		0.259		0.035

		113		6.68		6.9		17.3		269144731		NEICINOT_04777		Glutamate dehydrogenase [Neisseria cinerea ATCC 14685]		gdhAa		15677557				E		UM		4		0.568		0.48		0.596		0.42		0.7		0.54		-0.7		0.359		0.439		0.37		0.477		0.316		0.349		0.14

		114		6.67		6.88		24.3		7226723		NMB1483		Putative lipoprotein NlpD [Neisseria meningitidis MC58]		NlpD						M		UM		4		0.712		0.02		-0.124		0.784		0.072		0.656		-0.408		0.003		0.881		0.01		0.003		0.008		0.003		0.159

		115		6.47		6.68		66.3		7225373		rpsN		30S Ribosomal protein S14 [Neisseria meningitidis MC58]		rpsN						J		C		3		0.056		0.152		0.228		0.02		0.072		0.012		-0.672		0.381		0.165		0.138		0.18		0.997		0.08		0.439

		116		6.4		6.56		60.5		7225950		rplT		50S Ribosomal protein L20 [Neisseria meningitidis MC58]		rplT						J		C		3		-0.244		-0.052		-0.02		0.072		-0.448		-0.072		-0.892		0.757		0.978		0.81		0.282		0.262		0.967		0.121

		117		6.33		22.65		51.5		254672740		opa7		Opacity protein and related surface antigens [Neisseria meningitidis alpha275]		opa7						M		OM		20		0.46		0.608		-0.276		0.616		-0.444		0.124		-1.328		0.03		0.029		0.067		0.029		0.183		0.204		0.067

		118		6.26		6.54		38.5		7225374		rpsH		30S Ribosomal protein S8 [Neisseria meningitidis MC58]		rpsH						J		C		3		0.408		-0.16		0.084		-0.044		0.172		0.032		-0.612		0.002		0.006		0.003		0.007		0.002		0.003		0.002

		119		6.1		6.88		17.6		340361016		carA		Carbamoyl-phosphate synthase, small subunit [Neisseria macacae ATCC 33926]		carAa		15677684				EF		C		3		0.188		-0.796		-0.148		0.428		-0.492		0.072		-1.044		0.908		0.192		0.827		0.412		0.574		0.853		0.231

		120		6		6.53		35.6		7226702		ssb		Single-strand binding protein [Neisseria meningitidis MC58]		ssb						L		C		3		-0.608		-0.36		0.308		-0.076		-0.02		-0.048		-0.436		0.015		0.043		0.603		0.065		0.053		0.053		0.028

		121		5.71		5.99		26.4		7226190		sdhB		Succinate dehydrogenase, iron-sulfur protein [Neisseria meningitidis MC58]		sdhB						C		CM		3		-0.852		-0.44		-0.356		0.04		-0.56		-0.52		-1.588		0.008		0.022		0.029		0.543		0.032		0.01		0.004

		122		5.7		6.14		27.4		7225566		NMB0345		Putative cell-binding factor [Neisseria meningitidis MC58]		NMB0345						Putative O		OM		3		0.588		0.584		0.756		0.052		0.584		0.6		-0.256		0.309		0.103		0.201		0.116		0.309		0.244		0.004

		123		5.68		5.92		36.1		81543069		secB		Protein-export protein secB [Neisseria meningitidis Z2491]		secB						N		C		5		-0.564		-0.56		-0.064		-0.424		-0.564		-0.048		-0.836		0.039		0.046		0.092		0.014		0.014		0.464		0.02

		124		5.64		5.64		71.1		325207795		hfq		RNA chaperone Hfq [Neisseria meningitidis NZ-05/33]		hfq						R		C		5		0.16		-0.836		0.516		0.224		0.116		0.156		-0.836		0.022		0.006		0.114		0.072		0.018		0.023		0.006

		125		5.55		7.71		39.5		7225406		frr		Ribosome recycling factor [Neisseria meningitidis MC58]		frr						J		C		4		0.176		0.008		-0.512		-0.472		-0.244		-0.3		-1.144		0.819		0.288		0.195		0.234		0.71		0.304		0.11

		126		5.53		6.09		28.8		291044214		NGMG_00025		Ribose-phosphate pyrophosphokinase [Neisseria gonorrhoeae DGI2]		prsAa		15676771				FE		C		3		0.448		0.072		0.352		0.008		-0.168		0.008		-0.792		0.007		0.007		0.004		0.007		0.01		0.202		0.07

		127		5.44		7.07		13.2		284797755		NEISUBOT_03099		Carbamoyl-phosphate synthase, large subunit [Neisseria subflava NJ9703]		carBe		15677690				EF		C		4		0.464		0.192		0.016		0.376		0.176		-0.168		-0.816		0.505		0.664		0.848		0.565		0.706		0.874		0.083

		128		5.23		5.31		37.6		325136526		greA		Transcription elongation factor greA [Neisseria meningitidis M0579]		greA						K		C		3		0.028		-0.036		0.02		0.116		0.148		-0.004		-0.984		0.622		0.593		0.675		0.045		0.046		0.995		0.065

		129		5.22		5.37		29.7		7225555		dapD		2,3,4,5-Tetrahydropyridine-2,6-dicarboxylate N-succinyltransferase [Neisseria meningitidis MC58]		dapD						E		C		3		-0.732		-0.276		-0.208		0.176		-0.56		-0.076		-1.304		0.098		0.99		0.504		0.694		0.112		0.868		0.007

		130		4.99		5.2		20.9		254805253		gdhA1		Glutamate dehydrogenase [Neisseria meningitidis alpha14]		gdhA1						E		UM		3		-1.068		-0.092		-1.06		-0.292		-0.284		-0.664		-0.72		0.061		0.992		0.025		0.625		0.862		0.027		0.116

		131		4.93		5.62		24.4		325138873		NMBES14902_0317		Bacterial type II secretion system protein F domain protein [Neisseria meningitidis ES14902]		pilGa		15676248		Pilus assembly protein PilG		N		CM		3		0.204		0.768		0.496		0.524		0.34		-0.208		-0.772		0.332		0.125		0.003		0.233		0.002		0.006		0.005

		132		4.88		6.99		9.4		7225598		NMB0378		Putative phosphate permease [Neisseria meningitidis MC58]		NMB0378						Putative P		CM		3		-0.564		-0.352		0.164		0.364		-0.384		-0.592		-1.032		0.032		0.197		0.642		0.159		0.59		0.332		0.015

		133		4.8		4.97		23.6		7225272		pilT-1		Twitching motility protein PilT [Neisseria meningitidis MC58]		pilT-1						N		C		2		-0.356		-0.4		0		0.208		-0.812		-0.448		-0.884		0.364		0.456		0.821		0.715		0.195		0.421		0.348

		134		4.79		5.4		27.6		325207527		pilN		Type IV pilus assembly protein PilN [Neisseria meningitidis NZ-05/33]		pilN						N		CM		2		0.504		0.524		-0.268		0.496		-0.272		0.556		-0.264		0.005		0.003		0.01		0.004		0.182		0.003		0.377

		135		4.74		8.52		23.2		296840734		NEIPOLOT_00159		Septum site-determining protein MinD [Neisseria polysaccharea ATCC 43768]		minDe		15676098				D		C		4		-0.284		0.044		-0.284		0.016		-0.404		0.076		-1.22		0.12		0.923		0.555		0.622		0.597		0.395		0.177

		136		4.73		5.35		20.8		255068437		NEISICOT_03480		Branched-chain-amino-acid transaminase [Neisseria sicca ATCC 29256]		ilvEb		218768887		Branched-chain amino acid aminotransferase [Neisseria meningitidis Z2491]		EH		C		2		0.148		-0.624		0.52		0.132		-0.08		-0.392		0.036		0.441		0.966		0.493		0.21		0.726		0.016		0.216

		137		4.63		4.63		51.9		7225822		rpsP		30S Ribosomal protein S16 [Neisseria meningitidis MC58]		rpsP						J		C		3		-0.116		0		0.096		-0.116		-0.012		0.096		-1.096		0.098		0.168		0.028		0.029		0.163		0.381		0.007

		138		4.54		11.49		23.7		7226843		potD-3		Spermidine/putrescine ABC transporter [Neisseria meningitidis MC58]		potD-3						E		UM		5		0.98		0.528		0.64		-0.384		1.004		0.884		1.348		0.001		0.035		0.001		0.56		0.034		0.035		0.026

		139		4.49		5.04		60.6		81857629		rplW		50S Ribosomal protein L23 [Neisseria meningitidis MC58]		rplW						J		C		3		-0.512		-0.536		-0.316		-0.004		-0.076		-0.816		-1.216		0.035		0.015		0.034		0.206		0.058		0.008		0.013

		140		4.39		4.82		35.3		349610811		HMPREF1028_02110		Dihydrodipicolinate reductase [Neisseria sp. GT4A_CT1]		dapBb		15676130				E		C		2		-1.044		-0.88		-1.608		-0.116		-0.328		-0.34		-1.608		0.086		0.111		0.054		0.537		0.437		0.411		0.054

		141		4.38		5.29		16.6		296840699		NEIPOLOT_00048		Ribonuclease E [Neisseria polysaccharea ATCC 43768]		rnee		15676123				J		C		2		0.824		0.912		-0.54		0		0.604		-0.484		0.244		0.311		0.281		0.042		0.608		0.407		0.064		0.496

		142		4.36		4.93		15.5		325134691		infB		Translation initiation factor IF-2 [Neisseria meningitidis M13399]		infB						J		C		2		0.08		-0.02		0.168		-0.292		-0.872		-0.168		-0.744		0.569		0.317		0.445		0.705		0.196		0.845		0.979

		143		4.29		5.89		11.3		296839833		NEIPOLOT_00410		TspA protein [Neisseria polysaccharea ATCC 43768]		tspAc		15676256				No related COG		OM		3		0.54		-0.164		0.484		0.524		0.732		0.756		0.012		0.05		0.059		0.054		0.05		0.036		0.035		0.044

		144		4.24		4.43		24		7226438		guaB		IMP dehydrogenase [Neisseria meningitidis MC58]		guaB						F		C		2		-0.324		-0.352		-0.468		-0.308		0.584		0.152		-0.072		0.635		0.41		0.105		0.044		0.035		0.037		0.111

		145		4.24		4.24		65.6		81707281		rpmD		50S Ribosomal protein L30 [Neisseria meningitidis MC58]		rpmD						J		C		2		-0.792		-0.612		-0.788		-0.808		-0.952		-0.884		-1.548		0.297		0.383		0.594		0.184		0.476		0.298		0.145

		146		4.23		4.8		28.8		254493006		NGAG_00307		Type IV pilus assembly protein PilO [Neisseria gonorrhoeae 1291]		pilOa		15677647				N		CM		2		-0.692		0.14		0.148		-0.068		-0.452		-0.052		-0.348		0.085		0.223		0.315		0.721		0.567		0.775		0.766

		147		4.14		4.8		16.1		308388760		gcvT		Glycine cleavage system aminomethyltransferase T [Neisseria meningitidis alpha710]		gcvT						E		UM		2		-0.532		-0.172		0.42		0.264		-0.056		-0.148		-1.576		0.006		0.013		0.004		0.005		0.004		0.004		0.041

		148		4.13		4.42		32.7		90109269				Chain B, Putative Phosphatase (Nma1982) [Neisseria meningitidis Z2491]		NMA1982						S		C		3		-0.036		-0.172		0.04		0.392		0.188		-0.516		-1.296		0.942		0.812		0.768		0.486		0.516		0.108		0.05

		149		4.09		4.49		18.6		254673900		siaC		N-acetylneuraminic acid synthetase [Neisseria meningitidis alpha275]		siaC						M		C		2		-0.844		-0.04		-0.168		0.22		0.16		-0.592		-0.12		0.096		0.837		0.346		0.295		0.399		0.127		0.15

		150		4.09		4.14		16.3		269144859		NEICINOT_04548		Ferredoxin--NADP(+) reductase [Neisseria cinerea ATCC 14685]		fpr-1a		15676930				C		C		2		0.24		0.408		-0.98		0.36		0.028		-0.316		-0.98		0.042		0.038		0.055		0.04		0.04		0.054		0.055

		151		4.08		4.08		23.1		319411311		fur		Ferric uptake regulation protein Ferric uptake regulator [Neisseria meningitidis WUE 2594]		fur						P		C		2		-0.58		-0.176		-0.212		0.884		0.564		-0.14		-0.98		0.011		0.017		0.017		0.071		0.316		0.038		0.005

		152		4.07		4.57		22.6		319410025		ppa		Inorganic pyrophosphatase (PPase) [Neisseria meningitidis WUE 2594]		ppa						C		C		4		-0.732		-0.28		-0.264		-0.056		-0.28		-0.92		-1.512		0.104		0.114		0.122		0.734		0.111		0.055		0.055

		153		4.05		4.87		12.1		319410970		ccoP		Cytochrome c oxidase polypeptide III [Neisseria meningitidis WUE 2594]		ccoP						C		U		2		0.74		0.444		0.068		0.228		0.544		0.02		-0.908		0.003		0.004		0.007		0.006		0.003		0.007		0.057

		154		4		27.83		55.2		261393083		NMV_1879		Putative alcohol dehydrogenase (ADH-HT) [Neisseria meningitidis 8013]		adhAa		121634341		Alcohol dehydrogenase [Neisseria meningitidis FAM18]		R		C		17		-0.768		-0.896		-0.772		0.028		-0.02		-0.66		-1.08		0.313		0.227		0.321		0.791		0.938		0.469		0.397

		155		4		4		16.9		7225949		rpmI		50S Ribosomal protein L35 [Neisseria meningitidis MC58]		rpmI						J		C		2		-0.776		-0.184		-1.44		0.028		-0.104		-0.72		-1.104		0.094		0.115		0.055		0.78		0.931		0.159		0.178

		156		4		4		20.2		261392690		NMV_1429		Hypothetical protein NMV_1429 [Neisseria meningitidis 8013]		NMV_1429						Hypothetical No related COG		OM		2		-0.504		-0.504		1.244		-0.504		0.516		-0.504		-0.504		0.054		0.054		0.032		0.054		0.038		0.054		0.054

		157		3.94		4.66		21.9		313668377		thrC		Threonine synthase [Neisseria lactamica ST-640]		thrCe		15676932				E		C		2		-0.448		-0.824		0.044		-0.692		-0.22		-0.492		-1.78		0.429		0.312		0.636		0.437		0.254		0.36		0

		158		3.83		3.9		11.7		325201499		accC		Acetyl-CoA carboxylase, biotin carboxylase [Neisseria meningitidis M01-240149]		accC						I		C		2		-0.236		0.14		-0.14		0.644		0.056		0.076		-0.744		0.007		0.489		0.004		0.003		0.006		0.004		0.188

		159		3.76		39.78		50		325207370		groL		Chaperonin GroL [Neisseria meningitidis NZ-05/33]		groL						O		C		23		-1.956		-1.956		0.096		-0.124		0.224		0.012		-1.956		0.057		0.057		0.666		0.611		0.408		0.935		0.057

		160		3.76		4.26		17		325208815		glnA		Glutamine synthetase, type I [Neisseria meningitidis NZ-05/33]		glnA						E		C		2		0.004		0.36		0.38		0.332		0.328		0.108		0.096		0.64		0.368		0.169		0.365		0.358		0.38		0.007

		161		3.74		5.89		9.3		288576370		NEIMUCOT_06357		Proline dehydrogenase/delta-1-pyrroline-5-carboxylate dehydrogenase [Neisseria mucosa ATCC 25996]		putAe		218768829		Bifunctional proline dehydrogenase/pyrroline-5-carboxylate dehydrogenase [Neisseria meningitidis Z2491]		C		C		2		-1.956		-1.956		-1.956		0.22		-1.956		-1.956		-1.956		0.066		0.066		0.066		0.412		0.066		0.066		0.066

		162		3.67		6.5		17.8		325208526		alaS		Alanyl-tRNA synthetase [Neisseria meningitidis NZ-05/33]		alaS						J		C		2		-0.128		-0.096		-0.068		0.912		0.904		0.904		0.416		0.376		0.472		0.579		0.036		0.037		0.039		0.124

		163		3.63		3.83		61.4		7227209		rpsU		30S Ribosomal protein S21 [Neisseria meningitidis MC58]		rpsU						J		C		2		-0.812		-1.88		-1.364		-0.436		-1.416		-1.536		-1.88		0.036		0.003		0.013		0.157		0.006		0.009		0.003

		164		3.55		3.82		26		325198321		accA		Acetyl-CoA carboxylase, carboxyl transferase, alpha subunit [Neisseria meningitidis G2136]		accA						I		C		2		-0.076		-1.068		-0.052		-0.08		-0.14		-0.524		-1.332		0.293		0.038		0.658		0.474		0.255		0.326		0.009

		165		3.53		4.4		8.8		325208598		gcvP		Glycine dehydrogenase [Neisseria meningitidis NZ-05/33]		gcvP						E		C		2		-0.984		-0.004		-0.984		-0.004		0.08		-0.984		-0.984		0.065		0.051		0.065		0.053		0.507		0.065		0.065

		166		3.51		3.67		60.6		7227356		NMB2094		Hypothetical protein NMB2094 [Neisseria meningitidis MC58]		NMB2094						Hypothetical K		C		2		-1.376		-0.58		0.092		-0.796		-0.1		-0.204		-1.08		0.01		0.056		0.384		0.01		0.441		0.03		0.022

		167		3.48		4.1		25.5		296840243		NEIPOLOT_00015		Phosphoglycerate kinase [Neisseria polysaccharea ATCC 43768]		pgka		121635813		Phospho-glycerate kinase [Neisseria meningitidis FAM18]		G		C		2		-0.668		-0.024		-1.7		-0.436		-1.7		0.06		-0.964		0.27		0.837		0.053		0.864		0.053		0.903		0.148

		168		3.44		3.46		23.4		349610696		HMPREF1028_02004		Peptide deformylase [Neisseria sp. GT4A_CT1]		defa		15676038				J		C		2		-0.604		0.316		-0.752		-0.688		0.236		-0.148		-1.332		0.108		0.425		0.096		0.129		0.565		0.436		0.059

		169		3.42		3.98		12.8		317165411		omp85		Outer membrane protein Omp85 [Neisseria gonorrhoeae TCDC-NG08107]		omp85a		15676109				M		OM		2		0		-0.224		-0.036		-0.144		0.052		-0.168		-0.628		0.895		0.008		0.028		0.046		0.499		0.042		0.018

		170		3.37		3.44		23.2		268604447		NGHG_02090		Lactoylglutathione lyase [Neisseria gonorrhoeae PID1]		gloAe		15676255				E		C		3		-0.468		-0.236		-0.068		0.072		-0.012		-0.42		-1.708		0.334		0.223		0.494		0.43		0.854		0.486		0.015

		171		3.26		3.45		19.3		325207310		NMBNZ0533_0283		SurA/PPIASE domain protein [Neisseria meningitidis NZ-05/33]		surAa		254805678		Putative peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis alpha14]		O		P		2		-1.12		0.144		-1.948		-0.996		0.204		-0.928		-1.948		0.115		0.535		0.06		0.104		0.43		0.146		0.06

		172		3.05		4.02		25.3		325208382		NMBNZ0533_1415		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33]		NMB1437						Hypothetical S		C		2		-0.04		-0.592		-0.244		-0.372		-0.096		-0.62		-1.032		0.644		0.008		0.542		0.722		0.996		0.007		0.012

		173		3		4.67		31.3		325208633		mtrC		Membrane fusion protein MtrC [Neisseria meningitidis NZ-05/33]		mtrC						Q		CM		2		0.596		0.26		0.524		0.632		0.748		-0.132		-0.228		0.509		0.521		0.701		0.479		0.379		0.599		0.107

		174		2.95		3.17		14		317164409		clpX		ATP-dependent protease ATP-binding subunit ClpX [Neisseria gonorrhoeae TCDC-NG08107]		clpXe		15677237				O		C		1		-0.984		0.512		0.116		0.44		0.468		0.088		-0.984		0.07		0.035		0.265		0.036		0.035		0.323		0.07

		175		2.9		3.16		24.5		313668953		grpE		Heat shock protein [Neisseria lactamica ST-640]		grpEa		15676466				O		C		2		-0.024		-0.412		-0.668		-0.216		-0.616		-0.072		-0.812		0.958		0.148		0.254		0.903		0.104		0.785		0.194

		176		2.83		3.28		24.5		325203721		hisA		Phosphoribosylformimino-5-aminoimidazole carboxamide ribotide isomerase [Neisseria meningitidis M01-240355]		hisA						E		C		1		-0.496		0.268		0.592		0.84		-0.496		0.844		0.296		0.866		0.466		0.227		0.232		0.871		0.229		0.472

		177		2.78		3.13		23.8		297250450		mtrE		Multiple transferable resistance system protein MtrE [Neisseria polysaccharea ATCC 43768]		mtrEa		15677561				MN		OM		1		-0.716		-0.052		-0.192		-0.492		-0.532		-0.688		-1.372		0.19		0.938		0.573		0.143		0.277		0.32		0.051

		178		2.78		2.89		53.3		7225383		rpsM		30S Ribosomal protein S13 [Neisseria meningitidis MC58]		rpsM						J		C		2		-0.36		-0.552		-0.804		-0.572		-1.028		-0.12		-0.988		0.524		0.761		0.18		0.436		0.176		0.319		0.963

		179		2.73		3.6		20.1		296839912		NEIPOLOT_00326		Malate dehydrogenase [Neisseria polysaccharea ATCC 43768]		yojHa		15677916		Malate:quinone oxidoreductase 		R		C		1		-0.004		-0.82		-0.108		-0.04		-0.396		-0.26		-0.54		0.896		0.22		0.843		0.938		0.521		0.876		0.563

		180		2.69		2.94		20		288575854		NEIMUCOT_05113		Enoyl-[acyl-carrier-protein] reductase [Neisseria mucosa ATCC 25996]		fabIg		15676251		Enoyl-(acyl carrier protein) reductase 		I		C		2		-1.364		-1.34		-0.628		-0.092		-0.696		-0.108		-1.848		0.149		0.159		0.501		0.734		0.327		0.702		0.046

		181		2.63		2.82		31.2		7225518		dsbA		Thiol:disulfide interchange protein DsbA [Neisseria meningitidis MC58]		dsbA						OC		P		2		-0.544		0.164		-1.24		-0.608		0.192		-0.5		-1.972		0.934		0.509		0.106		0.548		0.378		0.143		0.058

		182		2.57		4.1		12.1		7226713		clpB		ClpB protein [Neisseria meningitidis MC58]		clpB						O		C		3		1.212		0.108		0.088		0.656		0.656		0.536		0.24		0.001		0.293		0.341		0.001		0.001		0.04		0.144

		183		2.53		4.39		18.9		325128778		aspS		Aspartyl-tRNA synthetase [Neisseria meningitidis N1568]		aspS						J		C		2		-0.076		-0.096		0.092		-0.564		0.132		0.064		-0.76		0.531		0.871		0.245		0.792		0.572		0.394		0.47

		184		2.51		2.76		39.2		81783933		rplU		50S Ribosomal protein L21  [Neisseria meningitidis Z2491]		rplU						J		C		1		-0.068		-0.048		0.028		0.008		-0.268		-0.016		-0.972		0.129		0.251		0.109		0.05		0.076		0.154		0.006

		185		2.47		4.34		14.2		269144431		NEICINOT_05035		L Factor [Neisseria cinerea ATCC 14685]		nusAa		15677491		Transcription elongation factor NusA 		K		C		2		0.464		-0.2		-0.716		-0.384		0.196		0.076		-0.656		0.169		0.334		0.021		0.053		0.281		0.361		0.028

		186		2.45		2.56		10.1		325205306		fabF		3-Oxoacyl-(acyl-carrier-protein) synthase II [Neisseria meningitidis M04-240196]		fabF						IQ		C		2		-0.672		-0.452		-0.524		-1.26		-0.792		-0.104		-0.928		0.086		0.114		0.102		0.083		0.216		0.724		0.18

		187		2.42		2.51		31.6		268604467		rpmB		50S Ribosomal protein L28 [Neisseria gonorrhoeae PID1]		rpmBh		15676238				J		C		1		-0.06		-1.408		-0.152		-0.076		-0.912		-0.504		-1.592		0.607		0.049		0.008		0.004		0.081		0.009		0.049

		188		2.4		6.14		13.9		309378739		secA		Preprotein translocase SecA subunit [Neisseria lactamica Y92-1009]		secAa		15677388				N		C		3		-0.056		-0.648		-0.668		0.48		0.592		-0.656		0.572		0.009		0.104		0.105		0.005		0.004		0.106		0.128

		189		2.4		2.5		32.2		59802293		NGO1985		Hypothetical protein NGO1985 [Neisseria gonorrhoeae FA 1090] (MC58 hemolysin NMB2091)		NMB2091a		15677911		Hemolysin		R		P		1		-0.044		0		0.548		0.188		-0.64		0.056		-0.86		0.041		0.968		0.256		0.338		0.049		0.063		0.016

		190		2.34		2.47		10.9		269144852		NEICINOT_04541		Glutamate--cysteine ligase [Neisseria cinerea ATCC 14685]		gshAa		15676924				H		C		1		0.56		-0.936		1.096		0.064		-0.2		0.888		0.456		0.042		0.062		0.034		0.545		0.232		0.039		0.11

		191		2.31		2.43		21.5		81707197		NMB1126		Putative lipoprotein NMB1126/NMB1164; Flags: Precursor [Neisseria meningitidis MC58]		NMB1126						M		U		1		-0.672		-0.064		-0.716		-0.72		-0.684		-0.068		-1.96		0.504		0.731		0.371		0.366		0.485		0.745		0.048

		192		2.29		2.69		18.1		7226938		serS		Seryl-tRNA synthetase [Neisseria meningitidis MC58]		serS						J		C		1

		193		2.27		3.19		13.3		269210385		NEILACOT_03030		Cytochrome c family protein [Neisseria lactamica ATCC 23970] (MC58 cytochrome C5 NMB1677)		NMB1677a		15677525		Cytochrome c5 		C		U		1		-0.144		0.044		0.128		-0.576		-0.512		-0.28		-1.548		0.497		0.303		0.302		0.05		0.04		0.315		0.004

		194		2.27		2.65		19.1		309378859				Unnamed protein product [Neisseria lactamica Y92-1009]		rhlEa		385340268		Putative ATP-dependent RNA helicase rhlE [Neisseria meningitidis G2136]		LKJ		C		1

		195		2.26		2.86		10.2		261391596		pilC2		Type IV pilus-associated protein PilC2 [Neisseria meningitidis 8013]		pilC2						N		OM		1

		1 = Gene name equivalent to serogroup B Neisseria meningitidis (NMB) as per BLAST search; 2 = The equivalent NMB protein name, which is MC58 unless otherwise stated and is the same protein name as original unless otherwise stated.  Cells highlighted in yellow indicate greater than 1.8-fold increase in expression.  Blue cells indicate expression less than 0.2-fold.  Green cells indicate a significance of greater than 95%. Lilac cells indicate a significance between 90% and 94.99% confidence.  Empty ratio cells indicate that insufficient quantitation data was obtained for that protein.  The shared measure of identity of the equivalent NMB protein with the non-meningococcal protein is given in the ‘Gene Name NMB’ column using superscript letters.  Coverage (C) and identity (ID) is represented %C/%ID.  If not otherwise stated coverage is 100%.  A=95-100%ID, b=85-94%ID, c=75-84%ID, d=65-74%ID, e=90-100%/90-100%, f=67%/100%, g=81%/97%, h=65%/100.  COG function codes: Information, storage and processing – J = Translation, ribosomal structure and biogenesis, K = Transcription, L = DNA replication, recombination and repair; Cellular processes – D = Cell division and chromosome partitioning, M = Cell envelope biogenesis, outer membrane, N = Cell motility and secretion, O = Posttranslational modification, protein turnover, chaperones, P = Inorganic ion transport and metabolism, T = signal transduction mechanisms; Metabolism – C = Energy production and conversion, E = Amino acid transport and metabolism, F = Nucleotide transport and metabolism, G = Carbohydrate transport and metabolism, H = Coenzyme transport and metabolism, I = Lipid metabolism; Q = Secondary metabolites biosynthesis, transport, and catabolism; Poorly characterised proteins – R = General function prediction only, S = Function Unknown, No Related COG = Protein does not match to any COG.  Subcellular location codes: C = cytoplasm, CM = Cytoplasmic Membrane, P = Periplasm, OM = Outer membrane, E = Extracellular, UM = Unknown due to multiple possible locations, U = Unknown





Expt 2 H34i

		Table 6.13  Quantitation of proteins detected in iTRAQ Experiment Two compared to H34 strain grown under normal conditions

		Protein N		Unused Prot Score		Total Prot Score		% Cov		GI Accession #		Gene name or locus number		Name		Gene name NMB1		NMB Equivalent GI Accession #		NMB Equivalent Name2		COG		Sub-cellular Location		Peptides (95% Conf.)		log NZ98i :H34i 113:117		log H34 22%RH :H34i 114:117		log H34 30%RH :H34i 115:117		log NZ98 22%RH :H34i 116:117		log Control 2 :H34i 118:117		log Control 1 :H34i 119:117		log NZ98 30%RH :H34i 121:117		P-Value NZ98i :H34i 113:117		P-Value  H34 22%RH :H34i 114:117		P-Value H34 30%RH :H34i 115:117		P-Value NZ98 22%RH :H34i 116:117		P-Value Control 2 :H34i 118:117		P-Value Control 1 :H34i 119:117		P-Value NZ98 30%RH :H34i 121:117

		1		68.5		68.5		69.8		241758467		tuf		Translation elongation factor Tu [Neisseria flavescens SK114]		tufBe		15676052		Elongation factor Tu		JE		C		66		0.004		-0.092		-0.068		0		-0.032		-0.028		-0.528		0.492		0.005		0.101		0.277		0.782		0.813		0.004

		2		61.39		61.39		93.3		270728847		porB		Class 3 outer membrane protein [Neisseria meningitidis]		porB						M		OM		52		-0.424		0.028		0.136		-0.464		-0.128		-0.12		-0.52		0		0.067		0.445		0		0.016		0.015		0

		3		48.97		49.62		85.4		4091875		porA		Porin [Neisseria meningitidis]		porA						M		OM		62		1.096		-0.348		-0.228		1.204		0.388		0.776		0.348		0.084		1		1		0.004		0.001		0.082		0.001

		4		48.09		57.24		92.4		516522		porB		Class 3 outer membrane porin [Neisseria meningitidis]		porB						M		OM		61		0.372		-0.052		0		0.456		0.268		0.28		0.124		0		0.897		0.435		0		0		0		0.002

		5		47.84		49.46		46.9		325207524		pilQ		Type IV pilus secretin PilQ [Neisseria meningitidis NZ-05/33]		pilQ						 N		OM		25		-0.056		0.024		-0.02		-0.028		-0.108		0.08		-0.732		0.117		0.274		0.217		0.221		0.77		0.159		0

		6		47.33		47.89		58		325207993		sucC		Succinate-CoA ligase, beta subunit [Neisseria meningitidis NZ-05/33]		sucC						C		C		26		-0.644		-0.416		-0.092		-0.144		-0.264		-0.14		-1.1		0.01		0.036		0.514		0.493		0.616		0.472		0.358

		7		42.31		42.8		49.5		7225356		fusA		Elongation factor G (EF-G) [Neisseria meningitidis MC58]		fusA						J		C		23		-0.056		0.064		0.092		0.108		0.032		-0.008		-0.696		0.779		0.638		0.682		0.75		0.078		0.17		0.179

		8		42.01		42.01		68.9		7225862		fbpA		Iron(III) ABC transporter, periplasmic binding protein [Neisseria meningitidis MC58]		fbpA						H		P		22		-0.148		-0.06		-0.22		-0.192		-0.136		-0.156		-0.64		0.057		0.089		0.016		0.03		0.016		0.006		0.024

		9		41.43		41.43		50		254672968		groEL		60 kDa Chaperonin [Neisseria meningitidis alpha275]		groEL						O		C		24		-1.376		-0.556		-0.072		-1.172		-0.844		-0.704		-1.48		0.001		0.153		0.42		0.001		0.01		0.024		0.003

		10		39		39.11		50.8		325127688		dnaK		Chaperone protein DnaK [Neisseria meningitidis N1568]		dnaK						O		C		24		-0.24		-0.216		-0.28		-0.208		-0.216		-0.2		-0.968		0.074		0.119		0.108		0.089		0.33		0.518		0.324

		11		33.16		33.83		54.6		81784541		rpsA		30S Ribosomal protein S1 [Neisseria meningitidis MC58]		rpsA						J		C		16		-0.108		-0.052		-0.032		-0.124		-0.072		-0.096		-0.772		0.021		0.219		0.139		0.034		0.828		0.694		0.016

		12		31.95		33.22		43.2		325202575		pta		Phosphate acetyltransferase [Neisseria meningitidis M01-240149]		pta						C		UM		22		-0.216		-0.404		-0.22		-0.116		-0.252		-0.176		-0.728		0.103		0.002		0.163		0.178		0.308		0.829		0.06

		13		31.78		31.88		53.7		7225772		adhP		Alcohol dehydrogenase, propanol-preferring [Neisseria meningitidis MC58]		adhP						R		C		18		0.82		-0.004		-0.004		0.856		-0.044		0.928		-0.672		0.258		0.704		0.496		0.246		0.622		0.194		0.059

		14		30.85		31.07		35.2		81784175		atpA		ATP synthase subunit alpha [Neisseria meningitidis MC58]		atpA						C		C		17		-0.048		0.016		-0.124		-0.12		-0.004		-0.096		-0.816		0.205		0.571		0.256		0.113		0.399		0.106		0.001

		15		29.89		32.07		78.1		325208952		rpsB		30S Ribosomal protein S2 [Neisseria meningitidis NZ-05/33]		rpsB						J		C		18		0.02		0.028		0.06		0		-0.012		0.016		-0.48		0.168		0.112		0.046		0.515		0.102		0.074		0.158

		16		29.76		32.56		32.4		7226585		pdhA		Pyruvate dehydrogenase, E1 component [Neisseria meningitidis MC58]		pdhA						C		C		20		-0.128		-0.032		-0.244		-0.132		-0.24		-0.176		-0.776		0.075		0.027		0.032		0.027		0.006		0.052		0.01

		17		29.69		30.05		52.5		269213565		NEICINOT_03323		Antioxidant, AhpC/TSA family/glutaredoxin [Neisseria cinerea ATCC 14685]		NMB0946e		15676839		Peroxiredoxin 2 family protein/glutaredoxin 		O		U		20		-0.092		-0.588		-0.352		-0.396		-0.36		-0.252		-0.544		0.906		0.022		0.036		0.076		0.808		0.544		0.278

		18		28.88		29.4		52.9		81707226		cysK		Cysteine synthase [Neisseria meningitidis MC58]		cysK						E		C		20		-0.132		-0.28		-0.356		0.128		-1.232		0.196		-1.232		0.209		0.002		0.002		0.014		0.003		0.038		0.003

		19		28.22		28.72		88.3		7225345		rplA		50S Ribosomal protein L1 [Neisseria meningitidis MC58]		rplA						J		C		16		-0.024		0.032		0.008		-0.056		-0.036		0.02		-0.756		0.941		0.441		0.139		0.07		0.992		0.821		0

		20		27.47		29.21		23.9		1325955		rpoB		RNA polymerase beta subunit [Neisseria meningitidis]		rpoB						K		C		15		0.228		0.092		0.088		0.044		0.064		0.072		-0.624		0.847		0.499		0.502		0.165		0.279		0.305		0

		21		26.76		26.76		62.3		4379295		 opr		Unnamed protein product [Neisseria meningitidis]		opr						M		OM		24		-1.552		-0.188		-0.132		-1.26		-0.792		-0.7		-1.424		0.036		0.192		0.709		0.104		0.074		0.014		0.045

		22		25.35		25.8		67.8		7225366		rpsC		30S Ribosomal protein S3 [Neisseria meningitidis MC58]		rpsC						J		C		17		0.08		0.16		0.26		0.316		-0.02		0.208		-0.712		0.431		0.005		0.002		0		0.679		0.003		0.454

		23		24.47		26.34		76		50400793		rplE		50S Ribosomal protein L5 [Neisseria meningitidis Z2491]		rplE						J		C		16		-0.172		-0.04		-0.152		-0.04		-0.112		-0.044		-0.904		0.05		0.86		0.347		0.563		0.462		0.861		0.01

		24		24.42		26.38		63.5		313667444		rplB		50S Ribosomal protein L2 [Neisseria lactamica ST-640]		rplBa		15676072				J		C		13

		25		24.05		24.77		42.1		254804638		pnp		Polyribonucleotide nucleotidyltransferase [Neisseria meningitidis alpha14]		pnp						F		C		14		-0.184		-0.264		-0.076		-0.06		-0.116		-0.24		-0.696		0.159		0.078		0.606		0.449		0.441		0.061		0.005

		26		23.71		23.87		74.4		7225377		rpsE		30s Ribosomal protein S5 [Neisseria meningitidis MC58]		rpsE						J		C		13		0.092		-0.132		-0.116		0.188		0.016		-0.076		-0.668		0.504		0.082		0.455		0.919		0.981		0.424		0.726

		27		23.66		24.9		53.2		254804089		tsf		Elongation factor EF-Ts [Neisseria meningitidis alpha14]		tsf						J		C		12		-0.032		-0.052		-0.14		-0.164		-0.252		-0.108		-0.928		0.432		0.458		0.31		0.215		0.306		0.455		0.019

		28		23.46		25.4		34.1		7226554		tig		Trigger factor [Neisseria meningitidis MC58]		tig						O		C		13		-0.096		-0.176		-0.552		-0.208		-0.272		-0.204		-1.044		0.154		0.268		0.073		0.32		0.258		0.292		0.007

		29		22.56		23.07		52.7		81857552		atpD		ATP synthase subunit beta [Neisseria meningitidis MC58]		atpD						C		C		13		0.66		0.016		-0.52		-0.672		-0.652		-0.588		-1.332		0.559		0.914		0.812		0.557		0.381		0.619		0.052

		30		22.22		22.53		61.2		75507306		rpsD		30S Ribosomal protein S4 [Neisseria gonorrhoeae FA 1090]		rpsDa		15676094				J		C		15		-0.52		-0.212		-0.164		-0.06		-0.032		-0.128		-1.16		0.131		0.102		0.259		0.249		0.426		0.24		0.026

		31		21.62		22.31		30.1		325197831		ppsA		Phosphoenolpyruvate synthase [Neisseria meningitidis G2136]		ppsA						G		C		13		0.344		0.096		-0.052		0.248		-0.356		-0.004		-0.436		0.837		0.713		0.55		0.453		0.098		0.516		0.849

		32		21.59		22.43		65.7		325138633		NMBES14902_0722		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis ES14902]		NMB1567a		15677418		Macrophage infectivity potentiator		O		OM		12		-0.34		-0.08		0.208		0.16		0.036		0.068		-1.324		0.192		0.621		0.785		0.94		0.522		0.199		0.462

		33		21.32		21.41		43.9		7226200		sucD		Succinyl-CoA synthetase, alpha subunit [Neisseria meningitidis MC58]		sucD						C		C		18		-0.096		-0.248		-0.376		-0.072		-0.176		-0.096		-0.812		0.169		0.253		0.084		0.652		0.139		0.371		0.022

		34		21.21		21.68		68.6		60392859		rmpM		Outer membrane protein class 4 - Precursor [Neisseria meningitidis Z2491]		rmpM						M		OM		27		0.408		-0.216		-0.22		0.296		0.164		0.14		-1.004		0.001		0.58		0.297		0.453		0.619		0.076		0.035

		35		20.78		20.78		66		7225355		rpsG		30S Ribosomal protein S7 [Neisseria meningitidis MC58]		rpsG						J		C		12		0.116		-0.044		-0.156		-0.052		-0.068		0.008		-0.804		0.027		0.619		0.093		0.419		0.335		0.36		0.262

		36		20.03		20.88		62.2		7225360		rplC		50S Ribosomal protein L3 [Neisseria meningitidis MC58]		rplC						J		C		11		0		0.188		-0.148		0.064		0.032		-0.112		-0.956		0.428		0.077		0.303		0.597		0.607		0.959		0.056

		37		19.46		20.15		0.463415		7225348		rplL		50S Ribosomal protein L7/L12 [Neisseria meningitidis MC58]		rplL						J		C		11		0.048		0.024		0.084		0.044		0.072		0.08		-0.268		0.187		0.635		0.645		0.048		0.048		0.032		0.368

		38		19.23		21.68		34.8		241760002		eno		Phosphopyruvate hydratase [Neisseria flavescens SK114]		enoa		15677152				G		C		10		-0.2		-0.328		-0.192		-0.356		-0.432		-0.144		-0.836		0.124		0.198		0.576		0.133		0.049		0.129		0.161

		39		18.95		19.19		42.9		81784052		rplF		50S Ribosomal protein L6 [Neisseria meningitidis Z2491]		rplF						J		C		10		-0.508		-0.156		-0.144		-0.416		0.008		-0.204		-1		0.184		0.49		0.588		0.219		0.604		0.446		0.2

		40		18.43		19.12		70.6		325207831		tcyA		L-Cysteine ABC transporter, periplasmic L-cystine-binding protein [Neisseria meningitidis NZ-05/33]		tcyA						E		P		10		-0.472		-0.1		-0.016		-0.332		-0.168		-0.136		-1.24		0.141		0.622		0.967		0.187		0.578		0.711		0.171

		41		18.19		18.53		68.9		7225361		rplD		50S Ribosomal protein L4 [Neisseria meningitidis MC58]		rplD						J		C		13		-0.036		0.18		-0.196		0.068		0.004		-0.076		-0.832		0.258		0.046		0.427		0.295		0.793		0.551		0.043

		42		17.81		17.81		33.1		7228848		gna1946		Outer membrane lipoprotein GNA1946 [Neisseria meningitidis]		gna1946						R		OM		9		-0.264		-0.568		-0.424		-0.016		0.036		-0.2		-0.652		0.32		0.063		0.084		0.871		0.558		0.71		0.403

		43		17.31		17.44		50		7225386		rpoA		DNA-directed RNA polymerase, alpha subunit [Neisseria meningitidis MC58]		rpoA						K		C		7		-0.216		-0.164		-0.568		-0.356		-0.424		-0.148		-0.66		0.319		0.353		0.102		0.123		0.338		0.359		0.892

		44		17.03		18.11		31.6		349608924		HMPREF1028_00313		Hypothetical protein HMPREF1028_00313 [Neisseria sp. GT4A_CT1]		gutBa		385853705		GutB gene product [Neisseria meningitidis H44/76]		ER		C		11		0.044		-1.06		-0.74		-0.824		-0.512		-0.604		-1.48		0.368		0.102		0.19		0.147		0.066		0.038		0.009

		45		16.97		17.74		86.8		325207634		rplS		50S Ribosomal protein L19 [Neisseria meningitidis NZ-05/33]		rplS						J		C		11		-0.012		0.216		0.228		0.176		0.232		0.032		-0.412		0.548		0.119		0.034		0.197		0.205		0.265		0.186

		46		16.81		16.9		41		325207146		NMBNZ0533_0109		LysM domain protein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_0109						S		U		9		-0.48		-0.024		-0.168		-0.02		0.024		-0.252		-0.552		0.015		0.682		0.121		0.775		0.471		0.384		0.843

		47		16.68		17.76		22.9		325206215		sucA		Oxoglutarate dehydrogenase, E1 component [Neisseria meningitidis M04-240196]		sucA						C		C		8		-0.048		-0.876		-0.384		-0.216		-0.268		-0.092		-1.156		0.58		0.03		0.221		0.267		0.833		0.782		0.058

		48		16.58		17.31		35.2		325207991		NMBNZ0533_1006		Dihydrolipoyl dehydrogenase [Neisseria meningitidis NZ-05/33]		lpdA1a		15676850		Dihydrolipoamide dehydrogenase		C		C		9		-0.352		-0.424		-0.636		-0.36		-0.704		-0.34		-0.596		0.855		0.985		0.306		0.888		0.897		0.71		0.906

		49		16.42		16.42		74.2		325208946		NMBNZ0533_2030		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33] (MC58 adhesin component NMB2095)		NMBNZ0533_2030						Hypothet-ical No related COG		U		10		-0.412		-0.252		0.056		0.14		-0.788		-0.356		-1.436		0.224		0.173		0.946		0.67		0.241		0.374		0.001

		50		16.25		19.99		24.4		313667427		rpoC		DNA-directed RNA polymerase beta' chain [Neisseria lactamica ST-640]		rpoCa		15676061				J		C		8		0.02		0.624		0.032		0.04		-0.344		0.14		-1.132		0.401		0.053		0.851		0.437		0.235		0.088		0.223

		51		16.24		16.82		26.4		317164490		NGTW08_1063		Putative dihydrolipoamide dehydrogenase [Neisseria gonorrhoeae TCDC-NG08107]		lpdA2a		15677210		Dihydrolipoamide dehydrogenase 		C		C		7		0.184		-0.064		-0.02		0.004		-0.408		-0.016		-0.712		0.485		0.19		0.406		0.505		0.078		0.889		0.876

		52		15.81		16.15		71		7225371		rplX		50S Ribosomal protein L24 [Neisseria meningitidis MC58]		rplX						J		C		8		0.124		-0.132		-0.588		-0.148		0.072		0.208		-1.5		0.227		0.948		0.203		0.26		0.713		0.162		0.038

		53		15.35		15.4		60.5		7226114		rplY		50S Ribosomal protein L25 [Neisseria meningitidis MC58]		rplY						J		C		10		0.044		-0.252		-0.332		0.368		0.16		0.032		-1.132		0.466		0.136		0.215		0.012		0.434		0.885		0.073

		54		15.1		15.57		42.7		254672897		ilvC		Ketol-acid reductoisomerase [Neisseria meningitidis alpha275]		ilvC						EH		C		9		0.1		-0.572		-0.324		-0.488		-0.096		-0.376		-0.968		0.532		0.076		0.154		0.063		0.867		0.13		0.039

		55		14.94		15.25		85.4		81783919		rpsO		30S Ribosomal protein S15 [Neisseria meningitidis Z2491]		rpsO						J		C		7		-0.18		-0.256		-0.284		-0.2		-0.324		-0.172		-0.712		0.253		0.398		0.188		0.213		0.183		0.189		0.151

		56		14.45		15.03		25.2		7226819		acnB		Aconitate hydratase 2 [Neisseria meningitidis MC58]		acnB						C		C		6		-0.324		-0.852		-0.496		-0.424		-0.408		-0.564		-1.328		0.066		0.016		0.224		0.133		0.064		0.163		0.002

		57		14.08		15.82		35.2		325207717		maeB		Malate dehydrogenase [Neisseria meningitidis NZ-05/33]		maeB						C		C		8		-0.392		-1.188		-0.772		-0.756		-0.328		-0.3		-1.36		0.345		0.082		0.277		0.201		0.243		0.168		0.098

		58		13.83		13.98		62.9		349610873		HMPREF1028_02172		50S Ribosomal protein L13 [Neisseria sp. GT4A_CT1]		rplMa		15677879				J		C		8		-0.108		0.028		0.016		-0.104		-0.304		-0.032		-1.048		0.592		0.613		0.766		0.268		0.912		0.553		0.511

		59		13.8		14.08		51.2		7225354		rpsL		30S Ribosomal protein S12 [Neisseria meningitidis MC58]		rpsL						J		C		7		-0.1		0.052		0.104		-0.016		0.1		-0.06		-0.564		0.561		0.141		0.96		0.537		0.177		0.228		0.931

		60		13.4		14.34		25.7		297250485		NEIPOLOT_01458		Dihydrolipoyllysine-residue acetyltransferase E2 component of pyruvate dehydrogenase complex [Neisseria polysaccharea ATCC 43768]		aceFe		15677208		Dihydrolipoamide acetyltransferase		C		C		7		-0.128		-0.108		0.028		-0.312		-0.18		-0.448		-0.852		0.331		0.104		0.362		0.03		0.665		0.075		0.203

		61		13.14		15.62		26.6		7225689		potD-1		Spermidine/putrescine ABC transporter [Neisseria meningitidis MC58]		potD-1						E		P		9		0.468		0.068		0.052		0.656		-0.004		0.78		0.008		0.774		0.211		0.482		0.895		0.353		0.079		0.392

		62		12.9		13.9		20.6		325198178		metE		5-Methyltetrahydropteroyltriglutamate-- homocysteine S-methyltransferase [Neisseria meningitidis G2136]		metE						E		C		6		-0.228		-0.096		-0.216		-0.82		-0.42		-0.284		-1.272		0.342		0.487		0.177		0.026		0.14		0.331		0.002

		63		12.83		12.95		46.1		6692578		hemO		HemO [Neisseria meningitidis]		hemO						P		U		6		0.168		0.232		0.176		0.472		0.252		-0.24		-0.416		0.72		0.737		0.744		0.133		0.268		0.59		0.608

		64		12.71		12.79		59.2		7226024		NMB0791		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis MC58]		NMB0791						O		C		7		0.096		-0.156		-0.28		-0.332		-0.152		-0.132		-0.856		0.381		0.552		0.742		0.562		0.802		0.647		0.861

		65		12.52		14.77		74.3		7225365		rplV		50S Ribosomal protein L22 [Neisseria meningitidis MC58]		rplV						J		C		8		-0.336		-0.064		0.044		-0.18		-0.096		0.136		-1.012		0.256		0.621		0.569		0.317		0.651		0.214		0.133

		66		12.48		13.27		27.6		7226193		gltA		Citrate synthase [Neisseria meningitidis MC58]		gltA						C		C		7		-0.096		-0.74		-0.16		-0.852		-0.376		-0.144		-1.404		0.425		0.221		0.811		0.051		0.269		0.235		0.034

		67		12.06		12.88		32.4		7225651		ftsZ		Cell division protein FtsZ [Neisseria meningitidis MC58]		ftsZ						D		C		6		-0.104		0.124		0		-0.256		-0.232		0.028		-0.788		0.312		0.615		0.586		0.309		0.782		0.741		0.178

		68		12		12		58.7		325208428		NMBNZ0533_1464		Putative lipoprotein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_1464						Putative No related COG		U		9		0.32		-0.012		0.396		1.248		0.44		0.392		-0.272		0.075		0.269		0.924		0.036		0.181		0.317		0.364

		69		11.85		14.19		30.1		9910686		glyA		Serine hydroxymethyltransferase [Neisseria meningitidis MC58]		glyA						E		C		7		-0.208		-0.312		-0.584		-0.256		-0.192		-0.376		-0.624		0.694		0.418		0.271		0.73		0.618		0.72		0.693

		70		11.82		13.09		58.3		7225358		rpsJ		30S Ribosomal protein S10 [Neisseria meningitidis MC58]		rpsJ						J		C		7		-0.312		-0.096		-0.184		-0.132		-0.056		-0.196		-0.772		0.492		0.547		0.668		0.563		0.431		0.447		0.386

		71		11.8		11.93		30.2		7226831		hisB		Imidazoleglycerol-phosphate dehydratase [Neisseria meningitidis MC58]		hisB						E		C		7		-0.1		-0.272		0.008		-0.032		-0.096		-0.46		-0.584		0.216		0.237		0.772		0.95		0.781		0.421		0.637

		72		11.59		12.06		65.3		81785149		rplO		50S Ribosomal protein L15 [Neisseria meningitidis MC58]		rplO						J		C		6		0.26		0.14		0.168		0.068		0.62		0.576		-0.916		0.699		0.878		0.446		0.577		0.169		0.232		0.42

		73		11.49		11.62		54.1		81785148		rplQ		50S Ribosomal protein L17 [Neisseria meningitidis MC58]		rplQ						J		C		6		0.072		0.136		-0.1		-0.12		-0.18		-0.328		-0.96		0.632		0.605		0.316		0.25		0.985		0.263		0.027

		74		11.43		11.56		50.8		75432531		rpsF		30S Ribosomal protein S6 [Neisseria gonorrhoeae FA 1090]		rpsFa		15677189				J		C		7		0.32		-0.592		-0.348		-0.2		-0.252		-0.08		-1.264		0.507		0.264		0.334		0.484		0.372		0.59		0.309

		75		11.31		11.8		49.4		7225347		rplJ		50S Ribosomal protein L10 [Neisseria meningitidis MC58]		rplJ						J		C		6		-0.096		0.06		-0.012		-0.308		-0.304		-0.52		-0.944		0.699		0.61		0.455		0.349		0.798		0.306		0.277

		76		11.28		11.83		51.6		81783922		rplN		50S Ribosomal protein L14 [Neisseria meningitidis Z2491]		rplN						J		C		6		-0.056		-0.216		-0.076		-0.032		-0.08		-0.348		-1.008		0.632		0.324		0.575		0.222		0.964		0.583		0.391

		77		10.96		11.06		67.4		7225364		rpsS		30S Ribosomal protein S19 [Neisseria meningitidis MC58]		rpsS						J		C		5		-0.26		-0.452		-0.332		-0.108		-0.48		-0.076		-0.948		0.518		0.649		0.664		0.518		0.521		0.42		0.876

		78		10.95		11.47		51.6		340363613		tig2		Trigger factor [Neisseria macacae ATCC 33926]		rpsTf		15676374		30S Ribosomal protein S20		J		C		5		0.064		-0.232		-0.304		-0.204		-0.04		-0.352		-1.244		0.867		0.438		0.257		0.566		0.975		0.253		0.052

		79		10.63		10.68		51.5		284796534		NEISUBOT_04588		Ribosomal protein L16 [Neisseria subflava NJ9703]		rplPa		15676076				J		C		5		0.14		0.268		-0.048		0.012		-0.052		0.12		-0.692		0.053		0.039		0.255		0.672		0.495		0.268		0.573

		80		10.62		10.78		56.1		7226708		NMB1468		Hypothetical protein NMB1468 [Neisseria meningitidis MC58]		NMB1468						Hypothetical No related COG		P		5		-1.04		-0.26		0.116		-0.248		-0.42		-0.328		-1.352		0.053		0.306		0.082		0.171		0.109		0.133		0.06

		81		10.58		43.7		84.7		89276863		porA		Outer membrane protein class 1 [Neisseria meningitidis]		porA						M		OM		54

		82		10.26		10.75		77.1		325207369		groS		Chaperonin GroS [Neisseria meningitidis NZ-05/33]		groS						O		C		7		-0.268		-0.488		-0.152		-1.084		-0.476		-0.188		-1.448		0.533		0.176		0.049		0.03		0.036		0.979		0.009

		83		10.2		11.69		18.8		325204497		NMBM01240355_1442		Cytochrome C biogenesis protein transmembrane region [Neisseria meningitidis M01-240355]		dipZe		15677372		Thiol:disulfide interchange protein		OC		CM		6		0.524		0.996		1.252		-0.06		0.944		0.82		-0.176		0.499		0.085		0.052		0.007		0.099		0.083		0.227

		84		9.97		10.82		33.5		325140643		NMBCU385_0690		Universal stress protein family [Neisseria meningitidis CU385]		NMBCU385_0690						T		U		5		0.316		-0.932		-1.052		0.008		-0.812		0.428		-0.784		0.297		0.325		0.114		0.514		0.709		0.39		0.759

		85		9.93		10.14		70.1		81857431		rpsQ		30S Ribosomal protein S17 [Neisseria meningitidis Z2491]		rpsQ						J		C		6		-0.116		-0.408		0.084		0.116		-0.076		-0.176		-1.168		0.857		0.449		0.461		0.286		0.251		0.706		0.484

		86		9.48		9.54		74.6		7227318		rpsI		30S Ribosomal protein S9 [Neisseria meningitidis MC58]		rpsI						J		C		6		0.2		0.228		0.324		0.244		0.228		0.24		-0.492		0.952		0.049		0.123		0.996		0.34		0.207		0.629

		87		9.41		11.53		54.6		5825526		nspA		Surface protein A [Neisseria meningitidis]		nspA						M		OM		7		0.584		0.096		-0.544		0.684		0.236		0.468		-0.568		0.004		0.777		0.085		0.035		0.134		0.22		0.734

		88		9.2		11		19.6		284799853		NEISUBOT_04444		Isocitrate dehydrogenase, NADP-dependent [Neisseria subflava NJ9703]		icde		161869830		Isocitrate dehydrogenase [Neisseria meningitidis 053442]		C		C		6		0.076		-0.316		0.056		-0.388		-0.252		-0.064		-1.004		0.854		0.283		0.935		0.564		0.786		0.74		0.096

		89		9.04		9.87		49		7227050		NMB1796		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1796						Hypothetical R		C		6		0.804		0.1		-0.12		0.604		0.072		-0.044		-0.72		0.107		0.487		0.261		0.234		0.664		0.326		0.009

		90		8.87		8.87		65.3		325138254		rplI		Ribosomal protein L9 [Neisseria meningitidis ES14902]		rplIa		15677186				J		C		5		-0.18		-0.164		-0.14		-0.044		-0.088		0.016		-0.636		0.509		0.294		0.552		0.445		0.682		0.599		0.669

		91		8.87		8.87		37.2		9910705		NMB1533		Outer membrane protein H.8 - Precursor [Neisseria meningitidis MC58] (azurin)		NMB1533						C		OM		6		0.068		-0.332		0.016		-0.088		-0.368		-0.348		-0.616		0.744		0.188		0.567		0.584		0.217		0.962		0.157

		92		8.66		9.08		78.6		73621630		rplR		50S Ribosomal protein L18 [Neisseria meningitidis MC58]		rplR						J		C		5		0.008		0.532		0.324		0.092		-0.452		-0.244		-0.976		0.522		0.157		0.122		0.536		0.585		0.571		0.231

		93		8.65		9.05		80.3		7226563		rpsR		30S Ribosomal protein S18 [Neisseria meningitidis MC58]		rpsR						J		C		4		0.18		0.308		-0.268		0.264		0.112		-0.188		-0.008		0.545		0.791		0.379		0.787		0.402		0.715		0.121

		94		8.56		8.68		65.6		7225545		rpmA		50S Ribosomal protein L27 [Neisseria meningitidis MC58]		rpmA						J		C		4		0.068		0.016		0.012		0.116		-0.036		0.088		-0.488		0.611		0.494		0.725		0.526		0.623		0.614		0.703

		95		8.52		8.93		45.2		161870463		hisJ		Polar amino acid transport system substrate-binding protein [Neisseria meningitidis 053442]		hisJ						E		P		4		-0.736		-0.212		-0.152		-0.004		0.144		-1.084		-1.3		0.351		0.408		0.434		0.707		0.128		0.117		0.327

		96		8.51		9.63		66.4		75355452		rpsK		30S Ribosomal protein S11 [Neisseria gonorrhoeae FA 1090]		rpsKa		15676093				J		C		5		-0.156		-0.068		-0.012		0.176		0.16		0.044		-1.02		0.701		0.509		0.401		0.31		0.304		0.306		0.564

		97		8.42		10.93		37.5		325208457		NMBNZ0533_1494		Propionate/acetate kinase [Neisseria meningitidis NZ-05/33]		ackA1a		121635189		Acetate kinase [Neisseria meningitidis FAM18]		C		C		8		-0.088		-0.836		-0.292		-0.408		-0.136		-0.176		-1.184		0.627		0.202		0.615		0.587		0.81		0.737		0.14

		98		8.42		8.42		15.9		7227062		pilM		PilM protein [Neisseria meningitidis MC58]		pilM						D		UM		4		0.228		0.28		0.18		0.632		0.512		-0.212		-0.376		0.543		0.695		0.607		0.255		0.335		0.748		0.545

		99		8.29		9.79		66.3		7226469		hupB		DNA-binding protein HU-beta [Neisseria meningitidis MC58]		hupB						L		C		7		0.376		0.072		-0.336		0.512		0.092		0.524		-0.776		0.947		0.079		0.109		0.502		0.188		0.752		0.162

		100		8.22		8.27		31.1		7225825		NMB0595		DNA-binding response regulator [Neisseria meningitidis MC58]		NMB0595						TK		C		5		-0.168		-0.444		-0.332		-0.5		-0.764		-0.48		-0.972		0.313		0.067		0.385		0.099		0.079		0.312		0.227

		101		8.1		10.65		20.3		313668607		sdhA		Succinate dehydrogenase flavoprotein subunit [Neisseria lactamica ST-640]		sdhAa		15676843				C		CM		6		-0.048		-0.24		-0.152		0.028		0.016		-0.056		-1.416		0.607		0.463		0.487		0.392		0.971		0.56		0.029

		102		8		8.06		43.3		7226073		NMB0838		Cold-shock domain family protein [Neisseria meningitidis MC58]		NMB0838						K		C		4		-0.184		-0.028		-0.296		-0.424		-0.352		-0.06		-0.392		0.496		0.605		0.529		0.163		0.304		0.509		0.556

		103		7.88		7.88		27.8		7225344		rplK		50S Ribosomal protein L11 [Neisseria meningitidis MC58]		rplK						J		C		3		1.132		-0.064		-0.62		0.568		0.84		0.676		0.34		0.099		0.445		0.019		0.062		0.035		0.036		0.101

		104		7.79		8.89		31.7		59801339		NGO0948		Hypothetical protein NGO0948 [Neisseria gonorrhoeae FA 1090]		NMB0928a		15676822		Hypothetical protein NMB0928		Hypothetical No related COG		CM		4		0.196		0.308		0.284		0.388		-0.076		0.176		-1		0.31		0.947		0.043		0.962		0.431		0.198		0.001

		105		7.76		7.78		39.5		325135513		fabG		3-Oxoacyl-(acyl-carrier-protein) reductase [Neisseria meningitidis M0579]		fabG						QR		C		4		-0.184		-0.152		-0.128		-0.076		0.236		-0.476		0.772		0.551		0.481		0.946		0.412		0.554		0.39		0.284

		106		7.7		7.76		26.9		7226175		efp		Elongation factor P (EF-P) [Neisseria meningitidis MC58]		efp						J		C		4		-0.204		-0.504		-0.636		-1.032		-0.696		-0.236		-1.164		0.496		0.291		0.424		0.306		0.927		0.64		0.676

		107		7.41		7.76		26.7		9911105		recA		Recombinase A [Neisseria meningitidis Z2491]		recA						L		C		4		0.632		0.124		0.368		0.704		0.512		0.804		-0.96		0.511		0.981		0.507		0.428		0.348		0.216		0.004

		108		7.28		9.1		20.2		325207248		prlC		Oligopeptidase A [Neisseria meningitidis NZ-05/33]		prlC						E		C		3		-0.264		-0.192		-0.048		-0.212		0.056		-0.06		-0.3		0.416		0.227		0.287		0.436		0.314		0.627		0.875

		109		7.14		7.54		32.7		5051448		opcA		OpcA protein [Neisseria meningitidis]		opcA						M		OM		4		0.464		0.672		0.856		0.604		0.696		0.792		-0.524		0.337		0.396		0.36		0.487		0.342		0.397		0.544

		110		7.13		9.62		25.5		325207990		sucB		Dihydrolipoyllysine-residue succinyltransferase, E2 component of oxoglutarate dehydrogenase succinyl-transferring complex [Neisseria meningitidis NZ-05/33]		sucB						C		C		6		0.144		-0.108		-0.092		-0.064		-0.024		0.04		-0.812		0.522		0.569		0.574		0.535		0.694		0.418		0.922

		111		6.81		6.87		43.1		349522		pilE		Pilus structural subunit [Neisseria meningitidis]		pilE						N		E		4		-0.816		0.716		0.864		0.008		-0.1		-0.008		0.516		0.033		0.02		0.016		0.007		0.009		0.987		0.139

		112		6.8		7.89		18.8		293399469		NGNG_01453		Cell division protease FtsH [Neisseria gonorrhoeae F62]		ftsHa		15676696				D		CM		6		-0.16		0.628		0.324		0.288		0.356		0.2		-0.804		0.332		0.156		0.128		0.686		0.231		0.443		0.272

		113		6.68		6.9		17.3		269144731		NEICINOT_04777		Glutamate dehydrogenase [Neisseria cinerea ATCC 14685]		gdhAa		15677557				E		UM		4		-0.428		0.148		0.048		0.2		0.308		0.164		-1.08		0.477		0.407		0.415		0.44		0.209		0.354		0.433

		114		6.67		6.88		24.3		7226723		NMB1483		Putative lipoprotein NlpD [Neisseria meningitidis MC58]		nlpD						M		UM		4		-0.792		-0.092		-0.768		-0.868		-0.704		-0.112		-1.124		0.003		0.559		0.003		0.003		0.022		0.477		0.009

		115		6.47		6.68		66.3		7225373		rpsN		30S Ribosomal protein S14 [Neisseria meningitidis MC58]		rpsN						J		C		3		-0.028		0.036		0.136		0.192		0.032		-0.028		-0.7		0.18		0.729		0.923		0.232		0.478		0.867		0.204

		116		6.4		6.56		60.5		7225950		rplT		50S Ribosomal protein L20 [Neisseria meningitidis MC58]		rplT						J		C		3		-0.08		-0.348		-0.132		-0.1		-0.532		-0.152		-1		0.282		0.197		0.61		0.381		0.222		0.926		0.12

		117		6.33		22.65		51.5		254672740		opa7		Opacity protein and related surface antigens [Neisseria meningitidis alpha275]		opa7						M		OM		20		-0.624		-0.168		-0.016		-0.884		-0.948		-0.5		-1.58		0.029		0.478		0.998		0.017		0.074		0.073		0.042

		118		6.26		6.54		38.5		7225374		rpsH		30S Ribosomal protein S8 [Neisseria meningitidis MC58]		rpsH						J		C		3		0.036		0.412		-0.14		-0.012		0.2		0.084		-0.608		0.007		0.009		0.636		0.019		0.002		0.003		0.003

		119		6.1		6.88		17.6		340361016		carA		Carbamoyl-phosphate synthase, small subunit [Neisseria macacae ATCC 33926]		carAa		15677684				EF		C		3		-0.436		-0.248		-1.052		-0.572		-0.9		-0.388		-1.328		0.412		0.461		0.203		0.189		0.333		0.37		0.201

		120		6		6.53		35.6		7226702		ssb		Single-strand binding protein [Neisseria meningitidis MC58]		ssb						L		C		3		0.068		-0.712		-0.308		0.292		-0.052		0.072		-0.364		0.065		0.039		0.492		0.049		0.723		0.009		0.263

		121		5.71		5.99		26.4		7226190		sdhB		Succinate dehydrogenase, iron-sulfur protein [Neisseria meningitidis MC58]		sdhB						C		CM		3		-0.048		-0.876		-0.5		-0.396		-0.596		-0.56		-1.62		0.543		0.001		0.003		0.003		0.025		0.008		0.003

		122		5.7		6.14		27.4		7225566		NMB0345		Putative cell-binding factor [Neisseria meningitidis MC58]		NMB0345						Putative O		OM		3		-0.06		0.532		0.572		0.7		0.528		0.544		-0.272		0.116		0.777		0.135		0.475		0.43		0.373		0.009

		123		5.68		5.92		36.1		81543069		secB		Protein-export protein secB [Neisseria meningitidis Z2491]		secB						N		C		5		0.416		-0.128		-0.064		0.348		-0.144		0.388		-0.48		0.014		0.201		0.145		0.064		0.302		0.002		0.005

		124		5.64		5.64		71.1		325207795		hfq		RNA chaperone Hfq [Neisseria meningitidis NZ-05/33]		hfq						R		C		5		-0.232		-0.056		-1.2		0.336		-0.128		-0.044		-1.2		0.072		0.042		0.019		0.025		0.154		0.195		0.065

		125		5.55		7.71		39.5		7225406		frr		Ribosome recycling factor [Neisseria meningitidis MC58]		frr						J		C		4		0.464		0.628		0.452		-0.012		0.244		0.176		-0.644		0.234		0.275		0.138		0.567		0.301		0.577		0.512

		126		5.53		6.09		28.8		291044214		NGMG_00025		Ribose-phosphate pyrophosphokinase [Neisseria gonorrhoeae DGI2]		prsAa		15676771				FE		C		3		-0.016		0.364		-0.04		0.26		-0.192		0.004		-0.804		0.007		0.53		0.008		0.036		0.286		0.084		0.012

		127		5.44		7.07		13.2		284797755		NEISUBOT_03099		Carbamoyl-phosphate synthase, large subunit [Neisseria subflava NJ9703]		carBe		15677690				EF		C		4		-0.384		0.104		-0.084		-0.352		-0.232		-0.616		-1.16		0.565		0.997		0.547		0.326		0.356		0.066		0.009

		128		5.23		5.31		37.6		325136526		greA		Transcription elongation factor greA [Neisseria meningitidis M0579]		greA						K		C		3		-0.124		-0.096		-0.156		-0.1		0.028		-0.124		-1.224		0.045		0.046		0.044		0.046		0.804		0.257		0.088

		129		5.22		5.37		29.7		7225555		dapD		2,3,4,5-Tetrahydropyridine-2,6-dicarboxylate N-succinyltransferase [Neisseria meningitidis MC58]		dapD						E		C		3		-0.184		-0.9		-0.376		-0.432		-0.732		-0.264		-1.496		0.694		0.11		0.434		0.416		0.121		0.291		0

		130		4.99		5.2		20.9		254805253		gdhA1		Glutamate dehydrogenase [Neisseria meningitidis alpha14]		gdhA1						E		UM		3		0.284		-0.644		0.216		-0.784		-0.004		-0.404		-0.44		0.625		0.081		0.632		0.004		0.744		0.033		0.171

		131		4.93		5.62		24.4		325138873		NMBES14902_0317		Bacterial type II secretion system protein F domain protein [Neisseria meningitidis ES14902]		pilGa		15676248		Pilus assembly protein PilG		N		CM		3		-0.532		-0.328		0.26		-0.056		-0.168		-0.668		-1.168		0.233		0.419		0.12		0.543		0.968		0.232		0.404

		132		4.88		6.99		9.4		7225598		NMB0378		Putative phosphate permease [Neisseria meningitidis MC58]		NMB0378						Putative P		CM		3		-0.372		-0.916		-0.716		-0.204		-0.736		-0.936		-1.296		0.159		0.017		0.055		0.239		0.105		0.074		0.009

		133		4.8		4.97		23.6		7225272		pilT-1		Twitching motility protein PilT [Neisseria meningitidis MC58]		pilT-1						N		C		2		-0.216		-0.592		-0.624		-0.212		-0.976		-0.644		-1.048		0.715		0.387		0.428		0.476		0.222		0.308		0.37

		134		4.79		5.4		27.6		325207527		pilN		Type IV pilus assembly protein PilN [Neisseria meningitidis NZ-05/33]		pilN						N		CM		2		-0.504		-0.104		0.084		-0.716		-0.752		0.088		-0.744		0.004		0.141		0.245		0.003		0.013		0.341		0.02

		135		4.74		8.52		23.2		296840734		NEIPOLOT_00159		Septum site-determining protein MinD [Neisseria polysaccharea ATCC 43768]		minDe		15676098				D		C		4		-0.024		-0.3		0.028		-0.288		-0.412		0.056		-1.184		0.622		0.071		0.951		0.46		0.406		0.791		0.157

		136		4.73		5.35		20.8		255068437		NEISICOT_03480		Branched-chain-amino-acid transaminase [Neisseria sicca ATCC 29256]		ilvEb		218768887		Branched-chain amino acid aminotransferase [Neisseria meningitidis Z2491]		EH		C		2		-0.14		0.044		-0.78		0.42		-0.224		-0.528		-0.1		0.21		0.476		0.177		0.406		0.668		0.027		0.975

		137		4.63		4.63		51.9		7225822		rpsP		30S Ribosomal protein S16 [Neisseria meningitidis MC58]		rpsP						J		C		3		0.108		-0.004		0.112		0.208		0.1		0.208		-1.004		0.029		0.105		0.067		0.007		0.003		0.003		0.094

		138		4.54		11.49		23.7		7226843		potD-3		Spermidine/putrescine ABC transporter [Neisseria meningitidis MC58]		potD-3						E		UM		5		0.476		0.892		0.524		0.66		0.776		0.792		1.224		0.56		0.011		0.102		0.012		0.035		0.036		0.027

		139		4.49		5.04		60.6		81857629		rplW		50S Ribosomal protein L23 [Neisseria meningitidis MC58]		rplW						J		C		3		-0.004		-0.504		-0.58		-0.316		-0.08		-0.788		-1.244		0.206		0.078		0.003		0.077		0.167		0.011		0.021

		140		4.39		4.82		35.3		349610811		HMPREF1028_02110		Dihydrodipicolinate reductase [Neisseria sp. GT4A_CT1]		dapBb		15676130				E		C		2		0.108		-1.008		-0.844		-1.604		-0.216		-0.224		-1.604		0.537		0.035		0.038		0.019		0.798		0.738		0.059

		141		4.38		5.29		16.6		296840699		NEIPOLOT_00048		Ribonuclease E [Neisseria polysaccharea ATCC 43768]		rnee		15676123				J		C		2		-0.008		0.88		0.948		-0.544		0.6		-0.488		0.464		0.608		0.145		0.109		0.004		0.403		0.061		0.027

		142		4.36		4.93		15.5		325134691		infB		Translation initiation factor IF-2 [Neisseria meningitidis M13399]		infB						J		C		2		0.284		0.404		0.144		0.512		-0.348		0.064		-0.596		0.705		0.377		0.258		0.165		0.54		0.55		0.812

		143		4.29		5.89		11.3		296839833		NEIPOLOT_00410		TspA protein [Neisseria polysaccharea ATCC 43768]		tspAc		15676256				No related COG		OM		3		-0.532		-0.048		-0.66		-0.072		0.064		0.1		-0.516		0.05		0.918		0.018		0.295		0.038		0.037		0.19

		144		4.24		4.43		24		7226438		guaB		IMP dehydrogenase [Neisseria meningitidis MC58]		guaB						F		C		2		0.3		-0.052		-0.06		-0.172		0.872		0.428		-0.004		0.044		0.045		0.046		0.036		0.18		0.221		0.93

		145		4.24		4.24		65.6		81707281		rpmD		50S Ribosomal protein L30 [Neisseria meningitidis MC58]		rpmD						J		C		2		0.8		0.032		0.192		0		-0.18		-0.04		-0.944		0.184		0.511		0.593		0.474		0.725		0.622		0.138

		146		4.23		4.8		28.8		254493006		NGAG_00307		Type IV pilus assembly protein PilO [Neisseria gonorrhoeae 1291]		pilOa		15677647				N		CM		2		0.06		-0.572		0.2		0.208		-0.428		0.012		-0.228		0.721		0.001		0.387		0.393		0.729		0.661		0.676

		147		4.14		4.8		16.1		308388760		gcvT		Glycine cleavage system aminomethyltransferase T [Neisseria meningitidis alpha710]		gcvT						E		UM		2		-0.272		-0.768		-0.436		0.276		-0.236		-0.26		-1.972		0.005		0.245		0.004		0.136		0.537		0.301		0.003

		148		4.13		4.42		32.7		90109269				Chain B, Putative Phosphatase (Nma1982) [Neisseria meningitidis Z2491]		NMA1982						S		C		3		-0.4		-0.44		-0.556		-0.372		-0.216		-0.9		-1.58		0.486		0.459		0.406		0.389		0.94		0.092		0.046

		149		4.09		4.49		18.6		254673900		siaC		N-acetylneuraminic acid synthetase [Neisseria meningitidis alpha275]		siaC						M		C		2		-0.228		-1.052		-0.268		-0.392		-0.064		-0.692		-0.264		0.295		0.031		0.265		0.17		0.646		0.091		0.275

		150		4.09		4.14		16.3		269144859		NEICINOT_04548		Ferredoxin--NADP(+) reductase [Neisseria cinerea ATCC 14685]		fpr-1a		15676930				C		C		2		-0.368		-0.104		0.112		-1.332		-0.336		-0.552		-1.332		0.04		0.546		0.52		0.019		0.953		0.148		0.063

		151		4.08		4.08		23.1		319411311		fur		Ferric uptake regulation protein Ferric uptake regulator [Neisseria meningitidis WUE 2594]		fur						P		C		2		-0.892		-1.428		-1.084		-1.088		-0.248		-0.968		-1.828		0.071		0.002		0.002		0.002		0.04		0.013		0.003

		152		4.07		4.57		22.6		319410025		ppa		Inorganic pyrophosphatase (PPase) [Neisseria meningitidis WUE 2594]		ppa						C		C		4		0.048		-0.732		-0.228		-0.212		-0.232		-0.856		-1.5		0.734		0.037		0.038		0.039		0.12		0.058		0.058

		153		4.05		4.87		12.1		319410970		ccoP		Cytochrome c oxidase polypeptide III [Neisseria meningitidis WUE 2594]		ccoP						C		U		2		-0.236		0.34		0.18		-0.16		0.272		-0.256		-1.176		0.006		0.054		0.06		0.076		0.015		0.182		0.011

		154		4		27.83		55.2		261393083		NMV_1879		Putative alcohol dehydrogenase (ADH-HT) [Neisseria meningitidis 8013]		adhAa		121634341		Alcohol dehydrogenase [Neisseria meningitidis FAM18]		R		C		17		-0.036		-0.816		-0.868		-0.74		-0.052		-0.632		-1.072		0.791		0.271		0.203		0.277		0.737		0.386		0.484

		155		4		4		16.9		7225949		rpmI		50S Ribosomal protein L35 [Neisseria meningitidis MC58]		rpmI						J		C		2		-0.036		-0.768		-0.216		-1.448		-0.136		-0.708		-1.112		0.78		0.034		0.036		0.018		0.843		0.146		0.162

		156		4		4		20.2		261392690		NMV_1429		Hypothetical protein NMV_1429 [Neisseria meningitidis 8013]		NMV_1429						Hypothetical No related COG		OM		2		0.496		-0.004		-0.004		1.62		0.992		-0.004		-0.004		0.054		1		1		0.045		0.019		1		1

		157		3.94		4.66		21.9		313668377		thrC		Threonine synthase [Neisseria lactamica ST-640]		thrCe		15676932				E		C		2		0.684		0.228		-0.096		0.736		0.512		0.2		-1.128		0.437		0.502		0.475		0.253		0.856		0.961		0.003

		158		3.83		3.9		11.7		325201499		accC		Acetyl-CoA carboxylase, biotin carboxylase [Neisseria meningitidis M01-240149]		accC						I		C		2		-0.652		-0.8		-0.508		-0.736		-0.388		-0.5		-1.32		0.003		0.003		0.004		0.113		0.046		0.432		0.011

		159		3.76		39.78		50		325207370		groL		Chaperonin GroL [Neisseria meningitidis NZ-05/33]		groL						O		C		23		0.116		-1.956		-1.956		0.212		0.344		0.132		-1.956		0.611		0.019		0.019		0.422		0.29		0.569		0.06

		160		3.76		4.26		17		325208815		glnA		Glutamine synthetase, type I [Neisseria meningitidis NZ-05/33]		glnA						E		C		2		-0.34		-0.328		0		0.052		-0.012		-0.22		-0.272		0.365		0.35		0.316		0.667		0.5		0.621		0.556

		161		3.74		5.89		9.3		288576370		NEIMUCOT_06357		Proline dehydrogenase/delta-1-pyrroline-5-carboxylate dehydrogenase [Neisseria mucosa ATCC 25996]		putAe		218768829		Bifunctional proline dehydrogenase/pyrroline-5-carboxylate dehydrogenase [Neisseria meningitidis Z2491]		C		C		2		-0.228		-1.956		-1.956		-1.956		-1.956		-1.956		-1.956		0.412		0.018		0.018		0.018		0.058		0.058		0.058

		162		3.67		6.5		17.8		325208526		alaS		Alanyl-tRNA synthetase [Neisseria meningitidis NZ-05/33]		alaS						J		C		2		-0.92		-1.04		-1.012		-0.984		-0.048		-0.196		-0.504		0.036		0.035		0.035		0.035		0.834		0.453		0.184

		163		3.63		3.83		61.4		7227209		rpsU		30S Ribosomal protein S21 [Neisseria meningitidis MC58]		rpsU						J		C		2		0.428		-0.368		-1.496		-0.912		-0.964		-1.112		-1.496		0.157		0.1		0.001		0.023		0.009		0.013		0.004

		164		3.55		3.82		26		325198321		accA		Acetyl-CoA carboxylase, carboxyl transferase, alpha subunit [Neisseria meningitidis G2136]		accA						I		C		2		0.072		0.004		-1.068		0.024		-0.064		-0.456		-1.328		0.474		0.149		0.001		0.753		0.555		0.719		0.011

		165		3.53		4.4		8.8		325208598		gcvP		Glycine dehydrogenase [Neisseria meningitidis NZ-05/33]		gcvP						E		C		2		-0.004		-0.984		0.076		-0.984		-0.004		-0.984		-0.984		0.053		0.019		0.516		0.019		0.053		0.063		0.063

		166		3.51		3.67		60.6		7227356		NMB2094		Hypothetical protein NMB2094 [Neisseria meningitidis MC58]		NMB2094						Hypothetical K		C		2		0.788		-0.568		0.212		0.968		0.824		0.604		-0.268		0.01		0.053		0.104		0.008		0.001		0.039		0.042

		167		3.48		4.1		25.5		296840243		NEIPOLOT_00015		Phosphoglycerate kinase [Neisseria polysaccharea ATCC 43768]		pgka		121635813		Phosphoglycerate kinase [Neisseria meningitidis FAM18]		G		C		2		0.428		-0.072		0.58		-1.196		-1.196		0.588		-0.444		0.864		0.296		0.972		0.018		0.054		0.774		0.155

		168		3.44		3.46		23.4		349610696		HMPREF1028_02004		Peptide deformylase [Neisseria sp. GT4A_CT1]		defa		15676038				J		C		2		0.68		0.16		0.952		-0.004		0.9		0.548		-0.672		0.129		0.05		0.103		0.047		0.036		0.041		0.054

		169		3.42		3.98		12.8		317165411		omp85		Outer membrane protein Omp85 [Neisseria gonorrhoeae TCDC-NG08107]		omp85a		15676109				M		OM		2		0.136		0.14		-0.08		0.104		0.192		-0.028		-0.492		0.046		0.049		0.034		0.006		0.004		0.827		0.202

		170		3.37		3.44		23.2		268604447		NGHG_02090		Lactoylglutathione lyase [Neisseria gonorrhoeae PID1]		gloAe		15676255				E		C		3		-0.08		-0.556		-0.316		-0.148		-0.088		-0.492		-1.74		0.43		0.363		0.224		0.159		0.637		0.287		0.01

		171		3.26		3.45		19.3		325207310		NMBNZ0533_0283		SurA/PPIASE domain protein [Neisseria meningitidis NZ-05/33]		surAa		254805678		Putative peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis alpha14]		O		P		2		0.988		0.004		1.164		-0.976		1.088		0.004		-0.976		0.104		0.057		0.09		0.02		0.033		0.047		0.07

		172		3.05		4.02		25.3		325208382		NMBNZ0533_1415		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33]		NMB1437						Hypothetical S		C		2		0.364		0.328		-0.22		0.052		0.248		-0.276		-0.764		0.722		0.808		0.003		0.543		0.563		0.937		0.024

		173		3		4.67		31.3		325208633		mtrC		Membrane fusion protein MtrC [Neisseria meningitidis NZ-05/33]		mtrC						Q		CM		2		-0.64		-0.004		-0.32		-0.072		0.104		-0.732		-0.88		0.479		0.604		0.578		0.307		0.274		0.561		0.865

		174		2.95		3.17		14		317164409		clpX		ATP-dependent protease ATP-binding subunit ClpX [Neisseria gonorrhoeae TCDC-NG08107]		clpXe		15677237				O		C		1		-0.448		-1.308		0.068		-0.332		0.02		-0.36		-1.308		0.036		0.019		0.678		0.038		0.87		0.121		0.06

		175		2.9		3.16		24.5		313668953		grpE		Heat shock protein [Neisseria lactamica ST-640]		grpEa		15676466				O		C		2		0.208		0.156		-0.2		-0.472		-0.404		0.108		-0.588		0.903		0.945		0.039		0.24		0.101		0.875		0.186

		176		2.83		3.28		24.5		325203721		hisA		Phosphoribosylformimino-5-aminoimidazole carboxamide ribotide isomerase [Neisseria meningitidis M01-240355]		hisA						E		C		1		-0.848		-1.372		-0.564		-0.188		-1.388		0.04		-0.392		0.232		0.072		0.43		0.499		0.034		0.586		0.903

		177		2.78		3.13		23.8		297250450		mtrE		Multiple transferable resistance system protein MtrE [Neisseria polysaccharea ATCC 43768]		mtrEa		15677561				MN		OM		1		0.484		-0.236		0.424		0.264		-0.032		-0.196		-0.916		0.143		0.341		0.231		0.541		0.454		0.553		0.585

		178		2.78		2.89		53.3		7225383		rpsM		30S Ribosomal protein S13 [Neisseria meningitidis MC58]		rpsM						J		C		2		0.564		0.176		0		-0.2		-0.468		0.476		-0.472		0.436		0.665		0.832		0.609		0.843		0.227		0.502

		179		2.73		3.6		20.1		296839912		NEIPOLOT_00326		Malate dehydrogenase [Neisseria polysaccharea ATCC 43768]		yojHa		15677916		Malate:quinone oxidoreductase 		R		C		1		0.032		0.036		-0.8		-0.072		-0.328		-0.268		-0.52		0.938		0.86		0.224		0.9		0.579		0.837		0.561

		180		2.69		2.94		20		288575854		NEIMUCOT_05113		Enoyl-[acyl-carrier-protein] reductase [Neisseria mucosa ATCC 25996]		fabIg		15676251		Enoyl-(acyl carrier protein) reductase 		I		C		2		0.084		-1.264		-1.24		-0.516		-0.752		-0.016		-1.896		0.734		0.166		0.178		0.678		0.41		0.961		0.047

		181		2.63		2.82		31.2		7225518		dsbA		Thiol:disulfide interchange protein DsbA [Neisseria meningitidis MC58]		dsbA						OC		P		2		0.6		0.06		0.728		-0.668		0.776		0.036		-1.328		0.548		0.512		0.318		0.038		0.257		0.176		0.063

		182		2.57		4.1		12.1		7226713		clpB		ClpB protein [Neisseria meningitidis MC58]		clpB						O		C		3		-0.664		0.628		-0.664		-0.664		-0.1		-0.108		-0.664		0.001		0.042		0.001		0.001		0.545		0.01		0.014

		183		2.53		4.39		18.9		325128778		aspS		Aspartyl-tRNA synthetase [Neisseria meningitidis N1568]		aspS						J		C		2		0.556		0.46		0.364		0.504		0.648		0.536		-0.2		0.792		0.491		0.81		0.982		0.294		0.192		0.385

		184		2.51		2.76		39.2		81783933		rplU		50S Ribosomal protein L21  [Neisseria meningitidis Z2491]		rplU						J		C		1		-0.016		-0.08		-0.06		0.016		-0.28		-0.028		-0.984		0.05		0.021		0.027		0.264		0.016		0.174		0.003

		185		2.47		4.34		14.2		269144431		NEICINOT_05035		L Factor [Neisseria cinerea ATCC 14685]		nusAa		15677491		Transcription elongation factor NusA 		K		C		2		0.376		0.824		0.144		-0.332		0.564		0.464		-0.356		0.053		0.024		0.101		0.005		0.03		0.096		0.244

		186		2.45		2.56		10.1		325205306		fabF		3-Oxoacyl-(acyl-carrier-protein) synthase II [Neisseria meningitidis M04-240196]		fabF						IQ		C		2		1.112		0.608		0.732		0.668		0.336		1.068		0.296		0.083		0.628		0.147		0.208		0.038		0.034		0.075

		187		2.42		2.51		31.6		268604467		rpmB		50S Ribosomal protein L28 [Neisseria gonorrhoeae PID1]		rpmBh		15676238				J		C		1		0.068		0.008		-1.348		-0.08		-0.82		-0.44		-1.604		0.004		0.004		0		0.004		0.007		0.033		0.004

		188		2.4		6.14		13.9		309378739		secA		Preprotein translocase SecA subunit [Neisseria lactamica Y92-1009]		secAa		15677388				N		C		3		-0.488		-0.54		-1.212		-1.24		0.172		-1.228		0.084		0.005		0.004		0.001		0.002		0.313		0.012		0.397

		189		2.4		2.5		32.2		59802293		NGO1985		Hypothetical protein NGO1985 [Neisseria gonorrhoeae FA 1090] 		NMB2091a		15677911		Hemolysin		R		P		1		-0.196		-0.216		-0.168		0.36		-0.792		-0.136		-1.028		0.338		0.003		0.325		0.775		0.031		0.037		0.012

		190		2.34		2.47		10.9		269144852		NEICINOT_04541		Glutamate--cysteine ligase [Neisseria cinerea ATCC 14685]		gshAa		15676924				H		C		1		-0.072		0.496		-0.94		1.032		-0.272		0.82		0.392		0.545		0.219		0.018		0.098		0.178		0.04		0.129

		191		2.31		2.43		21.5		81707197		NMB1126		Putative lipoprotein NMB1126/NMB1164; Flags: Precursor [Neisseria meningitidis MC58]		NMB1126						M		U		1		0.712		0.024		0.632		0		-0.004		0.66		-1.292		0.366		0.677		0.472		0.984		0.708		0.464		0.054

		192		2.29		2.69		18.1		7226938		serS		Seryl-tRNA synthetase [Neisseria meningitidis MC58]		serS						J		C		1

		193		2.27		3.19		13.3		269210385		NEILACOT_03030		Cytochrome c family protein [Neisseria lactamica ATCC 23970] 		NMB1677a		15677525		Cytochrome c5 		C		U		1		0.568		0.392		0.54		0.604		0.04		0.184		-0.948		0.05		0.074		0.03		0.03		0.009		0.004		0.056

		194		2.27		2.65		19.1		309378859				Unnamed protein product [Neisseria lactamica Y92-1009]		rhlEa		385340268		Putative ATP-dependent RNA helicase rhlE [Neisseria meningitidis G2136]		LKJ		C		1

		195		2.26		2.86		10.2		261391596		pilC2		Type IV pilus-associated protein PilC2 [Neisseria meningitidis 8013]		pilC2						N		OM		1

		1 = Gene name equivalent to serogroup B Neisseria meningitidis (NMB) as per BLAST search; 2 = The equivalent NMB protein name, which is MC58 unless otherwise stated and is the same protein name as original unless otherwise stated.  Cells highlighted in yellow indicate greater than 1.8-fold increase in expression.  Blue cells indicate expression less than 0.2-fold.  Green cells indicate a significance of greater than 95%. Lilac cells indicate a significance between 90% and 94.99% confidence.  Empty ratio cells indicate that insufficient quantitation data was obtained for that protein.  The shared measure of identity of the equivalent NMB protein with the non-meningococcal protein is given in the ‘Gene Name NMB’ column using superscript letters.  Coverage (C) and identity (ID) is represented %C/%ID.  If not otherwise stated coverage is 100%.  A=95-100%ID, b=85-94%ID, c=75-84%ID, d=65-74%ID, e=90-100%/90-100%, f=67%/100%, g=81%/97%, h=65%/100.  COG function codes: Information, storage and processing – J = Translation, ribosomal structure and biogenesis, K = Transcription, L = DNA replication, recombination and repair; Cellular processes – D = Cell division and chromosome partitioning, M = Cell envelope biogenesis, outer membrane, N = Cell motility and secretion, O = Posttranslational modification, protein turnover, chaperones, P = Inorganic ion transport and metabolism, T = signal transduction mechanisms; Metabolism – C = Energy production and conversion, E = Amino acid transport and metabolism, F = Nucleotide transport and metabolism, G = Carbohydrate transport and metabolism, H = Coenzyme transport and metabolism, I = Lipid metabolism; Q = Secondary metabolites biosynthesis, transport, and catabolism; Poorly characterised proteins – R = General function prediction only, S = Function Unknown, No Related COG = Protein does not match to any COG.  Subcellular location codes: C = cytoplasm, CM = Cytoplasmic Membrane, P = Periplasm, OM = Outer membrane, E = Extracellular, UM = Unknown due to multiple possible locations, U = Unknown






image2.emf
Supplementary%20 Table%20S2.xlsx


Supplementary%20Table%20S2.xlsx
Expt 1 NZ98i
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		Protein N		Unused Prot Score		Total Prot Score		% Cov		GI Accession #		Gene name or locus number		Protein Name [Species & Strain]		Gene name NMB1		NMB Equivalent GI Accession #		NMB Equivalent Protein Name2		COG		Sub-cellular Location		Peptides (95%)		log H34 22% RH :NZ98i 114:113		log H34 30% RH :NZ98i 115:113		log NZ98 22% RH :NZ98i 116:113		log H34i: NZ98i 117:113		log Control 2 :NZ98i 118:113		log Control 1 :NZ98i 119:113		log NZ98 30% RH :NZ98i 121:113		P-Value H34 22% RH :NZ98i 114:113		P-Value H34 30% RH :NZ98i 115:113		P-Value NZ98 22% RH :NZ98i 116:113		P-Value H34i: NZ98i 117:113		P-Value Control 2:NZ98i 118:113		P-Value Control 1 :NZ98i 119:113		P-Value NZ98 30% RH :NZ98i 121:113

		1		75.46		75.46		69.3		7225341		tufB		Translation elongation factor Tu [Neisseria meningitidis MC58]		tufB						JE		C		52		-0.064		-0.036		-0.048		-0.024		-0.032		-0.04		-0.012		0.15		0.765		0.881		0.524		0.539		0.509		0.571

		158		3.83		3.9		11.7		325201499		accC		Acetyl-CoA carboxylase, biotin carboxylase [Neisseria meningitidis M01-240149]		accC						I		C		2		-0.236		0.14		-0.14		0.644		0.056		0.076		-0.744		0.007		0.489		0.004		0.003		0.006		0.004		0.188

		162		3.67		6.5		17.8		325208526		alaS		Alanyl-tRNA synthetase [Neisseria meningitidis NZ-05/33]		alaS						J		C		2		-0.128		-0.096		-0.068		0.912		0.904		0.904		0.416		0.376		0.472		0.579		0.036		0.037		0.039		0.124

		187		2.04		2.62		8.3		349609651		HMPREF1028_01004		Bis(5'-nucleosyl)-tetraphosphatase, symmetrical [Neisseria sp. GT4A_CT1]		apaHc		161869599		Diadenosine tetraphospha-tase [Neisseria meningitidis 053442]		T		C		1		-0.004		-0.004		1.944		1.944		1.944		1.944		-0.004		1		1		0.018		0.019		0.019		0.018		1

		5		41.76		42.68		42.1		7225356		fusA		Elongation factor G (EF-G) [Neisseria meningitidis MC58]		fusA						J		C		23		-0.036		-0.008		-0.032		-0.048		-0.024		-0.024		-0.012		0.309		0.33		0.569		0.665		0.613		0.387		0.185

		6		41.37		41.37		58.9		7225862		fbpA		Iron(III) ABC transporter, periplasmic binding protein [Neisseria meningitidis MC58]		fbpA						H		P		20		-0.152		-0.232		-0.176		0.236		-0.128		-0.088		-0.184		0.584		0.588		0.867		0.219		0.697		0.74		0.609

		7		39.01		39.02		53.3		254672968		groEL		60 kDa Chaperonin [Neisseria meningitidis alpha275]		groEL						O		C		18		0.444		0.492		0.068		0.22		0.064		-0.66		0.172		0.032		0.032		0.138		0.078		0.144		0.041		0.088

		157		2.25		2.56		12.3		349574043		aspS		Aspartate-tRNA ligase [Neisseria shayeganii 871]		aspSe		15676377				J		C		1		1.688		0.396		1.324		1.028		-0.004		0.664		1.324		0.001		0.048		0.001		0.028		0.206		0.035		0.001

		9		35.71		35.71		86		7225372		rplE		50S Ribosomal protein L5 [Neisseria meningitidis MC58]		rplE						J		C		20		0.064		0.024		0.036		0.02		0.044		0.008		0.04		0.052		0.19		0.046		0.086		0.066		0.369		0.121

		11		31.65		32.87		62.4		7227364		rpsB		30S Ribosomal protein S2 [Neisseria meningitidis MC58]		rpsB						J		C		17		0.004		0.032		0.02		-0.02		0.032		-0.004		0.064		0.118		0.035		0.039		0.48		0.061		0.072		0.048

		12		28.2		28.2		68.2		325206223		NMBM04240196_1215		Antioxidant, AhpC/TSA family/glutaredoxin [Neisseria meningitidis M04-240196]		NMB0946a		15676839		Peroxiredoxin 2 family protein/gluta-redoxin		O		U		18		-0.828		-0.732		-0.48		-0.024		-0.508		-0.524		-0.264		0.005		0.355		0.557		0.527		0.029		0.004		0.133

		13		26.38		26.69		41.2		325199027		atpA		ATP synthase F1, alpha subunit [Neisseria meningitidis G2136]		atpA						C		C		14		0.028		0.176		0.152		0.116		0.156		0.064		0.052		0.19		0.191		0.045		0.125		0.057		0.302		0.07

		14		25.98		25.98		29.2		325204336		aceE		Pyruvate dehydrogenase, homodimeric type [Neisseria meningitidis M01-240355]		aceE						C		C		16		-0.064		-0.104		-0.176		-0.048		-0.092		-0.2		-0.26		0.33		0.559		0.399		0.739		0.282		0.755		0.441

		182		2.57		4.1		12.1		7226713		clpB		ClpB protein [Neisseria meningitidis MC58]		clpB						O		C		3		1.212		0.108		0.088		0.656		0.656		0.536		0.24		0.001		0.293		0.341		0.001		0.001		0.04		0.144

		16		25.46		25.46		43.4		7225772		adhP		Alcohol dehydrogenase, propanol-preferring [Neisseria meningitidis MC58]		adhP						R		C		14		-0.344		-0.336		-0.092		0.136		0.328		0.248		-0.392		0.059		0.837		0.471		0.228		0.241		0.654		0.01

		17		24.97		25.23		44.2		325206596		dnaK		Chaperone protein DnaK [Neisseria meningitidis M04-240196]		dnaK						O		C		14		-0.004		1.944		-0.004		-0.004		1.944		-0.004		-0.004		1		0.021		1		1		0.021		1		1

		174		2.95		3.17		14		317164409		clpX		ATP-dependent protease ATP-binding subunit ClpX [Neisseria gonorrhoeae TCDC-NG08107]		clpXe		15677237				O		C		1		-0.984		0.512		0.116		0.44		0.468		0.088		-0.984		0.07		0.035		0.265		0.036		0.035		0.323		0.07								`

		164		2.14		2.4		8.5		313668097		NLA_7600		Disulphide isomerase [Neisseria lactamica ST-640]		dipZe		15677372		Thiol:disulfide interchange protein		OC		CM		1		1.944		1.944		1.944		1.936		1.944		1.944		1.944		0.019		0.018		0.018		0.02		0.019		0.019		0.019

		20		24.36		25.39		67.8		7225366		rpsC		30S Ribosomal protein S3 [Neisseria meningitidis MC58]		rpsC						J		C		12		0.056		0		0.048		-0.044		0.004		0.024		0.088		0.088		0.719		0.173		0.776		0.684		0.187		0.169

		21		24.29		24.43		57		60392859		rmpM		Outer membrane protein class 4 - Precursor [Neisseria meningitidis Z2491]		rmpM						M		OM		20		-0.248		-0.24		0.384		-0.196		0.16		0.088		0.544		0.517		0.607		0.284		0.525		0.382		0.384		0.207

		22		23.97		24.07		63.4		7225377		rpsE		30s Ribosomal protein S5 [Neisseria meningitidis MC58]		rpsE						J		C		12		0.008		-0.064		-0.048		0.04		-0.064		0.048		-0.044		0.678		0.604		0.919		0.33		0.63		0.182		0.557

		23		23.58		24.97		62.5		349611049		HMPREF1028_02338		50S Ribosomal protein L2 [Neisseria sp. GT4A_CT1]		rplBa		15676072				J		C		13		0.092		-0.048		0.176		-0.172		0.072		-0.2		0.112		0.669		0.851		0.422		0.78		0.402		0.101		0.638

		24		23.39		23.72		49.4		81707226		cysK		Cysteine synthase; AltName: Full=O-acetylserine (thiol)-lyase; AltName: Full=O-acetylserine sulfhydrylase [Neisseria meningitidis MC58]		cysK						E		C		14		-0.476		-0.348		-0.724		0.188		-0.404		-0.32		-0.48		0.004		0.083		0		0.113		0.016		0.095		0.016

		25		23.16		23.76		48.9		254804089		tsf		Elongation factor EF-Ts [Neisseria meningitidis alpha14]		tsf						J		C		13		-0.068		-0.108		-0.112		0.06		-0.112		-0.152		0.032		0.629		0.642		0.65		0.344		0.5		0.501		0.394

		26		22.65		22.74		28		325207524		pilQ		Type IV pilus secretin PilQ [Neisseria meningitidis NZ-05/33]		pilQ						N		OM		12		0.148		0.208		0.248		0.104		0.028		-0.076		0.224		0.301		0.362		0.172		0.472		0.545		0.206		0.26

		27		21.47		22.75		52.9		294668293		NEIELOOT_00206		Hypothetical protein NEIELOOT_00206 [Neisseria elongata subsp. glycolytica ATCC 29315]		rplLa		15676059		50S Ribosomal protein L7/L12		J		C		11		-0.532		-0.02		-0.124		-0.424		-0.332		0.032		0.004		0.099		0.949		0.98		0.08		0.257		0.596		0.248

		28		20.57		20.99		48.5		325138633		NMBES14902_0722		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis ES14902]		NMB1567a		15677418		Macrophage infectivity potentiator		O		OM		11

		29		19.73		19.73		68.9		325207179		rplD		Ribosomal protein L4 [Neisseria meningitidis NZ-05/33]		rplD						J		C		11		0.372		0.092		0.088		-0.276		0.26		0.152		0.54		0.126		0.303		0.281		0.922		0.269		0.362		0.122

		30		19.64		19.64		54.2		7225360		rplC		50S Ribosomal protein L3 [Neisseria meningitidis MC58]		rplC						J		C		12		0.364		-0.032		0.012		0.052		0.188		0.352		0.176		0.2		0.512		0.581		0.576		0.438		0.14		0.323

		31		19.01		19.16		59.7		7225385		rpsD		30S Ribosomal protein S4 [Neisseria meningitidis MC58]		rpsD						J		C		9		0.028		-0.004		0.008		0.004		0.004		0.016		0.052		0.16		0.39		0.386		0.278		0.328		0.347		0.081

		32		18.55		19.53		24.9		304388140		ppsA		Phosphoenolpyruvate synthase [Neisseria meningitidis ATCC 13091]		ppsA						G		C		9		-0.528		-0.336		-0.42		-0.048		-0.532		-0.624		0.052		0.177		0.105		0.125		0.409		0.062		0.033		0.195

		33		18.46		18.49		40.5		325207146		NMBNZ0533_0109		LysM domain protein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_0109						S		U		11		-0.244		-0.08		0.008		-0.008		-0.368		-0.532		0.148		0.833		0.569		0.649		0.908		0.756		0.71		0.397

		34		18.31		19.13		27.8		325208300		aceF		Pyruvate dehydrogenase complex, E2 component, dihydrolipoamide acetyltransferase [Neisseria meningitidis NZ-05/33]		aceF						C		C		9		-0.016		-0.044		-0.252		0.008		-0.148		0.036		0.136		0.764		0.83		0.748		0.628		0.942		0.597		0.582

		35		17.97		18		71.3		81783913		rplM		50S Ribosomal protein L13 [Neisseria meningitidis Z2491]		rplM						J		C		9		0.904		0.62		0.584		0.66		0.404		0.624		0.644		0.025		0.068		0.068		0.061		0.089		0.036		0.064

		36		17.36		17.57		40.5		7226200		sucD		Succinyl-CoA synthetase, alpha subunit [Neisseria meningitidis MC58]		sucD						C		C		12		-0.004		-0.012		0.024		0.056		0.04		0.02		0.084		0.375		0.422		0.128		0.202		0.174		0.228		0.054

		37		17.07		17.62		35.9		81857552		atpD		ATP synthase subunit beta; AltName: ATP synthase F1 sector subunit beta; AltName: F-ATPase subunit beta [Neisseria meningitidis MC58]		atpD						C		C		11		0.016		0.056		-0.004		0.028		0.028		0.036		0.092		0.218		0.107		0.194		0.162		0.238		0.121		0.148

		38		16.94		17.39		26.4		161870216		lpdA		Dihydrolipoamide dehydrogenase (E3 component of pyruvate and 2-oxoglutarate dehydrogenase complexes) [Neisseria meningitidis 053442]		lpdA						C		C		8		0.876		0.312		0.148		0.408		0.396		0.28		0.68		0.117		0.091		0.262		0.1		0.195		0.36		0.217

		39		16.9		17.99		16.9		317165365		rpoB		DNA-directed RNA polymerase subunit beta [Neisseria gonorrhoeae TCDC-NG08107]		rpoBa		15676060				K		C		8		0.224		0.116		-0.152		0.064		0.02		0.068		0.36		0.093		0.342		0.441		0.142		0.196		0.222		0.067

		40		16.35		17.67		33		325200556		NMBH4476_1426		Polyribonucleotide nucleotidyltransferase [Neisseria meningitidis H44/76]		pnpa		15676656		Polynucleotide phosphorylase		F		C		8		-0.016		0.028		0.04		-0.072		-0.04		0.036		0.076		0.713		0.379		0.211		0.879		0.529		0.291		0.127

		132		4.13		4.18		19.8		7227179		fabG-2		3-Oxoacyl-(acyl-carrier-protein) reductase [Neisseria meningitidis MC58]		fabG-2						I		C		3		-0.984		0.168		0.28		0.316		0.136		0.432		0.276		0.089		0.174		0.038		0.037		0.204		0.035		0.038

		42		15.74		16.82		32.4		325135737		maeB		Malate dehydrogenase [Neisseria meningitidis M0579]		maeB						C		C		8		-0.584		-0.508		-0.4		-0.112		-0.492		-0.1		-0.236		0.1		0.129		0.077		0.488		0.191		0.486		0.236

		43		15.27		15.48		75.6		7225355		rpsG		30S Ribosomal protein S7 [Neisseria meningitidis MC58]		rpsG						J		C		7		0.008		-0.028		-0.016		0		-0.024		-0.004		0.004		0.354		0.882		0.514		0.573		1		0.841		0.273

		44		14.94		15.47		75.2		7225819		rplS		50S Ribosomal protein L19 [Neisseria meningitidis MC58]		rplS						J		C		8		0.116		0.056		0.136		0.004		0.04		0.028		0.108		0.102		0.223		0.121		0.47		0.244		0.295		0.123

		45		14.56		15.65		22		313668612		metE		5-Methyltetrahydropteroyltriglutamate--homocysteinemethyltransferase [Neisseria lactamica ST-640]		metEa		385853366		H44/76		E		C		7		-0.168		-0.208		0.244		0.072		0.032		-0.06		0.092		0.923		0.517		0.415		0.436		0.797		0.504		0.329

		46		13.92		14.16		60.2		7225358		rpsJ		30S Ribosomal protein S10 [Neisseria meningitidis MC58]		rpsJ						J		C		7		-1.916		-1.916		-1.916		-1.264		-1.916		-1.916		-0.1		0.057		0.057		0.057		0.084		0.057		0.057		0.668

		47		13.89		16.51		26.4		7226295		glyA		Serine hydroxymethyltransferase [Neisseria meningitidis MC58]		glyA						E		C		8		0.376		0.384		0.888		0.164		0.8		0.732		0.464		0.367		0.418		0.177		0.741		0.178		0.204		0.225

		48		13.35		13.8		30.2		325207990		sucB		Dihydrolipoyllysine-residue succinyltransferase, E2 component of oxoglutarate dehydrogenase succinyl-transferring complex [Neisseria meningitidis NZ-05/33]		sucB						C		C		8		-0.32		-0.42		-0.12		0.16		-0.296		-0.16		0.168		0.075		0.184		0.286		0.714		0.729		0.324		0.903

		49		13.15		13.15		64.1		7225364		rpsS		30S Ribosomal protein S19 [Neisseria meningitidis MC58]		rpsS						J		C		7		0.3		-0.736		-0.028		0.296		0.156		-0.44		0.208		0.441		0.103		0.69		0.351		0.515		0.85		0.56

		50		12.88		13.22		80.9		81783919		rpsO		30S Ribosomal protein S15 [Neisseria meningitidis Z2491]		rpsO						J		C		6		0.484		0.4		0.584		0.404		0.184		0.244		0.58		0.404		0.448		0.464		0.89		0.818		0.67		0.379

		51		12.69		12.85		36.8		254672897		ilvC		Ketol-acid reductoisomerase [Neisseria meningitidis alpha275]		ilvC						EH		C		6		-0.08		-0.072		-0.108		-0.032		-0.1		-0.088		-0.036		0.995		0.746		0.644		0.499		0.017		0.827		0.718

		52		12.64		13.51		27.1		325208247		eno		Phosphopyruvate hydratase [Neisseria meningitidis NZ-05/33]		eno						G		C		6		-0.068		-0.08		-0.428		-0.06		-0.392		0.036		0.02		0.604		0.71		0.108		0.874		0.289		0.585		0.866

		162		2.17		2.18		11.8		269144630		NEICINOT_04798		Cytochrome c oxidase, Cbb3-type, subunit II [Neisseria cinerea ATCC 14685]		fixOa		15677570		Cbb3-type cytochrome c oxidase subunit II		C		C		1		-0.004		-0.004		0.98		0.764		-0.104		0.856		0.048		0.076		0.077		0.038		0.042		0.453		0.04		0.647

		54		12.37		13.03		39		7227050		NMB1796		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1796						Hypothetical R		C		6		-0.228		-1.004		0.096		0.256		-0.288		-0.268		-0.012		0.204		0.077		0.839		0.193		0.266		0.407		0.68

		55		12.22		12.25		56.9		7225354		rpsL		30S Ribosomal protein S12 [Neisseria meningitidis MC58]		rpsL						J		C		9		0.176		0.26		0.196		-0.212		0.18		-0.052		0.436		0.372		0.347		0.371		0.746		0.383		0.567		0.464

		150		4.09		4.14		16.3		269144859		NEICINOT_04548		Ferredoxin--NADP(+) reductase [Neisseria cinerea ATCC 14685]		fpr-1a		15676930				C		C		2		0.24		0.408		-0.98		0.36		0.028		-0.316		-0.98		0.042		0.038		0.055		0.04		0.04		0.054		0.055

		57		11.86		11.94		76.2		7225365		rplV		50S Ribosomal protein L22 [Neisseria meningitidis MC58]		rplV						J		C		5		0.364		-0.18		0.32		-0.016		0.336		-0.08		0.2		0.276		0.294		0.862		0.527		0.296		0.461		0.337

		58		11.86		11.86		33.3		325208471		azu		Azurin [Neisseria meningitidis NZ-05/33]		azu						C		OM		6		-0.296		0.28		0.472		0.048		-0.136		-0.296		0.544		0.84		0.555		0.342		0.448		0.076		0.038		0.323

		59		11.48		11.57		50		81707269		rplU		50S Ribosomal protein L21 [Neisseria meningitidis MC58]		rplU						J		C		6		-0.364		-0.332		0.044		0.192		0.052		-0.212		-0.708		0.073		0.246		0.243		0.361		0.314		0.091		0.001

		60		11.36		11.36		55.6		325208428		NMBNZ0533_1464		Putative lipoprotein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_1464						Putative No related COG		U		6		-0.616		-0.276		0.276		-0.408		0.14		0.112		0.896		0.17		0.391		0.035		0.249		0.966		0.988		0.046

		61		11.27		12.66		55.2		325207369		groS		Chaperonin GroS [Neisseria meningitidis NZ-05/33]		groS						O		C		7		-0.156		0.096		-0.568		0.424		-0.164		0.204		-0.484		0.329		0.617		0.717		0.596		0.89		0.899		0.901

		62		11.02		11.15		91.6		7225371		rplX		50S Ribosomal protein L24 [Neisseria meningitidis MC58]		rplX						J		C		5		-0.024		0.396		0.504		0.672		0.072		-0.604		0.82		0.624		0.945		0.955		0.378		0.375		0.187		0.389

		63		11.01		11.86		26.2		313668098		ackA1		Acetate kinase [Neisseria lactamica ST-640]		ackA2e		15677371				C		C		5		-0.728		-0.68		-0.268		-0.212		-0.42		-0.536		-0.52		0.023		0.091		0.069		0.377		0.075		0.155		0.081

		64		10.99		12.08		24.6		325200709		gutB		(R,R)-Butanediol dehydrogenase [Neisseria meningitidis H44/76]		gutB						ER		C		7		-0.756		-0.464		-0.444		0.604		-0.472		0.192		-0.208		0.919		0.814		0.979		0.17		0.422		0.462		0.637

		65		10.95		10.97		60.3		7225367		rplP		50S Ribosomal protein L16 [Neisseria meningitidis MC58]		rplP						J		C		6		0.06		-0.048		-0.02		-0.028		-0.064		-0.016		-0.048		0.534		0.617		0.466		0.434		0.533		0.652		0.266

		66		10.8		11.02		39.6		81785150		rplF		50S Ribosomal protein L6 [Neisseria meningitidis MC58]		rplF						J		C		7		0.316		0.216		0.324		0.312		0.408		0.3		0.12		0.91		0.764		0.563		0.652		0.45		0.899		0.479

		67		10.6		11.15		17.2		325207989		sucA		Oxoglutarate dehydrogenase, E1 component [Neisseria meningitidis NZ-05/33]		sucA						C		C		6		0.816		0.544		0.404		0.792		-0.124		0.456		0.76		0.302		0.321		0.227		0.284		0.019		0.315		0.22

		68		10.59		12.73		48.1		309379172		NLY_09300		50S Ribosomal protein L1 [Neisseria lactamica Y92-1009]		rplAa		15676056				J		C		5		-0.152		-0.292		-0.268		-0.108		-0.3		-0.048		-0.072		0.525		0.951		0.956		0.556		0.987		0.642		0.576

		165		2.13		2.92		19.7		345876289		l11_21520		Cell division ATP-binding protein FtsE [Neisseria weaveri LMG 5135]		ftsE		15675955				D		CM		1		1.944		1.944		1.944		1.944		1.944		1.944		1.944		0.018		0.018		0.018		0.018		0.018		0.018		0.018

		70		10.54		11.07		36.2		325128657		NMXN1568_0567		Amino acid ABC transporter, periplasmic amino acid-binding protein [Neisseria meningitidis N1568]		hisJ3a		254805377		Histidine transport system substrate-binding protein [Neisseria meningitidis alpha14]		E		P		6		0.984		0.716		0.872		0.756		1.052		0.42		0.976		0.101		0.168		0.097		0.129		0.09		0.235		0.067

		71		10.41		10.42		54.8		325208946		NMBNZ0533_2030		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_2030						Hypothetical No related COG		U		6		-0.808		-0.292		-0.9		-0.164		-0.12		-0.096		-0.056		0.008		0.044		0.014		0.512		0.696		0.049		0.055

		72		10.36		10.45		30.3		7228848		gna1946		Outer membrane lipoprotein GNA1946 [Neisseria meningitidis]		gna1946						R		OM		5		0.028		0.264		0.04		0.9		0.28		0.54		0.364		0.779		0.38		0.751		0.098		0.497		0.234		0.472

		73		10.33		11.53		24.7		325198189		NMBG2136_0928		Dihydrolipoyl dehydrogenase [Neisseria meningitidis G2136]		lpdA1a		15676850		Dihydrolipo-amide dehydrogenase		C		C		8		0.028		0.032		0.26		0.068		0.668		0.136		0.752		0.266		0.389		0.256		0.341		0.211		0.349		0.222

		74		10.22		11.02		43.4		7225347		rplJ		50S Ribosomal protein L10 [Neisseria meningitidis MC58]		rplJ						J		C		5		-0.14		-0.188		-0.132		-0.14		-0.08		-0.084		-0.072		0.097		0.06		0.033		0.157		0.204		0.064		0.129

		75		9.87		10		80.3		7226563		rpsR		30S Ribosomal protein S18 [Neisseria meningitidis MC58]		rpsR						J		C		4		0.024		0.264		-0.172		-0.116		-0.08		0.432		0.384		0.601		0.388		0.669		0.742		0.664		0.264		0.265

		76		9.81		9.93		53.7		349610161		HMPREF1028_01494		30S Ribosomal protein S6 [Neisseria sp. GT4A_CT1]		rpsFe		15677189				J		C		6		0.252		0.304		0.08		0.268		-0.068		0.14		-0.76		0.849		0.605		0.434		0.741		0.545		0.392		0.442

		77		9.22		10.24		19.2		254805327		acnB		Aconitate hydratase 2 [Neisseria meningitidis alpha14]		acnB						C		C		4		-0.628		-0.816		0.336		0.388		-0.64		-0.172		0.384		0.982		0.851		0.591		0.521		0.153		0.835		0.362

		78		9.1		9.23		69.3		325138254		rplI		50S Ribosomal protein L9 [Neisseria meningitidis ES14902]		rplI						J		C		5		0.34		0.024		0.052		-0.12		0.176		0.244		0.48		0.13		0.241		0.005		0.312		0.004		0.004		0.002

		79		8.98		9		60.7		59801191		NGO0777		DNA-binding protein Hu [Neisseria gonorrhoeae FA 1090]		hupBa		15677102		DNA-binding protein HU-beta 		L		C		4		-0.036		-0.132		0.4		1.036		-0.044		-0.032		0.996		0.866		0.032		0.795		0.43		0.024		0.74		0.441

		80		8.96		9		32.6		7225386		rpoA		DNA-directed RNA polymerase, alpha subunit [Neisseria meningitidis MC58]		rpoA						K		C		5		0.36		0.468		-0.268		0.472		0.532		0.148		0.5		0.471		0.378		0.447		0.224		0.311		0.326		0.326

		81		8.51		8.71		48.5		7225374		rpsH		30S Ribosomal protein S8 [Neisseria meningitidis MC58]		rpsH						J		C		4		0.696		0.492		0.912		0.572		-0.02		0.34		0.572		0.239		0.22		0.146		0.334		0.664		0.365		0.372

		82		8.46		9.46		56.6		81785148		rplQ		50S Ribosomal protein L17 [Neisseria meningitidis MC58]		rplQ						J		C		4		-0.056		-0.532		-0.032		-0.352		-0.272		-0.268		-0.064		0.42		0.085		0.504		0.809		0.208		0.728		0.487

		83		8.33		8.52		21		313668607		sdhA		Succinate dehydrogenase flavoprotein subunit [Neisseria lactamica ST-640]		sdhAa		15676843				C		CM		5		-0.884		-0.708		-0.156		-0.048		-0.18		-0.416		0.072		0.267		0.881		0.434		0.515		0.738		0.769		0.347

		84		8.28		8.77		18.6		1785912		glnA		Glutamine synthetase [Neisseria meningitidis]		glnA						E		C		4		0.04		-0.068		-0.56		0.04		-0.028		-0.072		-0.156		0.052		0.616		0.778		0.438		0.654		0.509		0.028

		85		8.27		8.78		15.1		254672160		NMW_0377		Ribonuclease E [Neisseria meningitidis alpha275]		rnee		15676123		Ribonuclease E		J		C		4		0.812		1.088		0.832		0.936		0.144		0.824		0.728		0.225		0.095		0.149		0.169		0.005		0.219		0.221

		86		8.03		8.41		50.3		7226024		NMB0791		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis MC58]		NMB0791						O		C		4		-0.432		-0.116		-0.66		0.348		0.088		-0.44		-0.448		0.181		0.23		0.048		0.531		0.291		0.101		0.118

		87		7.89		8		33.4		7226831		hisB		Imidazoleglycerol-phosphate dehydratase [Neisseria meningitidis MC58]		hisB						E		C		3		0.756		0.836		0.56		0.532		0.8		0.36		0.796		0.191		0.129		0.133		0.173		0.232		0.331		0.142

		88		7.8		9.04		46.4		349609296		HMPREF1028_00671		Hypothetical protein HMPREF1028_00671 [Neisseria sp. GT4A_CT1]		NMB0787e		15676685		Amino acid ABC transporter substrate-binding protein		E		P		6		0.824		0.816		0.932		0.904		0.752		0.652		0.956		0.104		0.167		0.064		0.104		0.126		0.165		0.093

		89		7.64		7.83		28.4		7225825		NMB0595		DNA-binding response regulator [Neisseria meningitidis MC58]		NMB0595						TK		C		4		-0.476		-0.24		0.016		0.076		-0.22		0.004		0.032		0.341		0.329		0.675		0.978		0.282		0.581		0.486

		90		7.5		7.68		61.5		81783922		rplN		50S Ribosomal protein L14 [Neisseria meningitidis Z2491]		rplN						J		C		4		0.396		0.22		-0.088		-0.124		0.116		0.016		0.3		0.082		0.216		0.346		0.474		0.256		0.488		0.155

		91		7.44		7.51		31.3		241760423		rplK		50S Ribosomal protein L11 [Neisseria flavescens SK114]		rplKa		15676055				J		C		4		-0.204		-0.044		-0.08		0.352		0.304		0.348		0.312		0.26		0.473		0.531		0.826		0.927		0.848		0.515

		92		7.3		7.66		61.4		7225373		rpsN		30S Ribosomal protein S14 [Neisseria meningitidis MC58]		rpsN						J		C		4		0.572		0.156		0.584		0.232		0.196		0.156		0.368		0.844		0.613		0.293		0.575		0.555		0.677		0.845

		93		7.25		8.43		47.9		81785149		rplO		50S Ribosomal protein L15 [Neisseria meningitidis MC58]		rplO						J		C		4		0.596		0.264		-0.24		-0.58		0.204		-0.156		0.612		0.393		0.596		0.277		0.373		0.449		0.558		0.38

		94		6.83		9.45		52.7		7225384		rpsK		30S Ribosomal protein S11 [Neisseria meningitidis MC58]		rpsK						J		C		4		0.272		0.132		-0.104		0.164		0.16		0.332		0.52		0.105		0.137		0.47		0.232		0.165		0.089		0.063

		95		6.83		7.51		22.2		639482		pilG		PilG [Neisseria meningitidis]		pilG						N		CM		5		-0.604		-0.176		-0.76		0.448		0.06		-0.016		0.688		0.102		0.127		0.077		0.886		0.891		0.885		0.381

		96		6.68		6.93		18.7		317165045		dapD		2,3,4,5-Tetrahydropyridine-2,6-carboxylate N-succinyltransferase [Neisseria gonorrhoeae TCDC-NG08107]		dapDf		15676250				E		C		3		0.056		0.06		0.072		0.06		0.044		0.052		0.068		0.052		0.1		0.057		0.104		0.347		0.101		0.124

		181		2.05		2.97		9.7		296838806		ftsK		DNA translocase FtsK [Neisseria polysaccharea ATCC 43768]		ftsK-2b		15677180		Cell division protein FtsK 		D		CM		1		-0.076		-0.192		-0.116		-1.956		-0.096		-0.12		-0.152		0.744		0.468		0.624		0.047		0.686		0.614		0.546

		98		6.39		6.86		23		7226193		gltA		Citrate synthase [Neisseria meningitidis MC58]		gltA						C		C		3		0.472		0.64		0.104		0.576		0.476		0.296		0.284		0.119		0.242		0.005		0.242		0.074		0.364		0.266

		99		6.25		6.27		25.7		325140643		NMBCU385_0690		Universal stress protein family [Neisseria meningitidis CU385]		NMBCU385_0690						T		U		3		-0.992		-0.468		-0.124		0.132		-0.624		-0.2		-0.72		0.007		0.129		0.101		0.054		0.082		0.293		0.058

		147		4.14		4.8		16.1		308388760		gcvT		Glycine cleavage system aminomethyltransferase T [Neisseria meningitidis alpha710]		gcvT						E		UM		2		-0.532		-0.172		0.42		0.264		-0.056		-0.148		-1.576		0.006		0.013		0.004		0.005		0.004		0.004		0.041

		101		6.22		6.3		18.1		7225651		ftsZ		Cell division protein FtsZ [Neisseria meningitidis MC58]		ftsZ						D		C		3		0.156		-0.392		0.4		0.32		0.472		-0.296		0.38		0.358		0.015		0.245		0.358		0.242		0.136		0.225

		102		6.08		6.3		18.9		7227062		pilM		PilM protein [Neisseria meningitidis MC58]		pilM						N		UM		3		0.484		-0.316		0.284		-0.216		0.144		0.684		-0.184		0.554		0.952		0.641		0.8		0.557		0.475		0.06

		134		4.04		4.52		20		325208418		gluD		NAD-specific glutamate dehydrogenase [Neisseria meningitidis NZ-05/33]		gluD						E		C		2		0.256		0.416		0.664		0.616		-0.232		-0.232		0.368		0.018		0.008		0.729		0.004		0.028		0.023		0.009

		110		5.27		5.42		21		7228909		gna1220		Membrane protein GNA1220 [Neisseria meningitidis]		gna1220						O		OM		2		0.676		0.8		0.984		1.156		0.78		0.992		1.144		0.009		0.003		0.003		0.002		0.333		0.003		0.002

		105		6		6		39.3		261392690		NMV_1429		Hypothetical protein NMV_1429 [Neisseria meningitidis 8013]		NMV_1429						Hypothetical No related COG		U		3		-0.076		-0.128		1.388		-0.504		0.552		-0.504		1.08		0.581		0.581		0.002		0.581		0.003		0.581		0.002

		106		5.73		8.78		16.4		284795635		NEISUBOT_05594		DNA-directed RNA polymerase, beta' subunit [Neisseria subflava NJ9703]		rpoCa		15676061				J		C		3		0.272		-0.024		0.384		0.704		-0.04		0.18		0.404		0.547		0.489		0.434		0.266		0.378		0.469		0.431

		9		41.43		41.43		50		254672968		groEL		60 kDa Chaperonin [Neisseria meningitidis alpha275]		groEL						O		C		24		0.844		1.236		0.248		1.284		0.396		0.58		-0.252		0.001		0.001		0.046		0.001		0.035		0.001		0.09

		109		5.29		5.47		11.00%		7226965		gdhA		Glutamate dehydrogenase, NADP-specific [Neisseria meningitidis MC58]		gdhA						E		UM		3		0.584		0.172		-0.732		-0.608		0.024		-0.652		-0.08		0.004		0.008		0.105		0.107		0.008		0.03		0.008

		111		5.04		5.15		71.4		294668529		NEIELOOT_00441		30S Ribosomal protein S21 [Neisseria elongata subsp. glycolytica ATCC 29315]		rpsUa		15677780				J		C		3		0.68		-0.224		-0.08		0.556		0.128		-0.384		0.208		0.496		0.23		0.284		0.93		0.371		0.359		0.907

		112		4.94		5.35		35.2		340363613		tig2		Trigger factor [Neisseria macacae ATCC 33926]		rpsTh		15676374		30S Ribosomal protein S20 		J		C		2		-0.064		-0.116		-0.148		-0.028		-0.04		-0.024		-0.22		0.541		0.086		0.116		0.57		0.408		0.758		0.07

		113		4.65		4.91		26.7		439888				Pilin [Neisseria gonorrhoeae]		pilEi		15675966		Pilin PilE		N		E		2		1.148		1.016		-0.232		0.936		0.96		0.836		-0.476		0.94		0.815		0.224		0.816		0.691		0.692		0.175

		114		4.54		4.54		55.7		81707281		rpmD		50S Ribosomal protein L30 [Neisseria meningitidis MC58]		rpmD						J		C		2		0.016		0.364		0.348		-0.356		0.008		-0.192		0.352		0.795		0.182		0.356		0.071		0.799		0.071		0.12

		115		4.49		5.01		39.9		316985712		frr		Ribosome recycling factor [Neisseria meningitidis H44/76]		frr						J		C		2		-0.208		-0.212		0.136		-0.028		-0.324		-0.244		-0.172		0.054		0.45		0.366		0.167		0.055		0.057		0.082

		116		4.46		4.47		42.10%		6692578		hemO		HemO [Neisseria meningitidis]		hemO						P		U		3		-0.084		0.584		-0.584		0.492		-1.332		0.588		-0.076		0.6		0.004		0.149		0.005		0.067		0.005		0.009

		138		3.84		4.67		15.3		298368976		HMPREF9016_00645		Isocitrate dehydrogenase, NADP-dependent [Neisseria sp. oral taxon 014 str. F0314]		icda		15676815		Isocitrate dehydrogenase, NADP-dependent, monomeric type 		C		C		3		-0.772		0.468		-0.744		0.484		-0.184		0.556		-0.12		0.036		0.044		0.069		0.044		0.27		0.035		0.733

		118		4.29		4.38		19.2		325207593		NMBNZ0533_0588		Putative thiol:disulfide interchange protein DsbC [Neisseria meningitidis NZ-05/33]		dsbC						O		P		2		0.42		0.48		0.092		-0.068		-0.004		0.48		0.432		0.005		0.003		0.008		0.379		0.437		0.003		0.006

		119		4.28		4.73		10.7		7227359		yojH		Malate:quinone oxidoreductase [Neisseria meningitidis MC58]		yojH						R		C		2		-0.736		-0.716		-0.264		-0.136		-0.352		-0.392		-0.352		0.405		0.083		0.293		0.412		0.101		0.093		0.109

		120		4.27		4.44		30.9		293399526		NGNG_01511		Hfq [Neisseria gonorrhoeae F62]		hfqj		15676646		Host factor-I 		R		C		2		0.352		0.384		0.524		0.488		0.552		0.56		0.56		0.956		0.836		0.623		0.754		0.666		0.468		0.526

		121		4.26		4.59		36.8		269214264		NEILACOT_03181		50S Ribosomal protein L23 [Neisseria lactamica ATCC 23970]		rplWe		15676071		50S Ribosomal protein L23 		J		C		2		0.276		0.168		0.372		0.204		0.012		-0.476		0.256		0.037		0.723		0.033		0.085		0.629		0.009		0.062

		122		4.25		4.51		39.5		325207545		secB		Protein-export chaperone SecB [Neisseria meningitidis NZ-05/33]		secB						N		C		2		-0.26		-0.48		-0.372		-0.068		-0.912		-0.18		-0.616		0.021		0.037		0.033		0.471		0.008		0.031		0.006

		123		4.24		6.77		24%		7225389		minD		Septum site-determining protein MinD [Neisseria meningitidis MC58]		minD						D		C		3		-0.092		0.78		0.592		-0.928		1.088		0.968		1.192		0.476		0.041		0.046		0.071		0.037		0.039		0.037

		124		4.24		6.52		10.3		7226435		typA		GTP-binding protein TypA [Neisseria meningitidis MC58]		typA						N		CM		3		1.94		-0.004		1.908		-0.004		-0.004		-0.004		1.812		0.018		1		0.019		1		1		1		0.02

		125		4.2		4.45		67.8		81832765		rpsQ		30S Ribosomal protein S17 [Neisseria meningitidis MC58]		rpsQ						J		C		3		0.316		0.004		-0.24		-0.096		0.044		-0.14		0.092		0.38		0.524		0.041		0.291		0.351		0.01		0.009

		126		4.19		4.19		75		7226326		NMB1088		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1088						S		U		3		-0.984		-0.14		-0.004		-0.004		0.928		0.908		-0.004		0.064		0.355		0.055		0.052		0.036		0.04		0.055

		128		4.17		4.5		24.3		325208336		iscS		Cysteine desulfurase IscS [Neisseria meningitidis NZ-05/33]		iscS						E		C		2		0.62		0.08		0.688		1.24		-0.004		0.62		1.216		0.001		0.376		0.038		0.001		0.053		0.001		0.001

		151		2.39		4.06		12.2		254494154		NGAG_01865		Membrane fusion protein mtrC [Neisseria gonorrhoeae 1291]		mtrCe		15677563				Q		CM		2		0.988		1.148		0.908		0.952		-0.004		-0.004		1.044		0.037		0.034		0.039		0.038		0.057		0.061		0.036

		139		3.74		4.27		31.5		152143383		nlpB		NlpB [Neisseria meningitidis]		nlpB						M		U		3		0.172		1.036		1.064		0.472		-0.004		0.528		0.556		0.037		0.001		0.001		0.001		0.051		0.037		0.036

		104		6		6.32		11.9		59801427		NGO1056		Hypothetical protein NGO1056 [Neisseria gonorrhoeae FA 1090]		nlpDg		15677336		Lipoprotein NlpD 		Hypothetical M		UM		3		1.996		1.996		1.996		1.996		1.996		1.996		1.996		1		0.019		0.02		0.019		1		1		0.019

		135		4.03		4.1		26.1		7225560		gloA		Lactoylglutathione lyase [Neisseria meningitidis MC58]		gloA						E		C		2		-0.04		-0.424		-0.396		0.324		-0.268		-0.524		-0.12		0.614		0.532		0.676		0.291		0.423		0.282		0.716

		136		4.02		4.16		30.8		7225383		rpsM		30S Ribosomal protein S13 [Neisseria meningitidis MC58]		rpsM						J		C		2		-0.032		-0.108		-0.056		-0.1		0.1		-0.052		0.048		0.044		0.058		0.225		0.067		0.036		0.043		0.321

		137		4		5.38		9.4		75355811		pyrG		CTP synthase; AltName: CTP synthetase; AltName: UTP--ammonia ligase [Neisseria gonorrhoeae FA 1090]		pyrGa		15677405		CTP synthetase 		F		C		3		-0.356		0.292		-0.12		-0.268		-0.256		-0.92		-0.688		0.108		0.375		0.156		0.143		0.147		0.068		0.117

		56		12.1		12.3		48.6		7226708		NMB1468		Hypothetical protein NMB1468 [Neisseria meningitidis MC58]		NMB1468						Hypothetical No related COG		P		6		0.712		0.928		0.828		1.112		0.96		0.836		0.548		0.091		0.014		0.033		0.008		0.005		0.091		0.017

		166		3.51		3.67		60.6		7227356		NMB2094		Hypothetical protein NMB2094 [Neisseria meningitidis MC58]		NMB2094						Hypothetical K		C		2		-1.376		-0.58		0.092		-0.796		-0.1		-0.204		-1.08		0.01		0.056		0.384		0.01		0.441		0.03		0.022

		141		3.49		4		75.6		7225545		rpmA		50S Ribosomal protein L27 [Neisseria meningitidis MC58]		rpmA						J		C		3		-0.36		-1.324		-0.272		0.212		0.544		-0.452		-0.38		0.132		0.064		0.991		0.438		0.394		0.128		0.1

		142		3.44		4.54		9.6		293399469		NGNG_01453		Cell division protease FtsH [Neisseria gonorrhoeae F62]		ftsHa		15676696				D		CM		2		0.432		0.78		1.08		0.664		0.436		0.62		0.968		0.491		0.348		0.224		0.263		0.326		0.262		0.22

		143		3.42		3.6		26.1		13668799		rplT		50S Ribosomal protein L20 [Neisseria lactamica ST-640]		rplTa		15676621				J		C		2		-0.088		0.528		0.46		-0.82		-0.668		-0.148		0.552		0.108		0.856		0.549		0.085		0.103		0.151		0.914

		144		3.35		3.41		27.1		75432307		rpmF		50S ribosomal protein L32 [Neisseria gonorrhoeae FA 1090]		rpmFa		15677742				J		C		2		-0.256		-0.748		-0.212		-0.168		-0.672		-0.284		-0.012		0.123		0.098		0.131		0.374		0.101		0.119		0.738

		145		3.14		3.52		20.5		7225802		gcvT		Glycine cleavage system T protein [Neisseria meningitidis MC58]		gcvT						E		UM		2		-1.268		-1.04		-0.2		-0.816		-0.24		-0.984		-0.12		0.048		0.074		0.531		0.107		0.074		0.108		0.24

		46		16.81		16.9		41		325207146		NMBNZ0533_0109		LysM domain protein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_0109						S		U		9		0.428		0.292		0.444		0.472		0.496		0.216		-0.084		0.016		0.077		0.017		0.015		0.017		0.099		0.121

		147		2.77		4.19		11.9		340361509		mucD		S1C subfamily peptidase MucD [Neisseria macacae ATCC 33926]		htrAk		15677994		Protease Do		O		P		2		-1.924		0.18		-0.284		-1.924		-0.112		-0.148		-1.924		0.057		0.477		0.346		0.057		0.64		0.552		0.057

		148		2.7		2.94		17.4		7225566		NMB0345		Putative cell-binding factor [Neisseria meningitidis MC58]		NMB0345						Putative O		OM		1		0.812		1.148		1.116		-0.156		0.452		0.684		1.18		0.035		0.034		0.035		0.327		0.053		0.037		0.034

		131		4.15		4.45		14.1		317164739		NGTW08_1313		Na(+)-translocating NADH-quinone reductase subunit A [Neisseria gonorrhoeae TCDC-NG08107]		nqrAa		254804452		Neisseria meningitidis alpha14		C		C		2		0.076		1.068		-0.024		0.652		1.112		1.052		1.028		0.495		0.036		0.048		0.045		0.036		0.036		0.036

		150		2.53		2.75		20.5		313667900		mtrE		MtrE gene product [Neisseria lactamica 020-06]		mtrEe		15677561		Multidrug efflux pump channel protein 		MN		OM		2		-0.004		0.076		0.868		0.568		-0.672		0.068		0.352		1		0.116		0.031		0.114		0.268		0.122		0.14

		173		2.08		3.77		8		309379221		NLY_29500		Ribonucleoside-diphosphate reductase, alpha subunit [Neisseria lactamica Y92-1009]		nrdAa		15677158				F		C		1		0.04		-0.124		0.4		-0.756		0.208		0.284		-0.008		0.563		0.202		0.035		0.05		0.04		0.037		0.947

		152		2.37		3.09		40.2		7226702		ssb		Single-strand binding protein [Neisseria meningitidis MC58]		ssb						L		C		1		1.944		-0.004		1.944		-0.004		1.932		1.944		1.944		0.018		1		0.018		1		0.019		0.018		0.018

		153		2.35		3.36		12.2		313668377		thrC		Threonine synthase [Neisseria lactamica ST-640]		thrCe		15676932				E		C		2		-0.328		-1.956		0.056		-0.476		-0.1		-0.008		-0.14		0.309		0.053		0.779		0.22		0.669		0.992		0.567

		154		2.31		3.44		17.7		7226833		NMB1584		3-Hydroxyacid dehydrogenase [Neisseria meningitidis MC58]		NMB1584						I		C		2		-0.192		0.024		-0.268		-0.072		0.016		-0.076		-0.18		0.468		0.898		0.366		0.756		0.925		0.742		0.485

		155		2.31		2.35		30.9		340363115		rpmI		50S Ribosomal protein L35 [Neisseria macacae ATCC 33926]		rpmIh		15676620				J		C		1		-0.124		-1.036		-0.62		-0.64		-0.38		-0.472		-0.904		0.518		0.203		0.36		0.328		0.328		0.449		0.291

		156		2.26		2.81		8.7		269144906		NEICINOT_04596		Lipoprotein releasing system transmembrane protein LolC [Neisseria cinerea ATCC 14685]		NMB1235a		15677107		Hypothetical protein NMB1235 		R		CM		1		-0.264		-0.368		-0.168		-0.164		-0.092		-0.02		-0.328		0.177		0.11		0.215		0.216		0.039		0.037		0.071

		158		2.22		2.53		12.2		7226217		pntB		NAD(P) transhydrogenase, beta subunit [Neisseria meningitidis MC58]		pntB						C		CM		1		0.096		-1.956		-0.228		-0.18		-1.956		-0.008		-0.008		0.657		0.06		0.412		0.49		0.06		0.979		0.985

		159		2.2		2.53		13		7226938		serS		Seryl-tRNA synthetase [Neisseria meningitidis MC58]		serS						J		C		1		-1.956		-1.956		-0.04		-0.1		-0.252		-0.112		-1.956		0.063		0.063		0.862		0.67		0.385		0.642		0.063

		160		2.18		3.19		6.2		329120759		ppx2		Exopolyphosphatase [Neisseria bacilliformis ATCC BAA-1200]		NMB0593l		15676498		Hypothetical protein NMB0593 		R		U		1		-1.956		-0.076		-0.004		-0.04		-0.028		0.016		-0.012		0.051		0.749		0.999		0.871		0.918		0.919		0.966

		161		2.17		2.42		19.5		59802035		NGO1714		Cis-trans isomerase [Neisseria gonorrhoeae FA 1090]		surAb		254805678		Putative peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis alpha14]		O		P		1		-0.176		-0.132		-0.244		-0.216		-0.12		-0.044		-0.02		0.496		0.593		0.395		0.432		0.619		0.85		0.938

		97		6.54		20.74		48.9		254669632		opa1		Putative lipoprotein [Neisseria meningitidis alpha153]		opa1						M		OM		14		0.916		0.804		-0.164		0.908		-0.052		0.868		-0.02		0.001		0.001		0.935		0.001		0.038		0.001		0.935

		166		2.13		2.28		12.7		296837902		NEIPOLOT_02370		Ornithine carbamoyltransferase [Neisseria polysaccharea ATCC 43768]		argFa		15677423				E		C		1		-0.528		-0.308		-0.468		-0.056		-0.072		-0.08		-0.224		0.107		0.253		0.122		0.778		0.714		0.68		0.344

		167		2.11		2.21		9.4		288566287		pilQ		Type IV pilus biogenesis protein PilQ [Neisseria mucosa ATCC 25996]		pilQe		15678016				N		OM		1

		168		2.11		2.16		20.7		350571290		ihfA		Integration host factor subunit alpha [Neisseria wadsworthii 9715]		ihfAo		15676627				L		C		1		0.136		-0.268		-0.096		0.016		-0.104		0.004		-0.052		0.564		0.365		0.683		0.927		0.663		0.963		0.821

		169		2.1		2.29		14.6		298368391		HMPREF9016_00054		Inosine-5'-monophosphate dehydrogenase [Neisseria sp. oral taxon 014 str. F0314]		guaBb		15677074				F		C		1		-1.92		-0.012		-1.92		-1.92		-1.92		-1.92		-0.296		0.063		0.965		0.063		0.063		0.063		0.063		0.335

		170		2.09		4.69		10.6		325128687		infB		Translation initiation factor IF-2 [Neisseria meningitidis N1568]		infB						J		C		2		-0.232		-0.36		-0.012		-0.164		-0.016		-0.708		-0.076		0.028		0.032		0.286		0.08		0.238		0.009		0.187

		171		2.09		3.21		25.5		269214308		NEILACOT_03335		Ribose-phosphate diphosphokinase [Neisseria lactamica ATCC 23970]		prsAp		15676771		Ribose-phosphate pyrophospho-kinase		FE		C		1

		117		6.33		22.65		51.5		254672740		opa7		Opacity protein and related surface antigens [Neisseria meningitidis alpha275]		opa7						M		OM		20		0.46		0.608		-0.276		0.616		-0.444		0.124		-1.328		0.03		0.029		0.067		0.029		0.183		0.204		0.067

		18		24.67		24.67		57.3		4379295				Unnamed protein product [Neisseria meningitidis]		opr						M		OM		19		1.996		1.996		1.996		1.996		1.996		1.996		1.996		0.001		0.002		1		0.001		0.005		0.024		0.044

		174		2.08		3.04		9.5		288566593		NEIMUCOT_05321		Thioredoxin-disulfide reductase [Neisseria mucosa ATCC 25996]		trxBb		15677190		Thioredoxin reductase 		O		UM		2		1.996		1.996		1.996		1.996		1.996		1.996		1.996		1		0.02		0.018		1		0.018		1		1

		175		2.08		2.48		3		294668918		NEIELOOT_00832		Transglutaminase family protein [Neisseria elongata subsp. glycolytica ATCC 29315]		N/A						E		CM		1		-0.004		0.576		1.184		0.992		0.132		0.016		0.888		0.737		0.371		0.388		0.65		0.741		0.967		0.53

		176		2.08		2.16		13		325203322		dapB		Dihydrodipicolinate reductase [Neisseria meningitidis M01-240355]		dapB						E		C		1		-0.068		0.036		0.004		-0.136		-0.036		-0.256		-0.056		0.769		0.853		0.965		0.576		0.887		0.377		0.811

		177		2.07		2.22		15.4		7227313		petC		Ubiquinol--cytochrome c reductase, cytochrome c1 [Neisseria meningitidis MC58]		petC						C		P		2		-0.312		-0.58		-0.064		-0.132		-1.312		-0.472		-0.36		0.333		0.211		0.768		0.583		0.045		0.282		0.469

		178		2.07		2.07		6.5		329118596		fba		Fructose-bisphosphate aldolase [Neisseria bacilliformis ATCC BAA-1200]		cbbAe		15677704				G		C		1		1.944		1.944		1.944		-0.004		1.944		1.944		1.944		0.018		0.018		0.018		1		0.018		0.018		0.018

		179		2.06		2.99		6.9		345875089		l11_09690		Ferric enterobactin receptor [Neisseria weaveri LMG 5135]		frpBr		15677816		Iron-regulated outer membrane protein FrpB 		P		OM		1

		180		2.06		2.49		4.1		284799613		NEISUBOT_03708		Outer membrane ferripyoverdine receptor [Neisseria subflava NJ9703]		N/A						P		OM		1

		182		2.05		2.81		16.3		325145132		ilvE		Branched-chain amino acid aminotransferase [Neisseria meningitidis M01-240013]		ilvE						EH		C		1		-0.004		-0.004		-0.984		0.872		-0.168		-0.004		-0.16		0.253		0.311		0.057		0.855		0.302		0.276		0.32

		183		2.05		2.27		12.4		59801114		NGO0687		Ferredoxin-NADP reductase [Neisseria gonorrhoeae FA 1090]		fpr-1a		15676930				C		C		1		-0.004		1.944		1.944		-0.004		-0.004		-0.004		-0.004		1		0.02		0.019		1		1		1		1

		184		2.05		2.12		35.4		7227356		NMB2094		Hypothetical protein NMB2094 [Neisseria meningitidis MC58]		NMB2094						Hypothetical K		C		1		-0.228		0.148		-0.056		-0.008		-0.196		-0.192		0.064		0.415		0.539		0.808		0.984		0.46		0.467		0.76

		185		2.05		2.05		5.2		325135640		accC		Acetyl-CoA carboxylase, biotin carboxylase [Neisseria meningitidis M0579]		accC						I		C		1		-0.5		-1.956		0.112		-0.392		-0.304		-0.06		0.06		0.211		0.054		0.617		0.262		0.329		0.799		0.77

		186		2.04		37.84		51.1		4887174		porA		Porin [Neisseria meningitidis]		porA						M		OM		26		-0.004		-0.004		-0.004		-0.004		1.944		-0.004		1.944		1		1		1		1		0.02		1		0.02

		111		6.81		6.87		43.1		349522		pilE		Pilus structural subunit [Neisseria meningitidis]		pilE						N		E		4		1.564		1.6		0.636		0.764		0.604		0.78		1.044		0.001		0.001		0.001		0.033		0.001		0.033		0.027

		188		2.04		2.34		4.4		RRRRRgi|288576023				REVERSED type VI secretion system Vgr family protein [Neisseria mucosa ATCC 25996]												1

		189		2.04		2.24		15.1		7413439		NMB0709		Hypothetical protein NMB0709 [Neisseria meningitidis MC58]		NMB0709						Hypothetical No related COG		CM		1		0.056		0.152		-1.956		-0.032		0.124		-1.956		-0.188		0.785		0.531		0.055		0.898		0.592		0.055		0.478

		190		2.04		2.21		9.3		343968646		l13_05740		Carbamoyl-phosphate synthase, small subunit [Neisseria weaveri ATCC 51223]		carAc		15677684				EF		C		1		1.184		0.956		-0.216		1.192		0.284		1.212		1.208		0.284		0.224		0.061		0.232		0.82		0.194		0.204

		191		2.03		2.56		27.1		7227059		NMB1805		Cytochrome c4 [Neisseria meningitidis MC58]		NMB1805						C		P		1		-1.956		-0.024		-1.956		-1.956		-1.956		-1.956		-1.956		0.059		0.923		0.059		0.059		0.059		0.059		0.059

		192		2.02		2.69		18.6		90109269		NMA1982		Chain B,  Putative Phosphatase (Nma1982)  [Neisseria meningitidis Z2491]		NMA1982						S		C		1		0.176		0.316		-0.204		0.152		0.008		0.24		0.112		0.479		0.311		0.445		0.526		0.961		0.386		0.621

		193		2.02		2.28		16		59800779		hemH		Phosphoribosylaminoimidazole-succinocarboxamide synthase [Neisseria gonorrhoeae FA 1090]		hemHs		15676655				H		C		1		-0.776		0.368		-0.072		0.308		0.28		0.316		0.24		0.642		0.393		0.767		0.459		0.526		0.478		0.603

		130		4.16		4.36		19.1		325207527		pilN		Type IV pilus assembly protein PilN [Neisseria meningitidis NZ-05/33]		pilN						N		CM		2		0.692		0.536		1.12		1.104		0.428		1.2		-0.004		0.004		0.003		0.002		0.002		0.133		0.002		0.007

		195		2.01		2.72		22.3		254493006		pilO		Type IV pilus assembly protein PilO [Neisseria gonorrhoeae 1291]		pilOa		15677647		PilO protein 		N		CM		1

		196		2.01		2.21		35.1		296837900		NEIPOLOT_02368		Antibiotic biosynthesis monooxygenase family protein [Neisseria polysaccharea ATCC 43768]		NMB1575t		15677425		Hypothetical protein NMB1575 		S		U		1		-1.956		-0.096		-0.144		-1.956		-0.16		-1.956		-0.348		0.059		0.681		0.56		0.059		0.53		0.059		0.291

		197		2		37.78		53.3		325207370		groL		Chaperonin GroL [Neisseria meningitidis NZ-05/33]		groL						O		C		18		-1.956		-1.956		-1.956		-1.956		-0.544		-1.956		-1.956		0.052		0.052		0.052		0.052		0.194		0.052		0.052

		198		2		31.34		47.4		3746262		porA		Class 1 porin [Neisseria meningitidis]		porA						M		OM		22

		199		2		20.95		47.8		81784396		fkpA		Probable FKBP-type peptidyl-prolyl cis-trans isomerase fkpA; AltName: Rotamase; Flags: Precursor [Neisseria meningitidis MC58]		fkpA						O		OM		13

		200		2		20.87		43.6		325207597		dnaK		Chaperone protein DnaK [Neisseria meningitidis NZ-05/33]		dnaK						O		C		11		-0.004		-0.004		-0.004		-0.004		1.932		-0.004		1.944		1		1		1		1		0.019		1		0.019

		201		2		3.19		15.4		284797269		rimM		16S rRNA processing protein RimM [Neisseria subflava NJ9703]		rimMb		15676496				J		C		2

		202		2		2.99		16.7		7226678		NMB1437		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1437						Hypothetical S		C		1		-1.94		0.076		-1.94		-1.94		0.096		0.02		0.304		0.068		0.717		0.068		0.068		0.657		0.917		0.321

		203		2		2.66		8		350571558		alr		Alanine racemase [Neisseria wadsworthii 9715]		alrd		15677500				M		C		1

		204		2		2.47		20.9		RRRRRgi|294671256				REVERSED hypothetical protein NEIELOOT_02966 [Neisseria elongata subsp. glycolytica ATCC 29315]												1

		205		2		2.12		6.5		269209769		dsbA		DsbA thioredoxin domain protein [Neisseria lactamica ATCC 23970]		dsbA1a		15676202		thiol:disulfide interchange protein DsbA		OC		P		1		-0.244		-0.076		-0.148		-0.092		-1.956		-0.104		0.06		0.392		0.748		0.555		0.693		0.053		0.662		0.773

		206		2		2.12		8.2		225075353		NEIFLAOT_00358		Hypothetical protein NEIFLAOT_00358 [Neisseria flavescens NRL30031/H210]		dsbA2e		15676216		thiol:disulfide interchange protein DsbA 		OC		P		1		0.396		1.616		1.472		0		0.392		0.644		1.144		0.497		0.112		0.132		0.911		0.372		0.256		0.127

		207		2		2.1		6		59801289		NGO0890		D-Lactate dehydrogenase [Neisseria gonorrhoeae FA 1090]		dlda		15676888				C		CM		1		0.18		-1.956		-1.956		0.24		0.284		-1.956		-1.956		0.475		0.076		0.076		0.387		0.339		0.076		0.076

		208		2		2.05		5.8		7225924		NMB0696		Amino acid ABC transporter, ATP-binding protein [Neisseria meningitidis MC58]		NMB0696						E		CM		1		-0.004		1.944		1.944		-0.004		-0.004		-0.004		-0.004		1		0.02		0.02		1		1		1		1

		210		2		2		13.7		7225543		rpmG		50S Ribosomal protein L33 [Neisseria meningitidis MC58]		rpmG						J		C		1		0.024		-0.192		-0.244		-0.084		-0.308		-0.02		-0.168		0.889		0.471		0.39		0.726		0.326		0.938		0.514

		1		68.5		68.5		69.8		241758467		tuf		Translation elongation factor Tu [Neisseria flavescens SK114]		tufBe		15676052		Elongation factor Tu		JE		C		66		-0.1		-0.076		-0.008		-0.012		-0.04		-0.036		-0.532		0.072		0.666		0.622		0.492		0.708		0.877		0.005

		133		4.11		4.21		25.4		325201239		NMBM01240149_0046		Twitching motility protein PilT [Neisseria meningitidis M01-240149]		pilT						N		C		3		1.996		1.996		1.996		1.996		1.996		1.996		1.996		1		0.019		1		0.02		0.019		0.019		0.02

		3		48.97		49.62		85.4		4091875		porA		Porin [Neisseria meningitidis]		porA						M		OM		62		-1.424		-1.28		0.156		-1.148		-0.78		-0.38		-0.688		0.084		0.084		0.245		0.084		0.136		0.311		0.884

		5		47.84		49.46		46.9		325207524		pilQ		Type IV pilus secretin PilQ [Neisseria meningitidis NZ-05/33]		pilQ						 N		OM		25		0.072		0.028		0.028		0.048		-0.06		0.128		-0.676		0.135		0.245		0.293		0.117		0.347		0.045		0.066

		103		6		39.29		51.1		89276863		porA		Outer membrane protein class 1 [Neisseria meningitidis]		porA						M		OM		30		0.964		0.976		-0.004		0.976		0.976		1.944		-0.004		0.021		0.019		1		0.02		0.02		0.02		1

		7		42.31		42.8		49.5		7225356		fusA		Elongation factor G (EF-G) [Neisseria meningitidis MC58]		fusA						J		C		23		0.12		0.136		0.152		0.048		0.076		0.04		-0.644		0.356		0.147		0.185		0.779		0.19		0.59		0.369

		8		42.01		42.01		68.9		7225862		fbpA		Iron(III) ABC transporter, periplasmic binding protein [Neisseria meningitidis MC58]		fbpA						H		P		22		0.084		-0.072		-0.048		0.14		0.008		-0.008		-0.524		0.34		0.709		0.565		0.057		0.339		0.565		0.879

		2		53.68		53.68		88.8		516522		porB		Class 3 outer membrane porin [Neisseria meningitidis]		porB						M		OM		41		-0.944		-1.076		0.572		-0.996		-0.136		-0.08		0.464		0.002		0		0.042		0.001		0.997		0.41		0.047

		10		39		39.11		50.8		325127688		dnaK		Chaperone protein DnaK [Neisseria meningitidis N1568]		dnaK						O		C		24		-0.024		-0.06		0.052		0.232		-0.004		-0.004		-0.752		0.153		0.208		0.133		0.074		0.081		0.162		0.772

		12		31.95		33.22		43.2		325202575		pta		Phosphate acetyltransferase [Neisseria meningitidis M01-240149]		pta						C		UM		22		-0.184		-0.012		0.104		0.208		-0.048		0.04		-0.528		0.656		0.283		0.25		0.103		0.961		0.284		0.597

		13		31.78		31.88		53.7		7225772		adhP		Alcohol dehydrogenase, propanol-preferring [Neisseria meningitidis MC58]		adhP						R		C		18		-0.912		-0.824		0.02		-0.828		-0.868		0.128		-1.556		0.216		0.413		0.919		0.258		0.204		0.553		0.048

		14		30.85		31.07		35.2		81784175		atpA		ATP synthase subunit alpha; [Neisseria meningitidis MC58]		atpA						C		C		17		0.068		-0.076		-0.068		0.04		0.04		-0.048		-0.756		0.232		0.375		0.536		0.205		0.455		0.736		0.006

		15		29.89		32.07		78.1		325208952		rpsB		30S Ribosomal protein S2 [Neisseria meningitidis NZ-05/33]		rpsB						J		C		18		0		0.036		-0.028		-0.028		-0.04		-0.016		-0.5		0.325		0.245		0.447		0.168		0.364		0.321		0.418

		16		29.76		32.56		32.4		7226585		pdhA		Pyruvate dehydrogenase, E1 component [Neisseria meningitidis MC58]		pdhA						C		C		20		0.096		-0.124		0.004		0.12		-0.104		-0.028		-0.656		0.755		0.573		0.558		0.075		0.72		0.779		0.615

		17		29.69		30.05		52.5		269213565		NEICINOT_03323		Antioxidant, AhpC/TSA family/glutaredoxin [Neisseria cinerea ATCC 14685]		NMB0946e		15676839		Peroxiredoxin 2 family protein/gluta-redoxin 		O		U		20		-0.548		-0.28		-0.344		0.084		-0.312		-0.184		-0.476		0.287		0.025		0.535		0.906		0.813		0.799		0.332

		18		28.88		29.4		52.9		81707226		cysK		Cysteine synthase [Neisseria meningitidis MC58]		cysK						E		C		20		-0.224		-0.3		0.252		0.124		-1.216		0.32		-1.216		0.012		0.01		0.048		0.209		0.004		0.088		0.004

		19		28.22		28.72		88.3		7225345		rplA		50S Ribosomal protein L1 [Neisseria meningitidis MC58]		rplA						J		C		16		0.048		0.032		-0.028		0.016		-0.012		0.052		-0.732		0.651		0.341		0.118		0.941		0.136		0.537		0

		20		27.47		29.21		23.9		1325955		rpoB		RNA polymerase beta subunit [Neisseria meningitidis]		rpoB						K		C		15		-0.128		-0.112		-0.18		-0.236		-0.156		-0.156		-0.812		0.995		0.716		0.736		0.847		0.862		0.823		0

		22		25.35		25.8		67.8		7225366		rpsC		30S Ribosomal protein S3 [Neisseria meningitidis MC58]		rpsC						J		C		17		0.076		0.176		0.236		-0.088		-0.108		0.124		-0.804		0.133		0.095		0.08		0.431		0.58		0.128		0.892

		2		61.39		61.39		93.3		270728847		porB		Class 3 outer membrane protein [Neisseria meningitidis]		porB						M		OM		52		0.448		0.556		-0.044		0.416		0.292		0.3		-0.12		0		0		0.817		0		0		0		0.406

		24		24.42		26.38		63.5		313667444		rplB		50S Ribosomal protein L2 [Neisseria lactamica ST-640]		rplBa		15676072				J		C		13

		25		24.05		24.77		42.1		254804638		pnp		Polyribonucleotide nucleotidyltransferase [Neisseria meningitidis alpha14]		pnp						F		C		14		-0.068		0.124		0.128		0.176		0.064		-0.048		-0.516		0.839		0.183		0.229		0.159		0.368		0.923		0.019

		26		23.71		23.87		74.4		7225377		rpsE		30s Ribosomal protein S5 [Neisseria meningitidis MC58]		rpsE						J		C		13		-0.236		-0.192		0.088		-0.1		-0.052		-0.156		-0.688		0.756		0.646		0.389		0.504		0.74		0.509		0.809

		27		23.66		24.9		53.2		254804089		tsf		Elongation factor EF-Ts [Neisseria meningitidis alpha14]		tsf						J		C		12		-0.028		-0.112		-0.136		0.024		-0.224		-0.08		-0.912		0.532		0.7		0.901		0.432		0.712		0.501		0.421

		28		23.46		25.4		34.1		7226554		tig		Trigger factor [Neisseria meningitidis MC58]		tig						O		C		13		-0.084		-0.452		-0.112		0.088		-0.184		-0.112		-0.948		0.39		0.093		0.569		0.154		0.448		0.475		0.009

		29		22.56		23.07		52.7		81857552		atpD		ATP synthase subunit beta [Neisseria meningitidis MC58]		atpD						C		C		13		-0.672		-1.24		-1.236		-0.668		-1.244		-1.308		-1.972		0.614		0.693		0.345		0.559		0.261		0.372		0.049

		30		22.22		22.53		61.2		75507306		rpsD		30S Ribosomal protein S4 [Neisseria gonorrhoeae FA 1090]		rpsDa		15676094				J		C		15		0.28		0.328		0.396		0.512		0.46		0.364		-0.676		0.608		0.312		0.314		0.131		0.229		0.409		0.273

		31		21.62		22.31		30.1		325197831		ppsA		Phosphoenolpyruvate synthase [Neisseria meningitidis G2136]		ppsA						G		C		13		-0.28		-0.38		-0.072		-0.352		-0.704		-0.344		-0.828		0.745		0.886		0.519		0.837		0.545		0.789		0.793

		32		21.59		22.43		65.7		325138633		NMBES14902_0722		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis ES14902]		NMB1567a		15677418		Macrophage infectivity potentiator		O		OM		12		0.196		0.5		0.352		0.332		0.324		0.352		-0.936		0.261		0.064		0.158		0.192		0.178		0.069		0.032

		33		21.32		21.41		43.9		7226200		sucD		Succinyl-CoA synthetase, alpha subunit [Neisseria meningitidis MC58]		sucD						C		C		18		-0.156		-0.288		0.02		0.088		-0.092		-0.004		-0.728		0.309		0.094		0.108		0.169		0.956		0.294		0.065

		53		12.49		14.02		29.4		7225689		potD-1		Spermidine/putrescine ABC transporter, periplasmic spermidine/putrescine-binding protein [Neisseria meningitidis MC58]		potD-1						E		P		6		-0.8		-0.812		-0.016		-0.984		-0.688		-0.48		0.344		0.047		0.062		0.663		0.023		0.082		0.933		0.315

		107		5.56		10.93		27.6		296840902		NEIPOLOT_00644		Putrescine ABC transporter, periplasmic putrescine-binding protein [Neisseria polysaccharea ATCC 43768]		potD-3e		15677444		Spermidine/ putrescine ABC transporter substrate-binding protein		E		UM		4		0.368		0.436		0.648		-0.828		0.592		0.58		0.728		0.264		0.537		0.424		0.036		0.41		0.342		0.384

		36		20.03		20.88		62.2		7225360		rplC		50S Ribosomal protein L3 [Neisseria meningitidis MC58]		rplC						J		C		11		0.188		-0.168		0.052		-0.008		0.028		-0.104		-0.96		0.082		0.189		0.657		0.428		0.385		0.09		0.035

		37		19.46		20.15		0.463415		7225348		rplL		50S Ribosomal protein L7/L12 [Neisseria meningitidis MC58]		rplL						J		C		11		-0.024		0.032		-0.008		-0.056		0.02		0.032		-0.32		0.336		0.691		0.222		0.187		0.172		0.065		0.474

		38		19.23		21.68		34.8		241760002		eno		Phosphopyruvate hydratase [Neisseria flavescens SK114]		enoa		15677152				G		C		10		-0.124		0		-0.176		0.192		-0.244		0.052		-0.66		0.412		0.443		0.247		0.124		0.408		0.415		0.394

		39		18.95		19.19		42.9		81784052		rplF		50S Ribosomal protein L6 [Neisseria meningitidis Z2491]		rplF						J		C		10		0.308		0.376		0.136		0.5		0.524		0.252		-0.6		0.236		0.215		0.279		0.184		0.113		0.268		0.541

		40		18.43		19.12		70.6		325207831		tcyA		L-Cysteine ABC transporter, periplasmic L-cystine-binding protein [Neisseria meningitidis NZ-05/33]		tcyA						E		P		10		0.34		0.432		0.088		0.464		0.28		0.32		-0.856		0.222		0.169		0.463		0.141		0.328		0.237		0.792

		41		18.19		18.53		68.9		7225361		rplD		50S Ribosomal protein L4 [Neisseria meningitidis MC58]		rplD						J		C		13		0.212		-0.164		0.1		0.028		0.032		-0.044		-0.876		0.091		0.229		0.113		0.258		0.62		0.247		0.729

		42		17.81		17.81		33.1		7228848		gna1946		Outer membrane lipoprotein GNA1946 [Neisseria meningitidis]		gna1946						R		OM		9		-0.312		-0.12		0.3		0.256		0.328		0.08		-0.372		0.101		0.917		0.303		0.32		0.241		0.308		0.744

		43		17.31		17.44		50		7225386		rpoA		DNA-directed RNA polymerase, alpha subunit [Neisseria meningitidis MC58]		rpoA						K		C		7		0.028		-0.36		-0.184		0.208		-0.192		0.024		-0.556		0.351		0.91		0.883		0.319		0.474		0.247		0.911

		44		17.03		18.11		31.6		349608924		HMPREF1028_00313		Hypothetical protein HMPREF1028_00313 [Neisseria sp. GT4A_CT1]		gutBa		385853705		gutB gene product [Neisseria meningitidis H44/76]		ER		C		11		-1.184		-0.828		-0.932		-0.052		-0.592		-0.692		-1.628		0.017		0.075		0.043		0.368		0.117		0.012		0.014

		45		16.97		17.74		86.8		325207634		rplS		50S Ribosomal protein L19 [Neisseria meningitidis NZ-05/33]		rplS						J		C		11		0.236		0.228		0.172		0.004		0.236		0.04		-0.424		0.155		0.121		0.193		0.548		0.344		0.331		0.244

		47		16.68		17.76		22.9		325206215		sucA		Oxoglutarate dehydrogenase, E1 component [Neisseria meningitidis M04-240196]		sucA						C		C		8		-0.892		-0.36		-0.2		0.04		-0.264		-0.1		-1.252		0.398		0.962		0.859		0.58		0.838		0.776		0.54

		48		16.58		17.31		35.2		325207991		NMBNZ0533_1006		Dihydrolipoyl dehydrogenase [Neisseria meningitidis NZ-05/33]		lpdA1a		15676850		Dihydrolipoamide dehydrogenase		C		C		9		-0.08		-0.348		-0.024		0.344		-0.392		0.004		-0.328		0.751		0.427		0.854		0.855		0.262		0.136		0.845

		49		16.42		16.42		74.2		325208946		NMBNZ0533_2030		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33] (MC58 adhesin component NMB2095)		NMBNZ0533_2030						Hypothetical No related COG		U		10		0.148		0.456		0.58		0.404		-0.48		0.016		-1.264		0.399		0.241		0.213		0.224		0.576		0.68		0.194

		50		16.25		19.99		24.4		313667427		rpoC		DNA-directed RNA polymerase beta' chain [Neisseria lactamica ST-640]		rpoCa		15676061				J		C		8		0.536		0.012		-0.052		-0.028		-0.384		0.016		-1.156		0.081		0.147		0.398		0.401		0.292		0.242		0

		51		16.24		16.82		26.4		317164490		NGTW08_1063		Putative dihydrolipoamide dehydrogenase [Neisseria gonorrhoeae TCDC-NG08107]		lpdA2a		15677210		Dihydrolipoamide dehydrogenase (E3 component)		C		C		7		-0.212		-0.192		-0.216		-0.192		-0.588		-0.208		-0.9		0.72		0.155		0.544		0.485		0.888		0.725		0.836

		52		15.81		16.15		71		7225371		rplX		50S Ribosomal protein L24 [Neisseria meningitidis MC58]		rplX						J		C		8		-0.26		-0.684		-0.26		-0.132		-0.076		0.072		-1.608		0.321		0.127		0.633		0.227		0.566		0.647		0.013

		53		15.35		15.4		60.5		7226114		rplY		50S Ribosomal protein L25 [Neisseria meningitidis MC58]		rplY						J		C		10		-0.292		-0.392		0.3		-0.052		0.108		-0.064		-1.148		0.972		0.322		0.239		0.466		0.423		0.527		0.719

		54		15.1		15.57		42.7		254672897		ilvC		Ketol-acid reductoisomerase [Neisseria meningitidis alpha275]		ilvC						EH		C		9		-0.628		-0.42		-0.604		-0.108		-0.184		-0.48		-1.032		0.656		0.957		0.029		0.532		0.522		0.919		0.022

		55		14.94		15.25		85.4		81783919		rpsO		30S Ribosomal protein S15 [Neisseria meningitidis Z2491]		rpsO						J		C		7		-0.072		-0.104		-0.04		0.172		-0.168		0.004		-0.536		0.924		0.567		0.561		0.253		0.247		0.386		0.253

		56		14.45		15.03		25.2		7226819		acnB		Aconitate hydratase 2 [Neisseria meningitidis MC58]		acnB						C		C		6		-0.544		-0.192		-0.108		0.316		-0.092		-0.272		-1.108		0.052		0.421		0.456		0.066		0.333		0.444		0.009

		57		14.08		15.82		35.2		325207717		maeB		Malate dehydrogenase [Neisseria meningitidis NZ-05/33]		maeB						C		C		8		-0.812		-0.388		-0.384		0.384		0.072		0.112		-1.04		0.048		0.582		0.208		0.345		0.768		0.417		0.128

		58		13.83		13.98		62.9		349610873		HMPREF1028_02172		50S Ribosomal protein L13 [Neisseria sp. GT4A_CT1]		rplMa		15677879				J		C		8		0.124		0.108		-0.004		0.1		-0.208		0.068		-0.928		0.555		0.716		0.141		0.592		0.099		0.358		0.023

		59		13.8		14.08		51.2		7225354		rpsL		30S Ribosomal protein S12 [Neisseria meningitidis MC58]		rpsL						J		C		7		0.14		0.196		0.08		0.092		0.18		0.036		-0.444		0.306		0.387		0.547		0.561		0.225		0.281		0.977

		60		13.4		14.34		25.7		297250485		NEIPOLOT_01458		Dihydrolipoyllysine-residue acetyltransferase E2 component of pyruvate dehydrogenase complex [Neisseria polysaccharea ATCC 43768]		aceFe		15677208		Dihydrolipoamide acetyltransferase		C		C		7		0.016		0.16		-0.156		0.12		-0.02		-0.316		-0.792		0.455		0.53		0.502		0.331		0.332		0.447		0.928

		61		13.14		15.62		26.6		7225689		potD-1		Spermidine/putrescine ABC transporter, [Neisseria meningitidis MC58]		potD-1						E		P		9		-0.328		-0.328		0.192		-0.48		-0.388		0.288		-0.432		0.444		0.713		0.418		0.774		0.623		0.195		0.555

		62		12.9		13.9		20.6		325198178		metE		5-Methyltetrahydropteroyltriglutamate-- homocysteine S-methyltransferase [Neisseria meningitidis G2136]		metE						E		C		6		0.136		0		-0.62		0.22		-0.212		-0.08		-1.08		0.364		0.802		0.031		0.342		0.682		0.697		0.004

		63		12.83		12.95		46.1		6692578		hemO		HemO [Neisseria meningitidis]		hemO						P		U		6		0.068		0.012		0.296		-0.176		0.096		-0.408		-0.584		0.566		0.506		0.277		0.72		0.461		0.704		0.442

		64		12.71		12.79		59.2		7226024		NMB0791		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis MC58]		NMB0791						O		C		7		-0.276		-0.368		-0.428		-0.104		-0.26		-0.24		-0.948		0.226		0.226		0.124		0.381		0.212		0.201		0.216

		65		12.52		14.77		74.3		7225365		rplV		50S Ribosomal protein L22 [Neisseria meningitidis MC58]		rplV						J		C		8		0.296		0.368		0.144		0.328		0.208		0.452		-0.688		0.251		0.291		0.406		0.256		0.22		0.135		0.961

		66		12.48		13.27		27.6		7226193		gltA		Citrate synthase [Neisseria meningitidis MC58]		gltA						C		C		7		-0.592		-0.068		-0.732		0.088		-0.288		-0.048		-1.272		0.918		0.481		0.038		0.425		0.689		0.33		0.167

		67		12.06		12.88		32.4		7225651		ftsZ		Cell division protein FtsZ [Neisseria meningitidis MC58]		ftsZ						D		C		6		0.208		0.108		-0.132		0.096		-0.136		0.132		-0.708		0.364		0.211		0.454		0.312		0.634		0.561		0.975

		68		12		12		58.7		325208428		NMBNZ0533_1464		Putative lipoprotein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_1464						Putative No related COG		U		9		-0.36		0.104		1.156		-0.328		0.248		0.104		-0.528		0.194		0.346		0.108		0.075		0.305		0.368		0.407

		69		11.85		14.19		30.1		9910686		glyA		Serine hydroxymethyltransferase [Neisseria meningitidis MC58]		glyA						E		C		7		-0.12		-0.388		-0.048		0.2		0.016		-0.164		-0.54		0.544		0.261		0.268		0.694		0.71		0.977		0.959

		70		11.82		13.09		58.3		7225358		rpsJ		30S Ribosomal protein S10 [Neisseria meningitidis MC58]		rpsJ						J		C		7		0.164		0.124		0.18		0.304		0.256		0.096		-0.416		0.727		0.703		0.958		0.492		0.952		0.998		0.685

		71		11.8		11.93		30.2		7226831		hisB		Imidazoleglycerol-phosphate dehydratase [Neisseria meningitidis MC58]		hisB						E		C		7		-0.188		0.108		0.044		0.092		0		-0.408		-0.536		0.501		0.269		0.457		0.216		0.107		0.523		0.745

		72		11.59		12.06		65.3		81785149		rplO		50S Ribosomal protein L15 [Neisseria meningitidis MC58]		rplO						J		C		6		-0.14		-0.116		-0.26		-0.268		0.336		0.304		-1.172		0.769		0.7		0.96		0.699		0.157		0.287		0.269

		73		11.49		11.62		54.1		81785148		rplQ		50S Ribosomal protein L17 [Neisseria meningitidis MC58]		rplQ						J		C		6		0.06		-0.176		-0.18		-0.08		-0.248		-0.408		-1.016		0.519		0.164		0.873		0.632		0.634		0.91		0.59

		74		11.43		11.56		50.8		75432531		rpsF		30S Ribosomal protein S6 [Neisseria gonorrhoeae FA 1090]		rpsFa		15677189				J		C		7		-0.912		-0.668		-0.528		-0.328		-0.592		-0.328		-1.552		0.031		0.272		0.372		0.507		0.247		0.441		0.168

		75		11.31		11.8		49.4		7225347		rplJ		50S Ribosomal protein L10 [Neisseria meningitidis MC58]		rplJ						J		C		6		0.156		0.072		-0.232		0.088		-0.236		-0.436		-0.856		0.382		0.359		0.264		0.699		0.592		0.264		0.322

		76		11.28		11.83		51.6		81783922		rplN		50S Ribosomal protein L14 [Neisseria meningitidis Z2491]		rplN						J		C		6		-0.168		-0.052		0.02		0.048		-0.028		-0.264		-0.98		0.281		0.517		0.299		0.632		0.806		0.455		0.226

		77		10.96		11.06		67.4		7225364		rpsS		30S Ribosomal protein S19 [Neisseria meningitidis MC58]		rpsS						J		C		5		-0.184		-0.128		0.208		0.252		-0.232		0.188		-0.656		0.337		0.398		0.73		0.518		0.683		0.183		0.294

		78		10.95		11.47		51.6		340363613		tig2		Trigger factor [Neisseria macacae ATCC 33926]		rpsTf		15676374		30S Ribosomal protein S20		J		C		5		-0.272		-0.404		-0.3		-0.072		-0.112		-0.408		-1.292		0.665		0.158		0.437		0.867		0.844		0.444		0.075

		79		10.63		10.68		51.5		284796534		NEISUBOT_04588		Ribosomal protein L16 [Neisseria subflava NJ9703]		rplPa		15676076				J		C		5		0.124		-0.18		-0.128		-0.148		-0.196		-0.024		-0.832		0.278		0.113		0.105		0.053		0.144		0.561		0.088

		80		10.62		10.78		56.1		7226708		NMB1468		Hypothetical protein NMB1468 [Neisseria meningitidis MC58]		NMB1468						Hypothetical No related COG		P		5		0.828		1.084		0.748		1.032		0.608		0.68		-0.752		0.116		0.049		0.056		0.053		0.087		0.061		0.487

		81		10.58		43.7		84.7		89276863		porA		Outer membrane protein class 1 [Neisseria meningitidis]		porA						M		OM		54

		82		10.26		10.75		77.1		325207369		groS		Chaperonin GroS [Neisseria meningitidis NZ-05/33]		groS						O		C		7		-0.212		0.132		-0.812		0.26		-0.196		0.112		-1.212		0.971		0.621		0.015		0.533		0.634		0.492		0.002

		83		10.2		11.69		18.8		325204497		NMBM01240355_1442		Cytochrome C biogenesis protein transmembrane region [Neisseria meningitidis M01-240355]		dipZe		15677372		Thiol:disulfide interchange protein		OC		CM		6		0.604		0.916		-0.472		-0.532		0.564		0.304		-0.884		0.297		0.221		0.493		0.499		0.296		0.301		0.283

		84		9.97		10.82		33.5		325140643		NMBCU385_0690		Universal stress protein family [Neisseria meningitidis CU385]		NMBCU385_0690						T		U		5		-1.208		-1.384		-0.332		-0.324		-1.084		0.024		-0.992		0.033		0.042		0.339		0.297		0.205		0.315		0.262

		85		9.93		10.14		70.1		81857431		rpsQ		30S Ribosomal protein S17 [Neisseria meningitidis Z2491]		rpsQ						J		C		6		-0.28		0.16		0.208		0.108		0.036		-0.056		-0.976		0.467		0.688		0.698		0.857		0.699		0.648		0.387

		86		9.48		9.54		74.6		7227318		rpsI		30S Ribosomal protein S9 [Neisseria meningitidis MC58]		rpsI						J		C		6		0.028		0.124		0.048		-0.208		0.032		0.044		-0.68		0.383		0.414		0.653		0.952		0.597		0.526		0.157

		88		9.2		11		19.6		284799853		NEISUBOT_04444		Isocitrate dehydrogenase, NADP-dependent [Neisseria subflava NJ9703]		icde		161869830		Isocitrate dehydrogenase [Neisseria meningitidis 053442]		C		C		6		-0.44		-0.024		-0.376		-0.084		-0.344		-0.144		-1.056		0.257		0.884		0.39		0.854		0.786		0.699		0.097

		89		9.04		9.87		49		7227050		NMB1796		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1796						Hypothetical R		C		6		-0.82		-0.98		-0.236		-0.812		-0.744		-0.856		-1.516		0.069		0.023		0.223		0.107		0.076		0.045		0

		90		8.87		8.87		65.3		325138254		rplI		Ribosomal protein L9 [Neisseria meningitidis ES14902]		rplIa		15677186				J		C		5		0		0.032		0.1		0.172		0.032		0.168		-0.444		0.55		0.526		0.631		0.509		0.656		0.534		0.753

		91		8.87		8.87		37.2		9910705		NMB1533		Outer membrane protein H.8 - Precursor [Neisseria meningitidis MC58] (azurin)		NMB1533						C		OM		6		-0.48		-0.056		-0.168		-0.076		-0.444		-0.452		-0.692		0.151		0.841		0.664		0.744		0.508		0.243		0.399

		92		8.66		9.08		78.6		73621630		rplR		50S Ribosomal protein L18 [Neisseria meningitidis MC58]		rplR						J		C		5		0.524		0.3		0.048		-0.016		-0.48		-0.252		-1.004		0.391		0.433		0.748		0.522		0.682		0.674		0.009

		93		8.65		9.05		80.3		7226563		rpsR		30S Ribosomal protein S18 [Neisseria meningitidis MC58]		rpsR						J		C		4		0.124		-0.396		0.148		-0.188		-0.02		-0.284		-0.108		0.403		0.829		0.37		0.545		0.442		0.632		0.117

		94		8.56		8.68		65.6		7225545		rpmA		50S Ribosomal protein L27 [Neisseria meningitidis MC58]		rpmA						J		C		4		-0.056		-0.06		0.044		-0.076		-0.108		0.02		-0.452		0.695		0.544		0.442		0.611		0.605		0.527		0.55

		95		8.52		8.93		45.2		161870463		hisJ		Polar amino acid transport system substrate-binding protein [Neisseria meningitidis 053442]		hisJ						E		P		4		0.492		0.556		0.712		0.728		0.832		-0.348		-0.532		0.39		0.319		0.464		0.351		0.311		0.325		0.645

		96		8.51		9.63		66.4		75355452		rpsK		30S Ribosomal protein S11 [Neisseria gonorrhoeae FA 1090]		rpsKa		15676093				J		C		5		0.072		0.144		0.312		0.148		0.3		0.176		-0.816		0.352		0.753		0.359		0.701		0.146		0.136		0.958

		97		8.42		10.93		37.5		325208457		NMBNZ0533_1494		Propionate/acetate kinase [Neisseria meningitidis NZ-05/33]		ackA1a		121635189		Acetate kinase [Neisseria meningitidis FAM18]		C		C		8		-0.692		-0.18		-0.26		0.08		-0.024		-0.068		-1.096		0.807		0.627		0.663		0.627		0.777		0.837		0.893

		98		8.42		8.42		15.9		7227062		pilM		PilM protein [Neisseria meningitidis MC58]		pilM						D		UM		4		-0.004		-0.064		0.432		-0.236		0.26		-0.44		-0.62		0.339		0.441		0.259		0.543		0.226		0.481		0.677

		99		8.29		9.79		66.3		7226469		hupB		DNA-binding protein HU-beta [Neisseria meningitidis MC58]		hupB						L		C		7		-0.328		-0.752		0.132		-0.384		-0.272		0.136		-1.152		0.216		0.021		0.61		0.947		0.478		0.78		0.143

		100		8.22		8.27		31.1		7225825		NMB0595		DNA-binding response regulator [Neisseria meningitidis MC58]		NMB0595						TK		C		5		-0.308		-0.216		-0.348		0.16		-0.624		-0.324		-0.876		0.239		0.489		0.125		0.313		0.076		0.439		0.278

		101		8.1		10.65		20.3		313668607		sdhA		Succinate dehydrogenase flavoprotein subunit [Neisseria lactamica ST-640]		sdhAa		15676843				C		CM		6		-0.2		-0.108		0.072		0.04		0.056		-0.012		-1.404		0.583		0.721		0.321		0.607		0.964		0.386		0.029

		102		8		8.06		43.3		7226073		NMB0838		Cold-shock domain family protein [Neisseria meningitidis MC58]		NMB0838						K		C		4		0.152		-0.116		-0.208		0.176		-0.156		0.152		-0.172		0.464		0.567		0.629		0.496		0.602		0.521		0.133

		103		7.88		7.88		27.8		7225344		rplK		50S Ribosomal protein L11 [Neisseria meningitidis MC58]		rplK						J		C		3		-1.344		-1.972		-0.768		-1.252		-0.568		-0.648		-0.872		0.091		0.057		0.131		0.099		0.963		0.704		0.19

		104		7.79		8.89		31.7		59801339		NGO0948		Hypothetical protein NGO0948 [Neisseria gonorrhoeae FA 1090]		NMB0928a		15676822		Hypothetical protein NMB0928		Hypothetical No related COG		CM		4		0.144		0.14		0.184		-0.204		-0.272		-0.044		-1.176		0.711		0.074		0.825		0.31		0.805		0.616		0.005

		105		7.76		7.78		39.5		325135513		fabG		3-Oxoacyl-(acyl-carrier-protein) reductase [Neisseria meningitidis M0579]		fabG						QR		C		4		0.088		-0.04		0.14		0.176		0.388		-0.364		1.068		0.655		0.53		0.996		0.551		0.324		0.802		0.012

		106		7.7		7.76		26.9		7226175		efp		Elongation factor P (EF-P) [Neisseria meningitidis MC58]		efp						J		C		4		-0.324		-0.408		-0.84		0.196		-0.424		-0.084		-0.944		0.791		0.654		0.802		0.496		0.8		0.613		0.244

		107		7.41		7.76		26.7		9911105		recA		Recombinase A [Neisseria meningitidis Z2491]		recA						L		C		4		-0.52		-0.236		0.068		-0.64		-0.1		0.204		-1.6		0.23		0.809		0.473		0.511		0.375		0.293		0.026

		108		7.28		9.1		20.2		325207248		prlC		Oligopeptidase A [Neisseria meningitidis NZ-05/33]		prlC						E		C		3		0.112		0.236		0.048		0.256		0.332		0.224		-0.12		0.731		0.643		0.559		0.416		0.253		0.531		0.338

		109		7.14		7.54		32.7		5051448		opcA		OpcA protein [Neisseria meningitidis]		opcA						M		OM		4		0.168		0.412		0.1		-0.472		0.264		0.324		-1.032		0.699		0.502		0.933		0.337		0.519		0.556		0.165

		110		7.13		9.62		25.5		325207990		sucB		Dihydrolipoyllysine-residue succinyltransferase, E2 component of oxoglutarate dehydrogenase succinyl-transferring complex [Neisseria meningitidis NZ-05/33]		sucB						C		C		6		-0.304		-0.232		-0.24		-0.152		-0.184		-0.144		-0.956		0.317		0.243		0.53		0.522		0.27		0.857		0.177

		140		3.69		5.28		11.2		161596225		putA		Proline dehydrogenase [Neisseria meningitidis 053442]		putA						C		C		2		1.944		1.944		1.944		1.944		-0.004		-0.004		-0.004		0.019		0.019		0.019		0.019		1		1		1

		112		6.8		7.89		18.8		293399469		NGNG_01453		Cell division protease FtsH [Neisseria gonorrhoeae F62]		ftsHa		15676696				D		CM		6		0.812		0.376		0.464		0.152		0.448		0.34		-0.624		0.209		0.239		0.298		0.332		0.251		0.259		0.035

		113		6.68		6.9		17.3		269144731		NEICINOT_04777		Glutamate dehydrogenase [Neisseria cinerea ATCC 14685]		gdhAa		15677557				E		UM		4		0.568		0.48		0.596		0.42		0.7		0.54		-0.7		0.359		0.439		0.37		0.477		0.316		0.349		0.14

		146		3.13		3.29		12.9		9911105		recA		Recombinase A [Neisseria meningitidis Z2491]		recA						L		C		2		-0.372		1.132		0.784		0.928		0.624		0.928		0.952		0.145		0.035		0.04		0.038		0.043		0.039		0.037

		115		6.47		6.68		66.3		7225373		rpsN		30S Ribosomal protein S14 [Neisseria meningitidis MC58]		rpsN						J		C		3		0.056		0.152		0.228		0.02		0.072		0.012		-0.672		0.381		0.165		0.138		0.18		0.997		0.08		0.439

		116		6.4		6.56		60.5		7225950		rplT		50S Ribosomal protein L20 [Neisseria meningitidis MC58]		rplT						J		C		3		-0.244		-0.052		-0.02		0.072		-0.448		-0.072		-0.892		0.757		0.978		0.81		0.282		0.262		0.967		0.121

		119		6.1		6.88		17.6		340361016		carA		Carbamoyl-phosphate synthase, small subunit [Neisseria macacae ATCC 33926]		carAa		15677684				EF		C		3		0.188		-0.796		-0.148		0.428		-0.492		0.072		-1.044		0.908		0.192		0.827		0.412		0.574		0.853		0.231

		120		6		6.53		35.6		7226702		ssb		Single-strand binding protein [Neisseria meningitidis MC58]		ssb						L		C		3		-0.608		-0.36		0.308		-0.076		-0.02		-0.048		-0.436		0.015		0.043		0.603		0.065		0.053		0.053		0.028

		121		5.71		5.99		26.4		7226190		sdhB		Succinate dehydrogenase, iron-sulfur protein [Neisseria meningitidis MC58]		sdhB						C		CM		3		-0.852		-0.44		-0.356		0.04		-0.56		-0.52		-1.588		0.008		0.022		0.029		0.543		0.032		0.01		0.004

		122		5.7		6.14		27.4		7225566		NMB0345		Putative cell-binding factor [Neisseria meningitidis MC58]		NMB0345						Putative O		OM		3		0.588		0.584		0.756		0.052		0.584		0.6		-0.256		0.309		0.103		0.201		0.116		0.309		0.244		0.004

		124		5.64		5.64		71.1		325207795		hfq		RNA chaperone Hfq [Neisseria meningitidis NZ-05/33]		hfq						R		C		5		0.16		-0.836		0.516		0.224		0.116		0.156		-0.836		0.022		0.006		0.114		0.072		0.018		0.023		0.006

		125		5.55		7.71		39.5		7225406		frr		Ribosome recycling factor [Neisseria meningitidis MC58]		frr						J		C		4		0.176		0.008		-0.512		-0.472		-0.244		-0.3		-1.144		0.819		0.288		0.195		0.234		0.71		0.304		0.11

		127		5.44		7.07		13.2		284797755		NEISUBOT_03099		Carbamoyl-phosphate synthase, large subunit [Neisseria subflava NJ9703]		carBe		15677690				EF		C		4		0.464		0.192		0.016		0.376		0.176		-0.168		-0.816		0.505		0.664		0.848		0.565		0.706		0.874		0.083

		41		16.21		16.31		51.1		71153153		rplY		50S Ribosomal protein L25; AltName: General stress protein CTC [Neisseria meningitidis Z2491]		rplY						J		C		10		-0.168		-0.076		0.16		-0.812		0.332		0.108		0.244		0.677		0.448		0.677		0.033		0.408		0.529		0.554

		129		5.22		5.37		29.7		7225555		dapD		2,3,4,5-Tetrahydropyridine-2,6-dicarboxylate N-succinyltransferase [Neisseria meningitidis MC58]		dapD						E		C		3		-0.732		-0.276		-0.208		0.176		-0.56		-0.076		-1.304		0.098		0.99		0.504		0.694		0.112		0.868		0.007

		130		4.99		5.2		20.9		254805253		gdhA1		Glutamate dehydrogenase [Neisseria meningitidis alpha14]		gdhA1						E		UM		3		-1.068		-0.092		-1.06		-0.292		-0.284		-0.664		-0.72		0.061		0.992		0.025		0.625		0.862		0.027		0.116

		131		4.93		5.62		24.4		325138873		NMBES14902_0317		Bacterial type II secretion system protein F domain protein [Neisseria meningitidis ES14902]		pilGa		15676248		Pilus assembly protein PilG		N		CM		3		0.204		0.768		0.496		0.524		0.34		-0.208		-0.772		0.332		0.125		0.003		0.233		0.002		0.006		0.005

		132		4.88		6.99		9.4		7225598		NMB0378		Putative phosphate permease [Neisseria meningitidis MC58]		NMB0378						Putative P		CM		3		-0.564		-0.352		0.164		0.364		-0.384		-0.592		-1.032		0.032		0.197		0.642		0.159		0.59		0.332		0.015

		133		4.8		4.97		23.6		7225272		pilT-1		Twitching motility protein PilT [Neisseria meningitidis MC58]		pilT-1						N		C		2		-0.356		-0.4		0		0.208		-0.812		-0.448		-0.884		0.364		0.456		0.821		0.715		0.195		0.421		0.348

		135		4.74		8.52		23.2		296840734		NEIPOLOT_00159		Septum site-determining protein MinD [Neisseria polysaccharea ATCC 43768]		minDe		15676098				D		C		4		-0.284		0.044		-0.284		0.016		-0.404		0.076		-1.22		0.12		0.923		0.555		0.622		0.597		0.395		0.177

		136		4.73		5.35		20.8		255068437		NEISICOT_03480		Branched-chain-amino-acid transaminase [Neisseria sicca ATCC 29256]		ilvEb		218768887		Branched-chain amino acid aminotransferase [Neisseria meningitidis Z2491]		EH		C		2		0.148		-0.624		0.52		0.132		-0.08		-0.392		0.036		0.441		0.966		0.493		0.21		0.726		0.016		0.216

		209		2		2.04		16.2		268604467		rpmB		50S Ribosomal protein L28 [Neisseria gonorrhoeae PID1]		rpmBu		15676238				J		C		1		1.996		1.996		1.996		1.996		1.996		1.996		1.996		0.019		0.018		0.018		0.018		0.018		0.017		0.017

		138		4.54		11.49		23.7		7226843		potD-3		Spermidine/putrescine ABC transporter [Neisseria meningitidis MC58]		potD-3						E		UM		5		0.98		0.528		0.64		-0.384		1.004		0.884		1.348		0.001		0.035		0.001		0.56		0.034		0.035		0.026

		139		4.49		5.04		60.6		81857629		rplW		50S Ribosomal protein L23 [Neisseria meningitidis MC58]		rplW						J		C		3		-0.512		-0.536		-0.316		-0.004		-0.076		-0.816		-1.216		0.035		0.015		0.034		0.206		0.058		0.008		0.013

		140		4.39		4.82		35.3		349610811		HMPREF1028_02110		Dihydrodipicolinate reductase [Neisseria sp. GT4A_CT1]		dapBb		15676130				E		C		2		-1.044		-0.88		-1.608		-0.116		-0.328		-0.34		-1.608		0.086		0.111		0.054		0.537		0.437		0.411		0.054

		141		4.38		5.29		16.6		296840699		NEIPOLOT_00048		Ribonuclease E [Neisseria polysaccharea ATCC 43768]		rnee		15676123				J		C		2		0.824		0.912		-0.54		0		0.604		-0.484		0.244		0.311		0.281		0.042		0.608		0.407		0.064		0.496

		142		4.36		4.93		15.5		325134691		infB		Translation initiation factor IF-2 [Neisseria meningitidis M13399]		infB						J		C		2		0.08		-0.02		0.168		-0.292		-0.872		-0.168		-0.744		0.569		0.317		0.445		0.705		0.196		0.845		0.979

		145		4.24		4.24		65.6		81707281		rpmD		50S Ribosomal protein L30 [Neisseria meningitidis MC58]		rpmD						J		C		2		-0.792		-0.612		-0.788		-0.808		-0.952		-0.884		-1.548		0.297		0.383		0.594		0.184		0.476		0.298		0.145

		146		4.23		4.8		28.8		254493006		NGAG_00307		Type IV pilus assembly protein PilO [Neisseria gonorrhoeae 1291]		pilOa		15677647				N		CM		2		-0.692		0.14		0.148		-0.068		-0.452		-0.052		-0.348		0.085		0.223		0.315		0.721		0.567		0.775		0.766

		148		4.13		4.42		32.7		90109269				Chain B, Putative Phosphatase (Nma1982) [Neisseria meningitidis Z2491]		NMA1982						S		C		3		-0.036		-0.172		0.04		0.392		0.188		-0.516		-1.296		0.942		0.812		0.768		0.486		0.516		0.108		0.05

		149		4.09		4.49		18.6		254673900		siaC		N-acetylneuraminic acid synthetase [Neisseria meningitidis alpha275]		siaC						M		C		2		-0.844		-0.04		-0.168		0.22		0.16		-0.592		-0.12		0.096		0.837		0.346		0.295		0.399		0.127		0.15

		151		4.08		4.08		23.1		319411311		fur		Ferric uptake regulation protein Ferric uptake regulator [Neisseria meningitidis WUE 2594]		fur						P		C		2		-0.58		-0.176		-0.212		0.884		0.564		-0.14		-0.98		0.011		0.017		0.017		0.071		0.316		0.038		0.005

		152		4.07		4.57		22.6		319410025		ppa		Inorganic pyrophosphatase (PPase) [Neisseria meningitidis WUE 2594]		ppa						C		C		4		-0.732		-0.28		-0.264		-0.056		-0.28		-0.92		-1.512		0.104		0.114		0.122		0.734		0.111		0.055		0.055

		154		4		27.83		55.2		261393083		NMV_1879		Putative alcohol dehydrogenase (ADH-HT) [Neisseria meningitidis 8013]		adhAa		121634341		Alcohol dehydrogenase [Neisseria meningitidis FAM18]		R		C		17		-0.768		-0.896		-0.772		0.028		-0.02		-0.66		-1.08		0.313		0.227		0.321		0.791		0.938		0.469		0.397

		155		4		4		16.9		7225949		rpmI		50S Ribosomal protein L35 [Neisseria meningitidis MC58]		rpmI						J		C		2		-0.776		-0.184		-1.44		0.028		-0.104		-0.72		-1.104		0.094		0.115		0.055		0.78		0.931		0.159		0.178

		156		4		4		20.2		261392690		NMV_1429		Hypothetical protein NMV_1429 [Neisseria meningitidis 8013]		NMV_1429						Hypothetical No related COG		OM		2		-0.504		-0.504		1.244		-0.504		0.516		-0.504		-0.504		0.054		0.054		0.032		0.054		0.038		0.054		0.054

		157		3.94		4.66		21.9		313668377		thrC		Threonine synthase [Neisseria lactamica ST-640]		thrCe		15676932				E		C		2		-0.448		-0.824		0.044		-0.692		-0.22		-0.492		-1.78		0.429		0.312		0.636		0.437		0.254		0.36		0

		159		3.76		39.78		50		325207370		groL		Chaperonin GroL [Neisseria meningitidis NZ-05/33]		groL						O		C		23		-1.956		-1.956		0.096		-0.124		0.224		0.012		-1.956		0.057		0.057		0.666		0.611		0.408		0.935		0.057

		160		3.76		4.26		17		325208815		glnA		Glutamine synthetase, type I [Neisseria meningitidis NZ-05/33]		glnA						E		C		2		0.004		0.36		0.38		0.332		0.328		0.108		0.096		0.64		0.368		0.169		0.365		0.358		0.38		0.007

		161		3.74		5.89		9.3		288576370		NEIMUCOT_06357		Proline dehydrogenase/delta-1-pyrroline-5-carboxylate dehydrogenase [Neisseria mucosa ATCC 25996]		putAe		218768829		Bifunctional proline dehydrogenase/pyrroline-5-carboxylate dehydrogenase [Neisseria meningitidis Z2491]		C		C		2		-1.956		-1.956		-1.956		0.22		-1.956		-1.956		-1.956		0.066		0.066		0.066		0.412		0.066		0.066		0.066

		163		3.63		3.83		61.4		7227209		rpsU		30S Ribosomal protein S21 [Neisseria meningitidis MC58]		rpsU						J		C		2		-0.812		-1.88		-1.364		-0.436		-1.416		-1.536		-1.88		0.036		0.003		0.013		0.157		0.006		0.009		0.003

		164		3.55		3.82		26		325198321		accA		Acetyl-CoA carboxylase, carboxyl transferase, alpha subunit [Neisseria meningitidis G2136]		accA						I		C		2		-0.076		-1.068		-0.052		-0.08		-0.14		-0.524		-1.332		0.293		0.038		0.658		0.474		0.255		0.326		0.009

		165		3.53		4.4		8.8		325208598		gcvP		Glycine dehydrogenase [Neisseria meningitidis NZ-05/33]		gcvP						E		C		2		-0.984		-0.004		-0.984		-0.004		0.08		-0.984		-0.984		0.065		0.051		0.065		0.053		0.507		0.065		0.065

		188		2.4		6.14		13.9		309378739		secA		Preprotein translocase SecA subunit [Neisseria lactamica Y92-1009]		secAa		15677388				N		C		3		-0.056		-0.648		-0.668		0.48		0.592		-0.656		0.572		0.009		0.104		0.105		0.005		0.004		0.106		0.128

		167		3.48		4.1		25.5		296840243		NEIPOLOT_00015		Phosphoglycerate kinase [Neisseria polysaccharea ATCC 43768]		pgka		121635813		Phospho-glycerate kinase [Neisseria meningitidis FAM18]		G		C		2		-0.668		-0.024		-1.7		-0.436		-1.7		0.06		-0.964		0.27		0.837		0.053		0.864		0.053		0.903		0.148

		168		3.44		3.46		23.4		349610696		HMPREF1028_02004		Peptide deformylase [Neisseria sp. GT4A_CT1]		defa		15676038				J		C		2		-0.604		0.316		-0.752		-0.688		0.236		-0.148		-1.332		0.108		0.425		0.096		0.129		0.565		0.436		0.059

		170		3.37		3.44		23.2		268604447		NGHG_02090		Lactoylglutathione lyase [Neisseria gonorrhoeae PID1]		gloAe		15676255				E		C		3		-0.468		-0.236		-0.068		0.072		-0.012		-0.42		-1.708		0.334		0.223		0.494		0.43		0.854		0.486		0.015

		171		3.26		3.45		19.3		325207310		NMBNZ0533_0283		SurA/PPIASE domain protein [Neisseria meningitidis NZ-05/33]		surAa		254805678		Putative peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis alpha14]		O		P		2		-1.12		0.144		-1.948		-0.996		0.204		-0.928		-1.948		0.115		0.535		0.06		0.104		0.43		0.146		0.06

		172		3.05		4.02		25.3		325208382		NMBNZ0533_1415		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33]		NMB1437						Hypothetical S		C		2		-0.04		-0.592		-0.244		-0.372		-0.096		-0.62		-1.032		0.644		0.008		0.542		0.722		0.996		0.007		0.012

		173		3		4.67		31.3		325208633		mtrC		Membrane fusion protein MtrC [Neisseria meningitidis NZ-05/33]		mtrC						Q		CM		2		0.596		0.26		0.524		0.632		0.748		-0.132		-0.228		0.509		0.521		0.701		0.479		0.379		0.599		0.107

		175		2.9		3.16		24.5		313668953		grpE		Heat shock protein [Neisseria lactamica ST-640]		grpEa		15676466				O		C		2		-0.024		-0.412		-0.668		-0.216		-0.616		-0.072		-0.812		0.958		0.148		0.254		0.903		0.104		0.785		0.194

		176		2.83		3.28		24.5		325203721		hisA		Phosphoribosylformimino-5-aminoimidazole carboxamide ribotide isomerase [Neisseria meningitidis M01-240355]		hisA						E		C		1		-0.496		0.268		0.592		0.84		-0.496		0.844		0.296		0.866		0.466		0.227		0.232		0.871		0.229		0.472

		177		2.78		3.13		23.8		297250450		mtrE		Multiple transferable resistance system protein MtrE [Neisseria polysaccharea ATCC 43768]		mtrEa		15677561				MN		OM		1		-0.716		-0.052		-0.192		-0.492		-0.532		-0.688		-1.372		0.19		0.938		0.573		0.143		0.277		0.32		0.051

		178		2.78		2.89		53.3		7225383		rpsM		30S Ribosomal protein S13 [Neisseria meningitidis MC58]		rpsM						J		C		2		-0.36		-0.552		-0.804		-0.572		-1.028		-0.12		-0.988		0.524		0.761		0.18		0.436		0.176		0.319		0.963

		179		2.73		3.6		20.1		296839912		NEIPOLOT_00326		Malate dehydrogenase [Neisseria polysaccharea ATCC 43768]		yojHa		15677916		Malate:quinone oxidoreductase 		R		C		1		-0.004		-0.82		-0.108		-0.04		-0.396		-0.26		-0.54		0.896		0.22		0.843		0.938		0.521		0.876		0.563

		180		2.69		2.94		20		288575854		NEIMUCOT_05113		Enoyl-[acyl-carrier-protein] reductase [Neisseria mucosa ATCC 25996]		fabIg		15676251		Enoyl-(acyl carrier protein) reductase 		I		C		2		-1.364		-1.34		-0.628		-0.092		-0.696		-0.108		-1.848		0.149		0.159		0.501		0.734		0.327		0.702		0.046

		181		2.63		2.82		31.2		7225518		dsbA		Thiol:disulfide interchange protein DsbA [Neisseria meningitidis MC58]		dsbA						OC		P		2		-0.544		0.164		-1.24		-0.608		0.192		-0.5		-1.972		0.934		0.509		0.106		0.548		0.378		0.143		0.058

		6		47.33		47.89		58		325207993		sucC		Succinate-CoA ligase, beta subunit [Neisseria meningitidis NZ-05/33]		sucC						C		C		26		0.232		0.536		0.476		0.636		0.364		0.468		-0.512		0.167		0.01		0.009		0.01		0.009		0.007		0.362

		183		2.53		4.39		18.9		325128778		aspS		Aspartyl-tRNA synthetase [Neisseria meningitidis N1568]		aspS						J		C		2		-0.076		-0.096		0.092		-0.564		0.132		0.064		-0.76		0.531		0.871		0.245		0.792		0.572		0.394		0.47

		19		24.61		25.99		44.9		7226554		tig		Trigger factor [Neisseria meningitidis MC58]		tig						O		C		13		0.2		0.144		-0.028		0.416		-0.02		-0.176		-0.012		0.14		0.183		0.313		0.043		0.357		0.532		0.287

		185		2.47		4.34		14.2		269144431		NEICINOT_05035		L Factor [Neisseria cinerea ATCC 14685]		nusAa		15677491		Transcription elongation factor NusA 		K		C		2		0.464		-0.2		-0.716		-0.384		0.196		0.076		-0.656		0.169		0.334		0.021		0.053		0.281		0.361		0.028

		186		2.45		2.56		10.1		325205306		fabF		3-Oxoacyl-(acyl-carrier-protein) synthase II [Neisseria meningitidis M04-240196]		fabF						IQ		C		2		-0.672		-0.452		-0.524		-1.26		-0.792		-0.104		-0.928		0.086		0.114		0.102		0.083		0.216		0.724		0.18

		172		2.09		3.02		7.4		268599846		tspA		TspA protein - LOW QUALITY PROTEIN [Neisseria gonorrhoeae MS11]		tspAq		15676256				No related COG		OM		1		-0.004		1.944		1.944		1.944		-0.004		-0.004		-0.004		1		0.019		0.02		0.02		1		1		1

		189		2.4		2.5		32.2		59802293		NGO1985		Hypothetical protein NGO1985 [Neisseria gonorrhoeae FA 1090] (MC58 hemolysin NMB2091)		NMB2091a		15677911		Hemolysin		R		P		1		-0.044		0		0.548		0.188		-0.64		0.056		-0.86		0.041		0.968		0.256		0.338		0.049		0.063		0.016

		190		2.34		2.47		10.9		269144852		NEICINOT_04541		Glutamate--cysteine ligase [Neisseria cinerea ATCC 14685]		gshAa		15676924				H		C		1		0.56		-0.936		1.096		0.064		-0.2		0.888		0.456		0.042		0.062		0.034		0.545		0.232		0.039		0.11

		191		2.31		2.43		21.5		81707197		NMB1126		Putative lipoprotein NMB1126/NMB1164; Flags: Precursor [Neisseria meningitidis MC58]		NMB1126						M		U		1		-0.672		-0.064		-0.716		-0.72		-0.684		-0.068		-1.96		0.504		0.731		0.371		0.366		0.485		0.745		0.048

		192		2.29		2.69		18.1		7226938		serS		Seryl-tRNA synthetase [Neisseria meningitidis MC58]		serS						J		C		1

		194		2.01		2.75		14.7		329119217		ubiE		Ubiquinone/menaquinone biosynthesis methyltransferase UbiE [Neisseria bacilliformis ATCC BAA-1200]		ubiEa		15676641				H		C		1		-0.004		1.944		1.888		1.852		-0.004		-0.004		1.9		1		0.019		0.02		0.02		1		1		0.02

		194		2.27		2.65		19.1		309378859				Unnamed protein product [Neisseria lactamica Y92-1009]		rhlEa		385340268		Putative ATP-dependent RNA helicase rhlE [Neisseria meningitidis G2136]		LKJ		C		1

		195		2.26		2.86		10.2		261391596		pilC2		Type IV pilus-associated protein PilC2 [Neisseria meningitidis 8013]		pilC2						N		OM		1





Expt 1 H34i

		Table 6.11  Quantitation of proteins detected in iTRAQ Experiment One compared to H34 strain grown under normal conditions

		Protein N		Unused ProtScore		Total ProtScore		% Cov		GI Accession #		Gene name or locus number		Protein Name [Species/Strain]		Gene name NMB1		NMB Equivalent GI Accession #		NMB Equivalent Name2		COG		Sub-cellular Location		Peptides (95%)		log NZ98i :H34i 113:117		log H34 22% RH :H34i 114:117		log H34 30% RH :H34i 115:117		log NZ98 22% RH :H34i 116:117		log Control 2 :H34i 118:117		log Control 1 :H34i 119:117		log NZ98 30% RH :H34i 121:117		P-Value NZ98i :H34i 113:117		P-Value  H34 22% RH :H34i 114:117		P-Value H34 30% RH :H34i 115:117		P-Value NZ98 22% RH :H34i 116:117		P-Value Control 2 :H34i 118:117		P-Value Control 1 :H34i 119:117		P-Value NZ98 30% RH :H34i 121:117

		1		75.46		75.46		69.3		7225341		tufB		Translation elongation factor Tu [Neisseria meningitidis MC58]		tufB						JE		C		52		0.016		-0.048		-0.02		-0.028		-0.012		-0.02		0.008		0.524		0.002		0.085		0.095		0.557		0.675		0.613

		2		53.68		53.68		88.8		516522		porB		Class 3 outer membrane porin [Neisseria meningitidis]		porB						M		OM		41		1.996		1.996		1.996		1.996		1.996		1.996		1.996		0.001		0.45		0.569		0		0		0		0

		3		45.44		46.21		67.5		281336477		porA		Class 1 outer membrane protein [Neisseria meningitidis]		porA						M		OM		34		0.632		-0.336		-0.364		0.92		0.372		0.14		1.272		0.045		0.039		0.034		0.281		0.691		0.555		0.164

		4		42.95		43.86		52.6		325207993		sucC		Succinate-CoA ligase, beta subunit [Neisseria meningitidis NZ-05/33]		sucC						C		C		22		-0.04		-0.032		-0.036		0		-0.008		-0.044		0.048		0.022		0.154		0.048		0.396		0.241		0.813		0.116

		5		41.76		42.68		42.1		7225356		fusA		Elongation factor G (EF-G) [Neisseria meningitidis MC58]		fusA						J		C		23		0.04		0.008		0.036		0.012		0.02		0.02		0.032		0.665		0.822		0.834		0.26		0.387		0.127		0.051

		6		41.37		41.37		58.9		7225862		fbpA		Iron(III) ABC transporter, periplasmic binding protein [Neisseria meningitidis MC58]		fbpA						H		P		20		-0.244		-0.38		-0.452		-0.42		-0.4		-0.32		-0.4		0.219		0.166		0.147		0.013		0.058		0.11		0.089

		7		39.01		39.02		53.3		254672968		groEL		60 kDa Chaperonin [Neisseria meningitidis alpha275]		groEL						O		C		18		-0.228		0.212		0.256		-0.156		-0.16		-0.66		-0.052		0.078		0.157		0.143		0.175		0.167		0.055		0.54

		8		36.41		46.58		73.9		270728847		porB		Class 3 outer membrane protein [Neisseria meningitidis]		porB						M		OM		37		-0.156		0.024		0.04		-0.152		-0.052		-0.072		-0.14		0		0.264		0.512		0		0.03		0.006		0

		9		35.71		35.71		86		7225372		rplE		50S Ribosomal protein L5 [Neisseria meningitidis MC58]		rplE						J		C		20		-0.028		0.044		0.004		0.012		0.02		-0.012		0.02		0.086		0.716		0.151		0.432		0.197		0.426		0.304

		10		34.56		35.63		48.4		325140474		rpsA		30S Ribosomal protein S1 [Neisseria meningitidis CU385]		rpsA						J		C		17		-0.064		-0.008		0.004		-0.048		-0.032		-0.024		-0.02		0.005		0.151		0.588		0.029		0.935		0.532		0.493

		11		31.65		32.87		62.4		7227364		rpsB		30S Ribosomal protein S2 [Neisseria meningitidis MC58]		rpsB						J		C		17		0.012		0.02		0.048		0.036		0.048		0.012		0.08		0.48		0.744		0.389		0.522		0.03		0.029		0.02

		12		28.2		28.2		68.2		325206223		NMBM04240196_1215		Antioxidant, AhpC/TSA family/glutaredoxin [Neisseria meningitidis M04-240196]		NMB0946a		15676839		Peroxiredoxin 2 family protein/gluta-redoxin		O		U		18		0.016		-0.836		-0.7		-0.488		-0.464		-0.492		-0.232		0.527		0.006		0.031		0.048		0.633		0.432		0.762

		13		26.38		26.69		41.2		325199027		atpA		ATP synthase F1, alpha subunit [Neisseria meningitidis G2136]		atpA						C		C		14		-0.124		-0.1		0.068		0.036		0.036		-0.048		-0.044		0.125		0.218		0.431		0.886		0.167		0.903		0.221

		14		25.98		25.98		29.2		325204336		aceE		Pyruvate dehydrogenase, homodimeric type [Neisseria meningitidis M01-240355]		aceE						C		C		16		0.04		-0.056		-0.024		-0.12		-0.048		-0.16		-0.244		0.739		0.597		0.354		0.224		0.195		0.994		0.458

		15		25.89		26.01		34.9		161869564		NMCC_0579		Phosphate acyltransferase [Neisseria meningitidis 053442]		NMB0631e		15676533				C		C		14		-0.076		-0.128		-0.068		-0.108		-0.064		-0.08		-0.068		0.028		0.002		0.064		0.007		0.009		0.001		0.025

		16		25.46		25.46		43.4		7225772		adhP		Alcohol dehydrogenase, propanol-preferring [Neisseria meningitidis MC58]		adhP						R		C		14		-0.144		-0.436		-0.46		-0.232		0.176		0.1		-0.528		0.228		0.011		0.033		0.084		0.626		0.974		0

		17		24.97		25.23		44.2		325206596		dnaK		Chaperone protein DnaK [Neisseria meningitidis M04-240196]		dnaK						O		C		14		-0.004		-0.004		1.944		-0.004		1.944		-0.004		-0.004		1		1		0.089		1		0.021		1		1

		18		24.67		24.67		57.3		4379295		 opr		Unnamed protein product [Neisseria meningitidis]		opr						M		OM		19		-1.156		0.032		-0.096		-1.184		0.072		-0.504		-1.132		0.001		0.653		0.482		0.001		0.302		0.076		0

		19		24.61		25.99		44.9		7226554		tig		Trigger factor [Neisseria meningitidis MC58]		tig						O		C		13		-0.424		-0.26		-0.256		-0.528		-0.46		-0.544		-0.488		0.043		0.089		0.109		0.019		0.008		0.002		0.012

		20		24.36		25.39		67.8		7225366		rpsC		30S Ribosomal protein S3 [Neisseria meningitidis MC58]		rpsC						J		C		12		0.036		0.096		0.04		0.088		0.044		0.064		0.124		0.776		0		0.632		0.115		0.043		0.005		0.01

		21		24.29		24.43		57		60392859		rmpM		Outer membrane protein class 4 - Precursor [Neisseria meningitidis Z2491]		rmpM						M		OM		20		0.188		-0.092		-0.068		0.62		0.324		0.284		0.788		0.525		0.799		0.452		0.005		0.07		0.008		0

		22		23.97		24.07		63.4		7225377		rpsE		30s Ribosomal protein S5 [Neisseria meningitidis MC58]		rpsE						J		C		12		-0.048		-0.04		-0.108		-0.096		-0.112		0		-0.092		0.33		0.283		0.172		0.087		0.909		0.379		0.993

		23		23.58		24.97		62.5		349611049		HMPREF1028_02338		50S Ribosomal protein L2 [Neisseria sp. GT4A_CT1]		rplBa		15676072				J		C		13		0.164		0.312		0.1		0.444		0.2		-0.044		0.304		0.78		0.816		0.662		0.033		0.073		0.631		0.163

		24		23.39		23.72		49.4		81707226		cysK		Cysteine synthase; AltName: Full=O-acetylserine (thiol)-lyase; AltName: Full=O-acetylserine sulfhydrylase [Neisseria meningitidis MC58]		cysK						E		C		14		-0.196		-0.668		-0.54		-0.904		-0.596		-0.524		-0.66		0.113		0.007		0.022		0		0.001		0.001		0.003

		25		23.16		23.76		48.9		254804089		tsf		Elongation factor EF-Ts [Neisseria meningitidis alpha14]		tsf						J		C		13		-0.068		-0.132		-0.156		-0.164		-0.164		-0.228		-0.028		0.344		0.527		0.117		0.206		0.735		0.682		0.556

		26		22.65		22.74		28		325207524		pilQ		Type IV pilus secretin PilQ [Neisseria meningitidis NZ-05/33]		pilQ						N		OM		12		-0.112		0.036		0.168		0.164		-0.04		-0.148		0.148		0.472		0.382		0.45		0.108		0.283		0.136		0.195

		27		21.47		22.75		52.9		294668293		NEIELOOT_00206		Hypothetical protein NEIELOOT_00206 [Neisseria elongata subsp. glycolytica ATCC 29315]		rplLa		15676059		50S Ribosomal protein L7/L12		J		C		11		0.416		-0.108		0.384		0.296		0.152		0.48		0.412		0.08		0.489		0.098		0.079		0.188		0.095		0.227

		28		20.57		20.99		48.5		325138633		NMBES14902_0722		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis ES14902]		NMB1567a		15677418		Macrophage infectivity potentiator		O		OM		11

		29		19.73		19.73		68.9		325207179		rplD		Ribosomal protein L4 [Neisseria meningitidis NZ-05/33]		rplD						J		C		11		0.268		0.652		0.456		0.472		0.568		0.428		0.856		0.922		0.028		0.071		0.874		0.065		0.18		0.026

		30		19.64		19.64		54.2		7225360		rplC		50S Ribosomal protein L3 [Neisseria meningitidis MC58]		rplC						J		C		12		-0.06		0.336		-0.104		0		0.152		0.344		0.128		0.576		0.719		0.452		0.599		0.288		0.089		0.197

		31		19.01		19.16		59.7		7225385		rpsD		30S Ribosomal protein S4 [Neisseria meningitidis MC58]		rpsD						J		C		9		-0.012		0.02		-0.012		0		-0.004		0.008		0.044		0.278		0.765		0.265		0.39		0.646		0.686		0.122

		32		18.55		19.53		24.9		304388140		ppsA		Phosphoenolpyruvate synthase [Neisseria meningitidis ATCC 13091]		ppsA						G		C		9		0.04		-0.536		-0.272		-0.376		-0.528		-0.608		0.1		0.409		0.048		0.095		0.079		0.028		0.015		0.193

		33		18.46		18.49		40.5		325207146		NMBNZ0533_0109		LysM domain protein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_0109						S		U		11		0		-0.256		-0.116		-0.088		-0.408		-0.632		0.148		0.908		0.477		0.658		0.846		0.659		0.99		0.176

		34		18.31		19.13		27.8		325208300		aceF		Pyruvate dehydrogenase complex, E2 component, dihydrolipoamide acetyltransferase [Neisseria meningitidis NZ-05/33]		aceF						C		C		9		-0.016		-0.064		-0.084		-0.268		-0.164		-0.008		0.112		0.628		0.451		0.393		0.091		0.597		0.285		0.358

		35		17.97		18		71.3		81783913		rplM		50S Ribosomal protein L13 [Neisseria meningitidis Z2491]		rplM						J		C		9		-0.668		0.276		-0.064		-0.044		-0.308		-0.032		-0.06		0.061		0.055		0.633		0.612		0.679		0.512		0.977

		36		17.36		17.57		40.5		7226200		sucD		Succinyl-CoA synthetase, alpha subunit [Neisseria meningitidis MC58]		sucD						C		C		12		-0.064		-0.064		-0.072		-0.036		-0.02		-0.04		0.024		0.202		0.258		0.202		0.607		0.65		0.636		0.22

		37		17.07		17.62		35.9		81857552		atpD		ATP synthase subunit beta [Neisseria meningitidis MC58]		atpD						C		C		11		-0.036		-0.016		0.024		-0.036		-0.004		0.004		0.06		0.162		0.498		0.495		0.349		0.525		0.345		0.246

		38		16.94		17.39		26.4		161870216		lpdA		Dihydrolipoamide dehydrogenase (E3 component) [Neisseria meningitidis 053442]		lpdA						C		C		8		-0.416		0.448		-0.124		-0.332		-0.012		-0.128		0.22		0.1		0.61		0.774		0.314		0.509		0.31		0.641

		39		16.9		17.99		16.9		317165365		rpoB		DNA-directed RNA polymerase subunit beta [Neisseria gonorrhoeae TCDC-NG08107]		rpoBa		15676060				K		C		8		-0.072		0.248		0.088		-0.34		-0.024		-0.02		0.348		0.142		0.371		0.091		0.032		0.507		0.423		0.121

		40		16.35		17.67		33		325200556		NMBH4476_1426		Polyribonucleotide nucleotidyltransferase [Neisseria meningitidis H44/76]		pnpa		15676656		Polynucleotide phosphorylase		F		C		8		0.064		0.052		0.096		0.108		0.028		0.104		0.14		0.879		0.323		0.884		0.027		0.225		0.156		0.056

		41		16.21		16.31		51.1		71153153		rplY		50S Ribosomal protein L25; AltName: General stress protein CTC [Neisseria meningitidis Z2491]		rplY						J		C		10		0.8		0.7		1.004		1.056		1.228		0.976		1.04		0.033		0.731		0.494		0.072		0.031		0.149		0.053

		42		15.74		16.82		32.4		325135737		maeB		Malate dehydrogenase [Neisseria meningitidis M0579]		maeB						C		C		8		0.104		-0.584		-0.444		-0.344		-0.424		-0.016		-0.168		0.488		0.277		0.219		0.402		0.849		0.55		0.687

		43		15.27		15.48		75.6		7225355		rpsG		30S Ribosomal protein S7 [Neisseria meningitidis MC58]		rpsG						J		C		7		-0.008		0.004		-0.032		-0.02		-0.028		-0.008		0		0.573		0.664		0.082		0.471		0.699		0.581		0.281

		44		14.94		15.47		75.2		7225819		rplS		50S Ribosomal protein L19 [Neisseria meningitidis MC58]		rplS						J		C		8		-0.012		0.108		0.048		0.132		0.032		0.024		0.1		0.47		0.061		0.929		0.068		0.161		0.128		0.076

		45		14.56		15.65		22		313668612		metE		5-Methyltetrahydropteroyltriglutamate--homocysteinemethyltransferase [Neisseria lactamica ST-640]		metEa		385853366		H44/76		E		C		7		-0.08		-0.212		-0.296		0.116		-0.052		-0.256		0.012		0.436		0.239		0.489		0.751		0.575		0.645		0.66

		46		13.92		14.16		60.2		7225358		rpsJ		30S Ribosomal protein S10 [Neisseria meningitidis MC58]		rpsJ						J		C		7		1.256		-0.98		-0.98		-0.98		-0.98		-0.98		1.124		0.084		0.021		0.021		0.021		0.089		0.089		0.034

		47		13.89		16.51		26.4		7226295		glyA		Serine hydroxymethyltransferase [Neisseria meningitidis MC58]		glyA						E		C		8		-0.172		0.316		0.284		0.728		0.68		0.56		0.32		0.741		0.523		0.735		0.114		0.109		0.136		0.129

		48		13.35		13.8		30.2		325207990		sucB		Dihydrolipoyllysine-residue succinyltransferase, E2 component of oxoglutarate dehydrogenase succinyl-transferring complex [Neisseria meningitidis NZ-05/33]		sucB						C		C		8		-0.168		-0.532		-0.604		-0.264		-0.488		-0.304		0.004		0.714		0.176		0.166		0.311		0.607		0.672		0.519

		49		13.15		13.15		64.1		7225364		rpsS		30S Ribosomal protein S19 [Neisseria meningitidis MC58]		rpsS						J		C		7		-0.304		0.044		-1		-0.28		-0.132		-0.792		-0.044		0.351		0.558		0.024		0.287		0.306		0.015		0.447

		50		12.88		13.22		80.9		81783919		rpsO		30S Ribosomal protein S15 [Neisseria meningitidis Z2491]		rpsO						J		C		6		-0.412		0.12		-0.012		0.172		-0.228		-0.176		0.204		0.89		0.191		0.232		0.253		0.546		0.311		0.154

		51		12.69		12.85		36.8		254672897		ilvC		Ketol-acid reductoisomerase [Neisseria meningitidis alpha275]		ilvC						EH		C		6		0.024		-0.052		-0.044		-0.08		-0.072		-0.06		-0.012		0.499		0.151		0.274		0.04		0.019		0.048		0.46

		52		12.64		13.51		27.1		325208247		eno		Phosphopyruvate hydratase [Neisseria meningitidis NZ-05/33]		eno						G		C		6		0.052		0.016		-0.044		-0.28		-0.356		0.2		0.084		0.874		0.433		0.456		0.275		0.307		0.583		0.819

		53		12.49		14.02		29.4		7225689		potD-1		Spermidine/putrescine ABC transporter, periplasmic spermidine/putrescine-binding protein [Neisseria meningitidis MC58]		potD-1						E		P		6		0.976		0.304		0.152		0.928		0.192		0.412		1.248		0.023		0.582		0.635		0.047		0.487		0.263		0.017

		54		12.37		13.03		39		7227050		NMB1796		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1796						Hypothetical R		C		6		-0.264		-0.5		-1.304		-0.164		-0.52		-0.58		-0.296		0.193		0.014		0.14		0.126		0.209		0.074		0.075

		55		12.22		12.25		56.9		7225354		rpsL		30S Ribosomal protein S12 [Neisseria meningitidis MC58]		rpsL						J		C		9		0.204		0.304		0.404		0.332		0.308		0.08		0.548		0.746		0.209		0.155		0.186		0.301		0.467		0.386

		56		12.1		12.3		48.6		7226708		NMB1468		Hypothetical protein NMB1468 [Neisseria meningitidis MC58]		NMB1468						Hypothetical No related COG		P		6		-1.12		-0.388		-0.084		-0.224		-0.068		-0.208		-0.524		0.008		0.163		0.948		0.274		0.456		0.238		0.655

		57		11.86		11.94		76.2		7225365		rplV		50S Ribosomal protein L22 [Neisseria meningitidis MC58]		rplV						J		C		5		0.008		0.392		-0.204		0.344		0.376		-0.084		0.172		0.527		0.025		0.29		0.609		0.009		0.622		0.07

		58		11.86		11.86		33.3		325208471		azu		Azurin [Neisseria meningitidis NZ-05/33]		azu						C		OM		6		-0.056		-0.48		0.164		0.356		-0.2		-0.364		0.428		0.448		0.228		0.524		0.424		0.324		0.197		0.324

		59		11.48		11.57		50		81707269		rplU		50S Ribosomal protein L21 [Neisseria meningitidis MC58]		rplU						J		C		6		-0.2		-0.62		-0.548		-0.14		-0.168		-0.408		-0.924		0.361		0.18		0.506		0.401		0.749		0.287		0.038

		60		11.36		11.36		55.6		325208428		NMBNZ0533_1464		Putative lipoprotein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_1464						Putative No related COG		U		6		0.4		-0.136		0.164		0.532		0.48		0.404		1.096		0.249		0.421		0.255		0.121		0.343		0.39		0.18

		61		11.27		12.66		55.2		325207369		groS		Chaperonin GroS [Neisseria meningitidis NZ-05/33]		groS						O		C		7		-0.432		-0.556		-0.34		-1.104		-0.608		-0.24		-0.976		0.596		0.377		0.755		0.126		0.373		0.633		0.892

		62		11.02		11.15		91.6		7225371		rplX		50S Ribosomal protein L24 [Neisseria meningitidis MC58]		rplX						J		C		5		-0.68		-0.704		-0.28		-0.224		-0.628		-1.328		0.132		0.378		0.315		0.458		0.454		0.11		0.082		0.632

		63		11.01		11.86		26.2		313668098		ackA1		Acetate kinase [Neisseria lactamica ST-640]		ackA2e		15677371				C		C		5		0.204		-0.464		-0.5		-0.096		-0.244		-0.444		-0.304		0.377		0.144		0.35		0.572		0.155		0.106		0.226

		64		10.99		12.08		24.6		325200709		gutB		(R,R)-Butanediol dehydrogenase [Neisseria meningitidis H44/76]		gutB						ER		C		7		-0.612		-1.348		-1.08		-1.08		-1.08		-0.464		-0.844		0.17		0.028		0.125		0.043		0.015		0.065		0.002

		65		10.95		10.97		60.3		7225367		rplP		50S Ribosomal protein L16 [Neisseria meningitidis MC58]		rplP						J		C		6		0.02		0.088		-0.024		0.004		-0.04		0.012		-0.024		0.434		0.656		0.294		0.406		0.768		0.817		0.306

		66		10.8		11.02		39.6		81785150		rplF		50S Ribosomal protein L6 [Neisseria meningitidis MC58]		rplF						J		C		7		-0.32		0.048		-0.032		0.004		0.08		-0.008		-0.216		0.652		0.442		0.416		0.28		0.271		0.575		0.322

		67		10.6		11.15		17.2		325207989		sucA		Oxoglutarate dehydrogenase, E1 component [Neisseria meningitidis NZ-05/33]		sucA						C		C		6		-0.8		-0.028		-0.244		-0.372		-0.944		-0.332		-0.076		0.284		0.031		0.079		0.974		0.26		0.807		0.542

		68		10.59		12.73		48.1		309379172		NLY_09300		50S Ribosomal protein L1 [Neisseria lactamica Y92-1009]		rplAa		15676056				J		C		5		0.1		-0.008		-0.268		-0.156		-0.2		0.06		0.028		0.556		0.211		0.186		0.116		0.945		0.658		0.541

		69		10.56		11.62		66.9		7227318		rpsI		30S Ribosomal protein S9 [Neisseria meningitidis MC58]		rpsI						J		C		5		0.268		0.192		-0.628		0.096		0.016		-0.136		0.4		0.017		0.716		0.028		0.934		0.513		0.701		0.455

		70		10.54		11.07		36.2		325128657		NMXN1568_0567		Amino acid ABC transporter, periplasmic amino acid-binding protein [Neisseria meningitidis N1568]		hisJ3a		254805377		Histidine transport system substrate-binding protein [Neisseria meningitidis alpha14]		E		P		6		-0.764		0.296		-0.064		0.12		0.28		-0.352		0.228		0.129		0.687		0.625		0.831		0.482		0.803		0.484

		71		10.41		10.42		54.8		325208946		NMBNZ0533_2030		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_2030						Hypothetical No related COG		U		6		0.156		-0.608		-0.136		-0.732		0.04		0.068		0.056		0.512		0.001		0.062		0.002		0.34		0.071		0.081

		72		10.36		10.45		30.3		7228848		gna1946		Outer membrane lipoprotein GNA1946 [Neisseria meningitidis]		gna1946						R		OM		5		-0.908		-0.868		-0.576		-0.776		-0.632		-0.256		-0.432		0.098		0.053		0.138		0.059		0.046		0.273		0.108

		73		10.33		11.53		24.7		325198189		NMBG2136_0928		Dihydrolipoyl dehydrogenase [Neisseria meningitidis G2136]		lpdA1a		15676850		Dihydrolipo-amide dehydrogenase		C		C		8		-0.076		-0.02		-0.068		0.208		0.588		0.124		0.788		0.341		0.649		0.503		0.507		0.339		0.599		0.309

		74		10.22		11.02		43.4		7225347		rplJ		50S Ribosomal protein L10 [Neisseria meningitidis MC58]		rplJ						J		C		5		0.132		-0.008		-0.056		0		0.052		0.048		0.06		0.157		0.604		0.384		0.204		0.493		0.703		0.639

		75		9.87		10		80.3		7226563		rpsR		30S Ribosomal protein S18 [Neisseria meningitidis MC58]		rpsR						J		C		4		0.108		0.136		0.344		-0.088		-0.04		0.528		0.492		0.742		0.745		0.225		0.658		0.543		0.121		0.127

		76		9.81		9.93		53.7		349610161		HMPREF1028_01494		30S Ribosomal protein S6 [Neisseria sp. GT4A_CT1]		rpsFe		15677189				J		C		6		-0.276		-0.072		0.048		-0.176		-0.344		-0.152		-1.204		0.741		0.496		0.927		0.462		0.475		0.197		0.26

		77		9.22		10.24		19.2		254805327		acnB		Aconitate hydratase 2 [Neisseria meningitidis alpha14]		acnB						C		C		4		-0.396		-1.028		-1.204		-0.08		-0.952		-0.568		-0.024		0.521		0.134		0.095		0.641		0.955		0.7		0.394

		78		9.1		9.23		69.3		325138254		rplI		50S Ribosomal protein L9 [Neisseria meningitidis ES14902]		rplI						J		C		5		0.112		0.564		0.176		0.184		0.308		0.464		0.596		0.312		0.418		0.971		0.416		0.783		0.776		0.643

		79		8.98		9		60.7		59801191		NGO0777		DNA-binding protein Hu [Neisseria gonorrhoeae FA 1090]		hupBa		15677102		DNA-binding protein HU-beta 		L		C		4		-1.044		-1.112		-1.196		-0.64		-1.056		-1.008		0.012		0.43		0.18		0.165		0.241		0.109		0.144		0.684

		80		8.96		9		32.6		7225386		rpoA		DNA-directed RNA polymerase, alpha subunit [Neisseria meningitidis MC58]		rpoA						K		C		5		-0.48		-0.024		-0.012		-0.768		0.1		-0.276		0.1		0.224		0.538		0.504		0.23		0.633		0.975		0.603

		81		8.51		8.71		48.5		7225374		rpsH		30S Ribosomal protein S8 [Neisseria meningitidis MC58]		rpsH						J		C		4		-0.58		0.328		0.024		0.424		-0.54		-0.252		0.024		0.334		0.457		0.522		0.145		0.519		0.989		0.884

		82		8.46		9.46		56.6		81785148		rplQ		50S Ribosomal protein L17 [Neisseria meningitidis MC58]		rplQ						J		C		4		0.344		0.308		-0.248		0.384		0.128		0.124		0.332		0.809		0.38		0.001		0.478		0.019		0.445		0.265

		83		8.33		8.52		21		313668607		sdhA		Succinate dehydrogenase flavoprotein subunit [Neisseria lactamica ST-640]		sdhAa		15676843				C		CM		5		0.04		-0.844		-0.66		-0.132		-0.116		-0.392		0.108		0.515		0.095		0.166		0.35		0.579		0.615		0.41

		84		8.28		8.77		18.6		1785912		glnA		Glutamine synthetase [Neisseria meningitidis]		glnA						E		C		4		-0.048		-0.004		-0.108		-0.6		-0.072		-0.112		-0.196		0.438		0.589		0.499		0.217		0.534		0.989		0.153

		85		8.27		8.78		15.1		254672160		NMW_0377		Ribonuclease E [Neisseria meningitidis alpha275]		rnee		15676123		Ribonuclease E		J		C		4		-0.944		-0.084		0.16		-0.04		-0.94		-0.12		-0.156		0.169		0.644		0.354		0.784		0.66		0.594		0.545

		86		8.03		8.41		50.3		7226024		NMB0791		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis MC58]		NMB0791						O		C		4		-0.356		-0.736		-0.448		-0.976		-0.128		-0.76		-0.764		0.531		0.332		0.99		0.843		0.613		0.933		0.865

		87		7.89		8		33.4		7226831		hisB		Imidazoleglycerol-phosphate dehydratase [Neisseria meningitidis MC58]		hisB						E		C		3		-0.54		0.18		0.292		-0.028		0.296		-0.244		0.256		0.173		0.61		0.363		0.976		0.83		0.342		0.227

		88		7.8		9.04		46.4		349609296		HMPREF1028_00671		Hypothetical protein HMPREF1028_00671 [Neisseria sp. GT4A_CT1]		NMB0787e		15676685		Amino acid ABC transporter substrate-binding protein		E		P		6		-0.912		-0.04		-0.024		0.06		-0.1		-0.228		0.136		0.104		0.7		0.697		0.276		0.729		0.861		0.122

		89		7.64		7.83		28.4		7225825		NMB0595		DNA-binding response regulator [Neisseria meningitidis MC58]		NMB0595						TK		C		4		-0.084		-0.564		-0.32		-0.068		-0.304		-0.08		-0.048		0.978		0.404		0.423		0.524		0.386		0.573		0.541

		90		7.5		7.68		61.5		81783922		rplN		50S Ribosomal protein L14 [Neisseria meningitidis Z2491]		rplN						J		C		4		0.116		0.604		0.38		0.028		0.336		0.228		0.44		0.474		0.006		0.05		0.61		0.273		0.443		0.17

		91		7.44		7.51		31.3		241760423		rplK		50S Ribosomal protein L11 [Neisseria flavescens SK114]		rplKa		15676055				J		C		4		-0.36		-0.56		-0.436		-0.48		-0.024		-0.008		-0.028		0.826		0.197		0.382		0.245		0.741		0.791		0.704

		92		7.3		7.66		61.4		7225373		rpsN		30S Ribosomal protein S14 [Neisseria meningitidis MC58]		rpsN						J		C		4		-0.24		0.228		-0.232		0.296		-0.136		-0.076		0.144		0.575		0.02		0.715		0.468		0.009		0.005		0.289

		93		7.25		8.43		47.9		81785149		rplO		50S Ribosomal protein L15 [Neisseria meningitidis MC58]		rplO						J		C		4		0.572		1.204		0.912		0.4		0.82		0.548		1.22		0.373		0.085		0.392		0.007		0.268		0.316		0.155

		94		6.83		9.45		52.7		7225384		rpsK		30S Ribosomal protein S11 [Neisseria meningitidis MC58]		rpsK						J		C		4		-0.172		0.152		-0.024		-0.292		0.048		0.176		0.368		0.232		0.374		0.548		0.503		0.695		0.29		0.172

		95		6.83		7.51		22.2		639482		pilG		PilG [Neisseria meningitidis]		pilG						N		CM		5		-0.456		-1.184		-0.576		-1.204		-0.4		-0.456		0.244		0.886		0.036		0.038		0.032		0.783		0.777		0.348

		96		6.68		6.93		18.7		317165045		dapD		2,3,4,5-Tetrahydropyridine-2,6-carboxylate N-succinyltransferase [Neisseria gonorrhoeae TCDC-NG08107]		dapDf		15676250				E		C		3		-0.068		-0.008		0		0.008		-0.02		-0.012		0.008		0.104		0.565		0.333		0.771		0.424		0.55		0.815

		97		6.54		20.74		48.9		254669632		opa1		Putative lipoprotein [Neisseria meningitidis alpha153]		opa1						M		OM		14		-0.916		-0.072		-0.132		-1.292		-1.052		-0.128		-1.12		0.001		0.248		0.035		0.001		0.008		0.032		0.004

		98		6.39		6.86		23		7226193		gltA		Citrate synthase [Neisseria meningitidis MC58]		gltA						C		C		3		-0.584		-0.112		0.06		-0.572		-0.124		-0.292		-0.372		0.242		0.996		0.929		0.218		0.464		0.321		0.138

		99		6.25		6.27		25.7		325140643		NMBCU385_0690		Universal stress protein family [Neisseria meningitidis CU385]		NMBCU385_0690						T		U		3		-0.14		-1.26		-0.604		-0.26		-0.748		-0.324		-0.892		0.054		0.001		0.022		0.353		0.018		0.114		0.015

		100		6.23		6.33		40.2		5825526		nspA		Surface protein A [Neisseria meningitidis]		nspA						M		OM		3		0.616		-0.228		-0.692		0.356		0.448		0.468		0.768		0.038		0.827		0.007		0.101		0.249		0.228		0.22

		101		6.22		6.3		18.1		7225651		ftsZ		Cell division protein FtsZ [Neisseria meningitidis MC58]		ftsZ						D		C		3		-0.328		0.04		-0.716		0.144		0.204		-0.616		0.116		0.358		0.663		0.003		0.371		0.413		0.012		0.446

		102		6.08		6.3		18.9		7227062		pilM		PilM protein [Neisseria meningitidis MC58]		pilM						N		UM		3		0.208		0.772		-0.204		0.468		0.496		0.944		0.06		0.8		0.367		0.004		0.548		0.364		0.315		0.599

		103		6		39.29		51.1		89276863		porA		Outer membrane protein class 1 [Neisseria meningitidis]		porA						M		OM		30		-0.984		-0.004		-0.004		-0.984		-0.06		1.064		-0.984		0.02		0.051		0.056		0.02		0.622		0.039		0.073

		104		6		6.32		11.9		59801427		NGO1056		Hypothetical protein NGO1056 [Neisseria gonorrhoeae FA 1090]		nlpDg		15677336		Lipoprotein NlpD 		Hypothetical M		UM - P,OM,E (NGO1056 = OM)		3		-0.984		-0.984		-0.004		-0.116		-0.984		-0.984		0.996		0.019		0.019		0.054		0.407		0.067		0.067		0.039

		105		6		6		39.3		261392690		NMV_1429		Hypothetical protein NMV_1429 [Neisseria meningitidis 8013]		NMV_1429						Hypothetical No related COG		U		3		0.496		0.496		0.496		1.76		0.996		-0.004		1.488		0.581		0.212		0.212		0.004		0.001		0.212		0.001

		106		5.73		8.78		16.4		284795635		NEISUBOT_05594		DNA-directed RNA polymerase, beta' subunit [Neisseria subflava NJ9703]		rpoCa		15676061				J		C		3		-0.712		-0.452		-0.704		-0.312		-0.748		-0.552		-0.28		0.266		0.375		0.24		0.272		0.475		0.461		0.356

		107		5.56		10.93		27.6		296840902		NEIPOLOT_00644		Putrescine ABC transporter, periplasmic putrescine-binding protein [Neisseria polysaccharea ATCC 43768]		potD-3e		15677444		Spermidine/putrescine ABC transporter substrate-binding protein		E		UM		4		0.828		1.1		1.088		1.312		1.316		1.332		1.344		0.036		0.043		0.01		0.283		0.13		0.073		0.128

		108		5.47		5.47		37.3		7226073		NMB0838		Cold-shock domain family protein [Neisseria meningitidis MC58]		NMB0838						K		C		3		0.108		0.084		0.624		-0.672		0.708		-0.072		0.684		0.049		0.045		0.325		0.02		0.285		0.432		0.225

		109		5.29		5.47		11.00%		7226965		gdhA		Glutamate dehydrogenase, NADP-specific [Neisseria meningitidis MC58]		gdhA						E		UM		3		0.6		1.344		0.776		0		0.628		0.004		0.64		0.107		0.01		0.109		0.054		0.036		0.053		0.001

		110		5.27		5.42		21		7228909		gna1220		Membrane protein GNA1220 [Neisseria meningitidis]		gna1220						O		OM		2		-1.164		-0.792		-0.376		-0.148		-0.52		-0.172		0.064		0.002		0.002		0.029		0.029		0.008		0.035		0.064

		111		5.04		5.15		71.4		294668529		NEIELOOT_00441		30S Ribosomal protein S21 [Neisseria elongata subsp. glycolytica ATCC 29315]		rpsUa		15677780				J		C		3		-0.564		0.168		-0.96		-0.824		-0.528		-0.976		-0.5		0.93		0.533		0.221		0.272		0.351		0.34		0.839

		112		4.94		5.35		35.2		340363613		tig2		Trigger factor [Neisseria macacae ATCC 33926]		rpsTh		15676374		30S Ribosomal protein S20 		J		C		2		0.02		-0.04		-0.092		-0.128		-0.016		0		-0.196		0.57		0.959		0.128		0.183		0.749		0.779		0.101

		113		4.65		4.91		26.7		439888				Pilin [Neisseria gonorrhoeae]		pilEi		15675966		Pilin PilE		N		E		2		-0.944		0.388		0.18		-1.22		-0.028		-0.156		-1.396		0.816		0.529		0.479		0.336		0.695		0.581		0.148

		114		4.54		4.54		55.7		81707281		rpmD		50S Ribosomal protein L30 [Neisseria meningitidis MC58]		rpmD						J		C		2		0.348		0.436		0.728		0.72		0.328		0.176		0.648		0.071		0.083		0.031		0.042		0.062		0.998		0.025

		115		4.49		5.01		39.9		316985712		frr		Ribosome recycling factor [Neisseria meningitidis H44/76]		frr						J		C		2		0.02		-0.188		-0.22		0.168		-0.344		-0.26		-0.176		0.167		0.374		0.678		0.388		0.249		0.317		0.309

		116		4.46		4.47		42.10%		6692578		hemO		HemO [Neisseria meningitidis]		hemO						P		U		3		-0.5		-0.58		0.088		-1.056		-1.964		0.02		-0.584		0.005		0.004		0.48		0.001		0.006		0.794		0.056

		117		4.29		5.31		19.5		319410631		NMAA_1095		Putative ATP-dependent RNA helicase [Neisseria meningitidis WUE 2594]		NMB1368a		15677233		ATP-dependent RNA helicase 		LKJ		C		2		-0.18		0.26		0.264		0.208		0.068		0.288		-0.688		0.02		0.101		0.105		0.11		0.05		0.035		0.058

		118		4.29		4.38		19.2		325207593		NMBNZ0533_0588		Putative thiol:disulfide interchange protein DsbC [Neisseria meningitidis NZ-05/33]		dsbC						O		P		2		0.06		0.524		0.564		0.176		0.004		0.524		0.476		0.379		0.055		0.013		0.01		0.841		0.003		0.005

		119		4.28		4.73		10.7		7227359		yojH		Malate:quinone oxidoreductase [Neisseria meningitidis MC58]		yojH						R		C		2		0.128		-0.636		-0.628		-0.132		-0.22		-0.26		-0.22		0.412		0.983		0.035		0.614		0.127		0.116		0.141

		120		4.27		4.44		30.9		293399526		NGNG_01511		Hfq [Neisseria gonorrhoeae F62]		hfqj		15676646		Host factor-I 		R		C		2		-0.496		-0.144		-0.132		0.044		0.044		0.096		0.088		0.754		0.792		0.909		0.835		0.891		0.612		0.698

		121		4.26		4.59		36.8		269214264		NEILACOT_03181		50S Ribosomal protein L23 [Neisseria lactamica ATCC 23970]		rplWe		15676071		50S Ribosomal protein L23 		J		C		2		-0.212		0.068		-0.04		0.164		-0.196		-0.708		0.048		0.085		0.203		0.107		0.161		0.063		0.005		0.595

		122		4.25		4.51		39.5		325207545		secB		Protein-export chaperone SecB [Neisseria meningitidis NZ-05/33]		secB						N		C		2		0.06		-0.2		-0.44		-0.3		-0.856		-0.116		-0.636		0.471		0.026		0.004		0.004		0.009		0.043		0.007

		123		4.24		6.77		24%		7225389		minD		Septum site-determining protein MinD [Neisseria meningitidis MC58]		minD						D		C		3		0.668		0.588		1.452		1.336		1.692		1.588		1.832		0.071		0.081		0.079		0.095		0.019		0.019		0.019

		124		4.24		6.52		10.3		7226435		typA		GTP-binding protein TypA [Neisseria meningitidis MC58]		typA						N		CM		3		-0.004		1.94		-0.004		1.908		-0.004		-0.004		1.812		1		0.057		1		0.063		1		1		0.02

		125		4.2		4.45		67.8		81832765		rpsQ		30S Ribosomal protein S17 [Neisseria meningitidis MC58]		rpsQ						J		C		3		0.088		0.408		0.028		-0.152		0.184		-0.084		0.184		0.291		0.611		0.669		0.004		0.301		0.007		0.007

		126		4.19		4.19		75		7226326		NMB1088		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1088						S		U		3		-0.004		-0.984		-0.004		-0.14		1.056		0.836		-0.14		0.052		0.018		0.048		0.363		0.037		0.041		0.363

		127		4.17		5.58		10.6		59802119		NGO1801		Hypothetical protein NGO1801 [Neisseria gonorrhoeae FA 1090]		omp85a		15676109		Outer membrane protein OMP85 		M		OM		2		-0.16		-0.116		0.028		0.052		-0.044		0.04		0.16		0.02		0.06		0.347		0.164		0.206		0.306		0.13

		128		4.17		4.5		24.3		325208336		iscS		Cysteine desulfurase IscS [Neisseria meningitidis NZ-05/33]		iscS						E		C		2		-1.248		-0.684		-1.168		-0.616		-1.28		-0.568		-0.056		0.001		0.004		0.001		0.004		0.011		0.07		0.697

		129		4.16		4.65		17		7225870		ppa		Inorganic pyrophosphatase [Neisseria meningitidis MC58]		ppa						C		C		2		0.4		-1.008		-0.18		-0.056		-0.652		0.336		0.316		0.026		0.018		0.007		0.082		0.029		0.004		0.004

		130		4.16		4.36		19.1		325207527		pilN		Type IV pilus assembly protein PilN [Neisseria meningitidis NZ-05/33]		pilN						N		CM		2		-1.112		-0.568		-0.608		-0.012		-0.688		0.072		-1.156		0.002		0.03		0.005		0.958		0.031		0.59		0.013

		131		4.15		4.45		14.1		317164739		NGTW08_1313		Na(+)-translocating NADH-quinone reductase subunit A [Neisseria gonorrhoeae TCDC-NG08107]		nqrAa		254804452		Na(+)-translocating NADH-quinone reductase subunit A [Neisseria meningitidis alpha14]		C		C		2		-0.66		-0.58		0.504		-1.024		0.464		0.44		0.484		0.045		0.047		0.166		0.05		0.178		0.185		0.171

		132		4.13		4.18		19.8		7227179		fabG-2		3-Oxoacyl-(acyl-carrier-protein) reductase [Neisseria meningitidis MC58]		fabG-2						I		C		3		-0.324		-1.24		-0.152		-0.044		-0.188		0.112		-0.048		0.037		0.02		0.041		0.787		0.156		0.493		0.653

		133		4.11		4.21		25.4		325201239		NMBM01240149_0046		Twitching motility protein PilT [Neisseria meningitidis M01-240149]		pilT						N		C		3		-1.956		-1.956		-0.88		-1.956		-0.94		0.024		-1		0.02		0.02		0.041		0.02		0.145		0.901		0.138

		134		4.04		4.52		20		325208418		gluD		NAD-specific glutamate dehydrogenase [Neisseria meningitidis NZ-05/33]		gluD						E		C		2		-0.624		-0.508		-0.244		-0.336		-1.02		-0.968		-0.3		0.004		0.013		0.038		0.004		0.011		0.012		0.038

		135		4.03		4.1		26.1		7225560		gloA		Lactoylglutathione lyase [Neisseria meningitidis MC58]		gloA						E		C		2		-0.332		-0.352		-0.74		-0.708		-0.6		-0.86		-0.448		0.291		0.31		0.083		0.253		0.053		0.03		0.067

		136		4.02		4.16		30.8		7225383		rpsM		30S Ribosomal protein S13 [Neisseria meningitidis MC58]		rpsM						J		C		2		0.092		0.064		-0.012		0.04		0.196		0.044		0.144		0.067		0.123		0.021		0.059		0.031		0.037		0.042

		137		4		5.38		9.4		75355811		pyrG		CTP synthase [Neisseria gonorrhoeae FA 1090]		pyrGa		15677405		CTP synthetase 		F		C		3		0.26		-0.096		0.552		0.144		0.008		-0.672		-0.44		0.143		0.212		0.107		0.584		0.834		0.064		0.059

		138		3.84		4.67		15.3		298368976		HMPREF9016_00645		Isocitrate dehydrogenase, NADP-dependent [Neisseria sp. oral taxon 014 str. F0314]		icda		15676815		Isocitrate dehydrogenase, NADP-dependent, monomeric type 		C		C		3		-0.492		-1.3		-0.008		-1.284		-0.676		0.064		-0.612		0.044		0.002		0.973		0.001		0.026		0.627		0.052

		139		3.74		4.27		31.5		152143383		nlpB		NlpB [Neisseria meningitidis]		nlpB						M		U		3		-0.48		-0.212		0.628		0.592		-0.416		0.068		0.1		0.001		0.011		0.025		0.024		0.19		0.006		0.006

		140		3.69		5.28		11.2		161596225		putA		Proline dehydrogenase [Neisseria meningitidis 053442]		putA						C		C		2		-1.956		-0.072		-0.06		0.084		-1.956		-1.956		-1.956		0.019		0.753		0.793		0.692		0.065		0.065		0.065

		141		3.49		4		75.6		7225545		rpmA		50S Ribosomal protein L27 [Neisseria meningitidis MC58]		rpmA						J		C		3		-0.22		-0.588		-1.752		-0.552		0.368		-0.68		-0.716		0.438		0.042		0.02		0.434		0.232		0.169		0.123

		142		3.44		4.54		9.6		293399469		NGNG_01453		Cell division protease FtsH [Neisseria gonorrhoeae F62]		ftsHa		15676696				D		CM		2		-0.672		-0.272		0.084		0.348		-0.236		-0.048		0.3		0.263		0.429		0.639		0.736		0.702		0.997		0.705

		143		3.42		3.6		26.1		313668799		rplT		50S Ribosomal protein L20 [Neisseria lactamica ST-640]		rplTa		15676621				J		C		2		0.812		0.66		1.38		1.34		-0.004		0.668		1.368		0.085		0.063		0.088		0.096		0.049		0.042		0.033

		144		3.35		3.41		27.1		75432307		rpmF		50S ribosomal protein L32 [Neisseria gonorrhoeae FA 1090]		rpmFa		15677742				J		C		2		0.16		-0.092		-0.516		-0.048		-0.516		-0.12		0.152		0.374		0.041		0.038		0.042		0.132		0.164		0.48

		145		3.14		3.52		20.5		7225802		gcvT		Glycine cleavage system T protein [Neisseria meningitidis MC58]		gcvT						E		UM		2		0.808		-0.888		-0.484		0.452		0.6		-0.284		0.712		0.107		0.001		0.338		0.859		0.363		0.132		0.317

		146		3.13		3.29		12.9		9911105		recA		Recombinase A [Neisseria meningitidis Z2491]		recA						L		C		2		-0.936		-1.288		0.216		-0.18		-0.332		-0.128		0.084		0.038		0.033		0.414		0.479		0.306		0.589		0.7

		147		2.77		4.19		11.9		340361509		mucD		S1C subfamily peptidase MucD [Neisseria macacae ATCC 33926]		htrAk		15677994		Protease Do		O		P		2		1.868		-0.004		1.924		1.696		1.812		1.788		-0.004		0.057		1		0.052		0.067		0.019		0.019		1

		148		2.7		2.94		17.4		7225566		NMB0345		Putative cell-binding factor [Neisseria meningitidis MC58]		NMB0345						Putative O		OM		1		0.108		0.912		1.112		1.088		0.312		0.8		1.144		0.327		0.086		0.08		0.089		0.05		0.035		0.033

		149		2.54		5.36		67.5		73621630		rplR		50S Ribosomal protein L18 [Neisseria meningitidis MC58]		rplR						J		C		3		0.292		0.244		0.276		0.24		0.168		0.144		0.156		0.022		0.026		0.013		0.039		0.005		0.008		0.006

		150		2.53		2.75		20.5		313667900		mtrE		MtrE gene product [Neisseria lactamica 020-06]		mtrEe		15677561		Multidrug efflux pump channel protein 		MN		OM		2		-0.576		-0.576		-0.496		0.368		-1.332		-0.504		-0.208		0.114		0.114		0.962		0.102		0.082		0.786		0.488

		151		2.39		4.06		12.2		254494154		NGAG_01865		Membrane fusion protein mtrC [Neisseria gonorrhoeae 1291]		mtrCe		15677563				Q		CM		2		-0.96		0.052		0.272		-0.052		-1.112		-1.232		0.128		0.038		0.789		0.342		0.81		0.111		0.098		0.565

		152		2.37		3.09		40.2		7226702		ssb		Single-strand binding protein [Neisseria meningitidis MC58]		ssb						L		C		1		-0.004		1.944		-0.004		1.944		1.932		1.944		1.944		1		0.053		1		0.054		0.019		0.018		0.018

		153		2.35		3.36		12.2		313668377		thrC		Threonine synthase [Neisseria lactamica ST-640]		thrCe		15676932				E		C		2		0.468		0.144		-1.944		0.528		0.372		0.464		0.332		0.22		0.542		0.019		0.196		0.271		0.221		0.3

		154		2.31		3.44		17.7		7226833		NMB1584		3-Hydroxyacid dehydrogenase [Neisseria meningitidis MC58]		NMB1584						I		C		2		0.064		-0.124		0.092		-0.196		0.084		-0.008		-0.112		0.756		0.61		0.673		0.459		0.694		0.983		0.636

		155		2.31		2.35		30.9		340363115		rpmI		50S Ribosomal protein L35 [Neisseria macacae ATCC 33926]		rpmIh		15676620				J		C		1		0.632		0.476		-0.44		0.008		0.264		0.136		-0.284		0.328		0.561		0.426		0.879		0.998		0.659		0.833

		156		2.26		2.81		8.7		269144906		NEICINOT_04596		Lipoprotein releasing system transmembrane protein LolC [Neisseria cinerea ATCC 14685]		NMB1235a		15677107		Hypothetical protein NMB1235 		R		CM		1		0.156		-0.108		-0.196		-0.008		0.072		0.148		-0.184		0.216		0.627		0.21		0.996		0.036		0.034		0.061

		157		2.25		2.56		12.3		349574043		aspS		Aspartate--tRNA ligase [Neisseria shayeganii 871]		aspSe		15676377				J		C		1		-1.24		0.736		-0.636		0.096		-1.24		-0.58		0.116		0.028		0.041		0.039		0.335		0.067		0.02		0.008

		158		2.22		2.53		12.2		7226217		pntB		NAD(P) transhydrogenase, beta subunit [Neisseria meningitidis MC58]		pntB						C		CM		1		0.172		0.272		-1.956		-0.052		-1.956		0.164		0.168		0.49		0.35		0.019		0.818		0.066		0.5		0.497

		159		2.2		2.53		13		7226938		serS		Seryl-tRNA synthetase [Neisseria meningitidis MC58]		serS						J		C		1		0.092		-1.956		-1.956		0.056		-0.152		-0.016		-1.956		0.67		0.019		0.019		0.786		0.541		0.961		0.066

		160		2.18		3.19		6.2		329120759		ppx2		Exopolyphosphatase [Neisseria bacilliformis ATCC BAA-1200]		NMB0593l		15676498		Hypothetical protein NMB0593 		R		U		1		0.032		-1.956		-0.04		0.032		0.008		0.052		0.02		0.871		0.018		0.868		0.872		0.952		0.795		0.904

		161		2.17		2.42		19.5		59802035		NGO1714		Cis-trans isomerase [Neisseria gonorrhoeae FA 1090]		surAb		254805678		Putative peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis alpha14]		O		P		1		0.208		0.036		0.08		-0.032		0.092		0.168		0.192		0.432		0.857		0.706		0.899		0.676		0.5		0.458

		162		2.17		2.18		11.8		269144630		NEICINOT_04798		Cytochrome c oxidase, Cbb3-type, subunit II [Neisseria cinerea ATCC 14685]		fixOa		15677570		Cbb3-type cytochrome c oxidase subunit II		C		C		1		-0.772		-0.984		-0.996		0.32		-0.868		0.116		-0.72		0.042		0.034		0.034		0.313		0.16		0.619		0.204

		163		2.16		2.44		42.7		298370119		HMPREF9016_01454		30S Ribosomal protein S16 [Neisseria sp. oral taxon 014 str. F0314]		rpsPe		15676497				J		C		1		0.132		0.268		-0.236		-0.172		0.372		0		0.224		0.034		0.011		0.006		0.006		0.003		0.008		0.002

		164		2.14		2.4		8.5		313668097		NLA_7600		Disulphide isomerase [Neisseria lactamica ST-640]		dipZe		15677372		Thiol:disulfide interchange protein		OC		CM		1		-1.952		0.096		0.464		0.388		0.228		0.188		0.116		0.02		0.662		0.223		0.261		0.404		0.464		0.61

		165		2.13		2.92		19.7		345876289		l11_21520		Cell division ATP-binding protein FtsE [Neisseria weaveri LMG 5135]		ftsE		15675955				D		CM		1		-1.956		0.152		0.052		0.008		0.052		0.168		0.136		0.018		0.53		0.794		0.956		0.792		0.494		0.561

		166		2.13		2.28		12.7		296837902		NEIPOLOT_02370		Ornithine carbamoyltransferase [Neisseria polysaccharea ATCC 43768]		argFa		15677423				E		C		1		0.048		-0.496		-0.236		-0.46		-0.02		-0.028		-0.176		0.778		0.037		0.292		0.11		0.924		0.883		0.417

		167		2.11		2.21		9.4		288566287		pilQ		Type IV pilus biogenesis protein PilQ [Neisseria mucosa ATCC 25996]		pilQe		15678016				N		OM		1

		168		2.11		2.16		20.7		350571290		ihfA		Integration host factor subunit alpha [Neisseria wadsworthii 9715]		ihfAo		15676627				L		C		1		-0.024		0.116		-0.288		-0.116		-0.124		-0.012		-0.072		0.927		0.611		0.344		0.629		0.611		0.964		0.755

		169		2.1		2.29		14.6		298368391		HMPREF9016_00054		Inosine-5'-monophosphate dehydrogenase [Neisseria sp. oral taxon 014 str. F0314]		guaBb		15677074				F		C		1		1.856		-0.004		1.852		-0.004		-0.004		-0.004		1.668		0.063		1		0.063		1		1		1		0.02

		170		2.09		4.69		10.6		325128687		infB		Translation initiation factor IF-2 [Neisseria meningitidis N1568]		infB						J		C		2		0.156		-0.072		-0.272		0.148		0.144		-0.652		0.084		0.08		0.126		0.006		0.2		0.238		0.018		0.308

		171		2.09		3.21		25.5		269214308		NEILACOT_03335		Ribose-phosphate diphosphokinase [Neisseria lactamica ATCC 23970]		prsAp		15676771		Ribose-phosphate pyrophosphokinase		FE		C		1

		172		2.09		3.02		7.4		268599846		tspA		TspA protein - LOW QUALITY PROTEIN [Neisseria gonorrhoeae MS11]		tspAq		15676256				No related COG		OM		1		-1.956		-1.956		0.208		-0.056		-1.956		-1.956		-1.956		0.02		0.02		0.429		0.818		0.07		0.07		0.07

		173		2.08		3.77		8		309379221		NLY_29500		Ribonucleoside-diphosphate reductase, alpha subunit [Neisseria lactamica Y92-1009]		nrdAa		15677158				F		C		1		0.748		0.748		0.748		1.064		1.08		1.004		0.748		0.05		0.051		0.044		0.115		0.042		0.039		0.059

		174		2.08		3.04		9.5		288566593		NEIMUCOT_05321		Thioredoxin-disulfide reductase [Neisseria mucosa ATCC 25996]		trxBb		15677190		Thioredoxin reductase 		O		UM		2		1.996		1.996		1.996		1.996		1.996		1.996		1.996		1		1		0.07		0.057		0.018		1		1

		175		2.08		2.48		3		294668918		NEIELOOT_00832		Transglutaminase family protein [Neisseria elongata subsp. glycolytica ATCC 29315]		N/A						E		CM		1		-1		-0.796		-0.116		0.292		-0.868		-0.98		0.044		0.65		0.89		0.532		0.564		0.885		0.674		0.816

		176		2.08		2.16		13		325203322		dapB		Dihydrodipicolinate reductase [Neisseria meningitidis M01-240355]		dapB						E		C		1		0.128		0.064		0.168		0.14		0.1		-0.124		0.076		0.576		0.754		0.493		0.555		0.652		0.611		0.715

		177		2.07		2.22		15.4		7227313		petC		Ubiquinol--cytochrome c reductase, cytochrome c1 [Neisseria meningitidis MC58]		petC						C		P		2		0.124		-0.184		-0.444		0.064		-1.28		-0.344		-0.236		0.583		0.511		0.279		0.765		0.048		0.407		0.795

		178		2.07		2.07		6.5		329118596		fba		Fructose-bisphosphate aldolase [Neisseria bacilliformis ATCC BAA-1200]		cbbAe		15677704				G		C		1		-0.004		1.944		1.944		1.944		1.944		1.944		1.944		1		0.054		0.051		0.052		0.018		0.018		0.018

		179		2.06		2.99		6.9		345875089		l11_09690		Ferric enterobactin receptor [Neisseria weaveri LMG 5135]		frpBr		15677816		Iron-regulated outer membrane protein FrpB 		P		OM		1

		180		2.06		2.49		4.1		284799613		NEISUBOT_03708		Outer membrane ferripyoverdine receptor [Neisseria subflava NJ9703]		N/A						P		OM		1

		181		2.05		2.97		9.7		296838806		ftsK		DNA translocase FtsK [Neisseria polysaccharea ATCC 43768]		ftsK-2b		15677180		Cell division protein FtsK 		D		CM		1		1.944		1.944		1.944		1.944		1.944		1.944		1.944		0.047		0.049		0.052		0.05		0.017		0.018		0.018

		182		2.05		2.81		16.3		325145132		ilvE		Branched-chain amino acid aminotransferase [Neisseria meningitidis M01-240013]		ilvE						EH		C		1		-0.88		-1.028		-0.984		-1.956		-1.044		-1.012		-1.032		0.855		0.233		0.282		0.018		0.274		0.252		0.289

		183		2.05		2.27		12.4		59801114		NGO0687		Ferredoxin-NADP reductase [Neisseria gonorrhoeae FA 1090]		fpr-1a		15676930				C		C		1		-0.004		-0.004		1.944		1.944		-0.004		-0.004		-0.004		1		1		0.073		0.067		1		1		1

		184		2.05		2.12		35.4		7227356		NMB2094		Hypothetical protein NMB2094 [Neisseria meningitidis MC58]		NMB2094						Hypothetical K		C		1		0		-0.224		0.152		-0.052		-0.192		-0.188		0.068		0.984		0.421		0.53		0.823		0.468		0.475		0.746

		185		2.05		2.05		5.2		325135640		accC		Acetyl-CoA carboxylase, biotin carboxylase [Neisseria meningitidis M0579]		accC						I		C		1		0.384		-0.108		-1.956		0.504		0.088		0.332		0.452		0.262		0.649		0.019		0.206		0.687		0.299		0.228

		186		2.04		37.84		51.1		4887174		porA		Porin [Neisseria meningitidis]		porA						M		OM		26		-0.004		-0.004		-0.004		-0.004		1.944		-0.004		1.944		1		1		1		1		0.02		1		0.02

		187		2.04		2.62		8.3		349609651		HMPREF1028_01004		Bis(5'-nucleosyl)-tetraphosphatase, symmetrical [Neisseria sp. GT4A_CT1]		apaHc		161869599		Diadenosine tetraphosphatase [Neisseria meningitidis 053442]		T		C		1		-1.956		-1.956		-1.956		0.296		0.22		0.356		-1.956		0.019		0.019		0.019		0.327		0.413		0.281		0.067

		188		2.04		2.34		4.4		288576023				REVERSED type VI secretion system Vgr family protein [Neisseria mucosa ATCC 25996]												1

		189		2.04		2.24		15.1		7413439		NMB0709		Hypothetical protein NMB0709 [Neisseria meningitidis MC58]		NMB0709						Hypothetical No related COG		CM		1		0.024		0.084		0.176		-1.956		0.152		-1.956		-0.16		0.898		0.698		0.479		0.018		0.531		0.056		0.53

		190		2.04		2.21		9.3		343968646		l13_05740		Carbamoyl-phosphate synthase, small subunit [Neisseria weaveri ATCC 51223]		carAc		15677684				EF		C		1		-1.2		-0.072		-0.208		-1.412		-0.988		0.076		0.064		0.232		0.693		0.934		0.017		0.211		0.671		0.761

		191		2.03		2.56		27.1		7227059		NMB1805		Cytochrome c4 [Neisseria meningitidis MC58]		NMB1805						C		P		1		1.944		-0.004		1.944		-0.004		-0.004		-0.004		-0.004		0.059		1		0.059		1		1		1		1

		192		2.02		2.69		18.6		90109269		NMA1982		Chain B,  Putative Phosphatase (Nma1982)  [Neisseria meningitidis Z2491]		NMA1982						S		C		1		-0.16		0.02		0.16		-0.364		-0.152		0.084		-0.044		0.526		0.907		0.512		0.282		0.548		0.695		0.848

		193		2.02		2.28		16		59800779		hemH		Phosphoribosylaminoimidazole-succinocarboxamide synthase [Neisseria gonorrhoeae FA 1090]		hemHs		15676655				H		C		1		-0.316		-1.124		0.056		-0.384		-0.032		0.004		-0.072		0.459		0.328		0.833		0.37		0.864		0.958		0.747

		194		2.01		2.75		14.7		329119217		ubiE		Ubiquinone/menaquinone biosynthesis methyltransferase UbiE [Neisseria bacilliformis ATCC BAA-1200]		ubiEa		15676641				H		C		1		-1.92		-1.92		0.448		0.088		-1.92		-1.92		0.124		0.02		0.02		0.229		0.687		0.079		0.079		0.588

		195		2.01		2.72		22.3		254493006		pilO		Type IV pilus assembly protein PilO [Neisseria gonorrhoeae 1291]		pilOa		15677647		PilO protein 		N		CM		1

		196		2.01		2.21		35.1		296837900		NEIPOLOT_02368		Antibiotic biosynthesis monooxygenase family protein [Neisseria polysaccharea ATCC 43768]		NMB1575t		15677425		Hypothetical protein NMB1575 		S		U		1		1.944		-0.004		1.936		1.932		1.928		-0.004		1.876		0.059		1		0.063		0.064		0.019		1		0.02

		197		2		37.78		53.3		325207370		groL		Chaperonin GroL [Neisseria meningitidis NZ-05/33]		groL						O		C		18		1.944		-0.004		-0.004		-0.004		1.804		-0.004		-0.004		0.052		1		1		1		0.02		1		1

		198		2		31.34		47.4		3746262		porA		Class 1 porin [Neisseria meningitidis]		porA						M		OM		22

		199		2		20.95		47.8		81784396		fkpA		Probable FKBP-type peptidyl-prolyl cis-trans isomerase fkpA [Neisseria meningitidis MC58]		fkpA						O		OM		13

		200		2		20.87		43.6		325207597		dnaK		Chaperone protein DnaK [Neisseria meningitidis NZ-05/33]		dnaK						O		C		11		-0.004		-0.004		-0.004		-0.004		1.932		-0.004		1.944		1		1		1		1		0.019		1		0.019

		201		2		3.19		15.4		284797269		rimM		16S rRNA processing protein RimM [Neisseria subflava NJ9703]		rimMb		15676496				J		C		2

		202		2		2.99		16.7		7226678		NMB1437		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1437						Hypothetical S		C		1		1.904		-0.004		1.924		-0.004		1.928		1.912		1.944		0.068		1		0.064		1		0.019		0.019		0.018

		203		2		2.66		8		350571558		alr		Alanine racemase [Neisseria wadsworthii 9715]		alrd		15677500				M		C		1

		204		2		2.47		20.9		294671256				REVERSED hypothetical protein NEIELOOT_02966 [Neisseria elongata subsp. glycolytica ATCC 29315]												1

		205		2		2.12		6.5		269209769		dsbA		DsbA thioredoxin domain protein [Neisseria lactamica ATCC 23970]		dsbA1a		15676202		Thiol:disulfide interchange protein DsbA		OC		P		1		0.084		-0.156		0.012		-0.056		-1.956		-0.016		0.148		0.693		0.536		0.934		0.805		0.056		0.96		0.535

		206		2		2.12		8.2		225075353		NEIFLAOT_00358		Hypothetical protein NEIFLAOT_00358 [Neisseria flavescens NRL30031/H210]		dsbA2e		15676216		Thiol:disulfide interchange protein DsbA 		OC		P		1		-0.008		0.396		1.612		1.472		0.392		0.648		1.14		0.911		0.545		0.115		0.136		0.401		0.27		0.13

		207		2		2.1		6		59801289		NGO0890		D-Lactate dehydrogenase [Neisseria gonorrhoeae FA 1090]		dlda		15676888				C		CM		1		-0.248		-0.064		-1.956		-1.956		0.04		-1.956		-1.956		0.387		0.782		0.019		0.019		0.84		0.065		0.065

		208		2		2.05		5.8		7225924		NMB0696		Amino acid ABC transporter, ATP-binding protein [Neisseria meningitidis MC58]		NMB0696						E		CM		1		-0.004		-0.004		1.944		1.944		-0.004		-0.004		-0.004		1		1		0.071		0.075		1		1		1

		209		2		2.04		16.2		268604467		rpmB		50S Ribosomal protein L28 [Neisseria gonorrhoeae PID1]		rpmBu		15676238				J		C		1		-0.984		-0.068		-0.004		0.828		0.904		1.16		1.008		0.018		0.774		0.994		0.611		0.511		0.273		0.322

		210		2		2		13.7		7225543		rpmG		50S Ribosomal protein L33 [Neisseria meningitidis MC58]		rpmG						J		C		1		0.076		0.104		-0.112		-0.168		-0.228		0.056		-0.088		0.726		0.64		0.64		0.513		0.413		0.779		0.706

		1 = Gene name equivalent to serogroup B Neisseria meningitidis (NMB) as per BLAST search;  2 = The equivalent NMB protein name, which is MC58 unless otherwise stated and is the same protein name as original unless otherwise stated.  Cells highlighted in yellow indicate greater than 1.8-fold increase in expression.  Blue cells indicate expression less than 0.2-fold.  Green cells indicate a significance of greater than 95%. Lilac cells indicate a significance between 90% and 94.99% confidence.  Empty ratio cells indicate that insufficient quantitation data was obtained for that protein.  The shared measure of identity of the equivalent NMB protein with the non-meningococcal protein is given in the ‘Gene Name NMB’ column using superscript letters.  Coverage (C) and identity (ID) is represented %C/%ID.  If not otherwise stated coverage is 100%.  A=95-100%ID, b=85-94%ID, c=75-84%ID, d=65-74%ID, e=90-100%/90-100%, f=77%/99%, g=83%/99%, h=67%/100%, i=99%/78%, j=88%/98%, k=90%/74%, l=97%/29%, m=92%/86%, n=95%/67%, o=85%93, p=87%/99%, q=97%/88%, r=94%/54%, s=89%/96%, t=97%/85%, u=65%/100%.  COG function codes: Information, storage and processing – J = Translation, ribosomal structure and biogenesis, K = Transcription, L = DNA replication, recombination and repair; Cellular processes – D = Cell division and chromosome partitioning, M = Cell envelope biogenesis, outer membrane, N = Cell motility and secretion, O = Posttranslational modification, protein turnover, chaperones, P = Inorganic ion transport and metabolism, T = signal transduction mechanisms; Metabolism – C = Energy production and conversion, E = Amino acid transport and metabolism, F = Nucleotide transport and metabolism, G = Carbohydrate transport and metabolism, H = Coenzyme transport and metabolism, I = Lipid metabolism; Q = Secondary metabolites biosynthesis, transport, and catabolism; Poorly characterised proteins – R = General function prediction only, S = Function Unknown, No Related COG = Protein does not match to any COG.  Subcellular location codes: C = cytoplasm, CM = Cytoplasmic Membrane, P = Periplasm, OM = Outer membrane, E = Extracellular, UM = Unknown due to multiple possible locations, U = Unknown 
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		Table 6.12  Quantitation of proteins detected in iTRAQ Experiment Two compared to NZ98/254 strain grown under normal conditions

		Protein N		Unused Prot Score		Total Prot Score		% Cov		GI Accession #		Gene name or locus number		Name		Gene name NMB1		NMB Equivalent GI Accession #		NMB Equivalent Name2		COG		Sub-cellular Location		Peptides (95% Conf.)		log H34 22% RH :NZ98i 114:113		log H34 30% RH :NZ98i 115:113		log NZ98 22% RH :NZ98i 116:113		log H34i: NZ98i 117:113		log Control 2:NZ98i 118:113		log Control 1 :NZ98i 119:113		log NZ98 30% RH :NZ98i 121:113		P-Value H34 22% RH :NZ98i 114:113		P-Value  H34 30% RH :NZ98i 115:113		P-Value NZ98 22% RH :NZ98i 116:113		P-Value H34i: NZ98i 117:113		P-Value Control 2:NZ98i 118:113		P-Value Control 1 :NZ98i 119:113		P-Value NZ98 30% RH :NZ98i 121:113

		1		68.5		68.5		69.8		241758467		tuf		Translation elongation factor Tu [Neisseria flavescens SK114]		tufBe		15676052		Elongation factor Tu		JE		C		66		-0.1		-0.076		-0.008		-0.012		-0.04		-0.036		-0.532		0.072		0.666		0.622		0.492		0.708		0.877		0.005

		2		61.39		61.39		93.3		270728847		porB		Class 3 outer membrane protein [Neisseria meningitidis]		porB						M		OM		52		0.448		0.556		-0.044		0.416		0.292		0.3		-0.12		0		0		0.817		0		0		0		0.406

		3		48.97		49.62		85.4		4091875		porA		Porin [Neisseria meningitidis]		porA						M		OM		62		-1.424		-1.28		0.156		-1.148		-0.78		-0.38		-0.688		0.084		0.084		0.245		0.084		0.136		0.311		0.884

		4		48.09		57.24		92.4		516522		porB		Class 3 outer membrane porin [Neisseria meningitidis]		porB						M		OM		61		-0.416		-0.376		0.076		-0.38		-0.108		-0.1		-0.244		0		0		0.285		0		0.111		0.732		0.098

		5		47.84		49.46		46.9		325207524		pilQ		Type IV pilus secretin PilQ [Neisseria meningitidis NZ-05/33]		pilQ						 N		OM		25		0.072		0.028		0.028		0.048		-0.06		0.128		-0.676		0.135		0.245		0.293		0.117		0.347		0.045		0.066

		6		47.33		47.89		58		325207993		sucC		Succinate-CoA ligase, beta subunit [Neisseria meningitidis NZ-05/33]		sucC						C		C		26		0.232		0.536		0.476		0.636		0.364		0.468		-0.512		0.167		0.01		0.009		0.01		0.009		0.007		0.362

		7		42.31		42.8		49.5		7225356		fusA		Elongation factor G (EF-G) [Neisseria meningitidis MC58]		fusA						J		C		23		0.12		0.136		0.152		0.048		0.076		0.04		-0.644		0.356		0.147		0.185		0.779		0.19		0.59		0.369

		8		42.01		42.01		68.9		7225862		fbpA		Iron(III) ABC transporter, periplasmic binding protein [Neisseria meningitidis MC58]		fbpA						H		P		22		0.084		-0.072		-0.048		0.14		0.008		-0.008		-0.524		0.34		0.709		0.565		0.057		0.339		0.565		0.879

		9		41.43		41.43		50		254672968		groEL		60 kDa Chaperonin [Neisseria meningitidis alpha275]		groEL						O		C		24		0.844		1.236		0.248		1.284		0.396		0.58		-0.252		0.001		0.001		0.046		0.001		0.035		0.001		0.09

		10		39		39.11		50.8		325127688		dnaK		Chaperone protein DnaK [Neisseria meningitidis N1568]		dnaK						O		C		24		-0.024		-0.06		0.052		0.232		-0.004		-0.004		-0.752		0.153		0.208		0.133		0.074		0.081		0.162		0.772

		11		33.16		33.83		54.6		81784541		rpsA		30S Ribosomal protein S1 [Neisseria meningitidis MC58]		rpsA						J		C		16		0.06		0.076		-0.012		0.1		0.044		0.008		-0.696		0.044		0.042		0.236		0.021		0.091		0.213		0.733

		12		31.95		33.22		43.2		325202575		pta		Phosphate acetyltransferase [Neisseria meningitidis M01-240149]		pta						C		UM		22		-0.184		-0.012		0.104		0.208		-0.048		0.04		-0.528		0.656		0.283		0.25		0.103		0.961		0.284		0.597

		13		31.78		31.88		53.7		7225772		adhP		Alcohol dehydrogenase, propanol-preferring [Neisseria meningitidis MC58]		adhP						R		C		18		-0.912		-0.824		0.02		-0.828		-0.868		0.128		-1.556		0.216		0.413		0.919		0.258		0.204		0.553		0.048

		14		30.85		31.07		35.2		81784175		atpA		ATP synthase subunit alpha; [Neisseria meningitidis MC58]		atpA						C		C		17		0.068		-0.076		-0.068		0.04		0.04		-0.048		-0.756		0.232		0.375		0.536		0.205		0.455		0.736		0.006

		15		29.89		32.07		78.1		325208952		rpsB		30S Ribosomal protein S2 [Neisseria meningitidis NZ-05/33]		rpsB						J		C		18		0		0.036		-0.028		-0.028		-0.04		-0.016		-0.5		0.325		0.245		0.447		0.168		0.364		0.321		0.418

		16		29.76		32.56		32.4		7226585		pdhA		Pyruvate dehydrogenase, E1 component [Neisseria meningitidis MC58]		pdhA						C		C		20		0.096		-0.124		0.004		0.12		-0.104		-0.028		-0.656		0.755		0.573		0.558		0.075		0.72		0.779		0.615

		17		29.69		30.05		52.5		269213565		NEICINOT_03323		Antioxidant, AhpC/TSA family/glutaredoxin [Neisseria cinerea ATCC 14685]		NMB0946e		15676839		Peroxiredoxin 2 family protein/gluta-redoxin 		O		U		20		-0.548		-0.28		-0.344		0.084		-0.312		-0.184		-0.476		0.287		0.025		0.535		0.906		0.813		0.799		0.332

		18		28.88		29.4		52.9		81707226		cysK		Cysteine synthase [Neisseria meningitidis MC58]		cysK						E		C		20		-0.224		-0.3		0.252		0.124		-1.216		0.32		-1.216		0.012		0.01		0.048		0.209		0.004		0.088		0.004

		19		28.22		28.72		88.3		7225345		rplA		50S Ribosomal protein L1 [Neisseria meningitidis MC58]		rplA						J		C		16		0.048		0.032		-0.028		0.016		-0.012		0.052		-0.732		0.651		0.341		0.118		0.941		0.136		0.537		0

		20		27.47		29.21		23.9		1325955		rpoB		RNA polymerase beta subunit [Neisseria meningitidis]		rpoB						K		C		15		-0.128		-0.112		-0.18		-0.236		-0.156		-0.156		-0.812		0.995		0.716		0.736		0.847		0.862		0.823		0

		21		26.76		26.76		62.3		4379295		 opr		Unnamed protein product [Neisseria meningitidis]		opr						M		OM		24		1.996		1.996		1.996		1.996		1.996		1.996		1.996		0.04		0.035		0.352		0.036		0.061		0.063		0.163

		22		25.35		25.8		67.8		7225366		rpsC		30S Ribosomal protein S3 [Neisseria meningitidis MC58]		rpsC						J		C		17		0.076		0.176		0.236		-0.088		-0.108		0.124		-0.804		0.133		0.095		0.08		0.431		0.58		0.128		0.892

		23		24.47		26.34		76		50400793		rplE		50S Ribosomal protein L5 [Neisseria meningitidis Z2491]		rplE						J		C		16		0.124		0.016		0.124		0.164		0.048		0.12		-0.744		0.041		0.083		0.047		0.05		0.076		0.05		0.987

		24		24.42		26.38		63.5		313667444		rplB		50S Ribosomal protein L2 [Neisseria lactamica ST-640]		rplBa		15676072				J		C		13

		25		24.05		24.77		42.1		254804638		pnp		Polyribonucleotide nucleotidyltransferase [Neisseria meningitidis alpha14]		pnp						F		C		14		-0.068		0.124		0.128		0.176		0.064		-0.048		-0.516		0.839		0.183		0.229		0.159		0.368		0.923		0.019

		26		23.71		23.87		74.4		7225377		rpsE		30s Ribosomal protein S5 [Neisseria meningitidis MC58]		rpsE						J		C		13		-0.236		-0.192		0.088		-0.1		-0.052		-0.156		-0.688		0.756		0.646		0.389		0.504		0.74		0.509		0.809

		27		23.66		24.9		53.2		254804089		tsf		Elongation factor EF-Ts [Neisseria meningitidis alpha14]		tsf						J		C		12		-0.028		-0.112		-0.136		0.024		-0.224		-0.08		-0.912		0.532		0.7		0.901		0.432		0.712		0.501		0.421

		28		23.46		25.4		34.1		7226554		tig		Trigger factor [Neisseria meningitidis MC58]		tig						O		C		13		-0.084		-0.452		-0.112		0.088		-0.184		-0.112		-0.948		0.39		0.093		0.569		0.154		0.448		0.475		0.009

		29		22.56		23.07		52.7		81857552		atpD		ATP synthase subunit beta [Neisseria meningitidis MC58]		atpD						C		C		13		-0.672		-1.24		-1.236		-0.668		-1.244		-1.308		-1.972		0.614		0.693		0.345		0.559		0.261		0.372		0.049

		30		22.22		22.53		61.2		75507306		rpsD		30S Ribosomal protein S4 [Neisseria gonorrhoeae FA 1090]		rpsDa		15676094				J		C		15		0.28		0.328		0.396		0.512		0.46		0.364		-0.676		0.608		0.312		0.314		0.131		0.229		0.409		0.273

		31		21.62		22.31		30.1		325197831		ppsA		Phosphoenolpyruvate synthase [Neisseria meningitidis G2136]		ppsA						G		C		13		-0.28		-0.38		-0.072		-0.352		-0.704		-0.344		-0.828		0.745		0.886		0.519		0.837		0.545		0.789		0.793

		32		21.59		22.43		65.7		325138633		NMBES14902_0722		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis ES14902]		NMB1567a		15677418		Macrophage infectivity potentiator		O		OM		12		0.196		0.5		0.352		0.332		0.324		0.352		-0.936		0.261		0.064		0.158		0.192		0.178		0.069		0.032

		33		21.32		21.41		43.9		7226200		sucD		Succinyl-CoA synthetase, alpha subunit [Neisseria meningitidis MC58]		sucD						C		C		18		-0.156		-0.288		0.02		0.088		-0.092		-0.004		-0.728		0.309		0.094		0.108		0.169		0.956		0.294		0.065

		34		21.21		21.68		68.6		60392859		rmpM		Outer membrane protein class 4 - Precursor [Neisseria meningitidis Z2491]		rmpM						M		OM		27		-0.584		-0.588		-0.088		-0.416		-0.224		-0.264		-1.256		0.002		0		0.298		0.001		0.234		0.138		0.008

		35		20.78		20.78		66		7225355		rpsG		30S Ribosomal protein S7 [Neisseria meningitidis MC58]		rpsG						J		C		12		-0.164		-0.272		-0.172		-0.124		-0.188		-0.112		-0.916		0.059		0.016		0.111		0.027		0.013		0.046		0.029

		36		20.03		20.88		62.2		7225360		rplC		50S Ribosomal protein L3 [Neisseria meningitidis MC58]		rplC						J		C		11		0.188		-0.168		0.052		-0.008		0.028		-0.104		-0.96		0.082		0.189		0.657		0.428		0.385		0.09		0.035

		37		19.46		20.15		0.463415		7225348		rplL		50S Ribosomal protein L7/L12 [Neisseria meningitidis MC58]		rplL						J		C		11		-0.024		0.032		-0.008		-0.056		0.02		0.032		-0.32		0.336		0.691		0.222		0.187		0.172		0.065		0.474

		38		19.23		21.68		34.8		241760002		eno		Phosphopyruvate hydratase [Neisseria flavescens SK114]		enoa		15677152				G		C		10		-0.124		0		-0.176		0.192		-0.244		0.052		-0.66		0.412		0.443		0.247		0.124		0.408		0.415		0.394

		39		18.95		19.19		42.9		81784052		rplF		50S Ribosomal protein L6 [Neisseria meningitidis Z2491]		rplF						J		C		10		0.308		0.376		0.136		0.5		0.524		0.252		-0.6		0.236		0.215		0.279		0.184		0.113		0.268		0.541

		40		18.43		19.12		70.6		325207831		tcyA		L-Cysteine ABC transporter, periplasmic L-cystine-binding protein [Neisseria meningitidis NZ-05/33]		tcyA						E		P		10		0.34		0.432		0.088		0.464		0.28		0.32		-0.856		0.222		0.169		0.463		0.141		0.328		0.237		0.792

		41		18.19		18.53		68.9		7225361		rplD		50S Ribosomal protein L4 [Neisseria meningitidis MC58]		rplD						J		C		13		0.212		-0.164		0.1		0.028		0.032		-0.044		-0.876		0.091		0.229		0.113		0.258		0.62		0.247		0.729

		42		17.81		17.81		33.1		7228848		gna1946		Outer membrane lipoprotein GNA1946 [Neisseria meningitidis]		gna1946						R		OM		9		-0.312		-0.12		0.3		0.256		0.328		0.08		-0.372		0.101		0.917		0.303		0.32		0.241		0.308		0.744

		43		17.31		17.44		50		7225386		rpoA		DNA-directed RNA polymerase, alpha subunit [Neisseria meningitidis MC58]		rpoA						K		C		7		0.028		-0.36		-0.184		0.208		-0.192		0.024		-0.556		0.351		0.91		0.883		0.319		0.474		0.247		0.911

		44		17.03		18.11		31.6		349608924		HMPREF1028_00313		Hypothetical protein HMPREF1028_00313 [Neisseria sp. GT4A_CT1]		gutBa		385853705		gutB gene product [Neisseria meningitidis H44/76]		ER		C		11		-1.184		-0.828		-0.932		-0.052		-0.592		-0.692		-1.628		0.017		0.075		0.043		0.368		0.117		0.012		0.014

		45		16.97		17.74		86.8		325207634		rplS		50S Ribosomal protein L19 [Neisseria meningitidis NZ-05/33]		rplS						J		C		11		0.236		0.228		0.172		0.004		0.236		0.04		-0.424		0.155		0.121		0.193		0.548		0.344		0.331		0.244

		46		16.81		16.9		41		325207146		NMBNZ0533_0109		LysM domain protein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_0109						S		U		9		0.428		0.292		0.444		0.472		0.496		0.216		-0.084		0.016		0.077		0.017		0.015		0.017		0.099		0.121

		47		16.68		17.76		22.9		325206215		sucA		Oxoglutarate dehydrogenase, E1 component [Neisseria meningitidis M04-240196]		sucA						C		C		8		-0.892		-0.36		-0.2		0.04		-0.264		-0.1		-1.252		0.398		0.962		0.859		0.58		0.838		0.776		0.54

		48		16.58		17.31		35.2		325207991		NMBNZ0533_1006		Dihydrolipoyl dehydrogenase [Neisseria meningitidis NZ-05/33]		lpdA1a		15676850		Dihydrolipoamide dehydrogenase		C		C		9		-0.08		-0.348		-0.024		0.344		-0.392		0.004		-0.328		0.751		0.427		0.854		0.855		0.262		0.136		0.845

		49		16.42		16.42		74.2		325208946		NMBNZ0533_2030		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33] (MC58 adhesin component NMB2095)		NMBNZ0533_2030						Hypothetical No related COG		U		10		0.148		0.456		0.58		0.404		-0.48		0.016		-1.264		0.399		0.241		0.213		0.224		0.576		0.68		0.194

		50		16.25		19.99		24.4		313667427		rpoC		DNA-directed RNA polymerase beta' chain [Neisseria lactamica ST-640]		rpoCa		15676061				J		C		8		0.536		0.012		-0.052		-0.028		-0.384		0.016		-1.156		0.081		0.147		0.398		0.401		0.292		0.242		0

		51		16.24		16.82		26.4		317164490		NGTW08_1063		Putative dihydrolipoamide dehydrogenase [Neisseria gonorrhoeae TCDC-NG08107]		lpdA2a		15677210		Dihydrolipoamide dehydrogenase (E3 component)		C		C		7		-0.212		-0.192		-0.216		-0.192		-0.588		-0.208		-0.9		0.72		0.155		0.544		0.485		0.888		0.725		0.836

		52		15.81		16.15		71		7225371		rplX		50S Ribosomal protein L24 [Neisseria meningitidis MC58]		rplX						J		C		8		-0.26		-0.684		-0.26		-0.132		-0.076		0.072		-1.608		0.321		0.127		0.633		0.227		0.566		0.647		0.013

		53		15.35		15.4		60.5		7226114		rplY		50S Ribosomal protein L25 [Neisseria meningitidis MC58]		rplY						J		C		10		-0.292		-0.392		0.3		-0.052		0.108		-0.064		-1.148		0.972		0.322		0.239		0.466		0.423		0.527		0.719

		54		15.1		15.57		42.7		254672897		ilvC		Ketol-acid reductoisomerase [Neisseria meningitidis alpha275]		ilvC						EH		C		9		-0.628		-0.42		-0.604		-0.108		-0.184		-0.48		-1.032		0.656		0.957		0.029		0.532		0.522		0.919		0.022

		55		14.94		15.25		85.4		81783919		rpsO		30S Ribosomal protein S15 [Neisseria meningitidis Z2491]		rpsO						J		C		7		-0.072		-0.104		-0.04		0.172		-0.168		0.004		-0.536		0.924		0.567		0.561		0.253		0.247		0.386		0.253

		56		14.45		15.03		25.2		7226819		acnB		Aconitate hydratase 2 [Neisseria meningitidis MC58]		acnB						C		C		6		-0.544		-0.192		-0.108		0.316		-0.092		-0.272		-1.108		0.052		0.421		0.456		0.066		0.333		0.444		0.009

		57		14.08		15.82		35.2		325207717		maeB		Malate dehydrogenase [Neisseria meningitidis NZ-05/33]		maeB						C		C		8		-0.812		-0.388		-0.384		0.384		0.072		0.112		-1.04		0.048		0.582		0.208		0.345		0.768		0.417		0.128

		58		13.83		13.98		62.9		349610873		HMPREF1028_02172		50S Ribosomal protein L13 [Neisseria sp. GT4A_CT1]		rplMa		15677879				J		C		8		0.124		0.108		-0.004		0.1		-0.208		0.068		-0.928		0.555		0.716		0.141		0.592		0.099		0.358		0.023

		59		13.8		14.08		51.2		7225354		rpsL		30S Ribosomal protein S12 [Neisseria meningitidis MC58]		rpsL						J		C		7		0.14		0.196		0.08		0.092		0.18		0.036		-0.444		0.306		0.387		0.547		0.561		0.225		0.281		0.977

		60		13.4		14.34		25.7		297250485		NEIPOLOT_01458		Dihydrolipoyllysine-residue acetyltransferase E2 component of pyruvate dehydrogenase complex [Neisseria polysaccharea ATCC 43768]		aceFe		15677208		Dihydrolipoamide acetyltransferase		C		C		7		0.016		0.16		-0.156		0.12		-0.02		-0.316		-0.792		0.455		0.53		0.502		0.331		0.332		0.447		0.928

		61		13.14		15.62		26.6		7225689		potD-1		Spermidine/putrescine ABC transporter, [Neisseria meningitidis MC58]		potD-1						E		P		9		-0.328		-0.328		0.192		-0.48		-0.388		0.288		-0.432		0.444		0.713		0.418		0.774		0.623		0.195		0.555

		62		12.9		13.9		20.6		325198178		metE		5-Methyltetrahydropteroyltriglutamate-- homocysteine S-methyltransferase [Neisseria meningitidis G2136]		metE						E		C		6		0.136		0		-0.62		0.22		-0.212		-0.08		-1.08		0.364		0.802		0.031		0.342		0.682		0.697		0.004

		63		12.83		12.95		46.1		6692578		hemO		HemO [Neisseria meningitidis]		hemO						P		U		6		0.068		0.012		0.296		-0.176		0.096		-0.408		-0.584		0.566		0.506		0.277		0.72		0.461		0.704		0.442

		64		12.71		12.79		59.2		7226024		NMB0791		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis MC58]		NMB0791						O		C		7		-0.276		-0.368		-0.428		-0.104		-0.26		-0.24		-0.948		0.226		0.226		0.124		0.381		0.212		0.201		0.216

		65		12.52		14.77		74.3		7225365		rplV		50S Ribosomal protein L22 [Neisseria meningitidis MC58]		rplV						J		C		8		0.296		0.368		0.144		0.328		0.208		0.452		-0.688		0.251		0.291		0.406		0.256		0.22		0.135		0.961

		66		12.48		13.27		27.6		7226193		gltA		Citrate synthase [Neisseria meningitidis MC58]		gltA						C		C		7		-0.592		-0.068		-0.732		0.088		-0.288		-0.048		-1.272		0.918		0.481		0.038		0.425		0.689		0.33		0.167

		67		12.06		12.88		32.4		7225651		ftsZ		Cell division protein FtsZ [Neisseria meningitidis MC58]		ftsZ						D		C		6		0.208		0.108		-0.132		0.096		-0.136		0.132		-0.708		0.364		0.211		0.454		0.312		0.634		0.561		0.975

		68		12		12		58.7		325208428		NMBNZ0533_1464		Putative lipoprotein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_1464						Putative No related COG		U		9		-0.36		0.104		1.156		-0.328		0.248		0.104		-0.528		0.194		0.346		0.108		0.075		0.305		0.368		0.407

		69		11.85		14.19		30.1		9910686		glyA		Serine hydroxymethyltransferase [Neisseria meningitidis MC58]		glyA						E		C		7		-0.12		-0.388		-0.048		0.2		0.016		-0.164		-0.54		0.544		0.261		0.268		0.694		0.71		0.977		0.959

		70		11.82		13.09		58.3		7225358		rpsJ		30S Ribosomal protein S10 [Neisseria meningitidis MC58]		rpsJ						J		C		7		0.164		0.124		0.18		0.304		0.256		0.096		-0.416		0.727		0.703		0.958		0.492		0.952		0.998		0.685

		71		11.8		11.93		30.2		7226831		hisB		Imidazoleglycerol-phosphate dehydratase [Neisseria meningitidis MC58]		hisB						E		C		7		-0.188		0.108		0.044		0.092		0		-0.408		-0.536		0.501		0.269		0.457		0.216		0.107		0.523		0.745

		72		11.59		12.06		65.3		81785149		rplO		50S Ribosomal protein L15 [Neisseria meningitidis MC58]		rplO						J		C		6		-0.14		-0.116		-0.26		-0.268		0.336		0.304		-1.172		0.769		0.7		0.96		0.699		0.157		0.287		0.269

		73		11.49		11.62		54.1		81785148		rplQ		50S Ribosomal protein L17 [Neisseria meningitidis MC58]		rplQ						J		C		6		0.06		-0.176		-0.18		-0.08		-0.248		-0.408		-1.016		0.519		0.164		0.873		0.632		0.634		0.91		0.59

		74		11.43		11.56		50.8		75432531		rpsF		30S Ribosomal protein S6 [Neisseria gonorrhoeae FA 1090]		rpsFa		15677189				J		C		7		-0.912		-0.668		-0.528		-0.328		-0.592		-0.328		-1.552		0.031		0.272		0.372		0.507		0.247		0.441		0.168

		75		11.31		11.8		49.4		7225347		rplJ		50S Ribosomal protein L10 [Neisseria meningitidis MC58]		rplJ						J		C		6		0.156		0.072		-0.232		0.088		-0.236		-0.436		-0.856		0.382		0.359		0.264		0.699		0.592		0.264		0.322

		76		11.28		11.83		51.6		81783922		rplN		50S Ribosomal protein L14 [Neisseria meningitidis Z2491]		rplN						J		C		6		-0.168		-0.052		0.02		0.048		-0.028		-0.264		-0.98		0.281		0.517		0.299		0.632		0.806		0.455		0.226

		77		10.96		11.06		67.4		7225364		rpsS		30S Ribosomal protein S19 [Neisseria meningitidis MC58]		rpsS						J		C		5		-0.184		-0.128		0.208		0.252		-0.232		0.188		-0.656		0.337		0.398		0.73		0.518		0.683		0.183		0.294

		78		10.95		11.47		51.6		340363613		tig2		Trigger factor [Neisseria macacae ATCC 33926]		rpsTf		15676374		30S Ribosomal protein S20		J		C		5		-0.272		-0.404		-0.3		-0.072		-0.112		-0.408		-1.292		0.665		0.158		0.437		0.867		0.844		0.444		0.075

		79		10.63		10.68		51.5		284796534		NEISUBOT_04588		Ribosomal protein L16 [Neisseria subflava NJ9703]		rplPa		15676076				J		C		5		0.124		-0.18		-0.128		-0.148		-0.196		-0.024		-0.832		0.278		0.113		0.105		0.053		0.144		0.561		0.088

		80		10.62		10.78		56.1		7226708		NMB1468		Hypothetical protein NMB1468 [Neisseria meningitidis MC58]		NMB1468						Hypothetical No related COG		P		5		0.828		1.084		0.748		1.032		0.608		0.68		-0.752		0.116		0.049		0.056		0.053		0.087		0.061		0.487

		81		10.58		43.7		84.7		89276863		porA		Outer membrane protein class 1 [Neisseria meningitidis]		porA						M		OM		54

		82		10.26		10.75		77.1		325207369		groS		Chaperonin GroS [Neisseria meningitidis NZ-05/33]		groS						O		C		7		-0.212		0.132		-0.812		0.26		-0.196		0.112		-1.212		0.971		0.621		0.015		0.533		0.634		0.492		0.002

		83		10.2		11.69		18.8		325204497		NMBM01240355_1442		Cytochrome C biogenesis protein transmembrane region [Neisseria meningitidis M01-240355]		dipZe		15677372		Thiol:disulfide interchange protein		OC		CM		6		0.604		0.916		-0.472		-0.532		0.564		0.304		-0.884		0.297		0.221		0.493		0.499		0.296		0.301		0.283

		84		9.97		10.82		33.5		325140643		NMBCU385_0690		Universal stress protein family [Neisseria meningitidis CU385]		NMBCU385_0690						T		U		5		-1.208		-1.384		-0.332		-0.324		-1.084		0.024		-0.992		0.033		0.042		0.339		0.297		0.205		0.315		0.262

		85		9.93		10.14		70.1		81857431		rpsQ		30S Ribosomal protein S17 [Neisseria meningitidis Z2491]		rpsQ						J		C		6		-0.28		0.16		0.208		0.108		0.036		-0.056		-0.976		0.467		0.688		0.698		0.857		0.699		0.648		0.387

		86		9.48		9.54		74.6		7227318		rpsI		30S Ribosomal protein S9 [Neisseria meningitidis MC58]		rpsI						J		C		6		0.028		0.124		0.048		-0.208		0.032		0.044		-0.68		0.383		0.414		0.653		0.952		0.597		0.526		0.157

		87		9.41		11.53		54.6		5825526		nspA		Surface protein A [Neisseria meningitidis]		nspA						M		OM		7		-0.552		-1.072		0.048		-0.592		-0.38		-0.216		-1.068		0.022		0		0.147		0.004		0.014		0.061		0.038

		88		9.2		11		19.6		284799853		NEISUBOT_04444		Isocitrate dehydrogenase, NADP-dependent [Neisseria subflava NJ9703]		icde		161869830		Isocitrate dehydrogenase [Neisseria meningitidis 053442]		C		C		6		-0.44		-0.024		-0.376		-0.084		-0.344		-0.144		-1.056		0.257		0.884		0.39		0.854		0.786		0.699		0.097

		89		9.04		9.87		49		7227050		NMB1796		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1796						Hypothetical R		C		6		-0.82		-0.98		-0.236		-0.812		-0.744		-0.856		-1.516		0.069		0.023		0.223		0.107		0.076		0.045		0

		90		8.87		8.87		65.3		325138254		rplI		Ribosomal protein L9 [Neisseria meningitidis ES14902]		rplIa		15677186				J		C		5		0		0.032		0.1		0.172		0.032		0.168		-0.444		0.55		0.526		0.631		0.509		0.656		0.534		0.753

		91		8.87		8.87		37.2		9910705		NMB1533		Outer membrane protein H.8 - Precursor [Neisseria meningitidis MC58] (azurin)		NMB1533						C		OM		6		-0.48		-0.056		-0.168		-0.076		-0.444		-0.452		-0.692		0.151		0.841		0.664		0.744		0.508		0.243		0.399

		92		8.66		9.08		78.6		73621630		rplR		50S Ribosomal protein L18 [Neisseria meningitidis MC58]		rplR						J		C		5		0.524		0.3		0.048		-0.016		-0.48		-0.252		-1.004		0.391		0.433		0.748		0.522		0.682		0.674		0.009

		93		8.65		9.05		80.3		7226563		rpsR		30S Ribosomal protein S18 [Neisseria meningitidis MC58]		rpsR						J		C		4		0.124		-0.396		0.148		-0.188		-0.02		-0.284		-0.108		0.403		0.829		0.37		0.545		0.442		0.632		0.117

		94		8.56		8.68		65.6		7225545		rpmA		50S Ribosomal protein L27 [Neisseria meningitidis MC58]		rpmA						J		C		4		-0.056		-0.06		0.044		-0.076		-0.108		0.02		-0.452		0.695		0.544		0.442		0.611		0.605		0.527		0.55

		95		8.52		8.93		45.2		161870463		hisJ		Polar amino acid transport system substrate-binding protein [Neisseria meningitidis 053442]		hisJ						E		P		4		0.492		0.556		0.712		0.728		0.832		-0.348		-0.532		0.39		0.319		0.464		0.351		0.311		0.325		0.645

		96		8.51		9.63		66.4		75355452		rpsK		30S Ribosomal protein S11 [Neisseria gonorrhoeae FA 1090]		rpsKa		15676093				J		C		5		0.072		0.144		0.312		0.148		0.3		0.176		-0.816		0.352		0.753		0.359		0.701		0.146		0.136		0.958

		97		8.42		10.93		37.5		325208457		NMBNZ0533_1494		Propionate/acetate kinase [Neisseria meningitidis NZ-05/33]		ackA1a		121635189		Acetate kinase [Neisseria meningitidis FAM18]		C		C		8		-0.692		-0.18		-0.26		0.08		-0.024		-0.068		-1.096		0.807		0.627		0.663		0.627		0.777		0.837		0.893

		98		8.42		8.42		15.9		7227062		pilM		PilM protein [Neisseria meningitidis MC58]		pilM						D		UM		4		-0.004		-0.064		0.432		-0.236		0.26		-0.44		-0.62		0.339		0.441		0.259		0.543		0.226		0.481		0.677

		99		8.29		9.79		66.3		7226469		hupB		DNA-binding protein HU-beta [Neisseria meningitidis MC58]		hupB						L		C		7		-0.328		-0.752		0.132		-0.384		-0.272		0.136		-1.152		0.216		0.021		0.61		0.947		0.478		0.78		0.143

		100		8.22		8.27		31.1		7225825		NMB0595		DNA-binding response regulator [Neisseria meningitidis MC58]		NMB0595						TK		C		5		-0.308		-0.216		-0.348		0.16		-0.624		-0.324		-0.876		0.239		0.489		0.125		0.313		0.076		0.439		0.278

		101		8.1		10.65		20.3		313668607		sdhA		Succinate dehydrogenase flavoprotein subunit [Neisseria lactamica ST-640]		sdhAa		15676843				C		CM		6		-0.2		-0.108		0.072		0.04		0.056		-0.012		-1.404		0.583		0.721		0.321		0.607		0.964		0.386		0.029

		102		8		8.06		43.3		7226073		NMB0838		Cold-shock domain family protein [Neisseria meningitidis MC58]		NMB0838						K		C		4		0.152		-0.116		-0.208		0.176		-0.156		0.152		-0.172		0.464		0.567		0.629		0.496		0.602		0.521		0.133

		103		7.88		7.88		27.8		7225344		rplK		50S Ribosomal protein L11 [Neisseria meningitidis MC58]		rplK						J		C		3		-1.344		-1.972		-0.768		-1.252		-0.568		-0.648		-0.872		0.091		0.057		0.131		0.099		0.963		0.704		0.19

		104		7.79		8.89		31.7		59801339		NGO0948		Hypothetical protein NGO0948 [Neisseria gonorrhoeae FA 1090]		NMB0928a		15676822		Hypothetical protein NMB0928		Hypothetical No related COG		CM		4		0.144		0.14		0.184		-0.204		-0.272		-0.044		-1.176		0.711		0.074		0.825		0.31		0.805		0.616		0.005

		105		7.76		7.78		39.5		325135513		fabG		3-Oxoacyl-(acyl-carrier-protein) reductase [Neisseria meningitidis M0579]		fabG						QR		C		4		0.088		-0.04		0.14		0.176		0.388		-0.364		1.068		0.655		0.53		0.996		0.551		0.324		0.802		0.012

		106		7.7		7.76		26.9		7226175		efp		Elongation factor P (EF-P) [Neisseria meningitidis MC58]		efp						J		C		4		-0.324		-0.408		-0.84		0.196		-0.424		-0.084		-0.944		0.791		0.654		0.802		0.496		0.8		0.613		0.244

		107		7.41		7.76		26.7		9911105		recA		Recombinase A [Neisseria meningitidis Z2491]		recA						L		C		4		-0.52		-0.236		0.068		-0.64		-0.1		0.204		-1.6		0.23		0.809		0.473		0.511		0.375		0.293		0.026

		108		7.28		9.1		20.2		325207248		prlC		Oligopeptidase A [Neisseria meningitidis NZ-05/33]		prlC						E		C		3		0.112		0.236		0.048		0.256		0.332		0.224		-0.12		0.731		0.643		0.559		0.416		0.253		0.531		0.338

		109		7.14		7.54		32.7		5051448		opcA		OpcA protein [Neisseria meningitidis]		opcA						M		OM		4		0.168		0.412		0.1		-0.472		0.264		0.324		-1.032		0.699		0.502		0.933		0.337		0.519		0.556		0.165

		110		7.13		9.62		25.5		325207990		sucB		Dihydrolipoyllysine-residue succinyltransferase, E2 component of oxoglutarate dehydrogenase succinyl-transferring complex [Neisseria meningitidis NZ-05/33]		sucB						C		C		6		-0.304		-0.232		-0.24		-0.152		-0.184		-0.144		-0.956		0.317		0.243		0.53		0.522		0.27		0.857		0.177

		111		6.81		6.87		43.1		349522		pilE		Pilus structural subunit [Neisseria meningitidis]		pilE						N		E		4		1.564		1.6		0.636		0.764		0.604		0.78		1.044		0.001		0.001		0.001		0.033		0.001		0.033		0.027

		112		6.8		7.89		18.8		293399469		NGNG_01453		Cell division protease FtsH [Neisseria gonorrhoeae F62]		ftsHa		15676696				D		CM		6		0.812		0.376		0.464		0.152		0.448		0.34		-0.624		0.209		0.239		0.298		0.332		0.251		0.259		0.035

		113		6.68		6.9		17.3		269144731		NEICINOT_04777		Glutamate dehydrogenase [Neisseria cinerea ATCC 14685]		gdhAa		15677557				E		UM		4		0.568		0.48		0.596		0.42		0.7		0.54		-0.7		0.359		0.439		0.37		0.477		0.316		0.349		0.14

		114		6.67		6.88		24.3		7226723		NMB1483		Putative lipoprotein NlpD [Neisseria meningitidis MC58]		NlpD						M		UM		4		0.712		0.02		-0.124		0.784		0.072		0.656		-0.408		0.003		0.881		0.01		0.003		0.008		0.003		0.159

		115		6.47		6.68		66.3		7225373		rpsN		30S Ribosomal protein S14 [Neisseria meningitidis MC58]		rpsN						J		C		3		0.056		0.152		0.228		0.02		0.072		0.012		-0.672		0.381		0.165		0.138		0.18		0.997		0.08		0.439

		116		6.4		6.56		60.5		7225950		rplT		50S Ribosomal protein L20 [Neisseria meningitidis MC58]		rplT						J		C		3		-0.244		-0.052		-0.02		0.072		-0.448		-0.072		-0.892		0.757		0.978		0.81		0.282		0.262		0.967		0.121

		117		6.33		22.65		51.5		254672740		opa7		Opacity protein and related surface antigens [Neisseria meningitidis alpha275]		opa7						M		OM		20		0.46		0.608		-0.276		0.616		-0.444		0.124		-1.328		0.03		0.029		0.067		0.029		0.183		0.204		0.067

		118		6.26		6.54		38.5		7225374		rpsH		30S Ribosomal protein S8 [Neisseria meningitidis MC58]		rpsH						J		C		3		0.408		-0.16		0.084		-0.044		0.172		0.032		-0.612		0.002		0.006		0.003		0.007		0.002		0.003		0.002

		119		6.1		6.88		17.6		340361016		carA		Carbamoyl-phosphate synthase, small subunit [Neisseria macacae ATCC 33926]		carAa		15677684				EF		C		3		0.188		-0.796		-0.148		0.428		-0.492		0.072		-1.044		0.908		0.192		0.827		0.412		0.574		0.853		0.231

		120		6		6.53		35.6		7226702		ssb		Single-strand binding protein [Neisseria meningitidis MC58]		ssb						L		C		3		-0.608		-0.36		0.308		-0.076		-0.02		-0.048		-0.436		0.015		0.043		0.603		0.065		0.053		0.053		0.028

		121		5.71		5.99		26.4		7226190		sdhB		Succinate dehydrogenase, iron-sulfur protein [Neisseria meningitidis MC58]		sdhB						C		CM		3		-0.852		-0.44		-0.356		0.04		-0.56		-0.52		-1.588		0.008		0.022		0.029		0.543		0.032		0.01		0.004

		122		5.7		6.14		27.4		7225566		NMB0345		Putative cell-binding factor [Neisseria meningitidis MC58]		NMB0345						Putative O		OM		3		0.588		0.584		0.756		0.052		0.584		0.6		-0.256		0.309		0.103		0.201		0.116		0.309		0.244		0.004

		123		5.68		5.92		36.1		81543069		secB		Protein-export protein secB [Neisseria meningitidis Z2491]		secB						N		C		5		-0.564		-0.56		-0.064		-0.424		-0.564		-0.048		-0.836		0.039		0.046		0.092		0.014		0.014		0.464		0.02

		124		5.64		5.64		71.1		325207795		hfq		RNA chaperone Hfq [Neisseria meningitidis NZ-05/33]		hfq						R		C		5		0.16		-0.836		0.516		0.224		0.116		0.156		-0.836		0.022		0.006		0.114		0.072		0.018		0.023		0.006

		125		5.55		7.71		39.5		7225406		frr		Ribosome recycling factor [Neisseria meningitidis MC58]		frr						J		C		4		0.176		0.008		-0.512		-0.472		-0.244		-0.3		-1.144		0.819		0.288		0.195		0.234		0.71		0.304		0.11

		126		5.53		6.09		28.8		291044214		NGMG_00025		Ribose-phosphate pyrophosphokinase [Neisseria gonorrhoeae DGI2]		prsAa		15676771				FE		C		3		0.448		0.072		0.352		0.008		-0.168		0.008		-0.792		0.007		0.007		0.004		0.007		0.01		0.202		0.07

		127		5.44		7.07		13.2		284797755		NEISUBOT_03099		Carbamoyl-phosphate synthase, large subunit [Neisseria subflava NJ9703]		carBe		15677690				EF		C		4		0.464		0.192		0.016		0.376		0.176		-0.168		-0.816		0.505		0.664		0.848		0.565		0.706		0.874		0.083

		128		5.23		5.31		37.6		325136526		greA		Transcription elongation factor greA [Neisseria meningitidis M0579]		greA						K		C		3		0.028		-0.036		0.02		0.116		0.148		-0.004		-0.984		0.622		0.593		0.675		0.045		0.046		0.995		0.065

		129		5.22		5.37		29.7		7225555		dapD		2,3,4,5-Tetrahydropyridine-2,6-dicarboxylate N-succinyltransferase [Neisseria meningitidis MC58]		dapD						E		C		3		-0.732		-0.276		-0.208		0.176		-0.56		-0.076		-1.304		0.098		0.99		0.504		0.694		0.112		0.868		0.007

		130		4.99		5.2		20.9		254805253		gdhA1		Glutamate dehydrogenase [Neisseria meningitidis alpha14]		gdhA1						E		UM		3		-1.068		-0.092		-1.06		-0.292		-0.284		-0.664		-0.72		0.061		0.992		0.025		0.625		0.862		0.027		0.116

		131		4.93		5.62		24.4		325138873		NMBES14902_0317		Bacterial type II secretion system protein F domain protein [Neisseria meningitidis ES14902]		pilGa		15676248		Pilus assembly protein PilG		N		CM		3		0.204		0.768		0.496		0.524		0.34		-0.208		-0.772		0.332		0.125		0.003		0.233		0.002		0.006		0.005

		132		4.88		6.99		9.4		7225598		NMB0378		Putative phosphate permease [Neisseria meningitidis MC58]		NMB0378						Putative P		CM		3		-0.564		-0.352		0.164		0.364		-0.384		-0.592		-1.032		0.032		0.197		0.642		0.159		0.59		0.332		0.015

		133		4.8		4.97		23.6		7225272		pilT-1		Twitching motility protein PilT [Neisseria meningitidis MC58]		pilT-1						N		C		2		-0.356		-0.4		0		0.208		-0.812		-0.448		-0.884		0.364		0.456		0.821		0.715		0.195		0.421		0.348

		134		4.79		5.4		27.6		325207527		pilN		Type IV pilus assembly protein PilN [Neisseria meningitidis NZ-05/33]		pilN						N		CM		2		0.504		0.524		-0.268		0.496		-0.272		0.556		-0.264		0.005		0.003		0.01		0.004		0.182		0.003		0.377

		135		4.74		8.52		23.2		296840734		NEIPOLOT_00159		Septum site-determining protein MinD [Neisseria polysaccharea ATCC 43768]		minDe		15676098				D		C		4		-0.284		0.044		-0.284		0.016		-0.404		0.076		-1.22		0.12		0.923		0.555		0.622		0.597		0.395		0.177

		136		4.73		5.35		20.8		255068437		NEISICOT_03480		Branched-chain-amino-acid transaminase [Neisseria sicca ATCC 29256]		ilvEb		218768887		Branched-chain amino acid aminotransferase [Neisseria meningitidis Z2491]		EH		C		2		0.148		-0.624		0.52		0.132		-0.08		-0.392		0.036		0.441		0.966		0.493		0.21		0.726		0.016		0.216

		137		4.63		4.63		51.9		7225822		rpsP		30S Ribosomal protein S16 [Neisseria meningitidis MC58]		rpsP						J		C		3		-0.116		0		0.096		-0.116		-0.012		0.096		-1.096		0.098		0.168		0.028		0.029		0.163		0.381		0.007

		138		4.54		11.49		23.7		7226843		potD-3		Spermidine/putrescine ABC transporter [Neisseria meningitidis MC58]		potD-3						E		UM		5		0.98		0.528		0.64		-0.384		1.004		0.884		1.348		0.001		0.035		0.001		0.56		0.034		0.035		0.026

		139		4.49		5.04		60.6		81857629		rplW		50S Ribosomal protein L23 [Neisseria meningitidis MC58]		rplW						J		C		3		-0.512		-0.536		-0.316		-0.004		-0.076		-0.816		-1.216		0.035		0.015		0.034		0.206		0.058		0.008		0.013

		140		4.39		4.82		35.3		349610811		HMPREF1028_02110		Dihydrodipicolinate reductase [Neisseria sp. GT4A_CT1]		dapBb		15676130				E		C		2		-1.044		-0.88		-1.608		-0.116		-0.328		-0.34		-1.608		0.086		0.111		0.054		0.537		0.437		0.411		0.054

		141		4.38		5.29		16.6		296840699		NEIPOLOT_00048		Ribonuclease E [Neisseria polysaccharea ATCC 43768]		rnee		15676123				J		C		2		0.824		0.912		-0.54		0		0.604		-0.484		0.244		0.311		0.281		0.042		0.608		0.407		0.064		0.496

		142		4.36		4.93		15.5		325134691		infB		Translation initiation factor IF-2 [Neisseria meningitidis M13399]		infB						J		C		2		0.08		-0.02		0.168		-0.292		-0.872		-0.168		-0.744		0.569		0.317		0.445		0.705		0.196		0.845		0.979

		143		4.29		5.89		11.3		296839833		NEIPOLOT_00410		TspA protein [Neisseria polysaccharea ATCC 43768]		tspAc		15676256				No related COG		OM		3		0.54		-0.164		0.484		0.524		0.732		0.756		0.012		0.05		0.059		0.054		0.05		0.036		0.035		0.044

		144		4.24		4.43		24		7226438		guaB		IMP dehydrogenase [Neisseria meningitidis MC58]		guaB						F		C		2		-0.324		-0.352		-0.468		-0.308		0.584		0.152		-0.072		0.635		0.41		0.105		0.044		0.035		0.037		0.111

		145		4.24		4.24		65.6		81707281		rpmD		50S Ribosomal protein L30 [Neisseria meningitidis MC58]		rpmD						J		C		2		-0.792		-0.612		-0.788		-0.808		-0.952		-0.884		-1.548		0.297		0.383		0.594		0.184		0.476		0.298		0.145

		146		4.23		4.8		28.8		254493006		NGAG_00307		Type IV pilus assembly protein PilO [Neisseria gonorrhoeae 1291]		pilOa		15677647				N		CM		2		-0.692		0.14		0.148		-0.068		-0.452		-0.052		-0.348		0.085		0.223		0.315		0.721		0.567		0.775		0.766

		147		4.14		4.8		16.1		308388760		gcvT		Glycine cleavage system aminomethyltransferase T [Neisseria meningitidis alpha710]		gcvT						E		UM		2		-0.532		-0.172		0.42		0.264		-0.056		-0.148		-1.576		0.006		0.013		0.004		0.005		0.004		0.004		0.041

		148		4.13		4.42		32.7		90109269				Chain B, Putative Phosphatase (Nma1982) [Neisseria meningitidis Z2491]		NMA1982						S		C		3		-0.036		-0.172		0.04		0.392		0.188		-0.516		-1.296		0.942		0.812		0.768		0.486		0.516		0.108		0.05

		149		4.09		4.49		18.6		254673900		siaC		N-acetylneuraminic acid synthetase [Neisseria meningitidis alpha275]		siaC						M		C		2		-0.844		-0.04		-0.168		0.22		0.16		-0.592		-0.12		0.096		0.837		0.346		0.295		0.399		0.127		0.15

		150		4.09		4.14		16.3		269144859		NEICINOT_04548		Ferredoxin--NADP(+) reductase [Neisseria cinerea ATCC 14685]		fpr-1a		15676930				C		C		2		0.24		0.408		-0.98		0.36		0.028		-0.316		-0.98		0.042		0.038		0.055		0.04		0.04		0.054		0.055

		151		4.08		4.08		23.1		319411311		fur		Ferric uptake regulation protein Ferric uptake regulator [Neisseria meningitidis WUE 2594]		fur						P		C		2		-0.58		-0.176		-0.212		0.884		0.564		-0.14		-0.98		0.011		0.017		0.017		0.071		0.316		0.038		0.005

		152		4.07		4.57		22.6		319410025		ppa		Inorganic pyrophosphatase (PPase) [Neisseria meningitidis WUE 2594]		ppa						C		C		4		-0.732		-0.28		-0.264		-0.056		-0.28		-0.92		-1.512		0.104		0.114		0.122		0.734		0.111		0.055		0.055

		153		4.05		4.87		12.1		319410970		ccoP		Cytochrome c oxidase polypeptide III [Neisseria meningitidis WUE 2594]		ccoP						C		U		2		0.74		0.444		0.068		0.228		0.544		0.02		-0.908		0.003		0.004		0.007		0.006		0.003		0.007		0.057

		154		4		27.83		55.2		261393083		NMV_1879		Putative alcohol dehydrogenase (ADH-HT) [Neisseria meningitidis 8013]		adhAa		121634341		Alcohol dehydrogenase [Neisseria meningitidis FAM18]		R		C		17		-0.768		-0.896		-0.772		0.028		-0.02		-0.66		-1.08		0.313		0.227		0.321		0.791		0.938		0.469		0.397

		155		4		4		16.9		7225949		rpmI		50S Ribosomal protein L35 [Neisseria meningitidis MC58]		rpmI						J		C		2		-0.776		-0.184		-1.44		0.028		-0.104		-0.72		-1.104		0.094		0.115		0.055		0.78		0.931		0.159		0.178

		156		4		4		20.2		261392690		NMV_1429		Hypothetical protein NMV_1429 [Neisseria meningitidis 8013]		NMV_1429						Hypothetical No related COG		OM		2		-0.504		-0.504		1.244		-0.504		0.516		-0.504		-0.504		0.054		0.054		0.032		0.054		0.038		0.054		0.054

		157		3.94		4.66		21.9		313668377		thrC		Threonine synthase [Neisseria lactamica ST-640]		thrCe		15676932				E		C		2		-0.448		-0.824		0.044		-0.692		-0.22		-0.492		-1.78		0.429		0.312		0.636		0.437		0.254		0.36		0

		158		3.83		3.9		11.7		325201499		accC		Acetyl-CoA carboxylase, biotin carboxylase [Neisseria meningitidis M01-240149]		accC						I		C		2		-0.236		0.14		-0.14		0.644		0.056		0.076		-0.744		0.007		0.489		0.004		0.003		0.006		0.004		0.188

		159		3.76		39.78		50		325207370		groL		Chaperonin GroL [Neisseria meningitidis NZ-05/33]		groL						O		C		23		-1.956		-1.956		0.096		-0.124		0.224		0.012		-1.956		0.057		0.057		0.666		0.611		0.408		0.935		0.057

		160		3.76		4.26		17		325208815		glnA		Glutamine synthetase, type I [Neisseria meningitidis NZ-05/33]		glnA						E		C		2		0.004		0.36		0.38		0.332		0.328		0.108		0.096		0.64		0.368		0.169		0.365		0.358		0.38		0.007

		161		3.74		5.89		9.3		288576370		NEIMUCOT_06357		Proline dehydrogenase/delta-1-pyrroline-5-carboxylate dehydrogenase [Neisseria mucosa ATCC 25996]		putAe		218768829		Bifunctional proline dehydrogenase/pyrroline-5-carboxylate dehydrogenase [Neisseria meningitidis Z2491]		C		C		2		-1.956		-1.956		-1.956		0.22		-1.956		-1.956		-1.956		0.066		0.066		0.066		0.412		0.066		0.066		0.066

		162		3.67		6.5		17.8		325208526		alaS		Alanyl-tRNA synthetase [Neisseria meningitidis NZ-05/33]		alaS						J		C		2		-0.128		-0.096		-0.068		0.912		0.904		0.904		0.416		0.376		0.472		0.579		0.036		0.037		0.039		0.124

		163		3.63		3.83		61.4		7227209		rpsU		30S Ribosomal protein S21 [Neisseria meningitidis MC58]		rpsU						J		C		2		-0.812		-1.88		-1.364		-0.436		-1.416		-1.536		-1.88		0.036		0.003		0.013		0.157		0.006		0.009		0.003

		164		3.55		3.82		26		325198321		accA		Acetyl-CoA carboxylase, carboxyl transferase, alpha subunit [Neisseria meningitidis G2136]		accA						I		C		2		-0.076		-1.068		-0.052		-0.08		-0.14		-0.524		-1.332		0.293		0.038		0.658		0.474		0.255		0.326		0.009

		165		3.53		4.4		8.8		325208598		gcvP		Glycine dehydrogenase [Neisseria meningitidis NZ-05/33]		gcvP						E		C		2		-0.984		-0.004		-0.984		-0.004		0.08		-0.984		-0.984		0.065		0.051		0.065		0.053		0.507		0.065		0.065

		166		3.51		3.67		60.6		7227356		NMB2094		Hypothetical protein NMB2094 [Neisseria meningitidis MC58]		NMB2094						Hypothetical K		C		2		-1.376		-0.58		0.092		-0.796		-0.1		-0.204		-1.08		0.01		0.056		0.384		0.01		0.441		0.03		0.022

		167		3.48		4.1		25.5		296840243		NEIPOLOT_00015		Phosphoglycerate kinase [Neisseria polysaccharea ATCC 43768]		pgka		121635813		Phospho-glycerate kinase [Neisseria meningitidis FAM18]		G		C		2		-0.668		-0.024		-1.7		-0.436		-1.7		0.06		-0.964		0.27		0.837		0.053		0.864		0.053		0.903		0.148

		168		3.44		3.46		23.4		349610696		HMPREF1028_02004		Peptide deformylase [Neisseria sp. GT4A_CT1]		defa		15676038				J		C		2		-0.604		0.316		-0.752		-0.688		0.236		-0.148		-1.332		0.108		0.425		0.096		0.129		0.565		0.436		0.059

		169		3.42		3.98		12.8		317165411		omp85		Outer membrane protein Omp85 [Neisseria gonorrhoeae TCDC-NG08107]		omp85a		15676109				M		OM		2		0		-0.224		-0.036		-0.144		0.052		-0.168		-0.628		0.895		0.008		0.028		0.046		0.499		0.042		0.018

		170		3.37		3.44		23.2		268604447		NGHG_02090		Lactoylglutathione lyase [Neisseria gonorrhoeae PID1]		gloAe		15676255				E		C		3		-0.468		-0.236		-0.068		0.072		-0.012		-0.42		-1.708		0.334		0.223		0.494		0.43		0.854		0.486		0.015

		171		3.26		3.45		19.3		325207310		NMBNZ0533_0283		SurA/PPIASE domain protein [Neisseria meningitidis NZ-05/33]		surAa		254805678		Putative peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis alpha14]		O		P		2		-1.12		0.144		-1.948		-0.996		0.204		-0.928		-1.948		0.115		0.535		0.06		0.104		0.43		0.146		0.06

		172		3.05		4.02		25.3		325208382		NMBNZ0533_1415		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33]		NMB1437						Hypothetical S		C		2		-0.04		-0.592		-0.244		-0.372		-0.096		-0.62		-1.032		0.644		0.008		0.542		0.722		0.996		0.007		0.012

		173		3		4.67		31.3		325208633		mtrC		Membrane fusion protein MtrC [Neisseria meningitidis NZ-05/33]		mtrC						Q		CM		2		0.596		0.26		0.524		0.632		0.748		-0.132		-0.228		0.509		0.521		0.701		0.479		0.379		0.599		0.107

		174		2.95		3.17		14		317164409		clpX		ATP-dependent protease ATP-binding subunit ClpX [Neisseria gonorrhoeae TCDC-NG08107]		clpXe		15677237				O		C		1		-0.984		0.512		0.116		0.44		0.468		0.088		-0.984		0.07		0.035		0.265		0.036		0.035		0.323		0.07

		175		2.9		3.16		24.5		313668953		grpE		Heat shock protein [Neisseria lactamica ST-640]		grpEa		15676466				O		C		2		-0.024		-0.412		-0.668		-0.216		-0.616		-0.072		-0.812		0.958		0.148		0.254		0.903		0.104		0.785		0.194

		176		2.83		3.28		24.5		325203721		hisA		Phosphoribosylformimino-5-aminoimidazole carboxamide ribotide isomerase [Neisseria meningitidis M01-240355]		hisA						E		C		1		-0.496		0.268		0.592		0.84		-0.496		0.844		0.296		0.866		0.466		0.227		0.232		0.871		0.229		0.472

		177		2.78		3.13		23.8		297250450		mtrE		Multiple transferable resistance system protein MtrE [Neisseria polysaccharea ATCC 43768]		mtrEa		15677561				MN		OM		1		-0.716		-0.052		-0.192		-0.492		-0.532		-0.688		-1.372		0.19		0.938		0.573		0.143		0.277		0.32		0.051

		178		2.78		2.89		53.3		7225383		rpsM		30S Ribosomal protein S13 [Neisseria meningitidis MC58]		rpsM						J		C		2		-0.36		-0.552		-0.804		-0.572		-1.028		-0.12		-0.988		0.524		0.761		0.18		0.436		0.176		0.319		0.963

		179		2.73		3.6		20.1		296839912		NEIPOLOT_00326		Malate dehydrogenase [Neisseria polysaccharea ATCC 43768]		yojHa		15677916		Malate:quinone oxidoreductase 		R		C		1		-0.004		-0.82		-0.108		-0.04		-0.396		-0.26		-0.54		0.896		0.22		0.843		0.938		0.521		0.876		0.563

		180		2.69		2.94		20		288575854		NEIMUCOT_05113		Enoyl-[acyl-carrier-protein] reductase [Neisseria mucosa ATCC 25996]		fabIg		15676251		Enoyl-(acyl carrier protein) reductase 		I		C		2		-1.364		-1.34		-0.628		-0.092		-0.696		-0.108		-1.848		0.149		0.159		0.501		0.734		0.327		0.702		0.046

		181		2.63		2.82		31.2		7225518		dsbA		Thiol:disulfide interchange protein DsbA [Neisseria meningitidis MC58]		dsbA						OC		P		2		-0.544		0.164		-1.24		-0.608		0.192		-0.5		-1.972		0.934		0.509		0.106		0.548		0.378		0.143		0.058

		182		2.57		4.1		12.1		7226713		clpB		ClpB protein [Neisseria meningitidis MC58]		clpB						O		C		3		1.212		0.108		0.088		0.656		0.656		0.536		0.24		0.001		0.293		0.341		0.001		0.001		0.04		0.144

		183		2.53		4.39		18.9		325128778		aspS		Aspartyl-tRNA synthetase [Neisseria meningitidis N1568]		aspS						J		C		2		-0.076		-0.096		0.092		-0.564		0.132		0.064		-0.76		0.531		0.871		0.245		0.792		0.572		0.394		0.47

		184		2.51		2.76		39.2		81783933		rplU		50S Ribosomal protein L21  [Neisseria meningitidis Z2491]		rplU						J		C		1		-0.068		-0.048		0.028		0.008		-0.268		-0.016		-0.972		0.129		0.251		0.109		0.05		0.076		0.154		0.006

		185		2.47		4.34		14.2		269144431		NEICINOT_05035		L Factor [Neisseria cinerea ATCC 14685]		nusAa		15677491		Transcription elongation factor NusA 		K		C		2		0.464		-0.2		-0.716		-0.384		0.196		0.076		-0.656		0.169		0.334		0.021		0.053		0.281		0.361		0.028

		186		2.45		2.56		10.1		325205306		fabF		3-Oxoacyl-(acyl-carrier-protein) synthase II [Neisseria meningitidis M04-240196]		fabF						IQ		C		2		-0.672		-0.452		-0.524		-1.26		-0.792		-0.104		-0.928		0.086		0.114		0.102		0.083		0.216		0.724		0.18

		187		2.42		2.51		31.6		268604467		rpmB		50S Ribosomal protein L28 [Neisseria gonorrhoeae PID1]		rpmBh		15676238				J		C		1		-0.06		-1.408		-0.152		-0.076		-0.912		-0.504		-1.592		0.607		0.049		0.008		0.004		0.081		0.009		0.049

		188		2.4		6.14		13.9		309378739		secA		Preprotein translocase SecA subunit [Neisseria lactamica Y92-1009]		secAa		15677388				N		C		3		-0.056		-0.648		-0.668		0.48		0.592		-0.656		0.572		0.009		0.104		0.105		0.005		0.004		0.106		0.128

		189		2.4		2.5		32.2		59802293		NGO1985		Hypothetical protein NGO1985 [Neisseria gonorrhoeae FA 1090] (MC58 hemolysin NMB2091)		NMB2091a		15677911		Hemolysin		R		P		1		-0.044		0		0.548		0.188		-0.64		0.056		-0.86		0.041		0.968		0.256		0.338		0.049		0.063		0.016

		190		2.34		2.47		10.9		269144852		NEICINOT_04541		Glutamate--cysteine ligase [Neisseria cinerea ATCC 14685]		gshAa		15676924				H		C		1		0.56		-0.936		1.096		0.064		-0.2		0.888		0.456		0.042		0.062		0.034		0.545		0.232		0.039		0.11

		191		2.31		2.43		21.5		81707197		NMB1126		Putative lipoprotein NMB1126/NMB1164; Flags: Precursor [Neisseria meningitidis MC58]		NMB1126						M		U		1		-0.672		-0.064		-0.716		-0.72		-0.684		-0.068		-1.96		0.504		0.731		0.371		0.366		0.485		0.745		0.048

		192		2.29		2.69		18.1		7226938		serS		Seryl-tRNA synthetase [Neisseria meningitidis MC58]		serS						J		C		1

		193		2.27		3.19		13.3		269210385		NEILACOT_03030		Cytochrome c family protein [Neisseria lactamica ATCC 23970] (MC58 cytochrome C5 NMB1677)		NMB1677a		15677525		Cytochrome c5 		C		U		1		-0.144		0.044		0.128		-0.576		-0.512		-0.28		-1.548		0.497		0.303		0.302		0.05		0.04		0.315		0.004

		194		2.27		2.65		19.1		309378859				Unnamed protein product [Neisseria lactamica Y92-1009]		rhlEa		385340268		Putative ATP-dependent RNA helicase rhlE [Neisseria meningitidis G2136]		LKJ		C		1

		195		2.26		2.86		10.2		261391596		pilC2		Type IV pilus-associated protein PilC2 [Neisseria meningitidis 8013]		pilC2						N		OM		1

		1 = Gene name equivalent to serogroup B Neisseria meningitidis (NMB) as per BLAST search; 2 = The equivalent NMB protein name, which is MC58 unless otherwise stated and is the same protein name as original unless otherwise stated.  Cells highlighted in yellow indicate greater than 1.8-fold increase in expression.  Blue cells indicate expression less than 0.2-fold.  Green cells indicate a significance of greater than 95%. Lilac cells indicate a significance between 90% and 94.99% confidence.  Empty ratio cells indicate that insufficient quantitation data was obtained for that protein.  The shared measure of identity of the equivalent NMB protein with the non-meningococcal protein is given in the ‘Gene Name NMB’ column using superscript letters.  Coverage (C) and identity (ID) is represented %C/%ID.  If not otherwise stated coverage is 100%.  A=95-100%ID, b=85-94%ID, c=75-84%ID, d=65-74%ID, e=90-100%/90-100%, f=67%/100%, g=81%/97%, h=65%/100.  COG function codes: Information, storage and processing – J = Translation, ribosomal structure and biogenesis, K = Transcription, L = DNA replication, recombination and repair; Cellular processes – D = Cell division and chromosome partitioning, M = Cell envelope biogenesis, outer membrane, N = Cell motility and secretion, O = Posttranslational modification, protein turnover, chaperones, P = Inorganic ion transport and metabolism, T = signal transduction mechanisms; Metabolism – C = Energy production and conversion, E = Amino acid transport and metabolism, F = Nucleotide transport and metabolism, G = Carbohydrate transport and metabolism, H = Coenzyme transport and metabolism, I = Lipid metabolism; Q = Secondary metabolites biosynthesis, transport, and catabolism; Poorly characterised proteins – R = General function prediction only, S = Function Unknown, No Related COG = Protein does not match to any COG.  Subcellular location codes: C = cytoplasm, CM = Cytoplasmic Membrane, P = Periplasm, OM = Outer membrane, E = Extracellular, UM = Unknown due to multiple possible locations, U = Unknown





Expt 2 H34i

		Table 6.13  Quantitation of proteins detected in iTRAQ Experiment Two compared to H34 strain grown under normal conditions

		Protein N		Unused Prot Score		Total Prot Score		% Cov		GI Accession #		Gene name or locus number		Name		Gene name NMB1		NMB Equivalent GI Accession #		NMB Equivalent Name2		COG		Sub-cellular Location		Peptides (95% Conf.)		log NZ98i :H34i 113:117		log H34 22%RH :H34i 114:117		log H34 30%RH :H34i 115:117		log NZ98 22%RH :H34i 116:117		log Control 2 :H34i 118:117		log Control 1 :H34i 119:117		log NZ98 30%RH :H34i 121:117		P-Value NZ98i :H34i 113:117		P-Value  H34 22%RH :H34i 114:117		P-Value H34 30%RH :H34i 115:117		P-Value NZ98 22%RH :H34i 116:117		P-Value Control 2 :H34i 118:117		P-Value Control 1 :H34i 119:117		P-Value NZ98 30%RH :H34i 121:117

		1		68.5		68.5		69.8		241758467		tuf		Translation elongation factor Tu [Neisseria flavescens SK114]		tufBe		15676052		Elongation factor Tu		JE		C		66		0.004		-0.092		-0.068		0		-0.032		-0.028		-0.528		0.492		0.005		0.101		0.277		0.782		0.813		0.004

		2		61.39		61.39		93.3		270728847		porB		Class 3 outer membrane protein [Neisseria meningitidis]		porB						M		OM		52		-0.424		0.028		0.136		-0.464		-0.128		-0.12		-0.52		0		0.067		0.445		0		0.016		0.015		0

		3		48.97		49.62		85.4		4091875		porA		Porin [Neisseria meningitidis]		porA						M		OM		62		1.096		-0.348		-0.228		1.204		0.388		0.776		0.348		0.084		1		1		0.004		0.001		0.082		0.001

		4		48.09		57.24		92.4		516522		porB		Class 3 outer membrane porin [Neisseria meningitidis]		porB						M		OM		61		0.372		-0.052		0		0.456		0.268		0.28		0.124		0		0.897		0.435		0		0		0		0.002

		5		47.84		49.46		46.9		325207524		pilQ		Type IV pilus secretin PilQ [Neisseria meningitidis NZ-05/33]		pilQ						 N		OM		25		-0.056		0.024		-0.02		-0.028		-0.108		0.08		-0.732		0.117		0.274		0.217		0.221		0.77		0.159		0

		6		47.33		47.89		58		325207993		sucC		Succinate-CoA ligase, beta subunit [Neisseria meningitidis NZ-05/33]		sucC						C		C		26		-0.644		-0.416		-0.092		-0.144		-0.264		-0.14		-1.1		0.01		0.036		0.514		0.493		0.616		0.472		0.358

		7		42.31		42.8		49.5		7225356		fusA		Elongation factor G (EF-G) [Neisseria meningitidis MC58]		fusA						J		C		23		-0.056		0.064		0.092		0.108		0.032		-0.008		-0.696		0.779		0.638		0.682		0.75		0.078		0.17		0.179

		8		42.01		42.01		68.9		7225862		fbpA		Iron(III) ABC transporter, periplasmic binding protein [Neisseria meningitidis MC58]		fbpA						H		P		22		-0.148		-0.06		-0.22		-0.192		-0.136		-0.156		-0.64		0.057		0.089		0.016		0.03		0.016		0.006		0.024

		9		41.43		41.43		50		254672968		groEL		60 kDa Chaperonin [Neisseria meningitidis alpha275]		groEL						O		C		24		-1.376		-0.556		-0.072		-1.172		-0.844		-0.704		-1.48		0.001		0.153		0.42		0.001		0.01		0.024		0.003

		10		39		39.11		50.8		325127688		dnaK		Chaperone protein DnaK [Neisseria meningitidis N1568]		dnaK						O		C		24		-0.24		-0.216		-0.28		-0.208		-0.216		-0.2		-0.968		0.074		0.119		0.108		0.089		0.33		0.518		0.324

		11		33.16		33.83		54.6		81784541		rpsA		30S Ribosomal protein S1 [Neisseria meningitidis MC58]		rpsA						J		C		16		-0.108		-0.052		-0.032		-0.124		-0.072		-0.096		-0.772		0.021		0.219		0.139		0.034		0.828		0.694		0.016

		12		31.95		33.22		43.2		325202575		pta		Phosphate acetyltransferase [Neisseria meningitidis M01-240149]		pta						C		UM		22		-0.216		-0.404		-0.22		-0.116		-0.252		-0.176		-0.728		0.103		0.002		0.163		0.178		0.308		0.829		0.06

		13		31.78		31.88		53.7		7225772		adhP		Alcohol dehydrogenase, propanol-preferring [Neisseria meningitidis MC58]		adhP						R		C		18		0.82		-0.004		-0.004		0.856		-0.044		0.928		-0.672		0.258		0.704		0.496		0.246		0.622		0.194		0.059

		14		30.85		31.07		35.2		81784175		atpA		ATP synthase subunit alpha [Neisseria meningitidis MC58]		atpA						C		C		17		-0.048		0.016		-0.124		-0.12		-0.004		-0.096		-0.816		0.205		0.571		0.256		0.113		0.399		0.106		0.001

		15		29.89		32.07		78.1		325208952		rpsB		30S Ribosomal protein S2 [Neisseria meningitidis NZ-05/33]		rpsB						J		C		18		0.02		0.028		0.06		0		-0.012		0.016		-0.48		0.168		0.112		0.046		0.515		0.102		0.074		0.158

		16		29.76		32.56		32.4		7226585		pdhA		Pyruvate dehydrogenase, E1 component [Neisseria meningitidis MC58]		pdhA						C		C		20		-0.128		-0.032		-0.244		-0.132		-0.24		-0.176		-0.776		0.075		0.027		0.032		0.027		0.006		0.052		0.01

		17		29.69		30.05		52.5		269213565		NEICINOT_03323		Antioxidant, AhpC/TSA family/glutaredoxin [Neisseria cinerea ATCC 14685]		NMB0946e		15676839		Peroxiredoxin 2 family protein/glutaredoxin 		O		U		20		-0.092		-0.588		-0.352		-0.396		-0.36		-0.252		-0.544		0.906		0.022		0.036		0.076		0.808		0.544		0.278

		18		28.88		29.4		52.9		81707226		cysK		Cysteine synthase [Neisseria meningitidis MC58]		cysK						E		C		20		-0.132		-0.28		-0.356		0.128		-1.232		0.196		-1.232		0.209		0.002		0.002		0.014		0.003		0.038		0.003

		19		28.22		28.72		88.3		7225345		rplA		50S Ribosomal protein L1 [Neisseria meningitidis MC58]		rplA						J		C		16		-0.024		0.032		0.008		-0.056		-0.036		0.02		-0.756		0.941		0.441		0.139		0.07		0.992		0.821		0

		20		27.47		29.21		23.9		1325955		rpoB		RNA polymerase beta subunit [Neisseria meningitidis]		rpoB						K		C		15		0.228		0.092		0.088		0.044		0.064		0.072		-0.624		0.847		0.499		0.502		0.165		0.279		0.305		0

		21		26.76		26.76		62.3		4379295		 opr		Unnamed protein product [Neisseria meningitidis]		opr						M		OM		24		-1.552		-0.188		-0.132		-1.26		-0.792		-0.7		-1.424		0.036		0.192		0.709		0.104		0.074		0.014		0.045

		22		25.35		25.8		67.8		7225366		rpsC		30S Ribosomal protein S3 [Neisseria meningitidis MC58]		rpsC						J		C		17		0.08		0.16		0.26		0.316		-0.02		0.208		-0.712		0.431		0.005		0.002		0		0.679		0.003		0.454

		23		24.47		26.34		76		50400793		rplE		50S Ribosomal protein L5 [Neisseria meningitidis Z2491]		rplE						J		C		16		-0.172		-0.04		-0.152		-0.04		-0.112		-0.044		-0.904		0.05		0.86		0.347		0.563		0.462		0.861		0.01

		24		24.42		26.38		63.5		313667444		rplB		50S Ribosomal protein L2 [Neisseria lactamica ST-640]		rplBa		15676072				J		C		13

		25		24.05		24.77		42.1		254804638		pnp		Polyribonucleotide nucleotidyltransferase [Neisseria meningitidis alpha14]		pnp						F		C		14		-0.184		-0.264		-0.076		-0.06		-0.116		-0.24		-0.696		0.159		0.078		0.606		0.449		0.441		0.061		0.005

		26		23.71		23.87		74.4		7225377		rpsE		30s Ribosomal protein S5 [Neisseria meningitidis MC58]		rpsE						J		C		13		0.092		-0.132		-0.116		0.188		0.016		-0.076		-0.668		0.504		0.082		0.455		0.919		0.981		0.424		0.726

		27		23.66		24.9		53.2		254804089		tsf		Elongation factor EF-Ts [Neisseria meningitidis alpha14]		tsf						J		C		12		-0.032		-0.052		-0.14		-0.164		-0.252		-0.108		-0.928		0.432		0.458		0.31		0.215		0.306		0.455		0.019

		28		23.46		25.4		34.1		7226554		tig		Trigger factor [Neisseria meningitidis MC58]		tig						O		C		13		-0.096		-0.176		-0.552		-0.208		-0.272		-0.204		-1.044		0.154		0.268		0.073		0.32		0.258		0.292		0.007

		29		22.56		23.07		52.7		81857552		atpD		ATP synthase subunit beta [Neisseria meningitidis MC58]		atpD						C		C		13		0.66		0.016		-0.52		-0.672		-0.652		-0.588		-1.332		0.559		0.914		0.812		0.557		0.381		0.619		0.052

		30		22.22		22.53		61.2		75507306		rpsD		30S Ribosomal protein S4 [Neisseria gonorrhoeae FA 1090]		rpsDa		15676094				J		C		15		-0.52		-0.212		-0.164		-0.06		-0.032		-0.128		-1.16		0.131		0.102		0.259		0.249		0.426		0.24		0.026

		31		21.62		22.31		30.1		325197831		ppsA		Phosphoenolpyruvate synthase [Neisseria meningitidis G2136]		ppsA						G		C		13		0.344		0.096		-0.052		0.248		-0.356		-0.004		-0.436		0.837		0.713		0.55		0.453		0.098		0.516		0.849

		32		21.59		22.43		65.7		325138633		NMBES14902_0722		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis ES14902]		NMB1567a		15677418		Macrophage infectivity potentiator		O		OM		12		-0.34		-0.08		0.208		0.16		0.036		0.068		-1.324		0.192		0.621		0.785		0.94		0.522		0.199		0.462

		33		21.32		21.41		43.9		7226200		sucD		Succinyl-CoA synthetase, alpha subunit [Neisseria meningitidis MC58]		sucD						C		C		18		-0.096		-0.248		-0.376		-0.072		-0.176		-0.096		-0.812		0.169		0.253		0.084		0.652		0.139		0.371		0.022

		34		21.21		21.68		68.6		60392859		rmpM		Outer membrane protein class 4 - Precursor [Neisseria meningitidis Z2491]		rmpM						M		OM		27		0.408		-0.216		-0.22		0.296		0.164		0.14		-1.004		0.001		0.58		0.297		0.453		0.619		0.076		0.035

		35		20.78		20.78		66		7225355		rpsG		30S Ribosomal protein S7 [Neisseria meningitidis MC58]		rpsG						J		C		12		0.116		-0.044		-0.156		-0.052		-0.068		0.008		-0.804		0.027		0.619		0.093		0.419		0.335		0.36		0.262

		36		20.03		20.88		62.2		7225360		rplC		50S Ribosomal protein L3 [Neisseria meningitidis MC58]		rplC						J		C		11		0		0.188		-0.148		0.064		0.032		-0.112		-0.956		0.428		0.077		0.303		0.597		0.607		0.959		0.056

		37		19.46		20.15		0.463415		7225348		rplL		50S Ribosomal protein L7/L12 [Neisseria meningitidis MC58]		rplL						J		C		11		0.048		0.024		0.084		0.044		0.072		0.08		-0.268		0.187		0.635		0.645		0.048		0.048		0.032		0.368

		38		19.23		21.68		34.8		241760002		eno		Phosphopyruvate hydratase [Neisseria flavescens SK114]		enoa		15677152				G		C		10		-0.2		-0.328		-0.192		-0.356		-0.432		-0.144		-0.836		0.124		0.198		0.576		0.133		0.049		0.129		0.161

		39		18.95		19.19		42.9		81784052		rplF		50S Ribosomal protein L6 [Neisseria meningitidis Z2491]		rplF						J		C		10		-0.508		-0.156		-0.144		-0.416		0.008		-0.204		-1		0.184		0.49		0.588		0.219		0.604		0.446		0.2

		40		18.43		19.12		70.6		325207831		tcyA		L-Cysteine ABC transporter, periplasmic L-cystine-binding protein [Neisseria meningitidis NZ-05/33]		tcyA						E		P		10		-0.472		-0.1		-0.016		-0.332		-0.168		-0.136		-1.24		0.141		0.622		0.967		0.187		0.578		0.711		0.171

		41		18.19		18.53		68.9		7225361		rplD		50S Ribosomal protein L4 [Neisseria meningitidis MC58]		rplD						J		C		13		-0.036		0.18		-0.196		0.068		0.004		-0.076		-0.832		0.258		0.046		0.427		0.295		0.793		0.551		0.043

		42		17.81		17.81		33.1		7228848		gna1946		Outer membrane lipoprotein GNA1946 [Neisseria meningitidis]		gna1946						R		OM		9		-0.264		-0.568		-0.424		-0.016		0.036		-0.2		-0.652		0.32		0.063		0.084		0.871		0.558		0.71		0.403

		43		17.31		17.44		50		7225386		rpoA		DNA-directed RNA polymerase, alpha subunit [Neisseria meningitidis MC58]		rpoA						K		C		7		-0.216		-0.164		-0.568		-0.356		-0.424		-0.148		-0.66		0.319		0.353		0.102		0.123		0.338		0.359		0.892

		44		17.03		18.11		31.6		349608924		HMPREF1028_00313		Hypothetical protein HMPREF1028_00313 [Neisseria sp. GT4A_CT1]		gutBa		385853705		GutB gene product [Neisseria meningitidis H44/76]		ER		C		11		0.044		-1.06		-0.74		-0.824		-0.512		-0.604		-1.48		0.368		0.102		0.19		0.147		0.066		0.038		0.009

		45		16.97		17.74		86.8		325207634		rplS		50S Ribosomal protein L19 [Neisseria meningitidis NZ-05/33]		rplS						J		C		11		-0.012		0.216		0.228		0.176		0.232		0.032		-0.412		0.548		0.119		0.034		0.197		0.205		0.265		0.186

		46		16.81		16.9		41		325207146		NMBNZ0533_0109		LysM domain protein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_0109						S		U		9		-0.48		-0.024		-0.168		-0.02		0.024		-0.252		-0.552		0.015		0.682		0.121		0.775		0.471		0.384		0.843

		47		16.68		17.76		22.9		325206215		sucA		Oxoglutarate dehydrogenase, E1 component [Neisseria meningitidis M04-240196]		sucA						C		C		8		-0.048		-0.876		-0.384		-0.216		-0.268		-0.092		-1.156		0.58		0.03		0.221		0.267		0.833		0.782		0.058

		48		16.58		17.31		35.2		325207991		NMBNZ0533_1006		Dihydrolipoyl dehydrogenase [Neisseria meningitidis NZ-05/33]		lpdA1a		15676850		Dihydrolipoamide dehydrogenase		C		C		9		-0.352		-0.424		-0.636		-0.36		-0.704		-0.34		-0.596		0.855		0.985		0.306		0.888		0.897		0.71		0.906

		49		16.42		16.42		74.2		325208946		NMBNZ0533_2030		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33] (MC58 adhesin component NMB2095)		NMBNZ0533_2030						Hypothet-ical No related COG		U		10		-0.412		-0.252		0.056		0.14		-0.788		-0.356		-1.436		0.224		0.173		0.946		0.67		0.241		0.374		0.001

		50		16.25		19.99		24.4		313667427		rpoC		DNA-directed RNA polymerase beta' chain [Neisseria lactamica ST-640]		rpoCa		15676061				J		C		8		0.02		0.624		0.032		0.04		-0.344		0.14		-1.132		0.401		0.053		0.851		0.437		0.235		0.088		0.223

		51		16.24		16.82		26.4		317164490		NGTW08_1063		Putative dihydrolipoamide dehydrogenase [Neisseria gonorrhoeae TCDC-NG08107]		lpdA2a		15677210		Dihydrolipoamide dehydrogenase 		C		C		7		0.184		-0.064		-0.02		0.004		-0.408		-0.016		-0.712		0.485		0.19		0.406		0.505		0.078		0.889		0.876

		52		15.81		16.15		71		7225371		rplX		50S Ribosomal protein L24 [Neisseria meningitidis MC58]		rplX						J		C		8		0.124		-0.132		-0.588		-0.148		0.072		0.208		-1.5		0.227		0.948		0.203		0.26		0.713		0.162		0.038

		53		15.35		15.4		60.5		7226114		rplY		50S Ribosomal protein L25 [Neisseria meningitidis MC58]		rplY						J		C		10		0.044		-0.252		-0.332		0.368		0.16		0.032		-1.132		0.466		0.136		0.215		0.012		0.434		0.885		0.073

		54		15.1		15.57		42.7		254672897		ilvC		Ketol-acid reductoisomerase [Neisseria meningitidis alpha275]		ilvC						EH		C		9		0.1		-0.572		-0.324		-0.488		-0.096		-0.376		-0.968		0.532		0.076		0.154		0.063		0.867		0.13		0.039

		55		14.94		15.25		85.4		81783919		rpsO		30S Ribosomal protein S15 [Neisseria meningitidis Z2491]		rpsO						J		C		7		-0.18		-0.256		-0.284		-0.2		-0.324		-0.172		-0.712		0.253		0.398		0.188		0.213		0.183		0.189		0.151

		56		14.45		15.03		25.2		7226819		acnB		Aconitate hydratase 2 [Neisseria meningitidis MC58]		acnB						C		C		6		-0.324		-0.852		-0.496		-0.424		-0.408		-0.564		-1.328		0.066		0.016		0.224		0.133		0.064		0.163		0.002

		57		14.08		15.82		35.2		325207717		maeB		Malate dehydrogenase [Neisseria meningitidis NZ-05/33]		maeB						C		C		8		-0.392		-1.188		-0.772		-0.756		-0.328		-0.3		-1.36		0.345		0.082		0.277		0.201		0.243		0.168		0.098

		58		13.83		13.98		62.9		349610873		HMPREF1028_02172		50S Ribosomal protein L13 [Neisseria sp. GT4A_CT1]		rplMa		15677879				J		C		8		-0.108		0.028		0.016		-0.104		-0.304		-0.032		-1.048		0.592		0.613		0.766		0.268		0.912		0.553		0.511

		59		13.8		14.08		51.2		7225354		rpsL		30S Ribosomal protein S12 [Neisseria meningitidis MC58]		rpsL						J		C		7		-0.1		0.052		0.104		-0.016		0.1		-0.06		-0.564		0.561		0.141		0.96		0.537		0.177		0.228		0.931

		60		13.4		14.34		25.7		297250485		NEIPOLOT_01458		Dihydrolipoyllysine-residue acetyltransferase E2 component of pyruvate dehydrogenase complex [Neisseria polysaccharea ATCC 43768]		aceFe		15677208		Dihydrolipoamide acetyltransferase		C		C		7		-0.128		-0.108		0.028		-0.312		-0.18		-0.448		-0.852		0.331		0.104		0.362		0.03		0.665		0.075		0.203

		61		13.14		15.62		26.6		7225689		potD-1		Spermidine/putrescine ABC transporter [Neisseria meningitidis MC58]		potD-1						E		P		9		0.468		0.068		0.052		0.656		-0.004		0.78		0.008		0.774		0.211		0.482		0.895		0.353		0.079		0.392

		62		12.9		13.9		20.6		325198178		metE		5-Methyltetrahydropteroyltriglutamate-- homocysteine S-methyltransferase [Neisseria meningitidis G2136]		metE						E		C		6		-0.228		-0.096		-0.216		-0.82		-0.42		-0.284		-1.272		0.342		0.487		0.177		0.026		0.14		0.331		0.002

		63		12.83		12.95		46.1		6692578		hemO		HemO [Neisseria meningitidis]		hemO						P		U		6		0.168		0.232		0.176		0.472		0.252		-0.24		-0.416		0.72		0.737		0.744		0.133		0.268		0.59		0.608

		64		12.71		12.79		59.2		7226024		NMB0791		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis MC58]		NMB0791						O		C		7		0.096		-0.156		-0.28		-0.332		-0.152		-0.132		-0.856		0.381		0.552		0.742		0.562		0.802		0.647		0.861

		65		12.52		14.77		74.3		7225365		rplV		50S Ribosomal protein L22 [Neisseria meningitidis MC58]		rplV						J		C		8		-0.336		-0.064		0.044		-0.18		-0.096		0.136		-1.012		0.256		0.621		0.569		0.317		0.651		0.214		0.133

		66		12.48		13.27		27.6		7226193		gltA		Citrate synthase [Neisseria meningitidis MC58]		gltA						C		C		7		-0.096		-0.74		-0.16		-0.852		-0.376		-0.144		-1.404		0.425		0.221		0.811		0.051		0.269		0.235		0.034

		67		12.06		12.88		32.4		7225651		ftsZ		Cell division protein FtsZ [Neisseria meningitidis MC58]		ftsZ						D		C		6		-0.104		0.124		0		-0.256		-0.232		0.028		-0.788		0.312		0.615		0.586		0.309		0.782		0.741		0.178

		68		12		12		58.7		325208428		NMBNZ0533_1464		Putative lipoprotein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_1464						Putative No related COG		U		9		0.32		-0.012		0.396		1.248		0.44		0.392		-0.272		0.075		0.269		0.924		0.036		0.181		0.317		0.364

		69		11.85		14.19		30.1		9910686		glyA		Serine hydroxymethyltransferase [Neisseria meningitidis MC58]		glyA						E		C		7		-0.208		-0.312		-0.584		-0.256		-0.192		-0.376		-0.624		0.694		0.418		0.271		0.73		0.618		0.72		0.693

		70		11.82		13.09		58.3		7225358		rpsJ		30S Ribosomal protein S10 [Neisseria meningitidis MC58]		rpsJ						J		C		7		-0.312		-0.096		-0.184		-0.132		-0.056		-0.196		-0.772		0.492		0.547		0.668		0.563		0.431		0.447		0.386

		71		11.8		11.93		30.2		7226831		hisB		Imidazoleglycerol-phosphate dehydratase [Neisseria meningitidis MC58]		hisB						E		C		7		-0.1		-0.272		0.008		-0.032		-0.096		-0.46		-0.584		0.216		0.237		0.772		0.95		0.781		0.421		0.637

		72		11.59		12.06		65.3		81785149		rplO		50S Ribosomal protein L15 [Neisseria meningitidis MC58]		rplO						J		C		6		0.26		0.14		0.168		0.068		0.62		0.576		-0.916		0.699		0.878		0.446		0.577		0.169		0.232		0.42

		73		11.49		11.62		54.1		81785148		rplQ		50S Ribosomal protein L17 [Neisseria meningitidis MC58]		rplQ						J		C		6		0.072		0.136		-0.1		-0.12		-0.18		-0.328		-0.96		0.632		0.605		0.316		0.25		0.985		0.263		0.027

		74		11.43		11.56		50.8		75432531		rpsF		30S Ribosomal protein S6 [Neisseria gonorrhoeae FA 1090]		rpsFa		15677189				J		C		7		0.32		-0.592		-0.348		-0.2		-0.252		-0.08		-1.264		0.507		0.264		0.334		0.484		0.372		0.59		0.309

		75		11.31		11.8		49.4		7225347		rplJ		50S Ribosomal protein L10 [Neisseria meningitidis MC58]		rplJ						J		C		6		-0.096		0.06		-0.012		-0.308		-0.304		-0.52		-0.944		0.699		0.61		0.455		0.349		0.798		0.306		0.277

		76		11.28		11.83		51.6		81783922		rplN		50S Ribosomal protein L14 [Neisseria meningitidis Z2491]		rplN						J		C		6		-0.056		-0.216		-0.076		-0.032		-0.08		-0.348		-1.008		0.632		0.324		0.575		0.222		0.964		0.583		0.391

		77		10.96		11.06		67.4		7225364		rpsS		30S Ribosomal protein S19 [Neisseria meningitidis MC58]		rpsS						J		C		5		-0.26		-0.452		-0.332		-0.108		-0.48		-0.076		-0.948		0.518		0.649		0.664		0.518		0.521		0.42		0.876

		78		10.95		11.47		51.6		340363613		tig2		Trigger factor [Neisseria macacae ATCC 33926]		rpsTf		15676374		30S Ribosomal protein S20		J		C		5		0.064		-0.232		-0.304		-0.204		-0.04		-0.352		-1.244		0.867		0.438		0.257		0.566		0.975		0.253		0.052

		79		10.63		10.68		51.5		284796534		NEISUBOT_04588		Ribosomal protein L16 [Neisseria subflava NJ9703]		rplPa		15676076				J		C		5		0.14		0.268		-0.048		0.012		-0.052		0.12		-0.692		0.053		0.039		0.255		0.672		0.495		0.268		0.573

		80		10.62		10.78		56.1		7226708		NMB1468		Hypothetical protein NMB1468 [Neisseria meningitidis MC58]		NMB1468						Hypothetical No related COG		P		5		-1.04		-0.26		0.116		-0.248		-0.42		-0.328		-1.352		0.053		0.306		0.082		0.171		0.109		0.133		0.06

		81		10.58		43.7		84.7		89276863		porA		Outer membrane protein class 1 [Neisseria meningitidis]		porA						M		OM		54

		82		10.26		10.75		77.1		325207369		groS		Chaperonin GroS [Neisseria meningitidis NZ-05/33]		groS						O		C		7		-0.268		-0.488		-0.152		-1.084		-0.476		-0.188		-1.448		0.533		0.176		0.049		0.03		0.036		0.979		0.009

		83		10.2		11.69		18.8		325204497		NMBM01240355_1442		Cytochrome C biogenesis protein transmembrane region [Neisseria meningitidis M01-240355]		dipZe		15677372		Thiol:disulfide interchange protein		OC		CM		6		0.524		0.996		1.252		-0.06		0.944		0.82		-0.176		0.499		0.085		0.052		0.007		0.099		0.083		0.227

		84		9.97		10.82		33.5		325140643		NMBCU385_0690		Universal stress protein family [Neisseria meningitidis CU385]		NMBCU385_0690						T		U		5		0.316		-0.932		-1.052		0.008		-0.812		0.428		-0.784		0.297		0.325		0.114		0.514		0.709		0.39		0.759

		85		9.93		10.14		70.1		81857431		rpsQ		30S Ribosomal protein S17 [Neisseria meningitidis Z2491]		rpsQ						J		C		6		-0.116		-0.408		0.084		0.116		-0.076		-0.176		-1.168		0.857		0.449		0.461		0.286		0.251		0.706		0.484

		86		9.48		9.54		74.6		7227318		rpsI		30S Ribosomal protein S9 [Neisseria meningitidis MC58]		rpsI						J		C		6		0.2		0.228		0.324		0.244		0.228		0.24		-0.492		0.952		0.049		0.123		0.996		0.34		0.207		0.629

		87		9.41		11.53		54.6		5825526		nspA		Surface protein A [Neisseria meningitidis]		nspA						M		OM		7		0.584		0.096		-0.544		0.684		0.236		0.468		-0.568		0.004		0.777		0.085		0.035		0.134		0.22		0.734

		88		9.2		11		19.6		284799853		NEISUBOT_04444		Isocitrate dehydrogenase, NADP-dependent [Neisseria subflava NJ9703]		icde		161869830		Isocitrate dehydrogenase [Neisseria meningitidis 053442]		C		C		6		0.076		-0.316		0.056		-0.388		-0.252		-0.064		-1.004		0.854		0.283		0.935		0.564		0.786		0.74		0.096

		89		9.04		9.87		49		7227050		NMB1796		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1796						Hypothetical R		C		6		0.804		0.1		-0.12		0.604		0.072		-0.044		-0.72		0.107		0.487		0.261		0.234		0.664		0.326		0.009

		90		8.87		8.87		65.3		325138254		rplI		Ribosomal protein L9 [Neisseria meningitidis ES14902]		rplIa		15677186				J		C		5		-0.18		-0.164		-0.14		-0.044		-0.088		0.016		-0.636		0.509		0.294		0.552		0.445		0.682		0.599		0.669

		91		8.87		8.87		37.2		9910705		NMB1533		Outer membrane protein H.8 - Precursor [Neisseria meningitidis MC58] (azurin)		NMB1533						C		OM		6		0.068		-0.332		0.016		-0.088		-0.368		-0.348		-0.616		0.744		0.188		0.567		0.584		0.217		0.962		0.157

		92		8.66		9.08		78.6		73621630		rplR		50S Ribosomal protein L18 [Neisseria meningitidis MC58]		rplR						J		C		5		0.008		0.532		0.324		0.092		-0.452		-0.244		-0.976		0.522		0.157		0.122		0.536		0.585		0.571		0.231

		93		8.65		9.05		80.3		7226563		rpsR		30S Ribosomal protein S18 [Neisseria meningitidis MC58]		rpsR						J		C		4		0.18		0.308		-0.268		0.264		0.112		-0.188		-0.008		0.545		0.791		0.379		0.787		0.402		0.715		0.121

		94		8.56		8.68		65.6		7225545		rpmA		50S Ribosomal protein L27 [Neisseria meningitidis MC58]		rpmA						J		C		4		0.068		0.016		0.012		0.116		-0.036		0.088		-0.488		0.611		0.494		0.725		0.526		0.623		0.614		0.703

		95		8.52		8.93		45.2		161870463		hisJ		Polar amino acid transport system substrate-binding protein [Neisseria meningitidis 053442]		hisJ						E		P		4		-0.736		-0.212		-0.152		-0.004		0.144		-1.084		-1.3		0.351		0.408		0.434		0.707		0.128		0.117		0.327

		96		8.51		9.63		66.4		75355452		rpsK		30S Ribosomal protein S11 [Neisseria gonorrhoeae FA 1090]		rpsKa		15676093				J		C		5		-0.156		-0.068		-0.012		0.176		0.16		0.044		-1.02		0.701		0.509		0.401		0.31		0.304		0.306		0.564

		97		8.42		10.93		37.5		325208457		NMBNZ0533_1494		Propionate/acetate kinase [Neisseria meningitidis NZ-05/33]		ackA1a		121635189		Acetate kinase [Neisseria meningitidis FAM18]		C		C		8		-0.088		-0.836		-0.292		-0.408		-0.136		-0.176		-1.184		0.627		0.202		0.615		0.587		0.81		0.737		0.14

		98		8.42		8.42		15.9		7227062		pilM		PilM protein [Neisseria meningitidis MC58]		pilM						D		UM		4		0.228		0.28		0.18		0.632		0.512		-0.212		-0.376		0.543		0.695		0.607		0.255		0.335		0.748		0.545

		99		8.29		9.79		66.3		7226469		hupB		DNA-binding protein HU-beta [Neisseria meningitidis MC58]		hupB						L		C		7		0.376		0.072		-0.336		0.512		0.092		0.524		-0.776		0.947		0.079		0.109		0.502		0.188		0.752		0.162

		100		8.22		8.27		31.1		7225825		NMB0595		DNA-binding response regulator [Neisseria meningitidis MC58]		NMB0595						TK		C		5		-0.168		-0.444		-0.332		-0.5		-0.764		-0.48		-0.972		0.313		0.067		0.385		0.099		0.079		0.312		0.227

		101		8.1		10.65		20.3		313668607		sdhA		Succinate dehydrogenase flavoprotein subunit [Neisseria lactamica ST-640]		sdhAa		15676843				C		CM		6		-0.048		-0.24		-0.152		0.028		0.016		-0.056		-1.416		0.607		0.463		0.487		0.392		0.971		0.56		0.029

		102		8		8.06		43.3		7226073		NMB0838		Cold-shock domain family protein [Neisseria meningitidis MC58]		NMB0838						K		C		4		-0.184		-0.028		-0.296		-0.424		-0.352		-0.06		-0.392		0.496		0.605		0.529		0.163		0.304		0.509		0.556

		103		7.88		7.88		27.8		7225344		rplK		50S Ribosomal protein L11 [Neisseria meningitidis MC58]		rplK						J		C		3		1.132		-0.064		-0.62		0.568		0.84		0.676		0.34		0.099		0.445		0.019		0.062		0.035		0.036		0.101

		104		7.79		8.89		31.7		59801339		NGO0948		Hypothetical protein NGO0948 [Neisseria gonorrhoeae FA 1090]		NMB0928a		15676822		Hypothetical protein NMB0928		Hypothetical No related COG		CM		4		0.196		0.308		0.284		0.388		-0.076		0.176		-1		0.31		0.947		0.043		0.962		0.431		0.198		0.001

		105		7.76		7.78		39.5		325135513		fabG		3-Oxoacyl-(acyl-carrier-protein) reductase [Neisseria meningitidis M0579]		fabG						QR		C		4		-0.184		-0.152		-0.128		-0.076		0.236		-0.476		0.772		0.551		0.481		0.946		0.412		0.554		0.39		0.284

		106		7.7		7.76		26.9		7226175		efp		Elongation factor P (EF-P) [Neisseria meningitidis MC58]		efp						J		C		4		-0.204		-0.504		-0.636		-1.032		-0.696		-0.236		-1.164		0.496		0.291		0.424		0.306		0.927		0.64		0.676

		107		7.41		7.76		26.7		9911105		recA		Recombinase A [Neisseria meningitidis Z2491]		recA						L		C		4		0.632		0.124		0.368		0.704		0.512		0.804		-0.96		0.511		0.981		0.507		0.428		0.348		0.216		0.004

		108		7.28		9.1		20.2		325207248		prlC		Oligopeptidase A [Neisseria meningitidis NZ-05/33]		prlC						E		C		3		-0.264		-0.192		-0.048		-0.212		0.056		-0.06		-0.3		0.416		0.227		0.287		0.436		0.314		0.627		0.875

		109		7.14		7.54		32.7		5051448		opcA		OpcA protein [Neisseria meningitidis]		opcA						M		OM		4		0.464		0.672		0.856		0.604		0.696		0.792		-0.524		0.337		0.396		0.36		0.487		0.342		0.397		0.544

		110		7.13		9.62		25.5		325207990		sucB		Dihydrolipoyllysine-residue succinyltransferase, E2 component of oxoglutarate dehydrogenase succinyl-transferring complex [Neisseria meningitidis NZ-05/33]		sucB						C		C		6		0.144		-0.108		-0.092		-0.064		-0.024		0.04		-0.812		0.522		0.569		0.574		0.535		0.694		0.418		0.922

		111		6.81		6.87		43.1		349522		pilE		Pilus structural subunit [Neisseria meningitidis]		pilE						N		E		4		-0.816		0.716		0.864		0.008		-0.1		-0.008		0.516		0.033		0.02		0.016		0.007		0.009		0.987		0.139

		112		6.8		7.89		18.8		293399469		NGNG_01453		Cell division protease FtsH [Neisseria gonorrhoeae F62]		ftsHa		15676696				D		CM		6		-0.16		0.628		0.324		0.288		0.356		0.2		-0.804		0.332		0.156		0.128		0.686		0.231		0.443		0.272

		113		6.68		6.9		17.3		269144731		NEICINOT_04777		Glutamate dehydrogenase [Neisseria cinerea ATCC 14685]		gdhAa		15677557				E		UM		4		-0.428		0.148		0.048		0.2		0.308		0.164		-1.08		0.477		0.407		0.415		0.44		0.209		0.354		0.433

		114		6.67		6.88		24.3		7226723		NMB1483		Putative lipoprotein NlpD [Neisseria meningitidis MC58]		nlpD						M		UM		4		-0.792		-0.092		-0.768		-0.868		-0.704		-0.112		-1.124		0.003		0.559		0.003		0.003		0.022		0.477		0.009

		115		6.47		6.68		66.3		7225373		rpsN		30S Ribosomal protein S14 [Neisseria meningitidis MC58]		rpsN						J		C		3		-0.028		0.036		0.136		0.192		0.032		-0.028		-0.7		0.18		0.729		0.923		0.232		0.478		0.867		0.204

		116		6.4		6.56		60.5		7225950		rplT		50S Ribosomal protein L20 [Neisseria meningitidis MC58]		rplT						J		C		3		-0.08		-0.348		-0.132		-0.1		-0.532		-0.152		-1		0.282		0.197		0.61		0.381		0.222		0.926		0.12

		117		6.33		22.65		51.5		254672740		opa7		Opacity protein and related surface antigens [Neisseria meningitidis alpha275]		opa7						M		OM		20		-0.624		-0.168		-0.016		-0.884		-0.948		-0.5		-1.58		0.029		0.478		0.998		0.017		0.074		0.073		0.042

		118		6.26		6.54		38.5		7225374		rpsH		30S Ribosomal protein S8 [Neisseria meningitidis MC58]		rpsH						J		C		3		0.036		0.412		-0.14		-0.012		0.2		0.084		-0.608		0.007		0.009		0.636		0.019		0.002		0.003		0.003

		119		6.1		6.88		17.6		340361016		carA		Carbamoyl-phosphate synthase, small subunit [Neisseria macacae ATCC 33926]		carAa		15677684				EF		C		3		-0.436		-0.248		-1.052		-0.572		-0.9		-0.388		-1.328		0.412		0.461		0.203		0.189		0.333		0.37		0.201

		120		6		6.53		35.6		7226702		ssb		Single-strand binding protein [Neisseria meningitidis MC58]		ssb						L		C		3		0.068		-0.712		-0.308		0.292		-0.052		0.072		-0.364		0.065		0.039		0.492		0.049		0.723		0.009		0.263

		121		5.71		5.99		26.4		7226190		sdhB		Succinate dehydrogenase, iron-sulfur protein [Neisseria meningitidis MC58]		sdhB						C		CM		3		-0.048		-0.876		-0.5		-0.396		-0.596		-0.56		-1.62		0.543		0.001		0.003		0.003		0.025		0.008		0.003

		122		5.7		6.14		27.4		7225566		NMB0345		Putative cell-binding factor [Neisseria meningitidis MC58]		NMB0345						Putative O		OM		3		-0.06		0.532		0.572		0.7		0.528		0.544		-0.272		0.116		0.777		0.135		0.475		0.43		0.373		0.009

		123		5.68		5.92		36.1		81543069		secB		Protein-export protein secB [Neisseria meningitidis Z2491]		secB						N		C		5		0.416		-0.128		-0.064		0.348		-0.144		0.388		-0.48		0.014		0.201		0.145		0.064		0.302		0.002		0.005

		124		5.64		5.64		71.1		325207795		hfq		RNA chaperone Hfq [Neisseria meningitidis NZ-05/33]		hfq						R		C		5		-0.232		-0.056		-1.2		0.336		-0.128		-0.044		-1.2		0.072		0.042		0.019		0.025		0.154		0.195		0.065

		125		5.55		7.71		39.5		7225406		frr		Ribosome recycling factor [Neisseria meningitidis MC58]		frr						J		C		4		0.464		0.628		0.452		-0.012		0.244		0.176		-0.644		0.234		0.275		0.138		0.567		0.301		0.577		0.512

		126		5.53		6.09		28.8		291044214		NGMG_00025		Ribose-phosphate pyrophosphokinase [Neisseria gonorrhoeae DGI2]		prsAa		15676771				FE		C		3		-0.016		0.364		-0.04		0.26		-0.192		0.004		-0.804		0.007		0.53		0.008		0.036		0.286		0.084		0.012

		127		5.44		7.07		13.2		284797755		NEISUBOT_03099		Carbamoyl-phosphate synthase, large subunit [Neisseria subflava NJ9703]		carBe		15677690				EF		C		4		-0.384		0.104		-0.084		-0.352		-0.232		-0.616		-1.16		0.565		0.997		0.547		0.326		0.356		0.066		0.009

		128		5.23		5.31		37.6		325136526		greA		Transcription elongation factor greA [Neisseria meningitidis M0579]		greA						K		C		3		-0.124		-0.096		-0.156		-0.1		0.028		-0.124		-1.224		0.045		0.046		0.044		0.046		0.804		0.257		0.088

		129		5.22		5.37		29.7		7225555		dapD		2,3,4,5-Tetrahydropyridine-2,6-dicarboxylate N-succinyltransferase [Neisseria meningitidis MC58]		dapD						E		C		3		-0.184		-0.9		-0.376		-0.432		-0.732		-0.264		-1.496		0.694		0.11		0.434		0.416		0.121		0.291		0

		130		4.99		5.2		20.9		254805253		gdhA1		Glutamate dehydrogenase [Neisseria meningitidis alpha14]		gdhA1						E		UM		3		0.284		-0.644		0.216		-0.784		-0.004		-0.404		-0.44		0.625		0.081		0.632		0.004		0.744		0.033		0.171

		131		4.93		5.62		24.4		325138873		NMBES14902_0317		Bacterial type II secretion system protein F domain protein [Neisseria meningitidis ES14902]		pilGa		15676248		Pilus assembly protein PilG		N		CM		3		-0.532		-0.328		0.26		-0.056		-0.168		-0.668		-1.168		0.233		0.419		0.12		0.543		0.968		0.232		0.404

		132		4.88		6.99		9.4		7225598		NMB0378		Putative phosphate permease [Neisseria meningitidis MC58]		NMB0378						Putative P		CM		3		-0.372		-0.916		-0.716		-0.204		-0.736		-0.936		-1.296		0.159		0.017		0.055		0.239		0.105		0.074		0.009

		133		4.8		4.97		23.6		7225272		pilT-1		Twitching motility protein PilT [Neisseria meningitidis MC58]		pilT-1						N		C		2		-0.216		-0.592		-0.624		-0.212		-0.976		-0.644		-1.048		0.715		0.387		0.428		0.476		0.222		0.308		0.37

		134		4.79		5.4		27.6		325207527		pilN		Type IV pilus assembly protein PilN [Neisseria meningitidis NZ-05/33]		pilN						N		CM		2		-0.504		-0.104		0.084		-0.716		-0.752		0.088		-0.744		0.004		0.141		0.245		0.003		0.013		0.341		0.02

		135		4.74		8.52		23.2		296840734		NEIPOLOT_00159		Septum site-determining protein MinD [Neisseria polysaccharea ATCC 43768]		minDe		15676098				D		C		4		-0.024		-0.3		0.028		-0.288		-0.412		0.056		-1.184		0.622		0.071		0.951		0.46		0.406		0.791		0.157

		136		4.73		5.35		20.8		255068437		NEISICOT_03480		Branched-chain-amino-acid transaminase [Neisseria sicca ATCC 29256]		ilvEb		218768887		Branched-chain amino acid aminotransferase [Neisseria meningitidis Z2491]		EH		C		2		-0.14		0.044		-0.78		0.42		-0.224		-0.528		-0.1		0.21		0.476		0.177		0.406		0.668		0.027		0.975

		137		4.63		4.63		51.9		7225822		rpsP		30S Ribosomal protein S16 [Neisseria meningitidis MC58]		rpsP						J		C		3		0.108		-0.004		0.112		0.208		0.1		0.208		-1.004		0.029		0.105		0.067		0.007		0.003		0.003		0.094

		138		4.54		11.49		23.7		7226843		potD-3		Spermidine/putrescine ABC transporter [Neisseria meningitidis MC58]		potD-3						E		UM		5		0.476		0.892		0.524		0.66		0.776		0.792		1.224		0.56		0.011		0.102		0.012		0.035		0.036		0.027

		139		4.49		5.04		60.6		81857629		rplW		50S Ribosomal protein L23 [Neisseria meningitidis MC58]		rplW						J		C		3		-0.004		-0.504		-0.58		-0.316		-0.08		-0.788		-1.244		0.206		0.078		0.003		0.077		0.167		0.011		0.021

		140		4.39		4.82		35.3		349610811		HMPREF1028_02110		Dihydrodipicolinate reductase [Neisseria sp. GT4A_CT1]		dapBb		15676130				E		C		2		0.108		-1.008		-0.844		-1.604		-0.216		-0.224		-1.604		0.537		0.035		0.038		0.019		0.798		0.738		0.059

		141		4.38		5.29		16.6		296840699		NEIPOLOT_00048		Ribonuclease E [Neisseria polysaccharea ATCC 43768]		rnee		15676123				J		C		2		-0.008		0.88		0.948		-0.544		0.6		-0.488		0.464		0.608		0.145		0.109		0.004		0.403		0.061		0.027

		142		4.36		4.93		15.5		325134691		infB		Translation initiation factor IF-2 [Neisseria meningitidis M13399]		infB						J		C		2		0.284		0.404		0.144		0.512		-0.348		0.064		-0.596		0.705		0.377		0.258		0.165		0.54		0.55		0.812

		143		4.29		5.89		11.3		296839833		NEIPOLOT_00410		TspA protein [Neisseria polysaccharea ATCC 43768]		tspAc		15676256				No related COG		OM		3		-0.532		-0.048		-0.66		-0.072		0.064		0.1		-0.516		0.05		0.918		0.018		0.295		0.038		0.037		0.19

		144		4.24		4.43		24		7226438		guaB		IMP dehydrogenase [Neisseria meningitidis MC58]		guaB						F		C		2		0.3		-0.052		-0.06		-0.172		0.872		0.428		-0.004		0.044		0.045		0.046		0.036		0.18		0.221		0.93

		145		4.24		4.24		65.6		81707281		rpmD		50S Ribosomal protein L30 [Neisseria meningitidis MC58]		rpmD						J		C		2		0.8		0.032		0.192		0		-0.18		-0.04		-0.944		0.184		0.511		0.593		0.474		0.725		0.622		0.138

		146		4.23		4.8		28.8		254493006		NGAG_00307		Type IV pilus assembly protein PilO [Neisseria gonorrhoeae 1291]		pilOa		15677647				N		CM		2		0.06		-0.572		0.2		0.208		-0.428		0.012		-0.228		0.721		0.001		0.387		0.393		0.729		0.661		0.676

		147		4.14		4.8		16.1		308388760		gcvT		Glycine cleavage system aminomethyltransferase T [Neisseria meningitidis alpha710]		gcvT						E		UM		2		-0.272		-0.768		-0.436		0.276		-0.236		-0.26		-1.972		0.005		0.245		0.004		0.136		0.537		0.301		0.003

		148		4.13		4.42		32.7		90109269				Chain B, Putative Phosphatase (Nma1982) [Neisseria meningitidis Z2491]		NMA1982						S		C		3		-0.4		-0.44		-0.556		-0.372		-0.216		-0.9		-1.58		0.486		0.459		0.406		0.389		0.94		0.092		0.046

		149		4.09		4.49		18.6		254673900		siaC		N-acetylneuraminic acid synthetase [Neisseria meningitidis alpha275]		siaC						M		C		2		-0.228		-1.052		-0.268		-0.392		-0.064		-0.692		-0.264		0.295		0.031		0.265		0.17		0.646		0.091		0.275

		150		4.09		4.14		16.3		269144859		NEICINOT_04548		Ferredoxin--NADP(+) reductase [Neisseria cinerea ATCC 14685]		fpr-1a		15676930				C		C		2		-0.368		-0.104		0.112		-1.332		-0.336		-0.552		-1.332		0.04		0.546		0.52		0.019		0.953		0.148		0.063

		151		4.08		4.08		23.1		319411311		fur		Ferric uptake regulation protein Ferric uptake regulator [Neisseria meningitidis WUE 2594]		fur						P		C		2		-0.892		-1.428		-1.084		-1.088		-0.248		-0.968		-1.828		0.071		0.002		0.002		0.002		0.04		0.013		0.003

		152		4.07		4.57		22.6		319410025		ppa		Inorganic pyrophosphatase (PPase) [Neisseria meningitidis WUE 2594]		ppa						C		C		4		0.048		-0.732		-0.228		-0.212		-0.232		-0.856		-1.5		0.734		0.037		0.038		0.039		0.12		0.058		0.058

		153		4.05		4.87		12.1		319410970		ccoP		Cytochrome c oxidase polypeptide III [Neisseria meningitidis WUE 2594]		ccoP						C		U		2		-0.236		0.34		0.18		-0.16		0.272		-0.256		-1.176		0.006		0.054		0.06		0.076		0.015		0.182		0.011

		154		4		27.83		55.2		261393083		NMV_1879		Putative alcohol dehydrogenase (ADH-HT) [Neisseria meningitidis 8013]		adhAa		121634341		Alcohol dehydrogenase [Neisseria meningitidis FAM18]		R		C		17		-0.036		-0.816		-0.868		-0.74		-0.052		-0.632		-1.072		0.791		0.271		0.203		0.277		0.737		0.386		0.484

		155		4		4		16.9		7225949		rpmI		50S Ribosomal protein L35 [Neisseria meningitidis MC58]		rpmI						J		C		2		-0.036		-0.768		-0.216		-1.448		-0.136		-0.708		-1.112		0.78		0.034		0.036		0.018		0.843		0.146		0.162

		156		4		4		20.2		261392690		NMV_1429		Hypothetical protein NMV_1429 [Neisseria meningitidis 8013]		NMV_1429						Hypothetical No related COG		OM		2		0.496		-0.004		-0.004		1.62		0.992		-0.004		-0.004		0.054		1		1		0.045		0.019		1		1

		157		3.94		4.66		21.9		313668377		thrC		Threonine synthase [Neisseria lactamica ST-640]		thrCe		15676932				E		C		2		0.684		0.228		-0.096		0.736		0.512		0.2		-1.128		0.437		0.502		0.475		0.253		0.856		0.961		0.003

		158		3.83		3.9		11.7		325201499		accC		Acetyl-CoA carboxylase, biotin carboxylase [Neisseria meningitidis M01-240149]		accC						I		C		2		-0.652		-0.8		-0.508		-0.736		-0.388		-0.5		-1.32		0.003		0.003		0.004		0.113		0.046		0.432		0.011

		159		3.76		39.78		50		325207370		groL		Chaperonin GroL [Neisseria meningitidis NZ-05/33]		groL						O		C		23		0.116		-1.956		-1.956		0.212		0.344		0.132		-1.956		0.611		0.019		0.019		0.422		0.29		0.569		0.06

		160		3.76		4.26		17		325208815		glnA		Glutamine synthetase, type I [Neisseria meningitidis NZ-05/33]		glnA						E		C		2		-0.34		-0.328		0		0.052		-0.012		-0.22		-0.272		0.365		0.35		0.316		0.667		0.5		0.621		0.556

		161		3.74		5.89		9.3		288576370		NEIMUCOT_06357		Proline dehydrogenase/delta-1-pyrroline-5-carboxylate dehydrogenase [Neisseria mucosa ATCC 25996]		putAe		218768829		Bifunctional proline dehydrogenase/pyrroline-5-carboxylate dehydrogenase [Neisseria meningitidis Z2491]		C		C		2		-0.228		-1.956		-1.956		-1.956		-1.956		-1.956		-1.956		0.412		0.018		0.018		0.018		0.058		0.058		0.058

		162		3.67		6.5		17.8		325208526		alaS		Alanyl-tRNA synthetase [Neisseria meningitidis NZ-05/33]		alaS						J		C		2		-0.92		-1.04		-1.012		-0.984		-0.048		-0.196		-0.504		0.036		0.035		0.035		0.035		0.834		0.453		0.184

		163		3.63		3.83		61.4		7227209		rpsU		30S Ribosomal protein S21 [Neisseria meningitidis MC58]		rpsU						J		C		2		0.428		-0.368		-1.496		-0.912		-0.964		-1.112		-1.496		0.157		0.1		0.001		0.023		0.009		0.013		0.004

		164		3.55		3.82		26		325198321		accA		Acetyl-CoA carboxylase, carboxyl transferase, alpha subunit [Neisseria meningitidis G2136]		accA						I		C		2		0.072		0.004		-1.068		0.024		-0.064		-0.456		-1.328		0.474		0.149		0.001		0.753		0.555		0.719		0.011

		165		3.53		4.4		8.8		325208598		gcvP		Glycine dehydrogenase [Neisseria meningitidis NZ-05/33]		gcvP						E		C		2		-0.004		-0.984		0.076		-0.984		-0.004		-0.984		-0.984		0.053		0.019		0.516		0.019		0.053		0.063		0.063

		166		3.51		3.67		60.6		7227356		NMB2094		Hypothetical protein NMB2094 [Neisseria meningitidis MC58]		NMB2094						Hypothetical K		C		2		0.788		-0.568		0.212		0.968		0.824		0.604		-0.268		0.01		0.053		0.104		0.008		0.001		0.039		0.042

		167		3.48		4.1		25.5		296840243		NEIPOLOT_00015		Phosphoglycerate kinase [Neisseria polysaccharea ATCC 43768]		pgka		121635813		Phosphoglycerate kinase [Neisseria meningitidis FAM18]		G		C		2		0.428		-0.072		0.58		-1.196		-1.196		0.588		-0.444		0.864		0.296		0.972		0.018		0.054		0.774		0.155

		168		3.44		3.46		23.4		349610696		HMPREF1028_02004		Peptide deformylase [Neisseria sp. GT4A_CT1]		defa		15676038				J		C		2		0.68		0.16		0.952		-0.004		0.9		0.548		-0.672		0.129		0.05		0.103		0.047		0.036		0.041		0.054

		169		3.42		3.98		12.8		317165411		omp85		Outer membrane protein Omp85 [Neisseria gonorrhoeae TCDC-NG08107]		omp85a		15676109				M		OM		2		0.136		0.14		-0.08		0.104		0.192		-0.028		-0.492		0.046		0.049		0.034		0.006		0.004		0.827		0.202

		170		3.37		3.44		23.2		268604447		NGHG_02090		Lactoylglutathione lyase [Neisseria gonorrhoeae PID1]		gloAe		15676255				E		C		3		-0.08		-0.556		-0.316		-0.148		-0.088		-0.492		-1.74		0.43		0.363		0.224		0.159		0.637		0.287		0.01

		171		3.26		3.45		19.3		325207310		NMBNZ0533_0283		SurA/PPIASE domain protein [Neisseria meningitidis NZ-05/33]		surAa		254805678		Putative peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis alpha14]		O		P		2		0.988		0.004		1.164		-0.976		1.088		0.004		-0.976		0.104		0.057		0.09		0.02		0.033		0.047		0.07

		172		3.05		4.02		25.3		325208382		NMBNZ0533_1415		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33]		NMB1437						Hypothetical S		C		2		0.364		0.328		-0.22		0.052		0.248		-0.276		-0.764		0.722		0.808		0.003		0.543		0.563		0.937		0.024

		173		3		4.67		31.3		325208633		mtrC		Membrane fusion protein MtrC [Neisseria meningitidis NZ-05/33]		mtrC						Q		CM		2		-0.64		-0.004		-0.32		-0.072		0.104		-0.732		-0.88		0.479		0.604		0.578		0.307		0.274		0.561		0.865

		174		2.95		3.17		14		317164409		clpX		ATP-dependent protease ATP-binding subunit ClpX [Neisseria gonorrhoeae TCDC-NG08107]		clpXe		15677237				O		C		1		-0.448		-1.308		0.068		-0.332		0.02		-0.36		-1.308		0.036		0.019		0.678		0.038		0.87		0.121		0.06

		175		2.9		3.16		24.5		313668953		grpE		Heat shock protein [Neisseria lactamica ST-640]		grpEa		15676466				O		C		2		0.208		0.156		-0.2		-0.472		-0.404		0.108		-0.588		0.903		0.945		0.039		0.24		0.101		0.875		0.186

		176		2.83		3.28		24.5		325203721		hisA		Phosphoribosylformimino-5-aminoimidazole carboxamide ribotide isomerase [Neisseria meningitidis M01-240355]		hisA						E		C		1		-0.848		-1.372		-0.564		-0.188		-1.388		0.04		-0.392		0.232		0.072		0.43		0.499		0.034		0.586		0.903

		177		2.78		3.13		23.8		297250450		mtrE		Multiple transferable resistance system protein MtrE [Neisseria polysaccharea ATCC 43768]		mtrEa		15677561				MN		OM		1		0.484		-0.236		0.424		0.264		-0.032		-0.196		-0.916		0.143		0.341		0.231		0.541		0.454		0.553		0.585

		178		2.78		2.89		53.3		7225383		rpsM		30S Ribosomal protein S13 [Neisseria meningitidis MC58]		rpsM						J		C		2		0.564		0.176		0		-0.2		-0.468		0.476		-0.472		0.436		0.665		0.832		0.609		0.843		0.227		0.502

		179		2.73		3.6		20.1		296839912		NEIPOLOT_00326		Malate dehydrogenase [Neisseria polysaccharea ATCC 43768]		yojHa		15677916		Malate:quinone oxidoreductase 		R		C		1		0.032		0.036		-0.8		-0.072		-0.328		-0.268		-0.52		0.938		0.86		0.224		0.9		0.579		0.837		0.561

		180		2.69		2.94		20		288575854		NEIMUCOT_05113		Enoyl-[acyl-carrier-protein] reductase [Neisseria mucosa ATCC 25996]		fabIg		15676251		Enoyl-(acyl carrier protein) reductase 		I		C		2		0.084		-1.264		-1.24		-0.516		-0.752		-0.016		-1.896		0.734		0.166		0.178		0.678		0.41		0.961		0.047

		181		2.63		2.82		31.2		7225518		dsbA		Thiol:disulfide interchange protein DsbA [Neisseria meningitidis MC58]		dsbA						OC		P		2		0.6		0.06		0.728		-0.668		0.776		0.036		-1.328		0.548		0.512		0.318		0.038		0.257		0.176		0.063

		182		2.57		4.1		12.1		7226713		clpB		ClpB protein [Neisseria meningitidis MC58]		clpB						O		C		3		-0.664		0.628		-0.664		-0.664		-0.1		-0.108		-0.664		0.001		0.042		0.001		0.001		0.545		0.01		0.014

		183		2.53		4.39		18.9		325128778		aspS		Aspartyl-tRNA synthetase [Neisseria meningitidis N1568]		aspS						J		C		2		0.556		0.46		0.364		0.504		0.648		0.536		-0.2		0.792		0.491		0.81		0.982		0.294		0.192		0.385

		184		2.51		2.76		39.2		81783933		rplU		50S Ribosomal protein L21  [Neisseria meningitidis Z2491]		rplU						J		C		1		-0.016		-0.08		-0.06		0.016		-0.28		-0.028		-0.984		0.05		0.021		0.027		0.264		0.016		0.174		0.003

		185		2.47		4.34		14.2		269144431		NEICINOT_05035		L Factor [Neisseria cinerea ATCC 14685]		nusAa		15677491		Transcription elongation factor NusA 		K		C		2		0.376		0.824		0.144		-0.332		0.564		0.464		-0.356		0.053		0.024		0.101		0.005		0.03		0.096		0.244

		186		2.45		2.56		10.1		325205306		fabF		3-Oxoacyl-(acyl-carrier-protein) synthase II [Neisseria meningitidis M04-240196]		fabF						IQ		C		2		1.112		0.608		0.732		0.668		0.336		1.068		0.296		0.083		0.628		0.147		0.208		0.038		0.034		0.075

		187		2.42		2.51		31.6		268604467		rpmB		50S Ribosomal protein L28 [Neisseria gonorrhoeae PID1]		rpmBh		15676238				J		C		1		0.068		0.008		-1.348		-0.08		-0.82		-0.44		-1.604		0.004		0.004		0		0.004		0.007		0.033		0.004

		188		2.4		6.14		13.9		309378739		secA		Preprotein translocase SecA subunit [Neisseria lactamica Y92-1009]		secAa		15677388				N		C		3		-0.488		-0.54		-1.212		-1.24		0.172		-1.228		0.084		0.005		0.004		0.001		0.002		0.313		0.012		0.397

		189		2.4		2.5		32.2		59802293		NGO1985		Hypothetical protein NGO1985 [Neisseria gonorrhoeae FA 1090] 		NMB2091a		15677911		Hemolysin		R		P		1		-0.196		-0.216		-0.168		0.36		-0.792		-0.136		-1.028		0.338		0.003		0.325		0.775		0.031		0.037		0.012

		190		2.34		2.47		10.9		269144852		NEICINOT_04541		Glutamate--cysteine ligase [Neisseria cinerea ATCC 14685]		gshAa		15676924				H		C		1		-0.072		0.496		-0.94		1.032		-0.272		0.82		0.392		0.545		0.219		0.018		0.098		0.178		0.04		0.129

		191		2.31		2.43		21.5		81707197		NMB1126		Putative lipoprotein NMB1126/NMB1164; Flags: Precursor [Neisseria meningitidis MC58]		NMB1126						M		U		1		0.712		0.024		0.632		0		-0.004		0.66		-1.292		0.366		0.677		0.472		0.984		0.708		0.464		0.054

		192		2.29		2.69		18.1		7226938		serS		Seryl-tRNA synthetase [Neisseria meningitidis MC58]		serS						J		C		1

		193		2.27		3.19		13.3		269210385		NEILACOT_03030		Cytochrome c family protein [Neisseria lactamica ATCC 23970] 		NMB1677a		15677525		Cytochrome c5 		C		U		1		0.568		0.392		0.54		0.604		0.04		0.184		-0.948		0.05		0.074		0.03		0.03		0.009		0.004		0.056

		194		2.27		2.65		19.1		309378859				Unnamed protein product [Neisseria lactamica Y92-1009]		rhlEa		385340268		Putative ATP-dependent RNA helicase rhlE [Neisseria meningitidis G2136]		LKJ		C		1

		195		2.26		2.86		10.2		261391596		pilC2		Type IV pilus-associated protein PilC2 [Neisseria meningitidis 8013]		pilC2						N		OM		1

		1 = Gene name equivalent to serogroup B Neisseria meningitidis (NMB) as per BLAST search; 2 = The equivalent NMB protein name, which is MC58 unless otherwise stated and is the same protein name as original unless otherwise stated.  Cells highlighted in yellow indicate greater than 1.8-fold increase in expression.  Blue cells indicate expression less than 0.2-fold.  Green cells indicate a significance of greater than 95%. Lilac cells indicate a significance between 90% and 94.99% confidence.  Empty ratio cells indicate that insufficient quantitation data was obtained for that protein.  The shared measure of identity of the equivalent NMB protein with the non-meningococcal protein is given in the ‘Gene Name NMB’ column using superscript letters.  Coverage (C) and identity (ID) is represented %C/%ID.  If not otherwise stated coverage is 100%.  A=95-100%ID, b=85-94%ID, c=75-84%ID, d=65-74%ID, e=90-100%/90-100%, f=67%/100%, g=81%/97%, h=65%/100.  COG function codes: Information, storage and processing – J = Translation, ribosomal structure and biogenesis, K = Transcription, L = DNA replication, recombination and repair; Cellular processes – D = Cell division and chromosome partitioning, M = Cell envelope biogenesis, outer membrane, N = Cell motility and secretion, O = Posttranslational modification, protein turnover, chaperones, P = Inorganic ion transport and metabolism, T = signal transduction mechanisms; Metabolism – C = Energy production and conversion, E = Amino acid transport and metabolism, F = Nucleotide transport and metabolism, G = Carbohydrate transport and metabolism, H = Coenzyme transport and metabolism, I = Lipid metabolism; Q = Secondary metabolites biosynthesis, transport, and catabolism; Poorly characterised proteins – R = General function prediction only, S = Function Unknown, No Related COG = Protein does not match to any COG.  Subcellular location codes: C = cytoplasm, CM = Cytoplasmic Membrane, P = Periplasm, OM = Outer membrane, E = Extracellular, UM = Unknown due to multiple possible locations, U = Unknown





Expt 3 NZ98i

		Table 6.14  Quantitation of proteins detected in iTRAQ Experiment Three compared to H34 strain grown under normal conditions

		Protein N		Unused Prot Score		Total Prot Score		% Cov		GI Accession #		Gene name or locus number		Name		Gene name NMB1		NMB Equivalent GI Accession #		NMB Equivalent Name2		COG		Sub-cellular Location		Peptides (95% Conf.)		log NZ98 30%RH:NZ98i 113:114		log H34 22%RH :NZ98i 115:114		log H34 30%RH :NZ98i  116:114		log NZ98 22%RH :NZ98i 117:114		log H34i :NZ98i  118:114		log Control 2 :NZ98i  119:114		log Control 1 :NZ98i 121:114		P-Value  NZ98 30%RH :NZ98i 113:114		P-Value H34 22%RH :NZ98i 115:114		P-Value H34 30%RH :NZ98i 116:114		P-Value NZ98 22%RH :NZ98i 117:114		P-Value H34i :NZ98i 118:114		P-Value Control 2 :NZ98i 119:114		P-Value Control 1 :NZ98i 121:114

		1		53.02		53.02		65.5		7225341		tufB		Translation elongation factor Tu [Neisseria meningitidis MC58]		tufB						JE		C		36		0.008		-0.032		-0.024		0.008		0.016		-0.02		0.008		0.11		0.378		0.397		0.608		0.172		0.698		0.432

		2		43.34		43.34		66.3		270728847		porB		Class 3 outer membrane protein [Neisseria meningitidis]		porB						M		OM		35		0.504		1.24		0.996		0.044		0.992		1.492		1.392		0.049		0.001		0.001		0.048		0.026		0.001		0.001

		3		37.68		37.68		58.6		7225862		fbpA		Iron(III) ABC transporter, periplasmic binding protein [Neisseria meningitidis MC58]		fbpA						H		P		20		-0.036		0.008		-0.06		-0.048		0.008		-0.028		0.04		0.048		0.524		0.033		0.08		0.59		0.357		0.2

		4		32.84		39.31		69.1		516522		porB		Class 3 outer membrane porin [Neisseria meningitidis]		porB						M		OM		30		0.544		-1.08		-1.06		0.432		-1.176		0.144		0.076		0.027		0.481		0.585		0.214		0.208		0.299		0.279

		5		30.47		30.67		59.3		281336477		porA		Class 1 outer membrane protein [Neisseria meningitidis]		porA						M		OM		23

		6		28.14		28.38		45		325204924		groL		Chaperonin GroL [Neisseria meningitidis M01-240355]		groL						O		C		14		-0.008		-1.956		-1.956		-1.956		-1.956		-1.956		-0.184		0.99		0.058		0.058		0.058		0.058		0.058		0.479

		7		21.03		21.09		29.4		161869564		NMCC_ 0579		Phosphate acyltransferase [Neisseria meningitidis 053442]		ptae		385856786		Pta gene product [Neisseria meningitidis NZ-05/33]		C		UM		12		0.132		-0.024		-0.06		0.02		0.26		0.032		-0.032		0.834		0.522		0.291		0.278		0.045		0.229		0.683

		8		20.74		20.74		39.6		7226184		NMB0946		Peroxiredoxin 2 family protein/glutaredoxin [Neisseria meningitidis MC58]		NMB0946						O		U		13		0.124		0		-0.28		-0.024		0.244		0.056		0.028		0.768		0.892		0.79		0.77		0.451		0.784		0.183

		9		20.61		21		24.5		7226554		tig		Trigger factor [Neisseria meningitidis MC58]		tig						O		C		10		-0.468		-0.436		-0.3		-0.508		-0.708		-1.172		-0.136		0.143		0.02		0.391		0.082		0.114		0.007		0.427

		10		19.89		20.16		29.9		7226199		sucC		Succinyl-CoA synthetase, beta subunit [Neisseria meningitidis MC58]		sucC						C		C		9		0.04		0.14		0.072		-0.116		0.024		-0.044		-0.04		0.834		0.14		0.169		0.353		0.145		0.143		0.176

		11		19.27		19.27		51.2		60392859		rmpM		Outer membrane protein class 4 - Precursor [Neisseria meningitidis Z2491]		rmpM						M		OM		13		0.74		0		0.296		0.488		-0.124		0.328		0		0.023		0.637		0.323		0.417		0.818		0.342		0.549

		12		18.35		18.8		46.3		7225348		rplL		50S Ribosomal protein L7/L12 [Neisseria meningitidis MC58]		rplL						J		C		9		0.388		0.124		0.572		-0.152		-0.216		0.268		0.028		0.211		0.489		0.229		0.794		0.886		0.267		0.717

		13		16.58		16.76		41		325207808		cysK		Cysteine synthase A [Neisseria meningitidis NZ-05/33]		cysK						E		C		10

		14		16.45		16.49		43.9		7226200		sucD		Succinyl-CoA synthetase, alpha subunit [Neisseria meningitidis MC58]		sucD						C		C		9		0.932		0.276		0.076		0.588		0.66		0.148		0.388		0.043		0.494		0.642		0.245		0.238		0.581		0.519

		15		16.41		16.42		56.8		71153153		rplY		50S Ribosomal protein L25; AltName: Full=General stress protein CTC [Neisseria meningitidis Z2491]		rplY						J		C		8		-0.42		-0.328		-0.564		-0.684		-0.072		0.06		-0.696		0.253		0.599		0.115		0.369		0.922		0.489		0.128

		16		16.29		16.3		60.8		81783913		rplM		50S Ribosomal protein L13 [Neisseria meningitidis Z2491]		rplM						J		C		9		-0.012		0.24		0.104		0.152		0.076		-0.072		0.028		0.814		0.167		0.355		0.272		0.293		0.399		0.502

		17		16.22		16.52		58.7		7225366		rpsC		30S Ribosomal protein S3 [Neisseria meningitidis MC58]		rpsC						J		C		8		0.384		0.472		-0.072		0.144		-0.168		0.232		0.136		0.148		0.168		0.438		0.426		0.816		0.337		0.121

		18		16.03		16.03		43.1		4379295				Unnamed protein product [Neisseria meningitidis]		opae		2367647		Opacity protein 		M		OM		12		1.996		1.996		1.996		1.996		1.996		1.996		1.996		0.001		0.004		0.004		0.759		0.007		0.019		0.033

		19		15.67		15.76		15.8		7226585		pdhA		Pyruvate dehydrogenase, E1 component [Neisseria meningitidis MC58]		pdhA						C		C		9		0.044		-0.016		0.552		-0.704		0.344		-0.512		-0.108		0.642		0.313		0.251		0.06		0.445		0.336		0.708

		20		15.33		15.33		54.9		7225385		rpsD		30S Ribosomal protein S4 [Neisseria meningitidis MC58]		rpsD						J		C		8		-0.024		0.232		-0.312		-0.012		0.02		-0.084		0.416		0.488		0.124		0.495		0.323		0.448		0.333		0.06

		21		14.83		15.04		79.8		81783919		rpsO		30S Ribosomal protein S15 [Neisseria meningitidis Z2491]		rpsO						J		C		7		0.616		0.736		0.272		-0.168		-0.044		0.78		0.064		0.64		0.208		0.424		0.848		0.604		0.139		0.481

		22		14.69		14.69		62.1		7225361		rplD		50S Ribosomal protein L4 [Neisseria meningitidis MC58]		rplD						J		C		7		0.512		1.044		-0.02		0.312		0.524		-0.016		0.616		0.326		0.164		0.654		0.33		0.368		0.057		0.372

		23		14.4		15.84		32.5		325127688		dnaK		Chaperone protein DnaK [Neisseria meningitidis N1568]		dnaK						O		C		6		0.252		0.916		0.752		0.42		0.996		1.036		0.832		0.479		0.053		0.073		0.37		0.018		0.027		0.081

		24		14.05		14.47		44.2		7225377		rpsE		30S Ribosomal protein S5 [Neisseria meningitidis MC58]		rpsE						J		C		7		-0.696		0.152		-0.3		-0.78		0.032		-0.98		-0.628		0.093		0.239		0.44		0.071		0.659		0.029		0.312

		25		13.71		13.98		48.4		313667444		rplB		50S Ribosomal protein L2 [Neisseria lactamica ST-640]		rplBa		15676072				J		C		8		0.092		0.076		-0.092		-0.044		-0.052		-0.04		0.024		0.297		0.372		0.729		0.406		0.533		0.81		0.382

		26		13.51		13.66		22.4		81784821		pnp		Polyribonucleotide nucleotidyltransferase [Neisseria meningitidis MC58]		pnp						F		C		8		-0.032		-0.08		-0.232		-0.6		-0.256		-0.484		-0.676		0.538		0.705		0.312		0.177		0.884		0.345		0.066

		27		13.49		13.62		58.7		7225372		rplE		50S Ribosomal protein L5 [Neisseria meningitidis MC58]		rplE						J		C		6		0.512		0.6		0.12		-0.168		-0.1		0.348		0.3		0.071		0.137		0.295		0.538		0.355		0.245		0.179

		28		13.34		13.73		71.07438		7225819		rplS		50S Ribosomal protein L19 [Neisseria meningitidis MC58]		rplS						J		C		7		1.088		1.072		0.82		0.46		0.168		0.708		0.828		0.091		0.161		0.166		0.195		0.272		0.192		0.166

		29		12.57		12.61		34.8		81784175		atpA		ATP synthase subunit alpha [Neisseria meningitidis MC58]		atpA						C		C		7		-0.312		0.112		-0.056		-0.028		-0.12		0.104		0.252		0.215		0.435		0.402		0.475		0.264		0.569		0.297

		30		12.35		12.59		20.3		325207174		fusA		Translation elongation factor G [Neisseria meningitidis NZ-05/33]		fusA						J		C		7		-0.208		0.156		0.008		-0.104		0.072		-0.024		0.116		0.5		0.313		0.31		0.576		0.432		0.89		0.424

		31		12.27		12.54		40.1		7227364		rpsB		30S Ribosomal protein S2 [Neisseria meningitidis MC58]		rpsB						J		C		8		-0.016		0.748		0.216		-0.284		-0.404		0.032		-0.756		0.55		0.195		0.329		0.324		0.975		0.626		0.006

		32		11.76		11.95		22		62900657		pilQ		Type IV pilus biogenesis and competence protein pilQ - Precursor		pilQb		15678016				N		OM		5		1.1		0.796		-0.576		-0.576		0.52		0.012		0.536		0.173		0.253		0.083		0.066		0.004		0.789		0.247

		33		10.39		11.12		31.7		296838822		NEIPOLOT_01520		30S Ribosomal protein S1 [Neisseria polysaccharea ATCC 43768]		rpsAa		15677167				J		C		5		-0.288		0.664		-0.044		-0.304		0.224		-0.076		-0.028		0.001		0.09		0.01		0.115		0.005		0.01		0.009

		34		10.13		10.13		38.3		350571672		rpsF		30S Ribosomal protein S6 [Neisseria wadsworthii 9715]		rpsFf		15677189				J		C		5		0.384		0.468		-0.06		-0.048		-0.132		0.728		-0.212		0.148		0.19		0.107		0.186		0.059		0.112		0.061

		35		9.94		10.14		43.9		313667441		rplC		50S Ribosomal protein L3 [Neisseria lactamica ST-640]		rplCa		15676069				J		C		5		0.232		0.232		-0.216		-0.096		0.288		0		0.032		0.152		0.298		0.769		0.847		0.491		0.974		0.822

		36		9.76		9.97		62.1		254674257		rpsJ		30S Ribosomal protein S10 [Neisseria meningitidis alpha275]		rpsJ						J		C		4		-0.016		0.104		0.056		-0.04		0.06		0.052		0.02		0.515		0.069		0.071		0.359		0.134		0.066		0.337

		37		9.75		9.91		37.4		7225354		rpsL		30S Ribosomal protein S12 [Neisseria meningitidis MC58]		rpsL						J		C		5		0.668		0.364		0.304		0.66		-0.052		0.584		0.536		0.02		0.184		0.263		0.158		0.286		0.07		0.245

		38		9.48		10.61		34.2		7226019		NMB0787		Amino acid ABC transporter, periplasmic [Neisseria meningitidis MC58]		NMB0787						E		P		6		0.512		0.464		0.564		0.06		0.648		0.072		0.788		0.063		0.087		0.156		0.161		0.159		0.001		0.076

		39		9.39		10.05		19.5		349608924		HMPREF1028_00313		Hypothetical protein HMPREF1028_00313 [Neisseria sp. GT4A_CT1]		gutBa		385853705		GutB gene product [Neisseria meningitidis H44/76]		ER		C		6		-0.348		-0.348		-0.316		-0.304		0.832		-0.452		0.264		0.009		0.081		0.074		0.043		0.069		0.043		0.038

		40		9.33		11.57		27.6		7225651		ftsZ		Cell division protein FtsZ [Neisseria meningitidis MC58]		ftsZ						D		C		5		0.128		0.348		-0.164		0.368		0.504		-0.376		0.04		0.635		0.385		0.822		0.301		0.31		0.966		0.775

		41		9.23		11.3		23.4		7225555		dapD		2,3,4,5-Tetrahydropyridine-2,6-dicarboxylate N-succinyltransferase [Neisseria meningitidis MC58]		dapD						E		C		6		1.996		1.996		1.996		1.996		1.996		1.996		1.996		0.063		0		0		0.017		0		1		0.019

		42		8.92		9.23		63.1		7227318		rpsI		30S Ribosomal protein S9 [Neisseria meningitidis MC58]		rpsI						J		C		4		0.06		0.384		-0.34		0.24		-0.356		-0.068		0.624		0.657		0.166		0.769		0.455		0.858		0.454		0.153

		43		8.89		8.93		56.2		59801191		NGO0777		DNA-binding protein Hu [Neisseria gonorrhoeae FA 1090]		hupBa		15677102		DNA-binding protein HU-beta 		L		C		4		0.192		0.02		0.104		-0.512		0.244		0.18		0.104		0.813		0.493		0.591		0.2		0.679		0.686		0.814

		44		8.65		8.65		31.4		325207146		NMBNZ0533_0109		LysM domain protein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_0109						S		U		4		0.08		0.208		-0.748		-0.168		-0.392		0.544		-0.32		0.166		0.568		0.898		0.689		0.787		0.338		0.114

		45		8.6		8.74		35.9		7225345		rplA		50S Ribosomal protein L1 [Neisseria meningitidis MC58]		rplA						J		C		4		0.444		0.712		0.176		0.32		0.14		0.552		0.54		0.133		0.141		0.307		0.406		0.327		0.137		0.152

		46		8.36		8.53		45.7		268687512		NGLG_01871		50S Ribosomal protein L16 [Neisseria gonorrhoeae SK-93-1035]		rplPa		15676076				J		C		4		0		0.552		-0.512		-0.26		0.968		0.536		0.612		0.01		0.227		0.07		0.025		0.102		0.323		0.215

		47		8.26		8.43		15.3		7226762		ackA-2		Acetate kinase [Neisseria meningitidis MC58]		ackA-2						C		C		4		-0.004		0.496		-0.004		0.496		0.932		-0.004		-0.004		0.055		0.002		0.058		0.05		0.001		0.063		0.057

		48		8.21		8.27		32.1		7227050		NMB1796		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1796						R		C		6		-0.216		-0.476		-0.528		-0.264		-0.344		-0.204		-0.38		0.034		0.021		0.074		0.009		0.421		0.214		0.086

		49		8.19		8.26		23.9		325137670		NMBES14902_1683		Oxidoreductase, zinc-binding dehydrogenase family [Neisseria meningitidis ES14902]		adhPa		7225772		Alcohol dehydrogenase, propanol-preferring		R		C		4		-0.264		-0.892		-0.512		-0.952		0.4		-0.764		-0.412		0.906		0.018		0.107		0.116		0.144		0.024		0.386

		50		8.14		8.14		54		325208428		NMBNZ0533_1464		Putative lipoprotein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_1464						Putative No related COG		U		5		1.628		0.388		0.196		1.064		-0.204		0.584		0.788		0.042		0.339		0.008		0.001		0.008		0.211		0.239

		51		8.04		8.51		10.6		349575083		rpoB		DNA-directed RNA polymerase subunit beta [Neisseria shayeganii 871]		rpoBb		15676060				K		C		3		0.028		0.388		0.58		-0.484		0.116		-0.204		0.052		0.529		0.139		0.155		0.951		0.468		0.472		0.565

		52		8.04		8.05		80.4		7225364		rpsS		30S Ribosomal protein S19 [Neisseria meningitidis MC58]		rpsS						J		C		4		-0.036		0.212		-0.056		-0.16		0.452		0.108		0.596		0.614		0.503		0.194		0.223		0.464		0.573		0.395

		53		7.93		10.43		15.4		313668612		metE		5-Methyltetrahydropteroyltriglutamate--ho mocysteinemethyltransferase [Neisseria lactamica ST-640]		metEa		GI:385853366		H44/76		E		C		5		-0.052		0.148		0.128		-0.004		0.268		-0.656		-0.096		0.447		0.043		0.25		0.973		0.04		0.057		0.231

		54		7.68		8.08		11.8		59800995		NGO0562		Dihydrolipoamide dehydrogenase [Neisseria gonorrhoeae FA 1090]		lpdA2a		15677210		Dihydrolipoamide dehydrogenase (E3 component) 		C		C		4		1.996		1.996		1.996		1.996		1.996		1.996		1.996		0.073		0.001		0.019		0.02		0		0		0.027

		55		7.65		7.87		38		75432353		rplJ		50S Ribosomal protein L10 [Neisseria gonorrhoeae FA 1090]		rplJa		15676058				J		C		4		0.504		0.372		0.072		0.804		-0.468		-0.192		0.816		0.037		0.486		0.457		0.191		0.57		0.515		0.278

		56		7.51		7.51		23.3		296839464		NEIPOLOT_00792		D-Methionine ABC transporter, periplasmic [Neisseria polysaccharea ATCC 43768]		GNA1946a		15677776		Outer membrane lipoprotein 		R		OM		3		0.656		0.408		-0.148		0.348		0.888		0.964		0.816		0.094		0.329		0.493		0.315		0.147		0.175		0.164

		57		7.39		9.85		34.2		325208953		tsf		Translation elongation factor Ts [Neisseria meningitidis NZ-05/33]		tsf						J		C		4		-0.668		-0.232		0.02		-0.348		-0.28		0.084		-0.016		0.003		0.338		0.657		0.008		0.462		0.435		0.034

		58		7.07		7.12		34.6		7225355		rpsG		30S Ribosomal protein S7 [Neisseria meningitidis MC58]		rpsG						J		C		4		-0.656		0.236		-0.668		-0.3		-0.492		0.556		-0.168		0.278		0.772		0.074		0.56		0.195		0.112		0.483

		59		6.91		6.91		70.1		81857431		rpsQ		30S Ribosomal protein S17 [Neisseria meningitidis Z2491]		rpsQ						J		C		3		0.224		0.236		-0.036		-0.396		-0.056		0.332		0.096		0.754		0.386		0.633		0.774		0.463		0.304		0.47

		60		6.68		7.08		18.1		7226195		sucB		2-Oxoglutarate dehydrogenase, E2 component, dihydrolipoamide succinyltransferase [Neisseria meningitidis MC58]		sucB						C		C		3		1.276		-0.672		-0.004		0.664		-0.004		-0.004		-0.004		0.115		0.059		0.056		0.036		0.061		0.05		0.051

		61		6.46		6.46		49.5		7225365		rplV		50S Ribosomal protein L22 [Neisseria meningitidis MC58]		rplV						J		C		3		0.808		0.616		0.292		0.532		0.7		0.552		0.636		0.007		0.036		0.047		0.001		0.001		0.036		0.001

		62		6.38		8.52		26		7225384		rpsK		30S Ribosomal protein S11 [Neisseria meningitidis MC58]		rpsK						J		C		4		-0.42		0.064		-0.636		-0.1		-0.216		-0.604		0.272		0.004		0.603		0.025		0.619		0.141		0.025		0.259

		63		6.32		6.64		14.4		349610169		HMPREF1028_01502		Phosphoenolpyruvate synthase [Neisseria sp. GT4A_CT1]		ppsAa		15676521				G		C		3		0.804		1.108		0.86		0.284		1.476		0.936		0.3		0.985		0.173		0.184		0.363		0.15		0.213		0.004

		64		6.26		6.45		30.8		7226024		NMB0791		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis MC58]		NMB0791						O		C		3		-1.004		-1.004		-1.004		-1.004		1.192		0.152		0.564		0.019		0.059		0.059		0.059		0.033		0.036		0.038

		65		6.14		6.4		19.4		325208247		eno		Phosphopyruvate hydratase [Neisseria meningitidis NZ-05/33]		eno						G		C		3		0.46		0.276		0.32		0.084		0.208		0.16		0.36		0.061		0.113		0.27		0.746		0.332		0.202		0.083

		66		6.13		6.41		27.2		81784396		fkpA		Probable FKBP-type peptidyl-prolyl cis-trans isomerase fkpA - Precursor [Neisseria meningitidis MC58]		fkpA						O		OM		3		0.264		-1.944		-1.944		-0.792		-1.944		-0.116		-1.144		0.36		0.051		0.051		0.971		0.051		0.63		0.18

		67		6.08		6.33		24.6		254805899		pilE		Fimbrial protein precursor [Neisseria meningitidis alpha14]		pilE						N		E		3		-0.444		1.476		0.876		-0.248		0.92		0.656		0.976		0.351		0.222		0.242		0.071		0.276		0.439		0.43

		68		6		6.47		19.8		350570669		rplF		50S Ribosomal protein L6 [Neisseria wadsworthii 9715]		rplFc		15676084				J		C		3		0.74		0.956		0.2		-0.004		0.38		0.668		0.048		0.006		0.001		0.033		0.043		0.001		0.031		0.144

		69		5.82		5.82		19.1		8163792				Heme oxygenase [Neisseria meningitidis]		hemO						P		U		3		-0.036		-0.052		-0.772		-0.712		-0.02		-0.04		-0.74		0.237		0.049		0.05		0.125		0.042		0.044		0.115

		70		5.53		5.66		48		325204319		rplI		Ribosomal protein L9 [Neisseria meningitidis M01-240355]		rplI						J		C		3		0.2		-0.252		-0.192		0.156		-0.652		0.108		0.084		0.031		0.987		0.073		0.116		0.013		0.043		0.038

		71		5.46		5.65		12.5		9910686		glyA		Serine hydroxymethyltransferase [Neisseria meningitidis MC58]		glyA						E		C		3		0.664		0.064		0.148		0.696		0.52		0.772		0.464		0.244		0.441		0.006		0.271		0.005		0.195		0.316

		72		5.29		7.65		55.5		7225373		rpsN		30S Ribosomal protein S14 [Neisseria meningitidis MC58]		rpsN						J		C		4		1.24		1.12		-0.004		-0.004		1.732		-0.004		1.308		0.052		0.02		1		1		0.019		1		0.019

		73		5.04		5.3		14.8		254672897		ilvC		Ketol-acid reductoisomerase [Neisseria meningitidis alpha275]		ilvC						EH		C		3		-0.06		-0.108		-0.18		-0.18		-0.06		0.02		-0.112		0.562		0.668		0.312		0.384		0.837		0.704		0.571

		74		4.91		5.08		11.1		325128466		aceF		Pyruvate dehydrogenase complex, E2 component [Neisseria meningitidis N1568]		aceF						C		C		2		0.08		-0.184		-0.52		-0.36		0.528		0.248		0.256		0.163		0.974		0.572		0.772		0.201		0.214		0.347

		75		4.85		5		19.7		81784254		secB		Protein-export protein secB [Neisseria meningitidis MC58]		secB						N		C		2		0.008		0.092		-0.304		-0.672		0.56		0.036		0.488		0.423		0.552		0.991		0.115		0.213		0.28		0.237

		76		4.82		4.9		51.4		7225371		rplX		50S Ribosomal protein L24 [Neisseria meningitidis MC58]		rplX						J		C		2		-0.164		0.16		-0.224		0.112		-0.428		-0.248		-0.072		0.005		0.029		0.066		0.085		0.553		0.071		0.424

		77		4.81		5.09		40.2		296840086		NEIPOLOT_00141		50S Ribosomal protein L14 [Neisseria polysaccharea ATCC 43768]		rplNa		15676079				J		C		2		-0.18		0.884		-0.04		-0.176		-0.016		-0.236		0.6		0.254		0.127		0.773		0.432		0.437		0.195		0.654

		78		4.73		7.7		11.7		349610720		HMPREF1028_02027		DNA-directed RNA polymerase subunit beta [Neisseria sp. GT4A_CT1]		rpoCa		15676061				J		C		4		-0.364		-0.072		-0.316		0.012		-0.872		0.048		0		0.45		0.56		0.683		0.898		0.336		0.264		0.928

		79		4.61		4.85		21.9		81857552		atpD		ATP synthase subunit beta [Neisseria meningitidis MC58]		atpD						C		C		2		0.216		0.232		-0.324		-0.28		0.384		0.032		0.212		0.073		0.003		0.008		0.007		0.002		0.357		0.098

		80		4.56		4.56		27.6		7225888		nspA		Outer membrane protein NspA [Neisseria meningitidis MC58]		nspA						M		OM		2		0.264		-0.028		-0.984		-0.272		-0.44		0.124		-0.316		0.048		0.012		0.075		0.296		0.006		0.005		0.016

		81		4.52		5.41		78.6		73621630		rplR		50S Ribosomal protein L18 [Neisseria meningitidis MC58]		rplR						J		C		2		-0.64		0.292		-1.332		-1.332		0		-0.648		-0.676		0.004		0.026		0.013		0.013		0.339		0.053		0.046

		82		4.52		4.65		57.9		7226563		rpsR		30S Ribosomal protein S18 [Neisseria meningitidis MC58]		rpsR						J		C		2		0.88		0.544		0.272		0.304		0.576		-0.12		0.46		0.006		0.003		0.003		0.003		0.003		0.621		0.002

		83		4.46		4.64		33.9		7225374		rpsH		30S Ribosomal protein S8 [Neisseria meningitidis MC58]		rpsH						J		C		2		0.052		-0.868		-1.244		-1.04		-1.244		-0.352		-0.276		0.792		0.104		0.1		0.125		0.1		0.287		0.35

		84		4.4		4.49		30.8		81857629		rplW		50S Ribosomal protein L23 [Neisseria meningitidis MC58]		rplW						J		C		2		0.016		-0.008		-0.364		-0.98		-0.06		-0.14		-0.436		0.003		0.675		0.009		0.023		0.144		0.065		0.046

		85		4.35		4.78		9.9		325144790		NMBM01240013_0765		Cytochrome C biogenesis protein transmembrane region [Neisseria meningitidis M01-240013]		dipZa 		15677372		Thiol:disulfide interchange protein 		OC		CM		2		-0.004		1.944		1.944		1.944		1.944		-0.004		-0.004		1		0.019		0.019		0.018		0.019		1		1

		86		4.24		4.3		16.1		319639103		HMPREF0604_01484		Spermidine/putrescine ABC transporter [Neisseria mucosa C102]		potD1a		15676373		Spermidine/putrescine ABC transporter substrate-binding protein 		E		P		2		1.944		-0.004		1.944		-0.004		-0.004		-0.004		-0.004		0.057		1		0.019		1		1		1		1

		87		4.23		4.23		34.67742		325208946		NMBNZ0533_2030		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33](MC58 adhesin complex protein NMB2095)		NMBNZ0533_2030						Hypothetical No related COG		U		3		-1.324		0.844		0.172		0.096		0.1		0.792		0.868		0.018		0.246		0.393		0.279		0.332		0.257		0.272

		88		4.18		4.64		17.3		309380084		NLY_27800		Unnamed protein product [Neisseria lactamica Y92-1009]		gltAa		15676847		Type II citrate synthase 		C		C		2		-0.544		-1.552		-1.552		-1.552		-0.62		-1.552		-1.552		0.314		0.05		0.05		0.05		0.225		0.05		0.05

		89		4.12		4.2		13.1		7226831		hisB		Imidazoleglycerol-phosphate dehydratase [Neisseria meningitidis MC58]		hisB						E		C		3		-0.56		0.124		-0.612		-0.952		-0.584		0.024		0.32		0.003		0.322		0.021		0.032		0.03		0.663		0.042

		90		4.1		4.7		18.5		325135737		maeB		Malate dehydrogenase [Neisseria meningitidis M0579]		maeB						C		C		2		0.752		0.6		-0.376		-0.672		0.644		-0.052		0.932		0.276		0.542		0.912		0.06		0.348		0.674		0.227

		91		4.04		4.46		4.8		345874192		l11_00850		Type IV-A pilus assembly ATPase PilB [Neisseria weaveri LMG 5135]		pilFc		15676245		Type IV pilus assembly protein 		N		C		2

		92		4		4		7.1		9910705		NMB1533		Outer membrane protein H.8 - Precursor [Neisseria meningitidis MC58](azurin)		NMB1533						C		OM		2		0.708		0.484		1.032		0.808		0.84		0.532		0.248		0.051		0.018		0.018		0.017		0.018		0.018		0.018

		93		3.91		4.76		39.6		325206878		groS		Chaperonin GroS [Neisseria meningitidis M04-240196]		groS						O		C		2		-0.796		0.844		0.552		-0.644		0.864		0.248		0.704		0.018		0.003		0.004		0.055		0.002		0.006		0.003

		94		3.66		3.83		39.3		81785148		rplQ		50S Ribosomal protein L17 [Neisseria meningitidis MC58]		rplQ						J		C		1		-0.224		-0.12		-0.58		0.08		-0.388		0.188		-0.168		0.472		0.687		0.443		0.643		0.206		0.346		0.916

		95		3.31		3.61		18.2		296840734		NEIPOLOT_00159		Septum site-determining protein MinD [Neisseria polysaccharea ATCC 43768]		minDe		15676098				D		C		2		0.244		-0.008		0.028		-0.116		0.164		0.236		0.136		0.646		0.69		0.201		0.985		0.434		0.677		0.257

		96		3.31		3.36		19.4		7226073		NMB0838		Cold-shock domain family protein [Neisseria meningitidis MC58]		NMB0838						K		C		2		-1.228		-0.804		-1.16		-0.888		-1.972		-1.116		-0.88		0.307		0.374		0.323		0.477		0.194		0.364		0.478

		97		3.27		3.27		17.7		7225386		rpoA		DNA-directed RNA polymerase, alpha subunit [Neisseria meningitidis MC58]		rpoA						K		C		2

		98		3.15		3.31		53.3		7225545		rpmA		50S Ribosomal protein L27 [Neisseria meningitidis MC58]		rpmA						J		C		1		-0.44		-0.236		0.336		-0.536		-0.104		-0.136		0.204		0.003		0.047		0.465		0.015		0.051		0.079		0.225

		99		3.01		3.01		72.8		7225822		rpsP		30S Ribosomal protein S16 [Neisseria meningitidis MC58]		rpsP						J		C		2		-0.396		0.352		-0.144		-0.192		-0.296		0.216		-0.264		0.552		0.024		0.985		0.771		0.073		0.031		0.539

		100		2.89		2.89		19		325201239		NMBM01240149_0046		Twitching motility protein PilT [Neisseria meningitidis M01-240149]		pilT						N		C		1		-1.956		0.032		-1.956		0.108		-1.956		-0.108		-0.16		0.018		0.873		0.058		0.627		0.058		0.652		0.524

		101		2.41		2.79		41.4		269145163		NEICINOT_04164		30S Ribosomal protein S20 [Neisseria cinerea ATCC 14685]		rpsTa		15676374				J		C		1		-0.212		-0.052		-0.24		-0.26		-0.208		-0.192		-0.1		0.316		0.512		0.131		0.125		0.261		0.381		0.143

		102		2.4		2.5		22.8		5051448		opcA		OpcA protein [Neisseria meningitidis]		opcA						M		OM		1		1.06		1.056		-0.036		-0.004		-0.004		1.028		-0.004		0.116		0.036		0.775		0.058		0.051		0.037		0.054

		103		2.38		2.54		7.4		319638154		HMPREF0604_00540		2-Isopropylmalate synthase [Neisseria mucosa C102]		leuAb		161869955		2-Isopropylmalate synthase [Neisseria meningitidis 053442]		E		C		1		-0.088		0.216		0.412		0.188		-0.068		0.268		0.292		0.712		0.419		0.247		0.461		0.775		0.356		0.333

		104		2.3		24.27		49.2		89276863		porA		Outer membrane protein class 1 [Neisseria meningitidis]		porA						M		OM		20		-0.004		1.324		0.664		-0.004		1.06		0.664		-0.004		1		0.018		0.019		1		0.018		0.019		1

		105		2.29		2.37		34.3		7227209		rpsU		30S Ribosomal protein S21 [Neisseria meningitidis MC58]		rpsU						J		C		1		1.996		1.996		1.996		1.996		1.996		1.996		1.996		0.063		0.018		0.019		0.019		0.018		0.018		0.019

		106		2.21		2.92		2.9		325203599		NMBM01240355_0504		Filamentous hemagglutinin family N-terminal domain protein [Neisseria meningitidis M01-240355]		NMBM01240355_0504						M		OM		1

		107		2.17		2.27		16.7		7226853		gpm		Phosphoglycerate mutase [Neisseria meningitidis MC58]		gpm						G		C		1

		108		2.16		2.73		10.8		241760300		NEIFL0001_1617		Translation initiation factor IF-2 [Neisseria flavescens SK114]		infBb		15677492				J		C		1		0.408		0.112		0.304		0.964		0.896		0.312		-0.212		0.061		0.431		0.158		0.033		0.035		0.153		0.05

		109		2.15		2.15		10.1		59802286		NGO1977		Hypothetical protein NGO1977 [Neisseria gonorrhoeae FA 1090]		NMBH4476_2044b		385854139		5-formyltetrahydrofolate cyclo-ligase (H44/76)		Hypothetical H		C		1

		110		2.14		2.16		27.3		7226742		NMB1500		Conserved hypothetical protein [Neisseria meningitidis MC58] 		NMB1500						T		U		2		-0.372		-1.58		-1.276		-0.764		-0.804		-1.972		-0.396		0.363		0.18		0.199		0.501		0.406		0.039		0.382

		111		2.12		4.13		7		161870065		NMCC_1102		Membrane protein [Neisseria meningitidis 053442]		NMCC_1102						No related COG		U		2		0.028		-0.56		-0.308		-1.556		-0.952		0		-0.276		0.91		0.569		0.438		0.044		0.242		0.957		0.592

		112		2.12		2.88		11		7226819		acnB		Aconitate hydratase 2 [Neisseria meningitidis MC58]		acnB						C		C		1		-0.068		-0.004		-0.004		-0.004		0.896		-0.076		0.944		0.585		0.057		0.057		0.055		0.04		0.564		0.037

		113		2.12		2.12		11.9		7227062		pilM		PilM protein [Neisseria meningitidis MC58]		pilM						D		UM		1		-0.004		-0.004		-0.004		-0.672		0.344		-0.672		0.652		0.936		0.281		0.229		0.069		0.229		0.069		0.288

		114		2.1		2.45		6.9		349575646		iscS		Cysteine desulfurase [Neisseria shayeganii 871]		nifS/iscSb		15677242				E		C		1		-0.984		-0.112		-0.084		0.072		0.484		-0.512		-0.984		0.019		0.323		0.417		0.467		0.038		0.054		0.067

		115		2.09		4.35		13.9		269214092		NEICINOT_04909		Putrescine ABC transporter, periplasmic [Neisseria cinerea ATCC 14685]		potD3e		15677444		Spermidine/putrescine ABC transporter substrate-binding protein 		E		UM		2		1.42		1.388		1.452		1.32		1.3		1.412		1.48		0.057		0.019		0.018		0.019		0.019		0.019		0.018

		116		2.08		2.35		6.3		319639506		HMPREF0604_01879		Hypothetical protein HMPREF0604_01879 [Neisseria mucosa C102]		HMPREF0604_01879						Hypothetical No related COG		C		1		1.996		1.996		1.996		1.996		1.996		1.996		1.996		1		1		0.018		0.019		0.019		0.018		0.02

		117		2.06		2.96		10.5		294669975		NEIELOOT_01801		Putative TPR repeat protein [Neisseria elongata subsp. glycolytica ATCC 29315]		NEIELOOT_01801						Putative R		E		1

		118		2.05		4.05		14.3		7228911		gna1220		Membrane protein GNA1220 [Neisseria meningitidis]		gna1220						O		OM		2

		119		2.05		2.1		7.3		294668905		NEIELOOT_00819		REVERSED conserved hypothetical protein [Neisseria elongata subsp. glycolytica ATCC 29315]		NEIELOOT_00819										1		0.424		1.308		0.976		0.976		0.976		0.976		1.324		0.06		0.019		0.017		0.017		0.02		0.018		0.018

		120		2.04		4.49		17.3		7226193		gltA		Citrate synthase [Neisseria meningitidis MC58]		gltA						C		C		2		0.008		0.476		-0.472		0.048		0.416		-0.472		0.028		0.615		0.517		0.194		0.41		0.318		0.146		0.35

		121		2.04		2.25		35		75355451		rpsM		30S Ribosomal protein S13 [Neisseria gonorrhoeae FA 1090]		rpsMa		15676092				J		C		1		1.24		1.268		1.308		1.356		0.224		1.404		-0.984		0.192		0.209		0.192		0.174		0.449		0.156		0.061

		122		2.04		2.22		8		304388482		lgtA		Lacto-N-neotetraose biosynthesis glycosyl transferase LgtA [Neisseria meningitidis ATCC 13091]		lgtA						M		CM		1

		123		2.04		2.17		5.1		313667534		fabF		3-Oxoacyl-[acyl-carrier-protein] synthase II [Neisseria lactamica ST-640]		fabF-1a		15676145				IQ		C		1		-1.956		-0.936		-1.956		-0.004		-0.08		-1.956		-1.956		0.017		0.763		0.049		0.948		0.74		0.049		0.049

		124		2.04		2.04		22.2		7227179		fabG-2		3-Oxoacyl-(acyl-carrier-protein) reductase [Neisseria meningitidis MC58]		fabG-2						QR		C		1		-0.004		1.944		-0.004		-0.004		1.944		-0.004		1.944		1		0.019		1		1		0.018		1		0.018

		125		2.03		2.03		42.9		7225542		rpmB		50S Ribosomal protein L28 [Neisseria meningitidis MC58]		rpmB						J		C		1		-0.18		-1.472		-0.66		-1.828		-0.26		-1.828		-0.684		0.595		0.08		0.317		0.052		0.366		0.052		0.297

		126		2.02		2.33		5		268594039		NGBG_00330		Pilus-associated protein [Neisseria gonorrhoeae 35/02]		pilC1d		2073458		PilC1 		N		OM		1

		1 = Gene name equivalent to serogroup B Neisseria meningitidis (NMB) as per BLAST search; 2 = The equivalent NMB protein name, which is MC58 unless otherwise stated and is the same protein name as original unless otherwise stated.  Cells highlighted in yellow indicate greater than 1.8-fold increase in expression.  Blue cells indicate expression less than 0.2-fold.  Green cells indicate a significance of greater than 95%. Lilac cells indicate a significance between 90% and 94.99% confidence.  Empty ratio cells indicate that insufficient quantitation data was obtained for that protein.  The shared measure of identity of the equivalent NMB protein with the non-meningococcal protein is given in the ‘Gene Name NMB’ column using superscript letters.  Coverage (C) and identity (ID) is represented %C/%ID.  If not otherwise stated coverage is 100%.  A=95-100%ID, b=85-94%ID, c=75-84%ID, d=65-74%ID, e=90-100%/90-100%, f=89%/96%.  COG function codes: Information, storage and processing – J = Translation, ribosomal structure and biogenesis, K = Transcription, L = DNA replication, recombination and repair; Cellular processes – D = Cell division and chromosome partitioning, M = Cell envelope biogenesis, outer membrane, N = Cell motility and secretion, O = Posttranslational modification, protein turnover, chaperones, P = Inorganic ion transport and metabolism, T = signal transduction mechanisms; Metabolism – C = Energy production and conversion, E = Amino acid transport and metabolism, F = Nucleotide transport and metabolism, G = Carbohydrate transport and metabolism, H = Coenzyme transport and metabolism, I = Lipid metabolism; Q = Secondary metabolites biosynthesis, transport, and catabolism; Poorly characterised proteins – R = General function prediction only, S = Function Unknown, No Related COG = Protein does not match to any COG.  Subcellular location codes: C = cytoplasm, CM = Cytoplasmic Membrane, P = Periplasm, OM = Outer membrane, E = Extracellular, UM = Unknown due to multiple possible locations, U = Unknown.





Expt 3 H34i

		Table 6.15  Quantitation of proteins detected in iTRAQ Experiment Three compared to H34 strain grown under normal conditions

		Protein N		Unused ProtScore		Total ProtScore		% Cov		GI Accession #		Gene name or locus number		Name		Gene name NMB1		NMB Equivalent GI Accession #		NMB Equivalent Name2		COG		Sub-cellular Location		Peptides (95% Conf.)		log NZ98 30%RH: H34i 113:118		log NZ98 22%RH : H34i 114:118		log H34 22%RH :H34i 115:118		log H34 30%RH :H34i 116:118		log NZ98 22%RH :H34i 117:118		log Control 2 :H34i 119:118		log Control 1 :H34i 121:118		P-Value  NZ98 30%RH: H34i 113:118		P-Value NZ98 22%RH : H34i 114:118		P-Value H34 22%RH :H34i 115:118		P-Value H34 30%RH :H34i 116:118		P-Value NZ98 22%RH :H34i 117:118		P-Value Control 2 :H34i 119:118		P-Value Control 1 :H34i 121:118

		1		53.02		53.02		65.5		7225341		tufB		Translation elongation factor Tu [Neisseria meningitidis MC58]		tufB						JE		C		36		-0.016		-0.024		-0.052		-0.044		-0.016		-0.04		-0.012		0.812		0.172		0.002		0.005		0.208		0.044		0.371

		2		43.34		43.34		66.3		270728847		porB		Class 3 outer membrane protein [Neisseria meningitidis]		porB						No related COG		OM		35		-0.464		-1		0.348		0.116		-0.916		0.508		0.4		0.009		0.026		0.028		0.01		0.036		0.003		0.003

		3		37.68		37.68		58.6		7225862		fbpA		Iron(III) ABC transporter, periplasmic binding protein [Neisseria meningitidis MC58]		fbpA						H		P		20		-0.048		-0.016		-0.008		-0.076		-0.06		-0.04		0.028		0.127		0.59		0.954		0.034		0.098		0.76		0.089

		4		32.84		39.31		69.1		516522		porB		Class 3 outer membrane porin [Neisseria meningitidis]		porB						No related COG		OM		30		1.996		1.996		1.996		1.996		1.996		1.996		1.996		0		0.208		0.378		0.652		0.118		0.006		0.005

		5		30.47		30.67		59.3		281336477		porA		Class 1 outer membrane protein [Neisseria meningitidis]		porA						No related COG		OM		23

		6		28.14		28.38		45		325204924		groL		Chaperonin GroL [Neisseria meningitidis M01-240355]		groL						O		C		14		1.944		1.944		-0.004		-0.004		-0.004		-0.004		1.944		0.058		0.058		1		1		1		1		0.019

		7		21.03		21.09		29.4		161869564		NMCC_0579		Phosphate acyltransferase [Neisseria meningitidis 053442]		ptae		385856786		pta gene product [Neisseria meningitidis NZ-05/33]		C		UM		12		-0.128		-0.268		-0.288		-0.324		-0.244		-0.232		-0.296		0.175		0.045		0.03		0.023		0.042		0.024		0.006

		8		20.74		20.74		39.6		7226184		NMB0946		Peroxiredoxin 2 family protein/glutaredoxin [Neisseria meningitidis MC58]		NMB0946						O		U		13		-0.136		-0.252		-0.276		-0.528		-0.256		-0.2		-0.232		0.384		0.451		0.112		0.085		0.25		0.298		0.313

		9		20.61		21		24.5		7226554		tig		Trigger factor [Neisseria meningitidis MC58]		tig						O		C		10		0.232		0.7		0.288		0.4		0.232		-0.44		0.5		0.716		0.114		0.74		0.662		0.452		0.713		0.242

		10		19.89		20.16		29.9		7226199		sucC		Succinyl-CoA synthetase, beta subunit [Neisseria meningitidis MC58]		sucC						C		C		9		0.008		-0.032		0.116		0.068		-0.104		-0.06		-0.052		0.596		0.145		0.618		0.399		0.231		0.39		0.887

		11		19.27		19.27		51.2		60392859		rmpM		Outer membrane protein class 4 - Precursor [Neisseria meningitidis Z2491]		rmpM						M		OM		13		0.856		0.116		0.276		0.42		0.616		0.476		0.12		0.02		0.818		0.789		0.094		0.276		0.155		0.287

		12		18.35		18.8		46.3		7225348		rplL		50S Ribosomal protein L7/L12 [Neisseria meningitidis MC58]		rplL						J		C		9		0.56		0.208		0.408		0.768		-0.044		0.396		0.164		0.11		0.886		0.996		0.018		0.507		0.171		0.487

		13		16.58		16.76		41		325207808		cysK		Cysteine synthase A [Neisseria meningitidis NZ-05/33]		cysK						E		C		10

		14		16.45		16.49		43.9		7226200		sucD		Succinyl-CoA synthetase, alpha subunit [Neisseria meningitidis MC58]		sucD						C		C		9		0.336		-0.668		-0.352		-0.592		-0.016		-0.464		-0.228		0.065		0.238		0.244		0.17		0.97		0.105		0.337

		15		16.41		16.42		56.8		71153153		rplY		50S Ribosomal protein L25; AltName: General stress protein CTC [Neisseria meningitidis Z2491]		rplY						J		C		8		-0.376		0.064		-0.288		-0.512		-0.664		0.128		-0.696		0.195		0.922		0.366		0.108		0.125		0.583		0.108

		16		16.29		16.3		60.8		81783913		rplM		50S Ribosomal protein L13 [Neisseria meningitidis Z2491]		rplM						J		C		9		-0.1		-0.084		0.16		0.024		0.072		-0.152		-0.052		0.671		0.293		0.104		0.588		0.736		0.661		0.642

		17		16.22		16.52		58.7		7225366		rpsC		30S Ribosomal protein S3 [Neisseria meningitidis MC58]		rpsC						J		C		8		0.44		0.16		0.548		-0.116		0.216		0.324		0.252		0.098		0.816		0.836		0.446		0.884		0.183		0.05

		18		16.03		16.03		43.1		4379295				Unnamed protein product [Neisseria meningitidis]		opae		2367647		opacity protein 		M		OM		12		-1.748		-1.576		0.032		0.064		-1.664		-0.76		-0.748		0		0.007		0.335		0.218		0.003		0.343		0.086

		19		15.67		15.76		15.8		7226585		pdhA		Pyruvate dehydrogenase, E1 component [Neisseria meningitidis MC58]		pdhA						C		C		9		-0.28		-0.352		-0.332		0.208		-0.984		-0.764		-0.436		0.33		0.445		0.34		0.593		0.053		0.435		0.88

		20		15.33		15.33		54.9		7225385		rpsD		30S Ribosomal protein S4 [Neisseria meningitidis MC58]		rpsD						J		C		8		-0.068		-0.028		0.2		-0.348		-0.08		-0.116		0.36		0.387		0.448		0.896		0.154		0.421		0.545		0.077

		21		14.83		15.04		79.8		81783919		rpsO		30S Ribosomal protein S15 [Neisseria meningitidis Z2491]		rpsO						J		C		7		0.596		0.036		0.756		0.312		-0.088		0.808		0.124		0.708		0.604		0.895		0.527		0.326		0.164		0.424

		22		14.69		14.69		62.1		7225361		rplD		50S Ribosomal protein L4 [Neisseria meningitidis MC58]		rplD						J		C		7		0.032		-0.532		0.692		-0.592		-0.264		-0.524		0.196		0.695		0.368		0.221		0.472		0.955		0.907		0.341

		23		14.4		15.84		32.5		325127688		dnaK		Chaperone protein DnaK [Neisseria meningitidis N1568]		dnaK						O		C		6		-0.668		-1.004		-0.04		-0.148		-0.476		0.092		-0.068		0.024		0.018		0.353		0.265		0.045		0.654		0.564

		24		14.05		14.47		44.2		7225377		rpsE		30S Ribosomal protein S5 [Neisseria meningitidis MC58]		rpsE						J		C		7		-0.64		-0.04		0.132		-0.392		-0.588		-1.016		-0.536		0.085		0.659		0.756		0.394		0.15		0.016		0.287

		25		13.71		13.98		48.4		313667444		rplB		50S Ribosomal protein L2 [Neisseria lactamica ST-640]		rplBa		15676072				J		C		8		0.14		0.044		0.124		-0.056		0.004		0.008		0.072		0.096		0.533		0.044		0.435		0.134		0.364		0.142

		26		13.51		13.66		22.4		81784821		pnp		Polyribonucleotide nucleotidyltransferase [Neisseria meningitidis MC58]		pnp						F		C		8		0.22		0.248		0.172		0.02		-0.368		-0.252		-0.536		0.817		0.884		0.511		0.008		0.001		0.44		0.143

		27		13.49		13.62		58.7		7225372		rplE		50S Ribosomal protein L5 [Neisseria meningitidis MC58]		rplE						J		C		6		0.552		0.092		0.664		0.232		-0.132		0.468		0.388		0.121		0.355		0.129		0.784		0.443		0.189		0.152

		28		13.34		13.73		71.07438		7225819		rplS		50S Ribosomal protein L19 [Neisseria meningitidis MC58]		rplS						J		C		7		0.84		-0.176		0.912		0.612		0.152		0.476		0.612		0.103		0.272		0.037		0.118		0.348		0.26		0.184

		29		12.57		12.61		34.8		81784175		atpA		ATP synthase subunit alpha [Neisseria meningitidis MC58]		atpA						C		C		7		-0.224		0.112		0.232		0.032		0.064		0.224		0.368		0.279		0.264		0.763		0.812		0.508		0.412		0.21

		30		12.35		12.59		20.3		325207174		fusA		Translation elongation factor G [Neisseria meningitidis NZ-05/33]		fusA						J		C		7		-0.28		-0.08		0.084		-0.08		-0.176		-0.084		0.036		0.286		0.432		0.507		0.61		0.216		0.548		0.942

		31		12.27		12.54		40.1		7227364		rpsB		30S Ribosomal protein S2 [Neisseria meningitidis MC58]		rpsB						J		C		8		0.324		0.396		1.096		0.572		0.012		0.408		-0.288		0.973		0.975		0.009		0.044		0.303		0.207		0.845

		32		11.76		11.95		22		62900657		pilQ		Type IV pilus biogenesis and competence protein pilQ - Precursor		pilQb		15678016				N		OM		5		0.62		-0.528		0.272		-1.144		-1.144		-0.512		0.012		0.309		0.004		0.571		0.001		0		0.053		0.487

		33		10.39		11.12		31.7		296838822		NEIPOLOT_01520		30S Ribosomal protein S1 [Neisseria polysaccharea ATCC 43768]		rpsAa		15677167				J		C		5		-0.568		-0.232		0.404		-0.304		-0.552		-0.332		-0.248		0.174		0.005		0.937		0.346		0.001		0.791		0.067

		34		10.13		10.13		38.3		350571672		rpsF		30S Ribosomal protein S6 [Neisseria wadsworthii 9715]		rpsFf		15677189				J		C		5		0.496		0.124		0.456		-0.1		0		0.772		-0.084		0.025		0.059		0.012		0.01		0.012		0.003		0.952

		35		9.94		10.14		43.9		313667441		rplC		50S Ribosomal protein L3 [Neisseria lactamica ST-640]		rplCa		15676069				J		C		5		-0.04		-0.296		-0.048		-0.536		-0.344		-0.268		-0.252		0.26		0.491		0.303		0.049		0.232		0.204		0.279

		36		9.76		9.97		62.1		254674257		rpsJ		30S Ribosomal protein S10 [Neisseria meningitidis alpha275]		rpsJ						J		C		4		-0.08		-0.068		0.044		-0.008		-0.1		-0.012		-0.044		0.277		0.134		0.367		0.172		0.274		0.33		0.347

		37		9.75		9.91		37.4		7225354		rpsL		30S Ribosomal protein S12 [Neisseria meningitidis MC58]		rpsL						J		C		5		0.728		0.044		0.404		0.364		0.764		0.656		0.636		0.01		0.286		0.707		0.86		0.071		0.06		0.229

		38		9.48		10.61		34.2		7226019		NMB0787		Amino acid ABC transporter, periplasmic [Neisseria meningitidis MC58]		NMB0787						E		P		6		-0.108		-0.656		-0.132		-0.024		-0.556		-0.536		0.232		0.375		0.159		0.582		0.603		0.201		0.698		0.23

		39		9.39		10.05		19.5		349608924		HMPREF1028_00313		Hypothetical protein HMPREF1028_00313 [Neisseria sp. GT4A_CT1]		gutBa		385853705		gutB gene product [Neisseria meningitidis H44/76]		ER		C		6		-1.176		-0.84		-1.2		-1.112		-1.112		-1.244		-0.604		0.189		0.069		0.067		0.082		0.174		0.096		0.12

		40		9.33		11.57		27.6		7225651		ftsZ		Cell division protein FtsZ [Neisseria meningitidis MC58]		ftsZ						D		C		5		-0.336		-0.512		-0.152		-0.648		-0.068		-0.88		-0.464		0.333		0.31		0.317		0.222		0.547		0.08		0.275

		41		9.23		11.3		23.4		7225555		dapD		2,3,4,5-Tetrahydropyridine-2,6-dicarboxylate N-succinyltransferase [Neisseria meningitidis MC58]		dapD						E		C		6		-1.156		-1.6		-0.124		0.06		-0.648		-1.6		-0.388		0.001		0		0.158		0.705		0.001		0.004		0.027

		42		8.92		9.23		63.1		7227318		rpsI		30S Ribosomal protein S9 [Neisseria meningitidis MC58]		rpsI						J		C		4		0.356		0.348		0.652		0.024		0.592		0.268		0.912		0.877		0.858		0.021		0.504		0.95		0.304		0.063

		43		8.89		8.93		56.2		59801191		NGO0777		DNA-binding protein Hu [Neisseria gonorrhoeae FA 1090]		hupBa		15677102		DNA-binding protein HU-beta 		L		C		4		-0.04		-0.252		-0.268		-0.216		-0.784		-0.044		-0.152		0.844		0.679		0.36		0.417		0.171		0.99		0.55

		44		8.65		8.65		31.4		325207146		NMBNZ0533_0109		LysM domain protein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_0109						S		U		4		0.412		0.384		0.548		-0.484		0.172		0.912		0.04		0.875		0.787		0.361		0.247		0.515		0.191		0.581

		45		8.6		8.74		35.9		7225345		rplA		50S Ribosomal protein L1 [Neisseria meningitidis MC58]		rplA						J		C		4		0.344		-0.148		0.616		0.124		0.232		0.38		0.46		0.144		0.327		0.229		0.687		0.704		0.326		0.302

		46		8.36		8.53		45.7		268687512		NGLG_01871		50S Ribosomal protein L16 [Neisseria gonorrhoeae SK-93-1035]		rplPa		15676076				J		C		4		-0.956		-0.976		-0.468		-1.516		-1.268		-0.42		-0.352		0.114		0.102		0.234		0		0.013		0.293		0.553

		47		8.26		8.43		15.3		7226762		ackA-2		Acetate kinase [Neisseria meningitidis MC58]		ackA-2						C		C		4		-1.02		-0.94		-0.628		-1.08		-0.532		-0.988		-1.064		0.001		0.001		0.003		0.001		0.001		0.005		0.011

		48		8.21		8.27		32.1		7227050		NMB1796		Conserved hypothetical protein [Neisseria meningitidis MC58]		NMB1796						R		C		6		0.156		0.336		-0.068		-0.064		0.132		0.232		-0.004		0.001		0.421		0.336		0.163		0.562		0.767		0.917

		49		8.19		8.26		23.9		325137670		NMBES14902_1683		Oxidoreductase, zinc-binding dehydrogenase family [Neisseria meningitidis ES14902]		adhPa		7225772		alcohol dehydrogenase, propanol-preferring		R		C		4		-0.596		-0.408		-1.26		-0.904		-1.248		-1.068		-0.74		0.132		0.144		0.002		0.036		0.037		0.013		0.075

		50		8.14		8.14		54		325208428		NMBNZ0533_1464		Putative lipoprotein [Neisseria meningitidis NZ-05/33]		NMBNZ0533_1464						No related COG		U		5		1.548		0.192		0.688		0.404		1.04		0.712		0.908		0.047		0.008		0.031		0.836		0.857		0.23		0.234

		51		8.04		8.51		10.6		349575083		rpoB		DNA-directed RNA polymerase subunit beta [Neisseria shayeganii 871]		rpoBb		15676060				K		C		3		-0.088		-0.124		0.208		0.464		-0.604		-0.324		-0.06		0.423		0.468		0.615		0.338		0.169		0.251		0.567

		52		8.04		8.05		80.4		7225364		rpsS		30S Ribosomal protein S19 [Neisseria meningitidis MC58]		rpsS						J		C		4		-0.428		-0.46		-0.38		-0.516		-0.684		-0.392		0.22		0.491		0.464		0.566		0.401		0.39		0.72		0.139

		53		7.93		10.43		15.4		313668612		metE		5-Methyltetrahydropteroyltriglutamate--ho mocysteinemethyltransferase [Neisseria lactamica ST-640]		metEa		385853366		H44/76		E		C		5		-0.32		-0.276		-0.124		-0.144		-0.272		-0.928		-0.364		0.038		0.04		0.424		0.043		0.04		0.133		0.114

		54		7.68		8.08		11.8		59800995		NGO0562		Dihydrolipoamide dehydrogenase [Neisseria gonorrhoeae FA 1090]		lpdA2a		15677210		dihydrolipoamide dehydrogenase (E3 component) 		C		C		4		-1.3		-1.828		-0.696		-0.892		-1.3		-0.492		-1.496		0.044		0		0.212		0.134		0.044		0.664		0.007

		55		7.65		7.87		38		75432353		rplJ		50S Ribosomal protein L10 [Neisseria gonorrhoeae FA 1090]		rplJa		15676058				J		C		4		0.876		0.46		0.972		0.544		1.196		0.372		1.2		0.783		0.57		0.054		0.041		0.135		0.005		0.292

		56		7.51		7.51		23.3		296839464		NEIPOLOT_00792		D-Methionine ABC transporter, periplasmic D-methionine-binding protein [Neisseria polysaccharea ATCC 43768]		GNA1946a		15677776		outer membrane lipoprotein 		R		OM		3		-0.236		-0.896		-0.556		-0.944		-0.548		0.088		-0.116		0.683		0.147		0.269		0.136		0.307		0.927		0.149

		57		7.39		9.85		34.2		325208953		tsf		Translation elongation factor Ts [Neisseria meningitidis NZ-05/33]		tsf						J		C		4		-0.388		0.272		-0.032		0.248		-0.16		0.304		0.184		0.004		0.462		0.761		0.738		0.002		0.202		0.049

		58		7.07		7.12		34.6		7225355		rpsG		30S Ribosomal protein S7 [Neisseria meningitidis MC58]		rpsG						J		C		4		-0.2		0.484		0.78		-0.168		0.16		1.088		0.348		0.356		0.195		0.164		0.522		0.893		0.075		0.344

		59		6.91		6.91		70.1		81857431		rpsQ		30S Ribosomal protein S17 [Neisseria meningitidis Z2491]		rpsQ						J		C		3		0.28		0.048		0.292		0.016		-0.248		0.38		0.156		0.225		0.463		0.944		0.671		0.006		0.335		0.4

		60		6.68		7.08		18.1		7226195		sucB		2-Oxoglutarate dehydrogenase, E2 component, dihydrolipoamide succinyltransferase [Neisseria meningitidis MC58]		sucB						C		C		3		1.484		-0.004		-0.672		0.132		1		0.28		0.248		0.093		0.061		0.02		0.298		0.085		0.143		0.163

		61		6.46		6.46		49.5		7225365		rplV		50S Ribosomal protein L22 [Neisseria meningitidis MC58]		rplV						J		C		3		0.096		-0.708		-0.108		-0.448		0.004		-0.188		-0.084		0.162		0.001		0.004		0.001		0.133		0.051		0.08

		62		6.38		8.52		26		7225384		rpsK		30S Ribosomal protein S11 [Neisseria meningitidis MC58]		rpsK						J		C		4		-0.232		0.208		0.272		-0.448		-0.048		-0.36		0.48		0.005		0.141		0.096		0.004		0.216		0.063		0.059

		63		6.32		6.64		14.4		349610169		HMPREF1028_01502		Phosphoenolpyruvate synthase [Neisseria sp. GT4A_CT1]		ppsAa		15676521				G		C		3		-0.532		-1.488		-0.516		-0.544		-1.076		-0.448		-1.196		0.491		0.15		0.068		0.412		0.334		0.489		0.19

		64		6.26		6.45		30.8		7226024		NMB0791		Peptidyl-prolyl cis-trans isomerase [Neisseria meningitidis MC58]		NMB0791						O		C		3		-1.952		-1.2		-1.952		-1.952		-1.952		-1.004		-0.652		0.017		0.033		0.017		0.017		0.017		0.325		0.254

		65		6.14		6.4		19.4		325208247		eno		Phosphopyruvate hydratase [Neisseria meningitidis NZ-05/33]		eno						G		C		3		0.308		-0.216		0.144		0.212		-0.232		0.02		0.208		0.123		0.332		0.285		0.005		0.464		0.608		0.186

		66		6.13		6.41		27.2		81784396		fkpA		Probable FKBP-type peptidyl-prolyl cis-trans isomerase fkpA - Precursor [Neisseria meningitidis MC58]		fkpA						O		OM		3		1.94		1.916		-0.004		-0.004		0.976		1.828		0.824		0.045		0.051		1		1		0.051		0.018		0.02

		67		6.08		6.33		24.6		254805899		pilE		Fimbrial protein precursor [Neisseria meningitidis alpha14]		pilE						N		E		3		-1.4		-0.928		0.812		0.1		-1.18		-0.184		0.144		0.114		0.276		0.03		0.157		0.153		0.622		0.691

		68		6		6.47		19.8		350570669		rplF		50S Ribosomal protein L6 [Neisseria wadsworthii 9715]		rplFc		15676084				J		C		3		0.412		-0.388		0.588		-0.252		-0.324		0.236		-0.388		0.101		0.001		0.047		0.005		0.001		0.228		0.015

		69		5.82		5.82		19.1		8163792				Heme oxygenase [Neisseria meningitidis]		hemO						P		U		3		-0.068		0.012		-0.084		-0.68		-0.672		-0.056		-0.72		0.599		0.042		0.297		0.019		0.036		0.636		0.105

		70		5.53		5.66		48		325204319		rplI		Ribosomal protein L9 [Neisseria meningitidis M01-240355]		rplI						J		C		3		0.788		0.64		0.264		0.364		0.736		0.72		0.684		0.005		0.013		0.068		0.007		0.007		0.001		0.001

		71		5.46		5.65		12.5		9910686		glyA		Serine hydroxymethyltransferase [Neisseria meningitidis MC58]		glyA						E		C		3		0.136		-0.528		-0.432		-0.356		0.196		0.224		0		0.378		0.005		0.6		0.606		0.382		0.39		0.49

		72		5.29		7.65		55.5		7225373		rpsN		30S Ribosomal protein S14 [Neisseria meningitidis MC58]		rpsN						J		C		4		-0.592		-1.964		-0.584		-1.964		-1.964		-1.964		-0.664		0.039		0.019		0.344		0.019		0.019		0.059		0.748

		73		5.04		5.3		14.8		254672897		ilvC		Ketol-acid reductoisomerase [Neisseria meningitidis alpha275]		ilvC						EH		C		3		-0.004		0.052		-0.052		-0.124		-0.128		0.076		-0.056		0.516		0.837		0.46		0.358		0.308		0.992		0.361

		74		4.91		5.08		11.1		325128466		aceF		Pyruvate dehydrogenase complex, E2 component [Neisseria meningitidis N1568]		aceF						C		C		2		-0.468		-0.536		-0.724		-1.016		-0.82		-0.3		-0.228		0.39		0.201		0.16		0.176		0.175		0.443		0.804

		75		4.85		5		19.7		81784254		secB		Protein-export protein secB [Neisseria meningitidis MC58]		secB						N		C		2		-0.56		-0.568		-0.448		-0.916		-1.228		-0.476		-0.076		0.357		0.213		0.293		0.213		0.032		0.594		0.813

		76		4.82		4.9		51.4		7225371		rplX		50S Ribosomal protein L24 [Neisseria meningitidis MC58]		rplX						J		C		2		0.228		0.42		0.532		0.24		0.448		0.076		0.296		0.006		0.553		0.023		0.048		0.06		0.204		0.008

		77		4.81		5.09		40.2		296840086		NEIPOLOT_00141		50S Ribosomal protein L14 [Neisseria polysaccharea ATCC 43768]		rplNa		15676079				J		C		2		-0.12		0.008		0.992		0.008		-0.148		-0.148		0.612		0.009		0.437		0.011		0.057		0.745		0.225		0.002

		78		4.73		7.7		11.7		349610720		HMPREF1028_02027		DNA-directed RNA polymerase subunit beta [Neisseria sp. GT4A_CT1]		rpoCa		15676061				J		C		4		0.448		0.864		0.78		0.42		0.8		0.888		0.812		0.77		0.336		0.648		0.776		0.441		0.347		0.435

		79		4.61		4.85		21.9		81857552		atpD		 ATP synthase F1 sector subunit beta [Neisseria meningitidis MC58]		atpD						C		C		2		-0.172		-0.392		-0.156		-0.68		-0.636		-0.356		-0.176		0.026		0.002		0.039		0.002		0.002		0.012		0.049

		80		4.56		4.56		27.6		7225888		nspA		Outer membrane protein NspA [Neisseria meningitidis MC58]		nspA						M		OM		2		0.676		0.432		0.332		-0.652		0.064		0.512		-0.044		0.091		0.006		0.063		0.001		0.005		0.197		0.044

		81		4.52		5.41		78.6		73621630		rplR		50S Ribosomal protein L18 [Neisseria meningitidis MC58]		rplR						J		C		2		-0.624		-0.008		0.288		-1.332		-1.332		-0.664		-0.696		0.004		0.339		0.04		0.001		0.001		0.052		0.045

		82		4.52		4.65		57.9		7226563		rpsR		30S Ribosomal protein S18 [Neisseria meningitidis MC58]		rpsR						J		C		2		0.408		-0.584		-0.092		-0.216		-0.152		-0.74		-0.06		0.022		0.003		0.382		0.434		0.194		0.033		0.029

		83		4.46		4.64		33.9		7225374		rpsH		30S Ribosomal protein S8 [Neisseria meningitidis MC58]		rpsH						J		C		2		1.26		1.236		0.172		-0.004		0.208		0.828		0.852		0.095		0.1		0.055		0.999		0.238		0.04		0.039

		84		4.4		4.49		30.8		81857629		rplW		50S Ribosomal protein L23 [Neisseria meningitidis MC58]		rplW						J		C		2		0.06		0.052		0.064		-0.308		-0.912		-0.128		-0.372		0.004		0.144		0.204		0.003		0.004		0.303		0.161

		85		4.35		4.78		9.9		325144790		NMBM01240013_0765		Cytochrome C biogenesis protein transmembrane region [Neisseria meningitidis M01-240013]		dipZa 		15677372		thiol:disulfide interchange protein 		OC		CM		2		-1.956		-1.956		0.06		-0.04		0.3		-1.956		-1.956		0.019		0.019		0.768		0.866		0.326		0.065		0.065

		86		4.24		4.3		16.1		319639103		HMPREF0604_01484		Spermidine/putrescine ABC transporter [Neisseria mucosa C102]		potD1a		15676373		spermidine/putrescine ABC transporter substrate-binding protein 		E		P		2		1.944		-0.004		-0.004		1.944		-0.004		-0.004		-0.004		0.057		1		1		0.064		1		1		1

		87		4.23		4.23		34.67742		325208946		NMBNZ0533_2030		Conserved hypothetical protein [Neisseria meningitidis NZ-05/33](MC58 adhesin complex protein NMB2095)		NMBNZ0533_2030						No related COG		U		3		-1.332		-0.108		0.604		-0.068		0.028		0.528		0.568		0.017		0.332		0.603		0.795		0.763		0.659		0.729

		88		4.18		4.64		17.3		309380084		NLY_27800		Unnamed protein product [Neisseria lactamica Y92-1009]		gltAa		15676847		type II citrate synthase 		C		C		2		0.076		0.612		-0.984		-0.984		-0.984		-0.984		-0.984		0.554		0.225		0.019		0.019		0.019		0.063		0.063

		89		4.12		4.2		13.1		7226831		hisB		Imidazoleglycerol-phosphate dehydratase [Neisseria meningitidis MC58]		hisB						E		C		3		-0.004		0.576		0.716		-0.004		-0.32		0.524		0.816		0.007		0.03		0.02		0.006		0.007		0.003		0.002

		90		4.1		4.7		18.5		325135737		maeB		Malate dehydrogenase [Neisseria meningitidis M0579]		maeB						C		C		2		0.06		-0.652		-0.108		-1.04		-1.332		-0.7		0.284		0.694		0.348		0.585		0.326		0.018		0.271		0.486

		91		4.04		4.46		4.8		345874192		l11_00850		Type IV-A pilus assembly ATPase PilB [Neisseria weaveri LMG 5135]		pilFc		15676245		type IV pilus assembly protein 		N		C		2

		92		4		4		7.1		9910705		NMB1533		Outer membrane protein H.8 - Precursor [Neisseria meningitidis MC58](azurin)		NMB1533						C		OM		2		-0.08		-0.848		-0.404		0.268		0.016		-0.272		-0.356		0.391		0.018		0.716		0.34		0.228		0.513		0.503

		93		3.91		4.76		39.6		325206878		groS		Chaperonin GroS [Neisseria meningitidis M04-240196]		groS						O		C		2		-1.528		-0.872		-0.136		-0.332		-1.42		-0.6		-0.232		0		0.002		0.178		0.048		0		0.018		0.26

		94		3.66		3.83		39.3		81785148		rplQ		50S Ribosomal protein L17 [Neisseria meningitidis MC58]		rplQ						J		C		1		0.192		0.38		0.312		-0.196		0.452		0.584		0.164		0.783		0.206		0.063		0.074		0.821		0.252		0.394

		95		3.31		3.61		18.2		296840734		NEIPOLOT_00159		Septum site-determining protein MinD [Neisseria polysaccharea ATCC 43768]		minDe		15676098				D		C		2		0.132		-0.172		-0.136		-0.152		-0.168		0.104		0.032		0.271		0.434		0.661		0.46		0.442		0.283		0.126

		96		3.31		3.36		19.4		7226073		NMB0838		Cold-shock domain family protein [Neisseria meningitidis MC58]		NMB0838						K		C		2		1.996		1.996		1.996		1.996		1.996		1.996		1.996		0.425		0.194		0.342		0.399		0.282		0.351		0.282

		97		3.27		3.27		17.7		7225386		rpoA		DNA-directed RNA polymerase, alpha subunit [Neisseria meningitidis MC58]		rpoA						K		C		2

		98		3.15		3.31		53.3		7225545		rpmA		50S Ribosomal protein L27 [Neisseria meningitidis MC58]		rpmA						J		C		1		-0.34		0.096		-0.124		0.436		-0.404		0.016		0.312		0.005		0.051		0.764		0.036		0.001		0.396		0.115

		99		3.01		3.01		72.8		7225822		rpsP		30S Ribosomal protein S16 [Neisseria meningitidis MC58]		rpsP						J		C		2		-0.2		0.288		0.572		0.104		-0.02		0.364		0.032		0.108		0.073		0.01		0.017		0.062		0.012		0.052

		100		2.89		2.89		19		325201239		NMBM01240149_0046		Twitching motility protein PilT [Neisseria meningitidis M01-240149]		pilT						N		C		1		-0.004		1.944		1.944		-0.004		1.944		1.944		1.944		1		0.058		0.057		1		0.055		0.019		0.019

		101		2.41		2.79		41.4		269145163		NEICINOT_04164		30S Ribosomal protein S20 [Neisseria cinerea ATCC 14685]		rpsTa		15676374				J		C		1		-0.008		0.2		0.152		-0.036		-0.056		0.012		0.104		0.59		0.261		0.33		0.568		0.082		0.574		0.421

		102		2.4		2.5		22.8		5051448		opcA		OpcA protein [Neisseria meningitidis]		opcA						M		OM		1		0.808		-0.004		0.904		-0.004		-0.24		0.86		-0.1		0.132		0.051		0.118		0.05		0.217		0.038		0.458

		103		2.38		2.54		7.4		319638154		HMPREF0604_00540		2-Isopropylmalate synthase [Neisseria mucosa C102]		leuAb		161869955		2-isopropylmalate synthase [Neisseria meningitidis 053442]		E		C		1		-0.024		0.06		0.28		0.472		0.252		0.332		0.352		0.925		0.775		0.345		0.218		0.374		0.299		0.283

		104		2.3		24.27		49.2		89276863		porA		Outer membrane protein class 1 [Neisseria meningitidis]		porA						M		OM		20		-1.092		-1.092		0.232		-0.428		-1.092		-0.428		-1.092		0.018		0.018		0.764		0.255		0.018		0.276		0.054

		105		2.29		2.37		34.3		7227209		rpsU		30S Ribosomal protein S21 [Neisseria meningitidis MC58]		rpsU						J		C		1		-0.952		-1.976		-0.432		-1		-0.972		-0.888		-0.88		0.357		0.018		0.037		0.43		0.351		0.114		0.55

		106		2.21		2.92		2.9		325203599		NMBM01240355_0504		Filamentous hemagglutinin family N-terminal domain protein [Neisseria meningitidis M01-240355]		NMBM01240355_0504						M		OM		1

		107		2.17		2.27		16.7		7226853		gpm		Phosphoglycerate mutase [Neisseria meningitidis MC58]		gpm						G		C		1

		108		2.16		2.73		10.8		241760300		NEIFL0001_1617		Translation initiation factor IF-2 [Neisseria flavescens SK114]		infBb		15677492				J		C		1		-0.264		-0.916		-0.788		-0.592		0.112		-0.584		-0.848		0.038		0.035		0.036		0.039		0.52		0.144		0.118

		109		2.15		2.15		10.1		59802286		NGO1977		Hypothetical protein NGO1977 [Neisseria gonorrhoeae FA 1090](H44/76 5-formyltetrahydrofolate cyclo-ligase)		NMBH4476_2044b		385854139		H44/76		H		C		1

		110		2.14		2.16		27.3		7226742		NMB1500		Conserved hypothetical protein [Neisseria meningitidis MC58] (universal stress protein - 100% H44/76 NMH_0265)		NMB1500						T		U		2		0.596		0.796		-0.884		-0.42		0.028		-1.324		0.556		0.869		0.406		0.283		0.331		0.784		0.043		0.929

		111		2.12		4.13		7		161870065		NMCC_1102		Membrane protein [Neisseria meningitidis 053442]		NMCC_1102						No related COG		U		2		0.884		0.944		0.256		0.604		-0.672		0.884		0.584		0.23		0.242		0.339		0.422		0.018		0.248		0.33

		112		2.12		2.88		11		7226819		acnB		Aconitate hydratase 2 [Neisseria meningitidis MC58]		acnB						C		C		1		-0.968		-0.904		-0.904		-0.904		-0.856		-0.972		0.212		0.039		0.04		0.038		0.038		0.039		0.133		0.429

		113		2.12		2.12		11.9		7227062		pilM		PilM protein [Neisseria meningitidis MC58]		pilM						D		UM		1		-0.332		-0.352		-0.332		-0.332		-1		-1		0.304		0.238		0.229		0.686		0.996		0.018		0.054		0.658

		114		2.1		2.45		6.9		349575646		iscS		Cysteine desulfurase [Neisseria shayeganii 871]		nifS/iscSb		15677242				E		C		1		-1.396		-0.492		-0.596		-0.568		-0.416		-0.936		-1.396		0.019		0.038		0.036		0.037		0.039		0.129		0.065

		115		2.09		4.35		13.9		269214092		NEICINOT_04909		Putrescine ABC transporter, periplasmic [Neisseria cinerea ATCC 14685]		potD3e		15677444		spermidine/putrescine ABC transporter substrate-binding protein 		E		UM		2		0.304		-1.616		0.236		0.316		0.14		0.188		0.348		0.306		0.019		0.372		0.294		0.527		0.435		0.27

		116		2.08		2.35		6.3		319639506		HMPREF0604_01879		Hypothetical protein HMPREF0604_01879 [Neisseria mucosa C102]		HMPREF0604_01879						No related COG		C		1		-0.984		-0.984		-0.984		-0.004		-0.008		0.12		-0.092		0.019		0.019		0.019		0.061		0.056		0.384		0.488

		117		2.06		2.96		10.5		294669975		NEIELOOT_01801		Putative TPR repeat protein [Neisseria elongata subsp. glycolytica ATCC 29315]		NEIELOOT_01801						R		E		1

		118		2.05		4.05		14.3		7228911		gna1220		Membrane protein GNA1220 [Neisseria meningitidis]		gna1220						O		OM		2

		119		2.05		2.1		7.3		294668905		NEIELOOT_00819		REVERSED conserved hypothetical protein [Neisseria elongata subsp. glycolytica ATCC 29315]		NEIELOOT_00819										1		-0.556		-0.984		0.484		0.196		0.244		0.14		0.576		0.058		0.02		0.101		0.148		0.126		0.188		0.034

		120		2.04		4.49		17.3		7226193		gltA		Citrate synthase [Neisseria meningitidis MC58]		gltA						C		C		2		-0.552		-0.424		-0.06		-0.948		-0.4		-0.948		-0.556		0.458		0.318		0.22		0.048		0.195		0.068		0.042

		121		2.04		2.25		35		75355451		rpsM		30S Ribosomal protein S13 [Neisseria gonorrhoeae FA 1090]		rpsMa		15676092				J		C		1		1.02		-0.232		1.052		1.088		1.14		1.192		-0.984		0.29		0.449		0.33		0.29		0.253		0.217		0.055

		122		2.04		2.22		8		304388482		lgtA		Lacto-N-neotetraose biosynthesis glycosyl transferase LgtA [Neisseria meningitidis ATCC 13091]		lgtA						M		CM		1

		123		2.04		2.17		5.1		313667534		fabF		3-Oxoacyl-[acyl-carrier-protein] synthase II [Neisseria lactamica ST-640]		fabF-1a		15676145				IQ		C		1		-1.956		0.072		-0.892		-1.956		0.072		-1.956		-1.956		0.018		0.74		0.974		0.018		0.785		0.051		0.051

		124		2.04		2.04		22.2		7227179		fabG-2		3-Oxoacyl-(acyl-carrier-protein) reductase [Neisseria meningitidis MC58]		fabG-2						QRI		C		1		-1.956		-1.956		-0.376		-1.956		-1.956		-1.956		0.048		0.018		0.018		0.273		0.018		0.018		0.052		0.817

		125		2.03		2.03		42.9		7225542		rpmB		50S Ribosomal protein L28 [Neisseria meningitidis MC58]		rpmB						J		C		1		0.076		0.252		-1.412		-0.416		-1.768		-1.768		-0.44		0.568		0.366		0.035		0.819		0.019		0.06		0.736

		126		2.02		2.33		5		268594039		NGBG_00330		Pilus-associated protein [Neisseria gonorrhoeae 35/02]		pilC1d		2073458		pilC1 		N		OM		1

		1 = Gene name equivalent to serogroup B Neisseria meningitidis (NMB) as per BLAST search; 2 = The equivalent NMB protein name, which is MC58 unless otherwise stated and is the same protein name as original unless otherwise stated.  Cells highlighted in yellow indicate greater than 1.8-fold increase in expression.  Blue cells indicate expression less than 0.2-fold.  Green cells indicate a significance of greater than 95%. Lilac cells indicate a significance between 90% and 94.99% confidence.  Empty ratio cells indicate that insufficient quantitation data was obtained for that protein.  The shared measure of identity of the equivalent NMB protein with the non-meningococcal protein is given in the ‘Gene Name NMB’ column using superscript letters.  Coverage (C) and identity (ID) is represented %C/%ID.  If not otherwise stated coverage is 100%.  A=95-100%ID, b=85-94%ID, c=75-84%ID, d=65-74%ID, e=90-100%/90-100%, f=89%/96%.  COG function codes: Information, storage and processing – J = Translation, ribosomal structure and biogenesis, K = Transcription, L = DNA replication, recombination and repair; Cellular processes – D = Cell division and chromosome partitioning, M = Cell envelope biogenesis, outer membrane, N = Cell motility and secretion, O = Posttranslational modification, protein turnover, chaperones, P = Inorganic ion transport and metabolism, T = signal transduction mechanisms; Metabolism – C = Energy production and conversion, E = Amino acid transport and metabolism, F = Nucleotide transport and metabolism, G = Carbohydrate transport and metabolism, H = Coenzyme transport and metabolism, I = Lipid metabolism; Q = Secondary metabolites biosynthesis, transport, and catabolism; Poorly characterised proteins – R = General function prediction only, S = Function Unknown, No Related COG = Protein does not match to any COG.  Subcellular location codes: C = cytoplasm, CM = Cytoplasmic Membrane, P = Periplasm, OM = Outer membrane, E = Extracellular, UM = Unknown due to multiple possible locations, U = Unknown
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