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	Table S1 Summary statistics analysis of the transcriptome data

	Sample
	Susceptible
	Resistant

	Total Raw Reads (Mb)
	47.36
	48.84

	Total Clean Reads (Mb)
	44.53
	45.53

	Base number (bp)
	36,138,180
	36,334,096

	Total Clean Bases (Gb)
	6.69
	6.31

	Clean Reads Q20 (%)
	96.28
	96

	Clean Reads Q30 (%)
	91.81
	92


Table S2 Quality metrics of Unigenes

	Sample
	Total Number
	Total Length
	Mean Length
	N50
	GC%

	Susceptible
	27,703
	27,143,070
	979
	1,789
	43.42

	Resistant
	27,684
	27,233,430
	952
	1,653
	43.34

	All-Unigene
	32,229
	35,312,568
	1,050
	1,990
	43.42


N50: a weighted median statistic that 50% of the Total Length is contained in Unigenes great than or equal to this value. GC (%): the percentage of G and C bases in all Unigenes.

Table S3 Summary results of functional annotation
	Database
	Total unigene
	No.sequence with hits
	No.unknown sequence
	Percent

	Nr
	32,229
	19,653
	12,576
	57.75%

	Nt
	32,229
	13,170
	19,059
	38.70%

	Swiss-Prot
	32,229
	15,353
	16,876
	45.11%

	KEGG
	32,229
	15,546
	16,683
	45.68%

	COG
	32,229
	8,354
	23,875
	24.55%

	Interpro
	32,229
	14,410
	17,819
	42.34%

	GO
	32,229
	3,878
	28,351
	11.39%


	
	
	

	Table S4
	Significantly enriched KEGG pathways 
	
	

	Pathway ID
	Pathway
	DEGs with pathway annotation (659)
	P value

	ko04520
	Adherens junction
	32 (4.86%)
	0.001182927

	ko05132
	Salmonella infection
	26 (3.95%)
	0.002758268

	ko00290
	Valine, leucine and isoleucine biosynthesis
	3 (0.46%)
	0.003618674

	ko05323
	Rheumatoid arthritis
	11 (1.67%)
	0.00742404

	ko04721
	Synaptic vesicle cycle
	10 (1.52%)
	0.01121374

	ko00071
	Fatty acid degradation
	11 (1.67%)
	0.01812721

	ko00650
	Butanoate metabolism
	6 (0.91%)
	0.01847804

	ko00140
	Steroid hormone biosynthesis
	8 (1.21%)
	0.01984414

	ko04971
	Gastric acid secretion
	10 (1.52%)
	0.02829413

	ko04810
	Regulation of actin cytoskeleton
	42 (6.37%)
	0.02846439

	ko02010
	ABC transporters
	9 (1.37%)
	0.02904463

	ko05130
	Pathogenic Escherichia coli infection
	28 (4.25%)
	0.02979399

	ko01212
	Fatty acid metabolism
	12 (1.82%)
	0.03227189

	ko05131
	Shigellosis
	31 (4.7%)
	0.03315043

	ko04144
	Endocytosis
	31 (4.7%)
	0.03949638

	ko05100
	Bacterial invasion of epithelial cells
	31 (4.7%)
	0.03949638


	Table S5    Primers used for qPCR experiment
	
	

	Primer name
	Sequence (5'-3'）
	Length (bp)
	Accession numbers

	CYP9A78
	Forward: TCTTCTCCAAACTGCGTAA
	19
	MH715954

	
	Reverse: AAAGCGGTTGTCATGTGCT
	19
	

	CYP324A19
	Forward: TAAGGAAGCTCGGACAGAATT
	21
	MG585341

	
	Reverse: TCATAGCCCAAGCAGCCATTT
	20
	

	CYP304F17
	Forward: CTCAGCCCATTGTACCCACT
	20
	MH715953

	
	Reverse: ATCTACCTGCCTCACTACTTCG
	22
	

	CYP6AB51
	Forward: GGGCTCTATGGCATGTCTGTT
	21
	MH715952

	
	Reverse: TATTGGAAGTACCCGGACGAA
	21
	

	CYP6AW1
	Forward: GTGACGGAAACGCTGAGGATG
	21
	MH715951

	
	Reverse: ATCACCAAACGCAATGAAACC
	21
	

	CYP6AB10
	Forward: AAATAAGGATGGAAGCCCTGA
	21
	MH715950

	
	Reverse: GGAAGCAGTAGATGATGTCTCAA
	23
	

	CYP9A20
	Forward: ATACTCCCGCTTCTCCAAGAT
	21
	MG585342

	
	Reverse: TCATCAGCGAAGTGGTCTATC
	21
	

	GSTs5
	Forward: CTGCCCGAACGGCGTAGAAG
	21
	MH715955

	
	Reverse: CCGGTGAAGGCGCTAGGAGA
	21
	

	GSTd2
	Forward: ACCTGGCGGCCATCTCCACCTT 
	22
	MH715956

	　
	Reverse: GGGCGTTGCTCTTTGCTGTCTCG
	23
	

	CCE021b
	Forward: CCAGTTTAGTTCGAGGAGGA
	20
	MH715958

	
	Reverse: CAAGTTCGGAGTGAAGATGC
	20
	

	CCE001c
	Forward: GGGTCGTCTTTGCCAGATTG
	20
	MH715957

	
	Reverse: CGATAGTGCCGTGCGTAGAT
	20
	

	AChE-like
	Forward: AGTTTACTGTTACCACGATGA
	21
	MH715948

	
	Reverse: AATAGACTGCCTGAACCTAC
	20
	

	Rpl32
	Forward: CGATCACCTTCCGCTTCT
	19
	MH715949

	
	Reverse: TGCTACCCAATGGCTTCC
	19
	


Table S6 Comparison between qPCR and DEG data
	Gene ID
	Gene 
	Susceptible
	Resistant
	log2FoldChange
	Regulated
	qPCR result

	CL911.Contig1_All
	CYP9A78
	0.01
	180.81
	14.14218685
	up
	up

	CL2076.Contig2_All
	CYP304F17
	0.01
	17.28
	10.7548875
	up
	up

	CL835.Contig2_All
	CYP6AB51
	3
	153.27
	5.674969031
	up
	up

	CL2956.Contig1_All
	CYP6AW1
	1.5
	22.83
	3.927896454
	up
	up

	CL612.Contig2_All
	GSTs5
	0.01
	25.99
	11.34374092
	up
	up

	Unigene755_All
	GSTd2
	93
	206.86
	1.153352081
	up
	up
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Figure S1 Gene ontology (GO) terms for the transcriptomic sequences of insecticide-susceptible and resistant G. pyloalis strains. The GP-S means the susceptible G. pyloalis and the control means the resistant G. pyloalis.
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Figure S2 KEGG pathway analysis of DEGs. The pathways were clustered into cellar processes, environmental information processing, genetic information processing, metabolism, human diseases and organismal systems.

