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Table S1. Primers used for PCR amplification of cox1 gene from S. sacbiei isolates
	Primer name
	Primer sequence (5´-3´)
	T  annealing (°C)
	Product length (bp)

	COXI-F
	TCATAAAACGACCTTTAACTTAGCA
	62
	1959

	COXI-R
	AAGATCAATATCATTGATGAGCCAC
	
	

	COXIfrag1-F
	AGATGTTGATACTCGAGCTTATTT
	54
	619

	COXIfrag1-R
	GTGAATTTCCCTAGGATAGGAGT
	
	

	COXIfrag2-F
	TGGAACTGGTAGAGGAACTG
	54
	573

	COXIfrag2-R
	GTAGCTGAAGTAAAATAAGCTCG
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Table S2. S. scabiei isolates analysed for cox1 gene sequences in this study. Included data are sample ID, geographical origin, host species, and GenBank accession number.
	Sample ID
	Origin
	Host
	GenBank accession number for COXI sequence

	Sarcoptes_scabiei_isolate_LFV1.1
	Argentina: Lagunillas del Farallon, Jujuy
	Vicugna vicugna
	PQ137498

	Sarcoptes_scabiei_isolate_LFV2.1
	Argentina: Lagunillas del Farallon, Jujuy
	Vicugna vicugna
	PQ137499

	Sarcoptes_scabiei_isolate_LFV3.1
	Argentina: Lagunillas del Farallon, Jujuy
	Vicugna vicugna
	PQ137500

	Sarcoptes_scabiei_isolate_LFV4.1
	Argentina: Lagunillas del Farallon, Jujuy
	Vicugna vicugna
	PQ137501

	Sarcoptes_scabiei_isolate_LFV6.1
	Argentina: Lagunillas del Farallon, Jujuy
	Vicugna vicugna
	PQ137502

	Sarcoptes_scabiei_isolate_SG1VM5
	Argentina: Parque Nacional San Guillermo, San Juan
	Vicugna vicugna
	PQ137503

	Sarcoptes_scabiei_isolate_SG1VM4
	Argentina: Parque Nacional San Guillermo, San Juan
	Vicugna vicugna
	PQ137504

	Sarcoptes_scabiei_isolate_SG1VM6
	Argentina: Parque Nacional San Guillermo, San Juan
	Vicugna vicugna
	PQ137505

	Sarcoptes_scabiei_isolate_SG1GM1
	Argentina: Parque Nacional San Guillermo, San Juan
	Lama guanicoe
	PQ137506

	Sarcoptes_scabiei_isolate_LB1GM2
	Argentina: Reserva Provincial Laguna Brava, La Rioja
	Lama guanicoe
	PQ137507

	Sarcoptes_scabiei_isolate_LB1GM3
	Argentina: Reserva Provincial Laguna Brava, La Rioja
	Lama guanicoe
	PQ137508

	Sarcoptes_scabiei_isolate_SG1GM9
	Argentina: Parque Nacional San Guillermo, San Juan
	Lama guanicoe
	PQ137509

	Sarcoptes_scabiei_isolate_CNLL1P
	Argentina: Cieneguillas, Jujuy
	Lama glama
	PQ137510

	Sarcoptes_scabiei_isolate_CNLL2pam
	Argentina: Cieneguillas, Jujuy
	Lama glama
	PQ137511

	Sarcoptes_scabiei_isolate_CNLL3i
	Argentina: Cieneguillas, Jujuy
	Lama glama
	PQ137512

	Sarcoptes_scabiei_isolate_LB1VM1
	Argentina: Reserva Provincial Laguna Brava, La Rioja
	Vicugna vicugna
	PQ137513

	Sarcoptes_scabiei_isolate_SG1VM15
	Argentina: Parque Nacional San Guillermo, San Juan
	Vicugna vicugna
	 PQ137514

	Sarcoptes_scabiei_isolate_SG1VM20
	Argentina: Parque Nacional San Guillermo, San Juan
	Vicugna vicugna
	 PQ137515

	Sarcoptes_scabiei_isolate_SG1VM131
	Argentina: Parque Nacional San Guillermo, San Juan
	Vicugna vicugna
	PQ137516

	Sarcoptes_scabiei_isolate_SG2GRB
	Argentina: Rodeo, San Juan
	Lama guanicoe
	PQ137517

	Sarcoptes_scabiei_isolate_CYV28A
	Argentina: Coyaguayma, Jujuy
	Vicugna vicugna
	PQ137518

	Sarcoptes_scabiei_isolate_LFV13B
	Argentina: Lagunillas del Farallon, Jujuy
	Vicugna vicugna
	PQ137519

	Sarcoptes_scabiei_isolate_SG2VMAJB
	Argentina: Reserva Provincial San Guillermo, San Juan
	Vicugna vicugna
	PQ137520

	Sarcoptes_scabiei_isolate_QUV1A
	Argentina: Quera, Jujuy
	Vicugna vicugna
	 PQ137521

	Sarcoptes_scabiei_isolate_QUV24A
	Argentina: Quera, Jujuy
	Vicugna vicugna
	PQ137522

	Sarcoptes_scabiei_isolate_SG2V2A
	Argentina: Reserva Provincial San Guillermo, San Juan
	Vicugna vicugna
	PQ137523

	Sarcoptes_scabiei_isolate_LFV38B
	Argentina: Lagunillas del Farallon, Jujuy
	Vicugna vicugna
	PQ137524
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Figure S1. Microscopic photograph of two representative mites isolated from SACs included in this study. 
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[bookmark: _Hlk178938255]Figure S2. cox1 pairwise alignment between the haplotype obtained from Argentinian samples (referred to as “Query”) and:  two distinct fragments of 421 bp isolated from vicuñas in the southern Peruvian Andes (as reported by Gomez-Puerta et al., 2022) (A and B); a 484 bp fragment isolated from camels in Iraq (as documented by Al-Hasnawy et al., 2022).




[image: ]
[bookmark: _Hlk178938266]Figure S3. Plot of allele frequency obtained for each of the 10 microsatellite markers analysed from S. scabiei mites.
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[bookmark: _Hlk178938277]Figure S4. Circle plot illustrating the AMOVA results for genetic differentiation obtained from the analysis of 10 microsatellite markers in S. scabiei mites.
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[bookmark: _Hlk178938292]Figure S5. Evanno method results for genetic differentiation based on analysis of 10 microsatellite markers in S. scabiei mites. Panel A shows the plot of Delta K versus K, while panel B presents a table listing the parameters for K-values ranging from 1 to 9.
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[bookmark: _Hlk178938320]Figure S6. MDS plots for components 1 vs. 2 (A), 2 vs. 3 (B) and 1 vs. 3. Each colour-coded dot represents a single mite from the corresponding sampling site, as indicated by the reference panel at the right of the plots.
image6.png
Sarcoptes scabiei isolate IQ-No.2 cytochrome ¢ oxidase subunit | (COX1) gene, partial cds; mitochondrial
Sequence ID: OK510218.1 Length: 484 Number of Matches: 1

Range 1: 1 to 484 GenBank Graphics

Score Expect Identities Gaps Strand
889 bits(481) 0.0 483/484(99%) 0/484(0%) Plus/Plus

Query 285 ACCTATTATAATAGGAGGATTTGGAAATTTATTAATTCCTTTAATATTAGGCTCTGCTGA 344

IIIIlIIIIIIIIIIIIIIIIIIIIIIIIIIIlIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1 ACCTATTATAATAGGAGGA AATTCCTTTAATATTAGGCTCTGCTGA 60

Query 345 TATAGCTTACCCTCGATTAAATAATATAAGTTTTTGGTTACTTCCACCATCTTTAACTTT 404

PELLCLEEEEErreenee et b e e e e e e e et
Sbjct 61  TATAGCTTACCCTCGATTAAATAATATAAGTTTTTGGTTACTTCCACCATCTTTAACTTT 120

Query 485 ATTACTAATTTCTTTATTGTGTGGAACTGGTAGAGGAACTGGCTGAACTATTTATCCTCC 464

[LLLLLEELTL IIIIIIIIIIIIIIIIIIlIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 121 ATTACTAATTTCTATATTGTGTGGAACTGGTAGAGGAACTGGCTGAACTATTTATCCTCC 180

Query 465 TTTATCTAGAATCACTTATCATTCAAATATGTCTGTAGATTTTACAATTGTAAGATTACA 524

PECLEEECEELEEEEr e ek e e e et b e e
Sbjct 181 TTTATCTAGAATCACTTATCATTCAAATATGTCTGTAGATTTTACAATTGTAAGATTACA 240

Query 525 TATTGCTGGAATTTCTTCTATTTTAAGTTCTATCAATTTTATTGTAACTATTTATAATAT 584

IIIIlIIIIIIIIIIIIIIIIIIIIIIIIIIIlIIIlIIIIIII|III|IIIIIIIIIII
Sbjct 241 TATTGCTGGAATTTCTTCTATTTTAAGTTCTATCAATTTTATTGTAACTATTTATAATAT 300

Query 585 AAAAATAAAAGGAATAAGATGATCAAACTTAACTCTTTTTGCTTGATCTGTTTTATTAAC 644

FECLLEEECCEECEEEEE e e e ek e e
Sbjct 301 AAAAATAAAAGGAATAAGATGATCAAACTTAACTCTTTTTGCTTGATCTGTTTTATTAAC 360

Query 645 CTCTTTTTTATTAGTTTTCTCATTACCAGTATTAGCAGCAGCTTTAACAATATTATTAAC 704

NNy nn AR ARy ayy Ay nnnn Ny
Sbjct 361 CTCTTTTTTATTAGTTTTCTCATTACCAGTATTAGCAGCAGCTTTAACAATATTATTAAC 420

Query 705 AGATCGAAATTTAAGAACTTCATTTTTTGATCCTATTGGAGGAGGTGATCCTATTTTATA 764
FLLDEEECEEEECEEE e e e e e e e e e

Sbjct 421 AGATCGAAATTTAAGAACTTCATTTTTTGATCCTATTGGAGGAGGTGATCCTATTTTATA 480

Query 765 TCAA 768

I
Sbjct 481 TCAA 484




image7.png
Sarcoptes scabiei isolate IQ-No.2 cytochrome ¢ oxidase subunit | (COX1) gene, partial cds; mitochondrial
Sequence ID: OK510218.1 Length: 484 Number of Matches: 1

Range 1: 1 to 484 GenBank Graphics

Score Expect Identities Gaps Strand
889 bits(481) 0.0 483/484(99%) 0/484(0%) Plus/Plus

Query 285 ACCTATTATAATAGGAGGATTTGGAAATTTATTAATTCCTTTAATATTAGGCTCTGCTGA 344

IIIIlIIIIIIIIIIIIIIIIIIIIIIIIIIIlIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 1 ACCTATTATAATAGGAGGA AATTCCTTTAATATTAGGCTCTGCTGA 60

Query 345 TATAGCTTACCCTCGATTAAATAATATAAGTTTTTGGTTACTTCCACCATCTTTAACTTT 404

PELLCLEEEEErreenee et b e e e e e e e et
Sbjct 61  TATAGCTTACCCTCGATTAAATAATATAAGTTTTTGGTTACTTCCACCATCTTTAACTTT 120

Query 485 ATTACTAATTTCTTTATTGTGTGGAACTGGTAGAGGAACTGGCTGAACTATTTATCCTCC 464

[LLLLLEELTL IIIIIIIIIIIIIIIIIIlIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 121 ATTACTAATTTCTATATTGTGTGGAACTGGTAGAGGAACTGGCTGAACTATTTATCCTCC 180

Query 465 TTTATCTAGAATCACTTATCATTCAAATATGTCTGTAGATTTTACAATTGTAAGATTACA 524

PECLEEECEELEEEEr e ek e e e et b e e
Sbjct 181 TTTATCTAGAATCACTTATCATTCAAATATGTCTGTAGATTTTACAATTGTAAGATTACA 240

Query 525 TATTGCTGGAATTTCTTCTATTTTAAGTTCTATCAATTTTATTGTAACTATTTATAATAT 584

IIIIlIIIIIIIIIIIIIIIIIIIIIIIIIIIlIIIlIIIIIII|III|IIIIIIIIIII
Sbjct 241 TATTGCTGGAATTTCTTCTATTTTAAGTTCTATCAATTTTATTGTAACTATTTATAATAT 300

Query 585 AAAAATAAAAGGAATAAGATGATCAAACTTAACTCTTTTTGCTTGATCTGTTTTATTAAC 644

FECLLEEECCEECEEEEE e e e ek e e
Sbjct 301 AAAAATAAAAGGAATAAGATGATCAAACTTAACTCTTTTTGCTTGATCTGTTTTATTAAC 360

Query 645 CTCTTTTTTATTAGTTTTCTCATTACCAGTATTAGCAGCAGCTTTAACAATATTATTAAC 704

NNy nn AR ARy ayy Ay nnnn Ny
Sbjct 361 CTCTTTTTTATTAGTTTTCTCATTACCAGTATTAGCAGCAGCTTTAACAATATTATTAAC 420

Query 705 AGATCGAAATTTAAGAACTTCATTTTTTGATCCTATTGGAGGAGGTGATCCTATTTTATA 764
FLLDEEECEEEECEEE e e e e e e e e e

Sbjct 421 AGATCGAAATTTAAGAACTTCATTTTTTGATCCTATTGGAGGAGGTGATCCTATTTTATA 480

Query 765 TCAA 768

I
Sbjct 481 TCAA 484




image8.png
1,000

0,900
0,800
0,700
0,600
0,500
0,400
0,300
0,200
0,100
0,000

Frequency

LIl

SARM-33

244 | 246 ‘ 248 ‘ 252 ‘ 254 | 174 ‘ 200 ‘ 206 ‘ 208 | 210 | 212 ‘ 226

SARM-34

134 | 136 ‘

SARM-35

mSG1 mSG2

|}
138‘140‘148 273 180‘182‘184‘186 209‘2

SARM-36 SARM-37
Locus

LB1 m1B2 mCY mQU ELFV

SARM-38

ELFL mCN

SARM-40

SARM-41

SARM-44

11221 ‘ 225 ‘ 227 ‘ 229|247 | 249 | 230 | 234 ‘ 236 ‘ 238 | 268 ‘ 270 | 184 ‘ 190 ‘ 192 ‘ 194

SARM-45





image9.png
Within Indiv
7%

Among Pops
71%




image10.png
16,00

14,00

g

g
g

8

©

M eyea





image11.png
O 00 N O U B W N =

~

Reps
10
10
10
10
10
10
10
10
10

Mean LnP(K)
-1.594,2800
-980,2000
-641,0100
-479,0000
-395,6600
-384,7900
-378,7300
-416,7800
-401,8700

Stdev LnP(K)

0,2781

56,6160
42,7705
5,8374

37,9395
21,6077
26,1742
58,9355
43,6201

Ln'(K)

NA
614,0800
339,1900
162,0100
83,3400
10,8700
6,0600
-38,0500
14,9100

| Ln"(K)|
NA
274,8900
177,1800
78,6700
72,4700
4,8100
44,1100
52,9600
73,0600

DeltaK
NA
4,8553
4,1426
13,4768
1,9101
0,2226
1,6852
0,8986
1,6749




image12.png
16,00

14,00

g

g
g

8

©

M eyea





image13.png
O 00 N O U B W N =

~

Reps
10
10
10
10
10
10
10
10
10

Mean LnP(K)
-1.594,2800
-980,2000
-641,0100
-479,0000
-395,6600
-384,7900
-378,7300
-416,7800
-401,8700

Stdev LnP(K)

0,2781

56,6160
42,7705
5,8374

37,9395
21,6077
26,1742
58,9355
43,6201

Ln'(K)

NA
614,0800
339,1900
162,0100
83,3400
10,8700
6,0600
-38,0500
14,9100

| Ln"(K)|
NA
274,8900
177,1800
78,6700
72,4700
4,8100
44,1100
52,9600
73,0600

DeltaK
NA
4,8553
4,1426
13,4768
1,9101
0,2226
1,6852
0,8986
1,6749




image14.png
c2

c1

®5G1
®5G2
@181
eLB
ocCY
eqQu
O LFV
@®LFL
OCN





image15.png
c2

c1

®5G1
®5G2
@181
eLB
ocCY
eqQu
O LFV
@®LFL
OCN





image16.png
c3

c2

®5G1
®5G2
@181
eLB
ocCY
eqQu
O LFV
@®LFL
OCN





image17.png
c3

c2

®5G1
®5G2
@181
eLB
ocCY
eqQu
O LFV
@®LFL
OCN





image18.png
c3

0
.
8
.
) o
® e
ir LK XT3
>0
} K]
.
.

c1

®5G1
®5G2
@181
eLB
ocCY
eqQu
O LFV
@®LFL
OCN





image19.png
c3

0
.
8
.
) o
® e
ir LK XT3
>0
} K]
.
.

c1

®5G1
®5G2
@181
eLB
ocCY
eqQu
O LFV
@®LFL
OCN





image1.jpeg




image2.png
Sarcoptes scal olate 23.2 cytochrome ¢ oxidase subuni
Sequence ID: MZ569487.1 Length: 421 Number of Matches: 1

1(COX1) gene, partial cds; mitochondrial

Range 1: 1 to 421 GenBank Graphics

Score Expect  Identities Gaps Strand
778 bits(421) 0.0 421/421(100%) 0/421(0%) Plus/Plus

Query 793  CCAGAAGTTTACATTCTTATTATTCCTGGATTTGGGATAATTTCTCATATTATTACTTAT 852
LECCEEELEEETCE LV L EET L CECEE PRI TnT

Sbjct 1 CCAGAAGTTTACATTCTTATTATTCCTGGATTTGGGATAATTTCTCATATTATTACTTAT 60

Query 853  TCAAGTAATAAAAGAGAACCATTTGGATCTTTAGGTATAATTTATGCTATGATTTCTATT 912

Sbjct 61  TCAAGTAATAAAAGAGAACCATTTGGATCTTTAGGTATAATTTATGCTATGATTTCTATT 120

Query 913  GCAACTTTAGGTTTTATTGTATGAGCTCATCATATATTTACTGTTGGATTAGATGTTGAT 972
LECCLLEEELE LR EEEE PP L LT LT TL T

Sbjct 121  GCAACTTTAGGTTTTATTGTATGAGCTCATCATATATTTACTGTTGGATTAGATGTTGAT 180

Query 973  ACTCGAGCTTATTTTACTTCAGCTACTATAATTATCGCTGTCCCTACGGGAGTAAAAATT 1032

Sbjct 181  ACTCGAGCTTATTTTACTTCAGCTACTATAATTATCGCTGTCCCTACGGGAGTAAAAATT 240

Query 1033 TTTAGTTGATTATCTACAATATTAGGAGGAAAATTAGATTTTAACCCTTCTATGTATTGA 1092
LECCLEEETLETE R CT L CEE TP LT ET LTI Lo

Sbjct 241  TTTAGTTGATTATCTACAATATTAGGAGGAAMTTAGATTTTAACCCTTCTATGTATTGA 360
ittt o initttiniin e
Sbjct 301  GCAATTGGCTTTGTGTTTCTATTTAGAATGGGAGGTCTTACGGGTATTATTTTATCTAAC 360
Query 1153 TCTTCTTTAGATGTTAGATTACACGATACTTACTATGTTGTAGCTCACTTTCATTATGTT 1212

PELLCLECEEEELCT L L L ET DL LTI
Sbjct 361  TCTTCTTTAGATGTTAGATTACACGATACTTACTATGTTGTAGCTCACTTTCATTATGTT 420
Query 1213 T 1213

|
Sbjct 421 T 421




image3.png
Sarcoptes scal olate 23.2 cytochrome ¢ oxidase subuni
Sequence ID: MZ569487.1 Length: 421 Number of Matches: 1

1(COX1) gene, partial cds; mitochondrial

Range 1: 1 to 421 GenBank Graphics

Score Expect  Identities Gaps Strand
778 bits(421) 0.0 421/421(100%) 0/421(0%) Plus/Plus

Query 793  CCAGAAGTTTACATTCTTATTATTCCTGGATTTGGGATAATTTCTCATATTATTACTTAT 852
LECCEEELEEETCE LV L EET L CECEE PRI TnT

Sbjct 1 CCAGAAGTTTACATTCTTATTATTCCTGGATTTGGGATAATTTCTCATATTATTACTTAT 60

Query 853  TCAAGTAATAAAAGAGAACCATTTGGATCTTTAGGTATAATTTATGCTATGATTTCTATT 912

Sbjct 61  TCAAGTAATAAAAGAGAACCATTTGGATCTTTAGGTATAATTTATGCTATGATTTCTATT 120

Query 913  GCAACTTTAGGTTTTATTGTATGAGCTCATCATATATTTACTGTTGGATTAGATGTTGAT 972
LECCLLEEELE LR EEEE PP L LT LT TL T

Sbjct 121  GCAACTTTAGGTTTTATTGTATGAGCTCATCATATATTTACTGTTGGATTAGATGTTGAT 180

Query 973  ACTCGAGCTTATTTTACTTCAGCTACTATAATTATCGCTGTCCCTACGGGAGTAAAAATT 1032

Sbjct 181  ACTCGAGCTTATTTTACTTCAGCTACTATAATTATCGCTGTCCCTACGGGAGTAAAAATT 240

Query 1033 TTTAGTTGATTATCTACAATATTAGGAGGAAAATTAGATTTTAACCCTTCTATGTATTGA 1092
LECCLEEETLETE R CT L CEE TP LT ET LTI Lo

Sbjct 241  TTTAGTTGATTATCTACAATATTAGGAGGAAMTTAGATTTTAACCCTTCTATGTATTGA 360
ittt o initttiniin e
Sbjct 301  GCAATTGGCTTTGTGTTTCTATTTAGAATGGGAGGTCTTACGGGTATTATTTTATCTAAC 360
Query 1153 TCTTCTTTAGATGTTAGATTACACGATACTTACTATGTTGTAGCTCACTTTCATTATGTT 1212

PELLCLECEEEELCT L L L ET DL LTI
Sbjct 361  TCTTCTTTAGATGTTAGATTACACGATACTTACTATGTTGTAGCTCACTTTCATTATGTT 420
Query 1213 T 1213

|
Sbjct 421 T 421




image4.png
Sarcoptes scabiei isolate 25.2 cytochrome ¢ oxidase subunit | (COX1) gene, partial cds; mitochondrial
Sequence ID: MZ2569453.1 Length: 421 Number of Matches: 1

Range 1: 1 to 421 GenBank Graphics

Score Expect Identities Gaps Strand
773 bits(418) 0.0 420/421(99%) 0/421(0%) Plus/Plus

Query 793  CCAGAAGTTTACATTCTTATTATTCCTGGATTTGGGATAATTTCTCATATTATTACTTAT 852

Sbjct 1 CCAGAAGTTTACATTCTTATCATTCCTGGATTTGGGATAATTTCTCATATTATTACTTAT 60

Query 853  TCAAGTAATAAAAGAGAACCATTTGGATCTTTAGGTATAATTTATGCTATGATTTCTATT 912

LECCLCLLLEEEEEELEEL L L LT LT
Sbjct 61  TCAAGTAATAAAAGAGAACCATTTGGATCTTTAGGTATAATTTATGCTATGATTTCTATT 120

Query 913  GCAACTTTAGGTTTTATTGTATGAGCTCATCATATATTTACTGTTGGATTAGATGTTGAT 972

LLLELEEELEEEEEEEELEELELLE L LELEEEEEE LT LT ELL
Sbjct 121  GCAACTTTAGGTTTTATTGTATGAGCTCATCATATATTTACTGTTGGATTAGATGTTGAT 180

Query 973 ACTCGAGCTTATTTTACTTCAGCTACTATAATTATCGCTGTCCCTACGGGAGTAAAAATT 1032

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 181  ACTCGAGCTTATTTTACTTCAGCTACTATAATTATCGCTGTCCCTACGGGAGTAAAAATT 240

Query 1033 TTTAGTTGATTATCTACAATATTAGGAGGAAAATTAGATTTTAACCCTTCTATGTATTGA 1092

LELCELLCLE e et e e e et e e e e et
Sbjct 241  TTTAGTTGATTATCTACAATATTAGGAGGAAAATTAGATTTTAACCCTTCTATGTATTGA 300

Query 1093 GCAATTGGCTTTGTGTTTCTATTTAGAATGGGAGGTCTTACGGGTATTATTTTATCTAAC 1152
II|II|II|II|IIIIII|II|II||I||I||I||II|IIIIIIIII|II|II|I||II|

Sbjct 301  GCAATTGGCTTTGTGTTTCTATTTAGAATGGGAGGTCTTACGGGTATTATTTTATCTAAC 360

Query 1153 TCTTCTTTAGATGTTAGATTACACGATACTTACTATGTTGTAGCTCACTTTCATTATGTT 1212
PULLERERLLLEL LT LT L EEEE LT EErerr

Sbjct 361  TCTTCTTTAGATGTTAGATTACACGATACTTACTATGTTGTAGCTCACTTTCATTATGTT 420

Query 1213 T 1213

Sbjct 421 T 421




image5.png
Sarcoptes scabiei isolate 25.2 cytochrome ¢ oxidase subunit | (COX1) gene, partial cds; mitochondrial
Sequence ID: MZ2569453.1 Length: 421 Number of Matches: 1

Range 1: 1 to 421 GenBank Graphics

Score Expect Identities Gaps Strand
773 bits(418) 0.0 420/421(99%) 0/421(0%) Plus/Plus

Query 793  CCAGAAGTTTACATTCTTATTATTCCTGGATTTGGGATAATTTCTCATATTATTACTTAT 852

Sbjct 1 CCAGAAGTTTACATTCTTATCATTCCTGGATTTGGGATAATTTCTCATATTATTACTTAT 60

Query 853  TCAAGTAATAAAAGAGAACCATTTGGATCTTTAGGTATAATTTATGCTATGATTTCTATT 912

LECCLCLLLEEEEEELEEL L L LT LT
Sbjct 61  TCAAGTAATAAAAGAGAACCATTTGGATCTTTAGGTATAATTTATGCTATGATTTCTATT 120

Query 913  GCAACTTTAGGTTTTATTGTATGAGCTCATCATATATTTACTGTTGGATTAGATGTTGAT 972

LLLELEEELEEEEEEEELEELELLE L LELEEEEEE LT LT ELL
Sbjct 121  GCAACTTTAGGTTTTATTGTATGAGCTCATCATATATTTACTGTTGGATTAGATGTTGAT 180

Query 973 ACTCGAGCTTATTTTACTTCAGCTACTATAATTATCGCTGTCCCTACGGGAGTAAAAATT 1032

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 181  ACTCGAGCTTATTTTACTTCAGCTACTATAATTATCGCTGTCCCTACGGGAGTAAAAATT 240

Query 1033 TTTAGTTGATTATCTACAATATTAGGAGGAAAATTAGATTTTAACCCTTCTATGTATTGA 1092

LELCELLCLE e et e e e et e e e e et
Sbjct 241  TTTAGTTGATTATCTACAATATTAGGAGGAAAATTAGATTTTAACCCTTCTATGTATTGA 300

Query 1093 GCAATTGGCTTTGTGTTTCTATTTAGAATGGGAGGTCTTACGGGTATTATTTTATCTAAC 1152
II|II|II|II|IIIIII|II|II||I||I||I||II|IIIIIIIII|II|II|I||II|

Sbjct 301  GCAATTGGCTTTGTGTTTCTATTTAGAATGGGAGGTCTTACGGGTATTATTTTATCTAAC 360

Query 1153 TCTTCTTTAGATGTTAGATTACACGATACTTACTATGTTGTAGCTCACTTTCATTATGTT 1212
PULLERERLLLEL LT LT L EEEE LT EErerr

Sbjct 361  TCTTCTTTAGATGTTAGATTACACGATACTTACTATGTTGTAGCTCACTTTCATTATGTT 420

Query 1213 T 1213

Sbjct 421 T 421




