
logo MIQVIGKLI FAGRYKR I ILVQKSQIGRGGMADVYLANKDL I LDNGEEVAI
VKVLRTNYQTDQPVIAVTARFQREARAMAEDLNSDHPNHIVAR IRTDIG

NTDB id 331765 EHW89 RS01915 WP 126466518.1 MIQVGKIFAGRYKIIKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIG 80
NTDB id 146 SP RS08570 WP 000614538.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIG 80
NTDB id 216 SPD RS08205 WP 000614552.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIG 80
NTDB id 182 SPR RS07820 WP 000614552.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIG 80
NTDB id 257 KZH43 RS07655 WP 220041236.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIG 80
NTDB id 384 SMU RS02325 WP 002263039.1 MIQIGKLFAGRYRILQSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVTRFQREARAMAELNHPNIVAIRDIG 80
NTDB id 467 HSISS4 RS06915 WP 021143821.1 MIQVGKLFAGRYRILKSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVARFQREARAMAELSHPNIVAIRDIG 80
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logo EEEDGQQFYLVAMEYVDAGASLDLKKRYTIQKDEHAYPLSNAQEDEVAI
VR IMKGEQVI LSLAMTRLAHQTHKRGI IVHRDLKPQNVI LLTKPDGDTAKVTDFGIAVA

NTDB id 331765 EHW89 RS01915 WP 126466518.1 EEEGQQYLAMEYVAGLDLKRYIKEHAPLSNEEAVRIMGQILLAMRLAHTHGIVHRDLKPQNVLLTPDGDAKVTDFGIAVA 160
NTDB id 146 SP RS08570 WP 000614538.1 EEDGQQYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVA 160
NTDB id 216 SPD RS08205 WP 000614552.1 EEDGQQYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVA 160
NTDB id 182 SPR RS07820 WP 000614552.1 EEDGQQYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVA 160
NTDB id 257 KZH43 RS07655 WP 220041236.1 EEDGQQYLAMEYVAGLDLKRYTKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVA 160
NTDB id 384 SMU RS02325 WP 002263039.1 EEDGQQFLAMEYVDGADLKKYIQDHAPLSNAEVIRIMKEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EEDGQQFLVMEYVDGSDLKKYIQDHAPLSNQDVVRIMGEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
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logo FAETSLTQTNSMLGSVHYLSPEQARGSKATI
VQSDIYAMGIMI LFFYEMLTGHIPYDGDSAVTIALQHFQNKPLPS IVLIAENKRPSNSVP

NTDB id 331765 EHW89 RS01915 WP 126466518.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENPNVP 240
NTDB id 146 SP RS08570 WP 000614538.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQKPLPSVIAENPSVP 240
NTDB id 216 SPD RS08205 WP 000614552.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQNPLPSVIAENSSVP 240
NTDB id 182 SPR RS07820 WP 000614552.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQNPLPSVIAENSSVP 240
NTDB id 257 KZH43 RS07655 WP 220041236.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQNPLPSVIAENSSVP 240
NTDB id 384 SMU RS02325 WP 002263039.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVP 240
NTDB id 467 HSISS4 RS06915 WP 021143821.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSILAENRNVP 240
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NTDB id 331765 EHW89 RS01915 WP 126466518.1 QALENVVIKATAKKLTDRYQSVAEMYVDLSSCLSADRRNEKKLVFDDTAKADTKTLPKVSQNTLTSASKPTTPTP.IKE. 318
NTDB id 146 SP RS08570 WP 000614538.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTE.HKSI 319
NTDB id 216 SPD RS08205 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTE.HKSI 319
NTDB id 182 SPR RS07820 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTE.HKSI 319
NTDB id 257 KZH43 RS07655 WP 220041236.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTE.HKSI 319
NTDB id 384 SMU RS02325 WP 002263039.1 QALENVVIKATAKRLTDRYHSTQEMLQDLRTSLQPNRSRERKLVFSDAS..DTKPLPKLEQAAANSLAAQSLKNKTSNQD 318
NTDB id 467 HSISS4 RS06915 WP 021143821.1 QALENVVIRATAKKLENRYNSTLEMSRDLVTSLHPSHRRDAKVVFDDMT..DTKTLPKVDPVPSASLEKKAVAAEPSEPT 318
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NTDB id 331765 EHW89 RS01915 WP 126466518.1 ....AVSSKPTPKPKAKKKRRLRTRYK.VLLSAVVLVIVALVALVYLSPSNVKIPDVTGKTIAQARSAIETAGLKVGKEK 393
NTDB id 146 SP RS08570 WP 000614538.1 KNPSQAVTEETYQPQAPKKHRFKMRYL.ILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
NTDB id 216 SPD RS08205 WP 000614552.1 KNPSQAVTEETYQPQAPKKHRFKMRYL.ILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
NTDB id 182 SPR RS07820 WP 000614552.1 KNPSQAVTEETYQPQAPKKHRFKMRYL.ILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
NTDB id 257 KZH43 RS07655 WP 220041236.1 KNPSQAVTEETYQPQAPKKHRFKMRYL.ILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
NTDB id 384 SMU RS02325 WP 002263039.1 KVDHKSKPKTKPQPKPKKKRHFLARFFKIFFILVAIGIAVLTYLVLTKPSTVSVPDVSGDKLSTAKMIIRKSGLKVGDVQ 398
NTDB id 467 HSISS4 RS06915 WP 021143821.1 PAPSKQPRKKTTPAKKKKKKNFFSTLLKVFLGLVFIGIIIFAYLVFTNPDNVQVPNVVGQELSTAQTKIEGAGFKVGEVK 398
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NTDB id 331765 EHW89 RS01915 WP 126466518.1 DEYSDSVKKDSVIRTNPEAGTQRREGSTVDLIVSKGTKTFIMEDYKGQKRADAINNLVQK.................... 453
NTDB id 146 SP RS08570 WP 000614538.1 TEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKKVPDNLIKIEEEESNESEAG 478
NTDB id 216 SPD RS08205 WP 000614552.1 TEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKKVPDNLIKIEEEESNESEAG 478
NTDB id 182 SPR RS07820 WP 000614552.1 TEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKKVPDNLIKIEEEESNESEAG 478
NTDB id 257 KZH43 RS07655 WP 220041236.1 TEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKKVPDNLIKIEEEESNESEAG 478
NTDB id 384 SMU RS02325 WP 002263039.1 KIEDDNVGAGKVVRTNPSAGSKKREGSSVDIFVAS.AKGFKMEDYTGQDYKDAIDNLTNN.................... 457
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EVEDDSVDTGKVIKTDPTAGTTRKEGSSIDVYVSSGSKGFALKDYKGKNYKDAIEDLTSN.................... 458
consensus ******!*******!*!*!!****!!******!******!****!*!****!*!**!***********************

logo

TVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVI SELKQFYKGKVSPKREGDNQSL IDVKLTIKQEHEVESEDSNDSDSEAYSASEAEGPGETVI ILVMDGSKQTSPAKG
NTDB id 331765 EHW89 RS01915 WP 126466518.1 ...................................................YKVSKGLIKTEEVESNEYAAGTVVDQTPA 482
NTDB id 146 SP RS08570 WP 000614538.1 TVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQSPG 558
NTDB id 216 SPD RS08205 WP 000614552.1 TVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQSPG 558
NTDB id 182 SPR RS07820 WP 000614552.1 TVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQSPG 558
NTDB id 257 KZH43 RS07655 WP 220041236.1 TVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQSPG 558
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NTDB id 467 HSISS4 RS06915 WP 021143821.1 ...................................................FGVSEDQIDIQHVEDDSAEEGEILSQSPG 487
consensus *****************************************************!****!************!****!*!*

logo

K
P
A
N
G
S
K
T
S
T
F
Y
H
N
D
L
P
V
K
T
S
D
S
K
D
K
S
P
K
T
A
K
R
Q
KIKTVFLRKTVAKSTKPVKSVTI

K
SVTAMPDNSLVYKTINGLSTSVYLSEETFATYVKQSNTNLNTI EQARVI IKMVNGIQSKGSESARSNIKEAKYVHRYVDTEYVDNTATGSADKYLSDSEKTI

A
K
S
P
I
S
A
P
G
T
S
A
Q
S
V
A
S
T
E
E
N
S
G
L
T
M
I
V
I
L
V
G
R
Y
EQ

D
T
S

NTDB id 331765 EHW89 RS01915 WP 126466518.1 AGSTYDLTSKTR.ITLKVAKSVSSVTMPSYIGSTYEFAYNNLTEVIGIQGANIEKRTVT......TAPAGTQANTIIRQT 555
NTDB id 146 SP RS08570 WP 000614538.1 AGTTYDVSKPTQ.IVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVT......TAPAGSAEGMVVEQS 631
NTDB id 216 SPD RS08205 WP 000614552.1 AGTTYDVSKPTQ.IVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVT......TAPAGSVEGMVVEQS 631
NTDB id 182 SPR RS07820 WP 000614552.1 AGTTYDVSKPTQ.IVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVT......TAPAGSVEGMVVEQS 631
NTDB id 257 KZH43 RS07655 WP 220041236.1 AGTTYDVSKPTQ.IVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVT......TAPAGSVEGMVVEQS 631
NTDB id 384 SMU RS02325 WP 002263039.1 PGKTYHPSSDKK.ITLKV....VKVTMPNLKNSTYEEAVSTLT.AMGISSSRIKAY..DASDYSSEISSPSSSSLVVGQS 558
NTDB id 467 HSISS4 RS06915 WP 021143821.1 KNKSFNPKDSKAKIKFRVA.TPKIVTMPDVTGLTVSTAVQTLN.RKNISSSSIEYHDYNTGAKLDKAKIPSSTE.ILYQD 564
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NTDB id 331765 EHW89 RS01915 WP 126466518.1 PEAGQSLNLKSDRIVLYVYEPKNEDSSTSESSSQSDSSSNKTSPSSSSSSTSGNDGSSSKTPDTSASASN.... 625
NTDB id 146 SP RS08570 WP 000614538.1 PRAGEKVDLNKTRVKISIYKPKTTSATP.............................................. 659
NTDB id 216 SPD RS08205 WP 000614552.1 PRAGEKVDLNKTRVKISIYKPKTTSATP.............................................. 659
NTDB id 182 SPR RS07820 WP 000614552.1 PRAGEKVDLNKTRVKISIYKPKTTSATP.............................................. 659
NTDB id 257 KZH43 RS07655 WP 220041236.1 PRAGEKVDLNKTRVKISIYKPKTTSATP.............................................. 659
NTDB id 384 SMU RS02325 WP 002263039.1 PYYGNTVSLSSNDDIILYVSTSGGSHSG.SSSSESSNSEGTTSSE......ASTDSSSSA.TTT....SH.... 616
NTDB id 467 HSISS4 RS06915 WP 021143821.1 PQ....AGTSVDGTVILYVSVATASSSL.QSSSSSTTHSSST..S......SSTDSTTSS.TETSTEATHTELQ 624
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