
logo MIQVIGKLI FAGRYR I LVQKSQIGRGGMADVYLANKDL I LDNGEEVAI
VKVLRTNYQTDQPVIAVTARFQREARAMAEDLSNDHPNHIVSAR IRTDIGEEDGQ

NTDB id 146 SP RS08570 WP 000614538.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIGEEDGQ 85
NTDB id 216 SPD RS08205 WP 000614552.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIGEEDGQ 85
NTDB id 182 SPR RS07820 WP 000614552.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIGEEDGQ 85
NTDB id 257 KZH43 RS07655 WP 220041236.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIGEEDGQ 85
NTDB id 467 HSISS4 RS06915 WP 021143821.1 MIQVGKLFAGRYRILKSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVARFQREARAMAELSHPNIVAIRDIGEEDGQ 85
NTDB id 60814 KE3 RS02365 WP 020916311.1 MIQIGKLFAGRYRILKSIGRGGMADVYLAKDLILDNEEVAIKVLRTNYQTDQIAVARFQREARAMAELNHPNIVSIRDIGEEDGQ 85
NTDB id 384 SMU RS02325 WP 002263039.1 MIQIGKLFAGRYRILQSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVTRFQREARAMAELNHPNIVAIRDIGEEDGQ 85
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logo QFYLVAMEYVDAGASLDLKKRYTIQKDEHAYPLSNANQEDEVAI
VR IMEKGEQVI LSLAMTRLAHQTQKRGI IVHRDLKPQNVI LLTKPDGTVAKVTDFGIAVAFAETSLTQTN

NTDB id 146 SP RS08570 WP 000614538.1 QYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVAFAETSLTQTN 170
NTDB id 216 SPD RS08205 WP 000614552.1 QYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVAFAETSLTQTN 170
NTDB id 182 SPR RS07820 WP 000614552.1 QYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVAFAETSLTQTN 170
NTDB id 257 KZH43 RS07655 WP 220041236.1 QYLAMEYVAGLDLKRYTKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVAFAETSLTQTN 170
NTDB id 467 HSISS4 RS06915 WP 021143821.1 QFLVMEYVDGSDLKKYIQDHAPLSNQDVVRIMGEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVAFAETSLTQTN 170
NTDB id 60814 KE3 RS02365 WP 020916311.1 QFLVMEYVDGSDLKKYIQDHAPLSNNEVVRIMEEVLSAMTLAHQQGIVHRDLKPQNILLTKDGTVKVTDFGIAVAFAETSLTQTN 170
NTDB id 384 SMU RS02325 WP 002263039.1 QFLAMEYVDGADLKKYIQDHAPLSNAEVIRIMKEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVAFAETSLTQTN 170
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logo SMLGSVHYLSPEQARGSKATI
VQSDIYAMGIMI LFFYEMLTGHIPYDGDSAVTIALQHFQNKPLPS IVLIDAENPRKSNSVPQALENVVI IRKATAKRKL

NTDB id 146 SP RS08570 WP 000614538.1 SMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQKPLPSVIAENPSVPQALENVIIKATAKKL 255
NTDB id 216 SPD RS08205 WP 000614552.1 SMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQNPLPSVIAENSSVPQALENVIIKATAKKL 255
NTDB id 182 SPR RS07820 WP 000614552.1 SMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQNPLPSVIAENSSVPQALENVIIKATAKKL 255
NTDB id 257 KZH43 RS07655 WP 220041236.1 SMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQNPLPSVIAENSSVPQALENVIIKATAKKL 255
NTDB id 467 HSISS4 RS06915 WP 021143821.1 SMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSILAENRNVPQALENVVIRATAKKL 255
NTDB id 60814 KE3 RS02365 WP 020916311.1 SMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIDENKNVPQALENVVIKATAKRL 255
NTDB id 384 SMU RS02325 WP 002263039.1 SMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVPQALENVVIKATAKRL 255
consensus !!!!!!!!!!!!!!!!!!!!*!!!!!!!!!***!!!!!!!!!!!!!!!!!!!!!!!*!!!!***!! *!!!!!!!!*!*!!!!*!

logo

E
S
T
D
NRYAHNRSTVFLQSEML

S
Y
Q
R
VDLMRVSTSASLHQSPYSNHRSRRNDEARSKVLVI FESDDEAMTETSKANDTKPTLPKLVDETSPTQAVSAPTAPSLANVTPSSLIAETPATKEKQVASQVLAAKLQANTKEPQTHSKASAIKSVNENPPQRSDETQKPAAVPDHNSKQSKPVPRTI

K
E
A
K
T
E
K
T
A
P
T
Y
K
P
Q
A
T
PK
Q
P
K
A

NTDB id 146 SP RS08570 WP 000614538.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKSIKNPSQA.....VTEETYQPQA 335
NTDB id 216 SPD RS08205 WP 000614552.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKSIKNPSQA.....VTEETYQPQA 335
NTDB id 182 SPR RS07820 WP 000614552.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKSIKNPSQA.....VTEETYQPQA 335
NTDB id 257 KZH43 RS07655 WP 220041236.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKSIKNPSQA.....VTEETYQPQA 335
NTDB id 467 HSISS4 RS06915 WP 021143821.1 ENRYNSTLEMSRDLVTSLHPSHRRDAKVVFDDMT..DTKTLPKVDPVPSASLEKKAVAAEPS....EPTPAPSKQPRKKTTPAKK 334
NTDB id 60814 KE3 RS02365 WP 020916311.1 SDRYASTFEMSRDLMTALSYNRSRERKLVFEDTE..NTKTLPKVTTSTPVPSTTEQLLTKQKAAKVNREAVDNK...IAKAKTKK 335
NTDB id 384 SMU RS02325 WP 002263039.1 TDRYHSTQEMLQDLRTSLQPNRSRERKLVFSDAS..DTKPLPKLEQAAANSLAAQSLKNKT....SNQDKVDHKSKPKTKPQPKP 334
consensus **!!*!**!!**!!***!********!**!*******!!*!!!*************************** **********



logo

K
PKSKKRHHNRMFLFKAGSMTRFLYFVLKIVILFLLFAAGISVLVLAFVVILAGVI

A
I
A
V
I
S
F
L
A
T
I
Y
W
L
I
T
V
L
F
L
S
S
T
R
K
N
TPDSANSTVINQSAVIPNDVSVAGDTQEKSTLVQSAATEAQKMTAI

K
S
T
I
L
E
R
T
K
G
S
K
S
AGNLFKEVIGDRETVEQKEGKTVIEYEADSDENSTKVDGPEASTEGQKRVIVI EKRTNDPKSTGAGST

NTDB id 146 SP RS08570 WP 000614538.1 PKKHRFKMRYLILLAS.LVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGT 419
NTDB id 216 SPD RS08205 WP 000614552.1 PKKHRFKMRYLILLAS.LVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGT 419
NTDB id 182 SPR RS07820 WP 000614552.1 PKKHRFKMRYLILLAS.LVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGT 419
NTDB id 257 KZH43 RS07655 WP 220041236.1 PKKHRFKMRYLILLAS.LVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGT 419
NTDB id 467 HSISS4 RS06915 WP 021143821.1 KKKKNFFSTLLKVFLGLVFIGIIIFAYLVFTNPDNVQVPNVVGQELSTAQTKIEGAGFKVGEVKEVEDDSVDTGKVIKTDPTAGT 419
NTDB id 60814 KE3 RS02365 WP 020916311.1 KKSHRMFGTLVKIFFAVVVVAIAIFTYLTLSTPASVNVPDVAGTSLQAAKTSLTSAGLKVGRTKGIYSDTVPSGQVIETNPKAGT 420
NTDB id 384 SMU RS02325 WP 002263039.1 KKKRHFLARFFKIFFILVAIGIAVLTYLVLTKPSTVSVPDVSGDKLSTAKMIIRKSGLKVGDVQKIEDDNVGAGKVVRTNPSAGS 419
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NTDB id 146 SP RS08570 WP 000614538.1 GRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKK.VPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKAT.QIVLT 502
NTDB id 216 SPD RS08205 WP 000614552.1 GRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKK.VPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKAT.QIVLT 502
NTDB id 182 SPR RS07820 WP 000614552.1 GRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKK.VPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKAT.QIVLT 502
NTDB id 257 KZH43 RS07655 WP 220041236.1 GRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKK.VPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKAT.QIVLT 502
NTDB id 467 HSISS4 RS06915 WP 021143821.1 TRKEGSSIDVYVSSGSKGFALKDYKGKNYKDAIEDLTSNFGVSEDQIDIQHVEDDSAEEGEILSQSPGKNKSFNPKDSKAKIKFR 504
NTDB id 60814 KE3 RS02365 WP 020916311.1 SKKEGAKVDIYVSKGTSGFKMKDYTGQNYQEVIKELKDKHGISSDKIDVEWITGTNYDGGTIISQTPEKGTK..VASE.DKITFK 502
NTDB id 384 SMU RS02325 WP 002263039.1 KKREGSSVDIFVAS.AKGFKMEDYTGQDYKDAIDNLTNNYGVSRDSIVLKEVSSDDYSGGTVIGQSPKPGKTYHPSSD.KKITLK 502
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NTDB id 146 SP RS08570 WP 000614538.1 VAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEE..........SSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAK 577
NTDB id 216 SPD RS08205 WP 000614552.1 VAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEE..........SSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAK 577
NTDB id 182 SPR RS07820 WP 000614552.1 VAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEE..........SSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAK 577
NTDB id 257 KZH43 RS07655 WP 220041236.1 VAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEE..........SSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAK 577
NTDB id 467 HSISS4 RS06915 WP 021143821.1 VA.TPKIVTMPDVTGLTVSTAVQTLNRKNISSSSIEYHDYNTGA..KLDKAKIPS.STEILYQDPQAGTSVDGT....VILYVSV 581
NTDB id 60814 KE3 RS02365 WP 020916311.1 VA....AIVMPNLIGYTYQDAIAELTALGLSSSHIIVFQADATSSTGYSQVKTPSASAVVVAQDPYFGASIEGE....VNLYFSA 579
NTDB id 384 SMU RS02325 WP 002263039.1 VV....KVTMPNLKNSTYEEAVSTLTAMGISSSRIKAYDASDYS....SEISSPSSSSLVVGQSPYYGNTVSLSSNDDIILYVST 579
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NTDB id 146 SP RS08570 WP 000614538.1 KVTSVAMPSYIGSSL..EFTKNNLIQIVGIKEANIEVVEVTTAPAGSAEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 216 SPD RS08205 WP 000614552.1 KVTSVAMPSYIGSSL..EFTKNNLIQIVGIKEANIEVVEVTTAPAGSVEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 182 SPR RS07820 WP 000614552.1 KVTSVAMPSYIGSSL..EFTKNNLIQIVGIKEANIEVVEVTTAPAGSVEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 257 KZH43 RS07655 WP 220041236.1 KVTSVAMPSYIGSSL..EFTKNNLIQIVGIKEANIEVVEVTTAPAGSVEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 467 HSISS4 RS06915 WP 021143821.1 ATASSSLQSSSSSTTHSSS..................TSS...STDST.TSSTETST......EATHTELQ............. 624
NTDB id 60814 KE3 RS02365 WP 020916311.1 RSEAQSSEVAPSQSVSESYETSETSESSS........LSSSSSSSSSSSSSSTEESS......QTDSSSVE............. 636
NTDB id 384 SMU RS02325 WP 002263039.1 SGGSHSGSSSSESSNSEGTTSSEA...................STDSS.SSATTTS.......H.................... 616
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