
logo MIQVIGKLI FAGRYR I LVQKSQIGRGGMADVYLANKDL I LDNGEDEVAI
VKVLRTNYQTDQPVIAVTARFQREARAMAEDLSNDHPNHIVAR IRTDIG

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 467 HSISS4 RS06915 WP 021143821.1 MIQVGKLFAGRYRILKSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVARFQREARAMAELSHPNIVAIRDIG 80
NTDB id 1140176 DQM95 RS07655 WP 037593427.1 MIQIGKLFAGRYRILKSIGRGGMADVYLANDLILDNEDVAIKVLRTNYQTDQVAVARFQREARAMAELNHPNIVAIRDIG 80
NTDB id 384 SMU RS02325 WP 002263039.1 MIQIGKLFAGRYRILQSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVTRFQREARAMAELNHPNIVAIRDIG 80
consensus !!!*!!*!!!!!!!***!!!!!!!!!!!!*!!!!!*!*!!*!!!!!!!!!!**!!*!!!!!!!!!!*!*!!*!!*!*!!!

logo EEDGQQFYLVAMEYVDAGSALDLKKRYTIQKDEHAYPLSNANQEDEVAI
VR IMEKGEQVI LSLAMTRLAHQTKRGI IVHRDLKPQNVI LLTKPSDGVTVAKVTDFGIAVA

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 467 HSISS4 RS06915 WP 021143821.1 EEDGQQFLVMEYVDGSDLKKYIQDHAPLSNQDVVRIMGEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
NTDB id 1140176 DQM95 RS07655 WP 037593427.1 EEDGQQFLVMEYVDGADLKKYIQDHAPLSNNEVVRIMEEVLSAMTLAHQKGIVHRDLKPQNILLTKSGVVKVTDFGIAVA 160
NTDB id 384 SMU RS02325 WP 002263039.1 EEDGQQFLAMEYVDGADLKKYIQDHAPLSNAEVIRIMKEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
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logo FAETSLTQTNSMLGSVHYLSPEQARGSKATI
VQSDIYAMGIMI LFFYEMLTGHIPYDGDSAVTIALQHFQNKPLPS IVLIDAENPRKSMNSVP

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 467 HSISS4 RS06915 WP 021143821.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSILAENRNVP 240
NTDB id 1140176 DQM95 RS07655 WP 037593427.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATIQSDIYAMGIMLYEMLTGHIPYDGDSAVTIALQHFQKPLPSILDENKMVP 240
NTDB id 384 SMU RS02325 WP 002263039.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVP 240
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VDLMRVSTSASLHQSPYSNHRSRRNDEAKRSKVLVI FESDDEAGMTDTSKASDTKPTLPKLVDESPQATVSAPTANSLANVTTSPLIAEKPASKKQSVAPSQLTVAAKVQANSTAKEPTHSENPQKDTS

NTDB id 146 SP RS08570 WP 000614538.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEH..KS 318
NTDB id 216 SPD RS08205 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEH..KS 318
NTDB id 182 SPR RS07820 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEH..KS 318
NTDB id 257 KZH43 RS07655 WP 220041236.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEH..KS 318
NTDB id 467 HSISS4 RS06915 WP 021143821.1 QALENVVIRATAKKLENRYNSTLEMSRDLVTSLHPSHRRDAKVVFDDMT..DTKTLPKVDPVPSASLEKKAVAAEPSEPT 318
NTDB id 1140176 DQM95 RS07655 WP 037593427.1 QALENVVIKATAKKLSDRYASTFDMSRDLMTALSYNRSREKKLVFEDGD..STKPLPKVSPTPNVTPKSSPTVSAT.... 314
NTDB id 384 SMU RS02325 WP 002263039.1 QALENVVIKATAKRLTDRYHSTQEMLQDLRTSLQPNRSRERKLVFSDAS..DTKPLPKLEQAAANSLAAQSLKNKTSNQD 318
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NTDB id 146 SP RS08570 WP 000614538.1 IKNPSQAVTEETYQPQAPKKHRFKMRYLI.LLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEE 397
NTDB id 216 SPD RS08205 WP 000614552.1 IKNPSQAVTEETYQPQAPKKHRFKMRYLI.LLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEE 397
NTDB id 182 SPR RS07820 WP 000614552.1 IKNPSQAVTEETYQPQAPKKHRFKMRYLI.LLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEE 397
NTDB id 257 KZH43 RS07655 WP 220041236.1 IKNPSQAVTEETYQPQAPKKHRFKMRYLI.LLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEE 397
NTDB id 467 HSISS4 RS06915 WP 021143821.1 PA.PSKQPRKKTTPAKKKKKKNFFSTLLKVFLGLVFIGIIIFAYLVFTNPDNVQVPNVVGQELSTAQTKIEGAGFKVGEV 397
NTDB id 1140176 DQM95 RS07655 WP 037593427.1 KANEPAKQDYLQKPQKERKRGRFLGTLFKILFALFVVGVAIFTFLILTKPSTVKVPNLNGSTLSVAKAELKTMGFKVGDI 394
NTDB id 384 SMU RS02325 WP 002263039.1 KVDHKSKP.KTKPQPKPKKKRHFLARFFKIFFILVAIGIAVLTYLVLTKPSTVSVPDVSGDKLSTAKMIIRKSGLKVGDV 397
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NTDB id 146 SP RS08570 WP 000614538.1 KTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNESE 476
NTDB id 216 SPD RS08205 WP 000614552.1 KTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNESE 476
NTDB id 182 SPR RS07820 WP 000614552.1 KTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNESE 476
NTDB id 257 KZH43 RS07655 WP 220041236.1 KTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNESE 476
NTDB id 467 HSISS4 RS06915 WP 021143821.1 KEVEDDSVDTGKVIKTDPTAGTTRKEGSSIDVYVSSGSKGFALKDYKGKNYKDAIEDLTSNFGVSEDQIDIQHVEDDSAE 477
NTDB id 1140176 DQM95 RS07655 WP 037593427.1 KKIESGTVAVGHVVKTDPSAGTAKREGATIDIFVSSGKKGFVMEDYTGQNYQDVISNLMTTYGVSRSKIKIKRINTNDYQ 474
NTDB id 384 SMU RS02325 WP 002263039.1 QKIEDDNVGAGKVVRTNPSAGSKKREGSSVDIFVAS.AKGFKMEDYTGQDYKDAIDNLTNNYGVSRDSIVLKEVSSDDYS 476
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NTDB id 146 SP RS08570 WP 000614538.1 AGTVLKQSLPEGTTYDLSKA.TQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEE........SSES 547
NTDB id 216 SPD RS08205 WP 000614552.1 AGTVLKQSLPEGTTYDLSKA.TQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEE........SSES 547
NTDB id 182 SPR RS07820 WP 000614552.1 AGTVLKQSLPEGTTYDLSKA.TQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEE........SSES 547
NTDB id 257 KZH43 RS07655 WP 220041236.1 AGTVLKQSLPEGTTYDLSKA.TQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEE........SSES 547
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EGEILSQSPGKNKSFNPKDSKAKIKFRVAT.PKIVTMPDVTGLTVSTAVQTLNRKNISSSSIEYHDYNTGAKLDKAKIPS 556
NTDB id 1140176 DQM95 RS07655 WP 037593427.1 ADTVISQTPDKGEKFNPDG.KSKITLSVAS.SGTVTMPDLTGYTYQEALNELTALGINTNRIKTYYTN..GSSGE....K 546
NTDB id 384 SMU RS02325 WP 002263039.1 GGTVIGQSPKPGKTYHPSS.DKKITLKVV....KVTMPNLKNSTYEEAVSTLTAMGISSSRIKAYDAS..DYSSEISSPS 549
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NTDB id 146 SP RS08570 WP 000614538.1 EPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKV..TSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAP..AGSA 623
NTDB id 216 SPD RS08205 WP 000614552.1 EPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKV..TSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAP..AGSV 623
NTDB id 182 SPR RS07820 WP 000614552.1 EPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKV..TSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAP..AGSV 623
NTDB id 257 KZH43 RS07655 WP 220041236.1 EPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKV..TSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAP..AGSV 623
NTDB id 467 HSISS4 RS06915 WP 021143821.1 ST.EILYQDPQAGTSV....DGT..VILYVSVATASSSLQS...SSSSTTHSSST..SSSTDSTTS.S...TETSTEATH 620
NTDB id 1140176 DQM95 RS07655 WP 037593427.1 KSMIVSEQTPYAYSSISLSDSSEISLGLYAATETSNSSTPS...SSSEVSSS.SS..SSTYDSGIS.SETTPSSSSSSTN 619
NTDB id 384 SMU RS02325 WP 002263039.1 SSSLVVGQSPYYGNTVSLSSNDDIIL..YVSTSGGSHSGS....SSSESSNS.........EGTTS.SEASTDSSSSATT 613
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NTDB id 146 SP RS08570 WP 000614538.1 EGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 216 SPD RS08205 WP 000614552.1 EGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 182 SPR RS07820 WP 000614552.1 EGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 257 KZH43 RS07655 WP 220041236.1 EGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 467 HSISS4 RS06915 WP 021143821.1 TELQ................................ 624
NTDB id 1140176 DQM95 RS07655 WP 037593427.1 AGLDPNHNP........................... 628
NTDB id 384 SMU RS02325 WP 002263039.1 ....TSH............................. 616
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