
logo MIQVIGKLI FAGRYR I LVQKSQIGRGGMADVYLANKDL I LDNGEEVAI
VKVLRTNYQTDQPVIAVTARFQREARAMAEDLNSDHPNHIVAR 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 1030305 AB6M99 RS08045 WP 121835783.1 MIQIGKLFAGRYRILKSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVARFQREARAMAELSHPNIVAIRDIG 80
NTDB id 384 SMU RS02325 WP 002263039.1 MIQIGKLFAGRYRILQSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVTRFQREARAMAELNHPNIVAIRDIG 80
NTDB id 467 HSISS4 RS06915 WP 021143821.1 MIQVGKLFAGRYRILKSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVARFQREARAMAELSHPNIVAIRDIG 80
consensus !!!*!!*!!!!!!!***!!!!!!!!!!!!*!!!!!*!!!!*!!!!!!!!!!**!!*!!!!!!!!!!*!*!!*!!*!*!!!

logo EEDGQQFYLVAMEYVDAGASLDLKKRYTIHQKDEHGAYPLSNAQEDEVAI
VR IMKRGEQVI LSLAMTRLAHQTKRGI IVHRDLKPQNVI LLTRKPDGRTAKVTDFGIAVA

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 1030305 AB6M99 RS08045 WP 121835783.1 EEDGQQFLVMEYVDGSDLKKYIHDHGPLSNEEVIRIMRQVLSAMTLAHQKGIIHRDLKPQNVLLTRDGRAKVTDFGIAVA 160
NTDB id 384 SMU RS02325 WP 002263039.1 EEDGQQFLAMEYVDGADLKKYIQDHAPLSNAEVIRIMKEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EEDGQQFLVMEYVDGSDLKKYIQDHAPLSNQDVVRIMGEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
consensus !!!!!!*!*!!!!*!*!!!*!***!*!!!!****!!!***!*!!*!!!**!!*!!!!!!!!*!!!*!!*!!!!!!!!!!!

logo FAETSLTQTNSMLGSVHYLSPEQARGSKATI
VQSDIYAMGIMI LFFYEMLTGHIPYDGDSAVTIALQHFQNKPLPS IVLIAENKNPRSTNSVP

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 1030305 AB6M99 RS08045 WP 121835783.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENNTVP 240
NTDB id 384 SMU RS02325 WP 002263039.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVP 240
NTDB id 467 HSISS4 RS06915 WP 021143821.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSILAENRNVP 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!***!!!!!!!!!!!!!!!!!!!!!!!*!!!!**!!! *!!

logo QALENVVI LIRKATAKRKLETDNRYHNVRSTVLQYSQEMI
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NTDB id 146 SP RS08570 WP 000614538.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEH.KSI 319
NTDB id 216 SPD RS08205 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEH.KSI 319
NTDB id 182 SPR RS07820 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEH.KSI 319
NTDB id 257 KZH43 RS07655 WP 220041236.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEH.KSI 319
NTDB id 1030305 AB6M99 RS08045 WP 121835783.1 QALENVVLRATAKKLTDRYVSTYQMIRDLSSALDSGRARERRLTFDDGMQSK.TSLPKVETNTAKTPRDKLLKPTPEPEI 319
NTDB id 384 SMU RS02325 WP 002263039.1 QALENVVIKATAKRLTDRYHSTQEMLQDLRTSLQPNRSRERKLVFSDASDTK..PLPKLEQAAANSLAAQSLKNKTSNQD 318
NTDB id 467 HSISS4 RS06915 WP 021143821.1 QALENVVIRATAKKLENRYNSTLEMSRDLVTSLHPSHRRDAKVVFDDMTDTK..TLPKVDPVPSASLEKKAVAAEPSEPT 318
consensus !!!!!!***!!!!*!**!!*!***!**!!***!***********!**********!!!****************** ***
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NTDB id 146 SP RS08570 WP 000614538.1 ..KNPSQ.AVTEETYQPQAPKK.HRFKMRYLILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIG 395
NTDB id 216 SPD RS08205 WP 000614552.1 ..KNPSQ.AVTEETYQPQAPKK.HRFKMRYLILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIG 395
NTDB id 182 SPR RS07820 WP 000614552.1 ..KNPSQ.AVTEETYQPQAPKK.HRFKMRYLILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIG 395
NTDB id 257 KZH43 RS07655 WP 220041236.1 ..KNPSQ.AVTEETYQPQAPKK.HRFKMRYLILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIG 395
NTDB id 1030305 AB6M99 RS08045 WP 121835783.1 GQAAPEILENQEQASQKVNKKKRHPIATLFKIFLGVLLLFSILFGYLALSTPPSVTIPDIVGQTQEEATHSLEDAGLKLG 399
NTDB id 384 SMU RS02325 WP 002263039.1 ..KVD.HKSKPKTKPQPKPKKKRHFLARFFKIFFILVAIGIAVLTYLVLTKPSTVSVPDVSGDKLSTAKMIIRKSGLKVG 395
NTDB id 467 HSISS4 RS06915 WP 021143821.1 ..PAP.SKQPRKKTTPAKKKKKKNFFSTLLKVFLGLVFIGIIIFAYLVFTNPDNVQVPNVVGQELSTAQTKIEGAGFKVG 395
consensus ***** ************!! ****************************!*****!***!*****!***********!
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NTDB id 146 SP RS08570 WP 000614538.1 EEKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNE 474
NTDB id 216 SPD RS08205 WP 000614552.1 EEKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNE 474
NTDB id 182 SPR RS07820 WP 000614552.1 EEKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNE 474
NTDB id 257 KZH43 RS07655 WP 220041236.1 EEKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNE 474
NTDB id 1030305 AB6M99 RS08045 WP 121835783.1 KVYEIDNDSIEAGRVVKTNPTAGSNRKKGSKVDLYVSLGHKSFEMPNYTGQTYEQAKKELIETYHVAEENISYENIEGTE 479
NTDB id 384 SMU RS02325 WP 002263039.1 DVQKIEDDNVGAGKVVRTNPSAGSKKREGSSVDIFVAS.AKGFKMEDYTGQDYKDAIDNLTNNYGVSRDSIVLKEVSSDD 474
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EVKEVEDDSVDTGKVIKTDPTAGTTRKEGSSIDVYVSSGSKGFALKDYKGKNYKDAIEDLTSNFGVSEDQIDIQHVEDDS 475
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NTDB id 146 SP RS08570 WP 000614538.1 SEAGTVLKQSLPEGTTYDLSKATQ.IVLTVAKKATTIQLGNYI......GRNSTEVISELKQKKVPENLIKIE....... 540
NTDB id 216 SPD RS08205 WP 000614552.1 SEAGTVLKQSLPEGTTYDLSKATQ.IVLTVAKKATTIQLGNYI......GRNSTEVISELKQKKVPENLIKIE....... 540
NTDB id 182 SPR RS07820 WP 000614552.1 SEAGTVLKQSLPEGTTYDLSKATQ.IVLTVAKKATTIQLGNYI......GRNSTEVISELKQKKVPENLIKIE....... 540
NTDB id 257 KZH43 RS07655 WP 220041236.1 SEAGTVLKQSLPEGTTYDLSKATQ.IVLTVAKKATTIQLGNYI......GRNSTEVISELKQKKVPENLIKIE....... 540
NTDB id 1030305 AB6M99 RS08045 WP 121835783.1 FEVGTIISQTPEAGTTYTITDST.KIVFKVATKDNII.MPNVTTDESGNALTYNQAVTILTTLGISESRIKFYTQSEAGY 557
NTDB id 384 SMU RS02325 WP 002263039.1 YSGGTVIGQSPKPGKTYHPSSDKK.ITLKV...VKVT.MPNLK......NSTYEEAVSTLTAMGISSSRIKAY..DASDY 541
NTDB id 467 HSISS4 RS06915 WP 021143821.1 AEEGEILSQSPGKNKSFNPKDSKAKIKFRVATPKIVT.MPDVT......GLTVSTAVQTLNRKNISSSSIEYHDYNTGAK 548
consensus ***!****!*************** !***!************* **********!*********!***
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NTDB id 146 SP RS08570 WP 000614538.1 .EEESSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAP 619
NTDB id 216 SPD RS08205 WP 000614552.1 .EEESSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAP 619
NTDB id 182 SPR RS07820 WP 000614552.1 .EEESSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAP 619
NTDB id 257 KZH43 RS07655 WP 220041236.1 .EEESSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAP 619
NTDB id 1030305 AB6M99 RS08045 WP 121835783.1 V.EVKKPSRGSVIVAQEPYYGEAISVKGKGDIALYIQGDITTTTLTETTASHSESASV.........SENTTVSEAET.. 625
NTDB id 384 SMU RS02325 WP 002263039.1 SSEISSPSSSSLVVGQSPYYGNTVSLSSNDDIILYVSTSGGSHSGSSSSESSNSEGTT.....SSEASTDSSSSATTT.. 614
NTDB id 467 HSISS4 RS06915 WP 021143821.1 LDKAKIPSSTE.ILYQDPQ....AGTSVDGTVILYVSVATASSSLQSSSSSTTHSSST.......SSSTDSTTSSTET.. 614
consensus ******!*******!*!***************!****************!**************************!**



logo

AGSTAVEAGMVVEQSPRAGSTENHKTVEDLQNKTRVKI S IYKPKTTSATP
NTDB id 146 SP RS08570 WP 000614538.1 AGSAEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 216 SPD RS08205 WP 000614552.1 AGSVEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 182 SPR RS07820 WP 000614552.1 AGSVEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 257 KZH43 RS07655 WP 220041236.1 AGSVEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 1030305 AB6M99 RS08045 WP 121835783.1 ..SA............TN...................... 629
NTDB id 384 SMU RS02325 WP 002263039.1 ................SH...................... 616
NTDB id 467 HSISS4 RS06915 WP 021143821.1 ..STEA..........THTELQ.................. 624
consensus *** ************************************
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