
logo MKKSKWLAI
LAGLVTAVLVLGSTVLGAIVLAACGSNSSKSSNNTASSGNTTYSGYVYNSNSDPDESTLDYVINTSNRTAGTPTSKDTSAVI

V
A
TNLGVDGLLMENADEKYGNLVPS IVA

NTDB id 1137681 DQM73 RS02250 WP 032908236.1 MKKSKWLAIAGLTVVSTLILAACGNS..NASNTYSYVYSNDPDTLDYVNSNRATTSDVIANLVDGLLENDEYGNLVPSIA 78
NTDB id 475 HSISS4 RS07005 WP 021143809.1 MKKSKWLALAGVALLSVGALAACSSKSSTSGTTYGYVYNSDPESLDYITSNTGPTKTAVTNGVDGLMEADKYGNLVPSVA 80
NTDB id 324 STU RS16140 WP 011226306.1 MKKSKWLALAGVALLGVGVLAACSSKSNTSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPSVA 80
NTDB id 292 STER RS06940 WP 011681419.1 MKKSKWLALAGVALLGVGVLAACSSKSNTSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPSVA 80
consensus !!!!!!!!*!!**** ***!!!!*********!!*!!!**!!**!!!**!!***!*****!*!!!!*!*!*!!!!!!!*!

logo EDWTSVSQKDGLTYTYKLIRKDGAVIKWYTSDEGEEYSADENVKTAQKDFVTGLKHAADEGSKSAEGAGI
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LVQSDS IKAGLDSADYVLKSGAETSNNKDFSTNVGVK

NTDB id 1137681 DQM73 RS02250 WP 032908236.1 EDWTVSKDGLTYTYKLRKDAKWYTSDGEEYSEVKAQDFVTGLKHAADEKSEALPIVQSSIKGLDAYVKGESNDFSTVGVK 158
NTDB id 475 HSISS4 RS07005 WP 021143809.1 EDWSVSQDGLTYTYKIRKGVKWYTSDGEEYADVTAKDFVTGLKHAADGKAGALYLVQDSIAGLSDYLSGANKDFSNVGVK 160
NTDB id 324 STU RS16140 WP 011226306.1 EDWSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGVK 160
NTDB id 292 STER RS06940 WP 011681419.1 EDWSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGVK 160
consensus !!!*!!*!!!!!!!!*!!**!!!!!*!!!!**!*!*!!!!!!!!!!!*!******!!*!!*!!**!**!***!!!*!!!!

logo AVIDEDYTVLEQYTLNKKQPESPYWNSKTTMYGS ILLSFP I
VNEDFLKSNQKGKDFGTKSVTKDPSTS I LYNGPYFVLLKASFLTSAKSVS I EYLATVKNQEHNYWDKDK

NTDB id 1137681 DQM73 RS02250 WP 032908236.1 AVDDYTVEYTLNQPESYWNSKTTMGILFPINEDFLKSQGKDFGT.VKPSSILYNGPYVLKAFTSKSVIEYAKNQNYWDKD 237
NTDB id 475 HSISS4 RS07005 WP 021143809.1 AIDDYTLQYTLKKPEPYWNSKTTYGLLSPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELTKNENYWDKK 240
NTDB id 324 STU RS16140 WP 011226306.1 AIDEYTLQYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDKK 240
NTDB id 292 STER RS06940 WP 011681419.1 AIDDYTLQYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDKK 240
consensus !*!*!!**!!!**!!*!!!!!!!* *!*!*!!!!!!**!!!!!****!*!!!!!!!**!!**!*!!*!!**!!**!!!!*
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L
N
DRKQTSYNKFHYSTSAKTKST

NTDB id 1137681 DQM73 RS02250 WP 032908236.1 NVKIENVKLTYYDGSDQEALIRNFSDGAYSQARLYPTSSNYASVEKQYKDNIIFSPQNSTSFYFAFNLNRKTYNHSSKTS 317
NTDB id 475 HSISS4 RS07005 WP 021143809.1 NVHFDAIKLSYYDGSDQEALERGFTDGAYSLARVYPTSSNYSSVEKKYKDNIYYTAPGASTSAIGVNIDRQSYKFSAKKT 320
NTDB id 324 STU RS16140 WP 011226306.1 NVHFDAIKFSYYDGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIYYTAPGASTSAIGINLDRQSYKYTAKKT 320
NTDB id 292 STER RS06940 WP 011681419.1 NVHFDAIKFSYYDGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIFYTAPGASTSAIGINIDRQSYKYTAKKT 320
consensus !!*****! *!!!!!!!*!!*!*!*!!!! *!!**!!!!!!*!!!!*!!!!!**************!**!**!****!**

logo DASQEKATSSTTKAKAI
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Q
LNKDFRQSAINFAFIDRKTSAFYGQASQI

MNGKDGAATKLGLAI
L
VRSNLLFVPPSSDFVQSVADGGDKDTFSGDVLVETSEKLMPSTSYGDEWSGVKNFL

NTDB id 1137681 DQM73 RS02250 WP 032908236.1 DAQKASTTAAIQNKDFRQAINFAFDRTSFGAQMNGKDGATKLIRSLLVPPSFVQVDGKDFSDVVESKLPTYGDEWSGVKL 397
NTDB id 475 HSISS4 RS07005 WP 021143809.1 DAEKTSTKKALLNKDFRQSINFAIDRTAYQSQMNGKDGAALALRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNF 400
NTDB id 324 STU RS16140 WP 011226306.1 DSEKSSTKKALLNKDFRQAINFAIDRKAYQSQINGKDGATLAVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNF 400
NTDB id 292 STER RS06940 WP 011681419.1 DSEKSSTKKALLNKDFRQAINFAIDRKAYQSQINGKDGATLGVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNL 400
consensus ! *!*!!**!**!!!!!!*!!!!*!! ****!*!!!!!!****!*!*!!**!!****!*!*!*!**!***!!!!!!!!*

logo
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L
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V
Q
NQMLSTSDDFILDQEN

NTDB id 1137681 DQM73 RS02250 WP 032908236.1 TDAQDSIYNADKAKAEFAKAKEALQAEGVEFPIHIDIPVDQTDKVLVQRTNSFKQSVEAALGQDNVVIDVQQMSTDDFDN 477
NTDB id 475 HSISS4 RS07005 WP 021143809.1 TDGQDGLYNAEKAKTEFAKAKETLQADGVQFPIHLDLPVDQSSKINVAQAQSLKQTIEQSLGSDNVVIDVNQLSSDDIQN 480
NTDB id 324 STU RS16140 WP 011226306.1 ADSQDGLYNAEKAKTEFAKAKDALQADGVQFPIHLDLPVDQSSKLNVAQAQSLKQTIEKSLGSENVVIDINQLSSDDLEN 480
NTDB id 292 STER RS06940 WP 011681419.1 ADSQDGLYNAEKAKTEFAKAKDALQADGVQFPIHLDLPVNQSSKLNVAQVQSLKQTIEKSLGSENVVIDINQLSSDDLEN 480
consensus !*!!**!!!*!!!*!!!!!!**!!!*!!*!!!!*!*!!*!**!**!****!*!!**!**!!**!!!!!**!*!*!!**!
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NTDB id 1137681 DQM73 RS02250 WP 032908236.1 SAYFAETAAQKDYDLN.MSGWSADYQDPSTYLNIFNPETGDATDNIGLEKGKNADVANKVGLNEYKELLDEADKEKQDTN 556
NTDB id 475 HSISS4 RS07005 WP 021143809.1 ATLNAANAAAEDWDISNGVIWGPDYQDPSTYLDIFKTTSSENTKTFMGYDDPNNAAAAQVGLKDYDALLDSAASETTDLN 560
NTDB id 324 STU RS16140 WP 011226306.1 VTLNAANAAAEDWDISNSVAWAPDYQDPSTYLDIFKTTSSENTKAFMGYDDPNNAAAAQVGLKDYDALLNSAASETSDLN 560
NTDB id 292 STER RS06940 WP 011681419.1 ATLNAANAAAEDWDISNSVGWAPDYQDPSTYLDIFKTTSSENTKAFMGYDDPNNAAAAQVGLKDYDALLNSAASETSDLN 560
consensus ****!**!!**!*!******!**!!!!!!!!!*!!*******!*********!***!**!!!**!**!! *!**!**!*!

logo

A
VRYTDKRYAAQAQAWLTEDSS ILV IPGLVTSVGNGGASAPAVVIQSKRVLVTPFTKGSAYSMSLYQVGI

DKGNDSSSVNYDVYFIKNYMVEKLPQNEDKI
VVTAKKDEYEAQASLRKEKWELKE

NTDB id 1137681 DQM73 RS02250 WP 032908236.1 ARYTKYAAAQAWLTDSSIVIPGVSG.GGSPVVQKVVPFTKSYSYVGIKGD.VYVFKNMELQNDIVTAKDYEAALKKWEKE 634
NTDB id 475 HSISS4 RS07005 WP 021143809.1 ARYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRLTPFTGASMQVGDKNS.SDYFKYVKPQEKVVTKKEYEQSREKWLKE 639
NTDB id 324 STU RS16140 WP 011226306.1 VRYDRYAQAQAWLEDSSLVIPLTVGNGAAPAISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWLKE 640
NTDB id 292 STER RS06940 WP 011681419.1 VRYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWLKE 640
consensus !!**!!*!!!!!*!!!*!!!***!*!**!******!!!*****!!*!****** !****!***!!*!*!!****!!*!!

logo KEKAESNKEKAQEKEDLEKHI
VK

NTDB id 1137681 DQM73 RS02250 WP 032908236.1 KEASNKKAQEELEKHIK 651
NTDB id 475 HSISS4 RS07005 WP 021143809.1 KKASNEKAQKDLEKHVK 656
NTDB id 324 STU RS16140 WP 011226306.1 KKESNEKAQKDLEKHVK 657
NTDB id 292 STER RS06940 WP 011681419.1 KKESNEKAQKDLEKHVK 657
consensus !* !!*!!!**!!!!*!
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