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VDGLFMTENADKYGNLVPASVAED
NTDB id 68332 SNAG RS01665 WP 096406000.1 MKKSRVFVAAGIALLATGVLAACGSSKSSDSTAPKNYGYVYSADPETLDYLISGKQSTKIATSNGIDGLFTNDKYGNLVPAVAED 85
NTDB id 475 HSISS4 RS07005 WP 021143809.1 MKKSKWLALAGVALLSVGALAACSSKSS...TSGTTYGYVYNSDPESLDYITSNTGPTKTAVTNGVDGLMEADKYGNLVPSVAED 82
NTDB id 324 STU RS16140 WP 011226306.1 MKKSKWLALAGVALLGVGVLAACSSKSN...TSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPSVAED 82
NTDB id 292 STER RS06940 WP 011681419.1 MKKSKWLALAGVALLGVGVLAACSSKSN...TSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPSVAED 82
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logo WSVSQKDGLTYTYKIRKGI
VKWFYTSDEGEEYADENVTAKDFVNTGLKHAADGNSKSAEGAGI

LYLAVEQNDSVIKAGLSDYLASGANTTNKDFSSNVGVKAVIDEDYTL
NTDB id 68332 SNAG RS01665 WP 096406000.1 WSVSKDGLTYTYKIRKGVKWFTSDGEEYAEVTAKDFVNGLKHAADNKSEALYLAENSVKGLSDYLAGNTKDFSSVGVKAVDDYTL 170
NTDB id 475 HSISS4 RS07005 WP 021143809.1 WSVSQDGLTYTYKIRKGVKWYTSDGEEYADVTAKDFVTGLKHAADGKAGALYLVQDSIAGLSDYLSGANKDFSNVGVKAIDDYTL 167
NTDB id 324 STU RS16140 WP 011226306.1 WSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGVKAIDEYTL 167
NTDB id 292 STER RS06940 WP 011681419.1 WSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGVKAIDDYTL 167
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logo

E
QYTLNKKQPEPYWNSKMTATYGS ILFLSWFPLVNEEDFELKSNKGSKDFAGKASTDPTSLI LYNGPFLLKGSLTAKSS I EFLATVKNEHNYWDKDKNVHI

FDKAVITKFLASYY
NTDB id 68332 SNAG RS01665 WP 096406000.1 EYTLNQPEPYWNSKMAYSIFWPLNEEFEKSKGSDFAKATDPTSLLYNGPFLLKGLTAKSSIEFAKNENYWDKDNVHIDKVTLAYY 255
NTDB id 475 HSISS4 RS07005 WP 021143809.1 QYTLKKPEPYWNSKTTYGLLSPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELTKNENYWDKKNVHFDAIKLSYY 252
NTDB id 324 STU RS16140 WP 011226306.1 QYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDKKNVHFDAIKFSYY 252
NTDB id 292 STER RS06940 WP 011681419.1 QYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDKKNVHFDAIKFSYY 252
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logo DGSDQDESAI
LEVRNGFTSDGAYNSLYFARLVFYPTSSNYASKSVEEKTKYKEDNI FYYTPASPGPAGS ITGSGALIG I

VNLIDRQGSYKFYSTSAKTKTDAESEKSTSTKKALLNKDFR
NTDB id 68332 SNAG RS01665 WP 096406000.1 DGSDQESIERNFTSGAYSYARLYPTSSNYSKVEETYKENIFYTPSGPGIGGLGVNIDRQGYKYTSKTTDEEKTSTKKALLNKDFR 340
NTDB id 475 HSISS4 RS07005 WP 021143809.1 DGSDQEALERGFTDGAYSLARVYPTSSNYSSVEKKYKDNIYYTAPGASTSAIGVNIDRQSYKFSAKKTDAEKTSTKKALLNKDFR 337
NTDB id 324 STU RS16140 WP 011226306.1 DGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIYYTAPGASTSAIGINLDRQSYKYTAKKTDSEKSSTKKALLNKDFR 337
NTDB id 292 STER RS06940 WP 011681419.1 DGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIFYTAPGASTSAIGINIDRQSYKYTAKKTDSEKSSTKKALLNKDFR 337
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INFAFIDRKTSAYSQASQMVINGKEDGAAPTRLGALVRNLFVKPPSDFVSAGEDKTFGDLVTDEKMSASYGDEWKSNGVNLFTADGSQDGLFYNADEKAKATEFAKAKETD

NTDB id 68332 SNAG RS01665 WP 096406000.1 QALNFAFDRTSYSAQVNGKEGAPRAVRNLFVKPDFVSAGEKTFGDLVTDKMSAYGDEWKNVNFADGQDGLFNADKAKAEFAKAKT 425
NTDB id 475 HSISS4 RS07005 WP 021143809.1 QSINFAIDRTAYQSQMNGKDGAALALRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNFTDGQDGLYNAEKAKTEFAKAKE 422
NTDB id 324 STU RS16140 WP 011226306.1 QAINFAIDRKAYQSQINGKDGATLAVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNFADSQDGLYNAEKAKTEFAKAKD 422
NTDB id 292 STER RS06940 WP 011681419.1 QAINFAIDRKAYQSQINGKDGATLGVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNLADSQDGLYNAEKAKTEFAKAKD 422
consensus !**!!!*!! *!**!*!!!*!!****!!!!!**!!!!!!*!!!!!!!!*!!!*!!!!!**!!**! !!!!*!!*!!!*!!!!!!*

logo

T
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V
ATYLYNAANAAAEDWDLI SGNAGSVAIGWGNAPDYEQD

NTDB id 68332 SNAG RS01665 WP 096406000.1 ALEAEGVKFPIHLDVPVDQTAKNYIARIQSFKQSVETVLGEDNVVIDIQQVSKDEFTNITYYAANAAAEDWDLSGAVGWNPDYED 510
NTDB id 475 HSISS4 RS07005 WP 021143809.1 TLQADGVQFPIHLDLPVDQSSKINVAQAQSLKQTIEQSLGSDNVVIDVNQLSSDDIQNATLNAANAAAEDWDISNGVIWGPDYQD 507
NTDB id 324 STU RS16140 WP 011226306.1 ALQADGVQFPIHLDLPVDQSSKLNVAQAQSLKQTIEKSLGSENVVIDINQLSSDDLENVTLNAANAAAEDWDISNSVAWAPDYQD 507
NTDB id 292 STER RS06940 WP 011681419.1 ALQADGVQFPIHLDLPVNQSSKLNVAQVQSLKQTIEKSLGSENVVIDINQLSSDDLENATLNAANAAAEDWDISNSVGWAPDYQD 507
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logo PSTYLDI LFKTTNSASEQNTKATYFMGYEDGDAPDNNAAAAQVGLKEDYDKALVLDNESAAKSETTSDLNAVRYEDKRYAAQAQAWLTEDSSL IVLIPALMTSVSGTNGAAPAFVI
NTDB id 68332 SNAG RS01665 WP 096406000.1 PSTYLDILKTTNAEQTKTYMGYEGADNAAAAQVGLKEYDKLVDEAAKETSDLNVRYEKYAAAQAWLTDSSLILPAMSSTGAAPFI 595
NTDB id 475 HSISS4 RS07005 WP 021143809.1 PSTYLDIFKTTSSENTKTFMGYDDPNNAAAAQVGLKDYDALLDSAASETTDLNARYDRYAQAQAWLEDSSLVIPLTVGNGAAPVI 592
NTDB id 324 STU RS16140 WP 011226306.1 PSTYLDIFKTTSSENTKAFMGYDDPNNAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPAI 592
NTDB id 292 STER RS06940 WP 011681419.1 PSTYLDIFKTTSSENTKAFMGYDDPNNAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPVI 592
consensus !!!!!!!*!!!**!*!! *!!!****!!!!!!!!!!*!!*!* *!!*!!*!!!*!!**!!*!!!!!*!!!!**!*****!!!!*!

logo SRVLVTPFSTAGSAYSMSLQSVGDKGNSSDSNVDYFIKYI
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NTDB id 68332 SNAG RS01665 WP 096406000.1 SRVVPFSASYSQSGDKGS.DVYFKYIQLQDKVVTKADYEQAREKWLKEKKESNEKVQKELANHVK 659
NTDB id 475 HSISS4 RS07005 WP 021143809.1 SRLTPFTGASMQVGDKNS.SDYFKYVKPQEKVVTKKEYEQSREKWLKEKKASNEKAQKDLEKHVK 656
NTDB id 324 STU RS16140 WP 011226306.1 SRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK 657
NTDB id 292 STER RS06940 WP 011681419.1 SRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK 657
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