
logo MKKSKWLALAGAVAVLLGSVGAIVLAACSSKSNSTSGTTYGYVYNSSDPESTLDYITSNTGPTTKSTAVVTNGVDGLMETADKYGNL
NTDB id 324 STU RS16140 WP 011226306.1 MKKSKWLALAGVALLGVGVLAACSSKSNTSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNL 75
NTDB id 292 STER RS06940 WP 011681419.1 MKKSKWLALAGVALLGVGVLAACSSKSNTSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNL 75
NTDB id 1111735 HMPREF9425 RS02775 WP 003096589.1 MKKSKWLALAGAAVLSVGILAACSSKSSTSGTTYGYVYSSDPETLDYITSNTGPTTTAVTNGVDGLMETDKYGNL 75
NTDB id 475 HSISS4 RS07005 WP 021143809.1 MKKSKWLALAGVALLSVGALAACSSKSSTSGTTYGYVYNSDPESLDYITSNTGPTKTAVTNGVDGLMEADKYGNL 75
consensus !!!!!!!!!!!*!*! !!*!!!!!!!! !!!!!!!!!!*!!!!*!!!!!!!!!!!** !!!!!!!!!!*!!!!!!

logo VPSVAEDWSVSKQDGLTYTYKIRKGI
VKWYTSDEGEEYADNVTAKDFVTGLKHAADGSKAGAGI

LYLVQDS IAGLSDYLSGAT
NTDB id 324 STU RS16140 WP 011226306.1 VPSVAEDWSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGT 150
NTDB id 292 STER RS06940 WP 011681419.1 VPSVAEDWSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGT 150
NTDB id 1111735 HMPREF9425 RS02775 WP 003096589.1 VPSVAEDWSVSQDGLTYTYKIRKGVKWYTSDGEEYADVTAKDFVTGLKHAADSKAGALYLVQDSIAGLSDYLSGA 150
NTDB id 475 HSISS4 RS07005 WP 021143809.1 VPSVAEDWSVSQDGLTYTYKIRKGVKWYTSDGEEYADVTAKDFVTGLKHAADGKAGALYLVQDSIAGLSDYLSGA 150
consensus !!!!!!!!!!! !!!!!!!!!!!!*!!!!!*!!!!! !!!!!!!!!!!!!!!*!!!**!!!!!!!!!!!!!!!!

logo NKDFSKNVGVKAIDEDHYTLQYTLKKRQPEPYWNSKTTYGSLLSFPVNAEDFLKTNKGKDFGKSTDPTS I LYNGPFLLKSLTAK
NTDB id 324 STU RS16140 WP 011226306.1 NKDFSNVGVKAIDEYTLQYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAK 225
NTDB id 292 STER RS06940 WP 011681419.1 NKDFSNVGVKAIDDYTLQYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAK 225
NTDB id 1111735 HMPREF9425 RS02775 WP 003096589.1 NKDFSKVGVKAIDDHTLQYTLKRPEPYWNSKTTYGLLFPVNADFLKTKGKDFGKSTDPTSILYNGPFLLKSLTAK 225
NTDB id 475 HSISS4 RS07005 WP 021143809.1 NKDFSNVGVKAIDDYTLQYTLKKPEPYWNSKTTYGLLSPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAK 225
consensus !!!!!*!!!!!!!**!!!!!!!*!!!!!!!!!!! !!*!!!*!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SS I ELTVKNEHNYWDKKNVHFDAIKFLTSYDYDGSDPQDESALEVRSGFTDGAYNS ILFARVFYPMTSSNYSASVEKKYKDNI FYYTAAPGAS
NTDB id 324 STU RS16140 WP 011226306.1 SSIELVKNEHYWDKKNVHFDAIKFSYYDGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIYYTAPGAS 300
NTDB id 292 STER RS06940 WP 011681419.1 SSIELVKNEHYWDKKNVHFDAIKFSYYDGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIFYTAPGAS 300
NTDB id 1111735 HMPREF9425 RS02775 WP 003096589.1 SSIELTKNENYWDKKNVHFDAIKLTYDDGSDPESLERSFTDGAYSIARVYPMSSNYASVEKKYKDNIFYTAAGAS 300
NTDB id 475 HSISS4 RS07005 WP 021143809.1 SSIELTKNENYWDKKNVHFDAIKLSYYDGSDQEALERGFTDGAYSLARVYPTSSNYSSVEKKYKDNIYYTAPGAS 300
consensus !!!!! !!!*!!!!!!!!!!!!! *!*!!!!***! !*!!!!!! *!!!*!*!!!!*!!!!!!!!!!*!!!*!!!

logo TSAMI SGI
VNLIDRQSYKFYSTAKKTDASEKSTSTKKALLNKDFRQAS INFAIDRKTVAYQSQMVINGKDGAATKLGAI

L
VRNLFVPSDFVSA

NTDB id 324 STU RS16140 WP 011226306.1 TSAIGINLDRQSYKYTAKKTDSEKSSTKKALLNKDFRQAINFAIDRKAYQSQINGKDGATLAVRNLFVPSDFVSA 375
NTDB id 292 STER RS06940 WP 011681419.1 TSAIGINIDRQSYKYTAKKTDSEKSSTKKALLNKDFRQAINFAIDRKAYQSQINGKDGATLGVRNLFVPSDFVSA 375
NTDB id 1111735 HMPREF9425 RS02775 WP 003096589.1 TSAMSVNIDRQSYKYTAKKTDAEKTSTKKALLNKDFRQSINFAIDRTVYQSQVNGKDGAAKAIRNLFVPSDFVSA 375
NTDB id 475 HSISS4 RS07005 WP 021143809.1 TSAIGVNIDRQSYKFSAKKTDAEKTSTKKALLNKDFRQSINFAIDRTAYQSQMNGKDGAALALRNLFVPSDFVSA 375
consensus !!!***!*!!!!!!**!!!!! !!*!!!!!!!!!!!!! !!!!!!! *!!!!*!!!!!! ***!!!!!!!!!!!!

logo GDKTFGDLVTEKMSSYGDEWSGVNLFTADGSQDGLYNAEKAKTEFSAKAKDETALQGAEDGVQFP IHLDLPVNDQSSKI
LNVSAQVA

NTDB id 324 STU RS16140 WP 011226306.1 GDKTFGDLVTEKMSSYGDEWSGVNFADSQDGLYNAEKAKTEFAKAKDALQADGVQFPIHLDLPVDQSSKLNVAQA 450
NTDB id 292 STER RS06940 WP 011681419.1 GDKTFGDLVTEKMSSYGDEWSGVNLADSQDGLYNAEKAKTEFAKAKDALQADGVQFPIHLDLPVNQSSKLNVAQV 450
NTDB id 1111735 HMPREF9425 RS02775 WP 003096589.1 GDKTFGDLVTEKMSSYGDEWSGVNFADGQDGLYNAEKAKTEFSKAKEALQGEGVQFPIHLDLPVDQSSKLNVSQA 450
NTDB id 475 HSISS4 RS07005 WP 021143809.1 GDKTFGDLVTEKMSSYGDEWSGVNFTDGQDGLYNAEKAKTEFAKAKETLQADGVQFPIHLDLPVDQSSKINVAQA 450
consensus !!!!!!!!!!!!!!!!!!!!!!!!**! !!!!!!!!!!!!!!*!!!**!!**!!!!!!!!!!!!*!!!!*!!*!*



logo QSLKQTI EQKSLGSDENVVIDVINQLSSDDI
M
L
E
QNVATLNAPANAAAEDWDI SNGSVAGIVWGSAPDYQDPSTYLNDI FKTTSNSENTKAT

NTDB id 324 STU RS16140 WP 011226306.1 QSLKQTIEKSLGSENVVIDINQLSSDDLENVTLNAANAAAEDWDISNSVAWAPDYQDPSTYLDIFKTTSSENTKA 525
NTDB id 292 STER RS06940 WP 011681419.1 QSLKQTIEKSLGSENVVIDINQLSSDDLENATLNAANAAAEDWDISNSVGWAPDYQDPSTYLDIFKTTSSENTKA 525
NTDB id 1111735 HMPREF9425 RS02775 WP 003096589.1 QSLKQTIEKSLGSDNVVIDINQLSSDDMQNATLNAPNAAAEDWDISNGVVWSPDYQDPSTYLNIFKTTSNENTKT 525
NTDB id 475 HSISS4 RS07005 WP 021143809.1 QSLKQTIEQSLGSDNVVIDVNQLSSDDIQNATLNAANAAAEDWDISNGVIWGPDYQDPSTYLDIFKTTSSENTKT 525
consensus !!!!!!!!*!!!!*!!!!!*!!!!!!!* !*!!!!*!!!!!!!!!!! ! !*!!!!!!!!!!*!!!!!!*!!!!

logo FMGYDNDPNNAAAAQVGLKDYDALLDNSADASETSTDLNAVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPAVVI SRLTPFTG
NTDB id 324 STU RS16140 WP 011226306.1 FMGYDDPNNAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPAISRLTPFTG 600
NTDB id 292 STER RS06940 WP 011681419.1 FMGYDDPNNAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRLTPFTG 600
NTDB id 1111735 HMPREF9425 RS02775 WP 003096589.1 FMGYDNPNNAAAAQVGLKDYDALLDSADSETTDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPVVSRLTPFTG 600
NTDB id 475 HSISS4 RS07005 WP 021143809.1 FMGYDDPNNAAAAQVGLKDYDALLDSAASETTDLNARYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRLTPFTG 600
consensus !!!!!*!!!!!!!!!!!!!!!!!! !!*!!!*!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!**!!!!!!!!

logo

S
A
Y
S
M
T
LQVGDKSNSSGSNDYFIKYVKPQEKVVTKKEYEQSREKWLKEKKAESNEKAQKDLEKHVK

NTDB id 324 STU RS16140 WP 011226306.1 ASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK 657
NTDB id 292 STER RS06940 WP 011681419.1 ASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK 657
NTDB id 1111735 HMPREF9425 RS02775 WP 003096589.1 SYTQVGDKS.SGDYFKYVKPQEKVVTKKEYEQSREKWLKEKKASNEKAQKDLEKHVK 656
NTDB id 475 HSISS4 RS07005 WP 021143809.1 ASMQVGDKN.SSDYFKYVKPQEKVVTKKEYEQSREKWLKEKKASNEKAQKDLEKHVK 656
consensus ***!!!!!**!*!! !!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!
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