
logo MKKSKAWLLALGAAGGVI
ALSLASGSVFGALVMLVAACSSAKQSNSNTTSDGKTTYSGYVFYANSSNDPDESTLDYITSTNRTGSPTSKTSAIVTVTNLGI

VDGLFMENADKYGNLVPSMVA
NTDB id 1161745 U8955 RS08835 WP 038804593.1 MKKSKALLLGAGILSASFLMVACSSAQSNTDKTYSYVFASNPDTLDYITSTRGSTSSITTNLIDGLFENDKYGNLVPSMA 80
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 ESDWKSVSQKDGLTYTYKIRKGI
VKWYTSDEGEEYADENVTAHKDFVTGLKYHAADGKSKAEGANGI

LYLVQDS IKAGLASDYVLESGAKTTNSKDFESTNVGVK
NTDB id 1161745 U8955 RS08835 WP 038804593.1 ESWKVSKDGLTYTYKIRKGVKWYTSEGEEYAEVTAHDFVTGLKYAADKKAENLYLVQDSIKGLADYVEGKTSDFETVGVK 160
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 AVIDEDYTLQYTLNKKQPESPYWNSKTTGYGS ILLFSPVNEADFLKSNKGDKDFGSKVSTTDPSTS I LSYNGPYFLFLKSFLTSAKSLS I EFLETVKNPEHNYWDKDK
NTDB id 1161745 U8955 RS08835 WP 038804593.1 AVDDYTLQYTLNKPESYWNSKTTGGILSPVNEAFLKSKGDDFGSV.TPSSILSNGPYLFKSFTSKSLIEFEKNPNYWDKD 239
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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NTDB id 1161745 U8955 RS08835 WP 038804593.1 NVKIEKVKLSFYDGSDQDSLARGFLEGNYTDGRIFPTSSVFDQLKKGNEDKITYTPQNAVTFYYLFNVNRQSYNQTMKQT 319
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
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logo DAKSEKATSDSSTRKAKAMLQLNKDFRQSAINFAFIDRHTKAYAQASQMTINGEKDGAADTRLGIALVRNTLVFTVPSNDFVQS IAGGDKNTFGDALVNTEKI
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NTDB id 1161745 U8955 RS08835 WP 038804593.1 DKEKADSRAAMQNKDFRQAINFAFDRHAYAAQTNGEDGADRILRNTVTPSNFVQIGGKNFGDAVNEKIVNYGSEWANVNL 399
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 !*!!*****!**!!!!!!*!!!!*!!*!!**!*!!*!!!****!!***!!*!!**!*!*!!!*!*!!***!!*!!**!!
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NTDB id 1161745 U8955 RS08835 WP 038804593.1 NDAQPAFLNADKAKAEFAKAKESLQAEGVTFPIHLDMPVDQTAKLDVQQASSFKQTVEETLGSDNIVIDVIQLSPDEKDN 479
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
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NTDB id 1161745 U8955 RS08835 WP 038804593.1 ATFFANTAEQKDYDIDI.SGWSGDYSDPKTYLDLLDPDSGSQLKNLGLTPGKDNDVKEKIGLSTYKKLLDEADKEVENTQ 558
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
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NTDB id 1161745 U8955 RS08835 WP 038804593.1 VRYEKFAEVQAWLTDSALFLPVQSG.GANPIFRKTVPFTGAFSFVGHKGD.ADNYKYLELQKDPVTAKQYQELYEKWQKE 636
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
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NTDB id 1161745 U8955 RS08835 WP 038804593.1 KTESNKKAQEDLANHIQ 653
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
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