
logo MKTKRSKVWLALAGVTALLASGAVGAVLAACSGSGKSGSNATQSGEKTTFYAGFYTVYENSTSHDPDENSTLNDYLITTSGNKTAGAPTSKETSAIVTVSTNVGI
VDGLLMENADKYGNL IVPSMV

NTDB id 1170390 ACLV7D RS08690 WP 218764841.1 MKTRKVLALAGVTLLAAGVLAACSGGSGAQGEKTFAFTYETHPDNLNYLTTGKAATSEITSNVIDGLLENDKYGNLIPSM 80
NTDB id 475 HSISS4 RS07005 WP 021143809.1 MKKSKWLALAGVALLSVGALAACSSKSSTSG.TTYGYVYNSDPESLDYITSNTGPTKTAVTNGVDGLMEADKYGNLVPSV 79
NTDB id 324 STU RS16140 WP 011226306.1 MKKSKWLALAGVALLGVGVLAACSSKSNTSG.TTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPSV 79
NTDB id 292 STER RS06940 WP 011681419.1 MKKSKWLALAGVALLGVGVLAACSSKSNTSG.TTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPSV 79
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logo AEDWSVSQKDGLTYTYKIRQKDGAVIKWYTSDEGEEYADPNVKTAQKDFVTGLKYHATADGKSKAEGAGI
LYLVQDS IKAGLDSADYALKSGAETI
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NTDB id 1170390 ACLV7D RS08690 WP 218764841.1 AEDWSVSKDGLTYTYKIRQDAKWYTSEGEEYAPVKAQDFVTGLKYATDKKAEALYLVQDSIKGLDAYAKGEITDFAQVGI 160
NTDB id 475 HSISS4 RS07005 WP 021143809.1 AEDWSVSQDGLTYTYKIRKGVKWYTSDGEEYADVTAKDFVTGLKHAADGKAGALYLVQDSIAGLSDYLSGANKDFSNVGV 159
NTDB id 324 STU RS16140 WP 011226306.1 AEDWSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGV 159
NTDB id 292 STER RS06940 WP 011681419.1 AEDWSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGV 159
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logo KALIDEDQYTVLQYTLNKKQPETPFYWNSKTTMYGSVLLASFPVNEEDFLNKSNKGDKDFAGKASTDPSTSLI LYNGPYFLLKS ILVTTAKSSVI EFLATVKNPEHNYWDK
NTDB id 1170390 ACLV7D RS08690 WP 218764841.1 KALDDQTVQYTLNKPETFWNSKTTMGVLAPVNEEFLNSKGDDFAKATDPSSLLYNGPYLLKSIVTKSSVEFAKNPNYWDK 240
NTDB id 475 HSISS4 RS07005 WP 021143809.1 KAIDDYTLQYTLKKPEPYWNSKTTYGLLSPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELTKNENYWDK 239
NTDB id 324 STU RS16140 WP 011226306.1 KAIDEYTLQYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDK 239
NTDB id 292 STER RS06940 WP 011681419.1 KAIDDYTLQYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDK 239
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NTDB id 1170390 ACLV7D RS08690 WP 218764841.1 DNVHIDKVKLSFWDGQDTSKPAENFKDGSLTAARLYPTSASFAELEKSMKDNIVYTQQDSTTYLVGTNIDRQSYKHTSKT 320
NTDB id 475 HSISS4 RS07005 WP 021143809.1 KNVHFDAIKLSYYDGSDQEALERGFTDGAYSLARVYPTSSNYSSVEKKYKDNIYYTAPGASTSAIGVNIDRQSYKFSAKK 319
NTDB id 324 STU RS16140 WP 011226306.1 KNVHFDAIKFSYYDGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIYYTAPGASTSAIGINLDRQSYKYTAKK 319
NTDB id 292 STER RS06940 WP 011681419.1 KNVHFDAIKFSYYDGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIFYTAPGASTSAIGINIDRQSYKYTAKK 319
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LFVPPSTDFVQSADGGDKNTFGDMLVKTEKLMVSTSYGDEWKSDGVN
NTDB id 1170390 ACLV7D RS08690 WP 218764841.1 SDEQKTSTKKALLNKDFRQAIAFGFDRTAYASQLNGQTGASKILRNIFVPPTFVQADGKNFGDMVKEKLVTYGDEWKDVN 400
NTDB id 475 HSISS4 RS07005 WP 021143809.1 TDAEKTSTKKALLNKDFRQSINFAIDRTAYQSQMNGKDGAALALRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVN 399
NTDB id 324 STU RS16140 WP 011226306.1 TDSEKSSTKKALLNKDFRQAINFAIDRKAYQSQINGKDGATLAVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVN 399
NTDB id 292 STER RS06940 WP 011681419.1 TDSEKSSTKKALLNKDFRQAINFAIDRKAYQSQINGKDGATLGVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVN 399
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NTDB id 1170390 ACLV7D RS08690 WP 218764841.1 LADAQDGLYNPEKAKAEFAKAKSALQAEGVQFPIHLDMPVDQTATTKVQRVQSMKQSLEATLGTDNVVIDIQQLQKDELL 480
NTDB id 475 HSISS4 RS07005 WP 021143809.1 FTDGQDGLYNAEKAKTEFAKAKETLQADGVQFPIHLDLPVDQSSKINVAQAQSLKQTIEQSLGSDNVVIDVNQLSSDDIQ 479
NTDB id 324 STU RS16140 WP 011226306.1 FADSQDGLYNAEKAKTEFAKAKDALQADGVQFPIHLDLPVDQSSKLNVAQAQSLKQTIEKSLGSENVVIDINQLSSDDLE 479
NTDB id 292 STER RS06940 WP 011681419.1 LADSQDGLYNAEKAKTEFAKAKDALQADGVQFPIHLDLPVNQSSKLNVAQVQSLKQTIEKSLGSENVVIDINQLSSDDLE 479
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logo NAVTLFNAEATNAAGAEDWDLI SDNGNSVAIGWAGPDFYAQDPSTYLDI IFKPTSTVSGSESNTKATYFLMGFYDSDGPENDNVAAAKAKQVGLYKDYEDKALVLDTNESAGADSETSTD
NTDB id 1170390 ACLV7D RS08690 WP 218764841.1 NVTLFAETAAGEDWDLSDNVGWGPDFADPSTYLDIIKPSVGESTKTYLGFDSGEDNVAAKKVGLYDYEKLVTEAGDETTD 560
NTDB id 475 HSISS4 RS07005 WP 021143809.1 NATLNAANAAAEDWDISNGVIWGPDYQDPSTYLDIFKTTSSENTKTFMGYDDPN.NAAAAQVGLKDYDALLDSAASETTD 558
NTDB id 324 STU RS16140 WP 011226306.1 NVTLNAANAAAEDWDISNSVAWAPDYQDPSTYLDIFKTTSSENTKAFMGYDDPN.NAAAAQVGLKDYDALLNSAASETSD 558
NTDB id 292 STER RS06940 WP 011681419.1 NATLNAANAAAEDWDISNSVGWAPDYQDPSTYLDIFKTTSSENTKAFMGYDDPN.NAAAAQVGLKDYDALLNSAASETSD 558
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NTDB id 1170390 ACLV7D RS08690 WP 218764841.1 VAKRYDKYAAAQAWLTDSALIIPTTSKTG.RPILSKMVPFTIPFALSGNKGTSDPVLYKYLELQDKAVTADEYQKAQEKW 639
NTDB id 475 HSISS4 RS07005 WP 021143809.1 LNARYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRLTPFTGASMQVGDKNS..SDYFKYVKPQEKVVTKKEYEQSREKW 636
NTDB id 324 STU RS16140 WP 011226306.1 LNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPAISRLTPFTGASLQVGDKNS.SNDYIKYVKPQEKVVTKKEYEQSREKW 637
NTDB id 292 STER RS06940 WP 011681419.1 LNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRLTPFTGASLQVGDKNS.SNDYIKYVKPQEKVVTKKEYEQSREKW 637
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NTDB id 1170390 ACLV7D RS08690 WP 218764841.1 MKEKAESNKKAQEELAKHVK 659
NTDB id 475 HSISS4 RS07005 WP 021143809.1 LKEKKASNEKAQKDLEKHVK 656
NTDB id 324 STU RS16140 WP 011226306.1 LKEKKESNEKAQKDLEKHVK 657
NTDB id 292 STER RS06940 WP 011681419.1 LKEKKESNEKAQKDLEKHVK 657
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