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MKMKKSKRWL IAGLTAGVLAVLLASGTVGAIVLLASAACCSGSQKSSNTDSTGSTTYSGSYTVFYNSASNDPTESTFLNDYLI LTDSYNYTAGDPNTTKATSAVI

VTNLGVDGLLMENADSKYGNLVPASLVAEDWS
NTDB id 40213 SOR RS08120 WP 000594272.1 MIKMKKRLIGTG.LVLATGILLSACGQSNTDTSTYSSTFSANPTTFNYLLDYYADNTAVITNLVDGLLENDSYGNLVPALAEDWS 84
NTDB id 475 HSISS4 RS07005 WP 021143809.1 .MKKSKWLALAGVALLSVGALAACSSKSSTSGTTYGYVYNSDPESLDYITSNTGPTKTAVTNGVDGLMEADKYGNLVPSVAEDWS 84
NTDB id 324 STU RS16140 WP 011226306.1 .MKKSKWLALAGVALLGVGVLAACSSKSNTSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPSVAEDWS 84
NTDB id 292 STER RS06940 WP 011681419.1 .MKKSKWLALAGVALLGVGVLAACSSKSNTSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPSVAEDWS 84
consensus *!**!*!***!***!**!*!******!*!***!!*******!****!************!!*!!!!*!*!*!!!!!!**!!!!!

logo VSQSKDGLTYTYKLIRKDGAVIKWYTASDEGEEYADSNVKTAQKDFVTGI
LKYHAADGNSKAQGAGLMIDYL IVQNDS IKAGLNSDYVLTSGAVTTNNKDFSTNVGVKALIDEDYTVLEQY

NTDB id 40213 SOR RS08120 WP 000594272.1 VSSDGLTYTYKLRKDAKWYTADGEEYASVKAQDFVTGIKYAADNKAQAMDLIQNSIKGLNDYVTGVTNDFSTVGVKALDDYTVEY 169
NTDB id 475 HSISS4 RS07005 WP 021143809.1 VSQDGLTYTYKIRKGVKWYTSDGEEYADVTAKDFVTGLKHAADGKAGALYLVQDSIAGLSDYLSGANKDFSNVGVKAIDDYTLQY 169
NTDB id 324 STU RS16140 WP 011226306.1 VSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGVKAIDEYTLQY 169
NTDB id 292 STER RS06940 WP 011681419.1 VSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGVKAIDDYTLQY 169
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NTDB id 40213 SOR RS08120 WP 000594272.1 TLTRPEPYWNSKTTNSILFPVNEEFLKSKDKDFGTL.TPDSILYNGPYLLKDFTSKSSIEYVKNPHYYDHDKVTIEKVKLAYFDG 253
NTDB id 475 HSISS4 RS07005 WP 021143809.1 TLKKPEPYWNSKTTYGLLSPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELTKNENYWDKKNVHFDAIKLSYYDG 254
NTDB id 324 STU RS16140 WP 011226306.1 TLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDKKNVHFDAIKFSYYDG 254
NTDB id 292 STER RS06940 WP 011681419.1 TLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDKKNVHFDAIKFSYYDG 254
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logo SDQDEMATLEIVRNGFETSDGAYNS ILFAGRVFYPNTSSNYSAKSTVKEEKKYQKDNI FVYYSTLAQPDGKATSSTW
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NTDB id 40213 SOR RS08120 WP 000594272.1 SDQEMTIRNFESGAYSIAGVYPNSSNYAKTKEKYQDNIVYSLQDKTSWYFNFNVNRKTYNHTAKTTDEQKKSAQTAILNKNFRQA 338
NTDB id 475 HSISS4 RS07005 WP 021143809.1 SDQEALERGFTDGAYSLARVYPTSSNYSSVEKKYKDNIYYTAPGASTSAIGVNIDRQSYKFSAKKTDAEKTSTKKALLNKDFRQS 339
NTDB id 324 STU RS16140 WP 011226306.1 SDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIYYTAPGASTSAIGINLDRQSYKYTAKKTDSEKSSTKKALLNKDFRQA 339
NTDB id 292 STER RS06940 WP 011681419.1 SDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIFYTAPGASTSAIGINIDRQSYKYTAKKTDSEKSSTKKALLNKDFRQA 339
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logo INFGAIDRKTAYSQASQMSINGEKEDAGAASTKLGTALVRNTLLFVPPSTDFVQSVAGDKTFGEDVLTVATSEKLMVSNSYGTDEWSGI
VNFLTADAGSQDDGYLFYNKAEKAQKATKEFEAEKAKEKDETAL

NTDB id 40213 SOR RS08120 WP 000594272.1 INFGIDRTAYSAQSNGEEAASKTLRNTLVPPTFVQVGDKTFGEVTASKLVNYGTEWSGINLADAQDDYFNKEKAQAKFEEAKKEL 423
NTDB id 475 HSISS4 RS07005 WP 021143809.1 INFAIDRTAYQSQMNGKDGAALALRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNFTDGQDGLYNAEKAKTEFAKAKETL 424
NTDB id 324 STU RS16140 WP 011226306.1 INFAIDRKAYQSQINGKDGATLAVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNFADSQDGLYNAEKAKTEFAKAKDAL 424
NTDB id 292 STER RS06940 WP 011681419.1 INFAIDRKAYQSQINGKDGATLGVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNLADSQDGLYNAEKAKTEFAKAKDAL 424
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NTDB id 40213 SOR RS08120 WP 000594272.1 EAQGVTFPIHLDVPVDQTNKNAVSGMNSVKQTLETVLGSDNIVIDVQQLSTDDFGNVAFLAPNPAARDYDLN.FDGWVGDYQDPS 507
NTDB id 475 HSISS4 RS07005 WP 021143809.1 QADGVQFPIHLDLPVDQSSKINVAQAQSLKQTIEQSLGSDNVVIDVNQLSSDDIQNATLNAANAAAEDWDISNGVIWGPDYQDPS 509
NTDB id 324 STU RS16140 WP 011226306.1 QADGVQFPIHLDLPVDQSSKLNVAQAQSLKQTIEKSLGSENVVIDINQLSSDDLENVTLNAANAAAEDWDISNSVAWAPDYQDPS 509
NTDB id 292 STER RS06940 WP 011681419.1 QADGVQFPIHLDLPVNQSSKLNVAQVQSLKQTIEKSLGSENVVIDINQLSSDDLENATLNAANAAAEDWDISNSVGWAPDYQDPS 509
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VGLDKTDYTDQALLDKNESADAASENTKTSDVLANAKVRYEDKRYAEQAQAWML IEDNSSLVMI SPALMTVSGNGGATAAPASVVITSKR

NTDB id 40213 SOR RS08120 WP 000594272.1 TYLDPFNAETGFYLKIFGLDAKEDQELIKSLGLDTYTQLLKEADAENKDVAKRYEKYAEAQAWMIDNSLVMSAM.SNGGTASVTK 591
NTDB id 475 HSISS4 RS07005 WP 021143809.1 TYLDIFKTTSSENTKTFMGYDDPNNAAAAQVGLKDYDALLDSAASETTDLNARYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISR 594
NTDB id 324 STU RS16140 WP 011226306.1 TYLDIFKTTSSENTKAFMGYDDPNNAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPAISR 594
NTDB id 292 STER RS06940 WP 011681419.1 TYLDIFKTTSSENTKAFMGYDDPNNAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISR 594
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DKGNDSGSSNDNYFYIKYMVRKLPQKEDKPVVTKKQEFYDEEQASKRAEKWELEKESKKAKEAS INEKSAQKEDFLENKHVK
NTDB id 40213 SOR RS08120 WP 000594272.1 VTPFTRAYSLVGIKGDGN.NYKYMRLQKDPVTKKQFDEAKAKWEEESKKAIEKSQKEFENHVK 653
NTDB id 475 HSISS4 RS07005 WP 021143809.1 LTPFTGASMQVGDKNS.SDYFKYVKPQEKVVTKKEYEQSREKWLKEKKASNEKAQKDLEKHVK 656
NTDB id 324 STU RS16140 WP 011226306.1 LTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK 657
NTDB id 292 STER RS06940 WP 011681419.1 LTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK 657
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