
logo MKKRSNKVWI
LALAGVALLGSAVGAIVLAACSGSGKSKSSSSSSKSNSETASGQTKTFYSGYVYENSTSEDPENSTLNDYITSGNKTAGAPTHKETSAIVTVGTNLGI

VDGLFMENADKYGNL IV
NTDB id 62912 N597 RS05615 WP 023023738.1 MKKRNVIALAGVALLSAGILAACSGGSKSSSSSSKSSEAGQKFSYVYETEPENLNYITSGKAATHEITGNLIDGLFENDKYGNLI 85
NTDB id 475 HSISS4 RS07005 WP 021143809.1 MKKSKWLALAGVALLSVGALAACSSK.........SSTSGTTYGYVYNSDPESLDYITSNTGPTKTAVTNGVDGLMEADKYGNLV 76
NTDB id 324 STU RS16140 WP 011226306.1 MKKSKWLALAGVALLGVGVLAACSSK.........SNTSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLV 76
NTDB id 292 STER RS06940 WP 011681419.1 MKKSKWLALAGVALLGVGVLAACSSK.........SNTSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLV 76
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logo PSLVAKEDWTSVSEQKDGLTYTYKLIRDKDGAVIKWYDTSDEGEEYADNVTADKDFVATGI
LKYHAADGHSKSAEGAMGI
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NTDB id 62912 N597 RS05615 WP 023023738.1 PSLAKDWTVSEDGLTYTYKLRDDAKWYDSEGEEYADVTADDFVAGIKYAADHKSEMLYIIQNSIKGLNDYVEGKTSDFSNVGIKA 170
NTDB id 475 HSISS4 RS07005 WP 021143809.1 PSVAEDWSVSQDGLTYTYKIRKGVKWYTSDGEEYADVTAKDFVTGLKHAADGKAGALYLVQDSIAGLSDYLSGANKDFSNVGVKA 161
NTDB id 324 STU RS16140 WP 011226306.1 PSVAEDWSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGVKA 161
NTDB id 292 STER RS06940 WP 011681419.1 PSVAEDWSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGVKA 161
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NTDB id 62912 N597 RS05615 WP 023023738.1 VDDHTLQITLNQAEPFWNSKLTLGITFPINEKFVESKGDKFAQASDTSSLLYNGPYILKSFTSKSSIEMSKNENYWDKDNVHITD 255
NTDB id 475 HSISS4 RS07005 WP 021143809.1 IDDYTLQYTLKKPEPYWNSKTTYGLLSPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELTKNENYWDKKNVHFDA 246
NTDB id 324 STU RS16140 WP 011226306.1 IDEYTLQYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDKKNVHFDA 246
NTDB id 292 STER RS06940 WP 011681419.1 IDDYTLQYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDKKNVHFDA 246
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VNLIDRQSYKFYSTSAKTKTDAESEKTSSTKKAL
NTDB id 62912 N597 RS05615 WP 023023738.1 VKLEYYDGQDQSKLANSFEDNALSLAKLFPTGPGFTDQAKKFKDEIIYTPQDASTFVIGVNIDRQSYKYTSKTTDEEKSSTKKAL 340
NTDB id 475 HSISS4 RS07005 WP 021143809.1 IKLSYYDGSDQEALERGFTDGAYSLARVYPTSSNYSSVEKKYKDNIYYTAPGASTSAIGVNIDRQSYKFSAKKTDAEKTSTKKAL 331
NTDB id 324 STU RS16140 WP 011226306.1 IKFSYYDGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIYYTAPGASTSAIGINLDRQSYKYTAKKTDSEKSSTKKAL 331
NTDB id 292 STER RS06940 WP 011681419.1 IKFSYYDGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIFYTAPGASTSAIGINIDRQSYKYTAKKTDSEKSSTKKAL 331
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NTDB id 62912 N597 RS05615 WP 023023738.1 LNKDFRQAISFAFDREAYAAQANGKDGASKLIRNLYIPPTFVQADGKSFGEMVKSELVTYGDEWKDANLDDGQNGLYNAKQAKEE 425
NTDB id 475 HSISS4 RS07005 WP 021143809.1 LNKDFRQSINFAIDRTAYQSQMNGKDGAALALRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNFTDGQDGLYNAEKAKTE 416
NTDB id 324 STU RS16140 WP 011226306.1 LNKDFRQAINFAIDRKAYQSQINGKDGATLAVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNFADSQDGLYNAEKAKTE 416
NTDB id 292 STER RS06940 WP 011681419.1 LNKDFRQAINFAIDRKAYQSQINGKDGATLGVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNLADSQDGLYNAEKAKTE 416
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NTDB id 62912 N597 RS05615 WP 023023738.1 FAKAKSALEADGVKFPIHLDMPVDQTTQSKVQRAQSFKQSVESTLGKENVVVDIHMVSKEDLLNVTLFAAKAEDEDWDISDNVGW 510
NTDB id 475 HSISS4 RS07005 WP 021143809.1 FAKAKETLQADGVQFPIHLDLPVDQSSKINVAQAQSLKQTIEQSLGSDNVVIDVNQLSSDDIQNATLNAANAAAEDWDISNGVIW 501
NTDB id 324 STU RS16140 WP 011226306.1 FAKAKDALQADGVQFPIHLDLPVDQSSKLNVAQAQSLKQTIEKSLGSENVVIDINQLSSDDLENVTLNAANAAAEDWDISNSVAW 501
NTDB id 292 STER RS06940 WP 011681419.1 FAKAKDALQADGVQFPIHLDLPVNQSSKLNVAQVQSLKQTIEKSLGSENVVIDINQLSSDDLENATLNAANAAAEDWDISNSVGW 501
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APDYQDPSTYLDI LFKATSTSGSENTRKATFLMGFYDPDSPENNNEAAAKAKQVGLYKDFYEDKAMLVLDNESAGAASETQTSDLNAKVRYEDKRYAAQAQAWLTEDSASLVIPTLTSVKG

NTDB id 62912 N597 RS05615 WP 023023738.1 SPDYQDPSTYLDILKASSGENTRTFLGFDPSENNEAAKKVGLYDFEKMVDEAGAETQDLNKRYEKYAAAQAWLTDSALVIPTTSK 595
NTDB id 475 HSISS4 RS07005 WP 021143809.1 GPDYQDPSTYLDIFKTTSSENTKTFMGYDDPN.NAAAAQVGLKDYDALLDSAASETTDLNARYDRYAQAQAWLEDSSLVIPLTVG 585
NTDB id 324 STU RS16140 WP 011226306.1 APDYQDPSTYLDIFKTTSSENTKAFMGYDDPN.NAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVG 585
NTDB id 292 STER RS06940 WP 011681419.1 APDYQDPSTYLDIFKTTSSENTKAFMGYDDPN.NAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVG 585
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NTDB id 62912 N597 RS05615 WP 023023738.1 TG.RPFLTRVVPFSAPFGWTGGKGKDNVVYKGMELQDKAVTTEDYNKALEKWKKEQAESNQKAQEELKNHVK 666
NTDB id 475 HSISS4 RS07005 WP 021143809.1 NGAAPVISRLTPFTGASMQVGDKNS.SDYFKYVKPQEKVVTKKEYEQSREKWLKEKKASNEKAQKDLEKHVK 656
NTDB id 324 STU RS16140 WP 011226306.1 NGAAPAISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK 657
NTDB id 292 STER RS06940 WP 011681419.1 NGAAPVISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK 657
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