
logo MKSKSKFWLALAGVTALLASGTVGAVLAACSGSSKGSNSGAKTGSEGKTTFYSGYI
VYENSTSDPDENSTLNDYLITTSGNKTAGAPTAKNTSAIVTVSTNVGVDGLLMENADRKYGNFLVPSMVAEDW

NTDB id 418272 M594 RS08495 WP 173876563.1 MKSSKFLALAGVTLLATGVLAACSGSGSGAKGEKTFSYIYETDPDNLNYLTTGKAATANITSNVVDGLLENDRYGNFVPSMAEDW 85
NTDB id 475 HSISS4 RS07005 WP 021143809.1 MKKSKWLALAGVALLSVGALAACSSKSS..TSGTTYGYVYNSDPESLDYITSNTGPTKTAVTNGVDGLMEADKYGNLVPSVAEDW 83
NTDB id 324 STU RS16140 WP 011226306.1 MKKSKWLALAGVALLGVGVLAACSSKSN..TSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPSVAEDW 83
NTDB id 292 STER RS06940 WP 011681419.1 MKKSKWLALAGVALLGVGVLAACSSKSN..TSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPSVAEDW 83
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logo SVSQKDGLTYTYTKIRKDGAVIKWYTSDEGEEYAADNVKTAQKDFVTGLKYHAADGKSKSADGAGI
LYLVQEDS IKAGLDSADYVLKSGAETI

NKDFSQNVGI
VKALIDEDQYTVLQ

NTDB id 418272 M594 RS08495 WP 173876563.1 SVSKDGLTYTYTIRKDAKWYTSEGEEYAAVKAQDFVTGLKYAADKKSDGLYLVQESIKGLDAYVKGEIKDFSQVGIKALDDQTVQ 170
NTDB id 475 HSISS4 RS07005 WP 021143809.1 SVSQDGLTYTYKIRKGVKWYTSDGEEYADVTAKDFVTGLKHAADGKAGALYLVQDSIAGLSDYLSGANKDFSNVGVKAIDDYTLQ 168
NTDB id 324 STU RS16140 WP 011226306.1 SVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGVKAIDEYTLQ 168
NTDB id 292 STER RS06940 WP 011681419.1 SVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGVKAIDDYTLQ 168
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logo YTLNKKQPESPFYWNSKTTMYGSVLMLASFPVNEEDFLNKSNKGDKDFAGKGSTDPSTS I LYNGPFLLKS ILVTAKSSVI EFLATVKNPEHNYWDKDKNVHI
FDKAVIKFLSFYW

YD
NTDB id 418272 M594 RS08495 WP 173876563.1 YTLNKPESFWNSKTTMGVMAPVNEEFLNSKGDDFAKGTDPSSILYNGPFLLKSIVAKSSVEFAKNPNYWDKDNVHIDKVKLSFWD 255
NTDB id 475 HSISS4 RS07005 WP 021143809.1 YTLKKPEPYWNSKTTYGLLSPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELTKNENYWDKKNVHFDAIKLSYYD 253
NTDB id 324 STU RS16140 WP 011226306.1 YTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDKKNVHFDAIKFSYYD 253
NTDB id 292 STER RS06940 WP 011681419.1 YTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDKKNVHFDAIKFSYYD 253
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logo GQSDTQENDKAPLETVERAGFKTDGSAFYSTNLMFARLVYFPTSASSNYPSAESTVEKSKFYKDNI FVYYTQAQPDGSATSTYSLAVIGTVINLIDRQSYKFYSTSAKTKTDAESQEKSTSTKKALLNKDFRQ
NTDB id 418272 M594 RS08495 WP 173876563.1 GQDTNKPTEAFKDGSFTMARLFPTSASYPETEKSFKDNIVYTQQDSTTYLVGTNIDRQSYKFTSKTTDEQKTSTKKALLNKDFRQ 340
NTDB id 475 HSISS4 RS07005 WP 021143809.1 GSDQEALERGFTDGAYSLARVYPTSSNYSSVEKKYKDNIYYTAPGASTSAIGVNIDRQSYKFSAKKTDAEKTSTKKALLNKDFRQ 338
NTDB id 324 STU RS16140 WP 011226306.1 GSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIYYTAPGASTSAIGINLDRQSYKYTAKKTDSEKSSTKKALLNKDFRQ 338
NTDB id 292 STER RS06940 WP 011681419.1 GSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIFYTAPGASTSAIGINIDRQSYKYTAKKTDSEKSSTKKALLNKDFRQ 338
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NFGAFIDRKTAYAQSQMVINGAKSDGAATKLGLALVRNVLFVPPSTDFVQSADGGDKNTFGEDLVKTEKLMASTSYGDEWSNGVNFLTADAGSQDGLYNPAEKAKATEFAKAKETDTA

NTDB id 418272 M594 RS08495 WP 173876563.1 ALAFGFDRTAYASQVNGASGATKLLRNVFVPPTFVQADGKNFGELVKEKLATYGDEWSNVNLADAQDGLYNPEKAKAEFAKAKTA 425
NTDB id 475 HSISS4 RS07005 WP 021143809.1 SINFAIDRTAYQSQMNGKDGAALALRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNFTDGQDGLYNAEKAKTEFAKAKET 423
NTDB id 324 STU RS16140 WP 011226306.1 AINFAIDRKAYQSQINGKDGATLAVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNFADSQDGLYNAEKAKTEFAKAKDA 423
NTDB id 292 STER RS06940 WP 011681419.1 AINFAIDRKAYQSQINGKDGATLGVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNLADSQDGLYNAEKAKTEFAKAKDA 423
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logo LQAEDGVQFP IHLDMLPVNDQTSNSTKI
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NTDB id 418272 M594 RS08495 WP 173876563.1 LQAEGVQFPIHLDMPVDQTNTTKVQRVQSFKQSVEATLGTENVVVDIQQLQKDDVLNITYFAETAAGEDWDISDNVGWSPDFADP 510
NTDB id 475 HSISS4 RS07005 WP 021143809.1 LQADGVQFPIHLDLPVDQSSKINVAQAQSLKQTIEQSLGSDNVVIDVNQLSSDDIQNATLNAANAAAEDWDISNGVIWGPDYQDP 508
NTDB id 324 STU RS16140 WP 011226306.1 LQADGVQFPIHLDLPVDQSSKLNVAQAQSLKQTIEKSLGSENVVIDINQLSSDDLENVTLNAANAAAEDWDISNSVAWAPDYQDP 508
NTDB id 292 STER RS06940 WP 011681419.1 LQADGVQFPIHLDLPVNQSSKLNVAQVQSLKQTIEKSLGSENVVIDINQLSSDDLENATLNAANAAAEDWDISNSVGWAPDYQDP 508
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logo STYLDI IFKPTSTVSGSENTKATYFLMGFYDSDGPTNNAAAKAKQVGLEKDYEDKAMLVLDVNESAGAESEVTGTSNDVLSNAKVRYEDKRYAAQAQAWLTEDSASL IV IPTLTSVQGTNGARAPAMVLI
NTDB id 418272 M594 RS08495 WP 173876563.1 STYLDIIKPSVGENTKTYLGFDSGTNNAAAKKVGLEDYEKMVVEAGEEVGNVSKRYEKYAAAQAWLTDSALIIPTTSQTG.RPML 594
NTDB id 475 HSISS4 RS07005 WP 021143809.1 STYLDIFKTTSSENTKTFMGYDDP.NNAAAAQVGLKDYDALLDSAASETTDLNARYDRYAQAQAWLEDSSLVIPLTVGNGAAPVI 592
NTDB id 324 STU RS16140 WP 011226306.1 STYLDIFKTTSSENTKAFMGYDDP.NNAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPAI 592
NTDB id 292 STER RS06940 WP 011681419.1 STYLDIFKTTSSENTKAFMGYDDP.NNAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPVI 592
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logo SKRMLVTPFTLGPAFSAMLYQSVGNDKGNTSSEASNLDLYFYIKYLVEKVPQDEKAVVTVKDKEYQEKQASQREKWMLKEKEKAESNKEKAQEKDLAENKHVK
NTDB id 418272 M594 RS08495 WP 173876563.1 SKMVPFTLPFAYSGNKGTSEALLYKYLEVQDKAVTVDEYQKAQEKWMKEKEESNKKAQEDLANHVK 660
NTDB id 475 HSISS4 RS07005 WP 021143809.1 SRLTPFTGASMQVGDKNS..SDYFKYVKPQEKVVTKKEYEQSREKWLKEKKASNEKAQKDLEKHVK 656
NTDB id 324 STU RS16140 WP 011226306.1 SRLTPFTGASLQVGDKNSS.NDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK 657
NTDB id 292 STER RS06940 WP 011681419.1 SRLTPFTGASLQVGDKNSS.NDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK 657
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