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VDGLFMTENADNK
NTDB id 304596 DV119 RS00915 WP 114880767.1 MNRGVENEKNRVFATAGLVLLAAGVLAACSSSKSSDSSAPKAYGYVYTADPETLDYLISSKNSTTVVTSNGIDGLFTNDN 80
NTDB id 475 HSISS4 RS07005 WP 021143809.1 ......MKKSKWLALAGVALLSVGALAACSSKSS...TSGTTYGYVYNSDPESLDYITSNTGPTKTAVTNGVDGLMEADK 71
NTDB id 324 STU RS16140 WP 011226306.1 ......MKKSKWLALAGVALLGVGVLAACSSKSN...TSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADK 71
NTDB id 292 STER RS06940 WP 011681419.1 ......MKKSKWLALAGVALLGVGVLAACSSKSN...TSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADK 71
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logo YGNLAVPASVAEDWESVSQKDGLTYTYKIRKGI
VKWFYTSDEGEEYADENVTAKDFVNTGLKHAADGKSKSAEGAGLMIYLAVEQNDSVIKAGLASDYLSGATSN

NTDB id 304596 DV119 RS00915 WP 114880767.1 YGNLAPAVAEDWEVSKDGLTYTYKIRKGVKWFTSDGEEYAEVTAKDFVNGLKHAADKKSEAMYLAENSVKGLADYLSGTS 160
NTDB id 475 HSISS4 RS07005 WP 021143809.1 YGNLVPSVAEDWSVSQDGLTYTYKIRKGVKWYTSDGEEYADVTAKDFVTGLKHAADGKAGALYLVQDSIAGLSDYLSGAN 151
NTDB id 324 STU RS16140 WP 011226306.1 YGNLVPSVAEDWSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTN 151
NTDB id 292 STER RS06940 WP 011681419.1 YGNLVPSVAEDWSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTN 151
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logo

T
KDFSTNVGVKAVIDEDYTLQYTLNKKQPEPFYWNSKLTTYGS ILFLSWFPLVNEEDFELTKSNKGSKDFAGKPSTDPTSLI LYNGPFLLKGSLTAKSSVI EFLTV

NTDB id 304596 DV119 RS00915 WP 114880767.1 TDFSTVGVKAVDDYTLQYTLNQPEPFWNSKLTYSIFWPLNEEFETSKGSDFAKPTDPTSLLYNGPFLLKGLTAKSSVEFV 240
NTDB id 475 HSISS4 RS07005 WP 021143809.1 KDFSNVGVKAIDDYTLQYTLKKPEPYWNSKTTYGLLSPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELT 231
NTDB id 324 STU RS16140 WP 011226306.1 KDFSNVGVKAIDEYTLQYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELV 231
NTDB id 292 STER RS06940 WP 011681419.1 KDFSNVGVKAIDDYTLQYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELV 231
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logo KNENQHYWDKEKNVHLFDTAINKFLASYYDGSDQDESALEVRNGFTSDGAYNSLYFARLVFYPTSSNYASKSVAEEKEKYKDNI FYYTQASPGSAGS ITASGALIG I
VNLIDRQ

NTDB id 304596 DV119 RS00915 WP 114880767.1 KNEQYWDKENVHLDTINLAYYDGSDQESLERNFTSGAYSYARLYPTSSNYSKVAEEYKDNIYYTQSGSGIAGLGVNIDRQ 320
NTDB id 475 HSISS4 RS07005 WP 021143809.1 KNENYWDKKNVHFDAIKLSYYDGSDQEALERGFTDGAYSLARVYPTSSNYSSVEKKYKDNIYYTAPGASTSAIGVNIDRQ 311
NTDB id 324 STU RS16140 WP 011226306.1 KNEHYWDKKNVHFDAIKFSYYDGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIYYTAPGASTSAIGINLDRQ 311
NTDB id 292 STER RS06940 WP 011681419.1 KNEHYWDKKNVHFDAIKFSYYDGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIFYTAPGASTSAIGINIDRQ 311
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logo SYNKFYSTSAKTKTDASEKTVSASTKKALLNKDFRQSALINFALIDRSTKAYSQASQMINGKDGAATLGALVRNLFVKPPSDFVSAGEDKTFGDLVATAEQKLMPSASY
NTDB id 304596 DV119 RS00915 WP 114880767.1 SYNYTSKTTDSEKVATKKALLNKDFRQALNFALDRSAYSAQINGKDGAALAVRNLFVKPDFVSAGEKTFGDLVAAQLPAY 400
NTDB id 475 HSISS4 RS07005 WP 021143809.1 SYKFSAKKTDAEKTSTKKALLNKDFRQSINFAIDRTAYQSQMNGKDGAALALRNLFVPSDFVSAGDKTFGDLVTEKMSSY 391
NTDB id 324 STU RS16140 WP 011226306.1 SYKYTAKKTDSEKSSTKKALLNKDFRQAINFAIDRKAYQSQINGKDGATLAVRNLFVPSDFVSAGDKTFGDLVTEKMSSY 391
NTDB id 292 STER RS06940 WP 011681419.1 SYKYTAKKTDSEKSSTKKALLNKDFRQAINFAIDRKAYQSQINGKDGATLGVRNLFVPSDFVSAGDKTFGDLVTEKMSSY 391
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NTDB id 304596 DV119 RS00915 WP 114880767.1 GDEWKGVNLADGQDGLFNADKAKAEFAKAKKALEADGVQFPIHLDVPVDQASKNYISRIQSFKQSVETVLGVENVVVDIQ 480
NTDB id 475 HSISS4 RS07005 WP 021143809.1 GDEWSGVNFTDGQDGLYNAEKAKTEFAKAKETLQADGVQFPIHLDLPVDQSSKINVAQAQSLKQTIEQSLGSDNVVIDVN 471
NTDB id 324 STU RS16140 WP 011226306.1 GDEWSGVNFADSQDGLYNAEKAKTEFAKAKDALQADGVQFPIHLDLPVDQSSKLNVAQAQSLKQTIEKSLGSENVVIDIN 471
NTDB id 292 STER RS06940 WP 011681419.1 GDEWSGVNLADSQDGLYNAEKAKTEFAKAKDALQADGVQFPIHLDLPVNQSSKLNVAQVQSLKQTIEKSLGSENVVIDIN 471
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logo QMLTSSDEDFILLQENI
V
ATYLYNAANASASAEDWDVI SGNGSVAGISWAGPDYQDPSTYLDI LFKTTSSETNTKATYFLMGFYDNDPNSNPASAVAVAQVGLKEDYDKALVLDNES

NTDB id 304596 DV119 RS00915 WP 114880767.1 QMTSDEFLNITYYAANASSEDWDVSGGVSWGPDYQDPSTYLDILKTTSSETTKTYLGFDNPNSPSVVQVGLKEYDKLVDE 560
NTDB id 475 HSISS4 RS07005 WP 021143809.1 QLSSDDIQNATLNAANAAAEDWDISNGVIWGPDYQDPSTYLDIFKTTSSENTKTFMGYDDPNNAAAAQVGLKDYDALLDS 551
NTDB id 324 STU RS16140 WP 011226306.1 QLSSDDLENVTLNAANAAAEDWDISNSVAWAPDYQDPSTYLDIFKTTSSENTKAFMGYDDPNNAAAAQVGLKDYDALLNS 551
NTDB id 292 STER RS06940 WP 011681419.1 QLSSDDLENATLNAANAAAEDWDISNSVGWAPDYQDPSTYLDIFKTTSSENTKAFMGYDDPNNAAAAQVGLKDYDALLNS 551
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logo AAKSETTSDLNAVRYEDKRYAAQAQAWLTEDSSLFVIPALMTAVSGSNGAAPAVLI SR I
L
V
TPFTGASAMLQTVGSDKGNSSDSNVDYFIKYLVKLPQDEKVVTKEKEYE

NTDB id 304596 DV119 RS00915 WP 114880767.1 AAKETSDLNVRYEKYAAAQAWLTDSSLFIPAMASSGAAPVLSRIVPFTGASAQTGSKGS.DVYFKYLKLQDKVVTKEEYE 639
NTDB id 475 HSISS4 RS07005 WP 021143809.1 AASETTDLNARYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRLTPFTGASMQVGDKNS.SDYFKYVKPQEKVVTKKEYE 630
NTDB id 324 STU RS16140 WP 011226306.1 AASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPAISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYE 631
NTDB id 292 STER RS06940 WP 011681419.1 AASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYE 631
consensus !!*!!*!!!*!!**!!*!!!!!*!!!!*!!*****!!!!**!!**!!!!!!*!*!*!*!***! !!*!*!*!!!!!*!!!

logo

K
Q
A
SREKWLKEKAKAESNEKAQKEDLAESKHVK

NTDB id 304596 DV119 RS00915 WP 114880767.1 KAREKWLKEKAESNEKAQKELASHVK 665
NTDB id 475 HSISS4 RS07005 WP 021143809.1 QSREKWLKEKKASNEKAQKDLEKHVK 656
NTDB id 324 STU RS16140 WP 011226306.1 QSREKWLKEKKESNEKAQKDLEKHVK 657
NTDB id 292 STER RS06940 WP 011681419.1 QSREKWLKEKKESNEKAQKDLEKHVK 657
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