
logo MKKSKWLALAGVALLSGVGAVLAACSSKSSNTSGTTYGYVYNSSDPESTMLDYLI ITSSNKTNGSPTTKTVSAVTVSTNGI
VDGLFMTENADNKYGNLAVPASVAEDWESV

NTDB id 30030 SPH RS09815 WP 000385064.1 ............................................MDYLISSKNSTTVVTSNGIDGLFTNDNYGNLAPAVAEDWEV 41
NTDB id 475 HSISS4 RS07005 WP 021143809.1 MKKSKWLALAGVALLSVGALAACSSKSSTSGTTYGYVYNSDPESLDYITSNTGPTKTAVTNGVDGLMEADKYGNLVPSVAEDWSV 85
NTDB id 324 STU RS16140 WP 011226306.1 MKKSKWLALAGVALLGVGVLAACSSKSNTSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPSVAEDWSV 85
NTDB id 292 STER RS06940 WP 011681419.1 MKKSKWLALAGVALLGVGVLAACSSKSNTSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPSVAEDWSV 85
consensus *********************************************!!**!****!*****!!*!!!***!*!!!!*!*!!!!!*!

logo SQKDGLTYTYKIRKGI
VKWFYTSDEGEEYADENVTAKDFVNTGLKHAADGKSKSAEGAGLMIYLAVEQNDSVIKAGLASDYLSGATSNTKDFSTNVGVKAVIDEDYTLQYT

NTDB id 30030 SPH RS09815 WP 000385064.1 SKDGLTYTYKIRKGVKWFTSDGEEYAEVTAKDFVNGLKHAADKKSEAMYLAENSVKGLADYLSGTSTDFSTVGVKAVDDYTLQYT 126
NTDB id 475 HSISS4 RS07005 WP 021143809.1 SQDGLTYTYKIRKGVKWYTSDGEEYADVTAKDFVTGLKHAADGKAGALYLVQDSIAGLSDYLSGANKDFSNVGVKAIDDYTLQYT 170
NTDB id 324 STU RS16140 WP 011226306.1 SKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGVKAIDEYTLQYT 170
NTDB id 292 STER RS06940 WP 011681419.1 SKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGVKAIDDYTLQYT 170
consensus !*!!!!!!!!!!!!*!!*!!*!!!!!*!!!!!!!*!!!!!!!*!****!!***!**!!*!!!!!***!!!*!!!!!*!*!!!!!!

logo LNKKQPEPFYWNSKLTTYGS ILFLSWFPLVNEEDFELTKSNKGSKDFAGKPSTDPTSLI LYNGPFLLKGSLTAKSSVI EFLTVKNENQHYWDKEKNVHLFDTAINKFLASYYDGS
NTDB id 30030 SPH RS09815 WP 000385064.1 LNQPEPFWNSKLTYSIFWPLNEEFETSKGSDFAKPTDPTSLLYNGPFLLKGLTAKSSVEFVKNEQYWDKENVHLDTINLAYYDGS 211
NTDB id 475 HSISS4 RS07005 WP 021143809.1 LKKPEPYWNSKTTYGLLSPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELTKNENYWDKKNVHFDAIKLSYYDGS 255
NTDB id 324 STU RS16140 WP 011226306.1 LKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDKKNVHFDAIKFSYYDGS 255
NTDB id 292 STER RS06940 WP 011681419.1 LKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDKKNVHFDAIKFSYYDGS 255
consensus !**!!!*!!!!*!!****!*!!*!***!!*!!*!*!!!!!*!!!!!!!!!*!!!!!!*!**!!!*!!!!*!!!*!*!* *!!!!!

logo DQDESALEVRNGFTSDGAYNSLYFARLVFYPTSSNYASKSVAEEKEKYKDNI FYYTQASPGSAGS ITASGALIG I
VNLIDRQSYNKFYSTSAKTKTDASEKTVSASTKKALLNKDFRQSALI

NTDB id 30030 SPH RS09815 WP 000385064.1 DQESLERNFTSGAYSYARLYPTSSNYSKVAEEYKDNIYYTQSGSGIAGLGVNIDRQSYNYTSKTTDSEKVATKKALLNKDFRQAL 296
NTDB id 475 HSISS4 RS07005 WP 021143809.1 DQEALERGFTDGAYSLARVYPTSSNYSSVEKKYKDNIYYTAPGASTSAIGVNIDRQSYKFSAKKTDAEKTSTKKALLNKDFRQSI 340
NTDB id 324 STU RS16140 WP 011226306.1 DQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIYYTAPGASTSAIGINLDRQSYKYTAKKTDSEKSSTKKALLNKDFRQAI 340
NTDB id 292 STER RS06940 WP 011681419.1 DQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIFYTAPGASTSAIGINIDRQSYKYTAKKTDSEKSSTKKALLNKDFRQAI 340
consensus !!**! !*!!*!!! *!!**!!!!!! *!***!!!!!*!!**!******!*!*!!!!!****!*!!*!!**!!!!!!!!!!!!**

logo NFALIDRSTKAYSQASQMINGKDGAATLGALVRNLFVKPPSDFVSAGEDKTFGDLVATAEQKLMPSASYGDEWKSGVNFLTADGSQDGLFYNADEKAKATEFAKAKEKDTALEQ
NTDB id 30030 SPH RS09815 WP 000385064.1 NFALDRSAYSAQINGKDGAALAVRNLFVKPDFVSAGEKTFGDLVAAQLPAYGDEWKGVNLADGQDGLFNADKAKAEFAKAKKALE 381
NTDB id 475 HSISS4 RS07005 WP 021143809.1 NFAIDRTAYQSQMNGKDGAALALRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNFTDGQDGLYNAEKAKTEFAKAKETLQ 425
NTDB id 324 STU RS16140 WP 011226306.1 NFAIDRKAYQSQINGKDGATLAVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNFADSQDGLYNAEKAKTEFAKAKDALQ 425
NTDB id 292 STER RS06940 WP 011681419.1 NFAIDRKAYQSQINGKDGATLGVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNLADSQDGLYNAEKAKTEFAKAKDALQ 425
consensus !!!*!!*!!**!*!!!!!! !**!!!!!**!!!!!!*!!!!!!!******!!!!!*!!! *! !!!!*!!*!!!*!!!!!!**!*
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V
ATYLYNAANASASAEDWDVI SGNGSVAGISWAGPDYQDPST

NTDB id 30030 SPH RS09815 WP 000385064.1 ADGVQFPIHLDVPVDQASKNYISRIQSFKQSVETVLGVENVVVDIQQMTSDEFLNITYYAANASSEDWDVSGGVSWGPDYQDPST 466
NTDB id 475 HSISS4 RS07005 WP 021143809.1 ADGVQFPIHLDLPVDQSSKINVAQAQSLKQTIEQSLGSDNVVIDVNQLSSDDIQNATLNAANAAAEDWDISNGVIWGPDYQDPST 510
NTDB id 324 STU RS16140 WP 011226306.1 ADGVQFPIHLDLPVDQSSKLNVAQAQSLKQTIEKSLGSENVVIDINQLSSDDLENVTLNAANAAAEDWDISNSVAWAPDYQDPST 510
NTDB id 292 STER RS06940 WP 011681419.1 ADGVQFPIHLDLPVNQSSKLNVAQVQSLKQTIEKSLGSENVVIDINQLSSDDLENATLNAANAAAEDWDISNSVGWAPDYQDPST 510
consensus !!!!!!!!!!!*!!*!*!!******!!*!!**!**!!**!!!*!**!**!!***!*!**!!!!**!!!!*!* !*!*!!!!!!!!



logo YLDI LFKTTSSETNTKATYFLMGFYDNDPNSNPASAVAVAQVGLKEDYDKALVLDNESAARSETTSDLNAVRYEDKRYAAQAQAWLTEDSSLFVIPALMTAVSGSNGAAPAVLI SR I
L

NTDB id 30030 SPH RS09815 WP 000385064.1 YLDILKTTSSETTKTYLGFDNPNSPSVVQVGLKEYDKLVDEAARETSDLNVRYEKYAAAQAWLTDSSLFIPAMASSGAAPVLSRI 551
NTDB id 475 HSISS4 RS07005 WP 021143809.1 YLDIFKTTSSENTKTFMGYDDPNNAAAAQVGLKDYDALLDSAASETTDLNARYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRL 595
NTDB id 324 STU RS16140 WP 011226306.1 YLDIFKTTSSENTKAFMGYDDPNNAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPAISRL 595
NTDB id 292 STER RS06940 WP 011681419.1 YLDIFKTTSSENTKAFMGYDDPNNAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRL 595
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logo

V
TPFTGASAMLQTVGSDKGNSSDSNVDYFIKYLVKLPQDEKVVTKEKEYEKQASREKWLKEKAKAESNEKAQKEDLAESKHVK

NTDB id 30030 SPH RS09815 WP 000385064.1 VPFTGASAQTGSKGS.DVYFKYLKLQDKVVTKEEYEKAREKWLKEKAESNEKAQKELASHVK 612
NTDB id 475 HSISS4 RS07005 WP 021143809.1 TPFTGASMQVGDKNS.SDYFKYVKPQEKVVTKKEYEQSREKWLKEKKASNEKAQKDLEKHVK 656
NTDB id 324 STU RS16140 WP 011226306.1 TPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK 657
NTDB id 292 STER RS06940 WP 011681419.1 TPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK 657
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