
logo MKKRSNKVWI
LALAGVALLGSAVGAIVLVAACSGSGKSKPSSSSSKSNSETASGQTKTFYSGYVYENSTSEDPENSTLNDYITSGNKTAGAPTHKETSAIVTVGTNLGI

VDGLFMENADK
NTDB id 317149 D7D50 RS06725 WP 120701802.1 MKKRNVIALAGVALLSAGILVACSGGSKPSSSSSKSSEAGQKFSYVYETEPENLNYITSGKAATHEITGNLIDGLFENDK 80
NTDB id 475 HSISS4 RS07005 WP 021143809.1 MKKSKWLALAGVALLSVGALAACSSK.........SSTSGTTYGYVYNSDPESLDYITSNTGPTKTAVTNGVDGLMEADK 71
NTDB id 324 STU RS16140 WP 011226306.1 MKKSKWLALAGVALLGVGVLAACSSK.........SNTSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADK 71
NTDB id 292 STER RS06940 WP 011681419.1 MKKSKWLALAGVALLGVGVLAACSSK.........SNTSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADK 71
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logo YGNL IVPSLVAKEDWTSVSEQKDGLTYTYKLIRDKDGAVIKWYDTSDEGEEYADNVTAEKDFVATGI
LKYHAADGHSKSAEGAMGI

LY I
L
I
VQNDS IKAGLNSDYVLESGAKTTN

NTDB id 317149 D7D50 RS06725 WP 120701802.1 YGNLIPSLAKDWTVSEDGLTYTYKLRDDAKWYDSEGEEYADVTAEDFVAGIKYAADHKSEMLYIIQNSIKGLNDYVEGKT 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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VNEKDFVLEKSNKGDKKDFAGQKASSTDTPSTSLI LYNGPYF ILLKSFLTSAKSS I EMLSTV
NTDB id 317149 D7D50 RS06725 WP 120701802.1 SDFSNVGIKAVDDHTLQITLNQAEPFWNSKLTLGITFPINEKFVESKGDKFAQASDTSSLLYNGPYILKSFTSKSSIEMS 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
consensus *!!!!!!*!!*!**!!!*!!***!!*!!!!*!* ***!*!!*!***!!**!****!**!*!!!!!**!!!*!*!!!!!**
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IKFLESYYDGQSDQESDKALAEVNRSGFETDNGALYNSFLAKRLVYFPTGSPSGNFYSTADSQVAEKKFYKDENI FIYYTPAQPDGASTFSVAIG I

VNLIDRQ
NTDB id 317149 D7D50 RS06725 WP 120701802.1 KNENYWDKDNVHITDVKLEYYDGQDQSKLANSFEDNALSLAKLFPTGPGFTDQAKKFKDEIIYTPQDASTFVIGVNIDRQ 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 SYKFYSTSAKTKTDAESEKTSSTKKALLNKDFRQSAI SNFAFIDRETKSAYAQASQAMINGKDGAASTKLGLAI
L
VRNLYF IVPPSTDFVQSADGGDKTFGEDMLVKTTEEKLMVSTSY

NTDB id 317149 D7D50 RS06725 WP 120701802.1 SYKYTSKTTDEEKSSTKKALLNKDFRQAISFAFDRESYAAQANGKDGASKLIRNLYIPPTFVQADGKTFGEMVKTELVTY 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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logo GDEWKSDGAVNFLDTADGSQNDGLYNAKEQKAKETEFAKAKESDTALEQADGVKQFP IHLDMLPVNDQTSTSQKI
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NTDB id 317149 D7D50 RS06725 WP 120701802.1 GDEWKDANLDDGQNGLYNAKQAKEEFAKAKSALEADGVKFPIHLDMPVDQTTQSKVQRAQSFKQSVESTLGKENVVVDIH 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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NTDB id 317149 D7D50 RS06725 WP 120701802.1 MVSKEDLLNVTLFAAKAEDEDWDISDNVGWSPDYQDPSTYLDILKASSGENTRTFLGFDPSENNEAAKKVGLYDFEKMVT 560
NTDB id 475 HSISS4 RS07005 WP 021143809.1 QLSSDDIQNATLNAANAAAEDWDISNGVIWGPDYQDPSTYLDIFKTTSSENTKTFMGYDDPN.NAAAAQVGLKDYDALLD 550
NTDB id 324 STU RS16140 WP 011226306.1 QLSSDDLENVTLNAANAAAEDWDISNSVAWAPDYQDPSTYLDIFKTTSSENTKAFMGYDDPN.NAAAAQVGLKDYDALLN 550
NTDB id 292 STER RS06940 WP 011681419.1 QLSSDDLENATLNAANAAAEDWDISNSVGWAPDYQDPSTYLDIFKTTSSENTKAFMGYDDPN.NAAAAQVGLKDYDALLN 550
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SAGAASETKTSDLNAKVRYEDKRYAVQAQAWLTEDSASLVIPTLTSVKGTNGARAPAFVLITSRVLVTPFSTAGPAFSGMLWQTVGGDKGNKSDSSNVDVYFYIKGYMVEKLPQDEKAVVTTKEKDEY

NTDB id 317149 D7D50 RS06725 WP 120701802.1 EAGAETKDLNKRYEKYAVAQAWLTDSALVIPTTSKTG.RPFLTRVVPFSAPFGWTGGKGKDNVVYKGMELQDKAVTTEDY 639
NTDB id 475 HSISS4 RS07005 WP 021143809.1 SAASETTDLNARYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRLTPFTGASMQVGDKNS.SDYFKYVKPQEKVVTKKEY 629
NTDB id 324 STU RS16140 WP 011226306.1 SAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPAISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEY 630
NTDB id 292 STER RS06940 WP 011681419.1 SAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEY 630
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NTDB id 317149 D7D50 RS06725 WP 120701802.1 NKALEKWKKEQAESNQKAQEELKDHVK 666
NTDB id 475 HSISS4 RS07005 WP 021143809.1 EQSREKWLKEKKASNEKAQKDLEKHVK 656
NTDB id 324 STU RS16140 WP 011226306.1 EQSREKWLKEKKESNEKAQKDLEKHVK 657
NTDB id 292 STER RS06940 WP 011681419.1 EQSREKWLKEKKESNEKAQKDLEKHVK 657
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