
logo MKKRSNKVWI
LALAGVALLGSAVGAIVLAACSGSGKSKSSSNSSTNSGQTKTFYSGYVYENSTSEDPENSTLNDYITSGNKTAGAPTHKDTSAIVTVGTNLGI

VDGLFMENADKYGNL IV
NTDB id 388998 LPB220 RS06865 WP 150906286.1 MKKRNVIALAGVALLSAGILAACSGGSKSSSSSNGQKFSYVYETEPENLNYITSGKAATHDITGNLIDGLFENDKYGNLI 80
NTDB id 475 HSISS4 RS07005 WP 021143809.1 MKKSKWLALAGVALLSVGALAACSSKS....STSGTTYGYVYNSDPESLDYITSNTGPTKTAVTNGVDGLMEADKYGNLV 76
NTDB id 324 STU RS16140 WP 011226306.1 MKKSKWLALAGVALLGVGVLAACSSKS....NTSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLV 76
NTDB id 292 STER RS06940 WP 011681419.1 MKKSKWLALAGVALLGVGVLAACSSKS....NTSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLV 76
consensus !!!****!!!!!!!! *!*!!!!!**! **!****!!!***!!*!*!!!!****!*****!**!!!*!*!!!!!!*

logo PSLVAKEDWTSVSKQDGLTYTYKLIRDKDGAVIKWYDTSDEGEEYADNVTAKDFVTGI
LKYHAADGNSKSAEGAMGI

LY I
L
I
VQDS IKAGLNSDYVLSGAKTNKDFSAN

NTDB id 388998 LPB220 RS06865 WP 150906286.1 PSLAKDWTVSQDGLTYTYKLRDDAKWYDSEGEEYADVTAKDFVTGIKYAADNKSEMLYIIQDSIKGLNDYVSGKNKDFSA 160
NTDB id 475 HSISS4 RS07005 WP 021143809.1 PSVAEDWSVSQDGLTYTYKIRKGVKWYTSDGEEYADVTAKDFVTGLKHAADGKAGALYLVQDSIAGLSDYLSGANKDFSN 156
NTDB id 324 STU RS16140 WP 011226306.1 PSVAEDWSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSN 156
NTDB id 292 STER RS06940 WP 011681419.1 PSVAEDWSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSN 156
consensus !!*!*!!*!! !!!!!!!!*!***!!!*!*!!!!! !!!!!!!!!*!*!!!*!****!**!!!!*!!*!!*!!*!!!!!*

logo VGVKAVIDEDHYTLQI
YTLNKKQPESPYWNSKLTTLYGS ILTLSFPVNEKDFVLKSNKGDKKDFAGQKASSTDTPSTSLI LYNGPYF ILLKSFLTSAKSS I EMLTVKNEHNY

NTDB id 388998 LPB220 RS06865 WP 150906286.1 VGVKAVDDHTLQITLNQPESYWNSKLTLGITFPVNEKFVKSKGDKFAQASDTSSLLYNGPYILKSFTSKSSIEMTKNENY 240
NTDB id 475 HSISS4 RS07005 WP 021143809.1 VGVKAIDDYTLQYTLKKPEPYWNSKTTYGLLSPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELTKNENY 236
NTDB id 324 STU RS16140 WP 011226306.1 VGVKAIDEYTLQYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHY 236
NTDB id 292 STER RS06940 WP 011681419.1 VGVKAIDDYTLQYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHY 236
consensus !!!!!*!**!!!*!!**!!*!!!!!*!* ***!!!!*!*!*!!**!****!**!*!!!!!**!!!*!*!!!!!* !!!*!
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IKFLESFYYDGQSDQESDKALAEVKRSGFGTEDNGALYNSFLAKRLVYFPTGSSGNYASESQVAEKEKFYKDENI FTYYTPAQPDGAASSTYSVAIGTVINLIDRQSYKFHYST

NTDB id 388998 LPB220 RS06865 WP 150906286.1 WDKDKVYISDVKLEFYDGQDQSKLAKSFGENALSLAKLFPTGSGYSEQAKEFKDEITYTPQDAASYVIGTNIDRQSYKHT 320
NTDB id 475 HSISS4 RS07005 WP 021143809.1 WDKKNVHFDAIKLSYYDGSDQEALERGFTDGAYSLARVYPTSSNYSSVEKKYKDNIYYTAPGASTSAIGVNIDRQSYKFS 316
NTDB id 324 STU RS16140 WP 011226306.1 WDKKNVHFDAIKFSYYDGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIYYTAPGASTSAIGINLDRQSYKYT 316
NTDB id 292 STER RS06940 WP 011681419.1 WDKKNVHFDAIKFSYYDGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIFYTAPGASTSAIGINIDRQSYKYT 316
consensus !!!**!*****! **!!!*!!**!***!***!* !***!!*!*! ***!**!!*!*!!***!****!!*!*!!!!!!**

logo AKKTDAESEKQTSSTKKALLNKDFRQSAI SNFAFINDRETKAYAQASQLMINGKDGAASTKLGIA I
L
VRNLYF IVPPSTDFVQSADGGDKTFGEDMLVKTTEQKLMDSTSYGDEWKS

NTDB id 388998 LPB220 RS06865 WP 150906286.1 AKKTDEEKQSTKKALLNKDFRQAISFAFNREAYAAQLNGKDGASKIIRNLYIPPTFVQADGKTFGEMVKTQLDTYGDEWK 400
NTDB id 475 HSISS4 RS07005 WP 021143809.1 AKKTDAEKTSTKKALLNKDFRQSINFAIDRTAYQSQMNGKDGAALALRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWS 396
NTDB id 324 STU RS16140 WP 011226306.1 AKKTDSEKSSTKKALLNKDFRQAINFAIDRKAYQSQINGKDGATLAVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWS 396
NTDB id 292 STER RS06940 WP 011681419.1 AKKTDSEKSSTKKALLNKDFRQAINFAIDRKAYQSQINGKDGATLGVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWS 396
consensus !!!!!*!!*!!!!!!!!!!!!!*!*!!**!*!!**!*!!!!!!****!!!**!**!!*!**!!!!**!******!!!!!*
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NFLDTADGSQNDGLFYDNAKEKAKETEFAKAKETDTALEQAEDGVKQFP IHI
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NVQARQAVQSFLKQSTVI EEQKASLGKSDENVI

V IDVIQNMQLSKSED
NTDB id 388998 LPB220 RS06865 WP 150906286.1 STKLDDGQNGLFDAKKAKEEFAKAKTALEAEGVKFPIHIDMPVDQTTPSRVQRVQSFKQSVEEALGKENVIIDIQMLSKE 480
NTDB id 475 HSISS4 RS07005 WP 021143809.1 GVNFTDGQDGLYNAEKAKTEFAKAKETLQADGVQFPIHLDLPVDQSSKINVAQAQSLKQTIEQSLGSDNVVIDVNQLSSD 476
NTDB id 324 STU RS16140 WP 011226306.1 GVNFADSQDGLYNAEKAKTEFAKAKDALQADGVQFPIHLDLPVDQSSKLNVAQAQSLKQTIEKSLGSENVVIDINQLSSD 476
NTDB id 292 STER RS06940 WP 011681419.1 GVNLADSQDGLYNAEKAKTEFAKAKDALQADGVQFPIHLDLPVNQSSKLNVAQVQSLKQTIEKSLGSENVVIDINQLSSD 476
consensus *** *! !*!!**!*!!!*!!!!!!**!*!*!!*!!!!*!*!!*!*****!** !!*!!**!**!!**!!*!!***!!**



logo DI
LEQNAVTLFNAPANAAGAEDWDLI SDNGNSVAIGWGSAPDYQDPSTYMLDI LFKATSTSGSENTKATFLMGFYDPDSPENNNEAAAKAKQVGLYKDFYEDKAML ILDKNDSAGAASE

NTDB id 388998 LPB220 RS06865 WP 150906286.1 DLQNVTLFAPNAAGEDWDLSDNVGWSPDYQDPSTYMDILKASSGENTKTFLGFDPSENNEAAKKVGLYDFEKMIKDAGAE 560
NTDB id 475 HSISS4 RS07005 WP 021143809.1 DIQNATLNAANAAAEDWDISNGVIWGPDYQDPSTYLDIFKTTSSENTKTFMGYDDPN.NAAAAQVGLKDYDALLDSAASE 555
NTDB id 324 STU RS16140 WP 011226306.1 DLENVTLNAANAAAEDWDISNSVAWAPDYQDPSTYLDIFKTTSSENTKAFMGYDDPN.NAAAAQVGLKDYDALLNSAASE 555
NTDB id 292 STER RS06940 WP 011681419.1 DLENATLNAANAAAEDWDISNSVGWAPDYQDPSTYLDIFKTTSSENTKAFMGYDDPN.NAAAAQVGLKDYDALLNSAASE 555
consensus !* ! !!*!*!!!*!!!!*!**!*!*!!!!!!!!!*!!*!**!*!!!! !*!*!*** !*!!**!!!*!*******!**!

logo TQTSDVLNAKVRYEDKRYAAQAQAWLTEDSASLVMIPTLSTSVSGTNGARAPAFVLITSR I
L
E
TPFSTAGPAFSAMLWQTVGGDKGNKSDSHSNVDI

Y
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Y
IKGYMVKLPQDEKAVVTSKAKDEYNEKQASLRE

NTDB id 388998 LPB220 RS06865 WP 150906286.1 TQDVNKRYEKYAAAQAWLTDSALVMPTSSSTG.RPFLTRIEPFSAPFAWTGGKGKDHVIYKGMKLQDKAVTSADYNKALE 639
NTDB id 475 HSISS4 RS07005 WP 021143809.1 TTDLNARYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRLTPFTGASMQVGDKNS.SDYFKYVKPQEKVVTKKEYEQSRE 634
NTDB id 324 STU RS16140 WP 011226306.1 TSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPAISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSRE 635
NTDB id 292 STER RS06940 WP 011681419.1 TSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSRE 635
consensus !*!*!*!!**!!*!!!!!*!!*!!*!*****!**!***!**!!*******!*!*******!**!*!*!*!!***!****!

logo KWQLKEQKAKAESNKEKAQEKDLKEKHVK
NTDB id 388998 LPB220 RS06865 WP 150906286.1 KWQKEQAESNKKAQEDLKKHVK 661
NTDB id 475 HSISS4 RS07005 WP 021143809.1 KWLKEKKASNEKAQKDLEKHVK 656
NTDB id 324 STU RS16140 WP 011226306.1 KWLKEKKESNEKAQKDLEKHVK 657
NTDB id 292 STER RS06940 WP 011681419.1 KWLKEKKESNEKAQKDLEKHVK 657
consensus !!*!!***!!*!!!*!!*!!!!
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X ≥ 50% conserved


