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NTDB id 1126047 E0E47 RS15710 WP 130894123.1 MAKDKTVYVCANCGQESPKWVGRCPACGEWNTFKEFTVRKESVSAIASGGFHQALPGEPLRRRPIPVGQIVTDEEPRLDM 80
NTDB id 125 BSU 00870 NP 387968.1 MAKTKSKFICQSCGYESPKWMGKCPGCGAWNTMVEEMIKKAPANRRAA..FS...HSVQTVQKPSPITSIETSEEPRVKT 75
NTDB id 537 SMSK321 RS07120 WP 080550752.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVS..LT...GE...KTKPMKLAEVTSINVNRTKT 72
NTDB id 509 SM12261 RS00130 WP 078228442.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVS..LT...GE...KTKPMKLAEVTSINVNRTKT 72
NTDB id 279 KZH43 RS00140 WP 074017595.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVS..LT...GE...KTKPMKLAEVTSINVNRTKT 72
NTDB id 238 SPD RS00140 WP 074017595.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVS..LT...GE...KTKPMKLAEVTSINVNRTKT 72
NTDB id 204 SPR RS00140 WP 074017595.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVS..LT...GE...KTKPMKLAEVTSINVNRTKT 72
NTDB id 169 SP RS00155 WP 074017595.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVS..LT...GE...KTKPMKLAEVTSINVNRTKT 72
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NTDB id 1126047 E0E47 RS15710 WP 130894123.1 HDEELNRVLGGGLVPGSLVLLGGEPGIGKSTLVLQTVLKM..TDKRVLYVSGEESARQLKLRADRLVPRAGGKADGQEGF 158
NTDB id 125 BSU 00870 NP 387968.1 QLGEFNRVLGGGVVKGSLVLIGGDPGIGKSTLLLQVSAQLSGSSNSVLYISGEESVKQTKLRADRLGIN........... 144
NTDB id 537 SMSK321 RS07120 WP 080550752.1 EMEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDI........... 140
NTDB id 509 SM12261 RS00130 WP 078228442.1 EMEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDI........... 140
NTDB id 279 KZH43 RS00140 WP 074017595.1 EMEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDI........... 140
NTDB id 238 SPD RS00140 WP 074017595.1 EMEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDI........... 140
NTDB id 204 SPR RS00140 WP 074017595.1 EMEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDI........... 140
NTDB id 169 SP RS00155 WP 074017595.1 EMEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDI........... 140
consensus ***!*!!!!!!!*!*!!!!!*!!*!!!!!!!!*!!******** **!!!*!!!!!**!*!!!!*!!***

logo

LSN
R
D
P
SSECLFHMYVLLVYCSAETDSNLMDEQQYS IVFSRLSTAAHE I

V
Q
R
E
E
N
R
E
M
I
N

QPQSDLFVLVIVIDS IQTVIYMQTSESPADEVIDTSSGASVPQGS IVSQVRECVATALELLMKQFILAKETKSNGNIPAVI IFLI IVGHI
V
N
TKEG

NTDB id 1126047 E0E47 RS15710 WP 130894123.1 LSRSSCMVVCETSLDQIFLHVRNEQPQLVVIDSIQTIMTEAVDSSPGSISQVRECAALLLKFAKESNIPVILIGHINKEG 238
NTDB id 125 BSU 00870 NP 387968.1 ..NPSLHVLSETDMEYISSAIQEMNPSFVVVDSIQTVYQSDITSAPGSVSQVRECTAELMKIAKTKGIPIFIVGHVTKEG 222
NTDB id 537 SMSK321 RS07120 WP 080550752.1 ..DSEFYLYAETNMQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEG 218
NTDB id 509 SM12261 RS00130 WP 078228442.1 ..DSEFYLYAETNMQSVRTEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEG 218
NTDB id 279 KZH43 RS00140 WP 074017595.1 ..DSEFYLYAETNMQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEG 218
NTDB id 238 SPD RS00140 WP 074017595.1 ..DSEFYLYAETNMQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEG 218
NTDB id 204 SPR RS00140 WP 074017595.1 ..DSEFYLYAETNMQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEG 218
NTDB id 169 SP RS00155 WP 074017595.1 ..DSEFYLYAETNMQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEG 218
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NTDB id 1126047 E0E47 RS15710 WP 130894123.1 TLAGPKVLEHIVDAVLQFEGDQHYMYRILRSIKNRFGSTAELGIYEMRQDGLRQVSNPSELLLTENHEGLSGVAISSAIE 318
NTDB id 125 BSU 00870 NP 387968.1 SIAGPRLLEHMVDTVLYFEGERHHTFRILRAVKNRFGSTNEMGIFEMREEGLTEVLNPSEIFLEERSAGSAGSSITASME 302
NTDB id 537 SMSK321 RS07120 WP 080550752.1 TLAGPRMLEHMVDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTME 298
NTDB id 509 SM12261 RS00130 WP 078228442.1 TLAGPRMLEHMVDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTME 298
NTDB id 279 KZH43 RS00140 WP 074017595.1 TLAGPRMLEHMVDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTME 298
NTDB id 238 SPD RS00140 WP 074017595.1 TLAGPRMLEHMVDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTME 298
NTDB id 204 SPR RS00140 WP 074017595.1 TLAGPRMLEHMVDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTME 298
NTDB id 169 SP RS00155 WP 074017595.1 TLAGPRMLEHMVDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTME 298
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NTDB id 1126047 E0E47 RS15710 WP 130894123.1 GVRPFLIETQALVSTAAYGTPQRSATGFDLRRLNMLLAVLEKRVGFKLAQKDVFLNIAGGLKVTDPAIDLSVISAVLSSN 398
NTDB id 125 BSU 00870 NP 387968.1 GTRPILVEIQALISPTSFGNPRRMATGIDHNRVSLLMAVLEKRVGLLLQNQDAYLKVAGGVKLDEPAIDLAIVISIASSF 382
NTDB id 537 SMSK321 RS07120 WP 080550752.1 GTRPILAEVQALVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSY 378
NTDB id 509 SM12261 RS00130 WP 078228442.1 GTRPILAEVQALVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSY 378
NTDB id 279 KZH43 RS00140 WP 074017595.1 GTRPILAEVQALVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSY 378
NTDB id 238 SPD RS00140 WP 074017595.1 GTRPILAEVQALVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSY 378
NTDB id 204 SPR RS00140 WP 074017595.1 GTRPILAEVQALVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSY 378
NTDB id 169 SP RS00155 WP 074017595.1 GTRPILAEVQALVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSY 378
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VPARKAHNNSLDQTGFWIDTKTPLSPMKLGKE I EQLVVIPGVARTKNTVIAEQEAVLRKATKLSVLFGAG
NTDB id 1126047 E0E47 RS15710 WP 130894123.1 VDTGIESGVCMAGEVGLSGEIRPVNRIEQRVAEAAKLGFRRMIVPRHNLQGFDTSKLKIELVPVRKVEEALRALFG. 474
NTDB id 125 BSU 00870 NP 387968.1 RDTPPNPADCFIGEVGLTGEVRRVSRIEQRVKEAAKLGFKRMIIPAANLDGWTKPK.GIEVIGVANVAEALRTSLGG 458
NTDB id 537 SMSK321 RS07120 WP 080550752.1 KDKPTNPQECFVGELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITPPM.EIQVIGVTTIQEVLKKVFA. 453
NTDB id 509 SM12261 RS00130 WP 078228442.1 KDKPTNPQECFVGELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITPPK.EIQVIGVTTIQEVLKKVFA. 453
NTDB id 279 KZH43 RS00140 WP 074017595.1 KDKPTNPQECFVGELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITLPK.EIQVIGVTTIQEVLKKVFA. 453
NTDB id 238 SPD RS00140 WP 074017595.1 KDKPTNPQECFVGELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITLPK.EIQVIGVTTIQEVLKKVFA. 453
NTDB id 204 SPR RS00140 WP 074017595.1 KDKPTNPQECFVGELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITLPK.EIQVIGVTTIQEVLKKVFA. 453
NTDB id 169 SP RS00155 WP 074017595.1 KDKPTNPQECFVGELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITLPK.EIQVIGVTTIQEVLKKVFA. 453
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