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NTDB id 58857 BRPE64 RS05625 WP 044041282.1 MAKAAKAKTLYTCSECGGQAPKWTGQCAACGAWNTLLETVEQAPSAHRFQALAKS....SPVRRLAEIEASDVPRFTTGV 76
NTDB id 125 BSU 00870 NP 387968.1 ...MAKTKSKFICQSCGYESPKWMGKCPGCGAWNTMVEEMIKKAPANRRAAFSHSVQTVQKPSPITSIETSEEPRVKTQL 77
NTDB id 279 KZH43 RS00140 WP 074017595.1 ...MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVSLTGE...KTKPMKLAEVTSINVNRTKTEM 74
NTDB id 238 SPD RS00140 WP 074017595.1 ...MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVSLTGE...KTKPMKLAEVTSINVNRTKTEM 74
NTDB id 204 SPR RS00140 WP 074017595.1 ...MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVSLTGE...KTKPMKLAEVTSINVNRTKTEM 74
NTDB id 169 SP RS00155 WP 074017595.1 ...MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVSLTGE...KTKPMKLAEVTSINVNRTKTEM 74
NTDB id 509 SM12261 RS00130 WP 078228442.1 ...MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVSLTGE...KTKPMKLAEVTSINVNRTKTEM 74
NTDB id 537 SMSK321 RS07120 WP 080550752.1 ...MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVSLTGE...KTKPMKLAEVTSINVNRTKTEM 74
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NTDB id 58857 BRPE64 RS05625 WP 044041282.1 GEFDRVLGGGLVPGGVVLIGGDPGIGKSTLLLQSLAEIARE.RPALYVSGEESGAQIALRAQRLGLIGEPGAVGDLALLA 155
NTDB id 125 BSU 00870 NP 387968.1 GEFNRVLGGGVVKGSLVLIGGDPGIGKSTLLLQVSAQLSGSSNSVLYISGEESVKQTKLRADRLGINNP.....SLHVLS 152
NTDB id 279 KZH43 RS00140 WP 074017595.1 EEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDIDS.....EFYLYA 148
NTDB id 238 SPD RS00140 WP 074017595.1 EEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDIDS.....EFYLYA 148
NTDB id 204 SPR RS00140 WP 074017595.1 EEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDIDS.....EFYLYA 148
NTDB id 169 SP RS00155 WP 074017595.1 EEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDIDS.....EFYLYA 148
NTDB id 509 SM12261 RS00130 WP 078228442.1 EEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDIDS.....EFYLYA 148
NTDB id 537 SMSK321 RS07120 WP 080550752.1 EEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDIDS.....EFYLYA 148
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LAGPRLVMLEH
NTDB id 58857 BRPE64 RS05625 WP 044041282.1 EIQLEKIQATIDEHRPEVAVIDSIQTIYSEALTSAPGSVAQVRECAAQLTRIAKQTGTAIIMVGHVTKEGSLAGPRVLEH 235
NTDB id 125 BSU 00870 NP 387968.1 ETDMEYISSAIQEMNPSFVVVDSIQTVYQSDITSAPGSVSQVRECTAELMKIAKTKGIPIFIVGHVTKEGSIAGPRLLEH 232
NTDB id 279 KZH43 RS00140 WP 074017595.1 ETNMQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLEH 228
NTDB id 238 SPD RS00140 WP 074017595.1 ETNMQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLEH 228
NTDB id 204 SPR RS00140 WP 074017595.1 ETNMQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLEH 228
NTDB id 169 SP RS00155 WP 074017595.1 ETNMQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLEH 228
NTDB id 509 SM12261 RS00130 WP 078228442.1 ETNMQSVRTEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLEH 228
NTDB id 537 SMSK321 RS07120 WP 080550752.1 ETNMQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLEH 228
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NTDB id 58857 BRPE64 RS05625 WP 044041282.1 IVDTVLYFEGDTHSSFRLVRAFKNRFGAVNELGVFAMTEKGLRGVANPSALFLSQHEQSVAGSCVLVTQEGSRPLLVEVQ 315
NTDB id 125 BSU 00870 NP 387968.1 MVDTVLYFEGERHHTFRILRAVKNRFGSTNEMGIFEMREEGLTEVLNPSEIFLEERSAGSAGSSITASMEGTRPILVEIQ 312
NTDB id 279 KZH43 RS00140 WP 074017595.1 MVDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEVQ 308
NTDB id 238 SPD RS00140 WP 074017595.1 MVDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEVQ 308
NTDB id 204 SPR RS00140 WP 074017595.1 MVDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEVQ 308
NTDB id 169 SP RS00155 WP 074017595.1 MVDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEVQ 308
NTDB id 509 SM12261 RS00130 WP 078228442.1 MVDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEVQ 308
NTDB id 537 SMSK321 RS07120 WP 080550752.1 MVDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEVQ 308
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NTDB id 58857 BRPE64 RS05625 WP 044041282.1 ALVDTAHVPNPRRLAVGLEQNRLALLLAVLHRHAGIACFDQDVFLNAVGGVKITEPAADLAVLLAIHSSLRNKPLPKGLI 395
NTDB id 125 BSU 00870 NP 387968.1 ALISPTSFGNPRRMATGIDHNRVSLLMAVLEKRVGLLLQNQDAYLKVAGGVKLDEPAIDLAIVISIASSFRDTPPNPADC 392
NTDB id 279 KZH43 RS00140 WP 074017595.1 ALVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQEC 388
NTDB id 238 SPD RS00140 WP 074017595.1 ALVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQEC 388
NTDB id 204 SPR RS00140 WP 074017595.1 ALVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQEC 388
NTDB id 169 SP RS00155 WP 074017595.1 ALVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQEC 388
NTDB id 509 SM12261 RS00130 WP 078228442.1 ALVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQEC 388
NTDB id 537 SMSK321 RS07120 WP 080550752.1 ALVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQEC 388
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NTDB id 58857 BRPE64 RS05625 WP 044041282.1 TFGEVGLAGEIRPSPRGQDRLKEAAKLGFSVALIPKANAPKQG.IDGLKVIAVDRIEEAIDRVRDLE 461
NTDB id 125 BSU 00870 NP 387968.1 FIGEVGLTGEVRRVSRIEQRVKEAAKLGFKRMIIPAANLDGWTKPKGIEVIGVANVAEALRTSLGG. 458
NTDB id 279 KZH43 RS00140 WP 074017595.1 FVGELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITLPKEIQVIGVTTIQEVLKKVFA.. 453
NTDB id 238 SPD RS00140 WP 074017595.1 FVGELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITLPKEIQVIGVTTIQEVLKKVFA.. 453
NTDB id 204 SPR RS00140 WP 074017595.1 FVGELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITLPKEIQVIGVTTIQEVLKKVFA.. 453
NTDB id 169 SP RS00155 WP 074017595.1 FVGELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITLPKEIQVIGVTTIQEVLKKVFA.. 453
NTDB id 509 SM12261 RS00130 WP 078228442.1 FVGELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITPPKEIQVIGVTTIQEVLKKVFA.. 453
NTDB id 537 SMSK321 RS07120 WP 080550752.1 FVGELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITPPMEIQVIGVTTIQEVLKKVFA.. 453
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