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NTDB id 55070 DACSA RS08665 WP 015229391.1 MSKPKIIHVCSACGAEHNQWFGKCSSCGQYGTLEEEVQTQAGVNPRSGWQSNKYATGTEKKKPPQARVSLLFSQIKDDEQPRYPS 85
NTDB id 125 BSU 00870 NP 387968.1 MAKTKSKFICQSCGYESPKWMGKCPGCGAWNTMVEEMIKKAPANRRAAFSHSVQT....VQK......PSPITSIETSEEPRVKT 75
NTDB id 279 KZH43 RS00140 WP 074017595.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVSLTGE.......KTK......PMKLAEVTSINVNRTKT 72
NTDB id 238 SPD RS00140 WP 074017595.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVSLTGE.......KTK......PMKLAEVTSINVNRTKT 72
NTDB id 204 SPR RS00140 WP 074017595.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVSLTGE.......KTK......PMKLAEVTSINVNRTKT 72
NTDB id 169 SP RS00155 WP 074017595.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVSLTGE.......KTK......PMKLAEVTSINVNRTKT 72
NTDB id 537 SMSK321 RS07120 WP 080550752.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVSLTGE.......KTK......PMKLAEVTSINVNRTKT 72
NTDB id 509 SM12261 RS00130 WP 078228442.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVSLTGE.......KTK......PMKLAEVTSINVNRTKT 72
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NTDB id 55070 DACSA RS08665 WP 015229391.1 GYLELDRVLGGGIVPGSLVLIGGDPGIGKSTLLLQVANQTART.QRTLYVSAEESGQQVKLRASRLGVGLTNAPEDVAETNGQSP 169
NTDB id 125 BSU 00870 NP 387968.1 QLGEFNRVLGGGVVKGSLVLIGGDPGIGKSTLLLQVSAQLSGSSNSVLYISGEESVKQTKLRADRLGIN................ 144
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
NTDB id 537 SMSK321 RS07120 WP 080550752.1 EMEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDI................ 140
NTDB id 509 SM12261 RS00130 WP 078228442.1 EMEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDI................ 140
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NTDB id 55070 DACSA RS08665 WP 015229391.1 KSLSHENLYVLPETDLEEILRELESLKPMLGIIDSIQTLYFASLSSAPGSVAQVRECTSALMQLAKRENITLLIVGHVTKEGAIA 254
NTDB id 125 BSU 00870 NP 387968.1 ....NPSLHVLSETDMEYISSAIQEMNPSFVVVDSIQTVYQSDITSAPGSVSQVRECTAELMKIAKTKGIPIFIVGHVTKEGSIA 225
NTDB id 279 KZH43 RS00140 WP 074017595.1 ....DSEFYLYAETNMQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLA 221
NTDB id 238 SPD RS00140 WP 074017595.1 ....DSEFYLYAETNMQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLA 221
NTDB id 204 SPR RS00140 WP 074017595.1 ....DSEFYLYAETNMQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLA 221
NTDB id 169 SP RS00155 WP 074017595.1 ....DSEFYLYAETNMQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLA 221
NTDB id 537 SMSK321 RS07120 WP 080550752.1 ....DSEFYLYAETNMQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLA 221
NTDB id 509 SM12261 RS00130 WP 078228442.1 ....DSEFYLYAETNMQSVRTEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLA 221
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NTDB id 55070 DACSA RS08665 WP 015229391.1 GPRVLEHLVDTVLYFEGDRYASHRLLRSVKNRFGATHEIGVFEMIDHGLREVENPSELFLGNRDESVPGTAIVVACEGTRPIVVE 339
NTDB id 125 BSU 00870 NP 387968.1 GPRLLEHMVDTVLYFEGERHHTFRILRAVKNRFGSTNEMGIFEMREEGLTEVLNPSEIFLEERSAGSAGSSITASMEGTRPILVE 310
NTDB id 279 KZH43 RS00140 WP 074017595.1 GPRMLEHMVDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAE 306
NTDB id 238 SPD RS00140 WP 074017595.1 GPRMLEHMVDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAE 306
NTDB id 204 SPR RS00140 WP 074017595.1 GPRMLEHMVDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAE 306
NTDB id 169 SP RS00155 WP 074017595.1 GPRMLEHMVDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAE 306
NTDB id 537 SMSK321 RS07120 WP 080550752.1 GPRMLEHMVDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAE 306
NTDB id 509 SM12261 RS00130 WP 078228442.1 GPRMLEHMVDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAE 306
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NTDB id 55070 DACSA RS08665 WP 015229391.1 LQALVSPTSYTSPRRATTGVDYNRLQQILAVLEKRVGIPLSKLDAYVATAGGLGVEEPAADLGIAVAVVASFRDRVVDPRTALIG 424
NTDB id 125 BSU 00870 NP 387968.1 IQALISPTSFGNPRRMATGIDHNRVSLLMAVLEKRVGLLLQNQDAYLKVAGGVKLDEPAIDLAIVISIASSFRDTPPNPADCFIG 395
NTDB id 279 KZH43 RS00140 WP 074017595.1 VQALVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQECFVG 391
NTDB id 238 SPD RS00140 WP 074017595.1 VQALVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQECFVG 391
NTDB id 204 SPR RS00140 WP 074017595.1 VQALVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQECFVG 391
NTDB id 169 SP RS00155 WP 074017595.1 VQALVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQECFVG 391
NTDB id 537 SMSK321 RS07120 WP 080550752.1 VQALVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQECFVG 391
NTDB id 509 SM12261 RS00130 WP 078228442.1 VQALVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQECFVG 391
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NTDB id 55070 DACSA RS08665 WP 015229391.1 EVGLGGQVRLVSQLELRIKEAAKLGFQRAIVPTGQSL...PDMGIEIITVSKVIDAIVAAIPPQPRYGEGDEEE 495
NTDB id 125 BSU 00870 NP 387968.1 EVGLTGEVRRVSRIEQRVKEAAKLGFKRMIIPAANLDGWTKPKGIEVIGVANVAEALRTSLGG........... 458
NTDB id 279 KZH43 RS00140 WP 074017595.1 ELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITLPKEIQVIGVTTIQEVLKKVFA............ 453
NTDB id 238 SPD RS00140 WP 074017595.1 ELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITLPKEIQVIGVTTIQEVLKKVFA............ 453
NTDB id 204 SPR RS00140 WP 074017595.1 ELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITLPKEIQVIGVTTIQEVLKKVFA............ 453
NTDB id 169 SP RS00155 WP 074017595.1 ELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITLPKEIQVIGVTTIQEVLKKVFA............ 453
NTDB id 537 SMSK321 RS07120 WP 080550752.1 ELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITPPMEIQVIGVTTIQEVLKKVFA............ 453
NTDB id 509 SM12261 RS00130 WP 078228442.1 ELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITPPKEIQVIGVTTIQEVLKKVFA............ 453
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