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NTDB id 32606 A2CP1 RS18165 WP 015934714.1 MSRAAPRVRTVFACAECGQQSPKWLGQCPACKQWNTLQEEIAAPEPKVGAAPRGWGTHAAAKPLPLREVEAREEQRQRTGIGELD 85
NTDB id 125 BSU 00870 NP 387968.1 ....MAKTKSKFICQSCGYESPKWMGKCPGCGAWNTMVEEMIKKAPANRRAAFSHSVQTVQKPSPITSIETSEEPRVKTQLGEFN 81
NTDB id 279 KZH43 RS00140 WP 074017595.1 ....MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVSLTGE...KTKPMKLAEVTSINVNRTKTEMEEFN 78
NTDB id 238 SPD RS00140 WP 074017595.1 ....MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVSLTGE...KTKPMKLAEVTSINVNRTKTEMEEFN 78
NTDB id 204 SPR RS00140 WP 074017595.1 ....MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVSLTGE...KTKPMKLAEVTSINVNRTKTEMEEFN 78
NTDB id 169 SP RS00155 WP 074017595.1 ....MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVSLTGE...KTKPMKLAEVTSINVNRTKTEMEEFN 78
NTDB id 509 SM12261 RS00130 WP 078228442.1 ....MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVSLTGE...KTKPMKLAEVTSINVNRTKTEMEEFN 78
NTDB id 537 SMSK321 RS07120 WP 080550752.1 ....MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVSLTGE...KTKPMKLAEVTSINVNRTKTEMEEFN 78
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logo RVLGGGVVKPGASLVLLIGGDPGIGKSTLVLLAQAVLSADTRQVLASRAGNQPSVDSNRGPSTVLYI
VSGEESVAKRQQTVIKLRADERLGI

V
D
A
N
I
A
N
D
P
R
S
N
S
E
L
F
H
Q
Y
V
L
L
Y
S
AETDNAMELQKYS IVLSRQSTAAEAIVQE

NTDB id 32606 A2CP1 RS18165 WP 015934714.1 RVLGGGVVPGALVLLGGDPGIGKSTLVLAALDRVARANPDRPVLYVSGEESARQVKLRADRLGVAARNLQVLAETDALKVLQAAE 170
NTDB id 125 BSU 00870 NP 387968.1 RVLGGGVVKGSLVLIGGDPGIGKSTLLLQVSAQLS..GSSNSVLYISGEESVKQTKLRADRLGINNPSLHVLSETDMEYISSAIQ 164
NTDB id 279 KZH43 RS00140 WP 074017595.1 RVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLS..QV.GTVLYVSGEESAQQIKLRAERLGDIDSEFYLYAETNMQSVRAEVE 160
NTDB id 238 SPD RS00140 WP 074017595.1 RVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLS..QV.GTVLYVSGEESAQQIKLRAERLGDIDSEFYLYAETNMQSVRAEVE 160
NTDB id 204 SPR RS00140 WP 074017595.1 RVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLS..QV.GTVLYVSGEESAQQIKLRAERLGDIDSEFYLYAETNMQSVRAEVE 160
NTDB id 169 SP RS00155 WP 074017595.1 RVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLS..QV.GTVLYVSGEESAQQIKLRAERLGDIDSEFYLYAETNMQSVRAEVE 160
NTDB id 509 SM12261 RS00130 WP 078228442.1 RVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLS..QV.GTVLYVSGEESAQQIKLRAERLGDIDSEFYLYAETNMQSVRTEVE 160
NTDB id 537 SMSK321 RS07120 WP 080550752.1 RVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLS..QV.GTVLYVSGEESAQQIKLRAERLGDIDSEFYLYAETNMQSVRAEVE 160
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LAGPRLVMLEHMVDTVLYFEGGEGRAHHPTYFR
NTDB id 32606 A2CP1 RS18165 WP 015934714.1 ALAPAAVAVDSIQTQYLPELQSAPGTVTQIREVTARLMALAKTTETPIFLIGHVTKDGSIAGPRVLEHMVDTVLYFEGGGAHPYR 255
NTDB id 125 BSU 00870 NP 387968.1 EMNPSFVVVDSIQTVYQSDITSAPGSVSQVRECTAELMKIAKTKGIPIFIVGHVTKEGSIAGPRLLEHMVDTVLYFEGERHHTFR 249
NTDB id 279 KZH43 RS00140 WP 074017595.1 RIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLEHMVDTVLYFEGERHHTFR 245
NTDB id 238 SPD RS00140 WP 074017595.1 RIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLEHMVDTVLYFEGERHHTFR 245
NTDB id 204 SPR RS00140 WP 074017595.1 RIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLEHMVDTVLYFEGERHHTFR 245
NTDB id 169 SP RS00155 WP 074017595.1 RIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLEHMVDTVLYFEGERHHTFR 245
NTDB id 509 SM12261 RS00130 WP 078228442.1 RIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLEHMVDTVLYFEGERHHTFR 245
NTDB id 537 SMSK321 RS07120 WP 080550752.1 RIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLEHMVDTVLYFEGERHHTFR 245
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NTDB id 32606 A2CP1 RS18165 WP 015934714.1 VLRAHKNRFGSASEIGVFEMKAGGLAEVANPSALFLAERPEDAPGSAVTAVLNGTRTVLVEVQALVAPTGYGTPRRTALGVDGNR 340
NTDB id 125 BSU 00870 NP 387968.1 ILRAVKNRFGSTNEMGIFEMREEGLTEVLNPSEIFLEERSAGSAGSSITASMEGTRPILVEIQALISPTSFGNPRRMATGIDHNR 334
NTDB id 279 KZH43 RS00140 WP 074017595.1 ILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEVQALVTPTMFGNAKRTTTGLDFNR 330
NTDB id 238 SPD RS00140 WP 074017595.1 ILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEVQALVTPTMFGNAKRTTTGLDFNR 330
NTDB id 204 SPR RS00140 WP 074017595.1 ILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEVQALVTPTMFGNAKRTTTGLDFNR 330
NTDB id 169 SP RS00155 WP 074017595.1 ILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEVQALVTPTMFGNAKRTTTGLDFNR 330
NTDB id 509 SM12261 RS00130 WP 078228442.1 ILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEVQALVTPTMFGNAKRTTTGLDFNR 330
NTDB id 537 SMSK321 RS07120 WP 080550752.1 ILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEVQALVTPTMFGNAKRTTTGLDFNR 330
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NTDB id 32606 A2CP1 RS18165 WP 015934714.1 VALLAAVLEKKVGLEILPCDLFVNVAGGLSVDDPAADLAVVAALASSFRERALPARTLVLGEVGLAGEVRAVSQPGIRLAEAARL 425
NTDB id 125 BSU 00870 NP 387968.1 VSLLMAVLEKRVGLLLQNQDAYLKVAGGVKLDEPAIDLAIVISIASSFRDTPPNPADCFIGEVGLTGEVRRVSRIEQRVKEAAKL 419
NTDB id 279 KZH43 RS00140 WP 074017595.1 ASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQECFVGELGLTGEIRRVNRIEQRINEAAKL 415
NTDB id 238 SPD RS00140 WP 074017595.1 ASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQECFVGELGLTGEIRRVNRIEQRINEAAKL 415
NTDB id 204 SPR RS00140 WP 074017595.1 ASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQECFVGELGLTGEIRRVNRIEQRINEAAKL 415
NTDB id 169 SP RS00155 WP 074017595.1 ASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQECFVGELGLTGEIRRVNRIEQRINEAAKL 415
NTDB id 509 SM12261 RS00130 WP 078228442.1 ASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQECFVGELGLTGEIRRVNRIEQRINEAAKL 415
NTDB id 537 SMSK321 RS07120 WP 080550752.1 ASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQECFVGELGLTGEIRRVNRIEQRINEAAKL 415
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NTDB id 32606 A2CP1 RS18165 WP 015934714.1 GFQRAIVPAASLRHADAPDGIELVGVTTVADALDRLA.. 462
NTDB id 125 BSU 00870 NP 387968.1 GFKRMIIPAANLDGWTKPKGIEVIGVANVAEALRTSLGG 458
NTDB id 279 KZH43 RS00140 WP 074017595.1 GFTKIYVPKNSLTGITLPKEIQVIGVTTIQEVLKKVFA. 453
NTDB id 238 SPD RS00140 WP 074017595.1 GFTKIYVPKNSLTGITLPKEIQVIGVTTIQEVLKKVFA. 453
NTDB id 204 SPR RS00140 WP 074017595.1 GFTKIYVPKNSLTGITLPKEIQVIGVTTIQEVLKKVFA. 453
NTDB id 169 SP RS00155 WP 074017595.1 GFTKIYVPKNSLTGITLPKEIQVIGVTTIQEVLKKVFA. 453
NTDB id 509 SM12261 RS00130 WP 078228442.1 GFTKIYVPKNSLTGITPPKEIQVIGVTTIQEVLKKVFA. 453
NTDB id 537 SMSK321 RS07120 WP 080550752.1 GFTKIYVPKNSLTGITPPMEIQVIGVTTIQEVLKKVFA. 453
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