
logo MAKQTKKSTAAKTYF IVCNQESNCGAYDENYSTPKW
Y
M
Q
LGKQRCTPAGNCMGAQSWNSTSLMFTVE I

E
M
R
V
I
L
E
K
S
V
K
S
A
A
E
K
P
V
A
Q
K
T
N
G
R
A
SRG

R
ARFA

D
V
A
S
F
Y
L
A
S
T
H
GSETVGSGGLQPTHVKNQTKVPSTMDPKI

L
T
ASE I

V
D
E
T
L
T
S
A
S
I
E
N
E
M
V
P
NRFVTGKSTGQE

NTDB id 90989 PCI15 RS03135 WP 271272913.1 MAKQKTAYVCNECGADYTKWQGQCTACMQWNTLTEIRLSSAKQTGSRGARFDSYAGSTGSGGLPHNKVTDLASVDLAEMPRFGSG 85
NTDB id 125 BSU 00870 NP 387968.1 MAKTKSKFICQSCGYESPKWMGKCPGCGAWNTMVEEMIKKAPANR..R...AAFSHSV....QTVQKPSPITSIETSEEPRVKTQ 76
NTDB id 279 KZH43 RS00140 WP 074017595.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNA..R...VSLTGE.......KTKPMKLAEVTSINVNRTKTE 73
NTDB id 238 SPD RS00140 WP 074017595.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNA..R...VSLTGE.......KTKPMKLAEVTSINVNRTKTE 73
NTDB id 204 SPR RS00140 WP 074017595.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNA..R...VSLTGE.......KTKPMKLAEVTSINVNRTKTE 73
NTDB id 169 SP RS00155 WP 074017595.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNA..R...VSLTGE.......KTKPMKLAEVTSINVNRTKTE 73
NTDB id 509 SM12261 RS00130 WP 078228442.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNA..R...VSLTGE.......KTKPMKLAEVTSINVNRTKTE 73
NTDB id 537 SMSK321 RS07120 WP 080550752.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNA..R...VSLTGE.......KTKPMKLAEVTSINVNRTKTE 73
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NTDB id 90989 PCI15 RS03135 WP 271272913.1 SGELDRVLGGGLVPGSAILIGGHPGAGKSTLLLQTMCYLAQQ.MPALYVTGEESLQQVALRANRLGISAQNLKMLSETSVEEICA 169
NTDB id 125 BSU 00870 NP 387968.1 LGEFNRVLGGGVVKGSLVLIGGDPGIGKSTLLLQVSAQLSGSSNSVLYISGEESVKQTKLRADRLGINNPSLHVLSETDMEYISS 161
NTDB id 279 KZH43 RS00140 WP 074017595.1 MEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDIDSEFYLYAETNMQSVRA 157
NTDB id 238 SPD RS00140 WP 074017595.1 MEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDIDSEFYLYAETNMQSVRA 157
NTDB id 204 SPR RS00140 WP 074017595.1 MEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDIDSEFYLYAETNMQSVRA 157
NTDB id 169 SP RS00155 WP 074017595.1 MEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDIDSEFYLYAETNMQSVRA 157
NTDB id 509 SM12261 RS00130 WP 078228442.1 MEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDIDSEFYLYAETNMQSVRT 157
NTDB id 537 SMSK321 RS07120 WP 080550752.1 MEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDIDSEFYLYAETNMQSVRA 157
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VDCTSVLQYLFEGDESRDHGH
NTDB id 90989 PCI15 RS03135 WP 271272913.1 VAETLKPKVLVVDSIQVMHVADVTSAPGSVSQVREAAAYLTRFAKQTGTVLFLVGHVTKDGSLAGPKVLEHMIDCSLQLEGDSDG 254
NTDB id 125 BSU 00870 NP 387968.1 AIQEMNPSFVVVDSIQTVYQSDITSAPGSVSQVRECTAELMKIAKTKGIPIFIVGHVTKEGSIAGPRLLEHMVDTVLYFEGERHH 246
NTDB id 279 KZH43 RS00140 WP 074017595.1 EVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLEHMVDTVLYFEGERHH 242
NTDB id 238 SPD RS00140 WP 074017595.1 EVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLEHMVDTVLYFEGERHH 242
NTDB id 204 SPR RS00140 WP 074017595.1 EVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLEHMVDTVLYFEGERHH 242
NTDB id 169 SP RS00155 WP 074017595.1 EVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLEHMVDTVLYFEGERHH 242
NTDB id 509 SM12261 RS00130 WP 078228442.1 EVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLEHMVDTVLYFEGERHH 242
NTDB id 537 SMSK321 RS07120 WP 080550752.1 EVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLEHMVDTVLYFEGERHH 242
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NTDB id 90989 PCI15 RS03135 WP 271272913.1 RFRTLRSHKNRFGAVNELGVFAMLENGLKEVKNPSSIFLNRGEQPSPGSLVMVVWEGTRPLLVEVQALVDQTHMNNPRRVAVGLE 339
NTDB id 125 BSU 00870 NP 387968.1 TFRILRAVKNRFGSTNEMGIFEMREEGLTEVLNPSEIFLEERSAGSAGSSITASMEGTRPILVEIQALISPTSFGNPRRMATGID 331
NTDB id 279 KZH43 RS00140 WP 074017595.1 TFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEVQALVTPTMFGNAKRTTTGLD 327
NTDB id 238 SPD RS00140 WP 074017595.1 TFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEVQALVTPTMFGNAKRTTTGLD 327
NTDB id 204 SPR RS00140 WP 074017595.1 TFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEVQALVTPTMFGNAKRTTTGLD 327
NTDB id 169 SP RS00155 WP 074017595.1 TFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEVQALVTPTMFGNAKRTTTGLD 327
NTDB id 509 SM12261 RS00130 WP 078228442.1 TFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEVQALVTPTMFGNAKRTTTGLD 327
NTDB id 537 SMSK321 RS07120 WP 080550752.1 TFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEVQALVTPTMFGNAKRTTTGLD 327
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NTDB id 90989 PCI15 RS03135 WP 271272913.1 HNRLAMLLAVLHRHGGLQTGDQDVFVNVVGGVKVLETSADLALLLAVVSSFRDRVLPQDLIVFGEVGLSGEIRPVPNGQDRIREA 424
NTDB id 125 BSU 00870 NP 387968.1 HNRVSLLMAVLEKRVGLLLQNQDAYLKVAGGVKLDEPAIDLAIVISIASSFRDTPPNPADCFIGEVGLTGEVRRVSRIEQRVKEA 416
NTDB id 279 KZH43 RS00140 WP 074017595.1 FNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQECFVGELGLTGEIRRVNRIEQRINEA 412
NTDB id 238 SPD RS00140 WP 074017595.1 FNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQECFVGELGLTGEIRRVNRIEQRINEA 412
NTDB id 204 SPR RS00140 WP 074017595.1 FNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQECFVGELGLTGEIRRVNRIEQRINEA 412
NTDB id 169 SP RS00155 WP 074017595.1 FNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQECFVGELGLTGEIRRVNRIEQRINEA 412
NTDB id 509 SM12261 RS00130 WP 078228442.1 FNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQECFVGELGLTGEIRRVNRIEQRINEA 412
NTDB id 537 SMSK321 RS07120 WP 080550752.1 FNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQECFVGELGLTGEIRRVNRIEQRINEA 412
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NTDB id 90989 PCI15 RS03135 WP 271272913.1 AKHGFTRAIVPKANAP.KTTPKGMKVIGVSRLSEALDAI... 462
NTDB id 125 BSU 00870 NP 387968.1 AKLGFKRMIIPAANLDGWTKPKGIEVIGVANVAEALRTSLGG 458
NTDB id 279 KZH43 RS00140 WP 074017595.1 AKLGFTKIYVPKNSLTGITLPKEIQVIGVTTIQEVLKKVFA. 453
NTDB id 238 SPD RS00140 WP 074017595.1 AKLGFTKIYVPKNSLTGITLPKEIQVIGVTTIQEVLKKVFA. 453
NTDB id 204 SPR RS00140 WP 074017595.1 AKLGFTKIYVPKNSLTGITLPKEIQVIGVTTIQEVLKKVFA. 453
NTDB id 169 SP RS00155 WP 074017595.1 AKLGFTKIYVPKNSLTGITLPKEIQVIGVTTIQEVLKKVFA. 453
NTDB id 509 SM12261 RS00130 WP 078228442.1 AKLGFTKIYVPKNSLTGITPPKEIQVIGVTTIQEVLKKVFA. 453
NTDB id 537 SMSK321 RS07120 WP 080550752.1 AKLGFTKIYVPKNSLTGITPPMEIQVIGVTTIQEVLKKVFA. 453
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