
logo MAKI
T
KKSTAKSTYFFIVCNQSNCGSYEQNSPKW

Y
M
LGKRCPGSNCGAQSWNSTSMYFVEEMVI

V
E
K
T
V
K
A
A
E
E
P
V
A
K
G
N
K
R
A
G
R
A
S
V
A
V
S
AWRTEADF

R
L
G
S
T
H
T
G
S
E
G
V
Q
R
E
T
V
K
Q
S
T
R
KPQSMPRKI

L
T
A
D
S
E
I
V
E
S
T
A
T
S
K
S
I
E
N
E
Q
V
P
NRFVT

NTDB id 91085 AABK39 RS00655 WP 338393013.1 MAKIKTSYFCNNCGSQSPKWLGKCPSCGQWNTYVEEVVTKEEKGKGSVAWRTEADRGTSGREKSRPQRITDISAKEQPRF 80
NTDB id 125 BSU 00870 NP 387968.1 MAKTKSKFICQSCGYESPKWMGKCPGCGAWNTMVEEMIKKAPANRRAA.......FSHSVQTVQKPSPITSIETSEEPRV 73
NTDB id 279 KZH43 RS00140 WP 074017595.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVS.......LTGE...KTKPMKLAEVTSINVNRT 70
NTDB id 238 SPD RS00140 WP 074017595.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVS.......LTGE...KTKPMKLAEVTSINVNRT 70
NTDB id 204 SPR RS00140 WP 074017595.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVS.......LTGE...KTKPMKLAEVTSINVNRT 70
NTDB id 169 SP RS00155 WP 074017595.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVS.......LTGE...KTKPMKLAEVTSINVNRT 70
NTDB id 509 SM12261 RS00130 WP 078228442.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVS.......LTGE...KTKPMKLAEVTSINVNRT 70
NTDB id 537 SMSK321 RS07120 WP 080550752.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVS.......LTGE...KTKPMKLAEVTSINVNRT 70
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NTDB id 91085 AABK39 RS00655 WP 338393013.1 DSFDEELNRVLGGGIVPGSLVLIGGEPGIGKSTLMLQIALKLKD..KKVLYVSGEESEQQIRMRAERMVFKSDDCYILTE 158
NTDB id 125 BSU 00870 NP 387968.1 KTQLGEFNRVLGGGVVKGSLVLIGGDPGIGKSTLLLQVSAQLSGSSNSVLYISGEESVKQTKLRADRLGINNPSLHVLSE 153
NTDB id 279 KZH43 RS00140 WP 074017595.1 KTEMEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDIDSEFYLYAE 149
NTDB id 238 SPD RS00140 WP 074017595.1 KTEMEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDIDSEFYLYAE 149
NTDB id 204 SPR RS00140 WP 074017595.1 KTEMEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDIDSEFYLYAE 149
NTDB id 169 SP RS00155 WP 074017595.1 KTEMEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDIDSEFYLYAE 149
NTDB id 509 SM12261 RS00130 WP 078228442.1 KTEMEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDIDSEFYLYAE 149
NTDB id 537 SMSK321 RS07120 WP 080550752.1 KTEMEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDIDSEFYLYAE 149
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NTDB id 91085 AABK39 RS00655 WP 338393013.1 VSTQNIFKQVELLKPDVLVVDSIQTLHSSYMESAAGSIGQVKQCTAELMKFAKETDTPTFLIGHINKDGNIAGPKVLEHM 238
NTDB id 125 BSU 00870 NP 387968.1 TDMEYISSAIQEMNPSFVVVDSIQTVYQSDITSAPGSVSQVRECTAELMKIAKTKGIPIFIVGHVTKEGSIAGPRLLEHM 233
NTDB id 279 KZH43 RS00140 WP 074017595.1 TNMQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLEHM 229
NTDB id 238 SPD RS00140 WP 074017595.1 TNMQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLEHM 229
NTDB id 204 SPR RS00140 WP 074017595.1 TNMQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLEHM 229
NTDB id 169 SP RS00155 WP 074017595.1 TNMQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLEHM 229
NTDB id 509 SM12261 RS00130 WP 078228442.1 TNMQSVRTEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLEHM 229
NTDB id 537 SMSK321 RS07120 WP 080550752.1 TNMQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLEHM 229
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NTDB id 91085 AABK39 RS00655 WP 338393013.1 VDTVLQFEGDRHMAYRILRTIKNRFGSTSELGIYEMRHDGLREVSNPSEILITQKESELSGVTIGATLEGRRPLLIEIQS 318
NTDB id 125 BSU 00870 NP 387968.1 VDTVLYFEGERHHTFRILRAVKNRFGSTNEMGIFEMREEGLTEVLNPSEIFLEERSAGSAGSSITASMEGTRPILVEIQA 313
NTDB id 279 KZH43 RS00140 WP 074017595.1 VDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEVQA 309
NTDB id 238 SPD RS00140 WP 074017595.1 VDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEVQA 309
NTDB id 204 SPR RS00140 WP 074017595.1 VDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEVQA 309
NTDB id 169 SP RS00155 WP 074017595.1 VDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEVQA 309
NTDB id 509 SM12261 RS00130 WP 078228442.1 VDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEVQA 309
NTDB id 537 SMSK321 RS07120 WP 080550752.1 VDTVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEVQA 309
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NTDB id 91085 AABK39 RS00655 WP 338393013.1 LVSTATYGTPQRSTTGFDVKRLNMLLAVLEKRGGFKLGAQDVFLNIAGGLKVEDPALDLAVCVSLISSYIEKFVSEKACF 398
NTDB id 125 BSU 00870 NP 387968.1 LISPTSFGNPRRMATGIDHNRVSLLMAVLEKRVGLLLQNQDAYLKVAGGVKLDEPAIDLAIVISIASSFRDTPPNPADCF 393
NTDB id 279 KZH43 RS00140 WP 074017595.1 LVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQECF 389
NTDB id 238 SPD RS00140 WP 074017595.1 LVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQECF 389
NTDB id 204 SPR RS00140 WP 074017595.1 LVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQECF 389
NTDB id 169 SP RS00155 WP 074017595.1 LVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQECF 389
NTDB id 509 SM12261 RS00130 WP 078228442.1 LVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQECF 389
NTDB id 537 SMSK321 RS07120 WP 080550752.1 LVTPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQECF 389
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NTDB id 91085 AABK39 RS00655 WP 338393013.1 AAEVGLGGEIRAVNHLESRIAEAAKLGFREIYVSRYAIKGIDLKKYDIEVRSFGKLSEVFRDLFA. 463
NTDB id 125 BSU 00870 NP 387968.1 IGEVGLTGEVRRVSRIEQRVKEAAKLGFKRMIIPAANLDGWTKPK.GIEVIGVANVAEALRTSLGG 458
NTDB id 279 KZH43 RS00140 WP 074017595.1 VGELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITLPK.EIQVIGVTTIQEVLKKVFA. 453
NTDB id 238 SPD RS00140 WP 074017595.1 VGELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITLPK.EIQVIGVTTIQEVLKKVFA. 453
NTDB id 204 SPR RS00140 WP 074017595.1 VGELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITLPK.EIQVIGVTTIQEVLKKVFA. 453
NTDB id 169 SP RS00155 WP 074017595.1 VGELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITLPK.EIQVIGVTTIQEVLKKVFA. 453
NTDB id 509 SM12261 RS00130 WP 078228442.1 VGELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITPPK.EIQVIGVTTIQEVLKKVFA. 453
NTDB id 537 SMSK321 RS07120 WP 080550752.1 VGELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITPPM.EIQVIGVTTIQEVLKKVFA. 453
consensus **!*!!*!!*!*!***!*!**!!!!!!!***********!***** *!*!*******!*******

X non conserved

X similar

X ≥ 50% conserved


