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NTDB id 351636 E2P86 RS17225 WP 134433853.1 MAKSKSSFFCQHCGYESPKWLGQCPSCKQWNAFVEEVVEKGSSKVPEWRSSTTQVAGKKANRAAIINEIVYQDEQRLATP 80
NTDB id 125 BSU 00870 NP 387968.1 MAKTKSKFICQSCGYESPKWMGKCPGCGAWNTMVEEMIKKAPANRRAAFSHSVQ....TVQKPSPITSIETSEEPRVKTQ 76
NTDB id 279 KZH43 RS00140 WP 074017595.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVSLTGE.......KTKPMKLAEVTSINVNRTKTE 73
NTDB id 238 SPD RS00140 WP 074017595.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVSLTGE.......KTKPMKLAEVTSINVNRTKTE 73
NTDB id 204 SPR RS00140 WP 074017595.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVSLTGE.......KTKPMKLAEVTSINVNRTKTE 73
NTDB id 169 SP RS00155 WP 074017595.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVSLTGE.......KTKPMKLAEVTSINVNRTKTE 73
NTDB id 509 SM12261 RS00130 WP 078228442.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVSLTGE.......KTKPMKLAEVTSINVNRTKTE 73
NTDB id 537 SMSK321 RS07120 WP 080550752.1 MAKKKATFVCQNCGYNSPKYLGRCPNCGSWSSFVEEVEVAEVKNARVSLTGE.......KTKPMKLAEVTSINVNRTKTE 73
consensus !!!*!**!*!!*!!!*!!!**!*!!*!**!***!!!**************** ****************!**!*

logo

D
L
M
G
R
EEFNRVLGGGI

VVKPGSLVL IGGEDPGIGKSTLMLLQLVASALTGQI
L
P
S
G
K

Q
S
V
SN
V
G
K
S
T
T
VLYI

VSGEESEVAKQQTIKMLRADERLSGI
Q
D
N
Q
I
N
S
D
TA
P
S
N
S
E
C
L
F
H
Y
I
V
L
L
Y
S
T
AETDSN

NTDB id 351636 E2P86 RS17225 WP 134433853.1 DREFNRVLGGGIVPGSLVLIGGEPGIGKSTLMLQLALGIPK..VKTLYISGEESEQQIKMRAERLSQQSTANCYILTETS 158
NTDB id 125 BSU 00870 NP 387968.1 LGEFNRVLGGGVVKGSLVLIGGDPGIGKSTLLLQVSAQLSGSSNSVLYISGEESVKQTKLRADRLGINN.PSLHVLSETD 155
NTDB id 279 KZH43 RS00140 WP 074017595.1 MEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDID.SEFYLYAETN 151
NTDB id 238 SPD RS00140 WP 074017595.1 MEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDID.SEFYLYAETN 151
NTDB id 204 SPR RS00140 WP 074017595.1 MEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDID.SEFYLYAETN 151
NTDB id 169 SP RS00155 WP 074017595.1 MEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDID.SEFYLYAETN 151
NTDB id 509 SM12261 RS00130 WP 078228442.1 MEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDID.SEFYLYAETN 151
NTDB id 537 SMSK321 RS07120 WP 080550752.1 MEEFNRVLGGGVVPGSLVLIGGDPGIGKSTLLLQVSTQLSQV.GTVLYVSGEESAQQIKLRAERLGDID.SEFYLYAETN 151
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FVLVIVIDS IQTLVIHYMQSSPDQE I ETSSGAVPQGSVSQVRECVTAELLMKRQFILAKETKTNGSNTIPAVI F IVGHI

VTKDEGSTI
LAGPKRLVMLEHMVD

NTDB id 351636 E2P86 RS17225 WP 134433853.1 TQNIFKQIEVVQPDIVVIDSIQTLHSSQIESAPGSVSQVRECTAELLRFAKETSTPVFIVGHITKDGSIAGPKVLEHMVD 238
NTDB id 125 BSU 00870 NP 387968.1 MEYISSAIQEMNPSFVVVDSIQTVYQSDITSAPGSVSQVRECTAELMKIAKTKGIPIFIVGHVTKEGSIAGPRLLEHMVD 235
NTDB id 279 KZH43 RS00140 WP 074017595.1 MQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLEHMVD 231
NTDB id 238 SPD RS00140 WP 074017595.1 MQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLEHMVD 231
NTDB id 204 SPR RS00140 WP 074017595.1 MQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLEHMVD 231
NTDB id 169 SP RS00155 WP 074017595.1 MQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLEHMVD 231
NTDB id 509 SM12261 RS00130 WP 078228442.1 MQSVRTEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLEHMVD 231
NTDB id 537 SMSK321 RS07120 WP 080550752.1 MQSVRAEVERIQPDFLIIDSIQTIMSPEISGVQGSVSQVREVTAELMQLAKTNNIAIFIVGHVTKEGTLAGPRMLEHMVD 231
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NTDB id 351636 E2P86 RS17225 WP 134433853.1 TVLQFEGDRHHVYRILRAVKNRFGSSSELGIYEMQGAGLREVSNPSEIMLSQREEPVSGVAIAAMLEGARPLLIEVQALV 318
NTDB id 125 BSU 00870 NP 387968.1 TVLYFEGERHHTFRILRAVKNRFGSTNEMGIFEMREEGLTEVLNPSEIFLEERSAGSAGSSITASMEGTRPILVEIQALI 315
NTDB id 279 KZH43 RS00140 WP 074017595.1 TVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEVQALV 311
NTDB id 238 SPD RS00140 WP 074017595.1 TVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEVQALV 311
NTDB id 204 SPR RS00140 WP 074017595.1 TVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEVQALV 311
NTDB id 169 SP RS00155 WP 074017595.1 TVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEVQALV 311
NTDB id 509 SM12261 RS00130 WP 078228442.1 TVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEVQALV 311
NTDB id 537 SMSK321 RS07120 WP 080550752.1 TVLYFEGERHHTFRILRAVKNRFGSTNEIGIFEMQSGGLVEVLNPSQVFLEERLDGATGSSIVVTMEGTRPILAEVQALV 311
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NTDB id 351636 E2P86 RS17225 WP 134433853.1 STSAFGNAQRTSTGFDTKRLSMLLAVLEKRFGFRLSAQDVFLNIAGGLRVEDPAIDLAVVAAIISSQQDIPLPPQVSFAG 398
NTDB id 125 BSU 00870 NP 387968.1 SPTSFGNPRRMATGIDHNRVSLLMAVLEKRVGLLLQNQDAYLKVAGGVKLDEPAIDLAIVISIASSFRDTPPNPADCFIG 395
NTDB id 279 KZH43 RS00140 WP 074017595.1 TPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQECFVG 391
NTDB id 238 SPD RS00140 WP 074017595.1 TPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQECFVG 391
NTDB id 204 SPR RS00140 WP 074017595.1 TPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQECFVG 391
NTDB id 169 SP RS00155 WP 074017595.1 TPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQECFVG 391
NTDB id 509 SM12261 RS00130 WP 078228442.1 TPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQECFVG 391
NTDB id 537 SMSK321 RS07120 WP 080550752.1 TPTMFGNAKRTTTGLDFNRASLIMAVLEKRAGLLLQNQDAYLKSAGGVKLDEPAIDLAVAVAIASSYKDKPTNPQECFVG 391
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NTDB id 351636 E2P86 RS17225 WP 134433853.1 EVGLSGEIRAVNRIEQRIAEAEKLGFDGIFISKYNTKGLDAKKFNIAIRPMAKLEDLFSALFG. 461
NTDB id 125 BSU 00870 NP 387968.1 EVGLTGEVRRVSRIEQRVKEAAKLGFKRMIIPAANLDGWTKPKGI.EVIGVANVAEALRTSLGG 458
NTDB id 279 KZH43 RS00140 WP 074017595.1 ELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITLPKEI.QVIGVTTIQEVLKKVFA. 453
NTDB id 238 SPD RS00140 WP 074017595.1 ELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITLPKEI.QVIGVTTIQEVLKKVFA. 453
NTDB id 204 SPR RS00140 WP 074017595.1 ELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITLPKEI.QVIGVTTIQEVLKKVFA. 453
NTDB id 169 SP RS00155 WP 074017595.1 ELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITLPKEI.QVIGVTTIQEVLKKVFA. 453
NTDB id 509 SM12261 RS00130 WP 078228442.1 ELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITPPKEI.QVIGVTTIQEVLKKVFA. 453
NTDB id 537 SMSK321 RS07120 WP 080550752.1 ELGLTGEIRRVNRIEQRINEAAKLGFTKIYVPKNSLTGITPPMEI.QVIGVTTIQEVLKKVFA. 453
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