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NTDB id 123008 BMMGA3 RS11885 WP 004435979.1 MLKSKTRWVVRQSDRKKAEKLMQELNITPLVASLLVNRGIDTVESARYFLFPKDQSFHDPYLFKDMDKAVERIRLAIERQ 80
NTDB id 354 BSU 27620 NP 390640.1 MLASKMRWEIQRPDQDKVKSLTEQLHITPLVASLLVKRGFDTAESARLFLHTKDADFYDPFEMKGMKEAADRIKQAISQQ 80
consensus !! !! !! * *! ! ! !*!!!!!!!!!! !! !! !!!! !!**!! !*!!* ! ! ! *!!* !! !

logo EKP I LMIYGDYDADGVSTSTSVML
M
H
MTLQRDKLGSANQVDFYIPDNRFKSEGYGPNEAQAFRLSAIAKEKRGFKSL I ITVDTGIASALVHEAKNVAKSEL

NTDB id 123008 BMMGA3 RS11885 WP 004435979.1 EPILIYGDYDADGVSSTSVMMMTLRDLGANVDFYIPNRFSEGYGPNEAAFRLAAKRGFKLIITVDTGISALHEANVASEL 160
NTDB id 354 BSU 27620 NP 390640.1 EKIMIYGDYDADGVTSTSVMLHTLQKLSAQVDFYIPDRFKEGYGPNEQAFRSIKERGFSLIITVDTGIAAVHEAKVAKEL 160
consensus !*!*!!!!!!!!!!*!!!!!**!! ! !*!!!!!! !! !!!!!!! !!! !!! !!!!!!!!! !*!!! !! !!
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NTDB id 123008 BMMGA3 RS11885 WP 004435979.1 GIDLIITDHHEPGPVLPKALAIIHPKLKDSTYPFRELAGVGVAFKLSHALYGHVPEHFLEIVAIGTIADLVSLKGENRLI 240
NTDB id 354 BSU 27620 NP 390640.1 GLDVIITDHHEPGPELPDVRAIVHPKQPGCTYPFKELAGVGVAFKLAHALLGELPDELLDLAAIGTIADLVPLHDENRLI 240
consensus !*!*!!!!!!!!!! !! !!*!!! * *!!!!*!!!!!!!!!!! !!! !**!** !** !!!!!!!!!*!* !!!!!
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NTDB id 123008 BMMGA3 RS11885 WP 004435979.1 AYKGIQQLKATKNIGLQSLLKLSGIEPESIDEETIGFVIAPRLNAAGRLESAEPAVDLLLTDDQDKAEMLAKKIDLLNKE 320
NTDB id 354 BSU 27620 NP 390640.1 ATLGLERLRRTNRLGLKELIKLSGGDIGEANEETVGFQLAPRLNAVGRIEQADPAVHLLMSEDSFEAEELAAEIDQLNKE 320
consensus ! !* !* ! *!! !*!!!! ** !!!*!! *!!!!!! !!*! !*!!!*!!***! !! !! !! !!!!
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NTDB id 123008 BMMGA3 RS11885 WP 004435979.1 RQELVNAITEEAIKEVESYYPPEENQVLVIGKEGWNSGVIGIVASRLVEKFYRPVIVFSFDTEKGLAKGSARSIDGFDLF 400
NTDB id 354 BSU 27620 NP 390640.1 RQKMVSKMTDEAIEMVEQQG..LDQTAIVVAKAGWNPGVVGIVASKLVDRFYRPAIVLGIDEEKGIAKGSARSIRGFNLF 398
consensus !! *! *!*!!! !! ** ** *!**! !!!*!!*!!!!!*!!**!!!! !! ! !!!*!!!!!!!! !! !!
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NTDB id 123008 BMMGA3 RS11885 WP 004435979.1 KNLSACRDILPHFGGHPMAAGMNLHLKDVDELRIRLNDLAKEQLTEEDFIPKTYLDGKIELSDIHLTAIEQMQMLAPYGV 480
NTDB id 354 BSU 27620 NP 390640.1 ESLSECRDILPHFGGHPMAAGMTLKAEDVPDLRSRLNEIADNTLTEEDFIPVQEVDLVCGVEDITVESIAEMNMLSPFGM 478
consensus !! !!!!!!!!!!!!!!!!! !* !!**!! !!!**! !!!!!!!! *! * * !!** ! !*!! !*!*
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NTDB id 123008 BMMGA3 RS11885 WP 004435979.1 DNPKPKVMIENVNIAAIRKIGSDQSHLKITIESNGASLDGIGFGLGHYYEHISPFSKLSVIGELAINEWNNIRKPQVFLQ 560
NTDB id 354 BSU 27620 NP 390640.1 LNPKPHVLVENAVLEDVRKIGANKTHVKMTIRNESSQLDCVGFNKGELQEGIVPGSRISIVGEMSINEWNNRKKPQLMIK 558
consensus !!!!*!**!! * *!!!! *!*!*!! !!**!! !* !*! ! !**!**!!* !!!!!! *!!!* *
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NTDB id 123008 BMMGA3 RS11885 WP 004435979.1 DLAVQSWQLFDFRGLKRFDKLAELVPRENRKWIVFNEENVPKFK.GILNDEICLITSCEDAIKMEVDGLNLVLADLPPSK 639
NTDB id 354 BSU 27620 NP 390640.1 DAAVSEWQLFDLRGKRTWEDTVSALPSAKRAIVSFKEDSTTLLQTEDLRREVHVISSKDQAKAFDLDGAYIVLLDPPPSL 638
consensus ! !! !!!!! !! * ** *! ! * ! !* * * ! !* *!*!** ! **!! *!! !*!!!
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NTDB id 123008 BMMGA3 RS11885 WP 004435979.1 KILEHLLAGKKPARIYAQFYKENSDFFSTMPTRDHFKWFYAFLAKKGTFDLKRHGDDLAKYRGWTKETIEFMSQVFFELK 719
NTDB id 354 BSU 27620 NP 390640.1 DMLARLLEGKAPERIYFIFLNHEDHFLSTFPARDHFKWYYAFLLKRGAFDVKKHGSELAKHKGWSVETINFMTKVFFDLG 718
consensus *! *!! !! ! !!! ! * *! !! ! !!!!!!*!!!! !*! !!*!*!! *!!!**!!* !!! !!* !!!*!
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NTDB id 123008 BMMGA3 RS11885 WP 004435979.1 FVTINNGFITLEKNISKRDLSDSKTYQKKLAQFTLENDLLYSSFQQLKGWFDKLFQESVKNEEAMKEWI 788
NTDB id 354 BSU 27620 NP 390640.1 FVKIENGVLSVVSGAKKRDLTDSQTYQAKQQLMELDQKLNYSSAEELKEWLNKLMKQDSEAYESTRRT. 786
consensus !! ! !! *** !!!!*!! !!! ! !** ! !!! !! ! !! ! * *
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