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NTDB id 55842 GHH RS13070 WP 015375482.1 MLKAKTRWEVERLDEQTVRRLAEEAGVTPLLARLLVRRGVRTASEAAAFLNPLRQPFHDPFLLDGMERAIQRLKRAIDAGERVLV 85
NTDB id 354 BSU 27620 NP 390640.1 MLASKMRWEIQRPDQDKVKSLTEQLHITPLVASLLVKRGFDTAESARLFLHTKDADFYDPFEMKGMKEAADRIKQAISQQEKIMI 85
consensus !! ! !!!* !*! !* ! ! **!!!*! !!!*!! !! ! !!** *!*!!! * !! ! !*! !! !****
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NTDB id 55842 GHH RS13070 WP 015375482.1 YGDYDADGVCSTSVMVSALKEAGASVEFYIPNRFTEGYGPNMAAFRSAKERGVSVIVTVDNGIAAVKEIAAANEWGMDVIVTDHH 170
NTDB id 354 BSU 27620 NP 390640.1 YGDYDADGVTSTSVMLHTLQKLSAQVDFYIPDRFKEGYGPNEQAFRSIKERGFSLIITVDTGIAAVHEAKVAKELGLDVIITDHH 170
consensus !!!!!!!!!*!!!!!** ! ! !*!!!! !! !!!!!! !!!! !!!! !*!*!!! !!!!!*! ! ! !*!!!*!!!!
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NTDB id 55842 GHH RS13070 WP 015375482.1 EPGPVLPEAHAIIHPKQPGSTYPFRDLAGVGVAFKVAHALLGRVPRHLLDLVAIGTIADLVPLVGENRLFVAHGLEALRATERIG 255
NTDB id 354 BSU 27620 NP 390640.1 EPGPELPDVRAIVHPKQPGCTYPFKELAGVGVAFKLAHALLGELPDELLDLAAIGTIADLVPLHDENRLIATLGLERLRRTNRLG 255
consensus !!!! !!* *!!*!!!!!!*!!!!**!!!!!!!!!*!!!!!! *! *!!!! !!!!!!!!!!!* !!!! *!!! !! ! !*!
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NTDB id 55842 GHH RS13070 WP 015375482.1 LRALFRQCRIDAAAINEQTVGFVIAPRLNAAGRLGGADPAVALLMTDDENEAVQLAAEMDELNRERQQLVAQIAEEAADMVRRQF 340
NTDB id 354 BSU 27620 NP 390640.1 LKELIKLSGGDIGEANEETVGFQLAPRLNAVGRIEQADPAVHLLMSEDSFEAEELAAEIDQLNKERQKMVSKMTDEAIEMVEQQG 340
consensus !* ! * * ! * !! !!!! *!!!!!! !!* !!!!!*!!!**! !! !!!!*! !!*!!! *! * *!! *!! !
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LLPHFGGHPMAAGMTLAK

NTDB id 55842 GHH RS13070 WP 015375482.1 PPEEHRVLVVAGEGWNAGVVGIVASKLVEQFYRPAVVLSIDREKGIAKGSARSIHGFDLFASLSQCRDLLPHFGGHPMAAGMTLA 425
NTDB id 354 BSU 27620 NP 390640.1 L..DQTAIVVAKAGWNPGVVGIVASKLVDRFYRPAIVLGIDEEKGIAKGSARSIRGFNLFESLSECRDILPHFGGHPMAAGMTLK 423
consensus ***** *!!! !!!*!!!!!!!!!!!* !!!!!*!! !! !!!!!!!!!!!!*!! !! !!! !!!*!!!!!!!!!!!!!!!
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NTDB id 55842 GHH RS13070 WP 015375482.1 LDDVEELRQRLNAIAAETLSEDDFTPPTFIDASCSIAELTLDAARGLERFAPFGVGNPRPLVLIEGASVETMRRVGANGAHMKAV 510
NTDB id 354 BSU 27620 NP 390640.1 AEDVPDLRSRLNEIADNTLTEEDFIPVQEVDLVCGVEDITVESIAEMNMLSPFGMLNPKPHVLVENAVLEDVRKIGANKTHVKMT 508
consensus *!!**!! !!! !! !!*!*!! !* *! ! * **!** * !!!* !!*!*!!*! ! *! *!**!!! !*!

logo

F
I
R
S
N
Q
D
E
G
S
A
S
A
Q
I
LDAC I

VGFGNKLGEPLCQEEGIAVPDGASR I SAIVGELMS IVNEWNGNFRAKKPQLMS ILCKDALAVSDECWQLFDLVRGCKRDTVWERDPLTLVESARLPKSAEKRAL IVVSF
NTDB id 55842 GHH RS13070 WP 015375482.1 FSQDGAAIDAIGFGLGPLCEEIAPDARISAVGELSVNEWNGFAKPQLSLCDLAVSDCQLFDVRGCRDVRPLLERLPKEKRLVVSF 595
NTDB id 354 BSU 27620 NP 390640.1 IRNESSQLDCVGFNKGELQEGIVPGSRISIVGEMSINEWNNRKKPQLMIKDAAVSEWQLFDLRGKRTWEDTVSALPSAKRAIVSF 593
consensus ** *!**!! !*!*! ! ! !!! !!!*!*!!!! !!!! **! !!!**!!!!*!!*! * * !! !! *!!!
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VVLLDPVPPRSLADLMLASARLLEGGSGKARPAER IYAF IVFALNQHPEADHQFFLRSTFPATRDEHFKWFYY
NTDB id 55842 GHH RS13070 WP 015375482.1 RCETGQRPDVAPFRGELHCVPTEEEAGALSIDDRYVVLLDVPPRLALLSALLGSGRPARIYAVFAQPEAQFFRTFPTREHFKWFY 680
NTDB id 354 BSU 27620 NP 390640.1 KEDSTTLLQTEDLRREVHVISSKDQAKAFDLDGAYIVLLDPPPSLDMLARLLEGKAPERIYFIFLNHEDHFLSTFPARDHFKWYY 678
consensus **** * * ! !*!**** * ! ! *! !*!!!!*!! ! *! !! ! !!! *! * ! *! !!! !*!!!!*!
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LSLVVHSGQAPAKKRDLHTDESPQTYQRARKRQRDQELLMEALDEHQKQLNVYSSTAYE
NTDB id 55842 GHH RS13070 WP 015375482.1 AFLHQHRSFPLAKRGGELARARGWTEETVHFMAKVFLELDFISEQNGVISLVHQPAKRDLHESPTYRRRRDELEAEHQLVYSTYE 765
NTDB id 354 BSU 27620 NP 390640.1 AFLLKRGAFDVKKHGSELAKHKGWSVETINFMTKVFFDLGFVKIENGVLSVVSGAKKRDLTDSQTYQAKQQLMELDQKLNYSSAE 763
consensus !!!* * !** !*! !!!***!!* !!**!! !!! *! !* !!!*!*!* * !!!!**!*!! * *! ** ! !!* !
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NTDB id 55842 GHH RS13070 WP 015375482.1 QLKRCLAEMTRSQTHEEANVSWT 788
NTDB id 354 BSU 27620 NP 390640.1 ELKEWLNKLMKQDSEAYESTRRT 786
consensus !! *! * * ** !

X non conserved

X similar

X ≥ 50% conserved


