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NTDB id 1082793 ACK1LH RS14995 WP 411333496.1 MLKAKNRWDVHEHHPEKMNELMSTLNLTPLVASLLLNRGIESADAADQFLHIEKHGFHDPFTLLGMDKAVQRIHSAIEHG 80
NTDB id 354 BSU 27620 NP 390640.1 MLASKMRWEIQRPDQDKVKSLTEQLHITPLVASLLVKRGFDTAESARLFLHTKDADFYDPFEMKGMKEAADRIKQAISQQ 80
consensus !! ! !!*** ***!* ! !**!!!!!!!!* !! **!* ! !!! * !*!!! * !! ! !!* !! *

logo EKI LMI FYGDYDADGVSTSTSVVMLEHTLHQKSLGSANQAVDFYIPDNRFKTEGYGPNEPQAFRKSAIKRENRGFYGSL I ITVDTGIASAVHNEAAKLVAKEL
NTDB id 1082793 ACK1LH RS14995 WP 411333496.1 EKILIFGDYDADGVSSTVVMLETLHSLGANADFYIPNRFTEGYGPNEPAFRKARENGYGLIITVDTGISAVNEAALAKEL 160
NTDB id 354 BSU 27620 NP 390640.1 EKIMIYGDYDADGVTSTSVMLHTLQKLSAQVDFYIPDRFKEGYGPNEQAFRSIKERGFSLIITVDTGIAAVHEAKVAKEL 160
consensus !!!*!*!!!!!!!!*!! !!!*!!* ! !* !!!!! !! !!!!!!!*!!! *! !* !!!!!!!!! !!*!! *!!!!

logo GLVDLVI ITDHHEPGPEVLPDAVRYAI IVHPKQPGCTYAPFKELAGVGVAFKLAHALLSGETLVPDEEHLLDE I
LAAIGTIADLVPLHDENRL I

NTDB id 1082793 ACK1LH RS14995 WP 411333496.1 GVDLIITDHHEPGPVLPDAYAIIHPKQPGCTYAFKELAGVGVAFKLAHALSGTVPEHLLEIAAIGTIADLVPLHDENRLI 240
NTDB id 354 BSU 27620 NP 390640.1 GLDVIITDHHEPGPELPDVRAIVHPKQPGCTYPFKELAGVGVAFKLAHALLGELPDELLDLAAIGTIADLVPLHDENRLI 240
consensus !*!*!!!!!!!!!! !!! !!*!!!!!!!!!*!!!!!!!!!!!!!!!!! ! *!**!!**!!!!!!!!!!!!!!!!!!!
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NTDB id 1082793 ACK1LH RS14995 WP 411333496.1 ARLGIQQMNRTERTGLKALLKAAGADGKEVNEETIGFAVGPRINAVGRLETADPAVRLLMSADSEEAAELAVYIDGLNKE 320
NTDB id 354 BSU 27620 NP 390640.1 ATLGLERLRRTNRLGLKELIKLSGGDIGEANEETVGFQLAPRLNAVGRIEQADPAVHLLMSEDSFEAEELAAEIDQLNKE 320
consensus ! !!* * !! ! !!! !*! !*! ! !!!!*!! **!!*!!!!!*! !!!!!*!!!! !! !! !!! !! !!!!
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NTDB id 1082793 ACK1LH RS14995 WP 411333496.1 RQKIVSQITDEAIEQVETLYPADQHSVLVLAKEGWNPGVVGIVASRIVEKYYRPTIILCIDPEKGTAKGSARSIAGFDLF 400
NTDB id 354 BSU 27620 NP 390640.1 RQKMVSKMTDEAIEMVEQQG..LDQTAIVVAKAGWNPGVVGIVASKLVDRFYRPAIVLGIDEEKGIAKGSARSIRGFNLF 398
consensus !!!*!! *!!!!!! !! ** ** *!*!! !!!!!!!!!!!!**!***!!! !*!*!!*!!! !!!!!!!! !! !!
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NTDB id 1082793 ACK1LH RS14995 WP 411333496.1 ANLSECRDILPHFGGHPMAAGMTLELQHVDQLRDRLNNLASATLKEEDFIPIKTIDAACSLADVSVESIEKIAKLAPFGM 480
NTDB id 354 BSU 27620 NP 390640.1 ESLSECRDILPHFGGHPMAAGMTLKAEDVPDLRSRLNEIADNTLTEEDFIPVQEVDLVCGVEDITVESIAEMNMLSPFGM 478
consensus !!!!!!!!!!!!!!!!!!!!!! *!* !! !!! *! !! !!!!!!* *! ! * !**!!!! * ! !!!!
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NTDB id 1082793 ACK1LH RS14995 WP 411333496.1 GNPKPLFLLESVQVGSMRKIGSDQTHLKLAVEQDQKQLDCIGFGFGHLHDHMAPLAKVSLVGELSINEWNNFRKPQLMIQ 560
NTDB id 354 BSU 27620 NP 390640.1 LNPKPHVLVENAVLEDVRKIGANKTHVKMTIRNESSQLDCVGFNKGELQEGIVPGSRISIVGEMSINEWNNRKKPQLMIK 558
consensus !!!!* !*! * *!!!! !!*!* * ** !!!!*!! !*!**** ! **!*!!!*!!!!!!! *!!!!!!
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NTDB id 1082793 ACK1LH RS14995 WP 411333496.1 DLAVNEWQLFDARGSRDLNKTLDKMKDKENVYVVFQKETLSMLKDSG....QDIVYLEDEGSAEKIQGKYITFVDTPTSI 636
NTDB id 354 BSU 27620 NP 390640.1 DAAVSEWQLFDLRGKRTWEDTVSALPSAKRAIVSFKEDSTTLLQTEDLRREVHVISSKDQAKAFDLDGAYIVLLDPPPSL 638
consensus ! !! !!!!!! !! ! !* ** ! ! ** **! **** *** ! * ! * ! !! *!*!*!*

logo

D
E
M
RLADARLFLEGNKVAFPER IYAF IVFHLNQHETDHFFLASTFIPATRDHFKWYYAGFLKLKQKREGATFDLVKKHAGESAELAKRHKGWSSVETINFMS

T
K
QVFFDLEG

NTDB id 1082793 ACK1LH RS14995 WP 411333496.1 ERLDALFENVFPERIYAVFHQHTDHFFATIPTRDHFKWYYGFLKQKETFDLKKHAEALARHKGWSSETINFMSQVFFDLE 716
NTDB id 354 BSU 27620 NP 390640.1 DMLARLLEGKAPERIYFIFLNHEDHFLSTFPARDHFKWYYAFLLKRGAFDVKKHGSELAKHKGWSVETINFMTKVFFDLG 718
consensus * ! ! ! !!!!! *!**! !!! ! ! !!!!!!!!*!! * !!*!!!* !!*!!!!! !!!!!!* !!!!!
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NTDB id 1082793 ACK1LH RS14995 WP 411333496.1 FATIDNGIISVNHQPPKRDLSESSSYSAKLSQLELENTLLYSSYQDLKKWFDDRMKQSKALVNA.... 780
NTDB id 354 BSU 27620 NP 390640.1 FVKIENGVLSVVSGAKKRDLTDSQTYQAKQQLMELDQKLNYSSAEELKEWLNKLMKQDSEAYESTRRT 786
consensus ! !*!!**!! * **!!!!**! *! !! *!!** ! !!! *!! ! !!! ****
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X ≥ 50% conserved


