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NTDB id 1106711 ACN6MT RS12310 WP 419956067.1 MLKSKTRWVVRKSDQQLVKTLENELKITPLVASLLINRGLDTVDSARYFLFGK.EQFHDPFLLKGMDIAVERIREAIEKQ 79
NTDB id 354 BSU 27620 NP 390640.1 MLASKMRWEIQRPDQDKVKSLTEQLHITPLVASLLVKRGFDTAESARLFLHTKDADFYDPFEMKGMKEAADRIKQAISQQ 80
consensus !! !! !! * **!! !!*! !*!!!!!!!!!* !! !! *!!! !!* !* !*!!! *!!! ! *!!* !! !
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NTDB id 1106711 ACN6MT RS12310 WP 419956067.1 EPILIFGDYDADGVSSTTVLMLTLRDLGANVQFYIPNRFTEGYGPNEPAFRRAAENGVKLIITVDTGISAINEAAIAKEL 159
NTDB id 354 BSU 27620 NP 390640.1 EKIMIYGDYDADGVTSTSVMLHTLQKLSAQVDFYIPDRFKEGYGPNEQAFRSIKERGFSLIITVDTGIAAVHEAKVAKEL 160
consensus !*!*!*!!!!!!!!*!!*!***!! ! !*! !!!! !! !!!!!!!*!!! ! ! !!!!!!!!! !**!! *!!!!
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NTDB id 1106711 ACN6MT RS12310 WP 419956067.1 GLDLIITDHHEPGPVLPEALAIIHPKLPDSIYPFRELAGVGVAFKLAHALYGEVPEHLLEIAVIGTIADLVSLKDENRLI 239
NTDB id 354 BSU 27620 NP 390640.1 GLDVIITDHHEPGPELPDVRAIVHPKQPGCTYPFKELAGVGVAFKLAHALLGELPDELLDLAAIGTIADLVPLHDENRLI 240
consensus !!!*!!!!!!!!!! !!* !!*!!! ! * !!!*!!!!!!!!!!!!!!! !!*!**!!**! !!!!!!!!*!*!!!!!!
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NTDB id 1106711 ACN6MT RS12310 WP 419956067.1 AKKGLEKLKVTKNKGLKAILKVAGVDLQSINEETIGFSLAPRINAVGRLESADMAVELLLTDDSYEAEALAQEMDELNKT 319
NTDB id 354 BSU 27620 NP 390640.1 ATLGLERLRRTNRLGLKELIKLSGGDIGEANEETVGFQLAPRLNAVGRIEQADPAVHLLMSEDSFEAEELAAEIDQLNKE 320
consensus ! !!!*!* ! !!! **!* ! !* !!!!*!! !!!!*!!!!!*! !!*!!*!!***!!*!!! !! !*! !!!
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NTDB id 1106711 ACN6MT RS12310 WP 419956067.1 RQSIVNSITLEAIEEVERNYPIDSNSVLVIGKEGWNAGVIGIVASRLVEKFYRPTIVLSFDKEKGLAKGSARSIAGFDLF 399
NTDB id 354 BSU 27620 NP 390640.1 RQKMVSKMTDEAIEMVEQQGL..DQTAIVVAKAGWNPGVVGIVASKLVDRFYRPAIVLGIDEEKGIAKGSARSIRGFNLF 398
consensus !! *! *! !!!! !! * *** ** *!**! !!!*!!*!!!!!*!!**!!!! !!! ! !!!*!!!!!!!! !! !!
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NTDB id 1106711 ACN6MT RS12310 WP 419956067.1 KNLSECRDILPHFGGHPMAAGMTLKLADVSDLRQRLNNLANEQLTEDDFIPITTLDHEIQVEEINLSSLDELNLLAPFGM 479
NTDB id 354 BSU 27620 NP 390640.1 ESLSECRDILPHFGGHPMAAGMTLKAEDVPDLRSRLNEIADNTLTEEDFIPVQEVDLVCGVEDITVESIAEMNMLSPFGM 478
consensus !!!!!!!!!!!!!!!!!!!!!!! !!*!!! !!! *! !!!*!!!!* *!* * !!*! * !* !*!*! !!!!
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NTDB id 1106711 ACN6MT RS12310 WP 419956067.1 DNPKPKVLISNVEISTMRKIGSEQNHLKVMVNRNGTNLDGIGFGLGPLFDHISPASKISLIGELAVNEWNNNRKPQIFIQ 559
NTDB id 354 BSU 27620 NP 390640.1 LNPKPHVLVENAVLEDVRKIGANKTHVKMTIRNESSQLDCVGFNKGELQEGIVPGSRISIVGEMSINEWNNRKKPQLMIK 558
consensus !!!!*!!* ! * *!!!! !*!* * **!!**!! !*! **! !*!*!!**!!* *!!!!! *!!!* !
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NTDB id 1106711 ACN6MT RS12310 WP 419956067.1 DVSVESWQLFDHRGVKRIHSMVTTIPNEKRKYIIFNRDQIEKMDP.AVTSEVILIENEADAKAFDSHQANVVLVDLPPSK 638
NTDB id 354 BSU 27620 NP 390640.1 DAAVSEWQLFDLRGKRTWEDTVSALPSAKRAIVSFKEDSTTLLQTEDLRREVHVISSKDQAKAFDLDGAYIVLLDPPPSL 638
consensus ! ! !!!!!*!! * * !* *! !! * ! ! * ** * !!**! !!!!! * ! *!!*!*!!!
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NTDB id 1106711 ACN6MT RS12310 WP 419956067.1 DLLHHLFNGKRPARIYAFFDKENSDFFSTIPTRDHFKWFYAFLLKKGPIDLGRYGDEIAKHRGWSTETITFMSKVFSELD 718
NTDB id 354 BSU 27620 NP 390640.1 DMLARLLEGKAPERIYFIFLNHEDHFLSTFPARDHFKWYYAFLLKRGAFDVKKHGSELAKHKGWSVETINFMTKVFFDLG 718
consensus !*!**! !! ! !!! ! * *! !! ! !!!!!!*!!!!!!*!* !* **! !*!!!*!!! !!! !!*!!! *!
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NTDB id 1106711 ACN6MT RS12310 WP 419956067.1 FVTINNGFITLNQQSQKRDLTDSVTYQTKQAQFALERDLLFSSFQQLKSWFDQVIEESVTTRGGIT.. 784
NTDB id 354 BSU 27620 NP 390640.1 FVKIENGVLSVVSGAKKRDLTDSQTYQAKQQLMELDQKLNYSSAEELKEWLNKLMKQDSEAYESTRRT 786
consensus !! ! !! *** !!!!!!! !!! !! !* ! *!! !! ! ** **

X non conserved

X similar

X ≥ 50% conserved


