
logo MKTAIKQKGI IVTLTATI L I F I SGLLMTAVFI LLFLDDSHTLRSFFLRAQQMNQRKHYVERTLQTLQKMTASATEKKQNTACKLDNLPLDNNNSEKSVKRQI S IAT
NTDB id 111173 ACMCNG RS02090 WP 226692981.1 MKAKKGIVTTAILIFISGLLMVILLFDDSTLRFFLAQQMQRKHYVERTLTLQKMTSAEKQNACKNLPLDNSEKVRQISIT 80
NTDB id 1352 HI 0940 AAC22604.1 MTIQKGIITLTILIFISGLLTAFLLLDDSHLSFFRAQQNQRKHYVERTLQLQKMTATKKQTACLDLPLNNNESVKQISIA 80
consensus ! !!!*! !!!!!!!!! !! !!!*! !! !!! !!!!!!!!!! !!!!! !! !! !!! ! ! !*!!!!

logo LDEGASNTDAIQYFSLWCEQRMVAS ILFKKSTPKTKGDVNQGALFLDKDHF IVRTDMEKNLASEYFRPHFLSRSPAPNR I
PLLNASNKQI

MPKQI
LYWFDSDQNSQAETVWE INSGKTV

NTDB id 111173 ACMCNG RS02090 WP 226692981.1 LDGANDAIQYSLWCQRVAIFKKTPTKGVNQGLFDHFIRMENLSEFRPHFLRPANPLLSNQIPQIYWFDQNQATWEISGKV 160
NTDB id 1352 HI 0940 AAC22604.1 LEGSTDAIQYFLWCERMSLFKKSPKKGDNQGALKDFVTDEKLAYFRPHFSSPPRILNANKMPKLYWFSDSQAEVEINGTV 160
consensus !*! !!!!! !!! !* *!!!*! !! !!! *!* ! ! !!!!! !* *! ! *! *!!! !! !! ! !
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NTDB id 111173 ACMCNG RS02090 WP 226692981.1 QGILIAEGDLTLRGNGRISGAIITGGTLTLEGVTVAYGKKVIEPLVWQYSKWQLAEKSWSDFKISSE 227
NTDB id 1352 HI 0940 AAC22604.1 SAVLIAEGDLKLTGKGRISGAVITSGNLTLDGVTLAYGKKTVVALVQQYSQWQLAEKSWSDFNVQDE 227
consensus **!!!!!!! ! ! !!!!!!*!! ! !!!*!!!*!!!!! * *!! !!! !!!!!!!!!!! * !

X non conserved

X similar

X ≥ 50% conserved


