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NTDB id 177411 A4H00 RS00970 WP 157770963.1 ....................MGSCFLPLPYYVESPGGASDIRSVLTVAGKKDDKPGSYNFVYIQVKPATAVQLLFAALDS 60
NTDB id 360 SMU RS02495 WP 002262039.1 MKTNKKFKWWLISGISLILLLMVFFFPLPYYLEMPGGAYDIRSVVTVNHKEDKEKGSYNFVAVSLSKATPIQVLYAWLTP 80
consensus ********************* *! !!!!!*! !!!! !!!!!*!! *! ! *!!!!!! * * *!!**!*!*! ! *
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NTDB id 177411 A4H00 RS00970 WP 157770963.1 HSDIIPKKELAGGANSEEFYRINQFYMETSQNMAKYQGLKLAKKDTSLEFFGVYVLNVTDDSTFKQILNIADTVVSVNGK 140
NTDB id 360 SMU RS02495 WP 002262039.1 FTEITSAKETTGGVSDADYMRINQFYMETSQNGAIYKALSLAHKKASFNYMGVYVLQVSRNSTFKGVLNIADTVTGVNDK 160
consensus ***! * !! !! ** !!!!!!!!!!!! ! ! *! !!*! ! * !!!!!*!* !!!! *!!!!!!! !! !

logo TFHKSSKPEL IDKYVSGLKTLGSDKVESVGQYLTSESGNKEKKLTAKGKI
V IKRLESNGKNGIG IGLVDHTEKVKTSDSDEKIDEFQSTGNGNIGGPSAGLMF

NTDB id 177411 A4H00 RS00970 WP 157770963.1 TFKSSPELIDYVSGLTLGSDVEVGYLSSGKELTAKGKIIRLENGKNGIGIGLVDHTEVKSSEKIDFQTGNIGGPSAGLMF 220
NTDB id 360 SMU RS02495 WP 002262039.1 TFHSSKELIKYVSGLKLGSKVSVQYTSENKKKTAKGKVIKLSNGKNGIGIGLVDHTKVTSDDKIEFSTNGIGGPSAGLMF 240
consensus !!*!!*!!! !!!!! !!! ! ! ! ! ! !!!!!*!*! !!!!!!!!!!!!!! ! ! *!!*! ! !!!!!!!!!!

logo TLADIYDTQLAVDKEPDLRDKGR I
V IAGTGTI EGEQDGSVGDIGGADKMKVALASAADKRAIGNADS I FFAVPNNPVDSKPAE I

TLKKQKNPDKAKLTNYEQEAKMEQA
NTDB id 177411 A4H00 RS00970 WP 157770963.1 TLAIYTQLADPDLRDGRVIAGTGTIEQDGSVGDIGGADKKVLSAAKAGASIFFAPNNPVDPEILKQKPDAKTNYEEAMEA 300
NTDB id 360 SMU RS02495 WP 002262039.1 TLDIYDQLVKEDLRKGRIIAGTGTIGEDGSVGDIGGADMKVAAADRINADIFFVPNNPVSKATLKKNPKALTNYQEAKQA 320
consensus !! !! !! *!!! !!*!!!!!!! !!!!!!!!!!! !! ! * ! !!! !!!!! * !! ! ! !!! !! !
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NTDB id 177411 A4H00 RS00970 WP 157770963.1 VKRDKLTIQVVPVTNVQEAIDYLKKTKGQ 329
NTDB id 360 SMU RS02495 WP 002262039.1 AKKLGTKMKIVPVKNVQEAIDYLRKH... 346
consensus !* * *!!! !!!!!!!!!*!****
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