
logo MTLRAPASPATAPADHTASELLALLTLRFLTPGNLGPRR I EANLRRHFGSAEGAALACAPLTERLRDRVEPGLDASRSVAAGI
LGGNAKAAAEEAQRAELENKAARERMRG

NTDB id 133683 QR90 RS16515 WP 039686174.1 MTRAAPTPDTSELLALLTLRLTPNLGPRRIEALRRHFGSAGAALCAPLTRLRDVPGLDARSVAGLGNAKAAAEAQAELEKARRMG 85
NTDB id 1314 DR RS00625 WP 010886768.1 MTLPSPAAAHAELLALLTLRFTPGLGPRRIENLRRHFGSAEAALAAPLTELRRVEGLDSRSVAAIGGAKAAEEARAELNKAAERG 85
consensus !! * ! * * !!!!!!!!! !! !!!!!!! !!!!!!!! !!!*!!!! !! !*!!! !!!!**! !!!! !! !!! !! !

logo VTLLGRGLDPGYPAEALEALGDPPAPVLWVLRGAEGGAELLAPEGLGSTVVPHRASVGIVGTRAASPHALVASLTRKTIASGELAARADGVLVI
VVSGLARGI

VD
NTDB id 133683 QR90 RS16515 WP 039686174.1 VTLLGRGLDGYPEALEALGDPPPVLWVLGE.....LPELSVVPRAVGIVGTRAASPHAVSLTRKISGELARADVVVVSGLARGID 165
NTDB id 1314 DR RS00625 WP 010886768.1 VTLLGRGLPGYPAALEALGDPPAVLWVRGAGGAELLAGLGTVPHSVGIVGTRAASPHALALTRTIAGELAAAGVLIVSGLARGVD 170
consensus !!!!!!!!*!!! !!!!!!!!!*!!!! ! *****!* ! !!* !!!!!!!!!!!!!* !!! ! !!!! ! !**!!!!!!!*!

logo TAAHGTAALVEAASGEAGSGSHPSTIG I
VLGSAVDNVIYPRENGHADLAGRLMTVLVI

VSEYPLDGTGPAQHHFPSTRNRLVIAALSAGTVLVVEGERKSGSL
NTDB id 133683 QR90 RS16515 WP 039686174.1 TAAHGAAVEA.....GGHSIGILGSAVNVIYPRENGALAGRLTLISEYPLDTGPAQHHFPTRNRLIAALSAGTLVVEGERKSGSL 245
NTDB id 1314 DR RS00625 WP 010886768.1 TAAHTAALEAASGEASSPTIGVLGSAVDVIYPRENHDLAGRMVVVSEYPLGTGPAQHHFPSRNRVIAALSAGVLVVEGERKSGSL 255
consensus !!!! !!*!!***** *!!*!!!!! !!!!!!!* !!!!* **!!!!! !!!!!!!!!*!!!*!!!!!!! !!!!!!!!!!!!

logo ITATHALDECGRTVFAVPGRAGDPRAASGPHAL IRDGAVLTESAQDVLDTELGNWGLQAPAAPAPSVPDLPPAEQARAVLARALNQATPATLDDLAQAT
NTDB id 133683 QR90 RS16515 WP 039686174.1 ITATHALECGRTVFAVPGRAGDPRAAGPHALIRDGAVLTESAQDVLDELGWGQAPAAPSPDLPPAQARALAALNAPATLDDLQAT 330
NTDB id 1314 DR RS00625 WP 010886768.1 ITATHALDCGRTVFAVPGRAGDPRASGPHALIRDGAVLTESAQDVLTELNWGLAPAPAVPDLPPEQARVLRALQTPATLDDLAAT 340
consensus !!!!!!!*!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!! !! !! !!!** !!!!! !!! ! !!* !!!!!!! !!

logo TGLPS ILPELQTALVMLQLMQGLAEYEVGGRWASRR
NTDB id 133683 QR90 RS16515 WP 039686174.1 TGLPLPELQTALVMLQLMGLAEEVGGRWARR 361
NTDB id 1314 DR RS00625 WP 010886768.1 TGLSIPELQTALVMLQLQGLAYEVGGRWSR. 370
consensus !!!**!!!!!!!!!!!! !!! !!!!!! !*
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