
logo MNIKDEGHIDKSVCSLLDLQLVGNVSTFKNLFTGYGLFHKEETMFAIWQNKKLYLRGEDGEVLAI
TQL ITKLGCEPFTTNELNKRFVL

NTDB id 304944 DV389 RS02745 WP 080358974.1 MNIKDGHIDKVCSLLDLLVGNVTFKNLFTGYGLFHKEETMFAIWQNKKLYLRGEDELATQLIKLGCEPFTTNELNKRFVL 80
NTDB id 1375 HI 0601 AAC22258.1 MNIKDEHIDSVCSLLDQLVGNVSFKNLFTGYGLFHKEETMFAIWQNKKLYLRGEGVLAIQLTKLGCEPFTTNELNKRFVL 80
consensus !!!!! !!! !!!!!! !!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !! !! !!!!!!!!!!!!!!!!!!

logo SQYYALSTDEQI
VLRNSNMRLCRKL I I LS IKQI ILEQKLECTLRKLNRLKDLPNLTIKHERAL IKVGITDNVAMMLRE IGAENALVEL

NTDB id 304944 DV389 RS02745 WP 080358974.1 SQYYALTEQVLRNNMLCRKLIILSIKQIIEQKLECTLRKLNRLKDLPNLTIKHERALIKVGITDVMMLREIGAENALVEL 160
NTDB id 1375 HI 0601 AAC22258.1 SQYYALSDQILRSNRLCRKLIILSIKQILEQKLECTLRKLNRLKDLPNLTIKHERALIKVGITNVAMLREIGAENALVEL 160
consensus !!!!!!**!*!! ! !!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !!!!!!!!!!!!!!

logo KKNSGSGATLDFYWKLVCALQNKNSQMLSQAEKERLLKKLNEVLWRKNGLKGYRKLDDE
NTDB id 304944 DV389 RS02745 WP 080358974.1 KKNGSGATLDFYWKLVCALQNKNSQMLSQAEKERLLKKLNEVLRKNGLKGYRKLDDE 217
NTDB id 1375 HI 0601 AAC22258.1 KKSGSGATLDFYWKLVCALQNKNSQMLSQAEKERLLKKLNEVWRKNGLKGYRKLDDE 217
consensus !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!
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