
logo MNIKDEHIDNNSVCLSLLDQLVGNVSTFKNLFTGYGLFHKEETMFAIWQNKKLYLRGEDGEVLAIQLSTKLGCEPFTTNELNKRFVL
NTDB id 304466 DV427 RS03410 WP 114891301.1 MNIKDEHINNVCLLLDQLVGNVTFKNLFTGYGLFHKEETMFAIWQNKKLYLRGEDELAIQLSKLGCEPFTTNELNKRFVL 80
NTDB id 1375 HI 0601 AAC22258.1 MNIKDEHIDSVCSLLDQLVGNVSFKNLFTGYGLFHKEETMFAIWQNKKLYLRGEGVLAIQLTKLGCEPFTTNELNKRFVL 80
consensus !!!!!!!! !! !!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!*!!!!!!!!!!!!!!!!!!

logo SQYYALSDQI
V
L
MRNSNMRLCRKL I I LS IKQQI LRENQKRLDECRTLRKLNRLKDLPNLTIKHERAL IKVGITDNVAMLRE IGAENALVEL

NTDB id 304466 DV427 RS03410 WP 114891301.1 SQYYALSDQVMRNNMLCRKLIILSIQQIRNQRLDRTLRKLNRLKDLPNLTIKHERALIKVGITDVAMLREIGAENALVEL 160
NTDB id 1375 HI 0601 AAC22258.1 SQYYALSDQILRSNRLCRKLIILSIKQILEQKLECTLRKLNRLKDLPNLTIKHERALIKVGITNVAMLREIGAENALVEL 160
consensus !!!!!!!!!**! ! !!!!!!!!!! !! !*!**!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!

logo KKSGSGATLDFYWKLVCALQNKNSQFMLSQASEKERLLKKLNE I
V
L
WRKNGLKGYRKLDDE

NTDB id 304466 DV427 RS03410 WP 114891301.1 KKSGSGATLDFYWKLVCALQNKNSQFLSQSEKERLLKKLNEILRKNGLKGYRKLDDE 217
NTDB id 1375 HI 0601 AAC22258.1 KKSGSGATLDFYWKLVCALQNKNSQMLSQAEKERLLKKLNEVWRKNGLKGYRKLDDE 217
consensus !!!!!!!!!!!!!!!!!!!!!!!!! !!! !!!!!!!!!!!* !!!!!!!!!!!!!!
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