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NTDB id 1143792 A8Q77 RS03140 WP 064130415.1 MRRTNILKTGRLKSKQQEQGFTLFIVMMVMIVVAFLVVAATQSYNTEQRISVNDADRKFALELAEAALREGENQIVDFE. 79
NTDB id 1139 NGFG RS02435 WP 003687918.1 MRKQNTLT..GIPTSDGQRGSALFIVLMVMIVVAFLVVTAAQSYNTEQRISANESDRKLALSLAEAALREGEFQVLDLEY 78
consensus !!* ! ! ** *** ! !!!!*!!!!!!!!!!! ! !!!!!!!!!! !* !!! !! !!!!!!!!!! !**! !*

logo

TADSD
KVTFSAEDNCEQKGLCATASAVGNSVARATNVNNGNEEVFGNIVVQVGNNTLPTI

VEAEVKTGRNSCTPAKWKSGRKMCNGSSTGKLC IDENTNQGRVEIYEKTAGATGKFNSVSK
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NTDB id 1143792 A8Q77 RS03140 WP 064130415.1 KPRYIIEYIRTQDDGAVIFRVTSRAWGRNKNTVVTLQSYVQVG... 186
NTDB id 1139 NGFG RS02435 WP 003687918.1 MPRYIIEYLGEKN.NQNIYRVTAKAWGKNANTVVVLQSYVGNNDEQ 203
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