
logo MEDHAHFSDQGNLKVMVIDDSKMTIRRTAETLLKQREVGCEVITAVDGFDEALASKIADEAGHNPDRI IVFVDIAMMPRLDGYQTCAL IKNNSQSANFYKQNS ITPVI
NTDB id 58348 AVCA6 RS01505 WP 012699006.1 MEHHSDGLKVMVIDDSKMIRRTAETLLKRVGCEVITAVDGFDALAKIADGHPRIIFVDIAMPRLDGYQTCALIKNNSAFKSTPVI 85
NTDB id 1047 H0N27 RS03110 WP 000389061.1 MEDAFQNLKVMVIDDSKTIRRTAETLLQREGCEVITAVDGFEALSKIAEANPDIVFVDIMMPRLDGYQTCALIKNSQNYQNIPVI 85
consensus !!** !!!!!!!!!! !!!!!!!!! ! !!!!!!!!!!!*!! !!!***! !*!!!! !!!!!!!!!!!!!!! * !!!

logo MLSSKRDGLFDKQAKGR I
VVGSDEEQYLTKPFGSKDEELLGNAIRANHVPSDSFVPLEQAS

NTDB id 58348 AVCA6 RS01505 WP 012699006.1 MLSSRDGLFDKAKGRIVGSEQYLTKPFGKEELLGAIRAHVPDFVPLEQAS 135
NTDB id 1047 H0N27 RS03110 WP 000389061.1 MLSSKDGLFDQAKGRVVGSDEYLTKPFSKDELLNAIRNHVSS........ 127
consensus !!!!*!!!!! !!!!*!!!* !!!!!! !*!!! !!! !!* ********
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