
logo MCTRKQQGFTL ITELL IV I
MAIAAIMATIALPNMSGWIASRR IASHAEQVANLLRFSRGEAVRLNLPVYICPAVQVKKDGATPVDNNQRCDFL

NTDB id 80975 HT085 RS02690 WP 003690897.1 MCTRKQQGFTLIELLIVIAIAAIMATIALPNMSGWIASRRIASHAEQVANLLRFSRGEAVRLNLPVYICPAQVKKDGTVDNQCDL 85
NTDB id 1136 NGFG RS02420 WP 003687912.1 MCTRKQQGFTLTELLIVMAIAAIMATIALPNMSGWIASRRIASHAEQVANLLRFSRGEAVRLNLPVYICPVQVKKDGAPNNRCDF 85
consensus !!!!!!!!!!! !!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!! * ! !!

logo

G
SKKEGQRGMLAFGDKNDGNKAYDGNDSTAVDVFLRNSVVLNDDI

T
D
KDKSR INYATFNHIAFGQSSTQRPSTADRVVWTFNQNGTFGYLSPSDQRNLKDNNSKF

NTDB id 80975 HT085 RS02690 WP 003690897.1 GKKEQGMLAFGDKNDNKAYDGDSADVFLRNVVLNDDIKDKRINYTFNHIAFGQTRSTADRVVWTFNQNGTFGYSSDRNLKNNSKF 170
NTDB id 1136 NGFG RS02420 WP 003687912.1 SKKGRGMLAFGDKNGNKAYDNDTVDVFLRSVVLND.TDDSRINYAFNHIAFGSSQPTADRVVWTFNQNGTFGYLPDQNLKDNSKF 169
consensus !! !!!!!!!!! !!!!! !* !!!!! !!!!!* ! !!!! !!!!!!! * *!!!!!!!!!!!!!!!!! *! !!! !!!!

logo VYSDGYIQIVLTDAKRAVSADAGDEKKFRSAVVL IDNSSGRVEVCPRKRNDRTRAVCKQH
NTDB id 80975 HT085 RS02690 WP 003690897.1 VYSDGYIQIVLTDAKAVSAGEKKFRSAVVLIDSSGRVEVCPRNDRRAVCQH 221
NTDB id 1136 NGFG RS02420 WP 003687912.1 VYSDGYIQIVLTDARAVSDADKKFRSAVVLINSSGRVEVCRKNDTRAVCKH 220
consensus !!!!!!!!!!!!!!*!!! **!!!!!!!!!! !!!!!!!!**!! !!!! !
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