
logo MCTRKQQGFTLTELL IVMAVIAAIMAMTIALPNMSGQWIASRR IASHAEQVANLLRFSRGEAVRLNLPVYICPVQVKKDGGAPN
NTDB id 305747 DV144 RS10155 WP 115430837.1 MCTRKQQGFTLTELLIVMVIAAIMAMIALPNMSQWIASRRIASHAEQVANLLRFSRGEAVRLNLPVYICPVQVKKGGAPN 80
NTDB id 1136 NGFG RS02420 WP 003687912.1 MCTRKQQGFTLTELLIVMAIAAIMATIALPNMSGWIASRRIASHAEQVANLLRFSRGEAVRLNLPVYICPVQVKKDGAPN 80
consensus !!!!!!!!!!!!!!!!!! !!!!!! !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!

logo NKRCDFGSKKGQRGMLAFGDKNGNKATYDGNDTAVDVFLLRSVVLNDDI
T
D
NDKSR INYAFNHIAFGQSSTQPTADRVVWTFNQNGTFGYLSPT

NTDB id 305747 DV144 RS10155 WP 115430837.1 NKCDFGKKGQGMLAFGDKNGNKTYDGDTADVLLRSVVLNDDINDKRINYAFNHIAFGQTQPTADRVVWTFNQNGTFGYST 160
NTDB id 1136 NGFG RS02420 WP 003687912.1 NRCDFSKKGRGMLAFGDKNGNKAYDNDTVDVFLRSVVLND.TDDSRINYAFNHIAFGSSQPTADRVVWTFNQNGTFGYLP 159
consensus !*!!! !!! !!!!!!!!!!!! !! !! !! !!!!!!!!* ! !!!!!!!!!!!! *!!!!!!!!!!!!!!!!!!! *

logo

D
NQDNLKTDNNTSKFVYSDGYIQIVLTDARAVSDADKKFRSAVVL IDNSSGRVEVCPRKRNDRRNDRTRAVCKQH

NTDB id 305747 DV144 RS10155 WP 115430837.1 NQDLTNTSKFVYSDGYIQIVLTDARAVSDADKKFRSAVVLIDSSGRVEVCPRNDRRNDRRAVCQH 225
NTDB id 1136 NGFG RS02420 WP 003687912.1 DQNLKDNSKFVYSDGYIQIVLTDARAVSDADKKFRSAVVLINSSGRVEVCRKND....TRAVCKH 220
consensus ! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!**!!**** !!!! !
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