
logo MCTRKQQGFTLTELL IVMAVIAAIMAMTIALPNMSGQWIASRR IASHAEQR I
VANLLRFSRGEAVRLNLPVYICPVQVKKDGATPN

NTDB id 301568 DRA77 RS02650 WP 101079073.1 MCTRKQQGFTLTELLIVMVIAAIMAMIALPNMSQWIASRRIASHAERIANLLRFSRGEAVRLNLPVYICPVQVKKDGTPN 80
NTDB id 1136 NGFG RS02420 WP 003687912.1 MCTRKQQGFTLTELLIVMAIAAIMATIALPNMSGWIASRRIASHAEQVANLLRFSRGEAVRLNLPVYICPVQVKKDGAPN 80
consensus !!!!!!!!!!!!!!!!!! !!!!!! !!!!!!! !!!!!!!!!!!! *!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!

logo NKRCDFSSKKGQRGMLAFGDKNGNKAEYDNDTAVDVFLLRSVVLNDDI
T
D
NDKSR INYAFNHIAFGQSSTQPTADRVVWTFNQNGTFGYLSPT

NTDB id 301568 DRA77 RS02650 WP 101079073.1 NKCDSSKKGQGMLAFGDKNGNKEYDNDTADVLLRSVVLNDDINDKRINYAFNHIAFGQTQPTADRVVWTFNQNGTFGYST 160
NTDB id 1136 NGFG RS02420 WP 003687912.1 NRCDFSKKGRGMLAFGDKNGNKAYDNDTVDVFLRSVVLND.TDDSRINYAFNHIAFGSSQPTADRVVWTFNQNGTFGYLP 159
consensus !*!! !!!! !!!!!!!!!!!! !!!!! !! !!!!!!!!* ! !!!!!!!!!!!! *!!!!!!!!!!!!!!!!!!! *

logo

D
NQDNLKTDNNTSKFVYSDGYIQIVLTDARAVSDADKKFRSAVVL IDNSSGRVEVCPRKRGNDRTRATRVRTMCKQHYK

NTDB id 301568 DRA77 RS02650 WP 101079073.1 NQDLTNTSKFVYSDGYIQIVLTDARAVSDADKKFRSAVVLIDSSGRVEVCPRGDRRTRRTMCQYK 225
NTDB id 1136 NGFG RS02420 WP 003687912.1 DQNLKDNSKFVYSDGYIQIVLTDARAVSDADKKFRSAVVLINSSGRVEVCRKNDTRAV...CKH. 220
consensus ! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!** ! ! ***! **
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