
logo MCTRKQQGFTLTELL IVMAIAAIMATIALPNMSGWIASRR IASHAEQI
VANLLRFSRGEAVRLNLPVYICPAVQVKKDGATPVDN

NTDB id 420132 GYN06 RS02325 WP 047918678.1 MCTRKQQGFTLTELLIVMAIAAIMATIALPNMSGWIASRRIASHAEQIANLLRFSRGEAVRLNLPVYICPAQVKKDGTVD 80
NTDB id 1136 NGFG RS02420 WP 003687912.1 MCTRKQQGFTLTELLIVMAIAAIMATIALPNMSGWIASRRIASHAEQVANLLRFSRGEAVRLNLPVYICPVQVKKDGAPN 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!! !!!!!! *

logo NQRCDFGSKKEGQRGMLAFGDKNDGNKAYDGNDATAVDVFLRNSVVLNDDI
T
D
KDKSR INYATFNHIAFGSSQPTADRVVWTFNQNGTFGYLTKP

NTDB id 420132 GYN06 RS02325 WP 047918678.1 NQCDFGKKEQGMLAFGDKNDNKAYDGDAADVFLRNVVLNDDIKDKRINYTFNHIAFGSSQPTADRVVWTFNQNGTFGYTK 160
NTDB id 1136 NGFG RS02420 WP 003687912.1 NRCDFSKKGRGMLAFGDKNGNKAYDNDTVDVFLRSVVLND.TDDSRINYAFNHIAFGSSQPTADRVVWTFNQNGTFGYLP 159
consensus ! !!! !! !!!!!!!!! !!!!! ! !!!!! !!!!!* ! !!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!! *

logo DQHNLAKDSNTSKSFFVYSDGYIQIVLTDARAVSDADKRKFRSAVVL IDNSSGRVEVCRKNDTRAVCKH
NTDB id 420132 GYN06 RS02325 WP 047918678.1 DQHLASTSSFFYSDGYIQIVLTDARAVSDADRKFRSAVVLIDSSGRVEVCRKNDTRAVCKH 221
NTDB id 1136 NGFG RS02420 WP 003687912.1 DQNLKDNSKFVYSDGYIQIVLTDARAVSDADKKFRSAVVLINSSGRVEVCRKNDTRAVCKH 220
consensus !!*! ! ! !!!!!!!!!!!!!!!!!!!!*!!!!!!!!! !!!!!!!!!!!!!!!!!!!
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