
logo MCTRKQQGFTLTELL IVMAVIAAIMAMTIALPNMSGQWIASRR IASHAEQR I
VANLLRFSRGEAVRLNLPVYICPVQVKKDGATPNNKRCDFS

NTDB id 47788 NMBB RS04765 WP 014575282.1 MCTRKQQGFTLTELLIVMVIAAIMAMIALPNMSQWIASRRIASHAERIANLLRFSRGEAVRLNLPVYICPVQVKKDGTPNNKCDS 85
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NDKSR INYAFNHIAFGQSSTQPTADRVVWTFNQNGTFGYLSPTDNQDNLKTDNNTSKF

NTDB id 47788 NMBB RS04765 WP 014575282.1 GKKGQGMLAFGDKNGNKGYDNDTADVLLRSVVLNDDINDKRINYAFNHIAFGQTQPTADRVVWTFNQNGTFGYSTNQDLTNTSKF 170
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logo VYSDGYIQIVLTDARAVSDADKKFRSAVVL IDNSSGRVEVCPRKRNDRTRATVCKQHYK
NTDB id 47788 NMBB RS04765 WP 014575282.1 VYSDGYIQIVLTDARAVSDADKKFRSAVVLIDSSGRVEVCPRNDRRTVCQYK 222
NTDB id 1136 NGFG RS02420 WP 003687912.1 VYSDGYIQIVLTDARAVSDADKKFRSAVVLINSSGRVEVCRKNDTRAVCKH. 220
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