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NTDB id 360939 FAH66 RS04935 WP 137040872.1 GCIHKKNSTSTSIGMLAYADKNENSSYQNDEDDLSIRYIILNG.DTEKVEYRFDYIPSGTSLSALSSSDPKEVWWKFLPN 158
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NTDB id 1136 NGFG RS02420 WP 003687912.1 GTFGYLPDQNL..KDNSKFVYSDGYIQIVLTDARAVSDADKKFRSAVVLINSSGRVEVCRKNDTRAVCKH... 220
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