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NTDB id 113 BSU 40900 NP 391970.1 RNQGNS..........FNDDPFANDGKPIDISDDDLPF 172
NTDB id 624 LCA RS00040 WP 011373726.1 APAANN..........TQADPFANNGQAIDISDDDLPF 170
NTDB id 1103 NMB RS07590 WP 002212976.1 DA.....PSHPQEAPAAPRRQPVPAAAPVEDIDDDIPF 174
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NTDB id 1166 A1552VC RS00795 WP 000168289.1 .......QHQPMQQSAPQQYSQPQYNEPPMDFDDDIPF 177
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NTDB id 1390 A4U84 RS00055 WP 021115958.1 YAQNNNFNGGNATRPQPAQKPAAQAEPPMDNFDDDIPF 180
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