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NTDB id 1293 VP RS12240 WP 005479695.1 PELSQYEYASLCQQLGLRELITRHNALPLHRTPSTLLLAVADPTNQQAEDDFRFATGLQVELVLADFRELSTAIRRLYGR 141
NTDB id 1401 DSB67 RS12665 WP 010643259.1 TSLNQYEYASLCQTLGLRDLITRHNALPLNRTSSTLILAVADPTNLQAEDDFRFATGLQVELVLADFRELTAAIRRLYGR 141
NTDB id 1110 NGFG RS09235 WP 003689817.1 LDLRHYPRHRVLMGVLTEEQMVEFHCVPVFRRGDKVFFAVSDPTQMPQIQKTVSAAGIAVELVIVEDDQLAGLLDWVGSR 140
NTDB id 1251 GCO85 RS07725 WP 011946523.1 LDINCIDVGTIPVNLVNEKLIKRHAMVPLFSRGTNLYLATDDPSKQASLKEIQFHTGLNTHAIVVETDKLSALIDNLLTA 149
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 SIQGAANQGKEISQDELANLVKV..SDDELQSIEDLSQDDSPVSRFINQVLLDAVRKGASDIHFEPYENQYRIRLRCDGI 219
NTDB id 1293 VP RS12240 WP 005479695.1 SLSHEKSGLKEINQEELASLVDV..GADEIDNIEDLSQDESPVSRYINQILLDAVRKGASDIHFEPYEKMYRVRLRCDGI 219
NTDB id 1401 DSB67 RS12665 WP 010643259.1 SLGQEKSGLKEINQDELAGLVDI..GEDEIENIEDLSQDESPVSRYINQILLDAVRKGASDIHFEPYENMYRVRLRCDGI 219
NTDB id 1110 NGFG RS09235 WP 003689817.1 STSL.LQ..........ELGEGQEEEESHTLYIDNEEAEDGPVPRFIHKTLSDALRSGASDIHFEFYEHNARIRFRVDGQ 209
NTDB id 1251 GCO85 RS07725 WP 011946523.1 KESQGLSEYVEDSGD.LEGLEISADDEDQDIDTATSVTDDAPIVKFVNKILLDAIRQGASDIHFEPYEREYRIRYRQDGI 228
NTDB id 193488 BFG52 RS01010 WP 081408587.1 HHDHNFQEQD...LA.QEAHQGTTTEELIPASLVSHNEDTPIVVRYLNKLVADALHLGASDLHFEPYANSYRVRYRIDGL 236
NTDB id 1018 ACIAD RS01685 WP 004920473.1 ETHFNFDTEE...LD.LDVEVDPHTTDD..DDEDDKLKDEAPIVKYINKLLIDAIRMSASDLHFEPYEKSYRVRYRVDGV 223
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 LVETQQPASHLSRRLAARIKILSKLDIAERRLPQDGRIKLRLS.RDTAIDMRVSTLPTLWGEKIVLRLLDSSAANLDIDK 298
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NTDB id 1110 NGFG RS09235 WP 003689817.1 LREVVQPPIAVRGQLASRIKVMSRLDISEKRIPQDGRMQLTFQKGGKPVDFRVSTLPTLFGEKVVMRILNSDAASLNIDQ 289
NTDB id 1251 GCO85 RS07725 WP 011946523.1 LHEVATPPASLSSRITARIKVMSNLDISERRIPQDGGFKMKIS.KSRAIDFRVSTCPTSAGEKVVMRVLDSGAAKLGIEA 307
NTDB id 193488 BFG52 RS01010 WP 081408587.1 LHSMSSPPPQLALRIAARLKVMAQLDIAEKRIPQDGRIRFHGL.GQHVIDLRISTLPTLFGEKIVLRILDTRNSHFSFEQ 315
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 LGYNPQQKQLYLNALKRPQGMILMTGPTGSGKTVSLYTGLRILNTSQINISTAEDPVEINLSGINQVQVQPKIGFGFAEA 378
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 LRSFLRQDPDVVMVGEIRDLETAEIAVKAAQTGHLVLSTLHTNSAAETVIRLANMGVEPFNLASSLSLIIAQRLARRLCK 458
NTDB id 1293 VP RS12240 WP 005479695.1 LRSFLRQDPDVVMVGEIRDLDTAEIAIKASQTGHLVLSTLHTNSAAETIIRLSNMGVESFNLASSLSLIIAQRLARKLCP 458
NTDB id 1401 DSB67 RS12665 WP 010643259.1 LRSFLRQDPDVVMVGEIRDLDTAEIAIKASQTGHLVLSTLHTNSAAETVIRLSNMGVESFNLASSLSLIIAQRLARKLCP 458
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