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NTDB id 136547 EHS42 RS01905 WP 010327610.1 WQPLLSGILQQIRLPKVQAIVPMPISTQRLAERGYNQSMILAKDLAKQFNVPIWQPVIRLHQHSQKGLSRLERLDKIHQQ 160
NTDB id 1042 H0N27 RS01930 WP 000472273.1 YQTLLAEVLQQLKFPKVQAIVPMPISKQRLTERGFNQSLLLANLLSKQLKIPVWQPVQRLNEHSQKGLSRLERFENIEQQ 156
NTDB id 1071 ABD1 RS15375 WP 000472269.1 YQTLLAEVLQQLKFPKVQAIVPMPISKQRLTERGFNQSLLLANLLGKQLKIPVWQPVQRLNEHSQKGLSRLERFENIEQQ 156
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NTDB id 136547 EHS42 RS01905 WP 010327610.1 FKIDSQQRQYVKLYRRVLILDDVVTTGSSIQALTLQLEQLGCHKVSAACIAYALE... 215
NTDB id 1042 H0N27 RS01930 WP 000472273.1 FVALTQE...KRRYRRVLIIDDVITTGSSIHALSQALKQLGCTSIHASCLAAASSTSY 211
NTDB id 1071 ABD1 RS15375 WP 000472269.1 FVALTQE...NRRYRRVLIIDDVITTGSSIHALSQALKQLGCTSIHASCLAAASSTSY 211
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