
logo MFKRFLGTSNAPQQYLFDQYLFLTSPCSLLCDE IGMTKRREQKFYGSVLCHKSECWQEQLPWLKQSTI EQRNQDQQSVLVACHYQAYP IDNRLI IQQFKYEQKLHHYQ
NTDB id 1099395 ACM660 RS17500 WP 017402245.1 MFKRLGTSAQQLFDYFTPCSLCDIGMKRQFGVCHSCWQQLPWLKQSIERNQQQVLVACHYQYPIDRLIQQFKYEQKLHHQ 80
NTDB id 1042 H0N27 RS01930 WP 000472273.1 MFKFL..NPQYLFQLLSPCLLCEIGTREKYSLCKECWEQLPWLKQTIQRNDQSVLVACHYAYPINRIIQQFKYEQKLHYQ 78
NTDB id 1071 ABD1 RS15375 WP 000472269.1 MFKFL..NPQYLFQLLSPCLLCEIGTREKYSLCKECWEQLPWLKQTIQRNDQSVLVACHYAYPINRIIQQFKYEQKLHYQ 78
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R
T
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LLEAGELVLLQQLRKLFPKVHQAIVPMP I S IKDQRLTERGFNQASLLLAKNTLLGSAKHQLNKVIPVWQPVQRLANQEHSQKGLSRLERMFEDNI EQQFV

NTDB id 1099395 ACM660 RS17500 WP 017402245.1 RILEGLLLQLRLPKVHAIVPMPISIDRLTERGFNQALLLAKTLSAHLNVPVWQPVQRLAQHSQKGLSRLERMEDIEQQFV 160
NTDB id 1042 H0N27 RS01930 WP 000472273.1 TLLAEVLQQLKFPKVQAIVPMPISKQRLTERGFNQSLLLANLLSKQLKIPVWQPVQRLNEHSQKGLSRLERFENIEQQFV 158
NTDB id 1071 ABD1 RS15375 WP 000472269.1 TLLAEVLQQLKFPKVQAIVPMPISKQRLTERGFNQSLLLANLLGKQLKIPVWQPVQRLNEHSQKGLSRLERFENIEQQFV 158
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logo AALPTPQNEKNS IRRYRKRVL I LIDDVLITTGSS IRHALSKQVALTKQLGCQTQS IYHSAASC I
LAAAQSVSQTQSTYNSFDFADTTESQFLSLRAQVK

NTDB id 1099395 ACM660 RS17500 WP 017402245.1 AAPPNSIRYRKVLILDDVLTTGSSIRALSKVLTQLGCQQIYSACIAAAQVQQTNSFDFADTTESQFLSLRAQVK 234
NTDB id 1042 H0N27 RS01930 WP 000472273.1 ALTQEKRRYRRVLIIDDVITTGSSIHALSQALKQLGCTSIHASCLAAASSTSY..................... 211
NTDB id 1071 ABD1 RS15375 WP 000472269.1 ALTQENRRYRRVLIIDDVITTGSSIHALSQALKQLGCTSIHASCLAAASSTSY..................... 211
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