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NTDB id 392026 GA645 RS04815 WP 152220451.1 MAAEGISL.TGPGRRVLRLYHLYRLTIGLVLVLLISSNLDGEVLTPAHSELFHIGCWAYLVVNILIAVLMPTPRQLMPLF 79
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NTDB id 392026 GA645 RS04815 WP 152220451.1 ILAALDVLMLSGLFYTAGGIPSGIGTLMVIAVAIANILLRGRIGLLIAALASIGLIYLTFYISLTQAVAFNHYVQAGGLG 159
NTDB id 1472 PAKAF RS23995 WP 016253893.1 ILALTDVLMLCGLFYAGGGVPSGIGSLLVVAVAIANILLRGRIGLVIAAAASLGLLYLTFFLSLSSPDATNHYVQAGGLG 160
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NTDB id 392026 GA645 RS04815 WP 152220451.1 ALCFASALLIQALARRQQVIENLAEQRATTVANLEELNALILQRMRTGILVLDDQQHVLLANQSATAMLGSQTLTGRPLV 239
NTDB id 1472 PAKAF RS23995 WP 016253893.1 TLCFAAALVIQALVRRQEQTETLAEERAETVANLEELNALILQRMRTGILVVDSRQAILLANQAALGLLRQDDVQGASLG 240
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NTDB id 392026 GA645 RS04815 WP 152220451.1 EHNPDLLSSLQQWQQNPALRPTSLQPHDTAPSVQPAFIPLSRGNEQHTLIFLEDISQIAQQAQQLKLAALGRLTAGIAHE 319
NTDB id 1472 PAKAF RS23995 WP 016253893.1 RHSPMLMHCMKQWRLNPSLRPPTLKVVPDGPTVQPSFISLNREDDQHVLIFLEDISQIAQQAQQMKLAGLGRLTAGIAHE 320
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logo I RNPLGAI SHAAQLLLQESEELDAPPDRRLTQI IQDQSKRRMNLVI ENVLQLSRRRQAEPQLQLDLKEYWLHQRFAVDGEHYPREGGRLRANDG
NTDB id 392026 GA645 RS04815 WP 152220451.1 IRNPLGAISHAAQLLLESEELDPPDRRLTQIIQDQSRRMNLVIENVLQLSRRRQAEPQLLDLKYWLHRFAGEHREGLRAG 399
NTDB id 1472 PAKAF RS23995 WP 016253893.1 IRNPLGAISHAAQLLQESEELDAPDRRLTQIIQDQSKRMNLVIENVLQLSRRRQAEPQQLDLKEWLQRFVDEYPGRLRND 400
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NTDB id 392026 GA645 RS04815 WP 152220451.1 QQLHVETGPGTVQTRIDPHQLTQVLTNLVQNGLRYSAKKNDIGQVWLQLFRDSETDLPVLEVLDDGPGIAAEQRAKLFEP 479
NTDB id 1472 PAKAF RS23995 WP 016253893.1 SELHLQLGAGDIQTRMDPHQLNQVLSNLVQNGLRYSAQAHGRGQVWLSLARDPESDLPVLEIIDDGPGVPADKLNNLFEP 480
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NTDB id 392026 GA645 RS04815 WP 152220451.1 FFTTESKGTGLGLYISRELCESNQARLDYKSRDEGGSCFRITFAHPRKQS 529
NTDB id 1472 PAKAF RS23995 WP 016253893.1 FFTTESKGTGLGLYLSRELCESNQARIDYRNREEGGGCFRITFAHPRKLS 530
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