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NTDB id 43753 PSF113 RS55930 WP 014340266.1 GLALTDVLLLSWLFFAAGGVPSAIGNLLIVSVAIGNTLLRGRIGLLIAAVATLGIVGSSFFLGLSDANRPSSYLQAGTLG 160
NTDB id 1472 PAKAF RS23995 WP 016253893.1 ILALTDVLMLCGLFYAGGGVPSGIGSLLVVAVAIANILLRGRIGLVIAAAASLGLLYLTFFLSLSSPDATNHYVQAGGLG 160
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NTDB id 43753 PSF113 RS55930 WP 014340266.1 ALCFAAALLVQGLTRRLEASETLAEQRASEVIGLEALNALILQRMRTGILVLDRERRVQLANESALNLLGMHDLVGQQLD 240
NTDB id 1472 PAKAF RS23995 WP 016253893.1 TLCFAAALVIQALVRRQEQTETLAEERAETVANLEELNALILQRMRTGILVVDSRQAILLANQAALGLLRQDDVQGASLG 240
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NTDB id 43753 PSF113 RS55930 WP 014340266.1 DYSTSLVERLQLWRNNPSLRPSSLTVTGTGLTLQPSFIALGHQDQQQILVFLEDLAQVAQQAQQLKLASLGRLTAGIAHE 320
NTDB id 1472 PAKAF RS23995 WP 016253893.1 RHSPMLMHCMKQWRLNPSLRPPTLKVVPDGPTVQPSFISLNREDDQHVLIFLEDISQIAQQAQQMKLAGLGRLTAGIAHE 320
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logo I RNPLGAI SHAAQLLQRESEELDNADAPDRRLTQI IQDHQSKQRMNLRVI ENVLQLSRRQRQATETPQQRLDLKRETWLDQQRFVDREQAYPREGRSLMARENDH
NTDB id 43753 PSF113 RS55930 WP 014340266.1 IRNPLGAISHAAQLLRESEELNDADRRLTQIIQDHSQRMNRVIENVLQLSRRQQTTPQRLDLRTWLDQFVRQARESMAEH 400
NTDB id 1472 PAKAF RS23995 WP 016253893.1 IRNPLGAISHAAQLLQESEELDAPDRRLTQIIQDQSKRMNLVIENVLQLSRRRQAEPQQLDLKEWLQRFVDEYPGRLRND 400
consensus !!!!!!!!!!!!!!! !!!!! *!!!!!!!!!!*! !!! !!!!!!!!!!! ! !! !!!* !! !! * * *

logo

Q
S
E
HLHLQS ILDGAPGDI

Y
I
QTLRMDPDHQLNTQVLDSNLLVQRNAGLWRHYSAMQAHEGQRAGEQAVWLKSLAF IRDPEHSDQLPSTVLDE I IDDNGPGVPTAPDEKQLQANHNLFEP

NTDB id 43753 PSF113 RS55930 WP 014340266.1 QHLHLSIDPGDYITLMDPDQLTQVLDNLLRNAWRHSAMAHEQAEAWLKLFIDPHSQLSTLDIIDNGPGVTPEQQAHLFEP 480
NTDB id 1472 PAKAF RS23995 WP 016253893.1 SELHLQLGAGDIQTRMDPHQLNQVLSNLVQNGLRYSAQAHGRGQVWLSLARDPESDLPVLEIIDDGPGVPADKLNNLFEP 480
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NTDB id 43753 PSF113 RS55930 WP 014340266.1 FFTTSSQGTGLGLYLSRELCESNQARLDFKPR.QGGGCFRITFAHGRKQI 529
NTDB id 1472 PAKAF RS23995 WP 016253893.1 FFTTESKGTGLGLYLSRELCESNQARIDYRNREEGGGCFRITFAHPRKLS 530
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