
logo

MKMRKHNGLTKLTTPRYKVLATQGTLWFLSTLWFVSGLLALACPASSMF
V
V
F
A
SAEESVAQTSANSQLKESNIDFRTVNKDEKDAAVI

L
V
IVELVASPASAI

VVDI
V
K
Q
R
KVQEGLS I

NTDB id 1186 GTF74 RS01320 WP 000788426.1 ..MKNGLKT..YVAQTWLTLWVGLALCASSMVFSAESATANQLENIDFRVNKEKAAVLIVELASPSAVVDVQKVQEGLSI 76
NTDB id 1175 A1552VC RS12105 WP 000788426.1 ..MKNGLKT..YVAQTWLTLWVGLALCASSMVFSAESATANQLENIDFRVNKEKAAVLIVELASPSAVVDVQKVQEGLSI 76
NTDB id 1408 DSB67 RS13980 WP 010643500.1 MKMRHGLTLTPRKLTGLFSLWFSLLLAP...FVAAEEVQSNSLKSIDFRTNKDKDAVIVVELVSPAAIVDIKRVQEGLSI 77
NTDB id 1381 A4U84 RS02010 WP 021113424.1 ................................................................................ 0
NTDB id 1058276 O1Q83 RS01505 WP 132302011.1 ................................................................................ 0
NTDB id 1347 HI 0435 AAC22094.1 ................................................................................ 0
NTDB id 1373 NTHI RS02645 WP 011272046.1 ................................................................................ 0
consensus

logo

D
ELLNKTSDVKADDQKLYLLDVKDFSTVPVESVEVFRDKTESPTSTRQLVAVYTI

VDEGDMENYFLSM
Q

L
K
H
T
K
D
F
Y
I
R
F
TLTKMCGKRGVYFLFLECLVFKLCVVIFAFGCSLKPLLKANDEKAPPIKADPVAYFKTASFIYNVALPDVKELSTKADEHGN

NTDB id 1186 GTF74 RS01320 WP 000788426.1 ELLKTDVADDKLYLLDVKDFSTPVESVEVFRKEPSTQLVVTVDGEFQHDYTLKGKYLEVVISKLKADEKPKPKSVLEKEG 156
NTDB id 1175 A1552VC RS12105 WP 000788426.1 ELLKTDVADDKLYLLDVKDFSTPVESVEVFRKEPSTQLVVTVDGEFQHDYTLKGKYLEVVISKLKADEKPKPKSVLEKEG 156
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NTDB id 1381 A4U84 RS02010 WP 021113424.1 .....................................................MRYLFLLFF..........ATFPVLAN 17
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NTDB id 1186 GTF74 RS01320 WP 000788426.1 KLISINFQDIPVRNVLQLIADYNGFNLVVSDSVVGNLTLRLDGVPWQQVLDIILQVKGLDKRVDGNVILIAPKEELDLRE 236
NTDB id 1175 A1552VC RS12105 WP 000788426.1 KLISINFQDIPVRNVLQLIADYNGFNLVVSDSVVGNLTLRLDGVPWQQVLDIILQVKGLDKRVDGNVILIAPKEELDLRE 236
NTDB id 1408 DSB67 RS13980 WP 010643500.1 KLISINFQDIPVRNVLQLIADYNQFNLVVSDSVEGNLTLRLDGVPWQQVLDIILQVKGLDKRVDGNVILVAPKDELDLRE 237
NTDB id 1381 A4U84 RS02010 WP 021113424.1 QQISLSIRNAPTAEIISYLAEETGKNITISDEIKDTKNFRVEKSHFDEILNSLIKTHQLNLKKENGIYYIHQAQEHKQHT 97
NTDB id 1058276 O1Q83 RS01505 WP 132302011.1 ATFSIRLKQAPLVTTLQQLALEQNANLIINDELTGTLSLQLENTTLDQLFQAVAKIKNLSLLKEKGIYYLTQESIPQDNA 107
NTDB id 1347 HI 0435 AAC22094.1 ERFFIRLSQAPLAQTLEQLAFQQDVNLVIGDILENKISLKLNNIDMPRLLQIIAKSKHLTLNKDDGIYYLNGSQSGKGQV 109
NTDB id 1373 NTHI RS02645 WP 011272046.1 ECFFIRLSQAPLAQTLEQLAFQQDVNLVMGERLEGNISLKLNNIDMPRLLKIIAKSKHLTLNKDDGVYYLNGSQSGKGQV 109
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NTDB id 1186 GTF74 RS01320 WP 000788426.1 KQAL...EKARLAEELGDLKSEIIKINFAKASDIAAMIGGEGNVNMLSERGSISIDERTNSLLIRELPDNIAVIREIIES 313
NTDB id 1175 A1552VC RS12105 WP 000788426.1 KQAL...EKARLAEELGDLKSEIIKINFAKASDIAAMIGGEGNVNMLSERGSISIDERTNSLLIRELPDNIAVIREIIES 313
NTDB id 1408 DSB67 RS13980 WP 010643500.1 KQQL...EKQKLEKEIGELSSEIIKVNFAKASDIAEMINGEGNISMLSDRGSMTIDERTNSLLIRELPENIEVIREIIES 314
NTDB id 1381 A4U84 RS02010 WP 021113424.1 TAQL........VNALPKLITKTIKLHYSKASEVIESLT.KGQGNLLSESGYLHFDDRSNSIIVKDSAASVKNFTQLIES 168
NTDB id 1058276 O1Q83 RS01505 WP 132302011.1 LNNLPIMAEFDSVPTIQPLHTTTLKLHFAKASEVMKSLT.TGNGSLLSGEGSISFDDRSNVLIVKDNALSIKNIRKLVKE 186
NTDB id 1347 HI 0435 AAC22094.1 AGNLTT........NEPHLVSHTVKLHFAKASELMKSLT.TGSGSLLSPAGSITFDDRSNLLVIQDEPRSVQNIKKLIAE 180
NTDB id 1373 NTHI RS02645 WP 011272046.1 AGNLTT........NEPHLVSHTVKLHFAKASELMKSLT.TGSGSLLSSAGSITFDDRSNLLVIQDEPRFVQNIKKLIAE 180
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NTDB id 1186 GTF74 RS01320 WP 000788426.1 LDIPVKQVQIEARIVTVKEGNLEELGVRWGVMSTNGS.HSVGGSIESNLWQKGLLAD........DEFPVDEFLNVNLAS 384
NTDB id 1175 A1552VC RS12105 WP 000788426.1 LDIPVKQVQIEARIVTVKEGNLEELGVRWGVMSTNGS.HSVGGSIESNLWQKGLLAD........DEFPVDEFLNVNLAS 384
NTDB id 1408 DSB67 RS13980 WP 010643500.1 LDIPVKQVQIEARIVTINEGNMDELGVRWGFTSINGS.HTVGGSIENNLATIGLYDGGGEGDDGGSSVGIDDFLNVNLAA 393
NTDB id 1381 A4U84 RS02010 WP 021113424.1 LDKPTEQIAIEARIVTISSEHLQQLGVRWGLFSPNENHYKLAGNLEGN.................GLTT..NNLNVNFP. 228
NTDB id 1058276 O1Q83 RS01505 WP 132302011.1 LDKPIEQIAIEARIVTITDESLQELGVRWGLFDPTSSSHKVAGSLAAN.................GFNNITDNLNVNFGA 249
NTDB id 1347 HI 0435 AAC22094.1 MDKPIEQIAIEARIVTITDESLKELGVRWGIFNPTENARRVAGSLTGN.................SFENIADNLNVNFAT 243
NTDB id 1373 NTHI RS02645 WP 011272046.1 MDKPIEQIAIEARIVTITDESLKELGVRWGIFNPTENARRVAGSLTGN.................SFENIADNLNVNFAT 243
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NTDB id 1186 GTF74 RS01320 WP 000788426.1 TSANASSIAFQVAKLGSGTLLDLELSALQNESKAEIISSPRLITTNKQPAYIEQGTEIPYLESS.SSGASTVAFKKAVLS 463
NTDB id 1175 A1552VC RS12105 WP 000788426.1 TSANASSIAFQVAKLGSGTLLDLELSALQNESKAEIISSPRLITTNKQPAYIEQGTEIPYLESS.SSGASTVAFKKAVLS 463
NTDB id 1408 DSB67 RS13980 WP 010643500.1 TSPNATSIAFQVAKLGSDTLLDLELSALQQESKAEIISSPRLITTNKKPAYIEQGTEIPYLESS.SSGATSVTFKKAVLS 472
NTDB id 1381 A4U84 RS02010 WP 021113424.1 .VNPSASVALQIAAIN.SRVLDLELTALESENNIEIIASPRLLTTDKKTASIKQGTEIPYAMYSKKEEITDIEFREAVLG 306
NTDB id 1058276 O1Q83 RS01505 WP 132302011.1 VNTPAGSLALQVAKIN.GRLLDLELTALERENNVKIIASPKLLTTNKKSASIKQGTEIPYVSTNEKSGSQNVEFREAVLG 328
NTDB id 1347 HI 0435 AAC22094.1 TTTPAGSIALQVAKIN.GRLLDLELSALERENNVEIIASPRLLTTNKKSASIKQGTEIPYIVSNTRNDTQSVEFREAVLG 322
NTDB id 1373 NTHI RS02645 WP 011272046.1 TTTPAGSIALQVAKIN.GRLLDLELSALERENNVEIIASPRLLTTNKKSASIKQGTEIPYIVSNTRNDTQSVEFREAVLG 322
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NTDB id 1186 GTF74 RS01320 WP 000788426.1 LKVTPQITPDNRLVLDLSVTQDRRGETVKTGTGEAVSIDTQRIGTQVLVNNGETVVLGGIFQHSINNSVDKVPLLGDLPV 543
NTDB id 1175 A1552VC RS12105 WP 000788426.1 LKVTPQITPDNRLVLDLSVTQDRRGETVKTGTGEAVSIDTQRIGTQVLVNNGETVVLGGIFQHSINNSVDKVPLLGDLPV 543
NTDB id 1408 DSB67 RS13980 WP 010643500.1 LKVTPQITPDNRLVLDLSVTQDRPGQVVKTGTGEAVAIDTQRIGTQVLVNNGETVVLGGIFQHSITNSVDKVPLLGDLPL 552
NTDB id 1381 A4U84 RS02010 WP 021113424.1 LEVTPHISKQNQILLDLAISQNSPNNQIN...NTMVTIDKQEIKTQVLAKHGETIVLGGIFQHLIAKGEDKVPLLGSIPV 383
NTDB id 1058276 O1Q83 RS01505 WP 132302011.1 LEVTPHISQDNAILLDLIVSQNSPGASVQSGEGEVITIDKQEINTQVFAKDGETIVLGGVFQDTLSKGVDKVPVLGDIPV 408
NTDB id 1347 HI 0435 AAC22094.1 LEVTPHISKDNNILLDLLVSQNSPGSRVAYGQNEVVSIDKQEINTQVFAKDGETIVLGGVFHDTITKSEDKVPLLGDIPV 402
NTDB id 1373 NTHI RS02645 WP 011272046.1 LEVTPHISKDNNILLDLLVSQNSPGSRVAYGQNEVVSIDKQEINTQVFAKDGETIVLGGVFHDTITKSEDKVPLLGDIPV 402
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NTDB id 1186 GTF74 RS01320 WP 000788426.1 LGALFRRTYEQMGKSELLIFVTPKVVIQ.......................... 571
NTDB id 1175 A1552VC RS12105 WP 000788426.1 LGALFRRTYEQMGKSELLIFVTPKVVIQ.......................... 571
NTDB id 1408 DSB67 RS13980 WP 010643500.1 LGALFRRSYENVGKSELLIFVTPKVVIQ.......................... 580
NTDB id 1381 A4U84 RS02010 WP 021113424.1 IKRLFSQSQDKISKRELVIFVTPYIVKSEKIGAEKQK................. 420
NTDB id 1058276 O1Q83 RS01505 WP 132302011.1 IKHLFRKQNDKHQKRELVIFVTPHILKQGQSLQDVQKNRQKDNKITENNAKLIE 462
NTDB id 1347 HI 0435 AAC22094.1 IKRLFSKESERHQKRELVIFVTPHILKAGETLEALKQKSEGKK........... 445
NTDB id 1373 NTHI RS02645 WP 011272046.1 IKRLFSKESERHQKRELVIFVTPHILKAGETLEALKQKSAGKK........... 445
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