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Allele Frequencies for A*0 207
F Ordered by Data Type and Population Area
F Population data acquired from the 13th International Histocompatibility WWarkshop and Congress 2003

F Seralogical pairs (8*02, 4%92) and (B*15, B*35) are identical

Allele Hame Data Type Population Area Allele Freq Allele Count Total Alleles Examined
L0207 sequencing Europe 0.0003 1 3666
L0207 sequUencing Borth-East Asia 00293 31 1085
L0207 sequencing Qceania 0.0040 < 994
L0207 sequUencing South-East Azia 00654 400 REd7
L2 serological Auztralia 01272 103 10
L2 zerological Europe 0.2591 1067 3666
L2 serological Morth &frica 01871 RZ 2758
L2 zerological Blorth America 0,3027 405 13358
L2 serological Morth-East Asia 0,2930 310 1085
L2 zerological Qceania 01137 113 994
L2 serological Cther 0,2938 320 1059
L2 zerological South America 0,3979 191 430
L2 serological South-East Aszia 0.2454 1435 REd7
L2 zerological South-West Azia 02132 243 1140
L2 serological Sub-Saharan Africa 0,1939 a5z 3517

PubMed Publications —]

References:

PubMed I Title
2442239 Structural analyziz of HLA-AZ. 4 functional wariant KME, Implications far the mapping of HLA-42-zpecific T-cell epitopes
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Sequences

Fequences =
Gene UTR and Exon Sequence:

R'UTR Sequence Length: 300 nts

Exon 1 Sequence 301..373 nts

ATGGECCGTCATGEOGOCCCGAACCCTCGTCCTGCTACTCTOGGGGGECTCTGGLOCTGACT CAGACCTGGGIGE

Exon 2 Sequence 504, 793 nts

GUTCTCACTCCATGAGGTATTTCT TCACAT COG TG TCCOGECCGGOT oG EGEAGCCCC GUTTCATCGCASTGEGC TACGTGGACGACACGCAGTTCGTGCGETTOGACAGCGACGICG
COAGCCAGAGEATGGAGCCG, i CGGEEGCCGTEEATRGAGCA GEAGGETCCGGAGTAT TGGGACGGGEAGACACGEAMSGTEAMGGCCCACTCACAGATTCA
COGAGTEGACCTEEGEACCCTGCECGECTACTACAMCCAGAGCGAGGECG

Exon 3 Sequence 1034..1331 nks

GTTCTCACACCGTCCAGAGGATGTGTGECTOCGACSTGGGGTCGGACTGGOGCTTCCTOC GUGGGTACCACCAGTACGCCTACGACGGCARGGATTACATCGICCTGAMRGAGGAZCTGC
GUTCTTGGACCGCGGCEGACATGECAGCTCAGACCACCALGCACAMGTGGGEAG,  GOGGE CCATGTGECGE, AGCAGT TEAGAGCCTACCTGGAGGGCACGTGCGTGEAGTGGCTCCGECA
GATACCTGGAGAMCGGEAMGGAGACGCTGIAEC i GCACGEE

Exon 4 Sequence 1932,.2209 nts

ACGCCCC, ARG ATATGACTCACCACGUTGTCTCTGACCATGAMGCCACCCTGAGS TOCTGGECCCTGAGCT TCTACCCTGCGGAGATCAC AT TEACCTGRCAGCGEGATGGGGEAG
GACCAGACCCAGGACA GGG TCOTGGAGACCAGRCCTGD, AGGGGATGEALCCTTCCS GAMGTGGECGGCTETGGTGETGCCTTCTGGACAGGAGTAGAGATACACCTGCCATGTGCA
GUATGAGGETTTGCCCAMGCCCCTCACCCTGAGAT GGG

Exon & Sequence 2312..2435 nts

A TCT T AGC A AT AT TGGGCATCAT TGO TG CTGGTTCTCTTTG GAGC T GTGAT CACTGGAGCTOTGETCGCTGCTATGATATGGMSGAGGAMGAGCTCAS
Exon & Sequence 2873,.2908 nts

ATAGAAAAGGAGEGAGCTACTCTCAGGCTGECAS

Exon 7 Sequence 3045,.3096 nt=s

GUAGTGACAGTGCOCAGGGCTCTGATGTGTCTCTCACAGCTTGTALLG

Exon & Sequence 3265,.326%9 nts

TGTGA

F'UTR Sequence Length: 300 nts Sequence Length: 363 as

MAVMAPRTLVLLL3GALALTQTWAGHHIMRYFFT 8VSREPGRGEPRF IAVGYVDDTQFVRFD 3D AABQRMEF RAEWI EQEGEEYWDGETREVEAHSQTHRY
DLGTLRGYYNQREAGSHTVORMC GCD VG EDWRF LRGYHOYAYDGRDY IALREDL R AWT AADMAAQT TEHEWEAAHVAEQLRAY LEST CVEWLRRY LENGE

Exon 3 Sequence 10036, 1331 nts

Protein Sequence: Wielw Complete Sequence = GTTCTCACACCOTCCAGAGGATGTOTGGCTGLGACGTRGGGTCGGACTGGOGCTTCCTCS GCGGGETACCACCAGTACGOCTACGACGRCARGGAT TACATCGCCOTOAMMGAGGACCTGE
Genomic Sequence: View Complete Sequence =7 GCTCTTGGACCOCGGOEGACATGGCAGCTCAGACCACCARGCACARGTGGGAG, \GCGGE COATGTAGCGE AGCART TEAGAGCCTACCTGGAGGRCACGTGCATGRAGTGRCTCCGCA
CO5 Sequence: Wiew Complete Sequence & |

dequence Length: 10598 nts

Q atggeegtoatggegeccogaaceotegtectygetactetegggygetetyggecotyacoecagacotgggegggetetoactecatyaggtatttottea
catcogtgteceggeceggeoyeggggageccegetteategqeagtggyetacytyyacqacacgeagtteytgegyttegacagegacgoogogagoca



