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A gene encoding an antigen recognized by cytolytic T lymphocytes on a
human melanoma
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Genomic structure, palindrome prediction in human MAGE-A genomic region
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melanoma antigen family A, 1
[Homo sapiens]

Location: Xq28 152481522..152486116
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BLAST

Chimpanzee (Pan troglodytes) 98.9%
Macaque (Macaca mulatta) 80.2%
Dog (Canis lupus) 56.7%

Mouse 52.4%

Human/Fly (CDS)

LENGTH SCORE IDENTITY SIMILARITY GAPS

1045 672.5 442/1045 (42.3%) 442/1045 (42.3%) 4671045 (44.7%)




Phylogeny
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Phylogeny of MHD in human
MAGE genes
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Swiss Model
Template: MAGEA4
Modeled residue range: 95 to 304

Workunit: P000002 Title:MAGA1_HUMAN
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Disordered regions

Disordered regions

1-13,19-19,30-95, 216 - 222, 304 - 307

Disordered regions
1-112,213-226, 313 - 316
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Regional Order Neural Network
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