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Development of association _analysis method for rare diseases based on
comprehensive HLA typing with multiple risk factors

Kawaguchi, Shuji
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We have established novel sequencing and tyﬂing technologies for HLA genes
that can type more comprehensive HLA alleles with high resolution than conventional typing method.
We have also developed a method for association analysis that can derive susceptible or protective
amino acid residues on HLA protein with considering various risk factors of disease development. By
using the developed methods, we carried out HLA typing of 928 patients of HTLV-1 associated
myelopathy (HAM), 2,398 asymptomatic HTLV-1 carriers and 2,553 uninfected controls, and conducted
association study between HLA genes and HAM development. As a result, we could identify susceptible
and protective amino acid residues for HAM development that have different effect with proviral
load.
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