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Spermatogenic genes of X chromosome elucidated by Kleinfelter syndrome

Masashi, lijima
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Phenotypic abnormality of Kleinfelter®s syndrome is considered to be caused
by a group of genes on the extra X chromosome that avoid inactivation. The methylation status of the
entire genome was analyzed by microarray using genomic DNA obtained from peripheral blood of 8
patients with Kleinfelter syndrome (KS) and 4 males and 4 females with normal karyotype as controls.
The concordance rate of methylation in X chromosome was 99.9% between KS group and female control
group. There were 3315 probes considered to avoid X chromosome inactivation. Among these, there were
117 candidate genes considered to be involved in the phenotypic abnormality of KS because the probe
is present in the CpG island.
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