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Search for the candidate genes for autism by the DNA methylation microarray analysis
of sperm cells
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The utility of sperm cells in the epgenetic studies of autism was reviewed. It was
concluded that sperm cells from the patients® fathers may be helpful for identifying the candidate genes
for autism. It was also tried to establish the method of evaluating the genome-wide DNA methylation status
by using microarrays, and investigate the DNA methylation status by using blood cells as a pilot study. A

s a result, the reproducibility of the method was not enough, and further improvement of the assessment pr
ocedure was recommended.
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