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Genome sequence analysis of the subtelomeric regions to understand the etiology
of subtelomere-related syndromes.
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We carried out the genome analysis of the human subtelomeric regions. The
purpose of this study is to elucidate the etiology of the subtelomere-related syndromes and to
examine the diversity of subtelomere genomic structures. The subtelomeric clones which have been
obtained by PCR-based screening from human chromosome-specific genome libraries, and these clones
were sequenced for both ends of the inserted sequence. Then, the forty clones which located in
subtelomeric regions and seems to have novel sequence were analyzed by the long read sequencer.
Although obtained sequences were assembled for each clone, it was unable to construct a precise and
a high-quality data by itself. Therefore, the short read sequence data were added to the long read
data, the precise and single contig sequence were constructed for each clone. To identify genome
diversity, we will examine the sequence similarity to the assembled data against the several genome
reference data set which are already published.
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