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Detailed analysis of genome structural alteration on 3p21 and clinical
application in environment-related cancers.
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We have described that frequent somatic copy number loss throughout the 3p21
region harboring BAP1 and neighbor genes in malignant mesothelioma; many of these minute deletions
were not contiguous but rather they alternated with exon segments showing oscillating copy number
loss along the 3p2l1 region. We developed new diagnostic technique, digital MLPA for malignant
mesothelioma, that can identify frequent minute biallelic deletions in tumor genome with high
accuracy. This technique enabled us to identify frequent minute biallelic deletions in TP53 gene in
malignant mesothelioma. In contrast, we found rather large monoallelic deletions encompassing whole
short arm of chromosome 3 in renal carcinoma, thus, highlighting these minute oscillating copy
number losses as unique features in malignant mesothelioma genome.
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