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Establishment of a minimally invasive, high-throughput method for early
diagnosis of malignant mesothelioma
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Malignant mesothelioma (MM) is an extremely poor prognosis tumor that is
refractory to chemotherapy and other treatments. Sequence-level mutations are low at the level of
pediatric cancers, and technically elusive microdeletions occur in multiple locations, resulting in
genomic reorganization (chromothripsis-like patterns: CTLPs) and frequent biallelic deletions of
specific tumor suppressor genes. To capture these changes, we developed a novel method, digital
MLPA, to capture mutation patterns associated with MM patient prognosis.
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