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Carcinogenesis and therapeutic targetability analysis of fusion genes identified
by next-generation sequencing of asbestos-related malignant mesothelioma
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Using of the next-generation sequencing technologies has led to the
identification of a number of fusion genes that may be involved in the carcinogenesis of malignant
mesothelioma. Many of these can be grouped into the NF2, ALK, BAP1, PBRM1, SETD2, EWSR1 and PTEN
fusion groups. In the malignant mesothelioma cell line analysed by the next-generation sequencing
technologies, two fusion genes in the ALK fusion group (ALK-SDC1 and ALK-RAB3B) and one fusion gene
in the SETD2 fusion group (SETD2-PCDH15) were identified and may be involved in the development of
malignant mesothelioma. It was suggested that ALK tyrosine kinase inhibitors as molecularly-targeted

therapies may be effective in the treatment of ALK fusion-positive malignant mesothelioma.
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