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Identification and functional analysis of melanoma-specific fusion genes

Yamamoto, Yuki
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We prepared several fusion gene-specific primers and attempted to detect the
fusion genes by sanger sequence using tissue samples from malignant melanoma lesions, benign nevi,
and other malignant tumors as controls.
We also collected clinical information to examine the sensitivity and specificity of the fusion
genes in malignant melanoma and their correlation with clinical manifestation, especially the
prognosis of the disease, the response rate to immune checkpoint therapy, and the incidence of
immune-related adverse effects.
However, we were unable to detect fusion genes in our malignant melanoma samples by our experimental
methods. We will need to plan to search for other types of fusion genes in the future.
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(Quan VL, et al. J Cutan Pathol 2019 in press; Couts KL,
et al. JCO Precision Oncology 2017)
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(Hellmann MD et al. Cancer Cell 2018)
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