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The elucidation of carcinogenesis, metastasis gene and development of i
non-invasive treatment of sebaceous gland carcinoma with the next-generation
sequencer
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We established a method for extracting RNA and DNA from sebaceous gland
carcinoma of the eyelid. Using these methods, we performed next-generation sequencing analysis on
normal and tumor tissues from 15 cases of sebaceous gland carcinoma of the eyelid. DNA analysis
revealed genes that were specifically expressed in tumor tissues compared to normal tissues,
allowing us to detect mutations potentially related to carcinogenesis. We have established the
methods and data for elucidating genes involved in the carcinogenesis and metastasis of sebaceous
gland carcinoma, contributing to the understanding of these processes.
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