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[Abstract] The widespread application of next generation sequencing (NGS) in clinical settings has
enabled testing, diagnosis, treatment and prevention of genetic diseases. However, many issues have arisen
in the meanwhile, One of the most pressing issues is the lack of standards for reporting genetic test results
across different service providers. The First Forum on Standards and Specifications for Clinical Genetic
Testing was held to address the issue in Shenzhen, China, on October 28, 2017, Participants, including

geneticists, clinicians, and representatives of genetic testing service providers, discussed problems of clinical
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genetic testing services across in China and shared opinions on principles, challenges, and standards for

reporting clinical genetic test results. Here we summarize expert opinions presented at the seminar and

report the consensus, which will serve as a basis for the development of standards and guidelines for

reporting of clinical genetic testing results, in order to promote the standardization and regulation of genetic

testing services in China.
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