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Chinese expert consensus on the localization of bioinformatics analysis platform for tumor
genetic diagnosis by using next-generation sequencing (2024 edition)

Tumor Gene Diagnosis Committee of the China Anti-Cancer Association; Integrative Oncology Branch of the China Anti-Cancer Association

[Abstract] With the growing demand for precision in tumor gene diagnostics, next-generation sequencing (NGS) technology is increasingly
being applied in tumor genetic diagnosis field. To meet pressing needs in clinical practice, some medical institutions are preparing to
establish their own tumor gene diagnostic data analysis platforms. NGS-based gene diagnostic analysis relies on a robust bioinformatics
platforms; however, there is currently no consensus on the construction of a unified localized platforms. In response, the Chinese experts
from the Tumor Gene Diagnosis Committee of the China Anti-Cancer Association and the Integrative Oncology Branch of the China
Anti - Cancer Association to develop this expert consensus and put forward 15 consensus guidelines after thorough discussions. The
guidelines offer medical institutions detailed instructions for localizing NGS bioinformatics platforms, including hardware requirements,
data storage and management, design and validation of analysis workflows, workflow management, personnel allocation and training, as
well as relevant legal and regulatory considerations. The aim of this consensus is to enhance the accuracy and efficiency of tumor gene
diagnostics, while fostering the standardization and sustainable development of the industry.

[Keywords] Tumor gene diagnosis; Next-generation sequencing; Bioinformatics analysis; Localized construction; Consensus
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Tab.1 Commonly used analysis software for tumor gene diagnosis
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