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Abstract: Steady progress has been achieved in the medical genetics in China in 2015, as numerous original researches
were published in the world’s leading journals. Chinese scientists have made significant contributions to various fields of

medical genetics, such as pathogenicity of rare diseases, predisposition of common diseases, somatic mutations of cancer,
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new technologies and methods, disease-related microRNAs (miRNAs), disease-related long non-coding RNAs (IncRNAs),

disease-related competing endogenous RNAs (ceRNAs), disease-related RNA splicing and molecular evolution. In these

fields, Chinese scientists have gradually formed the tendency, from common variants to rare variants, from single omic

analyses to multipleomics integration analyses, from genetic discovery to functional confirmation, from basic research

to clinical application. Meanwhile, the findings of Chinese scientists have been drawn great attentions of international peers.

This review aims to provide an overall picture of the front in Chinese medical genetics, and highlights the important find-

ings and their research strategy.
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