
Dr Gao gained considerable expertise on bioinformatics and have a broad research interests. His

doctoral research focused on profiling associations between non-coding RNA and huamn disease.

During PhD study time, he developed a series of tools to predict and analyse miRNA and disease

association. His research area now is non-coding RNA, metabolomics and  medical artificial

intelligence. He is particularly interested in dessecting metabolic status of organisms under

different conditions especially extremely environment and space.
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