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(Abstract] Objective To screen the key candidate gene sets and pathways in the Yang deficiency population based
on multiple genome—wide expression profile sets. To explore the differences and similarities between the different genes in the
Yang deficiency syndrome population and the control group, and to propose a possible hypothesis on the relationship between
Yang deficiency and gene expression. Methods Searching for GEO gene expression database and PubMed, Embase, CNKI,
Wanfang, Viper databases in language of Chinese and English, and screened out gene expression profile data sets or gene
expression profile analysis results of Yang deficiency group and its control group. Differentially expressed genes were screened
by R software and bioinformatics methods, and gene ontology (GO) analysis, kyoto encyclopedia of genes and genomes (KEGG)
and gene set enrichment analysis (GSEA) were carried out. The Venn diagram was used to show the relationship between the
results of differentially expressed genes in different people with Yang deficiency, and the relationship between the results

of differentially expressed genes, enrichment and Yang deficiency was analyzed. Results Two data sets (GSE87474, GSES6116)
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and four gene expression profiles were obtained. There were 350 differentially expressed genes in the data set GSE56116 and
138 differentially expressed genes in the data set GSE87474. Four gene expression profiles were selected and combined to
form three differentially expressed gene sets. 190, 66 and 21 differentially expressed genes were reported respectively. The
results of differentially expressed genes were overlapped and no coincidence genes were found. The gene sets and pathways
related to differentially expressed genes were analyzed and 8 common gene sets and pathways were found. The functions of
these pathways were concentrated in immune function, cytosolic vesicles and so on. Conclusion The different gene sets and
pathways between Yang deficiency and non—Yang deficiency populations are mainly related to energy metabolism, cytoplasmic
vesicles and immune regulation. The key candidate gene sets and pathways have some similarities among different Yang deficiency

populations, but the expressions of specific genes are different. The concept of Yang deficiency in Chinese medicine is more

likely to be related to a series of gene sets and pathways rather than a single gene.
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