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Horticulture

Research Interest
[ Integrative analysis of multi-omics data

Integrate transcriptomics, single cell transcriptomics, epigenetics, proteomics, metabolomics, micro-
biomics data to investigate the mechanism of human diseases

[ Biomarker development
Identifying clinical prognostic and predictive biomarkers of cancer or disease

[ Epigenetics modification
Investigate the epigenomics regulatory network as well as the evolution of epigenomics modification
in prokaryotes

Publications
[ Tan, M., Ma, J., Yang, X., . . . Qiu, X., Wang, X., Zhang, L. Quantitative proteomics reveals differential

immunoglobulin-associated proteome (IgAP) in patients of acute myocardial infarction and chronic
coronary syndromes. Journal of Proteomics. 2021. (IF: 3.5)
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[ Shao, X., Tan, M., Xie, Y., . . . Wang, X., Deng, X. Integrated regulatory network in Pseudomonas
syringae reveals dynamics of virulence. Cell Reports. 2021. (IF: 9.4)
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Ongoing Project
[ The intestinal microenvironment in sepsis

Use multi-omics data (single cell RNA-seq, bulk tissue RNA-seq, microbiomics, metabolomics,
lipidomics) to investigate the changes of mouse sepsis at microenvironment level

[ Evolution of bacteria m6Amodification
Investigate the conservative modified genes and evolution characteristics of m6A modification in
bacteria
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Ongoing Project (continued)
[ RNA binding protein

Identify the bind RNAs and binding mode of a novel RNA binding protein in prokaryotes based on
CLIP-seq data


