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The different correlations between obesity and osteoporosis after adjustment of static mechanical
loading from weight and fat free mass. Journal of Musculoskeletal Neuronal Interactions, 2021, 21,
351-357.
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Identification of Potential Pleiotropic Genes for Inmune and Skeletal Diseases Using Multivariate
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Global correlation analysis for miRNA and protein expression profiles in human peripheral blood
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Rheumatoid arthritisd€“associated DNA methylation sites in peripheral blood mononuclear cells. 0.9 75
Annals of the Rheumatic Diseases, 2019, 78, 36-42. :

Detection of InNcRNA-mRNA interaction modules by integrating eQTL with weighted gene co-expression
network analysis. Functional and Integrative Genomics, 2019, 19, 217-225.
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lntedgrative Analysis Confirmed the Association between Osteoprotegerin and Osteoporosis. Chinese
Medical Sciences Journal, 2019, 34, 55.
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Mass spectrometry based proteomics profiling of human monocytes. Protein and Cell, 2017, 8, 123-133.
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mononuclear cells. Epigenomics, 2017, 9, 1287-1298.

Is GSN significant for hip BMD in female Caucasians?. Bone, 2014, 63, 69-75. 2.9 21
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