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ARTICLE IF CITATIONS

Comparative Studies of Copy Number Variation Detection Methods for Next-Generation Sequencing

Technologies. PLoS ONE, 2013, 8, e59128.

Multistage genome-wide association meta-analyses identified two new loci for bone mineral density.

Human Molecular Genetics, 2014, 23, 1923-1933. 29 130

Replication of 6 Obesity Genes in a Meta-Analysis of Genome-Wide Association Studies from Diverse
Ancestries. PLoS ONE, 2014, 9, e96149.

Metabolomic profiles associated with bone mineral density in US Caucasian women. Nutrition and 3.0 51
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Networka€based proteomic analysis for postmenopausal osteoporosis in Caucasian females. Proteomics,
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CNV-TV: A robust method to discover copy number variation from short sequencing reads. BMC

Bioinformatics, 2013, 14, 150. 2.6 38

Attenuated Monocyte Apoptosis, a New Mechanism for Osteoporosis Suggested by a
Transcriptome-Wide Expression Study of Monocytes. PLoS ONE, 2015, 10, e0116792.

Multivariate analysis of genomics data to identify potential pleiotropic genes for type 2 diabetes, 05 04
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Is GSN significant for hip BMD in female Caucasians?. Bone, 2014, 63, 69-75.

Quantitative proteomics and integrative network analysis identified novel genes and pathways related
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A Statistical Test for Differential Network Analysis Based on Inference of Gaussian Graphical Model.
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