11

papers

11

all docs

840776

2,196 11
citations h-index
11 11
docs citations times ranked

1281871
11

g-index

4417

citing authors



10

“

ARTICLE IF CITATIONS

Genomic Landscape of Meningiomas. Brain Pathology, 2010, 20, 751-762.

Stem cell associated gene expression in glioblastoma multiforme: relationship to survival and the

subventricular zone. Journal of Neuro-Oncology, 2010, 96, 359-367. 2.9 86

Weighted Gene Coexpression Network Analysis: State of the Art. Journal of Biopharmaceutical
Statistics, 2010, 20, 281-300.

Disease Gene Characterization through Large-Scale Co-Expression Analysis. PLoS ONE, 2009, 4, e8491. 2.5 30

Gene expression analysis of glioblastomas identifies the major molecular basis for the prognostic
benefit of younger age. BMC Medical Genomics, 2008, 1, 52.

Genetically defined EWS/FLI1 model system suggests mesenchymal origin of Ewing's family tumors.

Laboratory Investigation, 2008, 88, 1291-1302. 3.7 28

Geometric Interpretation of Gene Coexpression Network Analysis. PLoS Computational Biology, 2008,
4,e1000117.

Relationship between Gene Expression and Enhancement in Glioblastoma Multiforme: Exploratory DNA 73 146
Microarray Analysis. Radiology, 2008, 249, 268-277. :

Relationship between Survival and Edema in Malignant Gliomas: Role of Vascular Endothelial Growth
Factor and Neuronal Pentraxin 2. Clinical Cancer Research, 2007, 13, 2592-2598.

Celsius: a community resource for Affymetrix microarray data. Genome Biology, 2007, 8, R112. 9.6 57

Understanding network concepts in modules. BMC Systems Biology, 2007, 1, 24.




