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Dr. Meng Zhou received his Ph.D. in Biochemistry and
Molecular Biology from Jilin University, China. He has been
engaged in the study of bioinformatics since 2004.
Currently, he is a full associated professor in the School of

Biomedical Engineering, Wenzhou Medical University,

China. His research interests include computational system biology,
bioinformatics and application for human complex disease. He has published
over 50 peer-reviewed papers which have been cited over 1600 times with the
H-index of 22 and i10-index of 36 as indicated in Google Scholar (update in
2019.08). He is Associated Editor of the journal <Frontiers in Oncology> and
<Frontiers in Genetics> and the editor of the journal <Current Bioinformatics>.
Dr. Zhou contributed significantly to the computational identification of novel
biomarkers for cancer diagnosis, prognosis and treatment response based on
multi-omics data. He also conceptualized, designed developed, and co-
developed computational methods/tools to analyze and interpret human
genes, diseases and gene-disease associations from system biology

perspective.

Large-scale integrated analysis of ovarian cancer tumors and
cell lines identifies an individualized genomic tool for

monitoring response to platinum-based chemotherapy

Abstract
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Heterogeneity in chemotherapeutic response is directly associated with
prognosis and disease recurrence in patients with ovarian cancer (OvCa).
Despite the significant clinical need, a credible gene signature for predicting
response to platinum-based chemotherapy and for guiding the selection of
personalized chemotherapy regimens has not yet been identified.

With the current availability of large-scale transcriptional profiles of OvCa
tumors and cell lines, there is now an opportunity to identify and validate a
robust and reproducible individualized gene signature for predicting response
to platinum-based chemotherapy in OvCa.

By combining gene expression profiles and chemotherapeutic response
information from multiple patient and cell line datasets, the present study
identifies an individualized genomic tool (IndividCRS) to monitor patient
intrinsic or acquired platinum-based chemotherapy resistance in a timely
manner. The ability of the IndividCRS to predict response to platinum-based
chemotherapy and outcome was verified in multiple independent datasets
deposited by different laboratories with different platform technologies. The
universality and simplicity of the IndividCRS make it a promising individualized
predictive tool to monitor patient resistance in a timely manner before and
after platinum-based chemotherapy treatment and can be analyzed using RT-
PCR in a clinical setting. Moreover, the IndividCRS correlated with homologous
recombination deficiency (HRD) and was also capable of discriminating HR-
deficient tumors with or without platinum-sensitivity for guiding HRD-targeted

clinical trials.
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