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74 phytotaxa, 2017, 299, 36 o7

A hybrid gene selection algorithm for microarray cancer classification using genetic algorithm and
learning automata. /nformatics in Medicine Unlocked, 2017, 9, 246-254

5 Expectation propagation for large scale Bayesian inference of non-linear molecular networks from
72 perturbation data. PLoS ONE, 2017, 12, 0171240 375

mRNA-miRNA bipartite network reconstruction to predict prognostic module biomarkers in
colorectal cancer stage differentiation. Molecular BioSystems, 2017, 13, 2168-2180

70 Task modulates functional connectivity networks in free viewing behavior. Neurolmage, 2017, 159, 289-329 10

Network-based expression analysis reveals key genes related to glucocorticoid resistance in infant
acute lymphoblastic leukemia. Cellular Oncology (Dordrecht), 2017, 40, 33-45

Sequential and Mixed Genetic Algorithm and Learning Automata (SGALA, MGALA) for Feature

Selection in QSAR. /ranian Journal of Pharmaceutical Research, 2017, 16, 533-553 7

Determination of the Best Concentration of Streptozotocin to Create a Diabetic Brain Using
Histological Techniques. Journal of Molecular Neuroscience, 2016, 59, 24-35

66 Information theory in systems biology. Part Il: protein-protein interaction and signaling networks.

Seminars in Cell and Developmental Biology, 2016, 51, 14-23 75 22
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