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RESEARCH INTERESTS

Phenotype-centric Data Mining, Medical Predictive Analytics,

Machine-learning, High-dimensional Data Analysis, and Network Analysis

m Phenotype-centric feature selection using modified genetic algorithms
m Modeling for multi-objective optimization problems
m Pattern classification using machine-learning algorithms (SVM, DT, NNs. . .)

m Developing and evaluating a machine-learning-based algorithms to predict cancer

malignancies
m Dialectical genetics for therapeutic target mining
m Evaluation of network algorithms for biological interaction

T kR i
¥ 'ﬁ,\ Wf.ﬁ"’lﬁﬁ 1‘1:55"%51{'1&%.\
\ MEmagenta
L LB Bl U e 30 Anfrapoptos

MEblack o *. etye,
.

GO: Glucose metabolic process
GO: Intracellular signaling cascade.
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Systematic identification of common functional modules related to
acquired drug resistance using integrated network analysis
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