Md Abid Hasan

Algorithms and Computational Biology Lab Email: mhasa006Qucr.edu
Department of Computer Science and Engineering Homepage: |https://www.cs.ucr.edu/ mhasa006/
University of California Riverside, CA 92521 LinkedIn: https://www.linkedin.com/in/mdabidhasan/
Overview

I work to connect computer science to biological concepts. My job is to apply machine learning models on large biological
dataset and interpret the results.

Education
University of California Riverside 09/2014-10/2019
Ph.D. in Computer Science (Advisor: Prof. Stefano Lonardi)
Islamic University of Technology, Bangladesh 01/2011-12/2012
M.Sc. in Computer Science (Advisor: Prof. M. A. Mottalib)
Islamic University of Technology, Bangladesh 01/2007-11/2010

B.Sc. in Computer Science

Work Experience

Roche Sequencing Solutions — Bioinformatics Intern 06-09/2018
e BAM file generation from genetic variant information

University of California Riverside — Graduate Student Researcher 09/2014-11/2019
e Implementation of machine learning model on biomolecular data

Islamic University of Technology — Lecturer 01/2011-08/2014
e Conducting undergraduate courses in Computer Science department

Research Experience

Nucleosome stability prediction in Plasmodium Falciparum Github repository

Use sequence and chemical properties of nucleotides for prediction of nucleosome stability

Multiple cancer type classification with somatic point mutation data Github repository

Classify 12 types of cancer using only somatic gene mutation frequency data

Deep learning model for gene essentiality prediction in microbes Github repository

Using DNA and protein sequence feature to prediction essential genes with Deep neural network

Genome wide enhancer prediction with epigenetic markers (on-going) Github repository

Use convolutional neural network to predict enhancers in multiple human cell-lines with epigenetics feature.
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