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Work Experience

Roche Sequencing Solutions — Principal Scientist II Bioinformatics Present
e Algorithm development in bioinformatics pipeline

Roche Sequencing Solutions — Principal Scientist I Bioinformatics 12/2019 - 09/2024
e Algorithm development in bioinformatics pipeline

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

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

Skills

Programming Languages
e Python, C++, Java

Machine learning & Bioinformatics
e Deep Learning, Algorithm Development, NGS Data Analysis, Data Visualization

Tools & Technologies
e PyTorch, TensorFlow, scikit-learn, shell scripting, cloud computing, Git, AWS, Linux, Jupyter, Github Copilot,
LLM

Research Experience

Minimal Residual Disease (MRD) Internal
e Deep learning based method for tumor informed and plasma only disease monitoring

Genotype imputation Internal
e Training autoencoder model on large population dataset to learn complex haplotype pattern and genotype for
predicting missing genotypes on samples

Germline filtering & TMB Internal
e A tree-based machine learning approach using Light GBM for classifying germline variants, and calculate TMB

Consensus read generation of read sequences with SBX technology Internal
e Algorithm implementation, and analysis to verify clustering and consensus read generation

Deduplication of sequencing data Internal
e Deduplication with Unique molecular identifier (UMI), Sequencing error suppression, and variant calls

Deep learning model for gene essentiality prediction in microbes Github repository
e Using DNA and protein sequence feature to prediction essential genes with Deep neural network

Multiple cancer type classification with somatic point mutation data Github repository
e Classify 12 types of cancer using only somatic gene mutation frequency data
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Nucleosome stability prediction in Plasmodium Falciparum Github repository

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

The genome of Cowpea (Vigna unguiculata [L.] Walp.

Performed variant call analysis in a collaboration work with UCR Plant department

Patents

System and method for multimodal prediction of pateint outcomes (2023)
System and method for virtual pathology (in progress 2024)

System and methods for calculating Tumor Mutational Burden using machine learning models (in
progress 2024)

Molecular Consensus (in progress 2024)

Variant calling (in progress 2023)
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