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PROFESSIONAL SUMMARY
Computational scientist with 10+ years of experience designing and deploying production-grade genomics pipelines, machine learning models, and AI-driven research tools. Co-developer of the Agilent SureSelect Baylor Human CoRSIV Panel, Xtra DNAm Array with TruDiagnostic — two commercialized genome-scale methylation profiling products. First author on high-impact publications in Genome Biology, Translational Psychiatry, and Nucleic Acids Research. Experienced building scalable data infrastructure on HPC and cloud environments, with a growing portfolio of applied LLM and NLP systems for scientific research. Brings the rigor of academic research and the delivery mindset of production engineering.
EDUCATION
Ph.D., Computational Science and Engineering	2013 – 2017
Michigan Technological University ·  Houghton, MI
Thesis: Development Of Bioinformatics Tools and Algorithms for Identifying Pathway Regulators, Inferring Gene Regulatory Relationships and Visualizing Gene Expression Data
B.S., Computational Physics	2006 – 2010
University of Colombo  ·  Sri Lanka
PROFESSIONAL EXPERIENCE

Bioinformatics Programmer / Analyst II	2020 – Present
Children's Nutrition Research Center, Baylor College of Medicine · Houston, TX
1. Architected and deployed Python-based Whole Genome Bisulfite Sequencing analysis pipelines processing 60 TB of sequencing data across 2 human cohorts
1. Developed and validated ML classifiers for epigenetic biomarker discovery, achieving 80% accuracy in schizophrenia case-control classification (published, Translational Psychiatry 2021)
1. Co-developed the Agilent SureSelect Baylor Human CoRSIV Panel (launched April 2023), enabling cost-effective population-scale DNA methylation profiling; panel is now commercially available and used in several labs globally. 
1. Built Data pipelines integrating genomic, clinical, and metadata sources for multi-cohort population studies across 100s of participants
1. Designed and deployed automated analysis reporting infrastructure reducing manual reporting overhead.
Bioinformatics Analyst I	2019 – 2020
Baylor College of Medicine · Houston, TX
1. Developed population-scale epigenomics workflows characterizing systemic interindividual variation across [N] human subjects (Genome Biology 2019, 2023)
1. Built distributed computing workflows on LSF/SLURM HPC clusters for processing terabyte-scale sequencing datasets
1. Designed reproducible, version-controlled bioinformatics environments using Conda, Docker, and Git CI workflows

Post-Doctoral Fellow									2017-2019
Baylor College of Medicine · Houston, TX
· Developed the first algorithm to screen for systemic epigenetic variants in the human genome.

Graduate Researcher — Computational Science & Engineering	2013 – 2017
Michigan Technological University · Houghton, MI
1. Developed ML algorithms for genomic feature discovery and gene regulatory network analysis
1. Built and benchmarked statistical models for large-scale biological datasets

AI & DATA ENGINEERING PROJECTS

Genomics AI Research Assistant  ·  [ github.com/YOUR-USERNAME/REPO — add link when public ]
Production RAG application for semantic search and QA over scientific literature corpora
1. Built end-to-end LLM-powered QA system using RAG architecture over [X,000+] genomics papers
1. Implemented vector embedding pipeline (OpenAI/HuggingFace embeddings + [Pinecone / Chroma / Weaviate]) with chunking strategy optimized for scientific text
1. Exposed REST API enabling natural language queries; [X] researchers actively using the system
1. [ Add: deployment details — running on AWS Lambda / GCP Cloud Run / self-hosted? Quantify usage ]
Stack: Python · LangChain · OpenAI API · [ vector DB ] · FastAPI · Docker

AI-Driven Bioinformatics Pipeline Orchestrator  ·  [ github.com/YOUR-USERNAME/REPO — add link when public ]
Agentic system for automated orchestration and reporting of genomic analysis workflows
1. Designed multi-step agent workflow integrating sequencing data retrieval, QC, alignment, and methylation calling stages
1. Reduced end-to-end pipeline setup time by [X]% versus manual configuration
1. Generated automated narrative analysis reports using LLM summarization, reviewed by [X] lab members
1. [ Add: workflow manager used — Nextflow / Snakemake / Prefect? Specific bioinformatics tools (Bismark, GATK, etc.) ]
Stack: Python · [ Nextflow / Snakemake ] · AI agents · workflow automation · Bash
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Full publication list
HONORS & AWARDS

Dr. Dennis M. Bier Award for Best Pediatric Nutrition Research Publication	2023
New Investigator Award — Environmental Mutagenesis and Genomic Society (EMGS)	2019

CORE COMPETENCIES


	Genomics & Epigenomics
	Machine Learning / scikit-learn
	Data Pipeline Engineering

	DNA Methylation (WGS)
	LLMs · RAG · Language Processing
	Apache Spark · HPC · HTC

	Multi-omics Integration
	Python · R · SQL · Java
	Docker · Git · CI/CD

	Population-scale Studies
	Statistical Modeling
	AWS · GCP (cloud)

	Nextflow Data Pipeline
	Deep Learning with PyTorch
	Kubernetes



