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SUMMARY
Passionate bioinformatician with 7+ years of experience specializing in omics data analysis—metagenomics, transcriptomics, microbial genomics, and computational biology. Skilled in developing and optimizing complex computational pipelines, leveraging advanced programming and data science techniques to advance biological research and provide actionable insights. Adept at working with high-throughput sequencing data from diverse platforms and delivering reproducible, scalable workflows.

EDUCATION
Ph.D. Environmental Microbiology
Ben Gurion University of the Negev, Beersheva, Israel — June 2020

TECHNICAL SKILLS
· Pipeline Development: Snakemake, Nextflow, Make
· Bioinformatics Analysis: Metagenomics (amplicon & shotgun), Metatranscriptomics, Transcriptomics (model & non-model organisms), Genomics, Population Genetics, Variant Calling, Phylogenetics, Functional & Pathway Enrichment
· Tools & Software: QIIME 1 & 2, Bioconductor, Trinity, LEfSe, Bwa, Maaslin2, Diamond, Flye, Medaka, Bcftools, Mauve, Humann, MegaHit, Samtools, Kraken, ANCOM
· NGS Platforms: Illumina, Oxford Nanopore
· Programming: R, Python, Bash
· High Performance Computing: SGE, SLURM
· Statistics & Machine Learning: Multivariate Stats, Hypothesis Testing, Regression, Normalization, Multiple Hypothesis Correction, ggplot2
· Report Generation: R Markdown, R Shiny, Jupyter Notebooks
· Data Repositories: NCBI, EBI, JGI/IMG, KEGG, MetaCyc
· Version Control & Containerization: Git/GitHub, Docker, Singularity, Conda
· Cloud Computing: AWS EC2, S3, ECR, Batch, Cloud9 (Nextflow enabled)
· Soft Skills: Strong communicator, problem solver, proactive, fast learner, multitasker

PROFESSIONAL EXPERIENCE
Bioinformatics Programmer Developer
Amentum Inc. / NASA Ames Research Center, Moffett Field, CA
March 2024 – Present
· Converted legacy Snakemake pipelines to Nextflow for enhanced portability and reproducibility in metagenomics analysis (Illumina and Ion Torrent amplicons).
· Developed and maintained workflows for low-biomass metagenomics datasets using nanopore and Illumina sequencing data.
· Managed sequencing data processing workflows for space biology experiments from data acquisition through analysis and report generation.
· Tech stack: Nextflow, Snakemake, Python, R, Kraken2, DADA2, Docker, Singularity, Slurm, AWS, Visual Studio Code, GitHub, etc.
Data Analyst
Biologics Data Science & Engineering, Bayer AG, Chesterfield, MO
Oct 2023 – March 2024
· Led microbial genomics and metagenomics projects analyzing third-party datasets to detect microbial contaminants and evaluate antibiotic resistance genes.
· Redesigned microbial prevalence analysis pipeline and migrated codebase to Nextflow, improving scalability and automation.
· Analyzed omics datasets to support product discovery and development.
· Tools: Nextflow, Snakemake, Python, AWS Batch/S3/EC2/ECS, QIIME2, Diamond, BLAST, HMMER.
Postdoctoral Researcher – Bioinformatics
Texas A&M AgriLife Research, Stephenville, TX
June 2021 – Oct 2023
· Provided bioinformatics expertise across metagenomics, transcriptomics, genome assembly, and population genetics projects throughout Texas A&M system.
· Developed amplicon analysis pipelines (QIIME2, USEARCH), assembled near-full-length 16S rRNA sequences, and identified antibiotic resistance genes.
· Created interactive dashboards and visualizations with R Shiny to facilitate result interpretation.
· Technologies: Snakemake, Python, R, MySQL, BLAST, Stacks, GATK, Slurm, Docker.
Postdoctoral Researcher – Bioinformatics
Ben Gurion University of the Negev, Bioinformatics Core Facility
Nov 2019 – May 2021
· Developed reproducible pipelines for RNA-Seq, host-associated shotgun metagenomics, and metatranscriptomics (non-model organisms).
· Characterized microbiome composition and functional potential using amplicon and shotgun sequencing data.
· Comparative genomic analysis of sex chromosomes in Macrobrachium rosenbergii.
· Managed databases, websites, and generated customer reports, supporting facility operations.
· Tools: Snakemake, NeatSeq-Flow, Python, R, MySQL, GitHub, Illumina and Nanopore sequencing.

PUBLICATIONS & PROFESSIONAL PROFILE
View complete publications and citations: Google Scholar

