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PROFESSIONAL SUMMARY 

Experienced bioinformatician with a Ph.D. in Neuroscience and 12 years of experience, specializing 
in multi-omic integration, biomarker/classifier development, single cell biology, and AI/ML modeling. 
Proven track record in developing robust disease models and integrating large-scale datasets to 
drive impactful discoveries in human health and drug development. 

WORK EXPERIENCE 

Independent Data Science Consultant (Boston, MA)                                          07/2023 – Present 

o Created predictive financial models using option chain data applied to PyTorch neural networks. 
o Established a streamlined workflow for identifying outcome-associated multi-omic biomarkers. 
o Developed an agentic system for converting text into structured Obsidian knowledge bases with 

retrieval-augmented generation (RAG) query capability. 
o Built a dashboard for identifying cell-type specific vulnerabilities in Alzheimer’s Disease using 

multi-omic single cell data from the Seattle Alzheimer’s Disease Brain Cell Atlas (SEA-AD). 

Senior Scientist at Bristol-Myers Squibb (Cambridge, MA)                                05/2019 – 06/2023 

o Integrated multi-omic data (e.g. RNAseq, WES, and proteomics) to develop comprehensive 
disease models and identify robust and meaningful patient subtypes in solid tumor settings. 

o Developed AI/ML classifiers to differentiate patient samples using multi-modal clinical data. 
o Cross-translated classifiers and insights between bulk, single-cell, and spatial transcriptomic 

datasets to better resolve disease biology and tumor microenvironment. 
o Applied solid tumor disease modeling and classification strategy to patient-derived cell line and 

organoid models with CRISPR-mediated modulation of genes implicated in disease progression. 
o Created interactive tools and dashboards for data visualization, interpretation, and evaluation. 
o Spearheaded the utilization and harmonization of real-world data to augment existing analyses. 
o Supported the development of clinical diagnostic assays for patient identification and screening. 
o Mentored a PhD-level summer intern in immuno-oncology biomarker research to guide project 

development and foster technical and professional growth. 
o Collaborated regularly with a diverse team of bioinformaticians, clinicians, and wet-lab scientists 

across groups within and outside the organization. 

Graduate Researcher at Icahn Sch. of Medicine at Mt. Sinai (New York, NY)  09/2011 – 08/2018 

o Developed transcriptional models of neurodevelopmental and neuropsychiatric disease using 
postmortem and cell-derived RNA sequencing from human neural samples. 

o Created transcriptomic workflows from raw sequencing through downstream analysis such as 
differential expression, cell-type deconvolution, eQTL enrichment, and network modeling. 

o Worked in highly collaborative and cross-disciplinary teams of clinicians and researchers. 
o Provided neuroscience research mentorship to undergraduate and high school students. 

EDUCATION 

Icahn School of Medicine at Mount Sinai (New York, NY)                                  09/2011 – 05/2018 
Doctorate of Philosophy in Neuroscience              GPA: 3.9 

Brown University (Providence, RI)                                                                        09/2004 – 05/2008  
Bachelor of Science in Neuroscience, with Honors                     GPA: 3.8 

TECHNICAL SKILLS 

Bioinformatics: Multi-omic analysis, single-cell and spatial transcriptomics, real-world and clinical 
data integration, cell type deconvolution, gene-set enrichment, dashboard and workflow development 

Statistical Methods: AI/ML predictive modeling and classifier development, dimensionality 
reduction, correlation, clustering, survival analysis, linear/log/mixed modeling, time series analysis 

Programming Tools: R (Bioconductor, shiny, tidyverse, Seurat, ggplot2), Python (PyTorch, pandas, 
scanpy), Unix, Git, RAG, agentic workflows, AWS, Docker, Cursor, Jira/Confluence 
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