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SUMMARY
I am a computational biologist with over a decade of experience incancer genomics, immuno-oncology, and single-cell multi-omicanalysis. I specialize in developing algorithms and reproduciblepipelines for somatic variant calling, biomarker discovery, andimmunotherapy research, and I have contributed to high-impactstudies published in Science, Nature Genetics, and Cell. I excel incross-functional collaboration and in translating complex genomicinsights into actionable advances in precision medicine.
EXPERIENCE
Postdoctoral Research Fellow in ComputationalImmuno-Oncology
Greenbaum Lab, Memorial Sloan-Kettering Cancer Center
Date: July 2023 — September 2025 Location: New York, NY
• Developed a computational framework for single cell tumor–immuneinteractions.
• Contributed to discovery of IL-33–driven tertiary lymphoid structures(Nature, 2025).
• Applied single-cell and spatial omics to study immune regulation in cancer.
• Mentored computational biology graduate students.

Postdoctoral Research Fellow in Computational Genomics
New York Genome Center
Date: January 2022 — July 2023 Location: New York, NY
• Led somatic and structural variant analysis in large cohorts of cancerpatients for The Cancer Genome Atlas (TCGA) studies.
• Developed multi-omic computational methods to infer tumor enhancerhijacking structural variants.
• Coauthored studies mapping cancer chromatin landscapes (Science 2024;Nat Genet 2025).

Graduate Research Associate
Ari Melnick and Olivier Elemento Labs, Weill Cornell Medicine
Date: July 2017 — January 2022 Location: New York, NY
• National Cancer Institute Research Fellowship (F31) for studying chromatinarchitecture in B cell lymphoma subsets.
• Discovered OCT2 mechanisms in B cell fate (Nature Immunology, 2021).
• Developed computational methods to infer transcription factor activityfrom chromatin accessibility and transcriptome sequencing data.
• Developed and benchmarked best-practice multi-omic NGS pipelines.

EDUCATION
Ph.D. in Computational Biology
Weill Cornell Graduate School of Biomedical
Sciences, Cornell University
Date: July 2014 – December 2020

B.Sc. in Psychology
City College of the City University of New
York
Date: Sept 2002 – June 2006

SKILLS
Computational Genomics
• Somatic and germline variant calling, WGS/WES
• Integrated analysis of RNA-seq, ATAC-seq,ChIP-seq, Hi-C, and single-cell multi-omics
• Reproducible NGS workflows

Quantitative Methods
• Machine learning
• Statistical modeling and Bayesian data analysis
• Network analysis
• Information theory

Domain Expertise
• Tumor evolution and cancer driver discovery
• Immuno-oncology and anti-tumor immunity
• Regulatory genomics of immune celldevelopment
• Transcriptional regulation, epigenomics, andchromatin architecture

Collaboration
• Cross-functional teamwork with clinicians,biologists, and computational scientists
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AWARDS
National Cancer Institute Predoctoral Fellowship (F31)
Weill Cornell Medicine
Date: November 2017 – November 2020
• Ruth L. Kirschtein National Research Service Award
• Used chromatin accessibility maps to uncover novel regulatory circuits inaggressive B cell lymphomas.

NIH Postdoctoral Fellowship (T32)
Weill Cornell Medicine
Date: July 2023 – September 2025
• Developed BCRi, an information-theoretic framework that integratessingle-cell RNA-seq and V(D)J-seq to reveal relationships between B cellreceptor repertoires and transcriptional programs.
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