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EDUCATION

Johns Hopkins University, Baltimore, MD, USA Fall 2023 - Present
PhD Student in Computer Science
Selected coursework: Applied Comparative Genomics, Machine Learning,
Sketching and Indexing for Sequences, Advances in Self-Supervised Statistical Models,
Advanced Topics in Genomic Data Analysis, Interpretable Machine Learning Design

University of North Carolina, Chapel Hill, NC, USA Fall 2017 - Spring 2021
B.S. in Computer Science, B.A. in Biology

PROFESSIONAL EXPERIENCE

PhD Student Fall 2023 - Present
Johns Hopkins University, Baltimore, MD, USA
Advisor: Michael Schatz

CRTA Postbaccalaureate Fellow Spring 2021 - Spring 2023
National Cancer Institute, NIH, Bethesda, MD, USA
Advisors: Xin Wei Wang, Lichun Ma

Undergraduate Researcher Winter 2019 - Spring 2021
University of North Carolina, Chapel Hill, NC, USA
Advisor: Jeremy Wang

Software Developer Intern Summer 2020
Epic Systems Corporation, Verona, WI, USA
Genomics Team

Software Engineering Intern, NASA Contractor Summer 2019
Arctic Slope Regional Corporation, Greenbelt, MD, USA

Research Assistant Summer 2018
University of Maryland, College Park, MD, USA
Advisor: Adam Fishbein

AWARDS AND HONORS

National Science Foundation Graduate Research Fellowship Program (NSF GRFP) 2025 - Present
Cancer Research Training Award 2021 - 2023
Phi Beta Kappa Society 2021
Graduated with Highest Distinction, University of North Carolina 2021
Dean’s List all semesters, University of North Carolina 2017-2021

CURRENT RESEARCH

Dataset deduplication for genomic Large Language Models: Dataset deduplication, the process of remov-
ing repeated samples from a training dataset, has been shown to improve the quality of natural language LLMs.
Relatedly, DNA datasets contain substantial redundancy, both in terms of repeat elements within genomes and
conserved elements shared between them. We are therefore investigating whether dataset deduplication leads to
performance gains when applied to genomic LLMs. We developed an algorithm for genomic deduplication and
tested it on training datasets spanning from human to the tree of life. Preliminary results show benefits across a
range of downstream tasks including splice site classification, promoter detection, and variant effect prediction.
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PRESENTATIONS

Invited Talks

Mahler Revsine, Alex Ostrovsky, Xingyu Chen, Daniel Khashabi, Michael C. Schatz. “Pre-training Dataset
Deduplication Improves Genomic LLMs.” RECOMB-seq. Santa Fe, NM, USA. (2025)

Poster presentations

Mahler Revsine, Alex Ostrovsky, Xingyu Chen, Daniel Khashabi, Michael C. Schatz. “Pre-training Dataset Dedu-
plication Improves Genomic LLMs.” AI in Molecular Biology. Santa Fe, NM, USA. (2025)
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proves Genomic LLMs.” RECOMB. Yonsei University, Seoul, South Korea. (2025)

Mahler Revsine, Michael C. Schatz. “Transformer transparency: deciphering the decision-making process of
genomic large language models.” Biological Data Science. Cold Spring Harbor Laboratory, Laurel Hollow, NY,
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Mahler Revsine, Lichun Ma, Xin Wei Wang. “Single-cell Dissection of Liver Timor Evolution in Response to
Immunotherapy.” NIH Lab of Human Carcinogenesis Seminar. Bethesda, MD, USA. (2022)

Mahler Revsine, Lichun Ma, Xin Wei Wang. “Exploring the Single-Cell Evolution of Liver Tumors during Im-
munotherapy.” NIH Cancer Data Science Lab Seminar. Virtual. (2022)

Mahler Revsine, Lichun Ma, Xin Wei Wang. “Understanding Liver Tumor Evolution after Immunotherapy via
Single-Cell Analysis.” NIH Postbac Poster Day. Virtual. (2022)

TEACHING AND MENTORSHIP

Teaching Assistant, EN.601.449/649 Applied Comparative Genomics Fall 2025
Professor: Michael Schatz

First year graduate student mentor Fall 2025
Mentee: Alex Ostrovsky

First year graduate student mentor Spring 2025
Mentee: Xingyu Chen

SERVICE

Co-founder and organizer of the Johns Hopkins Deep Learning in Genomics Journal Club Fall 2024 - Present
Description: A student-run organization for discussing the latest
literature at the intersection of Deep Learning and Genomics.
Visit our website to follow along with our biweekly meetings!

https://jhu-deep-learning-in-genomics.github.io/


SKILLS

Programming languages: Python, Bash, R, Java, C
Deep Learning Platforms: PyTorch, Composer, HuggingFace, W&B


