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ABOUT Computer Science Ph.D. student with a strong interdisciplinary background in AI,
machine learning, and quantitative biology. Extensive experience with large-scale
data curation, training, evaluation, interpretation, and application of complex mod-
els. Currently working on deep learning for genomics; broadly interested in machine
learning for biosciences.

EDUCATION Ph.D. in Computer Science (Anticipated) 2020 - 2025
Stanford University
GPA: 4.0/4.0

M.Eng. in Computer Science & Molecular Biology 2019 - 2020
B.S. in Computer Science & Molecular Biology 2015 - 2019
Massachusetts Institute of Technology
GPA: 4.8/5.0

EXPERIENCE Ph.D. Student Researcher Aug 2021 - Current
Anshul Kundaje, Stanford University

• Formulated rigorous zero-shot and supervised benchmarks for DNA language
models (DNALMs) emphasizing non-coding regulatory logic. Fine-tuned and
evaluated multiple large DNA language model architectures. Identified defi-
ciencies in performance and computational efficiency over alternative baseline
models. Proposed improvements in modeling, data curation, and evaluation
strategies for future DNALMs.

• Developed FiNeMo, a robust, high-performance method for identifying sequence
motifs in neural network contribution scores. Formulated and implemented a
custom GPU-accelerated proximal gradient descent optimizer with hard con-
vergence guarantees.

• Leveraged sequence-based deep learning models for chromatin accessibility to
uncover unique cardiac developmental patterns across species. Developed a
novel model-based in silico genome transfer technique for comparing cross-
species regulatory syntax that overcomes large-scale genomic rearrangements.

• Lead efforts for large-scale processing and analysis of over 300 single-cell RNA-
seq and ATAC-seq datasets into integrated atlases under the ENCODE con-
sortium. Managed a team of over 10 analysts to produce high-quality, stan-
dardized cell-type annotations and cell embeddings. Developed and deployed a
high-throughput analysis pipeline via Kubernetes.

• Identified genetic features and cell states relevant to cardiac disease progression
using deep learning models on multimodal single-cell data across patients of
varying cardiac disease states.

Undergraduate Researcher Jan 2018 - Sept 2020
Alexander Gusev, Harvard Medical School
Manolis Kellis, MIT

• Created a novel statistical method (PLASMA) to identify causal regulatory
genetic markers (QTL fine-mapping) with an order-of-magnitude improvement
in power over previously existing techniques.

• Formulated allele-specific methods for fine-mapping single-cell QTLs and cell-
type-specific colocalization with disease, with applications to Alzheimer’s dis-
ease.



Undergraduate Researcher Jan 2017 - Sept 2018
Bonnie Berger, MIT

• Developed k-mer-based machine-learning methods for modeling RNA-Protein
interactions.

• Deployed workflows to train and infer protein-RNA affinity across multiple
large-scale databases.
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FELLOWSHIPS
& AWARDS

Stanford Bowes Bio-X Fellowship 2023 - 2026
Interdisciplinary research fellowship with 20 admits per year.

Stanford School of Engineering Fellowship 2020 - 2021
Institute-awarded funding for Stanford Ph.D. first-year rotations.

Harvard Herchel Smith Graduate Fellowship (Declined) 2020 - 2022
Awarded to five students in the entire Harvard University admitted Ph.D. class.

Roger Williams Award, IGES 2019 2019
Awarded for best oral presentation by a trainee at the IGES 2019 Annual Meeting
conference. Talk: “Allele-Specific QTL Fine-Mapping with PLASMA.”

Eta Kappa Nu (HKN) Member 2019
National IEEE Electrical Engineering and Computer Science honor society.

USA Biology Olympiad, Bronze Medalist
National high school competition for biology.

SKILLS Machine Learning: deep learning, generative modeling, mechanistic interpretability,
convex optimization, linear algebra

Probability & Statistics: regression models, mixture models, Bayesian graphical
models, variational Bayes, Monte Carlo methods, stochastic calculus

Biology: genomics, single-cell assays, cell biology, transcription factors

Numerical & Machine Learning Software: PyTorch, Tensorflow, Keras, Numpy,
Pandas, Polars

Biostatistical Software: R, Seurat, Signac

Other: Python, Snakemake, Kubernetes, Google Cloud

TEACHING Course Assistant Jan 2023 - Dec 2024
CS161 Design and Analysis of Algorithms, Stanford University

Course Assistant Apr 2023 - Jun 2023
CS273B Deep Learning in Genomics and Biomedicine, Stanford University

Course Tutor, Eta Kappa Nu Program Sep 2018 - May 2019
6.046 Design and Analysis of Algorithms, MIT


