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



