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e [he set of genes identified by scmap
well-characterized cell class in a
single-cell dataset

The Su Lab is a Computational Biology lab
dedicated to the acceleration of biomedical
research through the use of computational systems.
Before interning in the lab, | had no experience with
programming or data science. During my time here,
| learned the principles of programming and the
basic skills of manipulating biological data. Through
first-nand exposure to methods used by
bioinformaticians | gained important insights to the
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After becoming acquainted with basic programming scmap was performed to select a algorithm selected. across datasets.

skills, focus was turned to an RNA sequencing data subset of informative genes.
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