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= CPM differences between genes identified only by DESeq2 and Limma were
compared using distribution plots and boxplots.

DESeq2

= Tool that identifies differentially expressed genes with the use of count data
from RNA-seq. Uses shrinkage estimators for extreme values and fold
changes to control dispersion of data. Identifies genes with high sensitivity
and precision.

Functional Enrichment

= The two functional enrichment analyses that were conducted are gene set

enrichment analysis (GSEA) and KEGG pathway enrichment.
= GSEA ranks log?2 fold changes of genes of interests and creates an UpSet plot

RNA-Sequencing (RNA-Seq) Is a technigue used to determine the transcriptional
profile of cells under specific conditions. Different methods exist to analyze
RNA-Seq data, especially in terms of determining differentially expressed genes
In the conditions of interest. We have found that RNA-Seq data using different
RNA-Seq analysis methods has generated very different results in terms of the
differentially expressed genes identified. The goal of my project Is to understand
the limitations of these different methods In identifying differentially expressed
genes. We are comparing two widely used methods, DESeq2 and Limma, to
determine the extent of the differences observed between the differentially
expressed genes identified using the two tools. We are looking at differences In
LLog?2 fold change values, adjusted P values, and CPM values, to understand the
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