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Table discussion — Recap Day 2

The results from your Vampirium intervention study have come back.
Excellent! You rub your hands and do an evil laugh, then you consider
how you can analyse your data.

* How do you need to prepare your data for analysis?

 What kind of exploratory analysis can you do?

 What do you learn from exploratory analysis?

* Which contrasts would you like to analyse in the following differential
expression analysis?
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LFC and dispersion

The log fold change is calculated by comparing the mean expression of gene A in a
condition (i.e. over/under-expression) versus a control.
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MA plot: LFC Shrinkage

MA plot before shrinkage MA plot after shrinkage
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LFC Shrinkage

MA plot after shrinkage

Use shrunken LFCs for:

* Gene set enrichment Analysis

(GSEA) o
* Subsetting significant genes § o
 Comparing LFCs between 2

conditions in the same experiment PR

e Reporting in papers (can put both) R 4 °wv3?-|;'w'v vw'l - -
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Volcano plot

Genes more expressed in

MA p|0t / treated cells (LFC >1) Volcano p|0t
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« Heatmap of normalized expression
counts

* Select a set of genes you are interested
in!

 Here up-regulated genes (LFC> 1) in
stimulated vs untreated cells

e Scaling is used for visualization only,
NOT for downstream analysis!
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Let’s visualize our DEA results!

Notebook:
e 07c _DEA visualization.Rmd
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