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Agenda

• Introduction to bulk RNA-seq data analysis
• Workflow of analysis
• File structures
• Exercise with real bulk RNA-seq data – Alternatively use your own 

data.



For efficiency…

• We skip a few steps that require experience and knowledge of bash 
operations and work in terminals.

• Steps skipped:
• Download of rawdata fastq files.
• Download of reference genome.
• Sequence alignment (mapping).
• Quality control.
• Count of features.



Workflow: mRNA-seq Data Analysis
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Workflow: mRNA-seq Data Analysis



Structure of fastq files

Label ------------------
Sequence------------
Separator------------
Quality scores------
Label -----------------
Sequence------------
Separator------------
Quality scores------



Structure of reference genome



Sequence alignment



Exercise

• Download countmatrix from abc.au.dk
• Load the countmatrix into R
• Analyze the data using DESeq2 

https://bioconductor.org/packages/devel/bioc/vignettes/DESeq2/inst
/doc/DESeq2.html

• Alternatively follow the instructions on 
https://abc.au.dk/documentation/2024-08-20-ABC3.html

https://bioconductor.org/packages/devel/bioc/vignettes/DESeq2/inst/doc/DESeq2.html
https://bioconductor.org/packages/devel/bioc/vignettes/DESeq2/inst/doc/DESeq2.html
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