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Consulting

• RNA-seq, small RNA-seq and ChIP-seq analysis 

• Genome-wide methylation 

• WGS, resequencing, exome-seq and CNV studies 

• Quality assurance and analysis of gene expression 
arrays 

• Functional enrichment analysis 

• Grant support

http://bioinformatics.sph.harvard.edu/ 
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Training

• Short workshops on introductory, intermediate and 

advanced topics related to NGS data analysis 

• Monthly, 2-3 hour, hands-on and free workshops 

on “Current Topics in Bioinformatics” 

• In-depth courses (8- or 12-day formats)

https://hbctraining.github.io/main/
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• Are you doing an RNA-seq experiment right now? 

• If so, what stage of the experiment are you at? 

• What is your current position, e.g. PI, postdoc, staff?

Tell us about yourself…

https://pollev.com/hbctraining945



Workshop scope



Learning objectives

Learning Objectives

✓ Describe the resources needed to perform an experiment to identify 
differentially expressed genes using RNA sequencing, including in 
the laboratory and computationally. 

✓ Describe key experimental design considerations. 

✓ Explain the analysis workflow (including QC) starting with raw data and 
finishing with a list of differentially expressed genes.  

✓ List tools and computational skills necessary to implement the various 
steps in the above-mentioned workflow.



Standards
✓ Unix/Linux shell


• Dealing with large data files (e.g. FASTQ, BAM)


• Using bioinformatics tools (e.g. STAR, Trinity)


• Accessing and using high-performance compute clusters


✓ R

• Parsing and working with smaller results files 


• Statistical analysis, e.g. differential expression analysis (DESeq2)


• Generating publication-quality figures from complex data (ggplot2)

Base components
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Workshop webpage
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Contact us!

HBC training: hbctraining@hsph.harvard.edu 

HBC consulting: bioinformatics@hsph.harvard.edu

HBC: @bioinfocore

Twitter

mailto:hbctraining@hsph.harvard.edu?subject=
mailto:bioinformatics@hsph.harvard.edu?subject=
https://twitter.com/bioinfocore
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