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Consulting

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

NIEHS

• Experimental design help 

• RNA-seq analysis: bulk, single cell, small RNA 

• ChIP-seq and ATAC-seq analysis 

• Genome-wide methylation 

• WGS, resequencing, exome-seq and CNV studies 

• QC & analysis of gene expression arrays 

• Functional enrichment analysis 

• Grant support

http://bioinformatics.sph.harvard.edu/
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Workshop scope



Bioinformatics data analysis 

http://anoved.net/tag/lego/page/3/



Learning objectives

Learning Objectives

✓ Describe best practices for designing a single-cell RNA-seq 
experiment


✓ Describe steps in a single-cell RNA-seq analysis workflow


✓ Use Seurat and associated tools to perform analysis of single-cell 
expression data, including data filtering, QC, integration, clustering, 
and marker identification


✓ Understand practical considerations for performing scRNA-seq, rather 
than in-depth exploration of algorithm theory




Logistics



http://tinyurl.com/hbc-scRNAseq-feb2024

Course webpage

http://tinyurl.com/hbc-scRNAseq-feb2024


Course materials online



Mandatory review of self-learning lessons and 
assignments 

Attendance required for all classes 

Your questions and active participation drive 
learning 

We look forward to all of your questions!

Course participation



✤ Quit/minimize all applications that are not required for class 
✤ Are you all set? We have provided sticky notes so you can let us 

know how you are doing with material during lectures  
‣ green post-it = "agree", "I'm all set"  

‣ red post-it = "disagree", "I need help" 

Odds and Ends (1/3)



Odds and Ends (2/3)

✤ Questions for the presenter? 
- Raise your hand! We love questions!! 

- Put a red post-it on your computer 

✤ Need help troubleshooting an R/RStudio issue? 
- Signal to the co-teacher (the teacher not presenting) that you need help



Odds and Ends (3/3)

✤ The room we are in for class will change: 
- February 09: Countway 403 
- February 13: Ballard 503 
- February 16: Countway 403 

✤ Please leave your nametags where you picked them up 

- Do not take them home



Bioinformatics Community Networking 
Breakfast!

More info: http://bioinformatics.sph.harvard.edu/breakfast/ 

- Free and open to the Harvard community 
- Food is first-come-first-served 
- No computers! 

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


Contact us!

Training team     : hbctraining@hsph.harvard.edu 

Consulting     : bioinformatics@hsph.harvard.edu 

     @bioinfocore
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