
Fels Bioinformatics 
Meetup



What’s a meetup? / 
What’s changing with meetups?



Last year’s meetup

The original idea for the meetups was to have a 
kind of office hours every other week where 
anyone in Fels could ask questions and get help 
on computational analysis, but ended up 
switching to more formal lectures divided 
between two groups. 

Problems:
● can’t ask questions about what you don’t 

know
● changes from one style to the other were 

made on the fly
● people were only coming once a month
● If you don’t use it you lose it

● weekly
● short lecture
● focus on R
● homework for practice
● All materials will be 

hosted on a Fels 
Bioinformatics Github 
repository

Meetups going forward

https://github.com/fels-bioinformatics/fels_bioinformatics_meetup
https://github.com/fels-bioinformatics/fels_bioinformatics_meetup
https://github.com/fels-bioinformatics/fels_bioinformatics_meetup


Why should you learn programming and why R?

Programming data analysis for yourself gives you far more 
control, flexibility, and reproducibility than clicking in a 
graphical interface.

R is:
● Easy to learn
● Great community
● Only programming language intended from the beginning for data analysis



Getting Set Up with R



Need to Install

Instructions were in the email about today’s meetup (and on the meetup GitHub 
here), but if you haven’t already you need to install:

1. R
2. RStudio
3. tidyverse

https://github.com/fels-bioinformatics/fels_bioinformatics_meetup


Install R https://www.r-project.org/

https://www.r-project.org/


Install RStudio https://www.rstudio.com/

https://www.rstudio.com/


Install the tidyverse

1. Open RStudio
2. In the console, type the follow line:

install.packages(‘tidyverse’)

3. And hit Enter
4. If it installs successfully, you’ll a 

message saying:

The downloaded source packages are 
in     
‘some_folder/downloaded_packages’



Introduction to Rmarkdown



Why use markdown?

Bioinformatics analysis is mostly run on a Linux computer using the command line 
terminal. The rest of the universe uses Macs or PCs.
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Why use markdown?

Markdown Solves Problems:

● simple
● readable by every machine AND humans
● allows some simple formatting to increase human readability



What is markdown?

Just text, with a few optional symbols that allow an interpreter to make it look 
good. Goal is to have something that still is human readable even without the 
interpreter.



What is markdown?



Rmarkdown Demo


