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What is        ?

• A statistical programming language based on “S” 
from Bell labs 

• First appeared in 1993, now a GNU project and 
completely open source 

• Managed by CRAN (Comprehensive R Archive 
Network) - https://cran.r-project.org

https://cran.r-project.org


• Syntax less immediately intuitive than Python 

• Some decisions made to support statistics do not 
make broad sense for data analysis 
(stringsAsFactors….) 

• A little quirky- some things that rub experienced 
programmers the wrong way:  ‘<-‘ for assignment

Why not         ?



• Extremely powerful and easy to use for data analysis and 
beautiful visualization 

• Huge community of scientists and academics that develop 
packages (probably within your niche field) 

• Good knowledge base here at UT 

• “Bioconductor” is a separate repository from CRAN, 
specializing in packages for biological data analysis 
(sequencing and non-sequencing) 

• Lots of other “data scientists” use R right now, so there are a lot 
of introductory courses and learning resources out there

Why          ?



• Powerful IDE (Integrated development 
environment) for R 

• Supports code completion, integrated help and 
plotting 

• **easy to script and save your workflow** 

• (also integrates with git and Rmarkdown, if you like 
that kind of thing)





Learning R: Resources
• “Swirl” - Learn R, in R.  http://swirlstats.com 

• Code School.  https://www.codeschool.com/
courses/try-r 

• Coursera- Specialization in Data Science:  https://
www.coursera.org/specializations/jhu-data-science 

• Software Carpentry Lessons - http://software-
carpentry.org/lessons/

http://swirlstats.com
https://www.codeschool.com/courses/try-r
https://www.coursera.org/specializations/jhu-data-science

