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Please add in after the 2 Environment Section and renumber the sections after it.
3 Directory Navigation
The use of the SwimR tools assume a working knowledge of how to navigate to and from different directories. For simplicity,  it is recommended that you create a folder on the desktop that contains the SwimR package. You can then copy and paste tracker files into a SwimR subdirectory for analysis. If you perform the analysis this way you will only need to navigate directories once upon opening R. Following Frequency Analysis(see below) commands and SwimR commands you can then move these files to the desired directory for long term storage. 
An Introduction to R can be found here - http://cran.r-project.org/doc/manuals/R-intro.html
To set the working directory use one of two methods:
Drop Down Menu
Click on File -> Change dir. A browser window will pop up asking you to select a folder(i.e. -C:\Users\Blakely Lab\Desktop\SwimR). Select the folder.
Command Line
Using the command line, type “setwd(directory path)” 
To check that the working directory is correct:
Using the command line type “getwd()”. This should return the current working directory path. Make sure that the files to be analyzed are in this directory

Under Creation of Frequency matrix section, please add in under the ” >inputPath…” line
If you are using a common directory as described above, you may type in
inputPath <- “folder name” 
where folder name is a subfolder containing the tracker files to be analyzed.

Last Item – The two genotypes listed as examples in the manual, one is listed as dat-1(ok157) and the other is listed as “N4”. Can you append that last name to say “N2” instead?

  

