Contrast Mini-Tutorial

Contrast is a sister program to DTASelect that was written by David Tabb.  It takes DTASelect-filter.txt files as input and outputs a file that displays the percentages of proteins that are the same and different between the files in both text and html format.

NEED: Contrast.params file (see below)


DTASelect-filter.txt files for samples you want to compare

The DTASelect-Contrast user manual is located in the lab user background reading section.  The manual contains everything you ever wanted to know about Contrast.  This tutorial is meant to give you a quick idea of how to run Contrast.  If you need more information about extra options of Contrast, please refer to the manual.

Example files located on proteome at 

~genn/CHX-crawdad/pipeline/dtaselect/sequest/0mM/Contrast/

Below is the content of the Contrast.params file that you will need to manipulate each time you wish to run Contrast.

[Included Directories]

        0mM     ~genn/CHX-crawdad/pipeline/dtaselect/sequest/0mM/

        5mM     ~genn/CHX-crawdad/pipeline/dtaselect/sequest/5mM/

        10mM    ~genn/CHX-crawdad/pipeline/dtaselect/sequest/10mM/

[Criteria Sets]

        params  -y 0 -p 1 -S -0.01 -d 0 -a false -o -2 -200 -i 0 -1 -200 -3 -200

[Options]

        merge
The first component of the Contrast.params file is the included directories.  The first tab is the name that you would like to call the file.  The second tab points to the directory where the DTASelect-filter.txt for that file is.  The file needs to be named DTASelect-filter.txt for Contrast to work properly.

The second component of the Contrast.params file is your criteria sets.  This is usually set to the same parameters that you used when running DTASelect.  There are more options listed in the manual that may be of use.  For example, I you wanted to exclude random hits from your files you would add –e random to the criteria sets.

The last component of the Contrast.params file is the options.  I always use the merge option because it merges all your files into one DTASelect.txt file that you can run DTASelect on if needed.  Just make sure you move a sequest.params file in the directory if you wanted to run DTASelct.  More options are listed in the manual.

Once you have constructed your Contrast.params file, you can run Contrast in the same directory as where the Contrast.params file is by typing Contrast -v.  This will output a Contrast.txt file, a Contrast.html file and a DTASelect.txt file is you selected merge in the options component of your Contrast.params file.  Individual text and html files are also written for each sample that you compare.  For example, there is a 0mM-params-filter.txt file, 0mM-params.html file, 5mM-params-filter.txt file, and so forth in the directory where Contrast was run.  The Contrast.txt and Contrast.html files that combine all the information that you need to contrast samples.  If you scroll to the bottom of the html file, you will find similar tables as below:

	Redundant
Count
	Nonredundant
Count
	Percent
	0mM
params
	5mM
params
	10mM
params

	1992
	1610
	62.4%
	X
	X
	X

	127
	101
	3.9%
	
	X
	X

	91
	71
	2.8%
	X
	
	X

	146
	107
	4.1%
	X
	X
	

	288
	236
	9.2%
	
	
	X

	290
	212
	8.2%
	
	X
	

	301
	242
	9.4%
	X
	
	

	3235
	2579
	
	2030
	2030
	2018


The cells of the following table show the percentage of the row sample proteins which are found in the column sample.

	Sample
	Proteins
	0mM-params
	5mM-params
	10mM-params

	0mM-params
	2030
	100.0%
	84.6%
	82.8%

	5mM-params
	2030
	84.6%
	100.0%
	84.3%

	10mM-params
	2018
	83.3%
	84.8%
	100.0%


The tables show you the number and percentage of proteins found between samples.  The top table classifies the samples into smaller groups, while the bottom table combines those groups into one.

For additional information about Contrast either refer to the manual or email me at genn@u.washington.edu
-Gennifer Merrihew 11/28/07

