
Cancer Program
Proteomics and Biomarker Discovery

PEPPeR GenePattern Quick Start Guide

This guide assumes a basic understanding of GenePattern and familiarity with loading
new modules.

For more information about GenePattern please see the documentation:
http://www.broad.mit.edu/cancer/software/genepattern/

Requirements
PEPPeR is designed to leverage multiple processors in a cluster environment.  It will
function on a single processor desktop computer but the computation time will increase
substantially depending on the number of experiments analyzed.

Example

This guide will quickly walk through using LandmarkMatching and PeakMatching using
the provided example file.  Please download the PepperExample.zip file and extract it
to a known location.
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LandmarkMatching Step 1: Select the task

• Select the LandmarkMatching task

• The bold options are required inputs
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LandmarkMatching Step 2: Fill out the form

• Select the proper file for each option.  The files are
contained in the PepperExample.zip file.

• Note: there are two sampleInfo files – small and large.  The
small file will process 2 experiments while the large sample
will take longer and process 10 experiments.

• After filling out the form select run.
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LandmarkMatching Step 3: Processing…

• After pressing run GenePattern will begin to process the
data.  For the small sample experiment (2 experiments) it
will typically take about 10 minutes to finish.

• The more experiments the longer the computational time
required to process the data.
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LandmarkMatching Step 4: Results and output

The main output is a zipped
directory of all the processed files.
This can be used as input into the
PeakMatch module.

It is a good idea to check the error
log to make sure that everything
was processed correctly.
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PeakMatch Step 1: Select the task

• Select the PeakMatch task

• The bold options are required inputs



Cancer Program
Proteomics and Biomarker Discovery

PeakMatch Step 2: Fill out the form

• Select the proper file for each option.  The files are
contained in the PepperExample.zip file.

• Note: PeakMatch is designed to run independently from
LandmarkMatching and does not require the
LandmarkMatching output.  If it is included MZ and RT
tolerances will automatically be calculated from the data.

• After filling out the form select run.
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PeakMatch Step 3: Processing…

• After pressing run GenePattern will begin to process the
data.  For the small sample experiment (2 experiments) it
will typically take about 10 minutes to finish.

• The more experiments the longer the computational time
required to process the data.
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PeakMatch Step 4: Results and output

The main output is a gct file that
can be used in other GenePattern
modules for further analysis.

The corresponding class file is
also output.  This corresponds to
the information that was listed in
the sampleInfo file.

It is a good idea to check the error
log to make sure that everything
was processed correctly.
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Troubleshooting

• For more information about each module please see the PDF
documentation included with each module.  The documentation
will describe the necessary file formats.

• We are currently only supporting LSF clusters.  If there is
interest in getting PEPPeR to work with a different cluster we
can help you modify the code.


