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Getting Started

GenePattern provides access to a broad array of computational methods used to analyze genomic data. Its
extendable architecture makes it easy for computational biologists to add analysis and visualization modules, which
ensures that GenePattern users have access to new computational methods on a regular basis.

GenePattern has three components:
e The server, which is the GenePattern engine.

e The Java Client, which is the primary GenePattern interface for most users. This guide describes the Java Client
and how to use it.

e The Web Client, which is primarily used for administrative operations, such as adding and deleting analysis
modules. The GenePattern Web Client Guide describes the Web Client and how to use it.

This section describes how to get started with the GenePattern Java Client. It contains the following topics:

e Installing GenePattern

e Starting the GenePattern Server

e Starting the GenePattern Java Client

e Exiting from GenePattern

e Getting Help

Installing GenePattern

When you install GenePattern, you typically install all three components: the server, Java Client, and Web Client.
GenePattern can be run standalone, or separated into its client and server components to take advantage of a more
powerful compute server. A single installer works for either local or distributed configurations.

If you have not yet installed GenePattern, you can do so by following the installation instructions. If you are new to
GenePattern, you may find it helpful to work through the GenePattern Tutorial before reading the more detailed
information in this guide.

Starting the GenePattern Server

You must start the GenePattern server before you can start either the Java Client or the Web Client. The server takes
several seconds to start; clients cannot connect to it while it is starting.

To start the GenePattern server, double-click the Start GenePattern Server icon, shown below. By default, installing
GenePattern places this icon on your desktop.

g=

StartGensPatt
ernServer

On Windows, while the server is starting, a console window displays messages. The server is ready when the
console displays the following message:

GenePattern server version 2.8.8 build 2.8.8.358 built Thu, Dec 15 2885 iz ready

On Mac OS X, while the server is starting, the server icon bounces in the Dock. The server is ready when the icon
stops bouncing. If you want to read the messages, see the Console.

Starting the GenePattern Java Client

You must start the GenePattern server before you can start the Java Client.

To start the GenePattern Java Client, double-click the GenePattern Java Client icon, shown below. By default,
installing GenePattern places this icon on your desktop.


http://www.broad.mit.edu/cancer/software/genepattern/download/

GenePattern
Clienkt

As the client starts, it connects to the GenePattern server, retrieves the list of installed analysis modules, visualization
modules, pipelines, and suites, and builds its menus based on that list. When it is finished, the Java Client displays
the following welcome message and you can begin working:

£ GPGE - Server: Local, Username: gpusen@broad.mit.edu . =101 x|
Fie Projects Resuts Analysis Visusication Pipelnes Sutes History Help

M . Eind Diate Medified
Welcome to the GPGE
The GenePattern Graphical Environment (GPGE) is an easy-to-use integrated environment for data
analysis and wisualization.
Getting Started
Mare Kind Completed

# Add Data Files (File > Open Project Directory)
The first step in using the GenePattern Graphical Client 13 to add your data files. GenePattern
allows you to do this by specifying the directornies that contain your data. These are referred
to as project directories. To load your data, select Open Project Divectory from the File
fenl,

# Run a Module
Select a module from the Analysis, Visualization, or Pipelines menus. Enter values for the
input pararneters and click Run.

For detafled instructions on using GenePattern, please see the GenePatiemn tutorial at

W genepattern orgftutorial

To subscribe to mailing lists or find out about the latest developments, please wisit
WA, genepatiemm org,

The title bar shows you the GenePattern server and user name that you are using. The Java Client, which remains
connected to the server throughout the session, runs all analyses on this server. Typically, your GenePattern user
name is your e-mail address.

Exiting from GenePattern
To exit from GenePattern:

1. Exit from the Java and Web clients.
. To exit from the GenePattern Java Client, select File>Quit.

= To exit from the GenePattern Web Client, if it is running, click the sign out link in the top right corner of the
page.

2. Shutdown the server by double-clicking the Stop GenePattern Server icon, shown below. Alternative: if you are
using Windows, you can close the console window.

SkopGenePatt
ernServer

On Windows, when you shutdown GenePattern, the GenePattern console window closes. On Mac OS X, the
GenePattern server icon disappears from the Dock. On Linux machines, the GenePattern server exits silently.



If a GenePattern client remains running after you shutdown the server, the client displays error messages as it
attempts to contact the server.

Getting Help

The GenePattern web site provides an overview of GenePattern and its analysis modules, as well as links to the
GenePattern software and documentation. The documentation is your primary source for help with GenePattern:

e The GenePattern Tutorial provides a brief tour of common operations.

e This guide, the GenePattern Java Client Guide, describes the Java Client and how to use it.

e The GenePattern Web Client Guide describes the Web Client and how to use it.

e The GenePattern Programmer's Guide describes how to access GenePattern from various programming
environments and provides instructions for writing GenePattern modules.

e The Modules page lists all GenePattern modules, with links to their documentation. Each analysis, visualization,
and pipeline module has its own documentation.

e The File Formats page describes the GenePattern file formats.

We welcome your feedback. If you have suggestions, comments, or questions, contact the GenePattern help desk
(gp-help@broad.mit.edu).

Working with Projects

In GenePattern, the directories that contain your data are called project directories. Although you do not have to
open your project directories in GenePattern, doing so makes it easier to find and analyze the data in those
directories.

This section describes how to work with project directories in GenePattern:

e Projects Pane
e Opening a Project Directory

e Refreshing a Project Directory

e Closing a Project Directory

e  Working with Project Files

Projects Pane

The Projects pane lists the project directories that you have opened in GenePattern:

Projects
Dake Modfiad
al_aml (C:igp_tuto...Project J10J06 9:36 AM
& al_aml_test.cls cls 11[2[05 7:24 &M
@ al_aml_kest.res res 11205 7:24 aM
@ al_aml_tran.cds cls 112195 7:24 AM
@ al_aml_train.res ras 112005 7:24 &AM

The three columns in the Projects pane describe the project directories and files:

e Name: shows the name of the directory or file. Each directory name is followed by the directory path in
parentheses.

e Kind: describes the content of the directory or file. For directories, Kind is Project. For files, Kind is usually the
file extension. If the file extension is ODF, Kind is one of the following:

= Gene List: the file contains lists of genes or markers
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= PredictionResults: the file contains the results of a prediction analysis
= SOMCluster: the file contains the results of a SOMClustering analysis
= ComparativeMarkerSelection: the file contains the results of a ComparativeMarkerSelection analysis
e Date Modified: shows the date and time the directory or file was last modified.
In the Projects pane, you can:
e Click a column label to sort the directories and files based on the information in that column.
e Click-and-drag the column boundary to change the width of the column.
e Double-click a directory name to hide and show the files in that directory.

e Click a file name to display its size and statistics relevant to the file type; file statistics are displayed below the
Results pane.

e Double-click a file name to open the file in the default application (if any) for this file type. For information about
associating an application with a file type, see your operating system documentation.

Opening a Project Directory

To open a project directory:

1. Select File>Open Project Directory. GenePattern displays the Choose a Project Directory window:

% Choose a Project Directory x|
Lok in; I‘-h My Recent Documents L‘ ,' i E
5 all_aml Files in Directory Recent):
a0 analytic workshop OFG.ppt.Ink il
annatations 1Microarrays. ppt.ink
5 cah 2005-12 Hew Web She Text,doc.Ink
Al cadig ZPreprocessing. pot. ik
L) disbetes_10.Geea. 1141735768130 DiFferentialanatysis. ppt.Ink
5 dabebes_10_withists Gsea, 1141785358533 4PradchonDiscovery. ppt.Ink
) dabetes_example STools . ppt.ink
G doc iizhisler ppt.Ink
57 emails ALLAML.SL. 1. results, report. ALL bt h
5 FAQ all_aml. Irk
2] GeneP ::_a"!_;:mfrilmts arinotations. zi ™
) GanePatternSarver ‘_rnﬂl; = _-.ml o lH
) GenePatkernServer 141 Salact Diractory
K1 i Concel
Fibe parme: [C:ﬁﬁn:omﬁs and Satbingsigpuser|Recent
Files of type: |l Fies |

2. Inthe Choose a Project Directory window, navigate to the directory that contains your data files and click Select
Directory.

GenePattern adds the directory to the Projects pane. When you next restart the GenePattern Java Client,
GenePattern automatically adds this directory to the Projects pane.

Refreshing a Project Directory

GenePattern periodically reads the contents of your project directories, updating the Projects pane to reflect any
changes that have been made. If you change the files in a project directory, you can update the Projects pane
immediately by refreshing the directory.

To refresh a project directory:
1. Click the project directory in the Projects pane.
2. Select Projects>Refresh. GenePattern reads the contents of the directory and updates the Projects pane.

Alternative: right-click (Mac users Option-click) the project directory that you want to refresh and select Refresh from
the context menu.



Closing a Project Directory
To close a project directory, removing it from the Projects pane:

1. Click the project directory.

2. Select Projects>Close Project. GenePattern removes the directory from the Projects pane; it is not added when
you next restart the GenePattern Java Client.

Alternative: right-click (Mac users Option-click) the project directory that you want to remove and select Close Project
from the context menu.

Working with Project Files

By adding a project directory to GenePattern, you make it easier to work with the files in that directory. To work with a
file in the Projects pane:

1. Select the file.
2. Select one of the following actions from the Projects menu:

= Send To>parameter name: When you run an analysis (see Running Analysis and Visualization Modules),
you must enter values for each parameter. Send To makes this file the input value for the selected
parameter.

= Open With>Text Viewer: Display the content of this file in the Text Viewer. You can use the Text Viewer to
copy text to the clipboard, but not to modify the file.

= Open With>Default Application: Display this file in the default application (if any) associated with this file
type. For information about associating an application with a file type, see your operating system
documentation.

= Show File Location: Display this file and its parent directory in a file browser.

=  Modules>module_name: When you run an analysis, you must enter values for each parameter. Modules
runs the selected analysis and makes this file the input value for the first parameter that accepts this file
type.

Modules provides a quick way to determine which modules accept this file as input. However, if a module is
not listed, it may be because it has not yet been annotated, not because it cannot be used with this file. You
can access all modules from the Analysis and Visualization menus.

Alternative: right-click (Mac users Option-click) a file and select the desired action from the context menu.

Working with Analysis Results

When you run an analysis (see Running Analysis and Visualization Modules), the analysis results are stored on the
GenePattern server and displayed in the Results pane of the application window.

This section describes how to view and manage analysis results:
e Results Pane

e Saving Analysis Results

e Deleting Analysis Results

e  Working with Analysis Results Files

Results Pane

The Results pane displays the analyses that you have run. More precisely, it displays the analysis results files stored
for you on the GenePattern server:



Mame . Kind Completed

 ComparativeMarkerSelaction (233) Job 310006 1:57 PM
@ al_aml_train.comp.marker, odf Comparative ...
® op_task_ewecution_log, bt Lt
|| ExtractComparativeMarkerResults (.. Job IN0J06 2:96 PM
|| ‘Golub, Shonim, 1939 Nature, all. aml.pa., . Job Processing

The three columns in the Results pane describe your analysis results:

e Name: shows each analysis you have run and its generated files. Each analysis is identified by its name followed
by its job number in parentheses. The generated files include the analysis results files and one or more of the
following log files:

= gp_task execution_log.txt: contains the parameter values used to run the analysis, which is
useful for reproducing analysis results.

= *_stdout: contains "standard output" messages; that is, comments generated as the analysis module
runs.

= *_stderr: contains "standard error" messages; that is, information about errors (if any) that occurred
during the analysis.

e Kind: describes the analysis or file content. For analyses, Kind is Job. For files, Kind is the file extension, unless
the file extension is ODF (as described in Projects Pane).

e Completed: shows the date and time the analysis finished, or Processing if the job is still running.

You can manipulate the columns and files in the Results pane, just as you can the Projects pane (see Projects Pane).

Saving Analysis Results

When you run an analysis, the analysis results are stored on the GenePattern server and displayed in the Results
pane. Server storage is temporary and results files are deleted after they have been on the server for a certain length
of time (by default, one week). To save a results file, you must copy it from the server to a more permanent location.

To save an analysis results file:
1. Inthe Results pane, click the file that you want to save.
2. Select Results>Save To. GenePattern displays the Save To submenu, which lists your project directories.

3. Select a project directory, or select Other to choose a directory that you have not added to GenePattern.
GenePattern copies the file to the selected directory. If you copy the file to a project directory, GenePattern
refreshes the Projects pane to display the new file.

Alternative: right-click (Mac users Option-click) the file to save and select Save To from the context menu.

Deleting Analysis Results

As you run more analyses, the Results pane contains an increasing number of jobs. If you no longer need the results
of an analysis, you can delete that job. Deleting a job removes it from the Results pane and deletes its results files
from the GenePattern server.

You can delete analysis jobs in many ways:
e To delete all analyses and their results files, select Results>Delete All Jobs.

e To delete a single results file, click the analysis results file and select Results>Delete File.
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Alternative: right-click (Mac users Option-click) the file and select Delete File.

To delete an analysis and all its results files, click the analysis and select Results>Delete Job.
Alternative: right-click (Mac users Option-click) the analysis and select Delete Job.

To delete one or more analyses, use the History window:

1. Select History>View All. GenePattern displays the History window, as shown below.

2. For each analysis that you want to delete, select the analysis and click Purge.

3. When you are finished deleting analyses, close the History window by clicking the Close (X) icon in the
upper right corner.

[EEa]] ruee |
Name Completed | Subritted |
ComparativeMarkersehecti.., (31006 2:07 FM |3/10/06 Z:07 FM -
‘ComparativeMarkerSebactl... [3/10/06 1:57 PM i3,iu'.'|,|'ﬂﬁ- 1156 FM
y.comparative.marker (2... [3/10/06 1:14 PM iBILIJJ'IZIS- 1:13 P
. comparative, marker (2... 3110006 1:09 FM iSJ'tD!DG- 1:0% FM
StMapiswer (224) 3/10/06 11:10 &M i3.|'|.l:l.|'l)ﬁ- 11:100 40
trachComparativearker. .. 3/10/06 10:53 AM iS.F!D.fOG 10:53 aM
omparativeiarkerSebectl... [3/10/06 10051 AM i3,|'ltl,|'tl6- 10:51 AM
ormparativeMarkerSebacti... (371006 10024 AM [3F10/05 10:24 AM
KTest.pipeline (219) 3606 322 FM (3606 3:22 PM
stMapiiswer (218) HIE/06 3:21 FM 606 3:21 PM
Avewer (Z17) 1/31)06 10:11 AM 1f31/05 10:11 AM
A (216) 131,06 10:10 &AM 113106 10: 10 AM
ctionResultsYiewer (2,.. (1/27/06 4:04 P L2705 4:04 P
ctionResutsviewer (2,.. (112706 4104 FM 1f27/06 4:04 FM
M (213) L2706 4:04 FM /2705 4:04 FM
(212) 127 /06 4103 PM L2706 4203 PM
M alidation (211) 1f27 1065 2102 P L2705 4202 P
atMapliswer (210) 127106 3:11 PM 1f27/05 3:11 PM
astMapiswer (209) 12706 1:21 FM 12706 1:21 FM
nelistSignificancefiewer .., (12706 11:55 AM 1/27/05 11:55 aM
lazsteighbors (207) L)27 /06 11:55 AM L2705 11:55 AM
omparativeMarkerSebacti... [1/27/06 11:51 AM 127105 11:51 AM
amrparativearkerSebecti... |1/27/06 11:51 &M /2705 11:51 &M
icsanalysis (204) 1/24/06 1:26 FM 1/24/05 1:26 FM
cheomicsinalysis (203) 1/24)06 1:26 PM 12405 1:26 PM [=]

Working with Analysis Results Files

GenePattern makes it easy to work with the files in the Results pane:
1.
2.

Select the file.

Select one of the following actions from the Results menu:

= Send To>parameter name: When you run an analysis (see Running Analysis and Visualization Modules),

you must enter values for each parameter. Send To makes this file the input value for the selected
parameter.

= Save To>directory: Copies this file from the GenePattern server (temporary storage) to the selected
directory. See Saving Analysis Results.

= Delete File: Deletes this file from the GenePattern server. See Deleting Analysis Results.

= Open With>Text Viewer: Displays the content of this file in the Text Viewer. You can use the Text Viewer to

copy text to the clipboard, but not to modify the file.

= Open With>Default Application: Displays this file in the default application (if any) associated with this file
type. For information about associating an application with a file type, see your operating system
documentation.

= Modules>module_name: When you run an analysis, you must enter values for each parameter. Modules
runs the selected analysis and makes this file the input value for the first parameter that accepts this file
type.
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Modules provides a quick way to determine which modules accept this file as input. However, if a module is
not listed, it may be because it has not yet been annotated, not because it cannot be used with this file. You
can access all modules from the Analysis and Visualization menus.

= Create Pipeline: Create a pipeline that contains the modules used to create this file. See Working with
Pipelines.

Alternative: right-click (Mac users Option-click) a file and select the desired action from the context menu.

Running Analysis and Visualization Modules

GenePattern provides access to a broad array of computational methods used to analyze genomic data. This section
describes how to run the analysis modules that implement the computational methods and the visualization modules
that display the analysis results graphically:

e About Analysis and Visualization Modules

e Running an Analysis or Visualization Module

e Checking Job Status

e Viewing Analysis Results

e Rerunning Analyses

About Analysis and Visualization Modules
This section provides background information about analysis and visualization modules:

e What are Analysis and Visualization Modules?

e Adding Modules to GenePattern

° How GenePattern Runs Analyses

e GenePattern Jobs

What are Analysis and Visualization Modules?
Analysis and visualization modules are at the heart of GenePattern:

e Analysis modules provide computational methods and tools for gene expression analysis, proteomics data
analysis, SNP analysis, and data preprocessing and conversion.

e Visualization modules display your data and analysis results graphically. GenePattern includes two types of
visualization modules:

= Viewers display your data graphically and allow you to manipulate that view interactively. By convention,
these modules have "Viewer" in the name.

= Image creators create static graphics (for example, gif and pdf files) for display in other applications. By
convention, these modules have "Image" in the name.

Each module includes its own documentation, which is supplied by the module developer. To display the
documentation for a module:

1. Select the module from the Analysis or Visualization menu. The parameters for the selected module appear in
the main window.

2. Click Help to display the documentation for that module.

For a list of the modules in the repository maintained by the Broad Institute, with links to their documentation, see the
Modules page of the GenePattern web site.

Adding Modules to GenePattern

The Analysis and Visualization menus list all of the modules available to you; that is, all of the modules on your
GenePattern server. You can add modules to your server from the Java Client or the Web Client:

e From the Java Client: import a module from a zip file (File>Import Module).

e From the Web Client: import a module from a zip file, install modules from the module repository maintained by
the Broad Institute, or create and deploy your own modules. For more information about the Web Client, see the
GenePattern Web Client Guide. Typically, you use the Web Client to add modules to GenePattern.
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Module names are color coded to indicate their source. By default, your modules are displayed in pink, modules from
the Broad Institute in black, and modules from other sources in blue. Click Help>Module Color Key to display a
legend for your current colors.

How GenePattern Runs Analyses

GenePattern has a client/server architecture designed for flexibility and ease of use. The server holds all analysis
modules, visualization modules, and pipelines. As shown in the following figure, you use the GenePattern client to run
analyses on the GenePattern server:

1. From the client, you select the module that you want to use, specify the necessary parameters, and run the
analysis. The client sends your request to server, where the analysis will be run with the specified parameters.

2. After sending the request, the client periodically polls the server asking whether the analysis has finished
running. While the server works on the analysis, it returns “No” to the client.

3. When the server has finished running the analysis, it returns “Yes” when polled by the client.

4. The client notifies you that the analysis has finished. You can then view the analysis results, which are in
temporary storage on the server (see Saving Analysis Results).

Client Server

Module | SOM Clustering
Client sends Chusters: 2-3
request to start a Params Iterations: 10000
o job, along with Submi || ‘ Alpha: 0.4 -

ﬂ:rt:meters and Data | AML/ALL Dataset

Client polls server,

asking if the job is [ Are we there yet? ] > N
@ L s « [ No |

returns “MNo® while

still processing the [ Are we there yet? J >

job. p Mo

When job is done, ]
© serve retuns the [ Are we there yet? | > Results
s g CYes |
joby is complete,
—
0 user that the job Job Humber Tazk
is complete, is [SOMCIustering

GenePattern Jobs

When you run an analysis module, visualization module, or pipeline, the client starts a job on the GenePattern server.
Viewers are the one exception: viewers run on the client, not the server.

Every job run on the GenePattern server has an owner and is persistent:

e The owner of the job is the person logged into the GenePattern client that submitted the job to the server. The
owner is identified by the GenePattern user name (usually an e-mail address) that was used to log into the client.
For example: you log into the Java Client using the user name john_doe@abc.com and run an analysis; the Java
Client submits a job to the server; on the server, that job is owned by john_doe@abc.com.

e Every job is persistent, which means:

= Jobs run independently of the client. Once you start a job on the server, the job continues to run, even if you
exit from the client that started the job. The next time you start the client, the client shows you the status of
any jobs that were running when you exited from the client.
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= Jobs are restarted if necessary. If the GenePattern server is shut down or interrupted while executing a job,
the next time you start the server, the server restarts the interrupted job.

Running an Analysis or Visualization Module
To run an analysis or visualization module:

1. Select a module from the Analysis or Visualization menu. The parameters for the selected module appear in the
main window, as shown below.

The Analysis and Visualization menus list all of the modules on your GenePattern server. If you think your server
has been updated since you started the Java Client, click File>Refresh>Modules to update the menus.

2. Enter values for each parameter, as described below.

3. If necessary, click Reset to restore the parameters to their default values or Help to display documentation for
the module.

4. Click Run to start the job.

When you select a module from the Analysis or Visualization menu, the parameters for the selected module appear in
the main window:

ComparativeMarkerSelection |2 l'

Computes significance values for Features using several metrics, inchading FOR(EH), O Yalue, maxT P-Value, FWER,
Feature-Spexific P-¥akse, and Bonferroni.

[# Shiw Paramster Descriptions

input filename: | =i
The input file - res, .gek, Dataset

1

cls Filename: | Browse,..
The class file - .cls

confounding varisble cls Filename: | Browse, ..
The class file containing the confounding variable,

test direction: |2 Sided =
The test ko perform

test statistic: |SME -
The statistic bo use

min std: |
Thie miramrumn standard deviation F best statistic is T-Test (min std)

number of permutations: 1000
The number of parmukations bo perform

complete: In-:- 'I

whether to perfarm all possible parmmtations

halanced: Inn - I
Whether to perform balanced permutations

random seed: |??99432+1
The seed of the random number generator usad bo produce permutations

o - Iﬂﬂ

Run Resst | Hen |

+ Generate Code

The parameter forms for all modules are similar:
e The form lists each parameter followed by an entry box for the parameter value.

e Below each parameter is a brief description of that parameter. Use the Show Parameter Descriptions check box
in the upper left corner of the form to hide and show the descriptions.

e Required parameters are listed in bold. Other parameters are optional.
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e When a parameter requires a file name, you can enter it in many ways:

Enter a directory name to create a batch process that runs the same analysis on every valid file in that
directory. If the directory contains a file in the wrong format for this analysis, GenePattern displays a
message informing you of that and moves on to the next file. You can enter a directory name for, at most,
one file parameter.

Click-and-drag a file from the Projects or Results pane to the file parameter box. Selecting a file from the
Results pane has the benefit of chaining the previously executed module to the current module, which can
be useful for creating pipelines (see Working with Pipelines).

Right-click a file in the Projects or Results pane and select Send To>parameter-name.

Alternative: select the file and select either Projects>Send To>parameter-name or Results>Send
To>parameter-name.

Click-and-drag a file from a file browser or a web browser to the file parameter box.

Click Browse (next to the file parameter box) to display the file selection window. Navigate to the desired file,
select it, and click Open.

Enter the full path name of a file in the file parameter box. This method is not recommended because file
names can too easily be mistyped.

The Generate Code field at the bottom of the form displays the code (Java, MATLAB, or R) used to run the module
with the parameters that you have entered. This can be useful for programmers writing batch procedures or new
modules.

Checking Job Status

After starting an analysis job on the GenePattern server, you can check its status in two ways:

e In the Results pane, locate the job and check its Completed column. If the job is still processing, the column says
processing; if it has finished, the column shows the date and time it finished.

Mame - Kkind Completed
q ComparativeMarkerSelaction (233) Job 310006 1:57 PM
@& al_aml_train.comp.marker, codf Comparative ...
# gp_task_execution_og.tat bt
| | ExtractComparativeMarkerResults (... Job 006 2246 PM
|| Golub. Slorim, 1999 Nature. all aml.p.,. Job Processing

e By default, when a job finishes, GenePattern adds it to the Recently Completed Jobs window. If the window is
not open, GenePattern opens it. The window accumulates finished jobs until you close it, which can be useful if
you have several jobs running at once or you want a log of recent jobs.

£ Recently Completed Jobs _ x|

Job Nurnber | Task |

721

|Comparativetarker Selection

[ Show this dislog when & job completes
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Use File>Alert On Job Completion to control whether GenePattern updates the Recently Completed Jobs
window when a job completes. If the menu item has a check mark, GenePattern updates the window, opening it
if necessary; otherwise, it does not. Select the menu item to toggle the check mark.

Viewing Analysis Results

When you run an analysis or visualization module, the analysis results are stored on the GenePattern server and
displayed in the Results pane of the application window, as described in Working with Analysis Results.

You can view an analysis results file in many ways:

e Viewer: select the viewer from the Visualization menu and run it as described in Running an Analysis or
Visualization Module. Viewers, which allow you to view your data graphically and to manipulate that view
interactively, are generally the best way to view analysis results. By convention, viewer names end in "Viewer;"
for example, HeatMapViewer.

e Image creator: select the image creator from the Visualization menu and run it as described in Running an
Analysis or Visualization Module. Image creators, which create static graphics for view in other applications, are
often useful for documenting or sharing analysis results. By convention, image creator names end in "Image;" for
example, HeatMaplmage.

e Text Viewer: right-click the file and select Open With>Text Viewer to display the file in a text viewer. This is
generally the best way to view log files.

e Default Application: right-click the file and select Open With>Default Application to display the file in the default
application (if any) associated with this file type. This can be useful when you have assigned default applications
to particular file types. For information about associating an application with a file type, see your operating
system documentation.

Rerunning Analyses

To rerun an analysis:
1. Reload the previously run analysis in one of two ways:
= Inthe Results pane, click the analysis and select Results>Reload.
Alternative: right-click (Mac users Option-click) the analysis and select Reload.

= Select History>View All. When GenePattern displays the History window, select an analysis and click
Reload.

The Java Client displays the analysis module in the main window, populating the parameter fields with the values
used to run the previous analysis.

2. Optionally, modify the parameters.
3. Click Run to run the analysis.

Another way to rerun an analysis or series of analyses is to build an analysis pipeline. For more information, see
Working with Pipelines.

Working with Pipelines

Pipelines allow you to combine analysis and visualization modules into a single workflow. Running a pipeline runs the
series of tasks defined by that pipeline. Since pipelines are easily exported and imported from GenePattern, you can
share them with colleagues who would like to reproduce your analysis results or use them in documenting your
research. By providing a way to create and distribute an entire computational analysis methodology in a single
executable script, pipelines enable a form of in silico reproducible research.

This section describes pipelines and how to use them:

e About Pipelines
e Running a Pipeline

e Viewing a Pipeline

e Creating a Pipeline

e Editing a Pipeline
e Exporting and Importing Pipelines
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Note: You can delete pipelines from the Web Client, but not from the Java Client. For more information, see the
GenePattern Web Client Guide.

About Pipelines

This section provides background information about pipelines:

e What Are Pipelines?

e How GenePattern Runs Pipelines

What Are Pipelines?

A GenePattern pipeline captures a workflow. Each GenePattern pipeline contains one or more tasks. Each task
identifies an analysis or visualization module and its parameter values. When you run the pipeline, GenePattern runs
each task defined in the pipeline, one after the other. As each task completes, GenePattern adds its analysis results
files to the Results pane. When all the tasks are finished, the pipeline is finished.

GenePattern offers significant flexibility in how you define the parameter values for each task:

e  Static: you can specify parameter values.

e Variable: you can have GenePattern prompt the user for parameter values each time the pipeline is run.
e Chained: you can use an output file from one task as the input parameter value for a subsequent task.

This flexibility means that you can create a pipeline to run an analysis methodology against a particular data set;
reproduce an analysis methodology to be run against variable data sets; run multiple analyses against a single data
file; or run a progressive series of analyses, where the output from one analysis is used as input for the next.

How GenePattern Runs Pipelines

The Pipeline menu lists all of the pipelines available to you; that is, all of the pipelines on your GenePattern server.
You can add pipelines to your server from the Java Client or the Web Client:

e From the Java Client: create your own pipelines or import them from a zip file.

e From the Web Client: create your own pipelines, import them from a zip file, or install pipelines from the module
repository maintained by the Broad Institute. For more information about the Web Client, see the GenePattern
Web Client Guide.

Pipeline names are color coded to indicate the source of the pipeline. By default, your pipelines are displayed in pink,
pipelines from the Broad Institute in black, and pipelines from other sources in blue. Click Help>Module Color Key to
display a legend for your current colors.

When you run a pipeline, the GenePattern client starts a job on the GenePattern server. All of the tasks in the
pipeline are run as part of that one job. For more information about how the client runs jobs on the server, see About
Analysis and Visualization Modules.

Running a Pipeline
To run a pipeline:

1. Select the pipeline from the Pipelines menu. The pipeline and its parameters (if any) appear in the main window,
as shown below.

The Pipelines menu lists all of the pipelines on your GenePattern server. If you think your server has been
updated since you started the Java Client, click File>Refresh>Modules to update the menu.
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2. Enter any parameters, if necessary.
3. Click Run.

GenePattern adds the pipeline to the Results pane; the Completed column shows a status of processing. As
each task completes, GenePattern adds its analysis results files to the Results pane. When the last task
completes, GenePattern writes the pipeline execution log files to the Results pane and updates the Completed
column to show the date and time that the pipeline finished.

Analysis and visualization modules run from a pipeline work exactly the same as those run directly from the Java
Client. If you run a Viewer from a pipeline, it gets displayed just as if you ran it directly from the Java Client. Analysis
results files generated by a pipeline are exactly the same as those generated by modules run directly from the Java
Client.

Viewing a Pipeline
Viewing a pipeline shows you its definition, including the tasks it runs and the parameters for each task. You might
want to view a pipeline before running it for the first time.

To view a pipeline:
1. Select the pipeline from the Pipelines menu. The pipeline and its parameters (if any) appear in the main window.

2. Click View. The pipeline definition appears in the main window, as shown below.
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The definition form for each pipeline is similar:

e The first line shows the name of the pipeline and a drop-down list of versions. By default, you are viewing the
most recent version of the pipeline. To view a different version, select that version from the drop-down list.

e The second line is a brief description of the pipeline.

e To view author information and documentation for the pipeline, expand the Details field by clicking the plus (+)
sign.

e Below the Details field is a scrolling window that lists each task in the pipeline, including its parameters. You can
hide/show parameter details for each task individually (plus/minus icon to the left of each task) or for all tasks at

once (Collapse All/Expand All buttons at the top of the window).

e Chained parameters allow you to take the output from one task and use it as the input for another task. If you

place your cursor on a chained input parameter, GenePattern highlights the task that generates this input file, as

shown below. (You only see this highlighting if both tasks are visible in the window.)

e The buttons at the bottom of the window allow you to run, edit, or export the pipeline to a zip file. Help displays
the documentation for the pipeline.

For more information about the fields on the definition form, see Editing a Pipeline.
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Creating a Pipeline

You can create a pipeline in two ways:
e Use Pipelines>New to create an empty pipeline.

e Use Results>Create Pipeline to create a pipeline that contains the tasks used to generate the selected analysis
results file.

To create an empty pipeline:

1. Select Pipelines>New. GenePattern displays an empty pipeline definition form in the main window.
2. Enter a name for the pipeline in the Name field.

3. Edit the fields at the top of the form and add tasks to pipeline, as described in Editing a Pipeline.
To create a pipeline based on an analysis results file:

1. Select an analysis results file from the Results pane and then select Results>Create Pipeline. GenePattern
displays the following window prompting you for a pipeline name.

Alternative: right-click (Mac users Option-click) an analysis results file and select Create Pipeline.
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2. Enter a name for the pipeline and click OK. GenePattern displays a pipeline definition form that contains the
name you entered and the tasks used to create the analysis results file.

GenePattern adds tasks to the pipeline based on the following logic: add the module that created the results file
and then check its input file; if the input file for the module was the output file of a previous module, add the
previous module and then check its input file; continue to walk back through the chain of modules, adding
modules to the pipeline, until you reach the initial input file.

3. Edit the fields at the top of the form and add additional tasks to pipeline, as described in Editing a Pipeline.

Editing a Pipeline
You can edit any pipeline listed in the Pipelines menu, regardless of whether you created it. Editing a pipeline creates

a new version of the pipeline; it does not change the existing version of the pipeline. For more information, see
Understanding Version Numbers.

To edit a pipeline:

1. Select the pipeline from the Pipelines menu.

2. Click Edit. The pipeline definition appears in the main window.

3. Edit the pipeline definition, as described below.

4. Click Save to create a new version of the pipeline. GenePattern creates a new version of the pipeline.
5.  When the confirmation message appears, click OK.

The remaining topics in this section describe how to edit the pipeline definition:
e  Editing the Pipeline Description

e Adding Tasks

e Removing Tasks

e Reordering Tasks

Editing the Pipeline Description

The fields at the top of the pipeline definition form describe the pipeline. If necessary, expand the Details field by
clicking the plus (+) sign.

e Name: The name of the pipeline. If you change the hame of the pipeline, you create a new pipeline. If you leave
the name unchanged, you create a new version of the existing pipeline. When naming pipelines, note the
following:

= Pipeline names can include alphanumeric characters, periods (.), and underscores (_).

= Avoid special characters in pipeline names, such as: exclamation points (!), at signs (@), pound signs (#),
dollar signs ($), percent signs (%), carets (), ampersands (&), and asterisks (*).

. For cross-platform compatibility, avoid the following names: con, prn, aux, nul, com1, com2, com3, com4,
Iptl, Ipt2, and Ipt3. Machines running Windows cannot accept files with these names, regardless of the file
extension.

= GenePattern does not prevent you from using the same name for multiple pipelines; however, using unique
names is strongly recommended.

e Version: To the right of the name field is a drop-down list of versions. By default, you are editing the most recent
version of the pipeline. To edit a different version, select that version from the drop-down list.

Editing a pipeline creates a new version of the pipeline; it does not change the existing version of the pipeline.
For more information, see Understanding Version Numbers.

e Description: A brief description of the pipeline. When you select a pipeline from the Pipelines menu, GenePattern
displays the pipeline name and this brief description in the main window.
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e Author: The name and organization of the pipeline’s author. By default, this is your user name (typically, your e-
mail address).

e Owner: The user name of the person responsible for maintaining the pipeline. By default, this is your user name
(typically, your e-mail address).

e Privacy: Select Private (default) or Public. A private pipeline can only be seen and run by a user logged in using
the user name specified in the Owner field of this form; a public pipeline can be seen and run by all users.

e Version comment: A brief description of this version. This comment is visible on pages used to keep versions up
to date, so keep your comments complete and concise.

e Documentation: The full path name of the file that contains the pipeline documentation. Documentation is
strongly encouraged for public pipelines. Click Add to select the (previously created) pipeline documentation file.
Click Delete to clear this field.

e LSID: The Life Science Identifiers (LSIDs) for this pipeline. GenePattern maintains this field; you cannot edit it.
For more information, see Understanding Version Numbers.

Adding Tasks

Below the Details field is a scrolling window that defines the tasks in the pipeline. You can hide and show parameter
details for each task individually (plus/minus icon to the left of each task) or for all tasks at once (Collapse All/Expand
All buttons at the top of the window).

To add a task to the pipeline:
1. Select Add Task, Add Task After, or Add Task Before:
= Add Task appears only for empty pipelines. Use this button to add the first task to the pipeline.

= Add Task After adds a task below the currently selected task. To select a task, click its name in the drop-
down list to the left of the Add Task After button or click its definition in the pane below the buttons.

= Add Task Before adds a task above the currently selected task.

GenePattern displays the Add Task window.

£ Add Task After 2. ExtractComparative!

eprocess & Utiltes
jection

o e Arahoie d

|5 ]

2. Select a category from the Category list. GenePattern populates the Task list with the modules in the selected
category. The categories are the same as those on the Analysis menu, with the addition of Visualizer, which
populates the Task list with the Visualization modules.
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3. Select a task from the Tasks list and click OK. GenePattern adds the selected task to the pipeline definition.
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4. The first line of the task definition panel shows the module name and version number. By default, you are using
the most recent version of the module. To have the pipeline run a different version of the module, select that
version from the drop-down list.

5. Enter the parameter values for the module. For most parameters, you enter a value, select a value from a drop-
down list, or use the default value supplied by GenePattern.

To have GenePattern prompt the user for a parameter value, select the Prompt when run box to the left of the
parameter field.

For input file parameters, you can enter a file name in many ways:

= Drag-and-drop a file from the Projects or Results pane to the parameter field.
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= Click the Browse button to the right of the parameter field to select a file from the File Selection window.

= To have the input file be an output file generated by a previous task, select the Use output from previous
task box to the right of the parameter field. The parameter field changes to a drop-down list of the previous
tasks. Select the task that generates the output file that you want to use. If the selected task generates
multiple output files, GenePattern displays a drop-down list of the generated output files. Select the output
file that you want to use.

Removing Tasks

To remove a task from the pipeline:

1. Select the task that you want to delete. To select a task, click its name in the drop-down list to the left of the Add
Task After button or click its definition in the pane below the buttons.

2. Click the Delete button.

Reordering Tasks

The order of the tasks in the pipeline definition form determines the order in which the tasks are executed when you
run the pipeline. This can be important, for example, when you want to use the output from one task as the input for a
subsequent task or when you want to preprocess a data file before analyzing it.

To change the order of tasks:

1. Select the task that you want to move. To select a task, click its name in the drop-down list to the left of the Add
Task After button or click its definition in the pane below the buttons.

2. Click the Move Up or Move Down button.

Exporting and Importing Pipelines

Exporting and importing pipelines allows you to easily share them with colleagues who have access to GenePattern.
To export a pipeline:

1. Select the pipeline from the Pipelines menu. The pipeline appears in the main window.

2. Click Export. The export confirmation window appears:

x|

Press ‘Inchude basks' bo indude al tasks used by Golub, Slonim, 1999, Nature, all, aml, pipedine in the exported zip file,
Press Fipeline only” bo include only the Golub. Slonim. 1999, Mature. all.aml. pipeline definiton itself.

Pipeline Only | Cancel Export

3. Choose whether to export the pipeline or the pipeline and all of its tasks:

= Click Pipeline Only to create a zip that contains a programmatic description of the pipeline and the pipeline
documentation.

= Click Include Tasks to create a zip file that contains multiple zip files: the pipeline zip file (as described
above) and a zip file for each task. The zip file for each task contains the program files that implement the
task and the task documentation.

GenePattern displays the file selection window.

4. Select a name and directory for the zip file and click Open.
GenePattern exports the pipeline to the zip file.

To import a pipeline:

1. Select File>Import Module. The Import window appears:
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2. Click Browse. The File Selection window appears.

3. Navigate to the directory that contains the zip file, select the zip file, and click Open. GenePattern updates the
Import window to show the selected zip file.

4. Click Import to import the pipeline from the zip file.

Working with Suites

Use suites to group modules into packages of analysis modules, visualization modules, and pipelines; for example,
the ClusteringSuite contains the ConsensusClustering, HierarchicalClustering, HierarchicalClustering. MATLAB,
NMFClustering, and SOMClustering analysis modules. Suites allow you to work with groups of modules; for example,
you can filter the Java Client menus to show only the modules in the ClusteringSuite.

The Suites menu lists all of the suites available to you; that is, all of the suites on your GenePattern server. You can
add suites to your server from the Java Client or the Web Client:

e From the Java Client: create your own suites or import them from a zip file.

e From the Web Client: create your own suites, import them from a zip file, or install them from the module
repository maintained by the Broad Institute. For more information about the Web Client, see the GenePattern
Web Client Guide.

This section describes how to use suites:
e Viewing or Editing a Suite
e Creating a Suite

e Using Filters
e Exporting and Importing Suites

Note: You can delete suites from the Web Client, but not from the Java Client. For more information, see the
GenePattern Web Client Guide.

Viewing or Editing a Suite

You can view or edit any suite listed in the Suites menu, regardless of whether you created it. Editing a suite creates
a new version of the suite; it does not change the existing version. For more information, see Understanding Version
Numbers.

To view or edit a suite:

1. Select the suite from the Suites menu. The menu lists all of the suites on your GenePattern server. If you think
your server has been updated since you started the Java Client, click File>Refresh>Modules to update the
menu.

The suite definition appears in the main window, as shown below. The definition form lists all of the analysis
modules, visualization modules, and pipelines that are on your GenePattern server. A check mark next to a
module or pipeline indicates that it is in this suite.

2. To edit the suite definition:
1. Edit the suite definition form.
2. Click Save. GenePattern creates a new version of the suite.

3. When the confirmation message appears, click OK.
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All suites use a similar definition form:

The first line shows the name of the suite and a drop-down list of versions. By default, you are viewing the most
recent version of the suite. To view a different version, select that version from the drop-down list.

The second line is a brief description of the suite.

To view author information and documentation for the suite, expand the Details field by clicking the plus (+) sign.
The details fields for suites are similar to those for pipelines; for descriptions, see Editing the Pipeline

Description.
Below the Details field is a scrolling window that lists all of the analysis modules, visualization modules, and

pipelines on your GenePattern server. A check mark next to a module or pipeline indicates that it is in this suite.
If you are editing the suite, toggle the check marks by clicking the check boxes.

The buttons at the bottom of the window allow you to save your changes or export the suite to a zip file.

Creating a Suite
To create a suite:

1.

2
3.
4
5

Select Suites>New. An empty suite definition appears in the main window.
Enter a suite name and description in the Name and Description fields.

Edit the suite definition, as described in Viewing or Editing a Suite.

Click Save. GenePattern creates version 1 of the suite.

When the confirmation message appears, click OK.
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Using Filters

You can use suites to filter the Java Client menus so that they list only the modules in selected suites.

To apply a filter:

1.

Select Suites>Filter. The Java Client displays the Filter window:

£ x|

(" Fiter {show only basks From selected sutes)

cacel | ok |

Select the Filter radio button. The Java Client updates the window to show the available suites:

£ x|

(" Mo Filtering (show all tasks)

Showe suite
r ClusteringSuite

carcel | ok |

Click the check box next to each suite that you want to use.
Click OK.

The Java Client updates the menus to show only the analysis modules, visualization modules, and pipelines in
the selected suites.

To remove the filter from the menus:

Select Suites>Filter. The Java Client displays the Filter window.
Select the No Filtering radio button.
Click OK.

The Java Client updates the menus to show all of the analysis modules, visualization modules, and pipelines that
are on your GenePattern server.

Exporting and Importing Suites
Exporting and importing suites allows you to easily share them with colleagues who have access to GenePattern.

To export a suite:

1.
2.
3.

Select the suite from the Suites menu. The suite appears in the main window.
Click Export. GenePattern displays the file selection window.
Select a name and directory for the zip file and then click Open.

GenePattern exports the suite to the zip file.

To import a suite:

1.

Select File>Import Suite. The Import window appears:

BT x|
ZipFile: || Browse... I

Privacy: |Private = I

cancel | 1mport |

Click Browse. The File Selection window appears.

Navigate to the directory that contains the zip file, select the zip file, and click Open. GenePattern updates the
Import window to show the selected zip file.

Click Import to import the suite from the zip file.
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Creating Input Files

When you run an analysis module, visualization module, or pipeline, GenePattern displays the parameters for the
selected modules. Often, one or more of these parameters are input files, which must have a particular format; for
example, you might need to supply a gct or res file. For descriptions of the different GenePattern file formats, see File
Formats.

Although different GenePattern modules require different file formats, all of the files are tab-delimited or space-
delimited text files. Most of your gene expression data is already in tab-delimited text files or in spreadsheet and
database programs, which have export features that allow you to export the data into tab-delimited text files.
Therefore, creating input files for GenePattern is relatively easy:

1. Start with a tab-delimited text file that contains the required gene expression data.
2. Open the file in a text editor (or spreadsheet editor).

3. Make the necessary format changes.
4

Save the file as a tab-delimited text file with the appropriate file extension.

Tutorial: Creating a gct File

This section provides a brief tutorial that walks you through the process of converting a cdt file (sample.cdt) to a gct
file (sample.imputed.gct).

To convert the cdt file to a gct file:

1. Save the (sample.cdt) file to your local drive and open it in Microsoft Excel.
B Microsoft Excel - sample.cdt =10] x|

‘] Ble Edt  Wew Insert Formst ook Data  Window  Help chep v o B X
DS H|G B9 -8 H-A- B
Al - £ GID
A& | B | € | D E | F | & | H | I T =
1 [GD oL NAME  GWEIGHT SKTO34-cc PKTOO3 CiPerth 98-1 Perth 99-1 SKT027 CiSKTO26 CiS=
2 AD ARRYA2X ARRY11X ARRY7X ARRYSX ARRYITX ARRYBX A
| 3 |GENES4T: IMAGE 7S 108053 = 1 0.52 0.45 003 027 033 0.49
| 4 |GENE1187 IMAGE 48117386 5L 1 0E3 0.02 006 0.38 -0.07 073
5  GENEBS0: IMAGE 841112537 GS 1 003 2% 006 0.3 0.45 0.59
| 6 | GENEESZ: IMAGE: 14112894 AN 1 £0.48 0.38 075 0.22 057 05
7 GENE#10: IMAGE 26105064 G& 1 £0.51 0.26 0.91 065 0.4
| 8 | GENE14Ef IMAGE: 7298638 ESF 1 .07 022 052 0.42 0.96 0.45
| 9 GENE148%IMAGE: 24 99166 PLC 1 0.25 1] 075 061 1.02
10 | GENE116: IMAGE.76 117056 1 24 0.71 332 432 0.21
[ 11 GENE132° IMAGE 8% 116375 E: 1 203 153 0.45 0.64 113
| 12 | GENE145; IMAGE:77. 98682 LA 1 -1.01 -1.04 053 0.53 0.3 057
13 | GENEB4E: IMAGE 75 109345 E: 1 4.2 0.33 0.13 032 0.31
| 14 | GENE250: IMAGE:28/ 103786 RF 1 08 0m 1.3 0.38 -1.01
15 | GENE1513 IMAGE :80/99548 FLJ 1 4.3 109 218 0.43 -1.54
16 | GENEB4S: IMAGE: 12 109371 CX 1 115 0.94 0.2 0.35 .0.84
17 |GENEEIX IMAGE-SO101052 FL 1 -1.22 077 059 0.13 1.09 053 =
M4 W\ sample / a1 ]
Ready ML o

2. Delete the CLID and GWEIGHT columns. The gct file format allows for only two columns of annotations.
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B3 Microsoft Excel - sample.cdt : =10l x|
‘] Fle Edt  Wiew Insert Format ook Data  Window  Halp Type & question For help = _ @ X
?.Jﬁﬂdnﬂv'?-ﬁ,zvilg-@agw - B L U|HE-A-~ EI
A1 - & D
. A | B [ ¢ | b | E [ F | 6 [ H [ 1 | J |
1 (G0 INAKIE  SKTOE4-coPKTO03 CiPerth 9941 Perth 99-1]SKT027 CiSKTOZE Ci SKTO23 CiSKTON CiC=
| 2 AID ARRYAZE ARRY11X ARRYTX ARRYEX ARRYITH ARRY3IEX ARRYI4X ARRYZEX A
| 3 |GEMNES43:108053 * 0.52 0.43 0.03 027 0.33 0.49 016 0.27
4 |GENE118: 117365 5L 0,63 oo 0.06 0.38 007 0.73 0.2 023
E GEMEBS 112537 GE 0.03 -2.25 -0.08 0.3 0.45 0.59 1.17
| B GEMEB3Z: 112394 A -0.43 0.&3 L0.75 0.22 .57 05 0.47 0.24
| 7 |GENE410: 108064 GE -0.51 0.26 0.9 065 0.4 -0.32 -0.21
| B |GENE14E£98638 ESF -1.07 -0.22 0.52 -0.42 0.96 045 045 0.18
| 9 |GENE148299166 PLC 0.25 03 0.75 061 1.02 0.3 069
|10 |GENET18: 117086 = -2.4 0.71 -3.32 -1.32 021 -1.64 0.27
| 11 GEME1327119375 E: -2.03 1653 0.45 064 -1.13 163 0.42
| 12 | GENE145.98682 LAN -1.01 -1.04 .53 .53 0.36 0.57 068 -1.32
| 13 GENEEB4E: 109346 E -1.21 0.33 013 -0.32 0.3 1.2 -0.32
| 14 GENE250: 103766 RF 09 0.0 13 -0.36 -1.01 -16 -0.28
| 15 | GENET51799546 FL) -1.31 1.09 -2.18 -0.43 -1.54 09 043
| 16 | GENEER4S: 109371 CX -1.15 0.94 0.2 <0.36 <0.84 0.05 0.45
17 GEMEE3X 101059 FL -1.22 -0.77 -0.58 0.13 1.08 0.53 -0.21 063 =
H 4 b H[ysample o | g
Ready UM 7|
3. Delete the second row, which contains array identifiers (AID). The gct file format allows for only one row of
identifiers.
£ Microsoft Excel - sample.cdt : =10| x|
‘] Fle Edt  Wiew Insert Format Took  Data  Window  Help Type aquestion For help = _ @ X
EH G R B 2- =2 e v -|B r o m-A- B
A1 - f G0
| A I B [ ¢ [ o | E | F [ 6 [ H [ 1 | J =
1 [GID MAME | SKTO34-co PKTO03 CiPerth 98-1 Perth 99-1) SKTO27 CiSKTOZE € SKT023 CiSKTON CiC=
| 2 |GENES43: 108053 0.52 0.48 0.03 0.27 033 0.49 0.16 0.7
| 3 GENE118: 117366 SL 0.63 0.0z 0.05 -0.38 -0.07 0.73 0.2 0.23
4 |GEMEBSO: 112537 Gf -0.03 -2.25 0.06 0.3 0.45 0.59 117
E GEMNEESZ: 112394 Ah 0.48 0E&s .75 0.22 DE7 05 -0.47 -0.24
| B GEMNE410: 106064 2 -0.51 0.26 0.9 -0.65 04 032 0.2
| 7 | GENE146£98838 ESF -1.07 -0.22 0.s2 40,42 096 0,46 -0.46 -0.18
| B |GENE148£99166 PLC 0.25 0.3 0.75 061 1.02 0.3 0.69
| 9 GENE116: 117056 ™ 24 07 -3.32 -1.32 0.1 -1.84 027
|10 |GENE1327 119375 E! -2.03 -1.53 -0.45 054 -1.13 -1.63 -0.42
| 11 GEME145298632 LAN -1.M -1.04 0563 -0.53 036 .57 083 -1.32
12 GEMNEBAE: 109346 E! -1.21 03 013 40.32 0.31 1,22 -0.32
| 13 GENE250: 103768 RF 04 00 -1.3 -0.38 -1.01 -16 0.28
| 14 GENE151795546 FLJ -1.31 1.08 218 -0.43 -1.54 09 &3
| 15 | GENEE4S: 109371 Cx -1.15 0.94 02 036 084 0,05 0.45
| 16 GENEE3X 101053 FL -1.22 L.77 0.59 013 1.09 0.53 021 .63
17 | GENEZS: 114119 FA -1.17 0.8 -0.92 -0.94 -1.758 0.35 -0.63 081 =
M4 Wl\sample / j ) I vl
Ready UM 7|

4. Add two header rows at the top of the file:
= Inthe first row, first cell, enter: #1.2
. In the second row, first cell, enter the number of data rows: 1553

. In the second row, second cell, enter the number of data columns: 44
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Ed Microsoft Excel - sample.gct - =101 %]
‘#] Ele Edt Wew Insert Fomet Took Data Window  Heb Type s questionforhelp  « o @ X
B TET A R R R RC) - -/ Bz uE-A- B
A1 - A @2

A B | ¢ | Do | E | F | & | H [ 1 T 4 1 7y
1 [#2 | =
(2 1543 A
|3 GID NAME  SKTO34-ccPKTO03 CiPerth 89-1 Perth 991 SKTOZ7 CiSKTOZE CiSKTO23 CiSKTON CiC
4 |GENES43: 108053 = 0.52 0.48 003 027 033 0.49 016 0.27
| & GENE118: 117386 5L 063 .02 008 .0.38 007 073 032 0.23
| B |GENEBS0: 112537 GE  -0.03 225 006 03 0.45 0.549 117
| 7 |GEMEESZ 112894 Ah 0,48 0.6 0,75 0,22 057 05 -0.47 0,24
| 8 GENE410:108064 GE  -0.51 0.7% 0.51 0B85 0.4 032 021
| 8 GENE146£98838 ESF -1.07 022 .52 -0.42 096 0.46 .46 018
[ 10 GENE148£99166 PLC 0,25 0.31 0.75 0.1 102 03 069
[ 11 GENE116:117055 ** 24 0.71 332 A32 021 184 0.27
[12|GENE1327119375 Ef  -2.03 153 £0.45 0.6 113 163 042
13 | GENE145.98682 LAN  -1.01 104 053 053 036 057 058 132
14 |GENEG4E: 109346 E: 1.2 0.33 013 .0.32 0.31 422 032
| 15 | GENE250: 103765 RF 04 0.01 13 038 A0 A6 -0.28
[ 16 | GENE151:99548 FLJ 1.3 1.09 218 043 154 .09 0.53
17 GENEB4%: 109371 Cx -1.15 .94 0.2 -0.36 0.84 Q.05 045 =
M 4 b M\ sample / L] I ]
Ready ML |

Save the modified file as a text (tab delimited) file with the name sample.gct.

Your original cdt file contained cells that were missing data. Most GenePattern modules require that all cells in a
gct file contain data. In the Java Client, use the GenePattern analysis module ImputeMissingValues.KNN to add
the missing data to your gct file:

1. Select Analysis>Missing Value Imputation>ImputeMissingValues.KNN. The Java Client displays the
parameters for the selected module.

2. For the data filename parameter, enter your sample.gct file.

ImnputeMissing¥alues KNN |9j
Imputes missing values (Windoves only)
[+ Show Parameter Descriptions

data filename: |C:isarple.got | Browss... |
Duaka Filie (miesing walues are shored 22 NA) - .gct

k: |10
Number of nelghbors bo be wsed in the imputation

POV NAN: IIJ.E
The maximum parcent missing data allowsd inany now

colmas: 0.5
The maximum percent missing data allowed in any column

output file: Im_bamame}. mpubed,gct
The name of the output file - et

( | |

[E‘lﬁm‘uatn Code

3. Click Run to run the analysis.

The analysis results file, sample.imputed.gct, can be used with any GenePattern module that requires a
gct input file.

30



Understanding Version Numbers

GenePattern uses Life Science Identifiers (LSIDs) to uniquely identify objects, such as analysis modules,
visualization modules, pipelines, and suites. When you create an object, GenePattern automatically assigns the
object an LSID with a version number of one (1). When you update an object, GenePattern automatically updates the
version number of the object’'s LSID. As an example, consider pipeline version numbers.

When you create a pipeline, GenePattern assigns it a new LSID. If you modify that pipeline, GenePattern increments
the version number of its LSID. Similarly, each task within the pipeline has its own LSID. If you modify the task,
GenePattern increments the version number of its LSID. By using LSIDs, GenePattern preserves the originally
created pipeline and every modified version of that pipeline. This careful versioning process allows you to accurately
reproduce any previous analysis, even if you have modified the pipeline used for that analysis.

When you view and edit pipelines, you can see the pipeline’s version number (the version number of the pipeline’s
LSID). Typically, you update the latest version of a pipeline, which increments its version number. For example,
editing version 1 of a pipeline creates version 2 of that pipeline. At times, you may need to edit an older version of a
pipeline, which creates a “point version” of that pipeline. For example, if you have versions 1 and 2 of a pipeline,
editing version 1 of the pipeline creates version 1.1 of that pipeline.

Menu Bar

This section briefly describes each item in the GenePattern menu bar.

File
e Open Project Directory: Adds a directory to the Projects pane. For more information, see Opening a Project
Directory.

e Import Module: Imports an analysis module, a visualization module, or a pipeline module. For more information,
see Running Analysis and Visualization Modules and Working with Pipelines.

e Import Suite: Imports a suite. For more information, see Working with Suites.

e Alert On Job Completion: If checked, GenePattern displays a pop-up window when a job completes. Select the
menu item to toggle the check mark.

e Server: Displays the Server Settings window, which identifies the GenePattern server on which your jobs are
running. To select a different GenePattern server, enter the information for that server (the URL, port, and your
user name for that server) and click OK. You are now using that server; you do not need to restart the Java
Client.

e Refresh: Updates the GenePattern Java Client to reflect changes that have been made on the GenePattern
server. If analysis modules, visualization modules, pipelines, or suites have been installed, imported, or removed,
refresh Modules; if analysis jobs have been run or analysis results files have been deleted, refresh Jobs.

e Quit: Exits the Java Client.

Projects

For information about projects, see Working with Projects.

e Refresh: Refreshes the selected project directory.
e Close Project: Removes the selected project directory from the Projects pane.

e Send To>parameter _name: When you run an analysis, you must enter values for each parameter. Send To
makes this file the input value for the selected parameter.

e  Open With: Displays the content of the selected file in one of two applications:

= Text Viewer: Displays the file in the Text Viewer. You can use the Text Viewer to copy text to the clipboard,
but not to modify the file.

= Default Application: Displays the file in the default application (if any) associated with this file type. For
information about associating an application with a file type, see your operating system documentation.

e Show File Location: Displays the selected file and its parent directory in a file browser.

e Modules>module_name: When you run an analysis, you must enter values for each parameter. Modules runs
the selected analysis and makes this file the input value for the first parameter that accepts this file type.
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Results

For information about running analyses and working with analysis results, see Running Analysis and Visualization
Modules and Working with Analysis Results.

e Reload: Displays the analysis module and parameter values used to run the selected analysis. You can rerun the
same analysis or modify the parameters and run the modified analysis.

e Delete Job: Removes the analysis from the Results pane and deletes all of its generated files from the
GenePattern server.

e Delete All Jobs: Removes all analyses from the Results pane and all of the associated analysis results files from
the GenePattern server.

e Terminate Job: Cancels a currently executing analysis job.
e View Code: Displays the code (Java, MATLAB, or R) used to run the selected analysis.

e Send To>parameter_name: When you run an analysis, you must enter values for each parameter. Send To
makes this file the input value for the selected parameter.

e Save To: Copies the selected results file from temporary storage on the GenePattern server to the selected
directory.

e Delete File: Deletes the selected results file from the GenePattern server.
e  Open With: Displays the content of the selected file in one of two applications:

= Text Viewer: Displays the file in the Text Viewer. You can use the Text Viewer to copy text to the clipboard,
but not to modify the file.

= Default Application: Displays the file in the default application (if any) associated with this file type. For
information about associating an application with a file type, see your operating system documentation.

e Modules>module _name: When you run an analysis, you must enter values for each parameter. Modules runs
the selected analysis and makes this file the input value for the first parameter that accepts this file type.

e Create Pipeline: Creates a pipeline that contains the analysis modules used to create the selected results file.
For more information, see Working with Pipelines.

Analysis

The Analysis menu lists the analysis modules available on your GenePattern server. For more information, see
Running Analysis and Visualization Modules.

Visualization

The Visualization menu lists the visualization modules available on your GenePattern server. For more information,
see Running Analysis and Visualization Modules.

Pipelines
For information about pipelines, see Working with Pipelines.

e New: Creates a pipeline.

e The remainder of the Pipeline menu lists the pipeline modules available on your GenePattern server. Select a
pipeline to run, view, edit, or export the pipeline.

Suites
For information about suites, see Working with Suites.

e New: Creates a suite.

e  Filter: Applies or removes a filter. When you apply a filter and select one or more suites, the Java Client updates
its menus to show only the modules listed in the selected suites.

e The remainder of the Suites menu lists the suites available on your GenePattern server. Select a suite to view,
edit, or export the suite.
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History

The first items in the History menu are the most recently run analysis jobs. Select an item to display the analysis
module and parameter values used to run that analysis job.

View All: Displays the History window, which lists all analysis jobs that you have run. From the History window,
you can select a job and then select Reload or Purge:

= Reload: Displays the analysis module and parameter values used to run the selected analysis.

= Purge: Removes the selected analysis from the Results pane and deletes all of its generated files from the
GenePattern server.

To close the History window, click the Close (X) icon in the upper right corner.

Help

About: Displays the GenePattern release number, build number and date, and authors.

GenePattern Web Site: Opens a web browser and displays the GenePattern web site. You must be connected to
the internet to use this feature.

GenePattern Tutorial: Opens a web browser and displays the GenePattern tutorial. You must be connected to
the internet to use this feature.

GenePattern Server: Opens a web browser and displays the GenePattern Web Client.
Getting Started: Displays the welcome message in the main window.

Module Color Key: Displays a legend for the colors used to color-code pipeline names; the colors indicate who
authored the module.

Errors: Displays a window that allows you to send a bug report to the GenePattern Help Desk. You must be
connected to the Internet to use this feature.

When you create a bug report, please enter as much information as possible including the text of any error
messages and the release and build numbers listed in the Help>About box.
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