
Quick Reference Card
GeneChip®  Sequence Analysis Software 4.1

I. GSEQ Introduction
GeneChip Sequence Analysis Software (GSEQ) is used to analyze data from the Resequenc-
ing Arrays

GSEQ allows you to:

Analyze CEL intensity data to generate sequence data•	

View the CHP analysis results•	

Create reports •	

Export data in formats that can be used by other software applications•	

GSEQ uses two different algorithms to analyze data:

Resequencing Algorithm Version 1 for 20 x 25 um arrays•	

Resequencing Algorithm Version 2 for 8 um arrays•	

To Start GSEQ:
Click the Windows Start button and select •	 Programs → Affymetrix → GSEQ 4.1.

GSEQ User Interface at Startup

The Main Display Area displays:
Resequencing Analysis window (See Section II)•	

Analysis Results (See Section IV)•	

Probe Intensity window (See Section V)•	

The Data tree lists:

Sample Files (ARR)•	

Cell Intensity Files (CEL)•	

Probe Analysis Data Files (CHP)•	

FileSets (GFS)•	

Menu Bar

Tool Bar

Main Display Area
Data tree

Shortcut bar

Status bar displays system messages about GSEQ activity.

The Shortcut bar provides quick access to:
Windows in the main display area•	

Dialog boxes for setting parameters•	

See the AGCC User’s Guide for information about viewing CEL intensity data in the Image 
window
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II. Analyzing Cell Intensity Data
You can select Resequencing Cell intensity data (CEL) files for analysis using the Resequenc-
ing Analysis window. 

The Resequencing Analysis window automatically selects the proper algorithm for the 
selected array types.

Click the Resequencing Analysis  button in the Shortcut bar, or select 1.	 Run → Rese-
quencing Analysis from the Menu bar.

The Analysis window opens.

Run button

Select cell intensity data in the data tree and drag into the Resequencing Analysis win-2.	

dow.

Note: When performing a resequencing analysis, you should select at least 15 cell 
intensity files for best results.

Click the Run button in the Resequencing Analysis window toolbar to generate geno-3.	

type or base calls and associated quality information.

Note: If you do not have the analysis configuration file for your CustomSeq array, 
GSEQ will not be able to run the analysis and the following message will appear:

Follow the instructions in the notice before proceeding with the analysis.
When the analysis is finished, the Resequencing Algorithm report opens and the analy-
sis results files are listed in the data tree (see section IV).

See Chapter 3 of the GSEQ User’s Guide for more information about analyzing CEL Intensity 
data.

Resequencing Algorithm Report
Contains a summary of information about the Resequencing analysis.

Heading

Fragment Call Rate Summary

Array data and Algorithm Settings

Sample Summary

Report displayed in Microsoft Excel

See Chapter 6 of the GSEQ User’s Guide for more information about the Resequencing 
report.
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III. Opening Analysis Results

The analysis results (CHP) files are listed in the Data tree.

To open analysis results files:
Double-click on selected analysis results files in the data tree.•	

To select adjacent files, press and hold the Shift key while you click the first and last file 
in the selection.

To select non-adjacent files, press and hold the Ctrl key while you click the files.

Tip: You can also display analysis results  by selecting File → Open from the main 
menu and using the Open dialog box. See the GSEQ User’s Guide for more informa-
tion.

IV. Viewing Resequence Analysis Results
The Resequence Analysis window displays Resequencing analysis results.

You can choose from:
Table View•	

Sequence View•	

SNP Table•	

Resequencing Window: Table View

The Table view displays information on:
Reference fragment•	

Sample base calls•	

See Chapter 4 of the GSEQ User’s Guide for information on:
Displaying forced calls and fail reasons•	

Editing calls and saving the edits in a new analysis results file•	

Sorting, searching, and exporting the data in the table•	

Fragment 
Information

First 
Sample

Click the tabs to display the Sequence and SNP View

The selected analysis results are displayed in the Resequencing window

Second 
Sample

Third 
Sample

Fragment Information:
Fragment:•	  Reference fragment name

Fragment Position:•	  The Sequence position of the reference base in the reference frag-
ment

Tiling Position:•	  The tile position number on the resequencing array of the probes for 
the reference base

Reference Base:•	  The reference base at the fragment position

Heterozygosity:•	  the relative frequency of mutations and reference base at a particular 
site in the sample.

Sample Information:
Call:•	  The base call for the sample at the queried site

Forced Call:•	  For a no call, the call that would have been made if the fail reason was 
ignored (Optional for Algorithm Version 2 only)

Fail Reason:•	  A code giving the fail reason a no call occurred (Optional for Algorithm 
Version 2 files only)

Quality score:•	  The total quality score computerd for the base call
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Resequencing window: Sequence View

The Sequence view displays the sequence of the selected reference fragment and the base 
calls for selected samples.

Sample 
Names

Drag one of the red boxes to display 
different parts of the fragment.

Base pane

Map Pane

Scroll Pane

Fragment 
Pane

Fragment Pane: List of the reference fragments (click to select a fragment for display)

Scroll Pane: Overview of the selected reference fragment

Map Pane: Color-coded sequence maps of the base calls for the samples
Base pane: Detailed views of the base calls for the samples

See Chapter 4 of the GSEQ User’s Guide for more information about the Resequencing 
window.

Resequencing window: SNP View
Displays the bases and samples with SNPs.

SNP Calls

Fragment ID 
and Position

Reference 
Sequence Base

Sample Names

Fragment ID and Position: The fragment name and sequence position of the reference 
base in the reference fragment

Reference Sequence Base: The reference base call at the fragment position.

Sample Name: The analysis results with the SNP

SNP Calls: The base call at the position for the sample
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V. Viewing Probe Intensity

You can use the Probe Intensity window to evaluate the cell intensity data for probe cells 
used to call particular features.

To display cell intensity data in the Probe Intensity window:
Click the Probe Intensity window button in the Genotyping Views shortcut bar, or select 1.	

Run → Probe Intensity from the menu bar.

The Add Cell Intensity Data dialog box opens.

Select the cell intensity data for the samples that you want to view and click 2.	 OK.

Sample Name

Probe Cell ID

Click in a row to display the intensity data for a probe set

Probe Intensity table

Intensity Plot: Trace Plot

Intensity Plot: Displays the intensity information for the probe cells of the selected feature as 
a:

Trace Plot (Shown)•	

Bar Graph•	

Line Graph•	

Probe Intensity table: Displays a list of the probe sets used in the selected assay and 
probe array type with cell intensity values

See Chapter 5 of the GSEQ User’s Guide for more information.


