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Chromosome Analysis Suite (ChAS) Software: Single Sample Analysis

Analyze CEL file data: make CYCHP files containing CN/LCSH/Mosaicism results for displaying in browser

In Single Sample Analysis, you compare the values in one or many selected CEL files serially with the values in a previously created Reference

Model File. One reference file is provided with ChAS.

During the analysis, ChAS generates CYCHP files with Graph data for each probe and Segment data describing Copy Number, Long Contiguous

Stretches of Homozygosity, and Mosaicism events.
These CYCHP files can be loaded into ChAS for viewing and study.
To perform Single Sample Analysis:

1. From the Analysis menu, select Single Sample Analysis...
The Single Sample Analysis dialog box opens.

Single Sample Analysis

Select the array type

X

| Cytogenetics Array

[¥]

Select the analysis parameter file

| Cytogenetics_Array single_sample def na29 w2 chasparam |v| | View Parameters... |

Select the reference file for the analysis

| Cytogenetics_Array na29.v2 REF_MODEL

[¥]

Select an anndtation file

| Cytogenetics_Array na29.annot .ok

[¥]

Select the intensity (CEL) file(s) to analyze

Please select output file folder

|C:\D0c:uments and SettingstAl Users\dpplication Deta\iffymetrixidnalysis Manageriout-data | |

Select & suffix to append to the analysis results

Cancel

2. Select the array type from the Array Type dropdown. The Cytogenetics Whole Genome 2.7M Cytogenetics Array (Cytogenetics Array) is

shown in this example.

Select the array type

Cwtogenetics Array

v

Cwbogenetics Array

3. Select the Analysis Parameter (*.chasparam) file to use for the analysis.

Select the analysis parameter file

Cytagenetics_Array single_sample def na2d w2 chazparam

Cytogenetics _Array single_sample def ha2d w2 chazparam




4. Select the Reference Model File from the Reference File drop-down list.

Salect the reference file for the analysis
Cytogenstics_Array ra29w2 REF_MODEL

Cytogenetics_Array na28 v2 REF_MODEL

5. Select an annotation file from the Annotation File drop-down list.

Select an annotation file
| Cytogenetics _Array na29 annot di [v|

[ Cytogenstics_Array na29 annot do ‘

Select the CEL files for analysis. Each CEL file is analyzed against the Reference individually, there is no minimum number. Affymetrix
recommends that you perform analysis operations with all files stored locally.

A. Click Add.
The Open dialog box opens.

Open X
Look In: [ 090521 _Cytagenetics2.7M_SampleDta [~ &
- Pz | Sex Sample_Type Remarks | Farnily_IC
ug ﬂ S_111.CEL Female Elood “erbal confirmatio... 55
3 S_113.CEL hfale Elood cell line 150Kk DMD deleti... G624
Recent =
ﬁ S_125 CEL Female Elood 165kh WPS13Ed... 26
.i\] 5129 CEL Female Elood Mozaic Chr 14 36
@ i\] S_178.CEL Female Elood cell line LCSH Chr. 7 1395
Desktop
Wy
Documertts
My Computer
“ e | ’
. File: Mame: |
I Dpen
Rty Metwork | ‘ | |
Places Files of Type: |CEL ‘v‘

B. Navigate to the folder with the CEL files using the navigation controls.
C. Select the CEL files to be analyzed.

D. Click Open in the Open dialog box.
The files appear in the Intensity file list.

Select the intensity (CEL) fle(s) to analyze
File Marne | Sex | Sample_Type | Remarks Family_ID | I
5111 Female Bloood Werbal confirmation of consanguinity £5 1
S_113 Male Blood cell line 160kh DMD deletion, Chr. X G24 1
5125 Female EBlood 168kh WP 5136 deletion, Chr. §; daughter of first cousin marrisge |25 1
5129 Female Elooc) Mosaic Chr. 14 346 1
S_178 Female Blood cell line LCSH Chr. 7 1395 1
<] I >
Total Pecords: 5
Select a file in the box and click Remove to remove it.
The total number of selected files is displayed below the box.
7. Select a folder for the output files.
Please select output File Folder
| C:\Program Files\Affymetrix|Chromosome Analysis Suite [

Enter a path to the file; or
A. Click the Browse button.
The Select Output Folder dialog box opens.



Select Dutput Folder ®

Save e | ) Chromasoms Analysis Sute [+ (@) ([B][E (S5

File Hame: |rc:!|PrW'am Flles|AfFymetrie|Chromosens Analysts Sube]
Files of Type: [l Fles [w]

[ swe |[ comd |

B. Navigate to or Create the folder to which you wish to write the resulting CYCHP files using the navigation controls.
C. Click Save in the Select Output Folder dialog box.
The selected folder appears in the Output File Folder field.
8. Optional: Enter a suffix to be added to the output CYCHP file names
This option adds a suffix to the CYCHP files to help you track them.

Select a suffix bo append ko the analysis resulks

IMPORTANT: If you have previously run an analysis on the selected CEL files and are saving the new CYCHP files to the same location
as the previous files, you need to add a unique suffix to the new files, since otherwise the original CYCHP files will be overwritten.

9. Click OK to begin the analysis. You may be asked to close other applications to free up memory for the analysis; if you close ChAS, it will
reopen when the analysis results are ready for viewing in the Browser.

Analysis Job Initiated x

I\'F;; C The analvsis you requested has been initiated and handed ko the Analysis Manager for completion,

You can track the progress of the analysis in the Analysis Manager.
To track analysis progress, right-click on the Analysis Manager icon H in the status area at the far right of the Windows taskbar, and
choose Status. Closing the Analysis Manager status window will not interrupt the Analysis.

When the Analysis job has finished, the Analysis Results dialog box will appear, allowing you to choose the results job and open the results
(CYCHP) files in the Browser. The most recently completed jobs are always at the top of the Analysis Results list.

Analysis Results »

200907 -1 3-05-55-04-11 251951 6470563531 375 .chasjok lj Open Resuks

2009-07-05-09-01 -1 5-1 56069509547 7968555 chaszjob
% Wiew Log
¥ Delete Job
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