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Affymetrix Chromosome Analysis Suite 2.1 Release Notes 

(For research use only. Not for use in diagnostic procedures.) 
 
 
Chromosome Analysis 2.1 includes the following changes/updates: 
 

1. ChAS 2.1 supports NetAffx version NA32.3 files for generation of CYCHP files for 
CytoScan arrays.   
 

2. ChAS 2.1 supports NetAffx version NA33 to simultaneously view OncoScan and 
CytoScan array data. 
 

3. For Somatic Mutations to be displayed for OSCHP files, NA33 annotation files need to be 
downloaded. 
 

4. ChAS 2.1 will upgrade from ChAS 1.2.1 and higher. 
  

5. If a version of ChAS 1.2 or earlier is installed, ChAS 2.1 does not support upgrading from 
these versions.  Use the "Add/Remove Program" feature of the Windows operating 
system to completely uninstall the current version of ChAS and then re-run the ChAS 2.1 
installer.  
 

6. For all upgrades from ChAS 1.2.1 or above, the ChAS 2.1 installer will automatically copy 
appropriate Library files from the x:\Documents and Settings\All Users\Application 
Data\Affymetrix\ChAS\Library folder to the x:\Affymetrix\ChAS\Library folder.   
Library files to be copied are: 

o Array-specific files will be copied/updated to the new location 
  

User Profile and User Preference files will be copied from x:\...Chromosome Analysis 
Suite\Users folder to the x:\...ChAS\Users folder.   
 

7. After the installation/upgrade you may download the latest library files from NetAffx from 
within ChAS for NA33 annotation files, or copy the contents of the Analysis Files folder 
file from the zip package.  
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New Features/Improvements 
 

1. Whole Genome View. 
 

2. OncoScan OSCHP file visualization including somatic mutation calls. 
 

3. Auto-Dots graph type enables the transition from points to big dots graph type based on 
user-defined region. 
 

4. New Analysis and Visualization Library files (NA33) for CytoScan arrays.  Allows for 
simultaneous viewing of OncoScan and Cytoscan files. 

 
5. Automatic Autosome Percentage LOH calculation based on user defined LOH filter 

setting. 
 

6. New Column in Segment Table (Full Location) containing genomic coordinate in 1 
column for ease of use in external websites.  
 

7. Updates to the Analysis Workflow including export of probe level data for the entire 
sample. 
 

8. New library file folder location outside any hidden folders. 
 

9. Y axis coordinates no longer have fixed boundaries. 
 

10. Median log2 data values calculated for each CN Segment in both the Segments table 
and mouse over. 

 
11. Disabled mosaic segment calls for the Y chromosome. 
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Recommended and Minimum System Requirements for Chromosome Analysis Suite 2.1 
 
Recommended System 
 

ChAS Analysis and Browser Package 

 

ChAS Browser Only 

Processor 3+ GHz Intel Core 
Quad Core 

 

Processor 3+ GHz Intel Core 
Quad Core 

 

64-bit Win7/8.1 
operating system 
and web browser 

Windows® 7 
Professional SP1 or 
Windows® 8.1 
Professional and 
Internet Explorer® 8.0 
or above 
 

32-bit XP and 64-bit 
Win7/8.1 
operating system 
and web browser 

Internet Explorer® 8.0 
or above 

Available disk space 250 GB HD + data 
storage 

Available disk space 250 GB HD + data 
storage 

Free disk space 
required at install 

>= 5 GB 

 

Free disk space 
required at install 

>= 5 GB 

 

RAM 16 GB RAM 8 GB (32-bit system) 
16 GB (64-bit system) 

 

Minimum System 

 

ChAS Analysis and Browser Package 

 

ChAS Browser Only 

Processor 2+ GHz Intel® 
Pentium® Dual Core 

Processor 2+ GHz Intel® 
Pentium® Dual Core 

64-bit Win7/8.1 
operating system 
and web browser 

Windows® 7 
Professional SP1 or 
Windows® 8.1 
Professional and 
Internet Explorer® 8.0 
or above 

32-bit XP and 64-bit 
Win7/8.1 
operating system 
and web browser 

Internet Explorer® 8.0 
or above 

Available disk 
space 

150 GB HD + data 
storage 

Available disk space 150 GB HD + data 
storage 

Free disk space 
required at install 

>= 5 GB Free disk space 
required at install 

>= 5 GB 

 

RAM 8 GB RAM 3 GB (32-bit system) 
4 GB (64-bit system) 
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The following are known issues in Chromosome Analysis Suite 2.1: 
 

1. When viewing SmoothSignal for OSCHP files, users will need to reanalyze their CEL files 
with OncoScan Console 1.1. 
 

The following are known issues that existed in previous versions of Chromosome 
Analysis Suite and were not addressed in Chromosome Analysis Suite 2.1:  
 

1. Analysis workflow cannot create a CYCHP file if the file name contains a single quote (').  
Please do not use single (') in the file names for ChAS. 
 

2. In the Process Pipeline>Edits>Details> Log tab, Materially Modified Time and By values 
are not cleared out of their respective fields when one reverts changes.   
 

3. When rebuilding custom Reference Model files in the Reference Creation workflow, the 
order of CEL files presented to the algorithm can have a very, very small influence on the 
data in the file. To get exactly the same Reference Model file data generated that will 
produce the identical CYCHP output using the same CEL files and identical or equivalent 
library files as input, it may be necessary to duplicate the ordering that the CEL files were 
input to the Reference Creation algorithm during a previous Reference Creation using 
those same CEL files.  There is no correct or incorrect ordering.  The order of CEL files in 
a Reference Creation can be determined from the header of the RefModel file using the 
“View Reference Model Parameters…” functionality of the software, and mimicking this 
CEL file ordering in the Analysis Workflow Analysis Setup dialog. 

 
4. Export of large amounts of  data to TXT file from ChAS may contain quantities of 

characters in a single field that MS Excel cannot deal with.  This is a limitation of  Excel, 
but should be noted when exporting annotation columns for very large segments. 
 

5. Not all user-editable AED file fields can be edited from within the AED Editor. Some basic 
values (start, stop, type) cannot be edited in the AED Editor  table directly: you must use 
"View/Edit Annotation Properties..." for editing the particular field in the annotation of 
interest.  To add a new property, you must use "View/Edit Annotation Properties..."  The 
reason for these limitations is that the checks on the values entered using the “View/Edit 
Annotation Properties…” dialog were not able to be implemented in the AED Editor in 
time for ChAS 2.0 launch, so this restriction was implemented in the current version. 

 
6. When Marker Count = 1 for Cytogenetics CYCHP and SNP6 CNCHP, The Mean Marker 

Distance (MMD) displays the value “0” for CYCHP and blank for CNCHP. 
 

7. Do not use Excel to edit BED files.  ChAS may display non-ASCII characters from your 
BED file correctly, but the BED format was not designed with such characters in mind 
and thus you may have problems if you try to share such files with others. The 
workaround is to use a text editor, but be certain to separate the columns with TAB 
characters and avoid non-ASCII characters. See Appendix F: Editing BED files, in the 
ChAS Help Manual.  

 
8. The chromosomal location for a particular OMIM gene or disease given on the OMIM site 

is, in rare cases, different than the location in the ChAS browser that brought the user to 
that page.  The Browser annotation track “OMIM” which is impacted is now called “Old 
OMIM”.  The newer OMIM tracks “OMIM Genes” and “OMIM Phenotype Loci” are not 
known to be impacted by the issue described below. 
This is because a small number of these discrepancies (~3%) are the result of two 
bioinformatics issues.  First, OMIM provides a gene name field that is used to identify the 
RefSeq gene for the disease.  In doing so, OMIM also provides alternative names and 
symbols in the same field.  Unfortunately these alternative symbols often now refer to a 
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different RefSeq gene than the primary symbol.  As a result instead of mapping just the 
correct gene, the additional genes are mapped to other locations, producing links in the 
incorrect location in the ChAS browser.  Second, OMIM does not provide mapping of the 
gene or region at the level of chromosomal coordinates.  To get this information for use in 
the ChAS browser the RefSeq genes are aligned to the genome as part of the NetAffx 
process.  Due to different parameter settings, filters, and builds of the genome some 
differences in locations are observed (Note, less than 1% of the genes map to a different 
cytoband than is provided by OMIM).   All OMIM data should be verified by linking out to 
the OMIM site, which is the original curated source of the data.  

 
9. In very rare cases an OMIM gene or disease is not present in the OMIM track of the 

ChAS browser. 
 
This may be because OMIM data has been updated since Affymetrix NetAffx last 
downloaded data used to create the browser tracks.  Please always confirm any 
interpretations of data with the most current information available from the UCSC 
Browser or the OMIM database by linking out to these resources from within ChAS. 
 
Another reason may be because the gene or region of interest maps to a special region 
of the genome that is not able to be displayed in the ChAS browser.  These special 
regions come in two different types: 1) There are several genomic segments that are 
known to be a part of a particular chromosome, but they have not been assigned to a 
position on the genome; therefore they cannot be displayed in the browser.  2).  There 
are four alternate haplotypes for regions on Chromosome 5, 6, and 22 that are not part of 
the reference build of the genome and therefore cannot be displayed in the ChAS 
browser. 
 
 
 
 


