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Affymetrix OncoScanTM Console1.3 Release Notes 
(For research use only. Not for use in diagnostic procedures.) 

 

The following release notes provide information on OncoScan
TM

 Console 1.3 features and known issues.  

OncoScan Console is used to process data from the OncoScan FFPE Assay kit (OncoScan Assay) and 
OncoScan_CNV. 
 
Changes/Improvements in OncoScan Console 1.3: 

 
1. Manual Recentering for OncoScan arrays 

 
2. For somatic mutation processing of OncoScan FFPE arrays, an updated algorithm corrects 

for sample-specific effects, and thereby reduces false positive calls, which were sample 
specific.  As part of this change, a new somatic mutation threshold file is available for use.   

 
3. The positive control sample in the OncoScan kit need to be run with the new Control Analysis 

workflow. 
 
 
Changes/Improvements from previous OncoScan Console versions: 
 

1. Added support for the OncoScan_CNV Array. 
a. As the assay for the OncoScan_CNV array does not include somatic mutation detection, 

OncoScan Console does not generate a Somatic Mutation report. 
b. Note that Chromosome Analysis Suite 3.0 (ChAS) and Nexus Express for OncoScan both 

support visualization of OncoScan_CNV results. 
c. ChAS 3.0 erroneously allows the exporting of OncoScan_CNV genotype results to a text file.  

It is anticipated that this operation will be removed in ChAS 3.1. 
 

2. OncoScan Console 1.2 has an updated algorithm to address analysis issues.  As a result of these 
changes, there may be differences from copy number segmentation. 

a. Copy Number segment breaks between the two probesets with the same genomic position 
are no longer permitted. Prior to this change, some segments could overlap at the shared 
genomic position. If that happened, ChAS would report a segment overlap warning. . If either 
of the segments were then edited in the Detail View or if a Call or Interpretation was added to 
them, the OSCHP would no longer load the next time it was opened in ChAS . As a 
consequence of the algorithm change in OC 1.2, breakpoints near probesets with the same 
genomic position may in rare cases move by a few probesets (for newly-generated OSCHP 
files), and ChAS users will no longer observe a segment overlap warning. 
Note: 78x2 probesets have overlapping genomic positions, as these probesets (“Signature 
SNPs”) are used to test whether the paired CEL files belong to the same individual.  

b. For the less common workflow FFPE Analysis including Matched Normal, a problem is fixed 
whereby a marker is mis-identified as heterozygous. This fix affects copy number 
segmentation, as well as the prediction of the tumor fraction and tumor ploidy of the sample. 
As the number of affected markers is small, any observed differences between algorithm 
versions should also be slight.  

c. There is a change to how double-precision numbers are rounded to single-precision during 
processing. As a result, there will be small differences in the AllelicDifference track (on the 
order of 1E-7).  
 

3. The library files required to support the OncoScan_CNV assay analysis can be downloaded from 
NetAffx using OncoScan Console 1.2 or above. 
 

4. There are no changes to OncoScan library files. 
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5. Added the Gene Report functionality enabling users to get the list of copy number segments and their 
state that overlap genes or other regions of interest defined in bed file format. 
 

6. OncoScan Console now supports running two analysis workflows simultaneously. 
 

7. Improvements to the TuScan algorithm: 
a. For high ploidy samples log2 ratios equal to 0 now correspond to copy numbers state of 2, 

unlike in OncoScan 1.0 where they corresponded to the ploidy for the sample. 
b. The TuScan segmentation is now centromere and PAR region aware.  
c. The identification of normal diploid markers has been improved to exclude markers that likely 

represent a balanced gain enabling better centering for samples with a low %AC. 
d. The sensitivity of the algorithm has been increased to identify segments in Mode 1 where a 

percentage of cells, below the predicted % Aberr. Cells, show an aberration and as a result 
the log2 ratio is close to 0.  These segments are indicated by copy number states of 2.5 for 
small gains and 1.5 for small losses. 

e. The parameters for triggering Mode 2 for lower quality samples have been changed to MAPD 
> 0.4, ndSNPQC< 19 or ndCount < 2000. 

f. The LOH algorithm was improved to eliminate the rare occurrence of extremely short 
segments (e.g., those containing 1-5 markers).  

g. The LOH algorithm was improved to use input parameters tuned for Oncoscan to control the 
smooth signal.  

h. A reliability score was added that evaluates the fit between the actual and predicted log2 ratio 
and BAF, where the predicted values are computed from the TuScan Ploidy, %Aberr. Cells, 
and reported copy number states. Values range from 0 and 1.1, values above 0.8 represent a 
good score, the larger the value the better.  Reliability score may also report "NA" when 
TuScan Ploidy reports "NA" and in some cases where %Aberr. Cells reports "homogenous." 

i. The median log2 ratios in the copy number segment table are now computed as the direct 
median of log2 ratios among the markers that fall into that segment, as opposed to a median 
of medians of smaller segments.   

j. A new metric entitled Median BAF for each of the segment is now computed and stored in the 
copy number segment table. 
 

 
 
Recommended and Minimum System Requirements for OncoScan Console: 
 
Recommended System 

Processor 3+ GHz Intel® 
Pentium® Quad Core  
 

3+ GHz Intel® 
Pentium® Quad Core  
 

64-bit Win7/Win8.1 
operating system 
and web browser 

Windows® 7 
Professional SP1 
Internet Explorer® 9.0 
or above 
 

Windows® 8.1 Pro 
Internet Explorer® 9.0 
or above 
 

Available disk 
space 

250 GB HD + data 
storage 

250 GB HD + data 
storage 

Free disk space 
required at install 

>= 5 GB 

 

>= 5 GB 

 

RAM 16 GB 16 GB 

 

Minimum System 
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Processor 2+ GHz Intel® 
Pentium® Dual Core 

2+ GHz Intel® 
Pentium® Dual Core 

64-bit 
Win7/Win8.1  
operating system 
and web browser 

Windows® 7 
Professional SP1 
Internet Explorer® 
9.0 or above 

Windows® 8.1 Pro 
Internet Explorer® 
9.0 or above 

Available disk 
space 

150 GB HD + data 
storage 

150 GB HD + data 
storage 

Free disk space 
required at install 

>= 5 GB >= 5 GB 

RAM 8 GB 8 GB 

 
 
The following are known issues: 
 

1. Proxy server:  If you use a proxy server configured through a web browser (ie: Internet Explorer, 
Google Chrome, etc), please make sure that the user is a domain user in order to connect and 
download library files. 
If you "enable" the setting in OncoScan Console, it will use the custom proxy enabled with the proxy 
server name, port, username and password for the proxy server. 
Please contact your IT for the proxy server settings and/or granting domain user access. 
 

2. If you use ChAS to view OSCHP files created by OncoScan Console 1.1 or earlier, or created by 
ChAS 3.0 or earlier, you may in rare cases observe 2 adjacent segments that have the same 
breakpoint due to the inclusion the 78 signature SNPs in the OncoScan FFPE Assay. The OSCHP 
file will load in ChAS with a warning message indicating there are overlapping segments. If either of 
the segments are edited in the Detail View or if a Call or Interpretation is added to them, the OSCHP 
will no longer load the next time it is opened in ChAS.  To reload this OSCHP file, the chpcar file must 
be removed from the same folder as the OSCHP file.  Edits and Calls/Interpretations can be made to 
the other segments in the OSCHP without an issue. Another option is to reprocess the affected 
samples from the CEL files using OncoScan Console 1.2, which will prevent segment overlaps. 
 

 


