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Overview 
 
This script exports the segment means spreadsheet (created upon running Copy Number 
Segmentation in CNAM having selected the multivariate segmenting algorithm) as a 
single Wiggle file that can be opened an viewed in supported genome browsers.  
 
Note: This script only works with SVS 6.4 or later. 
 
Recommended Directory Location 
 
A good directory location for saving this script would be: 
C:/HelixTree/scriptsHT/user/Spreadsheet/Scripts/.  
 
When saved to this folder, the script will be accessible from the spreadsheet Scripts 
menu. 
 
Using the Script 
 
To use this script, first run Copy Number Segmentation from the CNAM menu choosing 
the multivariate segmenting algorithm. (For more information on running copy number 
segmentation see: 
http://www.goldenhelix.com/SNP_Variation/Manual/using_the_copy_number_analysis_s
egmentation_tool.html). 
 
The result will be two spreadsheets, a segment covariate spreadsheet and a segment 
means spreadsheet (Figure 1).  
 

 
Figure 1. Segment means spreadsheet. 
 



Open the segment means spreadsheet and select the Export Multivariate Segment Means 
to Wiggle Files script from the spreadsheet menu location where it was stored.  Or, from 
the project viewer, select Tools->Run Script to open a dialog to browse for the script 
location. 
 
Running this script will prompt you to save a single Wiggle file. Give it a name and click 
Save. This Wiggle file can now be loaded in a supported genome browser. 
 
 


