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Overview 

This script will output the risk scores for each sample for each score provided. This script uses 
the numpy package. For more information, please see: PLINK's scoring routine documentation. 
 
Recommended Directory Location 

Save the script to the following directory: 
*..\AppData\Local\Golden Helix SVS\UserScripts\Spreadsheet\Genotype\ 
 
Note: The AppData (or Application Data) folder is a hidden folder on Windows operating 
systems and its location varies between various versions. The easiest way to locate this 
directory on your computer is to open SVS and select the Tools >Open Folder > UserScripts 
Folder menu option and save the script in the \Spreadsheet\Genotype\ folder. If saved to the 
proper folder, this script will be accessible from the spreadsheet menu. 
 
Using the Script 

1. Open the spreadsheet containing the genotype data for each sample. The data should be 
genotypic or recoded numeric with a marker map applied to the columns, such as the 
example below. 
 

 
Figure 1: Example Spreadsheet 

http://pngu.mgh.harvard.edu/~purcell/plink/profile.shtml


 

Make sure to inactivate (gray) any columns that you do not wish to include in your analysis. 
 
2. While in the spreadsheet window, select Genotype > Multilocus Risk Scores. 

 
3. In the first prompt window, select the spreadsheet with the scores associated with each 

SNP. This spreadsheet should have the scores by column. If your spreadsheet has the 
scores, by row, this script will transpose your spreadsheet and use that one for the 
calculation. The data type of the first column will be the type chosen for the transpose. 
Please see 
http://doc.goldenhelix.com/SVS/latest/svsmanual/spreadsheets.html#transposing in the 
documentation for how the transpose function works. 

 
Or, the spreadsheet could be manually transposed beforehand by selecting “Transpose 
Spreadsheet.” 

 

 
Figure 2: Transposing a spreadsheet 
 
 

 
Figure 3: Selecting a score spreadsheet 
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http://doc.goldenhelix.com/SVS/latest/svsmanual/spreadsheets.html#transposing


 
 
 
 
 

4. In the second prompt window, select with scores (columns) to use, whether missing data 
should be imputed or excluded, where the resultant spreadsheet should be placed, and if 
scores should be split by threshold values. For threshold values, the score column will be 
expanded into separate columns going from the lower threshold to the upper threshold by 
the increment value with only scores that are at the value or lower included, this is optional. 
 

 
Figure 4: Second prompt, choose score columns, imputation, threshold values, and spreadsheet placement 

 
5. Click OK to calculate the scores. 

 
6. While calculating the scores, only SNPs that appear in both the genotype spreadsheet and 

the score spreadsheet will be included. Additionally, any SNPs that have a missing score will 
be excluded from the calculation for that particular score column. 



 
7. When done, a results spreadsheet, called “Scores by Sample,” will be created which will 

have the sample names as the row labels and the scores by column. If separating the scores 
by threshold values was chosen, you’ll see separate columns for each score and threshold 
value pair. Another spreadsheet called “Per Sample Marker Counts” will be created that will 
display how many markers were included for each sample and score. 

 

 
Figure 5: Example Results, Scores by Sample 
 

 
        Figure 6: Example Results, Per Sample Marker Counts  


