
Using OTTER on Windows PC 
 
1. Download the OTTER_Windows_2026 All-in-One package from the following network disk: 

Network Disk Address: https://pan.baidu.com/s/1I3hxQqy6SKV8DxCrFPK4kQ?pwd=ueyb 
 

2. Run OTTER in the command-line mode on Windows PC. 
Step 1, Enter the command-line mode on Windows PC, and Run as Administrator. 

 
Step 2, Download the compressed package from the network disk and unzip it to the root 
directory of disk D, as the D:/OTTER_2026 folder. 

 

 

Step 3, Enter the D:/OTTER_2026 folder, and Run OTTER with the following command: 
Note: The Gene List file contains hundreds or thousands of gene symbols. Each line is one 

symbol, in all CAPITALS. The “keyword” recognized by OTTER is the first line of the Keyword 
File. Recommended Nodes Numbers are 50, 30, or 20. 



 
The above Doxo_DEG.txt and keyword_Doxo.txt files are illustrative examples; users should 

replace them with your own gene list and keywords. The submitted job will finish in 10-20 minutes 
on typical Windows PC. At the end of program execution, it will tell you the CPU time consumed. 

 
The output files of OTTER include four files: 

PPI Chart (interactive HTML file, you can open it in any web browser) 
Heatmap ECharts (interactive HTML file, you can open it in any web browser) 
Heatmap Data for R (plain-text TXT format, to generate Heatmap in R) 
Score Table (CSV format, you can open it in Excel) 

 
Note: Users can generate the Heatmap Plot using the Heatmap_R_Script.txt. The file names 

in the R script need to be replaced with your output *_Heatmap_Data_R_Top_*.txt file. 
 
If you think these charts and tables are useful to your research of target discovery and 

validation, you can use them in your publication or presentation 
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