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SSFinder: High throughput CRISPR-Cas target sites prediction tool
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Clustered regularly interspaced short palindromic repeats (CRISPR) and CRISPR-associated protein (Cas) system facilitates 
targeted genome editing in organisms. Despite high demand of this system, finding a reliable tool for the determination 

of specific target sites in large genomic data remained challenging. Here, we report SSFinder, a python script to perform high 
throughput detection of specific target sites in large nucleotide datasets. The SSFinder is a user-friendly toolcompatible with 
Windows, Mac OS and Linux operating systems and freely available online. We report SSFinder a comprehensive tool for the 
identification of specific CRISPR-Cas target sites with high reliability. It is a freeware, easy to edit and low memory demand 
tool compatible with many commonly used operating systems. Our tool is very useful in high throughput inhouse screening 
applications of large genomes in limited time. This can accelerate the functional genomics research based on the application of 
CRISPR-Cas system.
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