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Supplementary Figure S1 
The work flow of the program CRISPRdigger. Below is the algorithmic flow of the 

program CRISPRdigger. Input files should be in the FASTA format. Direct Repeats 

(DRs) were mainly found by RepeatScout and RepeatMasker. According to the 

character and the restriction of the DRs and spacers, parts of the CRISPRs were 

identified. After extending the DRs, the CRISPRs were enlarged or combined. Result 

files included the detailed information of the CRISPRs. 

 

 

  



Supplementary Figure S2 
The comparison on the top 10 prokaryotic genus with the largest CRISPR 

numbers. The top 10 prokaryotic genus with the largest CRISPR numbers are used to 

analyze in dbCRISPR. The bottom figures show their CRISPRs statistical 

distributions in the four CRISPR detection programs: CRISPRdigger, CRT, 

PILER-CR and CRISPRFinder. 
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