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Target Cas9 target sequence Strand Nucleotide distance of SNPs 

from PAM 
1 TGATGCAGCTGAgAAGTTGAAGG + 8 

2 AAGTTGAAGGCCGCCGATGcAGG + 1 

3 TTGAAGGCCGCCGATGcAGGAGG + 4 

4 AAGGCCGCCGATGcAGGAGGAGG + 7 

5 CGCCGATGcAGGAGGAGGaGAGG + 2,12 

6 GTAGACGATGAACTTGAAGAAGG +  

    

7 CTCtCCTCCTCCTgCATCGGCGG - 7,17 

8 TACCTCtCCTCCTCCTgCATCGG - 4,14 
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Supplementary Figure 2. (A) Analysis of SNPs in the Cas9 target sequences in the first 114 nucleotides of 

the eIF4E1. In red nucleotides identifying the location of the SNP. In yellow is highlighted the Cas9 PAM 

sequence. (B) CRISPR-P score prediction of Cas9 targets. The score range from 0 to 1, the high score predicts 

the high effectiveness of sgRNA. Presumably best target (score > 0.50), intermediate (0.20 < score < 0.50) 

low (score < 0.2) CRISPRP http://crispr.hzau.edu.cn/CRISPR2/ 
 

 

 


