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附表 1 CRISPR/Cas9 及 PE 编辑系统 gRNA 各组分序列 

Table S1 Sequences of gRNA components in the CRISPR/Cas9 and PE editing systems  

寡核苷酸名称 Oligonucleotide names 寡核苷酸序列 Oligonucleotide sequences 

sgRNA-spacer (CRISPR/Cas9)-F CACCGTCATGACCTCCTGTCACAGC 

pegRNA-spacer (PE)-F CACCGATTGATCATCCAGCTGTGACGTTTT 

sgRNA-spacer (PE)-F CACCGTGTAAATGTTAAATCTCCTAGTTTT 

3′ extension (PE)-F GTGCACCTCCTGTGATCACAGCTGGATGATCA 

Scaffold (PE)-F AGAGCTAGAAATAGCAAGTTAAAATAAGGCTAGTCCGTTATCAAC

TTGAAAAAGTGGCACCGAGTCGGTGC 

注：单横线为酶切位点，双横线为 PBS 序列，蓝色为插入序列，虚线为 RT 序列 

Note: Single underlines indicate the restriction enzyme sites; double underlines indicate the primer binding site (PBS) 

sequences; blue colour denotes the inserted sequence; and the dashed lines indicate the reverse transcription template 

(RTT) sequences 

附表 2 本研究使用的引物序列 
Table S2 Primer sequences used in this study 

引物名称 Primer name 序列 Sequence (5′–3′) 产物长度 Product length (bp) 用途 Application 

gRNA (CRISPR/Cas9)-testF AAAGGACGAAACACCGGGTC ~500 sgRNA 重组质粒鉴定 

gRNA (CRISPR/Cas9)-testR TGGAAAGTCCCTATTGGCGT 

gRNA (PE)-testF GCCTATTTCCCATGATTCCT ~500 sgRNA/pegRNA 重组

质粒鉴定 gRNA (PE)-testR TTTTTGTGATGCTCGTCAGG 

STAT1-testF CCTGTTGACTTTTCCCCCTCC  Sanger 测序 

STAT1-testR TGCAGCCCCTTTTCTTTGGTT 

STAT1-cDNA-F CACAAGGTGGCAGGATGTCT ~500/300 实时荧光定量 PCR 测

定 STAT1-cDNA-R CCACACCATTGGTCTCGTGT 

GAPDH-cDNA-F CTGCTGACGCCCCTATGTTT ~500 实时荧光定量 PCR 测

定 GAPDH-cDNA-R TGAGGGCCTCTCTCTTCCTC 

 


