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Figure S1. Inheritability of CRISPR/Cas9-induced mutations in GmIPK1 gene-edited 

transgenic soybean plants (T0) targeted by GmIPK1 sgRNA-1. Four sgRNA-1 induced GE 

T0 plants (Table S1) with high mutation ratios are presented. The mutation ratio (indel %) was 

calculated by dividing the number of reads containing indels at the target site (reads #) by the 

total number of sequencing reads. Protospacer adjacent motif (PAM) sequences (NGG) are 

shown in bold and underlined. Insertions and deletions are represented by the red and green 

hyphens, respectively. 

  



 

 

Figure S2. Inheritability of CRISPR/Cas9-induced mutations in GmIPK1 gene-edited 

transgenic soybean plants (T0) targeted by GmIPK1 sgRNA-4. Four of sgRNA-4 induced 

GE T0 plants (Table S2) with high mutation ratios are shown. The mutation ratio (Indel %) was 

calculated by dividing the number of reads containing indels at the target site (Reads #) by the 

number of total sequencing reads. The protospacer adjacent motif (PAM) sequences (NGG) are 

bold and underlined. Insertions and deletions are represented by red font and green hyphens, 

respectively. 

 

  



 

Table S1. Indel (insertion and deletion) ratio (%) in Gmipk1 sgRNA-1 induced T0 plants  

 

  



 

Table S2. Indel (insertion and deletion) ratio (%) in Gmipk1 sgRNA-4 induced T0 plants 

 

  



 

Table S3. Sequence analysis of mutations for the GmIPK1 gene and its homologs in 

Gmipk1 sgRNA-4 GE plants (T2). The mismatched nucleotides between GmIPK1 

(Glyma14g07880) and the homologous genes (Glyma06g03310 and Glyma04g03240) in 

Gmipk1 sgRNA-4 GE plants (T2) are marked in red, and the PAM sequences (NGG) are 

indicated in bold. 

 

 


