
Table S1. The primer list used in this study



Figure S1. Determination of mutation types from PCR products. Genomic DNA extracted from T0

transgenic plants was used for PCR-amplification of the single guide RNA (sgRNA) targeting site. The 

PCR products were analyzed by the Sanger sequencing method, and resultant chromatograms were used 

for the determination of mutation types. Wild type, non-mutated transgenic plants; Monoallelic mutation, 

one allele is mutated; Biallelic mutation, the two alleles are mutated; Homozygous, the two alleles have the 

same mutations; Heterozygous, the two alleles have different mutations.



Figure S2. Analysis of CRISPR/rCas9-mediated base insertion and deletion (indel) patterns in 

CRISPR/rCas9OsNAC14 transgenic plants. a. Indel mutation patterns and frequency. b. The graph showing 

the correlation between the degree of indel (y-axis) and the position where indel occurs (x-axis). The 

graph in the bottom is an enlarged image of the area where spots are concentrated. The white circle at the 

origin indicates the frequency of non-mutated plants.
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