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Correction to: Scientific Reports https ://doi.org/10.1038/s4159 8-017-00501 -4, published online 30 March 2017.

In Figure 2D, three of the guide RNA sequences provided are incorrect.

The sequence for the off-target site, ‘off-target_2′, of gRNA2 which was ‘gAtaTCAtGCT CGG TCTgCC’ should 
read ‘tAtaTCAtGCT CGG TCTgCC’, the sequence for the off-target site, ‘off-target_1′, of gRNA3 which was ‘TCA 
GTC TCC CGA AAG AGG TG’ should read ‘gCAGcCTtCaGAA AGA GGTG’, and the sequence for the off-target 
site, ‘off-target_2′, of gRNA3 which was ‘TCA GTC TCC CGA AAG AGG TG’ should read ‘TtAGTCaCtaGAA AGA 
GGTG’.

The correct Figure 2 appears below as Figure 1.
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vectors Ailsa CraigMicro-Tom

pEgPubi4_237-gRNA2(20b)-2A-GFP 88.9% (8/9) 27.5% (11/40)

pEgP237-gRNA2(20b)-2A-GFP 60.6% (12/20) 31.4% (11/35)
pEgPubi4_237-gRNA2(18b)-2A-GFP 30.0% (3/10)

pEgP237-gRNA2(18b)-2A-GFP 55.6% (5/9)

*mutation rates were caliculated as mutation shoots /transgenic shoots
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pEgPubi4-gRNA2-20b (#8) pEgP237-gRNA2-20b (#9)

WT …AAGGCAACGGAGCTCAGGCTCGGTCT-ACCTGGATCTCAGTCTCCCGAAAGAGGTGAGGAGACTTGCCCTGTGAG… ×0
    …AAGGCAACGGAGCTCAGGCTCGGTCTTACCTGGATCTCAGTCTCCCGAAAGAGGTGAGGAGACTTGCCCTGTGAG… ×6 (+1) 
    …AAGGCAACGGAGCTCAGGCTC----T-ACCTGGATCTCAGTCTCCCGAAAGAGGTGAGGAGACTTGCCCTGTGAG… ×6 (-4)

 WT …AAGGCAACGGAGCTCAGGCTCGGTCT-ACCTGGATCTCAGTCTCCCGAAAGAGGTGAGGAGACTTGCCCTGTGAG… ×4
    …AAGGCAACGGAGCTCAGGCTCGGTCTTACCTGGATCTCAGTCTCCCGAAAGAGGTGAGGAGACTTGCCCTGTGAG… ×33 (+1) 
    …AAGGCAACGGAGCTCAGGCTCGGTCTTGCCTGTATCTCAGTCTCCCGAAAGAGGTGAGGAGACTTGCCCTGTGAG… ×4  (+1,m2)
    …AAGGCAACGGAGCTCAGGCTCGGTA--ACCTGGATCTCAGTCTCCCGAAAGAGGTGAGGAGACTTGCCCTGTGAG… ×1  (m1,-1)
    …AAGGCAACGGAGCTCAGGCTCGGTT--ACCTGGATCTCAGTCTCCCGAAAGAGGTGAGGAGACTTGCCCTGTGAG… ×3  (m1,-1)
    …AAGGCAACGGAGCTCAGGCTCGGTC--ACCTGGATCTCAGTCTCCCGAAAGAGGTGAGGAGACTTGCCCTGTGAG… ×2  (-1)
    …AAGGCAACGGAGCTCAGGCTCGGT---ACCTGGATCTCAGTCTCCCGAAAGAGGTGAGGAGACTTGCCCTGTGAG… ×1  (-2)
    …AAGGCAACGGAGCTCAGGCTCGGT----CCTGGATCTCAGTCTCCCGAAAGAGGTGAGGAGACTTGCCCTGTGAG… ×1  (-3)
    …AAGGCAACGGAGCTCAGGCTC--------CTGGATCTCAGTCTCCCGAAAGAGGTGAGGAGACTTGCCCTGTGAG… ×4  (-7)
    …AAGGCAACGGAGCTC--------------CTGGATCTCAGTCTCCCGAAAGAGGTGAGGAGACTTGCCCTGTGAG… ×2 (-13)
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off-target_1
off-target_2

*mutation efficiencies were caliculated as CRISPR/Cas9 mutant sequences / vector control sequeces using 
  the data from amplicon sequence.
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Figure 1.  CRISPR/Cas9-induced SlIAA9 mutations in transgenic tomato calli and shoots. (a) Comparison of 
the rates of high-efficiency mutations (100% mutation at somatic levels detected by PCR-RFLP) using different 
promoters for Cas9 expression, or different lengths of gRNAs. The mutation rates were calculated by dividing 
number of 100% mutation shoots by the total number of all-types of mutated shoots. (b) Mutation sequences in 
transgenic calli transformed with pEgPubi-gRNA2-20b (line #8 in Fig. 2) or pEgP237-gRNA2-20b (line #9 in 
Fig. 2). The WT sequences are shown on top. gRNA target sequences are indicated in blue boxes. Red; mutations 
generated by CRISPR/Cas9, Magenta; stop codons generated by the CRISPR/Cas9-induced mutations. (c) 
Summary of mutation rates analyzed by NGS in SlIAA9-crispr plants. The mutation rates and patterns around 
the PAM sequence were shown in circle and bar graphs, respectively. Mutation rates were calculated using total 
read numbers at sequence position. NHEJ; non-homologous end joining. PAM; green nucleotides. (d) Mutation 
rates of off-target sites of gRNA2. Off-target candidates were analyzed by the “focas” website.
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