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Supplementary Table 1. Summary of primer and sgRNA sequences used in this study.

Description Sequence Notes

sgRNA targeting sequences

eba175 ggaaatgatatggattttgg

kahrp ggaacataatctatagcggc

pUC19  control gggactcaaccaagtcattc

kahrp  locus PCR confirmation

p1 aacatgtcgccataaataagaag RLuc internal-Reverse

p2 caaaagcaacatgaacacca

kahrp  upstream of homologous region-

Forward

p3 agacatgtaccacatgtggaggtagtggtgaaggtagagg RLuc internal-Forward

p4 gctcctgtagttgaacctgc

kahrp  downstream of homologous 

region-Reverse

eba175  locus PCR confirmation

p5 aacatgtcgccataaataagaag RLuc internal-Reverse

p6 gaaatatggaaatgttcaaaaaactg

eba175  upstream of homologous region-

Forward

p7 gatgaatggcctgatattgaagaag RLuc internal-Forward

p8 ctaaatcaatatgttcacgcttttcc

eba175  downstream of homologous 

region-Reverse

trxR  control

Forward

aaatatatacacacacctaaaacttacaaagtatcctaggaaa

aatgaacaatgtaattt



Reverse

tttaatctattattaaataaatttaatggggtacccgcggttatc

cacattttccacccc

Target DNA synthesis for in vitro 

Sp Cas9 cleavage assay

kahrp _Forward caaaagcaacatgaacacca Same as p2

kahrp _Reverse gctcctgtagttgaacctgc Same as p4

eba175 _Forward gaaatatggaaatgttcaaaaaactg same as p6

eba175 _Reverse ctaaatcaatatgttcacgcttttcc same as P8

qPCR primers

BSD_Forward gctgtccatcactgtccttc

BSD_Reverse tggcaacctgacttgtatcg

RLuc_Forward agacaagatcaaggccatcg

RLuc_Reverse accattttctcgccctcttc

Probe synthesis for Southern blot 

analysis

kahrp _Forward gtgttaaagaaaagggagaaaagc

kahrp _Reverse ctgcagtagtacttgctcctttag

eba175 _Forward caaaatattgtgattgtaaacatac

eba175 _Reverse atcattttgtttattcctgtg

trxR _Forward

aaatatatacacacacctaaaacttacaaagtatcctaggaaa

aatgaacaatgtaattt

trxR _Reverse

tttaatctattattaaataaatttaatggggtacccgcggttatc

cacattttccacccc
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