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Supplementary Figure S1. Efficiency of truncated sgRNA-mediated single-base editing in a 

nucleotide located 10 nucleotides away from the PAM sequence. Location of mutation sites and 

results of single-base editing in ypdA (A) and yjhF (B) targets. Sanger sequences of edited targets 

were provided (right).
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Sanger sequences : galK(498-517)

C
GGA GCTCTAA TC GC GG GATCAT G

GGA GCTGTAA TC GC GG GATCAT G

GGA GCTATAA TC GC GG GATCAT G

A

GGA GCTTTAA TC GC GG GATCAT G

T

GGA GCTGGAA TC GC GG GATCAT G

G

GGA GCTGCAA TC GC GG GATCAT G

C

GGA GCTGAAA TC GC GG GATCAT G

A

GGA GCTGTAG TC GC GG GATCAT G

G

GGA GCTGTAC TC GC GG GATCAT G

C

GGA GCTGTAT TC GC GG GATCAT G

T

GGA GCTGTAA TA GC GG GATCAT G

A

GGA GCTGTAA TT GC GG GATCAT G

T

GGA GCTGTAA TG GC GG GATCAT G

G

GGA GCTGTAA TC GA GG GATCAT G

A

GGA GCTGTAA TC GC TG GATCAT G

T

GGA GCTGTAA TC GC GG TATCAT G

T

GGA GCTGTAA TC GC GG CATCAT G

C

GGA GCTGTAA TC GC GG GGTCAT G

G

GGA GCTGTAA TC GC GG GTTCAT G

T

GGA GCTGTAA TC GC GG GCTCAT G

C

G503

T504

A506

C507

C510

G512

G513

A514

Unedited

Supplementary Figure S2. Location of mutation sites and Sanger sequencing results of 

truncated sgRNA-mediated single-base editing of various bases in galK 498 – 517 targets. 



Sanger sequences : xylB(638-657)

GAT CCAGAAG TT GC AG AAGCGT G

GAT CCTGAAG TT GC AG AAGCGT G

GAT GCTGAAG TT GC AG AAGCGT G

C640

GAT CCGGAAG TT GC AG AAGCGT G

T642

GAT CCCGAAG TT GC AG AAGCGT G

GAT CCTGTAG TT GC AG AAGCGT G

GAT CCTGGAG TT GC AG AAGCGT G

GAT CCTGCAG TT GC AG AAGCGT G

GAT CCTGAAT TT GC AG AAGCGT G

GAT CCTGAAC TT GC AG AAGCGT G

GAT CCTGAAA TT GC AG AAGCGT G

GAT CCTGAAG TT GA AG AAGCGT G
A

GAT CCTGAAG TT GC TG AAGCGT G

T

GAT CCTGAAG TT GC AG AAACGT G

GAT CCTGAAG TT GC AG AATCGT G

GAT CCTGAAG TT GC AG AACCGT G

G

C

A

A644

G

C

T

G G646

C

A

T

G655

C

A

T

C650

A652

Unedited

Supplementary Figure S3. Location of mutation sites and Sanger sequencing results of 

truncated sgRNA-mediated single-base editing of various bases in xylB 638 – 657 targets. 


