Supplementary Material

A
ypdA
F(G2>ATCQ
= I NanA
- . ‘}( “‘"-H‘ ;‘\\
§ 4 Unedited )\M' /|
g 3 TACT
=}
£
o
¢ ] 748 \
§ 0 ATec PAM G/*—» C /\{l
G TGG
748
B

yth I‘Al (\ fi f\ 1“‘\‘\ f\ ’\\
. I AT N\ RTATATA
(C>G,AT) Unedited | N /\( S a Y e )/_\N\/\
C

2
1 7 H
0 L PAM

TGG

I YR Y
491 I N VAT
A

Success of mutation (n/4)
w

C491

o
O =
_'

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).



Sanger sequences : galK(498-517)

Unedited

AGGCTGTAACTGCGGGATCATGG

A

AGGCTATAACTGCGGGATCATGG

G503 T

AGGCTTTAACTGCGGGATCATGG

C

AGGCTCTAACTGCGGGATCATGG

G

AGGCTGGAACTGCGGGATCATGG

T504 A

AGGCTGAAACTGCGGGATCATGG

C

AGGCTGCAACTGCGGGATCATGG

G

AGGCTGTAGCTGCGGGATCATGG

A506 T

AGGCTGTATCTGCGGGATCATGG
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AGGCTGTACCTGCGGGATCATGG
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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 : xyIB(638-657)

Unedited
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T642 A

644 T
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TACCTGAAGTTGCGAAAGCGTGG

TAGCTGAAGTTGCGAAAGCGTGG

TACCGGAAGTTGCGAAAGCGTGG

TACCAGAAGTTGCGAAAGCGTGG

TACCCGAAGTTGCGAAAGCGTGG

TACCTGGAGTTGCGAAAGCGTGG

TACCTGTAGTTGCGAAAGCGTGG

TACCTGCAGTTGCGAAAGCGTGG

GG46 T

GGSS T

TACCTGAAATTGCGAAAGCGTGG

TACCTGAATTTGCGAAAGCGTGG

TACCTGAACTTGCGAAAGCGTGG

TACCTGAAGTTGAGAAAGCGTGG

TACCTGAAGTTGCGTAAGCGTGG

TACCTGAAGTTGCGAAAACGTGG

TACCTGAAGTTGCGAAATCGTGG

TACCTGAAGTTGCGAAACCGTGG

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

truncated sgRNA-mediated single-base editing of various bases in xyIB 638 — 657 targets.



