
ydiU
(1,790,961T  G)

G

GGCGAACAACTGCTTGCTGATGG

PAM

pHL072
pHL073
pHL074

ybdG
(603,980A  C)

C

CCACCGTCAAAGTGCGTAACTGG

PAM

pHL056
pHL057
pHL058

yaaA
(5,721A  T)

T

TTCCTCCAGCAATGGCGAACTGG

PAM

Unedited

pHL049

Edited

preT
(2,235,156T  G)

G

GACCCGCAAGTCTTTGCTGCTGG

PAM

pHL078

Figure S2.



A

AGGCTGTAACTGCGGGATCATGG

PAM

G

pHL004pHL004

G C

GCAGGAGCAGACTGAACAAATGG

PAM

pHL125 pHL126

Unedited

Edited

galK(504)
(789,476T  G, A)

moeA
(866,016A  G, C)

Figure S2. (Continued)



yhbU
(3,301,722G T, C)

T C

TTGGCAGCGCGCCGTGGATATGG

PAM

pHL092
pHL092
pHL094

fau
(3,056,610G  T, C)

CT

pHL087
pHL089
pHL090

pHL089
pHL090

TGATGAGTACGGTCAGCGCCTGG

PAM

Unedited

Edited

Figure S2. (Continued)



galK(578)
(789,402C  A, T)

pHL018
pHL130

pHL130

PAM

TGATCGATTGCCGCTCACTGGGG

A T

thiH
(4,191,565C  G, A)

AG

pHL105
pHL104
pHL106

TCGCATCAAGCGCAAAACGCTGG

PAM

Unedited

Edited

Figure S2. (Continued)



ydcO
(1,505,327T  G, A, C)

ATTTACTGGATTGCTGGCACTGG

PAM

pHL068
pHL069

pHL068

G CA

pHL068

Unedited

Edited

Figure S2. (Continued)



proX
(2,807,871G A, T, C)

CTGCCGAATGGTGCGAATTATGG

PAM

A T C

pHL116
pHL117
pHL118

pHL117 pHL117

Unedited

Edited

Figure S2. (Continued)



mnmE
(3,886,865C G, A, T)

G A T

CAGGCCACGCCTCCGGGACGTGG

PAM

pHL100
pHL102

pHL100
pHL101

pHL100

Unedited

Edited

Supplemental Figure S2. Sanger sequences of 25 successful single base editings in the genome.


