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Cas9,. "P**+gRNA3: one base mismatch
metch, mismaich=A, mismalch=C, mismach=G, mismach=T

: “Ml m!ml!l!g

1.0

reiauve expression

""GAGATGATCGCCC
GAGATGATCGCCCCTTCTTC [2]
Total 11; 5:6

Site #2
100%
I ‘ "T
2% |
055 Iliii#..-ﬁ--

GATGC CGTTCTTCTG CTTGT [8]
Total 10; 6:4



b

100 nk CLTA1 sgRMA v2.1:Cas9, single-mutant sequences only

o000 -

[]

AGTCCTCATCTECETCAAGCNPEMG

AGTCC TCATC TCCCT CAAGC [1]
Total 10; 5:5

b 100 nM CasB:CLTAZ sgRNA v2 1, single-mutant sequancas only
T [

G [
c[]
il

ETEECTEAAGG#.GGECGCGENPEMG

CTCCC TCAAG CAGGC CCccaC 1]
Total 15; 6:9

100 Nk Caz9:CLTAS sgRNA w2 1, single-mutant seguences only

Al

TGTGHHGHGCTTC#ETGHGTNGG

06 =

TGTGAAGAGC TTCACTGAGT [1]
Total 9; 5:4

100 nM Cas8:CLTA4 sgRNA v2 1, singla-mutant seguancas anly

0O rﬂh.
A~ J0d

GGAGATGTAGTGTTTGGAEANGG

GCAGATGTAG TGTTTCCACA [1]



Total 9; 5:4
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Cas9,."Pé4+gRNA2: one base mismatch
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