N-TS4B N-TS4C

N-TS1C (GATT) (GATT) (GTTT) N-TS7 (GATT) N-TS8 (GATT)
T7E1: + + - + + + + + - + + + - + + o+ -
SgRNA: + + + + + + o+ -+ + + - o+ + + -+
AcrliC1,_ :- + - -+ -+ - - -+ - - - o+ - -

11l

:?‘---‘gﬂﬂ--“'!_-'—- 2 .':---

% lesion: 24 0

T7E1: + o+ - + + + -

SgRNA: + o+ + + + - o+

AcrliiC1, : - + - B
(T ————

29 7 11 0

N-TS11 (GATT)  N-TS25 (GTCT)

16 0 27 0

Nme-DTS7 Spy-DTS7
(GATT) (GGG)

% lesion: 3 0

28 0

— —

22

0 28 27

Site

Gene or locus

Spacer sequence

Target site

N-TS1C
N-TS4B
N-TS4C
N-TS7
N-TS8
N-TS11
N-TS25
Nme-DTS3
Spy-DTS3
Nme-DTS7

Spy-DTS7

SLC9A9

FLJ00328

FLJ00328

LOC100505797

ESPN

SMARCB1

AC193513

ARHGEF9

ARHGEF9

LSP1

LSP1

GUGGUCUGGGGUACAGCCUUGGCA

GGACAGGAGUCGCCAGAGGCCGGU

GGGGCUGGCUCCACGUCGCGCCGC

GAGGGAGAGAGGUGAGCGGAUGAA

GGACGCAAUUCCAGAGGUGAUGGG

GUUCCAGUUGGGAAGGGCCAGUGC

GGUUUCUCAUCCUGUcCuucuUGceu

GACUGAAGGCGAGGUCCGGGGCGG

GAAGGCGAGGUCCGGGGCGG

GGCUGGCACCCUCCAUGUACCCAG

GGCACCCUCCAUGUACCCAG

TACTTGGTCTGGGGTACAGCCTTGGCATCATGATTTTG
GCAGGACAGGAGTCGCCAGAGGCCGGTGGTGGATTTCC
TGCGGGGCTGGCTCCACGTCGCGCCGCGGCGGTTTGGG

GCAAAGGGAGAGAGGTGAGCGGATGAAGGGAGATTGGT
CGGCGACGCAATTCCAGAGGTGATGGGGAGTGATTGTC
TAGATTCCAGTTGGGAAGGGCCAGTGCCTCCGATTCCA

CCGCGTTTCTCATCCTGTCTTCTGCCTAGTGGATATGT

GACTGAAGGCGAGGTCCGGGGCGGAGGGGATTGGG

GACTGAAGGCGAGGTCCGGGGCGGAGGGGATTGGG
GGCTGGCACCCTCCATGTACCCAGGGGAGATTCCA

GGCTGGCACCCTCCATGTACCCAGGGGAGATTCCA




