
0 1-1≤-2 ≥2

Log2 fold change
from non-targeting

Gene activity
promotes 

repair outcome

Gene activity
suppresses 

repair outcome

−40 −20 0 20 40
C A C A

C C

T G T G

T
T

AA

T A
T

AA
AA
AG
G
G

AG
A
A
A
A
A

A A
A A

A A
capture of genomic sequence, hg19, >75 nts
capture of genomic sequence, hg19, >75 nts
capture of genomic sequence, hg19, >75 nts
capture of genomic sequence, hg19, >75 nts
capture of genomic sequence, hg19, >75 nts
capture of genomic sequence, hg19, >75 nts
capture of genomic sequence, hg19, >75 nts
capture of genomic sequence, hg19, ≤75 nts
capture of genomic sequence, hg19, ≤75 nts
capture of genomic sequence, hg19, ≤75 nts
capture of genomic sequence, hg19, ≤75 nts
capture of genomic sequence, hg19, ≤75 nts
capture of genomic sequence, hg19, ≤75 nts
capture of genomic sequence, hg19, ≤75 nts

G T G T

C A C A

G T G T
T T

C C

A A
A T A T

C C

T T
G T G G T G

G G
C C

G C G C
G T G T

C C
T A T A

G T G T
G G

T A T A
C C

C C
C C

G T G C G T G C
G C T G C T

G T G T
C T C T

G C G C

C T C T
C T C T

C T C T
C T C T

A T A T
A A

C C
C T C T

G C G C
G G
G G

C C
C T C T

C C
G G
G C G C

T T
G C G C

C T C T
C T C T

G C G C
G C T G C T

G G
G C G C

C C
T T

C C
C C

C C
C C

C T C T
C T C T

G C G C
G C G C

C T A A C T A A
C T A A C T A A

G C G C
G C G C

C T A A C T A A
C T A A C T A A

G C G C
G C G C

G C T G C T
C T C T

G C T G C T
G C G C

G G C T G G G C T G
G G C T G G G C T G

G C G C
A G T G A G T G
A G T G A G T G

T G G C T G G C
C A C A
C A C A
A A G A A G
A A G A A G

A G A G
A G A G

C A C C A C
C A C C A C

C A C A
C A C A

C A C C A C
C A C C A C

C T T
T
T
C T A
C T A

T T
T T
C T T
T

A A
C C

C
C

G C C T A T C A G C C T A
A G A G

C C
C C
C C

A A
G C G C

A T A T
T A T A

G C T G C T
G G G G

G C G C
G C G C

G G
G T G T

G G
G C G C

C C
C C

T A T A
G C T G C T

G C T G C T
G G G G

T G T G
A T A T

A T A T
G G

A A

A A

T

A A
A A
A A

G G
A A A A

A A

T C A C T C A C

T T

T A T A

A A
A A

T A T A

A A
A A

A A
A A

A A
A A

A A

A A
A A
A A

A A
G G

G G

A A
A A

C A C A
A A
A A

C C

T
C

AA
T
T
A
A

AA
C
C
C

C C T A T C A G A A A G T G G T G G C T G G T G T G G C T A A T G C C C T G G C C C A C A A G T A T C A C T A A G C T C G C T T T C T T G C T G T C C A A T T T C T A T T A
C C T A T C A G A A A G T G G T G G C T G G T G T G G C T A A T G C C C T G G C C C A C A A G T A T C A C T A A G C T C G C T T T C T T G C T G T C C A A T T T C T A T T A
G C C T A T C A G A A A G T G G T G G C T G G T G T G G C T A A T G C C C T G G C C C A C A A G T A T C A C T A A G C T C G C T T T C T T G C T G T C C A A T T T C T A T T
G C C T A T C A G A A A G T G G T G G C T G G T G T G G C T A A T G C C C T G G C C C A C A A G T A T C A C T A A G C T C G C T T T C T T G C T G T C C A A T T T C T A T T
C A C T T T G G C A A A G A A T T C A C C C C A C C A G T G C A G G C T G C C T A T C A G A A A G T G G T G G C T G G T G T G G C T A A T G C C C T G G C C C A C A A G T A
C A C T T T G G C A A A G A A T T C A C C C C A C C A G T G C A G G C T G C C T A T C A G A A A G T G G T G G C T G G T G T G G C T A A T G C C C T G G C C C A C A A G T A
A A C T T C A G G C T C C T G G G C A A C G T G C T G G T C T G T G T G C T G G C C T A T C A C T T T G G C A A A G A A T T C A C C C C A C C A G T G C A G G C T G C C T A

A A A
A A A

A A
A A

C T C T
A A A A

G G
A A

A T
G G
G G

A A

T G C C T G C C
C C

A A

C C
A A

A A
A A
A A

A A
A A

G G
G G

T

A A
A A

T G C C T G C C

A G A G
C T C T

A A
A A

G G

G T G T
G T G T

A A
A A

A A G A A G
A A G A A G

T G T G

C

A A
G G

C T C T
A A

T T
GA
AC
C

A A
G G

AP
TX

_1
_3

R
FW

D
3_

3
PO

LA
1_

3
R

AD
52

_1
_2

SL
X4

_3
BR

IP
1_

2
BR

IP
1_

3
BR

IP
1_

1
R

FW
D

3_
1

W
AP

L_
3

H
LT

F_
2

H
LT

F_
1

H
LT

F_
3

AB
R

AX
AS

1_
1

AB
R

AX
AS

1_
2

N
H

EJ
1_

1
LI

G
4_

2_
2

LI
G

4_
2_

1
LI

G
4_

2_
3

N
H

EJ
1_

3
PO

LL
_1

0
PO

LL
_2

PO
LL

_3
FA

N
C

I_
3

R
IF

1_
3

FA
N

C
C

_1
TE

LO
2_

1
PO

LE
2_

2
EW

SR
1_

2
PO

LD
2_

3
FI

P1
L1

_2
BL

M
_3

TO
P3

A_
2

FA
N

C
G

_2
FA

N
C

D
2_

2
U

BE
2T

_3
FA

N
C

F_
1

FA
N

C
A_

1
FA

AP
24

_1
EW

SR
1_

3
AT

M
_2

AT
M

_3
AT

M
_1

M
M

S1
9_

2
W

AP
L_

1
KA

T8
_1

_1
KA

T8
_1

_3
PO

LE
2_

1
TI

PI
N

_2
FA

N
C

M
_2

AS
C

C
3_

1
R

U
VB

L2
_3

FI
P1

L1
_1

AT
R

IP
_3

AT
R

IP
_1

TI
M

EL
ES

S_
1

FA
N

C
D

2_
1

M
C

M
6_

1
PO

LD
3_

2
TI

M
EL

ES
S_

3
R

FC
5_

3
R

FC
4_

3
M

C
M

2_
2

R
AD

51
_2

C
H

AF
1A

_1
C

H
AF

1B
_3

C
H

AF
1B

_1
C

H
AF

1B
_2

TR
R

AP
_1

D
M

AP
1_

1
D

M
AP

1_
2

D
U

T_
3

H
2A

FX
_3

H
2A

FX
_2

H
2A

FX
_1

R
AD

50
_9

R
AD

50
_2

M
R

E1
1_

8
R

AD
50

_1
M

R
E1

1_
1

N
BN

_2
N

BN
_4

R
BB

P8
_3

R
BB

P8
_1

R
BB

P8
_8

N
BN

_1
TO

PB
P1

_3
TO

PB
P1

_1
M

R
E1

1_
3

EP
40

0_
2

D
U

T_
2

D
U

T_
1

D
M

AP
1_

3
D

H
X1

5_
3

R
U

VB
L2

_2
D

H
X1

5_
2

W
R

N
_3

W
R

N
_4

W
R

N
_1

D
N

A2
_1

D
N

A2
_2

D
N

A2
_3

M
C

M
10

_3
M

C
M

10
_1

M
C

M
10

_2
PO

LE
_1

D
TL

_3
TI

M
EL

ES
S_

2
TO

N
SL

_1
M

C
M

6_
3

M
C

M
6_

2
R

AD
51

_3
PO

LD
1_

1
M

M
S2

2L
_2

M
M

S2
2L

_3
R

PA
3_

2
R

PA
3_

1
H

U
S1

_3
H

U
S1

_1
R

AD
17

_2
PO

LQ
_2

PO
LQ

_1
PO

LQ
_3

R
AD

17
_1

R
AD

17
_3

H
U

S1
_2

R
AD

9A
_3

R
FC

5_
2

R
FC

3_
3

R
FC

3_
2

R
FC

2_
1

R
FC

4_
2

M
C

M
2_

3
R

AD
51

_1
BA

R
D

1_
2

BA
R

D
1_

1
BR

C
A1

_3
BR

C
A1

_2
BR

C
A1

_1
M

C
M

2_
1

TO
N

SL
_3

M
M

S2
2L

_1
R

FC
2_

3
R

AD
1_

1
EW

SR
1_

1
AT

R
_2

AT
R

_3
AT

R
_1

AT
R

IP
_2

XR
C

C
6_

3
XR

C
C

6_
2

XR
C

C
6_

1
XR

C
C

5_
3

XR
C

C
5_

1
XR

C
C

5_
2

PR
KD

C
_1

PR
KD

C
_2

PR
KD

C
_3

53
BP

1_
1_

2
53

BP
1_

1_
1

53
BP

1_
1_

3
D

C
LR

E1
C

_1
D

C
LR

E1
C

_2
R

N
F8

_3
R

N
F8

_2
PA

XI
P1

_2
EN

D
O

V_
2

PA
XI

P1
_3

H
N

R
N

PA
1_

1
H

N
R

N
PA

1_
3

D
C

LR
E1

C
_3

PA
XI

P1
_1

R
N

F8
_1

PR
PF

19
_3

H
N

R
N

PA
1_

2
U

BE
2T

_2
M

M
S1

9_
1

R
IF

1_
1

TO
PB

P1
_2

R
AD

51
C

_1
FA

N
C

B_
2

W
AP

L_
2

VP
S7

2_
2

VP
S7

2_
1

SR
SF

1_
2

SR
SF

1_
5

BL
M

_2
FA

N
C

E_
3

FA
N

C
M

_1
TR

R
AP

_3
TO

P3
A_

1
H

EL
Q

_2
U

BE
2T

_1
FA

N
C

B_
3

PO
LA

1_
1

PO
LN

_1
SL

X4
_2

R
AD

9A
_2

SM
AR

C
AL

1_
3

SM
AR

C
AL

1_
2

SM
AR

C
AL

1_
1

PA
LB

2_
3

BR
C

A2
_2

BR
C

A2
_3

BR
C

A2
_1

PA
LB

2_
1

PO
LE

_2
R

FW
D

3_
2

R
FC

1_
1

AP
TX

_1
_2

AP
TX

_1
_1

EX
O

1_
1

R
AD

52
_1

_3

BRIP1 x3
RAD52 x1
SLX4 x1

HLTF x3

ABRAXAS1 x2

BRCA2 x3
PALB2 x1

SMARCAL1 x3POLL x3

LIG4 x3
NHEJ1 x2

SRSF1 x2BLM x1
FANCG x1
TOP3A x1

FAAP24 x1
FANCA x1

ATM x3

KAT8 x2
ATRIP x2

CHAF1B x3
CHAF1A x1

DMAP1 x2

XRCC5 x3
XRCC6 x3

PRKDC x3

DHX15 x1
RUVBL2 x1

ENDOV x1
PAXIP1 x1DNA2 x3

MCM10 x3

WRN x2

ATR x3

MRE11 x3
NBN x3

RAD50 x3
RBBP8 x3
H2AFX x3

TOPBP1 x2
EP400

DUT x2

RNF8 x2
DCLRE1C x2

53BP1 x2

MMS22L x1
TONSL x1

RPA3 x2

RFC3 x2
MCM2 x1
RAD51 x1
RFC2 x1
RFC4 x1
RFC5 x1

BARD1 x2
BRCA1 x2

RAD17 x2
POLQ x3

Distance from cut site (bp)

unedited
deletion on only
PAM-distal side
deletion on only
PAM-proximal side
deletion consistent
with either side
bidirectional deletion
insertion
insertion with deletion
capture of genomic
sequence at breakO

ut
co

m
e 

ca
te

go
rie

s:
R

ep
ai

r o
ut

co
m

es


