
Baseline 
percentage 
of outcomes

DSB induced at
endogenous locii in

HeLa cells

H
B

B
 ta

rg
et

 1
H

B
B

 ta
rg

et
 4

 H
B

B
 ta

rg
et

 2

E

F

A

hg19 chr6 34,226,815 34,226,929

Repair outcome

Target site

Alignments to target

PAM

DSB

sequencing
primer Cas9 target 3 

protospacer

Example capture of human genomic sequence
B

C D

G

Capture
of human
genomic

sequence
≤75 nts

Capture
of human
genomic

sequence
≥125 nts 

−2 0 2 4

−2

0

2

4

−2 0 2 4

−2

0

2

4

DNA2
MCM10

LIG4

≤75 nts,
rep 2

≤7
5 

nt
s,

 re
p 

1

≥125 nts,
rep 1

≥1
25

 n
ts

,
re

p 
2

Log2 fold change in capture of human
genomic sequence of different length ranges

at Cas9 target site 3  

Log2 fold change in capture of
Bos taurus genomic sequence

at Cas9 target site 3  

non-
targeting

DNA2

MCM10

LIG4

0 50 100 150 Longer than
detection limit

0.00

0.02

0.04

0.06

Pe
rc

en
ta

ge
 o

f
re

pa
ir 

ou
tc

om
es

0 50 100 150 Longer than
detection limit

Length of captured
human genomic sequence (nts)

at Cas9 target site 3

−4

−2

0

2

4

Lo
g 2

 fo
ld

ch
an

ge
fro

m
 n

on
-ta

rg
et

in
g

0

1

2

3

4

5

6

Upper
detection limit

Lower
detection limit

Repair outcome
bosTau7 chr5 81,467,664 81,467,829

Target site

Example capture of Bos taurus genomic sequence
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A CGGTGGTGAAAGACTATCCGTCGGACGTGAC
AA CGGTGGTGAAAGACTATCCGTCGGACGTGAC
AG CGGTGGTGAAAGACTATCCGTCGGACGTGAC

C CGGTGGTGAAAGACTATCCGTCGGACGTGAC
T CGGTGGTGAAAGACTATCCGTCGGACGTGAC

CGGTGGTGAAAGACTATCCGTCGGACGTGAC
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A CCCACTTAAGAAACGGTTTCACTACCCGGTC
T CCCACTTAAGAAACGGTTTCACTACCCGGTC
C CCCACTTAAGAAACGGTTTCACTACCCGGTC

TT CCCACTTAAGAAACGGTTTCACTACCCGGTC
C CCCACTTAAGAAACGGTTTCACTACCCGGTC

G CCCACTTAAGAAACGGTTTCACTACCCGGTC
T CCCACTTAAGAAACGGTTTCACTACCCGGTC

AA CCCACTTAAGAAACGGTTTCACTACCCGGTC

CCCACTTAAGAAACGGTTTCACTACCCGGTC

A CTTTCGCTCGAATCACTATGAACACCCGGTC
T CTTTCGCTCGAATCACTATGAACACCCGGTC

ATC CTTTCGCTCGAATCACTATGAACACCCGGTC
GA CTTTCGCTCGAATCACTATGAACACCCGGTC

C CTTTCGCTCGAATCACTATGAACACCCGGTC
T CTTTCGCTCGAATCACTATGAACACCCGGTC

TTC CTTTCGCTCGAATCACTATGAACACCCGGTC
TT CTTTCGCTCGAATCACTATGAACACCCGGTC

CTTTCGCTCGAATCACTATGAACACCCGGTC
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