
0

500

1000

1500

2000

2500

0.0e+00 5.0e+07 1.0e+08 1.5e+08 2.0e+08

Position in Chr1

V
ar

ia
nt

s
Chr1

0

500

1000

1500

2000

2500

0.0e+00 5.0e+07 1.0e+08 1.5e+08

Position in Chr2

V
ar

ia
nt

s

Chr2

0

500

1000

1500

2000

2500

0.0e+00 5.0e+07 1.0e+08 1.5e+08

Position in Chr3

V
ar

ia
nt

s

Chr3

0

500

1000

1500

2000

2500

0.0e+00 5.0e+07 1.0e+08 1.5e+08

Position in Chr4

V
ar

ia
nt

s

Chr4

0

500

1000

1500

2000

2500

0.0e+00 5.0e+07 1.0e+08 1.5e+08

Position in Chr5

V
ar

ia
nt

s

Chr5

0

500

1000

1500

2000

2500

0.0e+00 5.0e+07 1.0e+08 1.5e+08

Position in Chr6

V
ar

ia
nt

s

Chr6

0

500

1000

1500

2000

2500

0.0e+00 5.0e+07 1.0e+08 1.5e+08

Position in Chr7

V
ar

ia
nt

s

Chr7

0

500

1000

1500

2000

2500

0e+00 5e+07 1e+08

Position in Chr8

V
ar

ia
nt

s

Chr8

0

500

1000

1500

2000

2500

0e+00 5e+07 1e+08

Position in Chr9

V
ar

ia
nt

s

Chr9

0

500

1000

1500

2000

2500

0e+00 5e+07 1e+08

Position in Chr10

V
ar

ia
nt

s

Chr10

0

500

1000

1500

2000

2500

0.00e+00 2.50e+07 5.00e+07 7.50e+07 1.00e+08 1.25e+08

Position in Chr11

V
ar

ia
nt

s

Chr11

0

500

1000

1500

2000

2500

0.00e+00 2.50e+07 5.00e+07 7.50e+07 1.00e+08 1.25e+08

Position in Chr12

V
ar

ia
nt

s

Chr12

0

500

1000

1500

2000

2500

0.00e+00 2.50e+07 5.00e+07 7.50e+07 1.00e+08 1.25e+08

Position in Chr13

V
ar

ia
nt

s

Chr13

0

500

1000

1500

2000

2500

0.00e+00 2.50e+07 5.00e+07 7.50e+07 1.00e+08 1.25e+08

Position in Chr14

V
ar

ia
nt

s

Chr14

0

500

1000

1500

2000

2500

0.0e+00 2.5e+07 5.0e+07 7.5e+07 1.0e+08

Position in Chr15

V
ar

ia
nt

s

Chr15

0

500

1000

1500

2000

2500

0.0e+00 2.5e+07 5.0e+07 7.5e+07 1.0e+08

Position in Chr16

V
ar

ia
nt

s

Chr16

0

500

1000

1500

2000

2500

0.0e+00 2.5e+07 5.0e+07 7.5e+07 1.0e+08

Position in Chr17

V
ar

ia
nt

s

Chr17

0

500

1000

1500

2000

2500

0.0e+00 2.5e+07 5.0e+07 7.5e+07

Position in Chr18

V
ar

ia
nt

s

Chr18

0

500

1000

1500

2000

2500

0e+00 2e+07 4e+07 6e+07

Position in Chr19

V
ar

ia
nt

s

Chr19

0

500

1000

1500

2000

2500

0.0e+00 5.0e+07 1.0e+08 1.5e+08

Position in ChrX

V
ar

ia
nt

s

ChrX

Sample C57BL_6J C57BL_6J_DBA2

GSE115017: Whole exome sequencing analyzed the 
off-target effect of gene editing through BE3 system

C57BL_6J: GSM3163042

C57BL_6J_DBA2: GSM3163051

C57BL_6J: GSM3163042

C57BL_6J_DBA2: GSM3163051

C57BL_6J: GSM3163042
C57BL_6J_DBA2: GSM3163051

Additional File 3
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Cochran-Armitage Test for GSE115017 study
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Sample ERR1370960 ERR1370965

E-MTAB-4181 - Exome sequencing of p53/Mps1 murine 
tumours

ERR1370960: Sample: SAMEA3940161, Tumor1
ERR1370965: Sample: SAMEA3940166, Tumor6
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Cochran-Armitage Test for E-MTAB-4181 study


