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Split reads = 763
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SUPPORTING READ COUNT

Split reads = 496
Discordant mates = 29
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SUPPORTING READ COUNT
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Discordant mates = 21
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Split reads = 199
Discordant mates = 6
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Discordant mates = 44
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PXA domain

SUPPORTING READ COUNT

Split reads = 141
Discordant mates = 15
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SUPPORTING READ COUNT
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Discordant mates = 15



chromosome 6

q14.3

chromosome 6

q14.3

SYNCRIP
ENST00000369622.8

SNX14
ENST00000369627.6

breakpoint1
chr6:85640221

breakpoint2
chr6:85574378

0

35398

C
ov

er
ag

e

11 10 9 8 7 6 5 4 3 2 1 28 27 26 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

4321 2827262524232221201918171615141312111098765432

3 kbp
introns not to scale

SN
X1

4

SYNCRIP

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

SYNCRIP SNX14

RETAINED PROTEIN DOMAINS
reading frame unclear

Heterogeneous nuclear ribonucleoprotein Q acidic domain

Sorting nexin C terminal

Regulator of G protein signaling domain

PX domain

Regulator of G protein signaling domain

PXA domain

SUPPORTING READ COUNT
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No protein domains retained in fusion.
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RETAINED PROTEIN DOMAINS
reading frame unclear

SH3 domain

CRAL/TRIO domain

CRAL/TRIO, N−terminal domain

PRELI−like family

SUPPORTING READ COUNT

Split reads = 110
Discordant mates = 13
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SUPPORTING READ COUNT
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Discordant mates = 10



chromosome 10

q25.2

chromosome 10

q25.2

TCF7L2
ENST00000629706.2

AL158212.1
ENST00000428766.2

breakpoint1
chr10:113040126

breakpoint2
chr10:112905977

0

12720

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 1 2 3

1 2 3 4 3

1 kbp
introns not to scale

AL158212.1

TCF7L2

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

TCF7L2

RETAINED PROTEIN DOMAINS
reading frame unclear

N−terminal CTNNB1 binding

SUPPORTING READ COUNT
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Split reads = 1
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reading frame unclear

E3 ubiquitin−protein ligase Arkadia N−terminus

GREB1 N−terminal region

SUPPORTING READ COUNT

Split reads = 100
Discordant mates = 9
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E3 ubiquitin−protein ligase Arkadia N−terminus

GREB1 N−terminal region

SUPPORTING READ COUNT

Split reads = 3
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E3 ubiquitin−protein ligase Arkadia N−terminus
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SUPPORTING READ COUNT

Split reads = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

T−box

MGA, conserved domain

Neurotransmitter−gated ion−channel transmembrane region

Neurotransmitter−gated ion−channel ligand binding domain

SUPPORTING READ COUNT

Split reads = 87
Discordant mates = 6
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Split reads = 6
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PH domain
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No protein domains retained in fusion.
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Discordant mates = 3
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SUPPORTING READ COUNT
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Discordant mates = 1
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DEAD/DEAH box helicase
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SUPPORTING READ COUNT

Split reads = 55
Discordant mates = 7
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Discordant mates = 3
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SUPPORTING READ COUNT
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Apoptosis regulator proteins, Bcl−2 family

Creb binding

TAZ zinc finger

Zinc finger, ZZ type

Histone acetylation protein

CREB−binding protein/p300, atypical RING domain

Bromodomain

KIX domain

TAZ zinc finger

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 5
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SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 2
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Creb binding
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Histone acetylation protein

CREB−binding protein/p300, atypical RING domain
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KIX domain

TAZ zinc finger

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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SUPPORTING READ COUNT
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Centromere protein M (CENP−M)

SH3 domain

Fes/CIP4, and EFC/F−BAR homology domain

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 5
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Autophagy protein 16 (ATG16)

WD domain, G−beta repeat

Domain of unknown function (DUF4554)

SUPPORTING READ COUNT
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JNK_SAPK−associated protein−1

mbt repeat

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 17

q21.33

chromosome 17

q21.33

SPAG9
ENST00000357122.8

MBTD1
ENST00000586178.6

breakpoint1
chr17:51120354

breakpoint2
chr17:51193016

0

13233

C
ov

er
ag

e

29 28 27 26 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 171615

4 kbp
introns not to scale

S
PA

G
9

M
B

TD
1

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

SPAG9 MBTD1

RETAINED PROTEIN DOMAINS
reading frame unclear

JNK_SAPK−associated protein−1

mbt repeat

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 17

q21.33

chromosome 17

q21.33

SPAG9
ENST00000357122.8

MBTD1
ENST00000586178.6

breakpoint1
chr17:51120354

breakpoint2
chr17:51195361

0

13233

C
ov

er
ag

e

29 28 27 26 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 1716151413

4 kbp
introns not to scale

S
PA

G
9

M
B

TD
1

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

SPAG9 MBTD1

RETAINED PROTEIN DOMAINS
reading frame unclear

JNK_SAPK−associated protein−1

mbt repeat

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1



chromosome 17

q21.33

chromosome 17

q21.33

SPAG9
ENST00000357122.8

MBTD1
ENST00000586178.6

breakpoint1
chr17:51120354

breakpoint2
chr17:51202077

0

13233

C
ov

er
ag

e

29 28 27 26 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 17161514131211

4 kbp
introns not to scale

S
PA

G
9

M
B

TD
1

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

SPAG9 MBTD1

RETAINED PROTEIN DOMAINS
reading frame unclear

JNK_SAPK−associated protein−1

mbt repeat

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1



chromosome 17

q21.33

chromosome 17

q21.33

SPAG9
ENST00000357122.8

MBTD1
ENST00000586178.6

breakpoint1
chr17:51120354

breakpoint2
chr17:51192280

0

13233

C
ov

er
ag

e

29 28 27 26 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 1716

4 kbp
introns not to scale

S
PA

G
9

M
B

TD
1

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

SPAG9 MBTD1

RETAINED PROTEIN DOMAINS
reading frame unclear

JNK_SAPK−associated protein−1

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 16

q24.3

chromosome 16

q24.3

CHMP1A
ENST00000535997.7

FANCA
ENST00000389301.8

breakpoint1
chr16:89657582

breakpoint2
chr16:89752222

0

15136

C
ov

er
ag

e

7 6 5 4 3 2 1 43 42 41 40 39 38 37 36 35 34 33 32 31 30 29 28 27 26 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 43424140393837363534333231

3 kbp
introns not to scale

C
H

M
P

1A
FA

N
C

A

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

CHMP1A FANCA

RETAINED PROTEIN DOMAINS
reading frame unclear

Fanconi anaemia group A protein

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0
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MRPS14 TNR

RETAINED PROTEIN DOMAINS
reading frame unclear

Fibrinogen beta and gamma chains, C−terminal globular domain

Fibronectin type III domain

EGF−like domain

Tenascin EGF domain

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0
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TNR

RETAINED PROTEIN DOMAINS
reading frame unclear

Fibrinogen beta and gamma chains, C−terminal globular domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ephrin

I−kappa−kinase−beta NEMO binding domain

IQBAL scaffold dimerization domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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reading frame unclear

Ephrin

I−kappa−kinase−beta NEMO binding domain

IQBAL scaffold dimerization domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ephrin

I−kappa−kinase−beta NEMO binding domain

IQBAL scaffold dimerization domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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THAP12 ACO1

RETAINED PROTEIN DOMAINS
reading frame unclear

THAP domain

Aconitase C−terminal domain

Aconitase family (aconitate hydratase)

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 1



chromosome 12

q14.3

chromosome 12

q14.3

RPSAP52
ENST00000489520.2

HMGA2
ENST00000393577.7

breakpoint1
chr12:65826843

breakpoint2
chr12:65828001

0

37471

C
ov

er
ag

e

2 1 1 2 3 4 5

1 2 3 4 5

500 bp
introns not to scale

RPSAP52
HM

G
A2

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

HMGA2

RETAINED PROTEIN DOMAINS
reading frame unclear

AT hook motif

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

jmjN domain

JmjC domain, hydroxylase

PHD−finger

PHD−zinc−finger like domain

Jumonji domain−containing protein 2A Tudor domain

Cytochrome P450

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cullin family

FAM70 protein

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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FANCA CDK10

RETAINED PROTEIN DOMAINS
reading frame unclear

Fanconi anaemia group A protein N terminus

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Fanconi anaemia group A protein N terminus

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 2
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FANCA CDK10

RETAINED PROTEIN DOMAINS
reading frame unclear

Fanconi anaemia group A protein N terminus

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

SAND domain

Regulator of chromosome condensation (RCC1) repeat

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

SAND domain

SUPPORTING READ COUNT

Split reads = 14
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Rft protein

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Rft protein

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Rft protein
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Split reads = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Rft protein

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Rft protein

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Rft protein
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RETAINED PROTEIN DOMAINS
reading frame unclear

TatD related DNase

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

TatD related DNase

SUPPORTING READ COUNT

Split reads = 6
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TatD related DNase
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START domain

FHA domain
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SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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Phosphorylase superfamily
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Split reads = 6
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Regulator of chromosome condensation (RCC1) repeat

Cytochrome b5−like Heme/Steroid binding domain

Mib_herc2

Mouse development and cellular proliferation protein Cullin−7

Zinc finger, ZZ type

Anaphase−promoting complex, subunit 10 (APC10)

Regulator of chromosome condensation (RCC1) repeat

HECT−domain (ubiquitin−transferase)
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