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SUPPORTING READ COUNT

Split reads = 234
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 222
Discordant mates = 0
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Split reads = 21
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SUPPORTING READ COUNT

Split reads = 4
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 163
Discordant mates = 2



chromosome 7

q21.2

chromosome 7

q21.3

CDK6
ENST00000424848.3

PPP1R9A
ENST00000433360.6

breakpoint1
chr7:92725626

breakpoint2
chr7:95120712

0

113036

C
ov

er
ag

e

8 7 6 5 4 3 2 1 1 2 3 4 5 6 7 8 9 10111213 14 1516 17 1819 20

4321 4 5 6 7 8 9 10111213 14 1516 17 1819 20

5 kbp
introns not to scale

CDK6
PPP1R9A

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

CDK6 PPP1R9A

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SAM domain (Sterile alpha motif)

PDZ domain

SUPPORTING READ COUNT
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SUPPORTING READ COUNT
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Split reads = 117
Discordant mates = 1
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No protein domains retained in fusion.
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Split reads = 116
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 66
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Split reads = 4
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No protein domains retained in fusion.
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Split reads = 3
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SUPPORTING READ COUNT

Split reads = 91
Discordant mates = 1
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Split reads = 91
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Split reads = 82
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 80
Discordant mates = 1
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Split reads = 48
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uDENN domain

Ras family

Ras of Complex, Roc, domain of DAPkinase

SUPPORTING READ COUNT

Split reads = 71
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 3
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reading frame unclear

Low−density lipoprotein receptor repeat class B

Coagulation Factor Xa inhibitory site

Tesmin/TSO1−like CXC domain, cysteine−rich domain

SUPPORTING READ COUNT

Split reads = 57
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Split reads = 53
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 0
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SUPPORTING READ COUNT
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reading frame unclear

Domain of unknown function (DUF4633)

SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 0
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No coding regions retained in fusion transcript.
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GDPD5
ENST00000336898.8

KRIT1
ENST00000412043.6

breakpoint1
chr11:75525210

breakpoint2
chr7:92242137
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inversion

KRIT1

RETAINED PROTEIN DOMAINS
reading frame unclear

FERM central domain

Ankyrin repeats (many copies)

NUDIX, or N−terminal NPxY motif−rich,  region of KRIT

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0



chromosome 7

q34

chromosome 7

q22.1

MGAM
ENST00000475668.6

ARPC1B
ENST00000458033.6

breakpoint1
chr7:142008705

breakpoint2
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MGAM ARPC1B

RETAINED PROTEIN DOMAINS
reading frame unclear

Trefoil (P−type) domain

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0



chromosome 7

q21.2

chromosome 19

q13.33

CDK6−AS1
ENST00000452050.5

NTN5
ENST00000270235.11

breakpoint1
chr7:92854953

breakpoint2
chr19:48664767

0
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introns not to scale

CDK6−AS1
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inversion

NTN5

RETAINED PROTEIN DOMAINS
reading frame unclear

UNC−6/NTR/C345C module

Laminin EGF domain

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0



chromosome 7

q21.2

chromosome 19

q13.33

CDK6−AS1
ENST00000419668.1

NTN5
ENST00000270235.11

breakpoint1
chr7:92855827

breakpoint2
chr19:48664767

0
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1 2 76543

800 bp
introns not to scale

CDK6−AS1
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2
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8
9

X
Y

translocation
duplication

deletion
inversion

NTN5

RETAINED PROTEIN DOMAINS
reading frame unclear

UNC−6/NTR/C345C module

Laminin EGF domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0



chromosome 7

q21.2

chromosome 19

q13.33

CDK6−AS1
ENST00000424523.1

NTN5
ENST00000270235.11

breakpoint1
chr7:92854999

breakpoint2
chr19:48664767

0
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700 bp
introns not to scale
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X
Y
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inversion

NTN5

RETAINED PROTEIN DOMAINS
reading frame unclear

UNC−6/NTR/C345C module

Laminin EGF domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 2

q37.1

chromosome 2

q37.1

DIS3L2
ENST00000325385.12

EFHD1
ENST00000264059.8

breakpoint1
chr2:232130719

breakpoint2
chr2:232662802

0

4529

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 1 2 3 4

1 2 3 4 5 6 7 2 3 4

2 kbp
introns not to scale

DIS3L2

EFH
D

1
1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication
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inversion

DIS3L2 EFHD1

RETAINED PROTEIN DOMAINS
reading frame unclear

Rrp44−like cold shock domain

EF−hand domain pair

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0



chromosome 11

q13.4

chromosome 7

q21.3

RAB6A
ENST00000310653.10

GNGT1
ENST00000455502.5

breakpoint1
chr11:73716251

breakpoint2
chr7:93886506

0
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RAB6A

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

RAB6A GNGT1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ras family

Ras of Complex, Roc, domain of DAPkinase

GGL domain

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 1



chromosome 11

q13.4

chromosome 7

q21.3

RAB6A
ENST00000310653.10

GNGT1
ENST00000455502.5

breakpoint1
chr11:73720846

breakpoint2
chr7:93886506

0
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inversion

RAB6A GNGT1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ras family

GGL domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 18

q21.31

chromosome 14

q23.3

TXNL1
ENST00000590954.5

ATP6V1D
ENST00000216442.12

breakpoint1
chr18:56610993

breakpoint2
chr14:67353040

0
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TXNL1 ATP6V1D

RETAINED PROTEIN DOMAINS
reading frame unclear

Thioredoxin

PITH domain

ATP synthase subunit D 

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0



chromosome 18

q21.31

chromosome 14

q23.3

TXNL1
ENST00000590954.5

ATP6V1D
ENST00000553687.1

breakpoint1
chr18:56610993

breakpoint2
chr14:67353959

0
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inversion

TXNL1 ATP6V1D

RETAINED PROTEIN DOMAINS
reading frame unclear

Thioredoxin

PITH domain

ATP synthase subunit D 

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 12

q14.2

chromosome 12

q14.2

TBK1
ENST00000650790.1

XPOT
ENST00000332707.10

breakpoint1
chr12:64467082

breakpoint2
chr12:64433414

0
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TBK1 XPOT

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0



chromosome 19

q13.33

chromosome 7

q34

BCL2L12
ENST00000246785.7

TMEM178B
ENST00000565468.6

breakpoint1
chr19:49666799

breakpoint2
chr7:141212591

0
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BCL2L12 TMEM178B

RETAINED PROTEIN DOMAINS
reading frame unclear

PMP−22/EMP/MP20/Claudin tight junction

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0



chromosome 7

q11.23

chromosome 7

q34

GTF2IRD2B
ENST00000651028.1

DENND2A
ENST00000537639.5

breakpoint1
chr7:75092765

breakpoint2
chr7:140602542

0
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GTF2IRD2B
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translocation
duplication
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inversion

DENND2A

RETAINED PROTEIN DOMAINS
reading frame unclear

dDENN domain

DENN (AEX−3) domain

uDENN domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0



chromosome 7

q11.23

chromosome 7

q34

GTF2IRD2B
ENST00000651028.1

DENND2A
ENST00000537639.5

breakpoint1
chr7:75095029

breakpoint2
chr7:140602542

0
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inversion

GTF2IRD2B DENND2A

RETAINED PROTEIN DOMAINS
reading frame unclear

CENP−B N−terminal DNA−binding domain

Tc5 transposase DNA−binding domain

dDENN domain

DENN (AEX−3) domain

uDENN domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0



chromosome 19

q13.33

chromosome 19

q13.33

NUCB1
ENST00000405315.9

SCAF1
ENST00000360565.8

breakpoint1
chr19:48913196

breakpoint2
chr19:49645021

0
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inversion

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0



chromosome 19

q13.33

chromosome 19

q13.33

NUCB1
ENST00000405315.9

SCAF1
ENST00000360565.8

breakpoint1
chr19:48913564

breakpoint2
chr19:49645021

0
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inversion

NUCB1 SCAF1

RETAINED PROTEIN DOMAINS
reading frame unclear

EF−hand domain pair

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0



chromosome 19

q13.33

chromosome 19

q13.33

NUCB1
ENST00000405315.9

SCAF1
ENST00000360565.8

breakpoint1
chr19:48913564

breakpoint2
chr19:49646108

0
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inversion

NUCB1 SCAF1

RETAINED PROTEIN DOMAINS
reading frame unclear

EF−hand domain pair

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 19

q13.33

chromosome 19

q13.33

NUCB1
ENST00000405315.9

SCAF1
ENST00000360565.8

breakpoint1
chr19:48913196

breakpoint2
chr19:49645354

0
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inversion

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 7

q21.3

chromosome 7

q21.3

VPS50
ENST00000305866.10

COL1A2
ENST00000297268.11

breakpoint1
chr7:93341575

breakpoint2
chr7:94416405
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VPS50 COL1A2

RETAINED PROTEIN DOMAINS
reading frame unclear

Vacuolar−sorting protein 54, of GARP complex 

Protein of unknown function C−terminus (DUF2451)

Fibrillar collagen C−terminal domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0



chromosome 18

q21.31

chromosome 2

q33.1

NEDD4L
ENST00000357895.9

SATB2
ENST00000457245.5

breakpoint1
chr18:58165861

breakpoint2
chr2:199460532

0
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NEDD4L SATB2

RETAINED PROTEIN DOMAINS
reading frame unclear

C2 domain

Homeodomain

CUT domain

CUT1−like DNA−binding domain of SATB

Ubiquitin−like oligomerisation domain of SATB

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0



chromosome 18

q21.31

chromosome 2

q33.1

NEDD4L
ENST00000357895.9

SATB2
ENST00000457245.5

breakpoint1
chr18:58165861

breakpoint2
chr2:199460529

0
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NEDD4L SATB2

RETAINED PROTEIN DOMAINS
reading frame unclear

C2 domain

Homeodomain

CUT domain

CUT1−like DNA−binding domain of SATB

Ubiquitin−like oligomerisation domain of SATB

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 18

q21.31

chromosome 2

q33.1

NEDD4L
ENST00000357895.9

SATB2
ENST00000457245.5

breakpoint1
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breakpoint2
chr2:199456096
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NEDD4L SATB2

RETAINED PROTEIN DOMAINS
reading frame unclear

C2 domain

Homeodomain

CUT domain

CUT1−like DNA−binding domain of SATB

Ubiquitin−like oligomerisation domain of SATB

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 18

q21.31

chromosome 2

q33.1

NEDD4L
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SATB2
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breakpoint1
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breakpoint2
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NEDD4L SATB2

RETAINED PROTEIN DOMAINS
reading frame unclear

C2 domain

Homeodomain

CUT domain

CUT1−like DNA−binding domain of SATB

Ubiquitin−like oligomerisation domain of SATB

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 11

q14.2

chromosome 7

q21.11

ME3
ENST00000524826.7

GNAI1
ENST00000649225.1

breakpoint1
chr11:86556553

breakpoint2
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ME3 GNAI1

RETAINED PROTEIN DOMAINS
reading frame unclear

Malic enzyme, N−terminal domain

G−protein alpha subunit

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0



chromosome 9

q34.3

chromosome 14

q22.1

INPP5E
ENST00000371712.4

PTGDR
ENST00000306051.3

breakpoint1
chr9:136438608

breakpoint2
chr14:52274731
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INPP5E PTGDR

RETAINED PROTEIN DOMAINS
reading frame unclear

7 transmembrane receptor (rhodopsin family)

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 3

p22.2

chromosome 3

p22.2

GOLGA4
ENST00000356847.8

STAC
ENST00000273183.8

breakpoint1
chr3:37355187

breakpoint2
chr3:36443364
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GOLGA4 STAC

RETAINED PROTEIN DOMAINS
reading frame unclear

GRIP domain

Variant SH3 domain

Variant SH3 domain

Unstructured on SH3 and cysteine−rich domain−containing protein 2

Phorbol esters/diacylglycerol binding domain (C1 domain)

Unstructured on SH3 and cysteine−rich domain−containing protein 2

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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STAC
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GOLGA4 STAC

RETAINED PROTEIN DOMAINS
reading frame unclear

GRIP domain

Variant SH3 domain

Unstructured on SH3 and cysteine−rich domain−containing protein 2

Phorbol esters/diacylglycerol binding domain (C1 domain)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 7

q34
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BRAF
ENST00000288602.11

CDK6
ENST00000424848.3

breakpoint1
chr7:140924566

breakpoint2
chr7:92671535
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