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ACACA MMP28

RETAINED PROTEIN DOMAINS
reading frame unclear

Biotin carboxylase, N−terminal domain

Carbamoyl−phosphate synthase L chain, ATP binding domain

Hemopexin

Matrixin

Putative peptidoglycan binding domain

SUPPORTING READ COUNT

Split reads = 565
Discordant mates = 6
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ACACA MMP28

RETAINED PROTEIN DOMAINS
reading frame unclear

Biotin carboxylase, N−terminal domain

Carbamoyl−phosphate synthase L chain, ATP binding domain

Hemopexin

Matrixin

Putative peptidoglycan binding domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 6
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reading frame unclear

Biotin carboxylase, N−terminal domain

Carbamoyl−phosphate synthase L chain, ATP binding domain
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Matrixin

Putative peptidoglycan binding domain
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Discordant mates = 6
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Biotin carboxylase, N−terminal domain
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Phosphotyrosine interaction domain (PTB/PID)

SAM domain (Sterile alpha motif)

SAM domain (Sterile alpha motif)

SUPPORTING READ COUNT

Split reads = 377
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 345
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 6
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RETAINED PROTEIN DOMAINS
reading frame unclear

Homeodomain containing protein PHTF1/2, N−terminal

SUPPORTING READ COUNT

Split reads = 337
Discordant mates = 1
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Homeodomain containing protein PHTF1/2, N−terminal
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THEM4 KCNT2

RETAINED PROTEIN DOMAINS
reading frame unclear

Calcium−activated BK potassium channel alpha subunit

SUPPORTING READ COUNT

Split reads = 326
Discordant mates = 7
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Calcium−activated BK potassium channel alpha subunit
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Discordant mates = 0



chromosome 1

q21.3

chromosome 1

q31.3

THEM4
ENST00000368814.8

KCNT2
ENST00000294725.14

breakpoint1
chr1:151909360

breakpoint2
chr1:196285758

0

2466

C
ov

er
ag

e

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

1 282726252423

3 kbp
introns not to scale

THEM4KCNT2

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

No protein domains retained in fusion.
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CID domain
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RETAINED PROTEIN DOMAINS
reading frame unclear

C−terminal domain of bromodomain protein 4

Bromodomain extra−terminal − transcription regulation

Bromodomain

SUPPORTING READ COUNT

Split reads = 302
Discordant mates = 1
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Bromodomain extra−terminal − transcription regulation
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reading frame unclear

Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 211
Discordant mates = 8
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M17 aminopeptidase N−terminal domain 2
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reading frame unclear

Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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CYRIA/CYRIB Rac1 binding domain

SUPPORTING READ COUNT

Split reads = 198
Discordant mates = 2
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CYRIA/CYRIB Rac1 binding domain

SUPPORTING READ COUNT

Split reads = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Vesicle transport v−SNARE protein N−terminus

HMG (high mobility group) box

N−terminal CTNNB1 binding

SUPPORTING READ COUNT

Split reads = 184
Discordant mates = 3



chromosome 10

q25.2

chromosome 10

q25.3

VTI1A
ENST00000432306.5

TCF7L2
ENST00000629706.2

breakpoint1
chr10:112460554

breakpoint2
chr10:113141272

0

7305

C
ov

er
ag

e

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

1 25 6 7 8 9 10 11 12 13

1 kbp
introns not to scale

VTI1A

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

VTI1A TCF7L2

RETAINED PROTEIN DOMAINS
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Vesicle transport v−SNARE protein N−terminus

HMG (high mobility group) box

N−terminal CTNNB1 binding

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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CCDC6 SLC16A9

RETAINED PROTEIN DOMAINS
reading frame unclear

Uncharacterized conserved protein H4 (DUF2046)

Major Facilitator Superfamily

SUPPORTING READ COUNT

Split reads = 180
Discordant mates = 3
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reading frame unclear

Uncharacterized conserved protein H4 (DUF2046)

Major Facilitator Superfamily
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Split reads = 4
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RETAINED PROTEIN DOMAINS
reading frame unclear

Intermediate filament protein

Pentaxin family

SUPPORTING READ COUNT

Split reads = 167
Discordant mates = 5
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LMNA CRP

RETAINED PROTEIN DOMAINS
reading frame unclear

Intermediate filament protein

Pentaxin family

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 4
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LMNA CRP

RETAINED PROTEIN DOMAINS
reading frame unclear

Intermediate filament protein

Pentaxin family

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 4
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CRTC3 BLM

RETAINED PROTEIN DOMAINS
reading frame unclear

Transducer of regulated CREB activity, N terminus

HRDC domain

RQC domain

RecQ zinc−binding

Helicase conserved C−terminal domain

SUPPORTING READ COUNT

Split reads = 144
Discordant mates = 17
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RETAINED PROTEIN DOMAINS
reading frame unclear

Transducer of regulated CREB activity, N terminus

Transducer of regulated CREB activity middle domain

HRDC domain

RQC domain

RecQ zinc−binding

Helicase conserved C−terminal domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 17
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RETAINED PROTEIN DOMAINS
reading frame unclear

Transducer of regulated CREB activity, N terminus

Transducer of regulated CREB activity middle domain

HRDC domain

RQC domain

RecQ zinc−binding

Helicase conserved C−terminal domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 17



chromosome 15

q26.1

chromosome 15

q26.1

CRTC3
ENST00000268184.11

BLM
ENST00000355112.8

breakpoint1
chr15:90530203

breakpoint2
chr15:90790649

0

3080

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22

1 15 16 17 18 19 20 21 22

3 kbp
introns not to scale

C
R

T
C

3
B

LM

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

CRTC3 BLM

RETAINED PROTEIN DOMAINS
reading frame unclear

Transducer of regulated CREB activity, N terminus

HRDC domain

RQC domain

RecQ zinc−binding

Helicase conserved C−terminal domain

SUPPORTING READ COUNT

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

Transducer of regulated CREB activity, N terminus

HRDC domain

RQC domain

RecQ zinc−binding

SUPPORTING READ COUNT

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

Transducer of regulated CREB activity, N terminus

HRDC domain

RQC domain

RecQ zinc−binding

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 148
Discordant mates = 1
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CREBBP TRAP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Hsp90 protein

Histidine kinase−, DNA gyrase B−, and HSP90−like ATPase

SUPPORTING READ COUNT

Split reads = 147
Discordant mates = 2
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CREBBP TRAP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Hsp90 protein

Histidine kinase−, DNA gyrase B−, and HSP90−like ATPase

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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CREBBP TRAP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Hsp90 protein

Histidine kinase−, DNA gyrase B−, and HSP90−like ATPase

SUPPORTING READ COUNT

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

SEA domain

SUPPORTING READ COUNT

Split reads = 127
Discordant mates = 0



chromosome 6

p12.3

chromosome 6

p12.3

ADGRF1
ENST00000371253.7

TNFRSF21
ENST00000296861.2

breakpoint1
chr6:47020731

breakpoint2
chr6:47234898

0

25514

C
ov

er
ag

e

15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 6 5 4 3 2 1

7654321 65

3 kbp
introns not to scale

AD
G

R
F1

TN
FR

SF2
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

ADGRF1 TNFRSF21
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reading frame unclear

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

BRCA1−associated protein 2

SUPPORTING READ COUNT

Split reads = 123
Discordant mates = 6
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RETAINED PROTEIN DOMAINS
reading frame unclear

BRCA1−associated protein 2

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

BRCA1−associated protein 2

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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Split reads = 1
Discordant mates = 0



chromosome 17

p11.2

chromosome 17

p11.2

PEMT
ENST00000255389.10

RAI1
ENST00000353383.6

breakpoint1
chr17:17522280

breakpoint2
chr17:17792933

0

20378

C
ov

er
ag

e

7 6 5 4 3 2 1 1 2 3 4 5 6

321 3 4 5 6

2 kbp
introns not to scale

P
E

M
T

R
A

I1

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

PEMT RAI1

RETAINED PROTEIN DOMAINS
reading frame unclear

PHD−like zinc−binding domain
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SUPPORTING READ COUNT

Split reads = 84
Discordant mates = 0



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGB2
ENST00000622527.1

PCDHGC4
ENST00000306593.1

breakpoint1
chr5:141362556

breakpoint2
chr5:141494807

0

10010

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

2 kbp
introns not to scale

P
C

D
H

G
B

2

P
C

D
H

G
C

4

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

PCDHGB2 PCDHGC4

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 84
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RETAINED PROTEIN DOMAINS
reading frame unclear

Interferon−induced transmembrane protein

SUPPORTING READ COUNT

Split reads = 82
Discordant mates = 4
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Interferon−induced transmembrane protein

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 76
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 74
Discordant mates = 0
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reading frame unclear

GAT domain

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 41
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SUPPORTING READ COUNT
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No protein domains retained in fusion.
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RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 4
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 4
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 17

p13.2

chromosome 17

p13.2

UBE2G1
ENST00000396981.6

ANKFY1
ENST00000574367.5

breakpoint1
chr17:4366271

breakpoint2
chr17:4217118

0

8484

C
ov

er
ag

e

6 5 4 3 2 1 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 25242322212019181716151413121110987654

3 kbp
introns not to scale

A
N

K
F

Y
1

U
B

E
2G

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

UBE2G1 ANKFY1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin−conjugating enzyme

FYVE zinc finger
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BTB/POZ domain

SUPPORTING READ COUNT

Split reads = 57
Discordant mates = 1
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Split reads = 1
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SUPPORTING READ COUNT

Split reads = 57
Discordant mates = 0
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SUPPORTING READ COUNT
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RETAINED PROTEIN DOMAINS
reading frame unclear

NFACT N−terminal and middle domains

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 1
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SUPPORTING READ COUNT
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Genes are not protein−coding.
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Putative DNA−binding domain

Schlafen group 3, DNA/RNA helicase domain

Hepatocyte nuclear factor 1 (HNF−1), beta isoform C terminus

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 3
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Elongation factor Tu GTP binding domain

SUPPORTING READ COUNT

Split reads = 44
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Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 42
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reading frame unclear

Leucine−rich repeat

Transmembrane protein 254

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 2
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Split reads = 27
Discordant mates = 1
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Integrin alpha

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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TOR1AIP1 CEP350

RETAINED PROTEIN DOMAINS
reading frame unclear

Lamina−associated polypeptide 1, AAA+ activator domain

Domain of unknown function (DUF4378)

CAP−Gly domain

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 3
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KLRC4 KLRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 1



chromosome 11

p15.3

chromosome 11

p15.3

PARVA
ENST00000334956.15
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PARVA USP47

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin carboxyl−terminal hydrolase

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 1
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PARVA USP47

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin carboxyl−terminal hydrolase

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 2
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NOL12 LGALS1

RETAINED PROTEIN DOMAINS
reading frame unclear

Nucleolar protein 12 (25kDa)

Galactoside−binding lectin

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 1
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PLK1

RETAINED PROTEIN DOMAINS
reading frame unclear

POLO box duplicated region

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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SCNN1B PLK1

RETAINED PROTEIN DOMAINS
reading frame unclear

POLO box duplicated region

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SIPA1L3 TSPAN13

RETAINED PROTEIN DOMAINS
reading frame unclear

Tetraspanin family

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 1
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MTREX

RETAINED PROTEIN DOMAINS
reading frame unclear

DEAD/DEAH box helicase

Helicase conserved C−terminal domain

rRNA−processing arch domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 1
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MTREX STK3

RETAINED PROTEIN DOMAINS
reading frame unclear

DEAD/DEAH box helicase

Helicase conserved C−terminal domain

rRNA−processing arch domain

C terminal SARAH domain of Mst1

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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LRMDA

RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine−rich repeat

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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ZNRF2 GARS1

RETAINED PROTEIN DOMAINS
reading frame unclear

Anticodon binding domain

tRNA synthetase class II core domain (G, H, P, S and T)

WHEP−TRS domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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EPS15 TTC39A

RETAINED PROTEIN DOMAINS
reading frame unclear

Iml2/Tetratricopeptide repeat protein 39

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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EPS15 TTC39A

RETAINED PROTEIN DOMAINS
reading frame unclear

Iml2/Tetratricopeptide repeat protein 39

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RPRD2

RETAINED PROTEIN DOMAINS
reading frame unclear

CID domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 2
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MB21D2 FGF12

RETAINED PROTEIN DOMAINS
reading frame unclear

Fibroblast growth factor

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 2
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MB21D2 FGF12

RETAINED PROTEIN DOMAINS
reading frame unclear

Fibroblast growth factor

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1
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RFX5

RETAINED PROTEIN DOMAINS
reading frame unclear

RFX5 N−terminal domain

RFX DNA−binding domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 1
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KDM2B

RETAINED PROTEIN DOMAINS
reading frame unclear

PHD−finger

F−box domain

PHD−finger

CXXC zinc finger domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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TRIM8 WBP1L

RETAINED PROTEIN DOMAINS
reading frame unclear

zinc finger of C3HC4−type, RING

WW domain−binding protein 1

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Serine/arginine repetitive matrix protein C−terminus

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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ANKRD27

RETAINED PROTEIN DOMAINS
reading frame unclear

Ankyrin repeats (3 copies)

Ankyrin repeats (many copies)

Ankyrin repeats (3 copies)

Ankyrin repeat

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ankyrin repeats (3 copies)

Ankyrin repeats (many copies)

Ankyrin repeats (3 copies)

Ankyrin repeat

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1
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MACF1

RETAINED PROTEIN DOMAINS
reading frame unclear

Calponin homology (CH) domain

SH3 domain

Spectrin like domain

Plectin repeat

Spectrin repeat

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Striatin family

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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RING−variant domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

WD40 associated region in TFIID subunit, NTD2 domain

WD domain, G−beta repeat

5' nucleotidase family

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


