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FGFR3 TACC3

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin I−set domain

Protein kinase domain

Transforming acidic coiled−coil−containing protein (TACC), C−terminal

SUPPORTING READ COUNT

Split reads = 682
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ets−domain

Sterile alpha motif (SAM)/Pointed domain

SUPPORTING READ COUNT

Split reads = 431
Discordant mates = 0
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LMNA NTRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Intermediate filament protein

Protein kinase domain

Tyrosine kinase receptor A trans−membrane domain

SUPPORTING READ COUNT

Split reads = 157
Discordant mates = 0
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TPM3 NTRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Tropomyosin

Protein kinase domain

Tyrosine kinase receptor A trans−membrane domain

SUPPORTING READ COUNT

Split reads = 144
Discordant mates = 1
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FGFR3 BAIAP2L1

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin I−set domain

Protein kinase domain

Variant SH3 domain

IRSp53/MIM homology domain

SUPPORTING READ COUNT

Split reads = 131
Discordant mates = 0
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ETV6 NTRK3

RETAINED PROTEIN DOMAINS
reading frame unclear

Sterile alpha motif (SAM)/Pointed domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 129
Discordant mates = 0
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EML4 ALK

RETAINED PROTEIN DOMAINS
reading frame unclear

HELP motif

WD domain, G−beta repeat

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 123
Discordant mates = 0
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KIF5B RET

RETAINED PROTEIN DOMAINS
reading frame unclear

Kinesin motor domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 113
Discordant mates = 4
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CCDC6 RET

RETAINED PROTEIN DOMAINS
reading frame unclear

Uncharacterized conserved protein H4 (DUF2046)

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 107
Discordant mates = 0
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NCOA4 RET

RETAINED PROTEIN DOMAINS
reading frame unclear

Nuclear coactivator

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 102
Discordant mates = 1
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ROS1
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SLC34A2 ROS1

RETAINED PROTEIN DOMAINS
reading frame unclear

Na+/Pi−cotransporter

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 95
Discordant mates = 1
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CD74 ROS1

RETAINED PROTEIN DOMAINS
reading frame unclear

CLIP, MHC2 interacting

Class II MHC−associated invariant chain trimerisation domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 74
Discordant mates = 0
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TFG NTRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

PB1 domain

Protein kinase domain

Tyrosine kinase receptor A trans−membrane domain

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 1
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EGFR
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EGFR SEPTIN14

RETAINED PROTEIN DOMAINS
reading frame unclear

Receptor L domain

Furin−like cysteine rich region

Receptor L domain

Growth factor receptor domain IV

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 3
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ENST00000429538.8

PPARG
ENST00000287820.10

breakpoint1
chr2:113235394

breakpoint2
chr3:12379704

0

2230

C
ov

er
ag

e

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

987654321 2 3 4 5 6 7

2 kbp
introns not to scale

PAX8PPAR
G

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

PAX8 PPARG

RETAINED PROTEIN DOMAINS
reading frame unclear

'Paired box' domain

Paired−box protein 2 C terminal

Ligand−binding domain of nuclear hormone receptor

Zinc finger, C4 type (two domains)

PPAR gamma N−terminal region

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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BRAF

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0



chromosome 18

q12.2

chromosome 1

q22

ZNF397
ENST00000261333.10

KHDC4
ENST00000368321.8

breakpoint1
chr18:35254402

breakpoint2
chr1:155921918

0

2286

C
ov

er
ag

e

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

1 2 3 4 5 14131211109

2 kbp
introns not to scale

KHDC4

ZN
F3

97

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

ZNF397 KHDC4

RETAINED PROTEIN DOMAINS
reading frame unclear

SCAN domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 1

q21.2

chromosome 2

q24.2

ANP32E
ENST00000583931.6

IFIH1
ENST00000649979.2

breakpoint1
chr1:150235733

breakpoint2
chr2:162306855

0

6351

C
ov

er
ag

e

7 6 5 4 3 2 1 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 161514131211109876543

2 kbp
introns not to scale

ANP32E

IFIH1
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

ANP32E IFIH1

RETAINED PROTEIN DOMAINS
reading frame unclear

C−terminal domain of RIG−I

Helicase conserved C−terminal domain

RIG−I receptor C−terminal domain

Type III restriction enzyme, res subunit

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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TLE4
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CMSS1 TLE4

RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G−beta repeat

Groucho/TLE N−terminal Q−rich domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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VPS50 CDK14

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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ENST00000392981.7

PPP3CA
ENST00000394853.8

breakpoint1
chr3:142447870

breakpoint2
chr4:101196116

0

2246

C
ov

er
ag

e

41 403938 37 36 35343332 31 302928272625242322 21 20191817 16 15 1413121110 9 8 7 6 5 4 3 2 1 13 121110 9 8 7 6 5 4 3 2 1

1 1312111098765432

5 kbp
introns not to scale

X
R

N
1

P
P

P
3C

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

XRN1 PPP3CA

RETAINED PROTEIN DOMAINS
reading frame unclear

XRN 5'−3' exonuclease N−terminus

Calcineurin−like phosphoesterase

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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CERT1 OGDH

RETAINED PROTEIN DOMAINS
reading frame unclear

PH domain

2−oxoglutarate dehydrogenase C−terminal

Transketolase, pyrimidine binding domain

Dehydrogenase E1 component

2−oxoglutarate dehydrogenase N−terminus

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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MNAT1 CACNB4

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C3HC4 type (RING finger)

Guanylate kinase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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MNAT1 CACNB4

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C3HC4 type (RING finger)

Guanylate kinase

Voltage gated calcium channel subunit beta domain 4Aa N terminal

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


