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FGFR3 TACC3

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin I−set domain

Immunoglobulin domain

Immunoglobulin I−set domain

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 91
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 = 62
Discordant mates = 0
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FGFR3 BAIAP2L1

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin I−set domain

Immunoglobulin domain

Immunoglobulin I−set domain

NA

Protein kinase domain

Variant SH3 domain

IRSp53/MIM homology domain

SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 0
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ENST00000675939.1

NTRK1
ENST00000392302.7

breakpoint1
chr1:156130773

breakpoint2
chr1:156874906

0

7246

C
ov

er
ag

e

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

1 2 3 11 12 13 14 15 16 17

2 kbp
introns not to scale

LMNANTRK1

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

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 = 40
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 = 37
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 = 37
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 = 34
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 = 26
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 = 23
Discordant mates = 0
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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 = 22
Discordant mates = 0
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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 = 18
Discordant mates = 0
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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 = 11
Discordant mates = 0
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breakpoint1
chr3:100732672

breakpoint2
chr1:156874571

0

13473

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 14 15 16 17

1 2 3 4 5 10 11 12 13 14 15 16 17

2 kbp
introns not to scale

NTRK1

TFG

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

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 = 9
Discordant mates = 0
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EGFR
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EGFR

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 = 8
Discordant mates = 0
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BRAF
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BRAF

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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OR2T27

RETAINED PROTEIN DOMAINS
reading frame unclear

Olfactory receptor

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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SLC34A2 ROS1

RETAINED PROTEIN DOMAINS
reading frame unclear

Na+/Pi−cotransporter

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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MXI1
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GATD3A MXI1

RETAINED PROTEIN DOMAINS
reading frame unclear

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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FIS1
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CLDN15 FIS1

RETAINED PROTEIN DOMAINS
reading frame unclear

PMP−22/EMP/MP20/Claudin family

Fis1 C−terminal tetratricopeptide repeat

Fis1 N−terminal tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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RFC1
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DCUN1D4 RFC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Replication factor RFC1 C terminal domain

ATPase family associated with various cellular activities (AAA)

BRCA1 C Terminus (BRCT) domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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TBRG1 FOCAD

RETAINED PROTEIN DOMAINS
reading frame unclear

F/Y−rich N−terminus

F/Y rich C−terminus

Focadhesin

Focadhesin/RST1, DUF3730

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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WAC MINDY3

RETAINED PROTEIN DOMAINS
reading frame unclear

WW domain

Deubiquitinating enzyme MINDY−3/4, conserved domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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METTL21A KANSL1L

RETAINED PROTEIN DOMAINS
reading frame unclear

Lysine methyltransferase

PEHE domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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METTL21A KANSL1L

RETAINED PROTEIN DOMAINS
reading frame unclear

Lysine methyltransferase

PEHE domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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PARD3 PIP4K2A

RETAINED PROTEIN DOMAINS
reading frame unclear

N−terminal of Par3 and HAL proteins

Phosphatidylinositol−4−phosphate 5−Kinase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


