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SUPPORTING READ COUNT

Split reads = 269
Discordant mates = 2
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 160
Discordant mates = 0
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LBP / BPI / CETP family, C−terminal domain

SUPPORTING READ COUNT

Split reads = 159
Discordant mates = 1
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Glutathione S−transferase, C−terminal domain
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SUPPORTING READ COUNT
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Dual specificity phosphatase, catalytic domain

DEK C terminal domain

SUPPORTING READ COUNT

Split reads = 103
Discordant mates = 0
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SUPPORTING READ COUNT
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UDP−N−acetylglucosamine 2−epimerase

ROK family

SUPPORTING READ COUNT

Split reads = 100
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 35
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SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 2
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SUPPORTING READ COUNT
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No protein domains retained in fusion.
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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BACH1 GRIK1

RETAINED PROTEIN DOMAINS
reading frame unclear

BTB/POZ domain

bZIP Maf transcription factor

Ligand−gated ion channel

SUPPORTING READ COUNT

Split reads = 73
Discordant mates = 0
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CCDC169 SOHLH2

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 0
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CCDC169 SOHLH2

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SBNO1

RETAINED PROTEIN DOMAINS
reading frame unclear

P−loop containing NTP hydrolase pore−1

C−terminal domain on Strawberry notch homologue

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 0
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UBAP1 PTPRD

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein−tyrosine phosphatase

Fibronectin type III domain

Immunoglobulin domain

Immunoglobulin I−set domain

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 3
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UBAP1 PTPRD

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein−tyrosine phosphatase

Fibronectin type III domain

Immunoglobulin domain

Immunoglobulin I−set domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 1
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DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 1
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DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 0
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BCL7A LRRC43

RETAINED PROTEIN DOMAINS
reading frame unclear

BCL7, N−terminal conserver region

Leucine rich repeat

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 0
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BCL7A LRRC43

RETAINED PROTEIN DOMAINS
reading frame unclear

BCL7, N−terminal conserver region

Leucine rich repeat

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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BCL7A LRRC43

RETAINED PROTEIN DOMAINS
reading frame unclear

BCL7, N−terminal conserver region

Leucine rich repeat

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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NOCT NAA15

RETAINED PROTEIN DOMAINS
reading frame unclear

N−terminal acetyltransferase A, auxiliary subunit

Tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 0
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N6AMT1 HUNK

RETAINED PROTEIN DOMAINS
reading frame unclear

Methyltransferase small domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 0
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HELZ CCR10

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger C−x8−C−x5−C−x3−H type (and similar)

AAA domain

AAA domain

7 transmembrane receptor (rhodopsin family)

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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IQGAP1 BLM

RETAINED PROTEIN DOMAINS
reading frame unclear

Calponin homology (CH) domain

HRDC domain

RQC domain

RecQ zinc−binding

Helicase conserved C−terminal domain

DEAD/DEAH box helicase

BDHCT−box associated domain on Bloom syndrome protein

BDHCT (NUC031) domain

N−terminal region of Bloom syndrome protein

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0
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LRRC1 HCRTR2

RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine rich repeat

Orexin receptor type 2

7 transmembrane receptor (rhodopsin family)

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0
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LRRC1 HCRTR2

RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine rich repeat

Orexin receptor type 2

7 transmembrane receptor (rhodopsin family)

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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TSEN2 PPARG

RETAINED PROTEIN DOMAINS
reading frame unclear

tRNA intron endonuclease, N−terminal domain

Ligand−binding domain of nuclear hormone receptor

Zinc finger, C4 type (two domains)

PPAR gamma N−terminal region

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 1
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TSEN2 PPARG

RETAINED PROTEIN DOMAINS
reading frame unclear

Ligand−binding domain of nuclear hormone receptor

Zinc finger, C4 type (two domains)

PPAR gamma N−terminal region

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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TSEN2 PPARG

RETAINED PROTEIN DOMAINS
reading frame unclear

Ligand−binding domain of nuclear hormone receptor

Zinc finger, C4 type (two domains)

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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TSEN2 PPARG

RETAINED PROTEIN DOMAINS
reading frame unclear

Ligand−binding domain of nuclear hormone receptor

Zinc finger, C4 type (two domains)

PPAR gamma N−terminal region

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1
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tRNA intron endonuclease, N−terminal domain

Ligand−binding domain of nuclear hormone receptor

Zinc finger, C4 type (two domains)

PPAR gamma N−terminal region

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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Ligand−binding domain of nuclear hormone receptor
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 11

p15.3

chromosome 15

q11.2

BTBD10
ENST00000278174.10

POTEB3
ENST00000611217.5

breakpoint1
chr11:13413530

breakpoint2
chr15:21411001

0

4056

C
ov

er
ag

e

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

654321 1110

2 kbp
introns not to scale

BTBD10

P
O

T
E

B
3

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

BTBD10 POTEB3
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reading frame unclear

BTB/POZ domain

CCDC144C protein coiled−coil region

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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SET domain

F/Y rich C−terminus

F/Y−rich N−terminus

PHD−zinc−finger like domain

PHD−finger

PHD−like zinc−binding domain

SUPPORTING READ COUNT

Split reads = 27
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SUPPORTING READ COUNT

Split reads = 10
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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COL9A3 TRHDE

RETAINED PROTEIN DOMAINS
reading frame unclear

Collagen triple helix repeat (20 copies)

ERAP1−like C−terminal domain

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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No protein domains retained in fusion.
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Split reads = 16
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RETAINED PROTEIN DOMAINS
reading frame unclear

PH domain

SH3 domain

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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Dual specificity phosphatase, catalytic domain
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