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SUPPORTING READ COUNT

Split reads = 114
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 1
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No protein domains retained in fusion.
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Split reads = 13
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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No protein domains retained in fusion.
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Split reads = 1
Discordant mates = 2
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No protein domains retained in fusion.
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Split reads = 1
Discordant mates = 1
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No protein domains retained in fusion.
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Split reads = 1
Discordant mates = 1



chromosome 15

q14

chromosome 15

q14

FSIP1
ENST00000642527.1

AC013652.1
ENST00000647271.1

breakpoint1
chr15:39617735

breakpoint2
chr15:39109798

0

7394

C
ov

er
ag

e

4 3 2 1 3 2 1

1 32

800 bp
introns not to scaleA

C
013652.1 F

S
IP

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

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

Apoptosis−antagonizing transcription factor, C−terminal

Apoptosis antagonizing transcription factor

SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 1
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Apoptosis−antagonizing transcription factor, C−terminal
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SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 1
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reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

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

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

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

MAM domain, meprin/A5/mu

Immunoglobulin I−set domain

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Collagen triple helix repeat (20 copies)

C1q domain

CoA−transferase family III

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Collagen triple helix repeat (20 copies)

C1q domain

CoA−transferase family III

SUPPORTING READ COUNT

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

Protein kinase domain

C terminal SARAH domain of Mst1

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

SPRY domain

PKA−RI−RII subunit binding domain of A−kinase anchor protein

AKAP7 2'5' RNA ligase−like domain

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

BAH domain

ELM2 domain

SAM domain (Sterile alpha motif)

PDZ domain

Variant SH3 domain

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0
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reading frame unclear
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SAM domain (Sterile alpha motif)
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Variant SH3 domain

SUPPORTING READ COUNT

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

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

Rel homology DNA−binding domain

Rel homology dimerisation domain

Ankyrin repeats (3 copies)

Death domain

Stabilization of polarity axis

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 1
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reading frame unclear

Rel homology DNA−binding domain

Rel homology dimerisation domain

Ankyrin repeats (3 copies)

Death domain

Stabilization of polarity axis

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Rel homology DNA−binding domain

Rel homology dimerisation domain

Ankyrin repeats (3 copies)

Death domain

Stabilization of polarity axis

SUPPORTING READ COUNT

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

Rel homology DNA−binding domain

Rel homology dimerisation domain

Ankyrin repeats (3 copies)

Death domain

Stabilization of polarity axis

SUPPORTING READ COUNT

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

Adaptor complexes medium subunit family

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 1
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Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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Adaptor complexes medium subunit family

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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reading frame unclear

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptor complexes medium subunit family

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptor complexes medium subunit family

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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AMOTL2 ME1

RETAINED PROTEIN DOMAINS
reading frame unclear

Malic enzyme, NAD binding domain

Malic enzyme, N−terminal domain

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 1
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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 = 21
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 1

p22.3

chromosome 1

p22.3

AC092807.3
ENST00000488557.6

DDAH1
ENST00000284031.13

breakpoint1
chr1:85488291

breakpoint2
chr1:85358847

0

1456

C
ov

er
ag

e

3 2 1 6 5 4 3 2 1

21 65432

1 kbp
introns not to scale

DDAH1
AC092807.3

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

DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RAPGEF5 UNC5D

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain found in Dishevelled, Egl−10, and Pleckstrin (DEP)

Death domain

UPA domain

ZU5 domain

Thrombospondin type 1 domain

Immunoglobulin I−set domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 1
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TMTC2 ACSS3

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein O−mannosyl−transferase TMTC, DUF1736

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

AMP−binding enzyme

Acetyl−coenzyme A synthetase N−terminus

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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TMTC2 ACSS3

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein O−mannosyl−transferase TMTC, DUF1736

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

AMP−binding enzyme C−terminal domain

AMP−binding enzyme

Acetyl−coenzyme A synthetase N−terminus

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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TMTC2 ACSS3

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein O−mannosyl−transferase TMTC, DUF1736

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

AMP−binding enzyme C−terminal domain

AMP−binding enzyme

Acetyl−coenzyme A synthetase N−terminus

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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TMTC2 ACSS3

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein O−mannosyl−transferase TMTC, DUF1736

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

AMP−binding enzyme

Acetyl−coenzyme A synthetase N−terminus

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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PAPSS1 HADH

RETAINED PROTEIN DOMAINS
reading frame unclear

3−hydroxyacyl−CoA dehydrogenase, C−terminal domain

3−hydroxyacyl−CoA dehydrogenase, NAD binding 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 = 11
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Domain found in Dishevelled, Egl−10, and Pleckstrin (DEP)

RasGEF N−terminal motif

Protein kinase domain

Growth factor receptor domain IV

Receptor L domain

Furin−like cysteine rich region

Receptor L domain

Furin−like cysteine rich region

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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SMG7 CACNA1E

RETAINED PROTEIN DOMAINS
reading frame unclear

Telomerase activating protein Est1

Voltage gated calcium channel IQ domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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FLACC1 TRAK2

RETAINED PROTEIN DOMAINS
reading frame unclear

Kinesin associated protein

HAP1 N−terminal conserved region

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 1
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TRAK1 ULK4

RETAINED PROTEIN DOMAINS
reading frame unclear

HAP1 N−terminal conserved region

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


