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SUPPORTING READ COUNT

Split reads = 69
Discordant mates = 0
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chromosome 6

q24.1

chromosome 6

q22.33

REPS1
ENST00000258062.9

ECHDC1
ENST00000430841.6

breakpoint1
chr6:138987530

breakpoint2
chr6:127316502

0

8975

C
ov

er
ag

e

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

1 765

2 kbp
introns not to scale

ECHDC1

REPS1

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

REPS1 ECHDC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Enoyl−CoA hydratase/isomerase

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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Split reads = 2
Discordant mates = 0
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Enoyl−CoA hydratase/isomerase

SUPPORTING READ COUNT

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

Glycosyltransferase like family 2

Cytochrome b5−like Heme/Steroid binding domain

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 5
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SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 3
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Glycosyltransferase like family 2

Cytochrome b5−like Heme/Steroid binding domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 5
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 3
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Ribosomal protein L7Ae/L30e/S12e/Gadd45 family

Learning−associated protein

SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

C2H2−type zinc finger

Filopodia upregulated, FAM65

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0
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C2H2−type zinc finger

Filopodia upregulated, FAM65

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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Filopodia upregulated, FAM65

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 6

p21.1

chromosome 6

p22.3

TRERF1
ENST00000541110.5

RIPOR2
ENST00000643898.2

breakpoint1
chr6:42258135

breakpoint2
chr6:24873799

0

2030

C
ov

er
ag

e

18 17 16 15 1413 12 11 10 9 8 7 6 5 4 3 2 1 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

10987654321 222120191817161514131211109876543

4 kbp
introns not to scale

R
IP

O
R

2

TR
ER

F1

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

TRERF1 RIPOR2

RETAINED PROTEIN DOMAINS
reading frame unclear

C2H2−type zinc finger

Filopodia upregulated, FAM65

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 2
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Genes are not protein−coding.

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 3
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Genes are not protein−coding.

SUPPORTING READ COUNT

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

Domain of unknown function (DUF4482)

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 1
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Domain of unknown function (DUF4482)

SUPPORTING READ COUNT

Split reads = 5
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reading frame unclear

ThiF family

Ubiquitin−activating enzyme E1 FCCH domain

Ubiquitin−activating enzyme E1 four−helix bundle

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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Discordant mates = 0
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Calponin homology (CH) domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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reading frame unclear

Aldehyde dehydrogenase family

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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Aldehyde dehydrogenase family

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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