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No protein domains retained in fusion.
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Split reads = 166
Discordant mates = 0
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Cyclin, N−terminal domain

SUPPORTING READ COUNT
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Discordant mates = 0
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No protein domains retained in fusion.
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No coding regions retained in fusion transcript.
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SSXT protein (N−terminal region)

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0



chromosome 2

p11.2

chromosome 21

p11.2

IMMT
ENST00000410111.8

FP236383.3
ENST00000651813.1

breakpoint1
chr2:86195338

breakpoint2
chr21:8450147

0

7360

C
ov

er
ag

e

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

1 3 4 5 6 7

2 kbp
introns not to scale

IMMT

FP236383.3

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0



chromosome 6

q15

chromosome 6

q15

RNGTT
ENST00000369485.9

BACH2
ENST00000257749.9

breakpoint1
chr6:88769774

breakpoint2
chr6:90271941

0

2666

C
ov

er
ag

e

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

13121110987654321 98765432

4 kbp
introns not to scale

RNG
TT

BACH2

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

RNGTT BACH2

RETAINED PROTEIN DOMAINS
reading frame unclear

Dual specificity phosphatase, catalytic domain

mRNA capping enzyme, catalytic domain

mRNA capping enzyme, C−terminal domain

bZIP Maf transcription factor

BTB/POZ domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 1
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