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SUPPORTING READ COUNT

Split reads = 2001
Discordant mates = 32
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 1139
Discordant mates = 15
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SUPPORTING READ COUNT
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Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 15
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 15
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SUPPORTING READ COUNT

Split reads = 278
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 131
Discordant mates = 0
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SUPPORTING READ COUNT
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Discordant mates = 0



chromosome 7

q31.2

chromosome 7

q31.2

ST7
ENST00000323984.8

TFEC
ENST00000484212.5

breakpoint1
chr7:116953691

breakpoint2
chr7:116112038

0

8097

C
ov

er
ag

e

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

1 98765432

2 kbp
introns not to scale

TFECST7

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

ST7 TFEC

RETAINED PROTEIN DOMAINS
reading frame unclear

ST7 protein

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 118
Discordant mates = 8



chromosome 7

q31.2

chromosome 7

q31.2

ST7
ENST00000323984.8

TFEC
ENST00000265440.12

breakpoint1
chr7:116953691

breakpoint2
chr7:115984513

0

8097

C
ov

er
ag

e

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

1 8765432

3 kbp
introns not to scale

TFECST7

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

ST7 TFEC

RETAINED PROTEIN DOMAINS
reading frame unclear

ST7 protein
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Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 81
Discordant mates = 4
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SUPPORTING READ COUNT

Split reads = 75
Discordant mates = 3
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STAG domain  

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 2
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 0
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