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Discordant mates = 0



chromosome 1

p31.3

chromosome 19

q13.31

MIER1
ENST00000401041.6

CD177
ENST00000618265.5

breakpoint1
chr1:66926242

breakpoint2
chr19:43354207

0

4363

C
ov

er
ag

e

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

1 2 3 4 5 6 7 8 9

2 kbp
introns not to scale

MIER1

CD17
7

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

MIER1 CD177

RETAINED PROTEIN DOMAINS
reading frame unclear

u−PAR/Ly−6 domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 12

q14.3

chromosome 12

q14.3

RPSAP52
ENST00000489520.2

HMGA2
ENST00000393577.7

breakpoint1
chr12:65826843

breakpoint2
chr12:65828001

0

67773

C
ov

er
ag

e

2 1 1 2 3 4 5

1 2 3 4 5

500 bp
introns not to scale

RPSAP52
HM

G
A2

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

HMGA2

RETAINED PROTEIN DOMAINS
reading frame unclear

AT hook motif

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0



chromosome 12

q14.3

chromosome 12

q14.3

RPSAP52
ENST00000489520.2

HMGA2
ENST00000393577.7

breakpoint1
chr12:65826843

breakpoint2
chr12:65838519

0

67773

C
ov

er
ag

e

2 1 1 2 3 4 5

1 3 4 5

500 bp
introns not to scale

RPSAP52
HM

G
A2

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

HMGA2

RETAINED PROTEIN DOMAINS
reading frame unclear

AT hook motif

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 12

q14.3

chromosome 12

q14.3

RPSAP52
ENST00000489520.2

HMGA2
ENST00000393577.7

breakpoint1
chr12:65826843

breakpoint2
chr12:65951383

0

67773

C
ov

er
ag

e

2 1 1 2 3 4 5

1 4 5

500 bp
introns not to scale

RPSAP52
HM

G
A2

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

HMGA2

RETAINED PROTEIN DOMAINS
reading frame unclear

AT hook motif

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 1

p22.1

chromosome 1

p22.1

TMED5
ENST00000370282.8

DR1
ENST00000370267.1

breakpoint1
chr1:93180054

breakpoint2
chr1:93353908

0

10057

C
ov

er
ag

e

4 3 2 1 1 2 3 4

1 3 4

2 kbp
introns not to scale

TMED5
DR1

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

TMED5 DR1

RETAINED PROTEIN DOMAINS
reading frame unclear

emp24/gp25L/p24 family/GOLD

Histone−like transcription factor (CBF/NF−Y) and archaeal histone

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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