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PDCD1LG2 DYNC2H1

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin domain

Dynein heavy chain C−terminal domain

Dynein heavy chain AAA lid domain

Dynein heavy chain region D6 P−loop domain 

ATP−binding dynein motor region

Microtubule−binding stalk of dynein motor

P−loop containing dynein motor region D4

P−loop containing dynein motor region

Hydrolytic ATP binding site of dynein motor region

Dynein heavy chain, N−terminal region 2

Dynein heavy chain C−terminal domain

Dynein heavy chain, N−terminal region 1

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 2



chromosome 9

p24.1

chromosome 11

q22.3

PDCD1LG2
ENST00000397747.5

DYNC2H1
ENST00000650373.1

breakpoint1
chr9:5535050

breakpoint2
chr11:103113676
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1 2 3 4 5 6 7 1 2 3 4 5 6 7 8 91011121314151617181920212223242526272829303132333435363738394041424344454647484950515253545556575859606162636465666768697071727374757677787980818283848586878889 90

1 2 32 3 4 5 6 7 8 91011121314151617181920212223242526272829303132333435363738394041424344454647484950515253545556575859606162636465666768697071727374757677787980818283848586878889 90

7 kbp
introns not to scale
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PDCD1LG2 DYNC2H1

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin domain

Dynein heavy chain C−terminal domain

Dynein heavy chain AAA lid domain

Dynein heavy chain region D6 P−loop domain 

ATP−binding dynein motor region

Microtubule−binding stalk of dynein motor

P−loop containing dynein motor region D4

P−loop containing dynein motor region

Hydrolytic ATP binding site of dynein motor region

Dynein heavy chain, N−terminal region 2

Dynein heavy chain C−terminal domain

Dynein heavy chain, N−terminal region 1

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 2



chromosome 9

p24.1

chromosome 11

q22.3

PDCD1LG2
ENST00000397747.5

DYNC2H1
ENST00000650373.1
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1 2 34 5 6 7 8 91011121314151617181920212223242526272829303132333435363738394041424344454647484950515253545556575859606162636465666768697071727374757677787980818283848586878889 90

7 kbp
introns not to scale
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inversion

PDCD1LG2 DYNC2H1

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin domain

Dynein heavy chain C−terminal domain

Dynein heavy chain AAA lid domain

Dynein heavy chain region D6 P−loop domain 

ATP−binding dynein motor region

Microtubule−binding stalk of dynein motor

P−loop containing dynein motor region D4

P−loop containing dynein motor region

Hydrolytic ATP binding site of dynein motor region

Dynein heavy chain, N−terminal region 2

Dynein heavy chain C−terminal domain

Dynein heavy chain, N−terminal region 1

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 9

p24.1

chromosome 11

q22.3

PDCD1LG2
ENST00000397747.5

DYNC2H1
ENST00000650373.1
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PDCD1LG2 DYNC2H1

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin domain

Dynein heavy chain C−terminal domain

Dynein heavy chain AAA lid domain

Dynein heavy chain region D6 P−loop domain 

ATP−binding dynein motor region

Microtubule−binding stalk of dynein motor

P−loop containing dynein motor region D4

P−loop containing dynein motor region

Hydrolytic ATP binding site of dynein motor region

Dynein heavy chain, N−terminal region 2

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 9

p24.1

chromosome 11

q22.3

PDCD1LG2
ENST00000397747.5

DYNC2H1
ENST00000650373.1
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breakpoint2
chr11:103468589
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PDCD1LG2 DYNC2H1

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin domain

Dynein heavy chain C−terminal domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 9

p24.1

chromosome 11

q22.3

PDCD1LG2
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DYNC2H1
ENST00000650373.1

breakpoint1
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breakpoint2
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1 2 3 42526272829303132333435363738394041424344454647484950515253545556575859606162636465666768697071727374757677787980818283848586878889 90
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PDCD1LG2 DYNC2H1

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin domain

CD80−like C2−set immunoglobulin domain 

Dynein heavy chain C−terminal domain

Dynein heavy chain AAA lid domain

Dynein heavy chain region D6 P−loop domain 

ATP−binding dynein motor region

Microtubule−binding stalk of dynein motor

P−loop containing dynein motor region D4

P−loop containing dynein motor region

Hydrolytic ATP binding site of dynein motor region

Dynein heavy chain, N−terminal region 2

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 6
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chromosome 6
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AL033504.1
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SASH1
ENST00000367467.8
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SASH1

RETAINED PROTEIN DOMAINS
reading frame unclear

SAM domain (Sterile alpha motif)

SAM domain (Sterile alpha motif)

Variant SH3 domain

Lymphocyte signaling adaptor protein

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 0
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q24.3
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SASH1

RETAINED PROTEIN DOMAINS
reading frame unclear

SAM domain (Sterile alpha motif)

SAM domain (Sterile alpha motif)

Variant SH3 domain

Lymphocyte signaling adaptor protein

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0



chromosome 3

p25.1

chromosome 7

q21.3

SH3BP5
ENST00000383791.8

AC002074.1
ENST00000642601.1

breakpoint1
chr3:15304103

breakpoint2
chr7:94279390
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SH3BP5

RETAINED PROTEIN DOMAINS
reading frame unclear

SH3 domain−binding protein 5 (SH3BP5)

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0



chromosome 3
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chromosome 7
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SH3BP5

RETAINED PROTEIN DOMAINS
reading frame unclear

SH3 domain−binding protein 5 (SH3BP5)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 3
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chromosome 7
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SH3BP5

RETAINED PROTEIN DOMAINS
reading frame unclear

SH3 domain−binding protein 5 (SH3BP5)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 9

q34.11

chromosome 9

q22.31

TBC1D13
ENST00000372648.10

AL442224.1
ENST00000669339.1

breakpoint1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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LLPH
ENST00000446587.2
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breakpoint2
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SNU13 LLPH

RETAINED PROTEIN DOMAINS
reading frame unclear

Ribosomal protein L7Ae/L30e/S12e/Gadd45 family

Learning−associated protein

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0



chromosome 1

p12

chromosome 1
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SEC22B3P
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0



chromosome 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 1

p12

chromosome 1

q21.2

AC244669.1
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breakpoint1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 11

q22.2

chromosome 11

q22.3

TMEM123
ENST00000398136.7

DYNC2H1
ENST00000650373.1

breakpoint1
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21 727374757677787980818283848586878889 90
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TMEM123 DYNC2H1

RETAINED PROTEIN DOMAINS
reading frame unclear

Dynein heavy chain C−terminal domain

Dynein heavy chain AAA lid domain

Dynein heavy chain region D6 P−loop domain 

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 1



chromosome 11

q22.2

chromosome 11

q22.3

TMEM123
ENST00000398136.7

DYNC2H1
ENST00000650373.1
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breakpoint2
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21 77787980818283848586878889 90
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TMEM123 DYNC2H1

RETAINED PROTEIN DOMAINS
reading frame unclear

Dynein heavy chain C−terminal domain

Dynein heavy chain AAA lid domain

Dynein heavy chain region D6 P−loop domain 

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 1



chromosome 11

q22.2

chromosome 11

q22.3
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21 6768697071727374757677787980818283848586878889 90
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TMEM123 DYNC2H1

RETAINED PROTEIN DOMAINS
reading frame unclear

Dynein heavy chain C−terminal domain

Dynein heavy chain AAA lid domain

Dynein heavy chain region D6 P−loop domain 

ATP−binding dynein motor region

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1



chromosome 11

q22.2

chromosome 11

q22.3

TMEM123
ENST00000398136.7

DYNC2H1
ENST00000650373.1

breakpoint1
chr11:102452524
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177787980818283848586878889 90
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TMEM123 DYNC2H1

RETAINED PROTEIN DOMAINS
reading frame unclear

Dynein heavy chain C−terminal domain

Dynein heavy chain AAA lid domain

Dynein heavy chain region D6 P−loop domain 

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1



chromosome 11

q22.2

chromosome 11

q22.3

TMEM123
ENST00000398136.7

DYNC2H1
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breakpoint1
chr11:102448812

breakpoint2
chr11:103152136

0

597152

C
ov

er
ag

e

5 4 3 2 1 1 2 3 4 5 6 7 8 91011121314151617181920212223242526272829303132333435363738394041424344454647484950515253545556575859606162636465666768697071727374757677787980818283848586878889 90

21 212223242526272829303132333435363738394041424344454647484950515253545556575859606162636465666768697071727374757677787980818283848586878889 90
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TMEM123 DYNC2H1

RETAINED PROTEIN DOMAINS
reading frame unclear

Dynein heavy chain C−terminal domain

Dynein heavy chain AAA lid domain

Dynein heavy chain region D6 P−loop domain 

ATP−binding dynein motor region

Microtubule−binding stalk of dynein motor

P−loop containing dynein motor region D4

P−loop containing dynein motor region

Hydrolytic ATP binding site of dynein motor region

Dynein heavy chain, N−terminal region 2

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1



chromosome 11

q22.2

chromosome 11

q22.3

TMEM123
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TMEM123 DYNC2H1

RETAINED PROTEIN DOMAINS
reading frame unclear

Dynein heavy chain C−terminal domain

Dynein heavy chain AAA lid domain

Dynein heavy chain region D6 P−loop domain 

ATP−binding dynein motor region

Microtubule−binding stalk of dynein motor

P−loop containing dynein motor region D4

P−loop containing dynein motor region

Hydrolytic ATP binding site of dynein motor region

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1



chromosome 11

q22.2

chromosome 11

q22.3

TMEM123
ENST00000526676.1

DYNC2H1
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breakpoint1
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breakpoint2
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TMEM123 DYNC2H1

RETAINED PROTEIN DOMAINS
reading frame unclear
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RETAINED PROTEIN DOMAINS
reading frame unclear

Fes/CIP4, and EFC/F−BAR homology domain

Immunoglobulin domain
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No coding regions retained in fusion transcript.
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 21

p11.2

chromosome 21

p11.2

TPTE
ENST00000618007.5

BAGE2
ENST00000496773.1

breakpoint1
chr21:10578605

breakpoint2
chr21:10499475

0

3083

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 1712 13 14 15

2 kbp
introns not to scale

BAGE2

TPTE

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

TPTE

RETAINED PROTEIN DOMAINS
reading frame unclear

Dual specificity phosphatase, catalytic domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 21

p11.2

chromosome 21

p11.2

TPTE
ENST00000618007.5

BAGE2
ENST00000496773.1

breakpoint1
chr21:10543382

breakpoint2
chr21:10499475

0

3083

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15

1 2 3 4 5 6 712 13 14 15

2 kbp
introns not to scale

BAGE2

TPTE

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



chromosome 21

p11.2

chromosome 21

p11.2

TPTE
ENST00000618007.5

BAGE2
ENST00000496773.1

breakpoint1
chr21:10542448

breakpoint2
chr21:10482740

0

3083

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15

1 2 3 4 5 65 6 7 8 9 10 11 12 13 14 15

2 kbp
introns not to scale

BAGE2

TPTE

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



chromosome 21

q11.2

chromosome 21

q11.2

AP001347.1
ENST00000653756.1

ANKRD20A11P
ENST00000451663.5

breakpoint1
chr21:14027597

breakpoint2
chr21:13970110

0

572

C
ov

er
ag

e

1 2 3 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 2524232221201918171615141312111098765

2 kbp
introns not to scale

ANKRD20A11P

AP001347.1

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

Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0



chromosome 21

q11.2

chromosome 21

q11.2

AP001347.1
ENST00000653756.1

ANKRD20A11P
ENST00000451663.5

breakpoint1
chr21:14027597

breakpoint2
chr21:13954150

0

572

C
ov

er
ag

e

1 2 3 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 252423222120191817161514131211109

2 kbp
introns not to scale

ANKRD20A11P

AP001347.1

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

Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0



chromosome 21

q11.2

chromosome 21

q11.2

AP001347.1
ENST00000653756.1

ANKRD20A11P
ENST00000451663.5

breakpoint1
chr21:14027597

breakpoint2
chr21:13979932

0

572

C
ov

er
ag

e

1 2 3 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 25242322212019181716151413121110987654321

2 kbp
introns not to scale

ANKRD20A11P

AP001347.1

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

Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0



chromosome 21

q11.2

chromosome 21

q11.2

AP001347.1
ENST00000653756.1

ANKRD20A11P
ENST00000451663.5

breakpoint1
chr21:14027597

breakpoint2
chr21:13954147

0

572

C
ov

er
ag

e

1 2 3 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 252423222120191817161514131211109

2 kbp
introns not to scale

ANKRD20A11P

AP001347.1

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

Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0



chromosome 21

q11.2

chromosome 21

q11.2

AP001347.1
ENST00000653756.1

ANKRD20A11P
ENST00000451663.5

breakpoint1
chr21:14027597

breakpoint2
chr21:13979884

0

572

C
ov

er
ag

e

1 2 3 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 25242322212019181716151413121110987654321

2 kbp
introns not to scale

ANKRD20A11P

AP001347.1

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

Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 21

q11.2

chromosome 21

q11.2

AP001347.1
ENST00000653756.1

ANKRD20A11P
ENST00000451663.5

breakpoint1
chr21:14027597

breakpoint2
chr21:13951260

0

572

C
ov

er
ag

e

1 2 3 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 25242322212019181716151413121110

2 kbp
introns not to scale

ANKRD20A11P

AP001347.1

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

Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 21

q11.2

chromosome 21

q11.2

AP001347.1
ENST00000653756.1

ANKRD20A11P
ENST00000451663.5

breakpoint1
chr21:14027597

breakpoint2
chr21:13940978

0

572

C
ov

er
ag

e

1 2 3 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 25242322212019181716151413

2 kbp
introns not to scale

ANKRD20A11P

AP001347.1

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

Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 21

q11.2

chromosome 21

q11.2

AP001347.1
ENST00000653756.1

ANKRD20A11P
ENST00000451663.5

breakpoint1
chr21:14027597

breakpoint2
chr21:13979935

0

572

C
ov

er
ag

e

1 2 3 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 25242322212019181716151413121110987654321

2 kbp
introns not to scale

ANKRD20A11P

AP001347.1

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

Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 21

q11.2

chromosome 21

q11.2

AP001347.1
ENST00000653756.1

ANKRD20A11P
ENST00000451663.5

breakpoint1
chr21:14027597

breakpoint2
chr21:13971273

0

572

C
ov

er
ag

e

1 2 3 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 25242322212019181716151413121110987654

2 kbp
introns not to scale

ANKRD20A11P

AP001347.1

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

Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 21

q11.2

chromosome 21

q11.2

AP001347.1
ENST00000653756.1

ANKRD20A11P
ENST00000451663.5

breakpoint1
chr21:14027597

breakpoint2
chr21:13958185

0

572

C
ov

er
ag

e

1 2 3 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 2524232221201918171615141312111098

2 kbp
introns not to scale

ANKRD20A11P

AP001347.1

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

Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 21

q11.2

chromosome 21

q11.2

AP001347.1
ENST00000653756.1

ANKRD20A11P
ENST00000451663.5

breakpoint1
chr21:14027597

breakpoint2
chr21:13945109

0

572

C
ov

er
ag

e

1 2 3 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 2524232221201918171615141312

2 kbp
introns not to scale

ANKRD20A11P

AP001347.1

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

Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 21

q11.2

chromosome 21

q11.2

AP001347.1
ENST00000653756.1

ANKRD20A11P
ENST00000451663.5

breakpoint1
chr21:14027597

breakpoint2
chr21:13932374

0

572

C
ov

er
ag

e

1 2 3 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 252423222120191817

2 kbp
introns not to scale

ANKRD20A11P

AP001347.1

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

Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 1

q21.3

chromosome 11

q24.3

FLG−AS1
ENST00000655109.1

ARHGAP32
ENST00000310343.13

breakpoint1
chr1:152251758

breakpoint2
chr11:128998468

0

7972

C
ov

er
ag

e

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

1 2 3 222120191817161514131211

4 kbp
introns not to scale

ARHGAP32

FLG−AS1

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

ARHGAP32

RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGAP domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0



chromosome 1

q21.3

chromosome 11

q24.3

FLG−AS1
ENST00000659844.1

ARHGAP32
ENST00000310343.13

breakpoint1
chr1:152189481

breakpoint2
chr11:128998468

0

7972

C
ov

er
ag

e

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

1 222120191817161514131211

4 kbp
introns not to scale

ARHGAP32

FLG−AS1

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

ARHGAP32

RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGAP domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 2

q32.3

chromosome 2

q22.3

TMEFF2
ENST00000272771.10

TEX41
ENST00000654442.1

breakpoint1
chr2:191998262

breakpoint2
chr2:144667969

0

2882

C
ov

er
ag

e

10 9 8 7 6 5 4 3 2 1 1 2 3 4 5 6 7 8 9

7654321 2 3 4 5 6 7 8 9

2 kbp
introns not to scale

TEX41

TM
EFF2

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

TMEFF2

RETAINED PROTEIN DOMAINS
reading frame unclear

Kazal−type serine protease inhibitor domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0



chromosome 2

q32.3

chromosome 2

q22.3

TMEFF2
ENST00000272771.10

TEX41
ENST00000654442.1

breakpoint1
chr2:191998262

breakpoint2
chr2:144768098

0

2882

C
ov

er
ag

e

10 9 8 7 6 5 4 3 2 1 1 2 3 4 5 6 7 8 9

7654321 4 5 6 7 8 9

2 kbp
introns not to scale

TEX41

TM
EFF2

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

TMEFF2

RETAINED PROTEIN DOMAINS
reading frame unclear

Kazal−type serine protease inhibitor domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0



chromosome 2

q32.3

chromosome 2

q22.3

TMEFF2
ENST00000272771.10

TEX41
ENST00000654442.1

breakpoint1
chr2:191998262

breakpoint2
chr2:144766370

0

2882

C
ov

er
ag

e

10 9 8 7 6 5 4 3 2 1 1 2 3 4 5 6 7 8 9

7654321 3 4 5 6 7 8 9

2 kbp
introns not to scale

TEX41

TM
EFF2

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

TMEFF2

RETAINED PROTEIN DOMAINS
reading frame unclear

Kazal−type serine protease inhibitor domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 2

q31.1

chromosome 2

q31.1

MAP3K20
ENST00000539448.5

RAPGEF4
ENST00000397081.8

breakpoint1
chr2:173091190

breakpoint2
chr2:172917802

0

4952

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30 31

1 2 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30 31

3 kbp
introns not to scale

RAPGEF4

M
AP3K20

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

MAP3K20 RAPGEF4

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

RasGEF domain

RasGEF N−terminal motif

Cyclic nucleotide−binding domain

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

Cyclic nucleotide−binding domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0


