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Split reads = 1984
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reading frame unclear

Mitotic checkpoint protein

Tweety

SUPPORTING READ COUNT

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

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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BAHCC1 ASPSCR1

RETAINED PROTEIN DOMAINS
reading frame unclear

UBX domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 1



chromosome 19

p13.3

chromosome 19

p13.3

CSNK1G2
ENST00000255641.13

DAZAP1
ENST00000233078.9

breakpoint1
chr19:1941418

breakpoint2
chr19:1417500

0

13868

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

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

2 kbp
introns not to scale

DA
ZA

P1
CSNK1G

2

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

DAZAP1

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Chromo (CHRromatin Organisation MOdifier) domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Chromo (CHRromatin Organisation MOdifier) domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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MAD1L1 ELFN1

RETAINED PROTEIN DOMAINS
reading frame unclear

Mitotic checkpoint protein

Leucine rich repeat

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Mitotic checkpoint protein

Leucine rich repeat

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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MAD1L1 ELFN1

RETAINED PROTEIN DOMAINS
reading frame unclear

Mitotic checkpoint protein

Leucine rich repeat

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Mitotic checkpoint protein

Leucine rich repeat

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Mitotic checkpoint protein

Leucine rich repeat

SUPPORTING READ COUNT

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

Mitotic checkpoint protein

Leucine rich repeat

SUPPORTING READ COUNT

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

Mitotic checkpoint protein

Leucine rich repeat

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 22

q13.31

chromosome 22

q13.32

TBC1D22A
ENST00000337137.9

TAFA5
ENST00000358295.9

breakpoint1
chr22:47111603

breakpoint2
chr22:48646597

0

9278

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

TBC1D22A

TAFA5

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

TBC1D22A TAFA5

RETAINED PROTEIN DOMAINS
reading frame unclear

Rab−GTPase−TBC domain

TAFA family

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine rich repeat

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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SLC19A1 COL18A1

RETAINED PROTEIN DOMAINS
reading frame unclear

Reduced folate carrier

Collagenase NC10 and Endostatin

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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SLC19A1 COL18A1

RETAINED PROTEIN DOMAINS
reading frame unclear

Reduced folate carrier

Collagenase NC10 and Endostatin

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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SLC19A1 COL18A1

RETAINED PROTEIN DOMAINS
reading frame unclear

Reduced folate carrier

Collagenase NC10 and Endostatin

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SLC19A1 COL18A1

RETAINED PROTEIN DOMAINS
reading frame unclear

Reduced folate carrier

Collagenase NC10 and Endostatin

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SLC19A1 COL18A1

RETAINED PROTEIN DOMAINS
reading frame unclear

Reduced folate carrier

Collagenase NC10 and Endostatin

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

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

TAFA family

Rab−GTPase−TBC domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

TAFA family

Rab−GTPase−TBC domain

SUPPORTING READ COUNT

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

TAFA family

SUPPORTING READ COUNT

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

Tweety

WKF domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

CTLH/CRA C−terminal to LisH motif domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

D−isomer specific 2−hydroxyacid dehydrogenase, catalytic domain

CTLH/CRA C−terminal to LisH motif domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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C−terminal domain on Strawberry notch homologue

P−loop containing NTP hydrolase pore−1
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