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PDZ−associated domain of NMDA receptors
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Polyubiquitination (PEST) N−terminal domain of MAGUK

SUPPORTING READ COUNT

Split reads = 2118
Discordant mates = 33
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SUPPORTING READ COUNT

Split reads = 214
Discordant mates = 31
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 30
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SUPPORTING READ COUNT

Split reads = 8
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Peptidase M1 N−terminal domain

SUPPORTING READ COUNT

Split reads = 1829
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 171
Discordant mates = 2
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Dynein heavy chain C−terminal domain
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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
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P−loop containing dynein motor region

Dynein heavy chain AAA lid domain

Hydrolytic ATP binding site of dynein motor region

Dynein heavy chain, N−terminal region 2

SUPPORTING READ COUNT

Split reads = 255
Discordant mates = 0
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ATP−binding dynein motor region
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P−loop containing dynein motor region D4
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P−loop containing dynein motor region

Dynein heavy chain AAA lid domain

Hydrolytic ATP binding site of dynein motor region

Dynein heavy chain, N−terminal region 2

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0



chromosome 6

p21.2

chromosome 6

p21.2

BTBD9
ENST00000649492.1

DNAH8
ENST00000359357.7

breakpoint1
chr6:38639800

breakpoint2
chr6:38815468

0

2107

C
ov

er
ag

e

12 11109 8 7 6 5 4 3 2 1 1 2 3 4 5 6 7 8 910111213141516171819202122232425262728293031323334353637383940414243444546474849505152535455565758596061626364656667686970717273747576777879808182838485868788899091

12425262728293031323334353637383940414243444546474849505152535455565758596061626364656667686970717273747576777879808182838485868788899091

8 kbp
introns not to scale

BT
BD

9

DNAH
8

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

DNAH8

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 
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Hydrolytic ATP binding site of dynein motor region
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SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 4
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 87
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 86
Discordant mates = 1
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Split reads = 71
Discordant mates = 1
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SUPPORTING READ COUNT
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Domain of unknown function (DUF4502)

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1
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Cell division protein 48 (CDC48), N−terminal domain

Cell division protein 48 (CDC48), domain 2

ATPase family associated with various cellular activities (AAA)

AAA+ lid domain

LRRC37A/B like protein 1 C−terminal domain

Leucine rich repeat

SUPPORTING READ COUNT

Split reads = 46
Discordant mates = 8
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Split reads = 1
Discordant mates = 0
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Ribosomal protein L7Ae/L30e/S12e/Gadd45 family

Learning−associated protein

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 1
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