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translocation deletion
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SUPPORTING READ COUNT

Split reads = 54
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Split reads = 58
Discordant mates = 0

PB
PBC domain

Homeodomain

«=== translocation deletion
duplication inversion



chromosome 19
pl3.3

(LY

chromosome 1

N
breakpointl breakpoint2
chr19:1615686 chrl:164792494
22959 ! !
(] ] I
g |
[ 1
B mild A \ '
S, . . A S -
1
[ 20 : ¢ ) : Eha (4 Y506 8 |
1
____________ Iy )
B 1ol R o PBX1 R
ENST00000453954.6- - - =~~~ """~ ---_____ -7 ENST00000367897.5 -

-
-

\ 2 kbp
introns not to scale '

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 53
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RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)
Zn-finger in Ran binding protein and others
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Split reads = 56
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Runt domain
SUPPORTING READ COUNT

Split reads = 53
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NHR2 domain like
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reading frame unclear
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[ SUPPORTING READ COUNT
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FERM N-terminal domain
FERM central domain
FERM C-terminal PH-like domain
|'Ezrin/radixin/moesin family C terminal

SUPPORTING READ COUNT

Split reads = 50
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translocation deletion
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Kinesin motor domain

SUPPORTING READ COUNT

Split reads = 49
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Protein kinase domain

translocation deletion
duplication inversion



chromosome 10 chromosome 10

pl1.22 qll.21
breakpointl breakpoint2
chr10:3202284}8 cll1r10:43116584
18770 X X
] ] 1
g ' |
9] [ |
3 [ 1
O [ |
0 f i
26

\ 4 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Kinesin motor domain

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 2

KIF5B RET

Protein kinase domain

translocation deletion
duplication inversion



chromosome 8 chromosome 8

ql3.3

q21.13

breakpointl breakpoint2
0895 chr8:7976665|1 ct|1r8:70148483

1

5 23
1 1
1

HEYL >~ _ .
ENST00000354724.8
4

Coverage

3 kbp |
introns not to scale

@ 1 15 16 4,
I

RETAINED PROTEIN DOMAINS
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Helix-loop—helix DNA-binding domain
SUPPORTING READ COUNT

Split reads = 45
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Nuclear receptor coactivator
Nuclear receptor coactivator, DUF1518
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SCL-interrupting locus protein N—-terminus
SUPPORTING READ COUNT

Split reads = 46
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Helix-loop-helix DNA-binding domain
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L 48 reading frame unclear

Myb-like DNA-binding domain
LMSTEN motif

C-myb, C-terminal
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Split reads = 42
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RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)
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F/Y-rich N-terminus
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SUPPORTING READ COUNT
Split reads = 34
Discordant mates = 0
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[ SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 8
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Zinc finger, C2H2 type
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Split reads =0
Discordant mates = 10

FGFR1 PLAG1
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SSXT protein (N-terminal region)
[ SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 4

SS18 SSX4B
KRAB box
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Split reads = 23
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SUPPORTING READ COUNT

Split reads = 4
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translocation deletion
duplication inversion
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introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Mitotic checkpoint regulator, MAD2B-interacting

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0

PRCC FE3
MITF/TFEB/TFEC/TFE3 N—-terminus
Helix-loop—helix DNA-binding domain
Domain of unknown function (DUF3371)
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MamL-1 domain

MAML2 CRTC1
Transducer of regulated CREB activity, N terminus
Transducer of regulated CREB activity middle domain
Transducer of regulated CREB activity, C terminus

translocation deletion
duplication inversion

introns not to scale

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

MITF/TFEB/TFEC/TFE3 N-terminus
Helix-loop—helix DNA-binding domain
|fDomain of unknown function (DUF3371)

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 2

TFE3 ASPSCR1
TUG ubiquitin—like domain-

UBX domain

translocation deletion
duplication inversion



