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SUPPORTING READ COUNT

Split reads = 188
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 128
Discordant mates = 1
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 121
Discordant mates = 3
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 64
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Trypsin

SUPPORTING READ COUNT

Split reads = 64
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 55
Discordant mates = 0



chromosome 3

q26.2

chromosome 3

q26.2

SKIL
ENST00000426052.6

PRKCI
ENST00000295797.5

breakpoint1
chr3:170361429

breakpoint2
chr3:170273286

0

21646

C
ov

er
ag

e

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

1 2 3 7 8 9 10 11 12 13 14 15 16 17 18

2 kbp
introns not to scale

P
R

K
C

I

S
K

IL

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

SKIL PRKCI

RETAINED PROTEIN DOMAINS
reading frame unclear

SKI/SNO/DAC family

c−SKI Smad4 binding domain

Protein kinase C terminal domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 50
Discordant mates = 1
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GRIP1 CPSF6

RETAINED PROTEIN DOMAINS
reading frame unclear

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

SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 1
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CCT2 FRS2

RETAINED PROTEIN DOMAINS
reading frame unclear

TCP−1/cpn60 chaperonin family

PTB domain (IRS−1 type)

SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 0
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LYZ

RETAINED PROTEIN DOMAINS
reading frame unclear

C−type lysozyme/alpha−lactalbumin family

SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 0
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LYZ

RETAINED PROTEIN DOMAINS
reading frame unclear

C−type lysozyme/alpha−lactalbumin family

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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LYZ

RETAINED PROTEIN DOMAINS
reading frame unclear

C−type lysozyme/alpha−lactalbumin family

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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LYZ

RETAINED PROTEIN DOMAINS
reading frame unclear

C−type lysozyme/alpha−lactalbumin family

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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ITGB6

RETAINED PROTEIN DOMAINS
reading frame unclear

Integrin plexin domain

Integrin beta chain VWA domain

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 0
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ITGB6 RBMS1

RETAINED PROTEIN DOMAINS
reading frame unclear

Integrin plexin domain

Integrin beta chain VWA domain

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

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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PRPF8 YWHAE

RETAINED PROTEIN DOMAINS
reading frame unclear

PRO8NT (NUC069), PrP8 N−terminal domain

PROCN (NUC071) domain

RNA recognition motif of the spliceosomal PrP8

U5−snRNA binding site 2 of PrP8

14−3−3 protein

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 3
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PRPF8 YWHAE

RETAINED PROTEIN DOMAINS
reading frame unclear

PRO8NT (NUC069), PrP8 N−terminal domain

PROCN (NUC071) domain

RNA recognition motif of the spliceosomal PrP8

U5−snRNA binding site 2 of PrP8

14−3−3 protein

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 3
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CERS6 NOSTRIN

RETAINED PROTEIN DOMAINS
reading frame unclear

Homeodomain

TLC domain

Variant SH3 domain

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

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 1
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CERS6 NOSTRIN

RETAINED PROTEIN DOMAINS
reading frame unclear

Homeodomain

TLC domain

Variant SH3 domain

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

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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CERS6 NOSTRIN

RETAINED PROTEIN DOMAINS
reading frame unclear

Homeodomain

TLC domain

Variant SH3 domain

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

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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OGT

RETAINED PROTEIN DOMAINS
reading frame unclear

TPR repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 1
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GTF2IRD1 POM121

RETAINED PROTEIN DOMAINS
reading frame unclear

GTF2I−like repeat

POM121 family

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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STON1 GTF2A1L

RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptor complexes medium subunit family

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0
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STON1 GTF2A1L

RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptor complexes medium subunit family

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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STON1 GTF2A1L

RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptor complexes medium subunit family

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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STON1 GTF2A1L

RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptor complexes medium subunit family

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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STON1 GTF2A1L

RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptor complexes medium subunit family

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0
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CPD RIT1

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc carboxypeptidase

Ras family

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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GRIP1 NUP107

RETAINED PROTEIN DOMAINS
reading frame unclear

Nuclear pore protein 84 / 107 

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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SLC4A7 BSG

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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