CFPAC-1 (9fc5da43-4f04-4bdc-a5bb-59a1ec219926)

Chromosome 10 Chromosome 8
q26.13 q24.12
breakpoint breakpoint
Chr101:21 5324321'2 Chr8:121301847

0 “hll“mmm. B | .

TTTe-FGFR2 __---77 cofaAl -7

Coverage

ENST00060257216:2- - _ _

GGATCGAATTCTCACTCTCACAACCAATGAGCTACACATTGTTGTCAGTGAGACTTTGGTC
N 4 kbp

I i infrons not to scale

RETAINED PROTEIN DOMAINS

r Extracellular moiety

Immunoglobulin |-set domain

Immunoglobulin domain

Immunoglobulin |-set domain
Immunoglobulin domain
Transmembrane domain
Cytoplasmic moiety

Protein tyrosine kinase

SUPPORTING READ COUNT
Split reads in FGFR2 =0

Split reads in COL74A1 =2
Discordant mates = 1

FGFR2
Collagen triple helix repeat (20 copies)



HPAC (59b5010b-df6b-4d72-9538-350c4cd6062a)

Chromosome 10 Chromosome 8
q26.13 q24.12
breakpoint breakpoint

ChrfO.'123243212 Chr8:121301847

il iman |

TT-~FGFR2 _.---"" - coLfaAl o ----T

E‘I‘{SIUDOBO‘HSﬁTB:} T~ s i ENST00000297848-3-

Coverage

GGATCGAATTCTCACTCTCACAACCAATGAGCTACACATTGTTGTCAGTGAGACTTTGGTC

3 4 kbp { introns not to scale

RETAINED PROTEIN DOMAINS

—Extracellular moiety

Immunoglobulin I-set domain

Immunoglobulin domain

Immunoglobulin I-set domain
Immunoglobulin domain
Transmembrane domain
Cytoplasmic moiety

Protein tyrosine kinase

SUPPORTING READ COUNT
Split reads in FGFR2 = 2

Split reads in COL14A71 =0
Discordant mates = 1

FGFR2
Collagen triple helix repeat (20 copies)




Coverage

351

p21

SNU-324 (13924031-19ce-4fcb-b023-5b2e3aefdf77)

Chromosome 2 Chromosome 2

p23.2

wﬁw

breakpoint breakpoint
Chr2:424918?1 Cpn?:29446394

T HTTYITT T elir

------ - T"-EML4 N ALK

ENST000068318522.5 =~~~ - - _ _ e e, ENST00000389048.3

GCATAAAGATGTCATCATCAACCAAGTGTACCGCCGGAAGCACCAGGAGCTGCAAG

| introns not to scale

RETAINED PROTEIN DOMAINS
HELP motif

SUPPORTING READ COUNT
Split reads in EML4 =8
Split reads in ALK =12

Discordant mates = 24

EML4
Transmembrane domain

Protein tyrosine kinase=' Cytoplasmic moiety



COMP-0002 (EGAF00001725478, EGAF00001745325, EGAF00001745326)

Chromosome 3

p21.31

! T
breakpoint
Chr3:48559419
978 !
% 1
Q 1
: { TN
8 ] ‘ Ba . . [

PFKFBA™~~~-___  ___--="""
ENST000002323_7§.3 e

Chromosome 3

p25.2

 WREN R EBRETIRRED

———

breakpoint
Clhr3:1264 1914

JLmu“Iihnn

Ttce-e___ ___.---"""RAFt
e oes __E[\ISTOOOOO251849.4

TGCTGTGAACACGCACCGGGACAGGCCTCAGGATGCAATTCGAAGTCACAGCGAATCAG

; 3 kbp { introns not to scale

6-phosphofructo-2

PFKFB4

RETAINED PROTEIN DOMAINS

-kinase
Histidine phosphatase superfamily (branch 1)

SUPPORTING READ COUNT
Split reads in PFKFB4 =17
Split reads in RAF71 =19
Discordant mates = 2

RAF1
Protein kinase
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) 4 kbp

COMP-0023 (EGAF00001725495, EGAF00001745371, EGAF00001745372)

Chromosome 2

p21

(RN, R R YRR TR T D

breakpoint
Chr2.'4249187|’1

ni‘\é__..

Chromosome 15

q25.3

— EXIRRRIID

breakpoint
C:hr15:885?6276

Aseal [ Y

el _oe-m77 NTRK3
L= T Tl ENST00000394480.2

GCATAAAGATGTCATCATCAACCAAGGTCCCGTGGCTGTCATCAGTGGTGAGGAGG

| introns not to scale

EML4

RETAINED PROTEIN DOMAINS

HELP motif

SUPPORTING READ COUNT
Split reads in EML4 =3

Split reads in NTRK3 =13
Discordant mates = 2

NTRK3
Protein tyrosine kinase
Cytoplasmic moiety



COMP-0028 (EGAF00001725498, EGAF00001745377, EGAF00001745378)

Chromosome 1 Chromosome 19

q24.2 p13.12
— T — ‘ini
breakpoint breakpoint

Chr1:169076164 Chr19:14218200
16411 [

Y 1T Jllnn.j

Coverage

e EATRIRE e PRKACA
“ENST00600308677 4

GAGTTTCTGGGCAGGACCGGTGGCAGTTGGTCCAAAGAAGATTTTCTTAAAAAATGGGAAA

| 2 kbp | introns not to scale

141576 1719 8

RETAINED PROTEIN DOMAINS
2 W 1] o /

Cytoplasmic moiety

SUPPORTING READ COUNT
Split reads in ATP7B7 =15
Split reads in PRKACA = 150
Discordant mates = 22
ATP1B1 PRKACA

Protein kinase domain



Coverage ¢,

COMP-0055 (EGAF00001725520, EGAF00001745345, EGAF00001745346)

Chromosome 20

p12.1

EEHIY

0 4‘]!".lul“|||k-i‘"|‘l .

breakpoint
Chr20:1 76141?5

RRBP1
ENST00000377807.2 et T el

Chromosome 3

p25.2

w

breakpoint
Chr3:12653561

ulnu“““h,?_

TGCCTTCGAGAAGCAGGTCCTGCAGCTGCAGGTCAATGTGCGAAATGGAATGAGCTTGCAT

; 8 kbp | introns not to scale

RETAINED PROTEIN DOMAINS

Lumenal moiety

Transmembrane domain
Cytoplasmic moiety

RRBP1
Raf-like Ras—binding domain
Phorbol esters/diacylglycerol binding domain (C1 domain)

Ribosome receptor lysine/proline rich region

SUPPORTING READ COUNT
Split reads in RRBPT = 52
Split reads in RAF71 = 46

Discordant mates = 28

RAF1

Protein kinase



Coverage

T_05_08_A230b (SRR3308904)

Chromosome 19 Chromosome 19
p13.12 p13.12
; S — @
breakpoint breakpoint

Chr19'146289?1 C;hr19‘14218221

DNAJB1 el 0 Reesmme ey
ENST00000254322.2 NES

CGCGAGATCTTCGACCGCTACGGGGAGGAAGTGAAAGAATTCTTAGCCAAAGCCAAAGAAG

F 1 kbp { introns not to scale

o 1576, Qox\ RETAINED PROTEIN DOMAINS
IR ik I

DnaJ domain

o %‘5
el
o - SUPPORTING READ COUNT
. < Split reads in DNAJBT =3
Split reads in PRKACA =9
© ~
Discordant mates = 73
-
DNAJB1 PRKACA
¢ < Protein kinase domain



Coverage

635

T_07_06_A323a (SRR3308914)

Chromosome 16 Chromosome 8
q22.1 p12
f T r 3
breakpoint breakpoint
Chr1 6:688533?8 Clhr8:32453346
1 1
1 1
I :
1 1
o ot s o owed B b e o M o o a P
1 1
e o L B n ; 0]
B CDH1 T Berare _.--""  NRG1 e
s ENST00000261769.5 T T T==o_ —— - - ENSTUUOOO520}Q?—.1‘ -

TACACAGCCCTAATCATAGCTACAGACAATGCCTTGCCTCCCCGATTGAAAGAGATGAAAA

| 2 kbp | introns not to scale

RETAINED PROTEIN DOMAINS
Cadherin prodomain like

Extracellular moiety

Cadherin domain

SUPPORTING READ COUNT
Split reads in COH7 = 1
Split reads in NRGT7 =12

Discordant mates = 32

Immunoglobulin domain
Immunoglobulin V-set domain

Immunoglobulin |-set domain
EGF-like domain
Extracellular moiety



Coverage

T_07_11_A090a (SRR3308887)

Chromosome 3

Chromosome 3

p25.2

- WIREE BRI RINED

breakpoint
cprs:1 2641352

Mililn..é..a.u-uu_

Tt~~.._ ___.---""""  RAF1
---7TFS.__ . ENST00000251849.4

GGAATTGACAIATTCAGAAGGAAAAATGTATATTACCATTGCATGGAGTA

p13
breakpoint
Chr3:73443153
1
1
1
i
il M . e e cntet il . o, - ._: - O 7 R, - ea -
_(-I-HFH(-H(-
1
1
i !
PDZRN3 el LT
ENST00000263666.4 LTl
I 3 bop | introns not to scale

RETAINED PROTEIN DOMAINS
Zinc finger, C3HC4 type (RING finger)
TRAF-type zinc finger
PDZ domain (Also known as DHR or GLGF)

PDZRN3

SUPPORTING READ COUNT
Split reads in PDZRN3 = 0
Split reads in RAF1 =1
Discordant mates = 5

RAF1
Protein kinase



Coverage pn,

345

Chromosome 8

p12

T

breakpoint
Chr8:29940363

SARAF
ENST00000256255.6

Patient 15 (EGAF00001984744)

Chromosome 8
pi2

breakpoint  breakpoint breakpoint

Chr8:32585467 Chr8:32600251 Chr5:31302218

{ introns not to scale

ENST00000:

Chromosome 5
p13.3

a1

TGCCAAAACTACGTAATGGCCAGCTTCTACAGTACATACCAGTTTAAAACTCCTGAATCTT
GCGGGCCCTGCCCTGGGCTGGAACGACCCTGCTACATCTACATCCACCACTGGGACAAGCC

RETAINED PROTEIN DOMAINS
Lumenal moiety

Extracellular moiety
EGF-like domain

SARAF NRG1 CDH6
Cadherin domain

Extracellular moiety
Transmembrane domain

Cytoplasmic moiety

12 |
CDH6 gt
ENST00000265071.2 =7
12
SUPPORTING READ COUNT

Split reads in SARAF = 49
Split reads in NRGT = 14-15
Split reads in COHE = 11

Discordant mates = 12-13
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Coverage

Patient 14 (EGAF00001984739)

Chromosome 1 Chromosome 8

q24.2 p12
- O - E
breakpoint breakpoint
C{wr&.'32453346

Chr1:169080736

A anaw i mah Ad 4!"

ATPIBt - - - __ S NRG1 i
ENST00000367816.1 i g ENST00000520407.1_ _ - -~ a

CCCACATATCAGGACCGAGTGGCCCCGCCAGCCTTGCCTCCCCGATTGAAAGAGATGAAAA

[ 1kop { introns not to scale

RETAINED PROTEIN DOMAINS
Cytoplasmic moiety
Transmembrane domain

Extracellular moiety

SUPPORTING READ COUNT
Split reads in ATP1871 = 160
Split reads in NRG7 = 111

Discordant mates = 38

ATP1B1

Immunoglobulin domain

Immunoglobulin V-set domain
Immunoglobulin I-set domain
EGF-like domain

Extracellular moiety



Patient 17 (EGAF00001984730)

Chromosome 10 Chromosome 10

q11.23 q11.21
g — — E
breakpoint breakpoint
Chr10:515864?|'1 Clhrf 0:43612032

625

O_li“i'lul?mn o ;nni“'_,_ A

Coverage

T NCOA4 R T RET —--
S~ _  ENSTD0D0D443446.1 - c-mm T ENST00000355710.3  _ _ _ - -

~ - -

AGAGAAGTGGTTATATCGAACTCCTCTACAGGAGGATCCAAAGTGGGAATTCCCTCGGAAG

3kbp 1 introns not fo scale

RETAINED PROTEIN DOMAINS

Nuclear coactivator

SUPPORTING READ COUNT
Split reads in NCOA4 =1

Split reads in RET =0
Discordant mates = 1

NCOA4 RET
Protein tyrosine kinase
Cytoplasmic moiety
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Chromosome 1

(T RN T RN T

—

breakpoint
Chr1:169076164

PDCM (EGAF00001984748)

—

GAGTTTCTGGGCAGGACCGGTGGCAGTTGGTTGAAAGAATTCTTAGCCAAAGCCAAAGAAG

2 kbp
0?.
A> 14 1540 7773 QQ-
of &4

~

: ®
= A+
> 1 <
© -~

- 4T‘°781

------- ATP1B1.

| introns not to scale

Chromosome 19
p13.12

breakpoint

el f< g4 4m

RETAINED PROTEIN DOMAINS

Cytoplasmic moiety

ATP1B1

PRKACA
Protein kinase domain

SUPPORTING READ COUNT
Split reads in ATP787 = 110
Split reads in PRKACA = 303
Discordant mates = 65

C:'7r19.'14218221

Il Y WITTININY



Chromosome 15
ql4

AIRRRIID

Patient A (EGAF00002486941)

Chromosome 1
p13.1

(s RN TR

breakpoint

Chr15:38798041
16083 0

Coverage

— — —
breakpoint
Chr1:116926636

_____ o timndin

RASGRP1
ENST00000310803.5

N ) ATP1A1 %4
= ENST00000537345.1 o

TGCCCGGGAACCAAGGAACCACAGAGCTCCAGTTGGACGTGATAAGTATGAGCCTGCAGCT

3 kbp

{ introns not to scale

Cation transporter/ATPase, N-terminus

RETAINED PROTEIN DOMAINS
RasGEF domain

Extracellular moiety

Cytoplasmic moiety

Transmembrane domain

SUPPORTING READ COUNT
Split reads in RASGRP1T = 131
Split reads in ATP1A7 =76
Discordant mates = 36

RASGRP1 ATP1A1

E1-E2 ATPase
haloacid dehalogenase-like hydrolase
Cation transporting ATPase, C-terminus



PDACO009T (ERR1880131, ERR1880132)

Chromosome 10 Chromosome 4
q26.13 q21.1
breakpoint breakpoint
Chr10:123243212 Chr4:76587233
13589 : ;

Coverage

0

GGATCGAATTCTCACTCTCACAACCAATGAGCATTTGACATTGTGCAGCAAAGAAATGGTT

t { introns not to scale
RETAINED PROTEIN DOMAINS

rExtracellular moiety

Immunoglobulin [-set domain
Immunoglobulin domain

Immunoglobulin I-set domain
Immunoglobulin domain
Transmembrane domain
Cytoplasmic moiety

Protein tyrosine kinase

SUPPORTING READ COUNT
Split reads in FGFR2 = 33
Split reads in G3BP2 = 103
Discordant mates = 300

FGFR2
Nuclear transport factor 2 (NTF2) domain
RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)




ICGC_0338 (EGAF00001682709)

Chromosome 7 Chromosome 7

q32.1 q34
= S e s !
breakpoint breakpoint
- Ghr7'127347701 C:hr?.'1 40487384
1 1
1
ul i hlllmnnlllu alh YOI T

Coverage

RHSTSISE v SNDT~----__ - “Recw, gy " BRAF
T T - -ENSTQ0000354725.3 T T T s--o__ - --~ 7" ~<__ ENST00000288602.6

GGACCAAAAGGACAAGCAGTTTGTTGCCAAGGACTTGATTAGAGACCAAGGATTTCGTGGT

{ introns not to scale

RETAINED PROTEIN DOMAINS
Staphylococcal nuclease homologue

SUPPORTING READ COUNT
Split reads in SND7 = 33

Split reads in BRAF = 49
Discordant mates = 18

SND1 BRAF
Protein kinase




ICGC_0391 (EGAF00001682868)

Chromosome 10

Chromosome 10
ql1.21

q21.2

breakpaoint
Chr10:43612032

breakpoint
Chr10:61612311
548 0

OMHII“:‘L ,|I|I“|M

Coverage

N -7 RET -

cCcDC6 ~ )
ENST00000263102.6 AN et ENST00000355710.3 _ _ - - -~

CACTAATGAGCTCTCCAGAAAATTGATGCAGGAGGATCCAAAGTGGGAATTCCCTCGGAAG

I 3 kbp { introns not to scale

RETAINED PROTEIN DOMAINS
Uncharacterized conserved protein H4 (DUF2046)

SUPPORTING READ COUNT
Split reads in CCDC6 = 51
Split reads in RET = 31
Discordant mates = 11

CCDC6 RET
Protein tyrosine kinase

Cytoplasmic moiety
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PCSI_0572 (EGAF00001844274, EGAF00001879250, EGAF00001879251)

Chromosome 14 Chromosome 2

q32.32 p23.2
g ) — —
breakpoint breakpoint
Chr14:10341 88‘?5

Chr2:29446394

,‘Jlllk_..n.ihilllllllll.‘.i‘.“n“. AJI‘III”I !
EH i e

CDC42BPB™ "~ - - _ _ -7 el T ALK
ENST00000361246.2 _ _ - - -- S<

- ~-o -7 T~ ENST00000389048.3

GGGCTGATCCGGCAGGGCTACGCCTGCGAGGTGTACCGCCGGAAGCACCAGGAGCTGCAAG

k 5 kbp { introns not to scale
RETAINED PROTEIN DOMAINS
Protein kinase domain
Protein tyrosine kinase
Protein kinase C terminal domain
DMPK coiled coil domain like
Phorbol esters/diacylglycerol binding domain (C1 domain)

2\ \-; """"" SUPPORTING READ COUNT
=P Split reads in CDC428PB = 28
s Split reads in ALK = 24
. e g o [ a1 Discordant mates = 6
L 44,',

CDC42BPB

Transmembrane domain
Protein tyrosine kinase

Cytoplasmic moiety
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Coverage

Chromosome 3

p13

PCSI_0108 (EGAF00001844288, EGAF00001878986, EGAF00001878987)

Chromosome 3

p25.2

TR T KM TR AT - N PR RATD

Chr3:734371 ?9

breakpoint

breakpoint
C.hrs:12641914

__;_.unl..._ Ji'llil.i,‘llilu.

PDZRN3 " --. e ~-___ ___----"""RAF1
ENST00000263666.4 SEmEll oYL ENSTOD000251849.4

TTCATTGCTGATTGCAAGGCCTGAACTCCAGGATGCAATTCGAAGTCACAGCGAATCAG

{ introns not to scale

RETAINED PROTEIN DOMAINS
Zinc finger, C3HC4 type (RING finger)
TRAF-type zinc finger

PDZ domain (Also known as DHR or GLGF)

SUPPORTING READ COUNT
Split reads in PDZRN3 = 0
Split reads in RAF7 =1
Discordant mates = 1

PDZRN3 RAF1
Protein kinase
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Coverage

PCSI_0279 (EGAF00001844342, EGAF00001879056, EGAF00001879057)

Chromosome 9

Chromosome 15

p24.3 q25.3
’ — p— @
breakpoint breakpoint
Chr9:713464 Chr15:88576276
: i
] Ll
1 '
] I
Avadcbuo i L&.ulllu‘

1
:-_
T KANK1 S

© 7=~ - _ ENST00000382303.1

peoeod N H i e R e

TR T NTRK3
---"7T-<___  ENST00000394480.2

TTCCAGAAAACCAGTCTGGGTAAAATCACAGGTCCCGTGGCTGTCATCAGTGGTGAGGAGG

3khp | introns not to scale

KN motif

RETAINED PROTEIN DOMAINS

SUPPORTING READ COUNT
Split reads in KANK? =1

Split reads in NTRK3 = 4
Discordant mates = 2

NTRK3
Protein tyrosine kinase
Cytoplasmic moiety
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Coverage

0

p21

PCSI_0305 (EGAF00001844367, EGAF00001879088, EGAF00001879089)

Chromosome 2

(RN R YRR TR T D

breakpoint

Chr2:42491871

,...ILE

.ullnik.lnnllll.‘

Chromosome 15

q25.3

—

IDHHRITID

breakpoint
Chr15:88576276

‘--.‘_nl:

NTRK3
ENST00000394480.2

GCATAAAGATGTCATCATCAACCAAGGTCCCGTGGCTGTCATCAGTGGTGAGGAGG

{ introns not to scale

EML4

RETAINED PROTEIN DOMAINS

HELP motif

NTRK3
Protein tyrosine kinase
Cytoplasmic moiety

SUPPORTING READ COUNT
Split reads in EML4 =3
Split reads in NTRK3 =5

Discordant mates = 2



PCSI_0326 (EGAF00001844548, EGAF00001879104, EGAF00001879105)

Chromosome 7

Chromosome 7
q34 q34
- SSe— — 9
breakpoint breakpoint
Chr7:138235925 Chr7:140494267
2377 : !
2 | ' | 1
E | I
[ ! |
3 | |
3 i e I .I " VOO R S A G o anwuid ' | SR IR I I

e e "
Bt T TRIM24- . _ __ Tt~-.___.--""BRAF
TENST000003436264 Tt . --" 7" -ENST00000288602.6
AGTTTCTGGGCTCAAAATATCATCAACTTAGGCCCCAAATTCTCACCAGTCCGTCTCCTTC
I 4 kbp { introns not to scale
15
A b 6 77 RETAINED PROTEIN DOMAINS

B-box zinc finger

SUPPORTING READ COUNT
Split reads in TRIM24 = 1
Split reads in BRAF =1
Discordant mates = 0

TRIM24 BRAF
Protein kinase




PCSI_0330 (EGAF00001844551, EGAF00001879110, EGAF00001879111)

Chromosome 1 Chromosome 19

q24.2 p13.12

— . — 'lni

breakpoint breakpoint

Chr1:169076164 Chr19:14218221
20409 ) '
I | |
o ' i
o ' 1
=3 1 ]
g J,-h.‘ ‘ AdAmd bhdl B
1 '
L o l_. — . ]
-------- I aTPIBY. T TTtce--- ... PRKACA-----""""77~
ENST00000367816.1 ___ _________ _ ENST00000308677 .4

GAGTTTCTGGGCAGGACCGGTGGCAGTTGGTTGAAAGAATTCTTAGCCAAAGCCAAAGAAG

; 2 kbp { introns not to scale

RETAINED PROTEIN DOMAINS
Cytoplasmic moiety

SUPPORTING READ COUNT
Splitreads in ATP1B71 = 22
Split reads in PRKACA =71
Discordant mates = 11

ATP1B1 PRKACA

Protein kinase domain



PCSI_0347 (EGAF00001844561, EGAF00001879130, EGAF00001879131)

Chromosome 4 Chromosome 6

q13.3 q22.1
g ) i 9
breakpoint breakpoint
10875 Chr4 '72429606 Chr6:117645578

“Hi“l T
HHH*PHHHHHHHI'H—

N SLC4A4 “..._ Vo e ROS1
.. ENST00000264485.5 o o ENST00000368508.3

CCTTTCCTAAGCGATAGCAAACCTTCTGACAATGATTTTTGGATACCAGAAACAAGTTTCA
5 kbp

| introns not to scale

RETAINED PROTEIN DOMAINS

Extracellular moiety
Cytoplasmic moiety
Transmembrane domain

SUPPORTING READ COUNT
Split reads in SLC4A4 =70
Split reads in ROST = 69

Discordant mates = 22

LC4A4 ROS1
HCO3- transporter family
Band 3 cytoplasmic domain

Extracellular moiety
Transmembrane domain

Protein tyrosine kinase

Cytoplasmic moiety -



PCSI_0458 (EGAF00001844592, EGAF00001879192, EGAF00001879193)

Chromosome 7

q34
—_—

breakpoint

Chr7:138252399

1084 :

] [

g |
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8 0 - o . - - l l b~ a1 h e A b -
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beod i,
eHHHH B

Chromosome 7

q34
— - 3

breakpoint
Clhr7.‘140508795

GGCTTTCTTGGCTCAACAAGCCATAAAACAGGTACCTGCAAGGTGTGGAGTTACAGTCCGA

{ introns not to scale

B-box zinc finger

TRIM24
Raf-like Ras-binding domain

Phorbol esters/diacylglycerol binding domain (C1 domain)

RETAINED PROTEIN DOMAINS

BRAF
Protein kinase

SUPPORTING READ COUNT
Split reads in TRIM24 =3
Split reads in BRAF =3
Discordant mates = 1
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TCGA-3A-A9I5 (163427ab-f1e7-4d63-91a0-66a0513ac795)

Chromosome 1 Chromosome 8
q24.2 p12
- — - E
breakpoint breakpoint
Chr1:169080 7{36 Clhr8:3245 3346
| 1
| 1
| :
| 1
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I-____-_ —— _'_I ‘_’|
--------- ee___ CATPIBt--______ et NRG1 P
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CCCACATATCAGGACCGAGTGGCCCCGCCAGCCTTGCCTCCCCGATTGAAAGAGATGAAAA

I 1 kop { introns not to scale
RETAINED PROTEIN DOMAINS
Cytoplasmic moiety
A3 \A 5 6 15 s, Transmembrane domain
! ()

Extracellular moiety

=]
2 \ SUPPORTING READ COUNT
- < Split reads in ATP7B7 =9
= > Split reads in NRG7 =15
® -
" ~ Discordant mates = 70
4 A 3 iscor
WG Ry ATerg
ATP1B1
¢ ' < Immunoglobulin domain

Immunoglobulin V-set domain
Immunoglobulin |-set domain
EGF-like domain

Extracellular moiety



Coverage

TCGA-F2-A44H (65d99cd1-7601-4dec-a9dd-e6d28880164d)

Chromosome 7 Chromosome 7
q22.1 q34
g ey g 3
breakpoint breakpoint
7 Chr7:101 75855|3 C'hr7:14049426 7
: ‘ :
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]
)
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R S ST s O Teo, .-~ "BRAF

________ __ -~ ” “ENST00000288602.6

AAACCAAATACGATGAAGAAACTACTGCAAAGCCCCAAATTCTCACCAGTCCGTCTCCTTC

| 5 kbp | introns not to scale

RETAINED PROTEIN DOMAINS
Cytoplasmic moiety

SUPPORTING READ COUNT
Split reads in CUXT =0

Split reads in BRAF = 2
Discordant mates = 4

cux1 BRAF




Coverage

TCGA-FB-AAPP (43dc033e-ed48-486d-af91-7bef6ad03cdc)

Chromosome 2 Chromosome 15

p21 ¢25.3
ﬂ S j— @
breakpoint breakpoint
Chr2:42491871 Chr15:88576276

I I

1 1

1

ol MW n Bl o wvaaninrhat bl N |

1 1 ‘

,_‘___- L |‘_ -__'

Tl EMLA ___ Tte~o._ ___--""77 NTRK3
--m Tl ENST00000394480.2

GCATAAAGATGTCATCATCAACCAAGGTCCCGTGGCTGTCATCAGTGGTGAGGAGG

{ introns not to scale

RETAINED PROTEIN DOMAINS
HELP motif
SUPPORTING READ COUNT
Split reads in EML4 =1
Split reads in NTRK3 =3

Discordant mates = 26

EML4 NTRK3
Protein tyrosine kinase
Cytoplasmic moiety




TCGA-HZ-7918 (8a2f438c-93cd-43c0-97e1-28176d0b93ef)

Chromosome 9 Chromosome 1
q34.2 q23.1
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Supplemental Figure S6: Putative driver fusions identified by Arriba in pancreatic cancer samples.
In 30 of 803 RNA-Seq samples from pancreatic cancer patients Arriba identified a potential oncogenic fusion.



