Coverage

chromosome 8 chromosome 4

p23.3 q26
breakpointl breakpoint2
chr8:435707 chr4:118595913

482 ! !
] 1
) 1
) )
) )
0 I :

! 1

Ll

2 10 |

! '

) ,I

AC110079.1 -
ENST00000567913.2 ‘.

10

4 kbp |
introns not to scale

@ 14 15 16 7,

SUPPORTING READ COUNT

Split reads = 10

No protein domains retained in fusion. )
Discordant mates = 0

<

AC110079.1

translocation deletion
duplication inversion



chromosome 18 chromosome 18

g21.31 q21.32
breakpointl breakpoint2
chr18:58536660 chr18:58659863
2799 ! :
S 0 1
g ! [
[ | 1
3 1 |
O | |
0 1 1
| 1 1
1 1
! 2 : 16
| 1 1
| 1 1
-~ Lo - Il
Tt -. . _ _AC1051051 _ _ ) MALT1 /
ENST00000591360.1 ~ ~ =~ - _ / ENST00000345724.7 )
=20 - , ,

\ 2 kbp |

introns not to scale

> RETAINED PROTEIN DOMAINS
2 reading frame unclear
=<

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0

MALT1
Immunoglobulin domain
Immunoglobulin domain
Caspase domain
MALT1 Ig-like domain-

translocation deletion
duplication inversion



chromosome 18 chromosome 18

g21.31 q21.32
breakpointl breakpoint2
chr18:58536660 chr18:58681170
2799 ! !
g) ]
E 1
[ 1
3 1
O [
0 1
1 ! 1
1
: : | x
1 ! 1
I~ : N 1
TTTe-L . ACIO5105.1 _ _ MALT1
ENST00600591360.1 ™~ = - _ P ENST00000345724.7 L7

2 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS

reading frame unclear

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0

MALT1

Immunoglobulin domain
Immunoglobulin domain
Caspase domain
MALT1 Ig-like domain-

translocation deletion
duplication inversion



Coverage
©

o

chromosome 12

q13.13

chromosome 15

q15.1

breakpointl
chr12:512881(|)8

;‘

breakpoint2
ct|1r15:42178570

TBIN2 - _ ---c el e VP339

ENST0000Q615107.6 = = = - - _

translocation
duplication

2 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

BAR domain

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0

BIN2 VRS39
CNH domain
Vacuolar sorting protein 39 domain 1
Vacuolar sorting protein 39 domain 2

deletion
inversion



chromosome 12

chromosome 12
ql2

ql2

T

breakpoint2

breakpointl
cr|1r12:42374863

Chr12:4214442|6

3397 X
() |
g |
8 i
3 1
O 1
0 1

8
GXYLTL - PPHLN1 Pt
ENST00000398675.8 I’ AN -7 ENST00000610488.4 _ -~

3 kbp |
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0

GXYLT1 PPHLN1
Transcriptional regulatory protein LGE1

translocation deletion
duplication inversion



chromosome 15 chromosome 15

g26.3 026.3
— —
breakpointl breakpoint2

chr15:99645764 chr15:99228732
2791 ! !
S ' |
E 1 1
[ ! |
3 ! 1
O 1 1
0 1 1
1

2 kbp |
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SRF-type transcription factor (DNA-binding and dimerisation domain)
SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0

MEF2A TTC23
Tetratricopeptide repeat

translocation deletion
duplication inversion



chromosome 9 chromosome 9

32 g31.3
—
breakpointl breakpoint2
chr9:112333470 chr9:111451555
7838 : :
S | |
o ! !
[ [ I
3 [ 1
(&) | 1
0 ' 1

PTBP3
ENST00000374255.6

5 kbp

' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0

PTBP3 ECPAS

Proteasome stabiliser
Vacuolar 14 Fabl-binding region

translocation deletion
duplication inversion



chromosome 19

chromosome 19
p13.3 pl3.3
—_ —
breakpointl breakpoint2
chr19:5941621 chr19:6270759
3145 ! !
g) ! |
] 0 !
[ [} ]
3 [ 1
O [ 1
0 ' 1

RANBP3
ENST00000340578.10

3 kbp |

' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0

RANBP3 MLLT1

YEATS family
ANC1 homology domain (AHD)

translocation deletion
duplication inversion



Coverage o
[

chromosome 1 chromosome 1

g25.1 g24.3

(I AR T (LA LCAL L b W K [ EEAEN MR TN

- —
breakpointl breakpoint2
73Chl'1217422116|4 cII'|r1:172600064

\ 3 kbp |
introns not to scale

@ 14 15 16 7,

SUPPORTING READ COUNT

No protein domains retained in fusion. Splitreads = 1
Discordant mates = 0

translocation deletion
duplication inversion



Coverage o
[

chromosome 1 chromosome 1

g24.3 g25.1
RN TR R D (T SRR IN_ )
— —
breakpointl breakpoint2

%hr1:1725334£?7 ck|1r1:174637375

1

i

]
0 1

___--RABGAPIL ___.---
- ENST000002515078~

\ 3 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

SUCO RABGAP1L
Rab-GTPase-TBC domain

translocation deletion
duplication inversion



