
2 1 194

246
934

8

0

p<1.0e-300 p=2.10e-39

A

ZFTA-RELAFUS1ZFTA-YAP1FUS

ZFTA-YAP1FUS∆ZF2-4

-2 2

Z score

HIST1H1E
SMAD4
NOC3L
NKAP
TRIM24
HMGN1
TAF2
NOC2L
YAP1
DNMT1
POLR1A
KDM6A
STAG2
ADNP
GRWD1
CSNK2B
UBTF
HOXD13
L3MBTL3
NAP1L1
SIX1
NPM1
BRD2
NAP1L4
UHRF1
HMGN2
MCMBP
PHF8
WDR82
PELP1
ATRX
TOP2A
PATZ1
TRIM28
CBX5
NUDT21
CDC45
DHX30
POLR2B
DDX5
HMGN3
MSH2
APEX1
SUPT6H
PHC2
CTBP2
NUP62
SSBP1
HNRNPD
SFPQ
RBMX
FMR1
RAD21
SATB2
DHX9
CTNNB1
SHMT2
NUP98
SMC3
ACTN4
NONO
RNF2
AJUBA
JUN
HNRNPC
TPR
SAFB
PAF1
SARNP
STAT3
CTBP1
TAF5
MCM2
MCM3
MCM4
MCM5
MCM6
MCM7
MED1
MED23
MED4
MTA1
TRRAP
EP400
TAF12
SGF29
TAF6
TADA3
TAF6L
ACTL6A
ARID1A
ARID1B
BAZ1A
CECR2
DMAP1
GATAD2B
HDAC1
HDAC2
HMGXB4
KAT5
MBD3
PBRM1
PHF10
RSF1
RUVBL1
RUVBL2
SMARCA4
SMARCA5
SMARCB1
SMARCC1
SMARCC2
SMARCD1
SMARCD2
SMARCE1
SRCAP
SS18
SS18L1

C11orf95-YAP1control C11orf95-YAP1∆2-4

ch
ro

m
at

in
 b

in
di

ng
 (G

O
:0

00
36

82
) p

=8
.2

e-
9

MCM-comp
GO:0042555

2.3e-3

Mediator

SAGA
GO:0070461

0.0004

SW
I/S

N
F 

fa
m

ily
 (G

O
:0

07
06

03
) p

=9
.5

e-
9

B

Figure S6. ZFTA-YAP1 interactome: A. Venn diagram of overlap in qPLEX-RIME detected protein          
interactomes of the indicated fusion proteins (FDR<0.05 relative to empty vector). B.  Heat map of 
significant protein interactors (right) with ZFTA-YAP1 or ZFTA-YAP1∆2-4 proteins. Functions and 
protein Complexes enriched among binding partners are shown left. 
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