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ABSTRACT

MicroRNAs silence mRNAs by guiding the RISC com-
plex. RISC assembly occurs following cleavage of
pre-miRNAs by Dicer, assisted by TRBP or PACT,
and the transfer of miRNAs to AGO proteins. The
R2TP complex is an HSP90 co-chaperone involved in
the assembly of ribonucleoprotein particles. Here, we
show that the R2TP component RPAP3 binds TRBP
but not PACT. The RPAP3-TPR1 domain interacts with
the TRBP-dsRBD3, and the 1.5 A resolution crys-
tal structure of this complex identifies key residues
involved in the interaction. Remarkably, binding of
TRBP to RPAP3 or Dicer is mutually exclusive. Addi-
tionally, we found that AGO(1/2), TRBP and Dicer are
all sensitive to HSP90 inhibition, and that TRBP sen-
sitivity is increased in the absence of RPAP3. Finally,
RPAP3 seems to impede miRNA activity, raising the
possibility that the R2TP chaperone might sequester
TRBP to regulate the miRNA pathway.

INTRODUCTION

MicroRNAs (miRNAs) play essential roles in regulating
gene expression. Their biogenesis begins in the nucleus
with the processing of a pri-miRNA by the micropro-
cessor complex, composed of the type III Ribonuclease
(RNase) Drosha and its cofactor DGCR8 (DiGeorge syn-
drome Critical Region 8), giving rise to the pre-miRNA. Af-
ter cytoplasmic export via the exportin 5/Ran-GTP path-
way, the pre-miRNA is further processed into the mature,
double-stranded miRNA duplex by the cytoplasmic RNase

IIT Dicer (1,2), which is associated with one of its two
double-stranded RNA binding protein co-factors, TRBP
(or TARBP2: TransActivation Response-TAR-RNA bind-
ing protein) or PACT (or PRKRA: protein activator of the
double-stranded RNA-dependent kinase-PKR). Finally,
one strand of the cleaved pre-miRNA is loaded onto an
Argonaute protein (Ago) in the RNA induced silencing
complex (RISC) (2).

As illustrated by their names, prior to their functions as
co-factors of Dicer, both TRBP and PACT proteins were
initially identified for their positive and negative roles in
HIV infection, respectively. Indeed, TRBP has several pos-
itive effects on HIV multiplication. It was initially identi-
fied as a binding factor of the TAR RNA element of human
immunodeficiency viruses HIV-1 and 2 (3). The 5'-terminal
TAR stem-loop structure of HIV RNAs impedes efficient
translation of the viral RNAs (4) and TRBP binding to this
element relieves this negative effect. Interestingly, Dicer was
also recently proposed to be involved in this process (5).
TRBP was additionally shown to promote HIV infection
by directly or indirectly inhibiting PKR activation, which is
triggered by the TAR RNA and leads to global translation
inhibition (6). More precisely, TRBP inhibits PKR activ-
ity via a direct interaction that is reinforced when TRBP is
phosphorylated (7,8). Furthermore, PKR activity can also
be impeded by TRBP through its binding to PACT, which
prevents PACT’s activating interaction with PKR. Finally,
another important activity of TRBP in favor of HIV multi-
plication was recently discovered: TRBP recruits the 2’-O-
methyltransferase FTSJ3 on HIV RNA (9), which subse-
quently methylates the viral genome at several specific po-
sitions enabling viral escape from the host’s innate immune
response.
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TRBP and PACT are both composed of three double-
stranded RNA binding domains (dsRBD), the two first
ones are involved in double-stranded RNA (dsRNA) bind-
ing and classified as canonical type A dsRBDs, while the
third one mediates protein—protein interactions, in partic-
ular with Dicer and corresponds to a non-canonical type
B dsRBD (10,11). While TRBP contributes both to pre-
miRNAs and pre-siRNAs processing by Dicer, PACT par-
ticipates more efficiently to pre-miRNA processing, a speci-
ficity that was shown to be mediated by the N-terminal do-
main of the two cofactors (12). Additionally, association
of Dicer to TRBP or PACT was shown to generate miR-
NAs of different sizes, and possibly of different target reper-
toire, referred to as isomiRs (10,13). Once the pre-miRNA
has been cleaved in the cytoplasm, one of the single-strand
derived from the mature miRNA duplex is loaded onto
the AGO2 protein to form the RNA induced silencing
complex (RISC), and this is efficiently stimulated by the
HSC70/HSP90 chaperone machinery (14—18). These chap-
erones were shown to bind and stabilize free AGO2 (18) and
to target it to processing bodies and stress granules (17).
MiRNA-dependent translational repression and/or siRNA
directed cleavage of Ago were also shown to be dependent
on HSP90 (17,18).

Interestingly, the HSC70/HSP90 chaperones have nu-
merous co-chaperones (19). Of particular interest is the
R2TP co-chaperone complex, playing a crucial role in
the assembly and maturation of large macromolecular
complexes essential for most of the universally conserved
nanomachines of eukaryotic cells (20-22). This includes
several RNPs, such as the U4 and U5 snRNPs, telomerase,
as well as the C/D and H/ACA snoRNPs involved in ri-
bosome biogenesis (20-21,23-27). It also includes protein-
only clients, such as the nuclear RNA polymerase I1 (28,29),
dynein (30,31) or complexes containing any of the phos-
phatidylinositol 3-kinase-like family of kinases (PIKKs):
mammalian Target Of Rapamycin (mTOR; (32,33), ATM
and RAD3-related (ATR) interacting protein (ATRIP)
(34), Suppressor with Morphogenetic effect on Genitalia
(SMGT; (35), DNA-PK and TRRAP (36).

The R2TP complex consists of a RPAP3:PIHIDI1 het-
erodimer associated to two hetero-hexamer of RUVBLI1
and RUVBL2, which are related AAA + ATPases that also
display chaperone activities (24). In metazoans, the R2TP
is part of a larger chaperone complex called the PAQo-
some, which contains an additional series of prefoldin-like
proteins and POLR2E and WDR92 (37). Within R2TP,
PIHIDI is believed to play important roles in specifying
and recruiting clients, in part via its ability to specifically
bind CK2 phosphorylation sites, i.e. phosphoserines em-
bedded in acidic regions of DSDD/E consensus (32,38).
RPAP3 regulates HSP90 activity (39,40) and also plays
a scaffolding role as it makes stable interactions with all
the other components of the R2TP complex (39). It binds
HSP90 with its two TPR domains, PIH1D1 via a small pep-
tide sequence located immediately after the TPRs, and the
RUVBL1/2 hetero-hexamers with its conserved C-terminal
domain (41-44). However, RPAP3 has not so far been in-
volved in client recognition.

Here, we identified a direct interaction between the TPR 1
domain of RPAP3 and the dsRBD3 of TRPB (10,45)
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and showed that this interaction is exclusive from that
of TRBP with Dicer. Remarkably, RPAP3 depletion in-
creased miRNA-dependent translational repression of a
luciferase reporter, indicating that its direct association
with TRBP could be involved in preventing its function in
miRNA processing or activity. The X-ray structure of the
TRBP/RPAP3 complex at a resolution of 1.5 A provides a
rational for these effects and brings exciting novel insights
towards understanding structural and molecular features of
chaperones in dsSRNA pathways.

MATERIALS AND METHODS
Cell culture

HeLa and HEK293T (including T-Rex cell lines) cells were
maintained in Dulbecco’s modified Eagle’s medium. HCT-
116 cells were maintained in Mc’Coys medium. Both me-
dia were supplemented with 10% of fetal bovine serum,
10 U/ml of penicillin/streptomycin and 2.9 mg/ml of glu-
tamine, in a humidified 5% CO, incubator at 37°C. Addi-
tionally, T-Rex cells were maintained with 100 wg/ml of
zeocin and 10 pg/ml of blasticidin.

Generation of stable, inducible, Flag T-REX cell lines

Inducible T-Rex cell lines were generated following the
manufacturer’s instructions (Invitrogen). Briefly, confluent
HEK-293 T-Rex cells were transfected in 10 cm cell culture
plates in blasticidin containing medium (no zeocin) with 9
pg of the pOG44 plasmid enabling expression of the Flp re-
combinase and 1 g of the pcDNAS5/FRT plasmid contain-
ing the flagged protein of interest gene (RPAP3 or TRBP).
Medium was changed after 2 days with blasticidin contain-
ing medium. The next day, cells were split and treated with
100 pg/ml of hygromycin B. The blasticidin/hygromycin
medium is changed every 4 to 5 days, during two weeks, un-
til isolated clones can be retrieved and transferred to a new
dish for screening.

HCT-116 RPAP3-AID* cells generation

HCT-116 cells, provided by the Cancer Research Institute of
Montpellier (IRCM) cell culture unit, were co-transfected
in 6-well plates with the CRISPR repair pUCS57 plasmid,
containing RPAP3 Cter homologous DNA sequences for
the homologous recombination, as well as the AID*-3xHA
IRES and a Neomycin selection marker. CRISPR guide
vector pUCS57 attbU6 and Cas9 vector pX335 U6 hSp-
Cas9n (D10A) (Addgene 42335) were transfected as follow
:0.28 pg of Cas9 vector, 0.85 pg of RPAP3 guide RNA ex-
pression vector, 0.85 wg of RPAP3 repair donor vector, 4
pl of JetPrime (Ozyme) and 200 wl of JetPrime Buffer. Mc
Coy’s medium was changed after 24 h of transfection and 24
h later the modified cells were selected by adding neomycin
at 800 wg/ml. Ten days later, individual clones were ampli-
fied and finally characterized by PCR and western blot.

HCT-116 OsTIR1 RPAP3-AID* cells generation

About 300 pl of viral particles containing pPBABE puro-
OsTIR1 9*Myc vector (provided by Bénédicte Delaval,
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CRBM - Montpellier) were used to infect HCT-116
RPAP3-AID* cellsand HCT-116 WT cells in 12-well plates
(5000 cells/well) grown for 24 h in Mc¢ Coy’s medium with-
out FBS. After 2 h, I ml of Mc Coy’s medium with FBS was
added. Medium was changed after 24 h. Seventy-two hours
later, cells were selected by adding 2 pg/ml of puromycin
for at least 10 days. Cells were finally characterized by PCR
and western blot (46,47) (Supplementary Figure S8).

Plasmids and cloning

DNA cloning was performed using standard techniques or
with Gateway™ system (Invitrogen). For NMR and crys-
tallogenesis assays, TRBP and RPAP3 ORFs were cloned
in pnEA-3CH and pnCS vector (respectively) at the 5'-
Ndel and 3'-BamHI sites (48,49). For co-expression as-
says, RPAP3, TRBP, Dicer and PACT ORFs were cloned
in pnEA-3CH, pnCS and pnYK plasmids modified to be-
come compatible with the Gateway cloning technology. For
that, the ccdb and chloramphenicol genes were amplified by
PCR in pDEST17 and inserted in these vectors at the 5'-
Ndel and 3’-BamHI sites. pnYK vector was created from
pnYC vector (48) by homologous recombination between
the chloramphenicol and kanamycin genes resistance gene
using the In-Fusion kit (Clontech) following the manufac-
turer’s recommendations. For GST pull-down experiments,
ORFs were cloned in pDEST15 (containing the GST tag)
and pDEST17 Gateway (containing the Hisg tag) vectors
(Thermo Fisher Scientific). For Y2H assays, pACT2, pAS2
and pGBKT7 were used. For co-immunoprecipitation, the
TRBP ORF was cloned into the pcDNA3.1 and nV5-
DEST plasmids (Invitrogen). For the LUMIER-IP and
luciferase assays, pcDNAS-FRT-3xFLAG-FFL-Rf (CMV
promoter), and L30-HA-RL were used. The cDNAs were
of human origin except for mPHAX which was from mouse.
For HCT-116 OsTIR1 RPAP3-AID* cell lines all vector
maps (repair and guide) can be provided upon request.

Antibodies

Antibodies and dilutions for IF and Duolink were the
following: mouse monoclonal anti-RPAP3 at 1:250 dilu-
tion (Sigma-Aldrich, SAB1407956); polyclonal rabbit anti-
TRBP at 1:100 dilution (Abcam, ab72110); monoclonal
mouse anti-Actin at 1:400 dilution (Abcam, ab3280); poly-
clonal rabbit anti-GAPDH at 1:750 dilution (Abcam,
ab9485); monoclonal mouse anti-GAPDH at 1:750 dilu-
tion (Abcam, ab8245). Antibodies and dilutions for west-
ern blot were the following: rabbit polyclonal anti-RPAP3 at
1:2000 dilution (Sigma-Aldrich, SAB1411438); monoclonal
mouse anti-TRBP at 1:500 dilution (Abcam, ab129325);
polyclonal rabbit anti-TRBP at 1:500 dilution (Abcam,
ab72110); polyclonal rabbit anti-V5 at 1:4000 dilution
(ThermoFischer Scientific, GTX117997); antibody for IP
was the following monoclonal mouse anti-V5 (ThermoFis-
cher Scientific, 37-7500).

Antibodies for HCT-116 OsTIR1 RPAP3-AID* charac-
terization were the following: polyclonal rabbit anti- tubulin
at 1:500 dilution (Sigma, 12G10); polyclonal rabbit anti-HA
at 1:1000 dilution (Sigma, H6908); polyclonal rabbit anti-
PIHI1DI1 at dilution 1:500 (PTGLab, 19427-1-AP).

Yeast two-hybrid (Y2H)

For Y2H assays, appropriate pACT2 and pAS2 plasmids
were introduced into haploid Saccharomyces cerevisiae test
strains (Y187 and CG1945, respectively), which were then
crossed. Diploids were selected on Leu™/Trp~ medium and
then plated on Leu /Trp /His™ plates, with 0-40 mM of 3-
amino-1,2,4-triazol (3-AT), which is a competitive inhibitor
of the product of the HIS3 reporter gene. This was used to
evaluate the strength of the interactions. Growth was as-
sessed after three or four days of incubation at 30°C (50).

Co-expression experiments in Escherichia coli, protein pro-
duction and purification

For the TECAN automated screen, Escherichia coli BL21
(DE3) pRARE2 cells were co-transformed with the gate-
way pnEA-3CH and pnCS vectors and growth in Graffin-
ity I buffer (2x LB, 0.5% glucose). Expression was auto-
induced by the addition of Graffinity II medium (v/v) (2x
LB, 20 mM HEPES (pH7), 0.6% Lactose, | mM imidazole)
overnight at 20°C, when absorbance reached 1.2 at 600 nm.
Purification was performed with Hiss-tag Isolation Dyn-
abeads (ThermoFischer Scientific) in low salt (LS: 20 mM
Tris-HCI [pH 8], 50 mM NaCl, 7 mM imidazole) or high
salt (HS: 20 mM Tris-HCI [pH 8], 500 mM NaCl, 7 mM im-
idazole) buffers. After three washes with LS or HS buffers,
beads were resuspended in 2x Laemmli buffer and loaded
on 15% SDS-PAGE or eluted using PreScission (3C) pro-
tease overnight on beads at 4°C to remove the N-terminal
Hisg-tag prior to gel filtration.

For crystallogenesis assays, E. coli BL21 (DE3) pRARE?2
cells were co-transformed with the pn EA3CH:: TRBP (266
366) and pnCS-RPAP3 (133-255) plasmids (40). Cells were
grown in LB medium containing 100 wg/ml of ampicillin,
25 pg/ml of chloramphenicol and 25 pg/ml of spectino-
mycin at 37°C under shaking. Protein expression was then
induced with 0.5 mM IPTG for 16 h at 20°C once bacterial
culture absorbance was of 0.6-0.8 at 600 nm (Aggg). Then,
the cells were harvested by centrifugation for 30 min at 4000
x g at 4°C. The cell pellet was resuspended in 50 ml of pu-
rification buffer (25 mM HEPES pH 7.5, 300 mM NacCl, 0.5
mM TCEP, 10 mM Imidazole) and sonicated. The complex
was purified using TALON beads (Clontech) after nucleic
acid precipitation using 0.05% of PolyEthyllmine (PEI) and
eluated by using PreScission (3C) protease overnight on
beads at 4°C to remove the N-terminal Hisg-tag. This step
was followed by a preparative gel filtration (HiLoad 16/60
Superdex 75, Cytiva) on an AKTA prime system in 25 mM
HEPES buffer (pH 7.5), 300 mM NacCl, 0.5 mM TCEP and
10 mM imidazole. Finally, the complex was concentrated to
11 mg/ml. For co-expression assays, protocol was the same,
except we used the gateway version of pnEA-3CH, pnCS
and pnYK. Beads were directly resuspended in 2x Laemmli
buffer and loaded on 15% SDS-PAGE instead of prepara-
tive gel filtration.

GST pull-downs

Total cellular extracts in resuspension buffer (RSB) 100 (100
mM NaCl, 10 mM Tris-HCI pH 7.5, 2.5 mM MgCl,, 0.01%
NP40) were pre-cleared on Glutathione Sepharose beads



for 2 h at 4°C. About 4 g of GST or of the GST-tagged
protein of interest attached on Sepharose beads were incu-
bated with 500 w1 of pre-cleared cell extract for 2 h at 4°C
on a rotating wheel. Beads were washed 5 times in RSB 200
buffer (200 mM NaCl, 10 mM Tris-HCI pH 7.5, 2.5 mM
MgCl,, 0.05% NP40). After the last wash, beads were re-
suspended in SDS-PAGE loading dye and directly submit-
ted to electrophoresis prior western blotting.

PLA and image acquisition

In situ proximity ligation assay (PLA) was performed as rec-
ommended by the manufacturer (DuolinkII kit, Olink Bio-
science AB). Briefly, HeLa cells grown on coverslips were
fixed in 1x PBS, 3% paraformaldehyde during 20 min and
permeabilized for 5 min in a 1x PBS, 0.1% Triton X-100
solution. Primary antibodies were diluted in 1x antibody
dilution buffer and incubated for 1 h at room tempera-
ture. The negative controls used only one of each primary
antibody. Cells were washed three times for 5 min in 1x
PBS. The PLA probes (Rabbit-MINUS and Mouse-PLUS)
were incubated in a pre-heated humidity chamber for 1 h at
37°C. Subsequent steps were performed using the detection
reagents green according to DuolinkII kit protocol. Finally,
cells were incubated for 20 min with Alexa Fluor™ 546 Phal-
loidin (Thermo Fischer scientific) to detect the cytoskele-
ton. The Duolink mounting medium was supplemented
with 10 wM TO-PRO-3 final to counterstain nuclei. Laser
confocal microscopy was performed with a SP5-AOBS X
Leica confocal microscope. Images from each channel were
recorded separately and then merged with the ImagelJ soft-
ware.

Co-immunoprecipitation and western blot

Cells are transfected in 10 cm plates with 15 pg of
pcDNA3.1/nV5-DEST (Invitrogen) fused with TRBP and
30 wl of JetPEI (Polyplus transfection). After 48 h, cells
were lyzed in 500 pl of HNTG buffer (20 mM HEPES, pH
7.9, 150 mM NacCl, 1% Triton X-100, 10% Glycerol, ] mM
MgCl,, | mM EGTA) containing protease inhibitor cock-
tail (Roche) and incubated for 20 min at 4°C. Alternatively,
T-Rex stable cell lines were treated with doxycycline to in-
duce expression of the Flag-TRBP or Flag-RPAP3 proteins.
Cellular debris were removed by centrifugation for 10 min
at 9000 x g. Extracts were incubated on G-beads (Ther-
moFisher Scientific) coupled to 10 pg of anti-V5 or anti-
Flag antibodies for 2 h at 4°C. For control IP, beads with-
out antibodies were used. If necessary, extract was incu-
bated with 15 pg of RNAse A (ThermoFisher Scientific).
Beads were then washed three times with ice-cold HNTG
before being resuspended in 2x Laemmli buffer. Inputs and
pellets were loaded on 12% SDS-PAGE and transferred to
ethanol-activated PVDF membrane (Protean Amersham).
Membranes were blocked with 5% non fat dry milk in PBST
(0.1% Tween-20 in PBS) and incubated with V5 or anti-
RPAP3 primary antibody diluted in 5% non fat dry milk fol-
lowed by incubation with secondary antibody conjugated to
HRP. Enzymatic activity was detected using the ECL prime
kit (Amersham).
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Luciferase assays

HEK-293T cells were grown on 96-well plates and co-
transfected with 95 ng of plasmid expressing a HA-Tag Re-
nilla Luciferase (RL) in fusion with the protein of interest,
and 5 ng of plasmid coding for the Firefly Luciferase alone
(FL) with 0.3 pl of JetPrime (Ozyme). After 48 h, cells were
extracted in 50 wl of ice-cold 1x HNTG buffer containing
protease inhibitor cocktail (Roche) and incubated at 4°C
for 15min. RL and FL activities were measured on 96-well
plates using 2 wl of cell extract containing 8 wl of 1 x PLB
(Promega) and the Dual Luciferase Assay Kit (Promega).
Values obtained for RL were normalized to FL values. Ex-
periments were done at least in triplicate. For geldanamycin
(GA) experiments, drug was added 16 h before extraction to
a final concentration of 2 WM.

LUMIER IP

HEK-293T cells were grown in 24-well plates and co-
transfected with 450 ng of the RL fusion and 50 ng of the
3x FLAG-FL fusion. After 48 h, cells were extracted in 500
wl of ice-cold HNTG containing protease inhibitor cock-
tail (Roche), incubated for 15 min at 4 °C and spun down at
4°C at 20 000 x g for 15min. 100 wl of the extract were
dispatched in two wells in a 96-well plate, with one well
being coated with anti-FLAG antibody (10 pg/ml in 1x
PBS, F1804 Sigma Aldrich), and one control well without
antibodies. Plates were incubated for 3 h at 4°C, and then
washed 5 times with 300 wl of ice-cold HNTG, for 10 min
at 4°C for each wash. After the last wash, 10 pl of 1x PLB
(Promega) was added in each well. To measure the input,
2 pl of extract and 8 pl of 1x PLB were mixed in new
wells. Plates were then incubated for 5 min at room tem-
perature, and FL and RL Luciferase activities were mea-
sured in IP and input wells, using the Dual Luciferase Kit
(Promega). Experiments were done at least in triplicate. Co-
IP efficiency was defined as the RL/FL ratio in the pellet,
divided by the RL/FL ratio in the input. Unless stated oth-
erwise, statistical significance was evaluated using Z-test as-
saying whether the co-IP efficiency in the anti-FLAG IP was
>11 times higher than the mean values obtained in the con-
trol IP, done without antibodies.

Let-7 reporter assay

HCT-116 OsTIR1 WT cells and HCT-116 ostir] RPAP3-
AID* were grown in 24-well plates and treated 24 h later
with 500 wM of TAA 6 h prior to co-transfection with 50 ng
of pRL-3xBulge (51) (Let7 WT) or pRL-3xBulgeMut (Let7
Mut), 50 ng of FL and 400 ng of L30 Myc PHAX as DNA
carrier. After 48 h, cells were extracted in 500 wl of ice-cold
1x HNTG containing protease inhibitor cocktail (Roche),
incubated for 15 min at 4°C and spun down at 4°C at 20
000 x g for 15 min. Cells were next frozen at —20°C. RL
and FL activities were measured in 96-well plates using 2 .l
of cell extract containing 8 wl of 1x PLB (Promega) using
the Dual Luciferase Assay Kit (Promega) (52). Values ob-
tained for RL were normalized to FL values. Experiments
were done in triplicate.
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Stem-loop RT-qPCR

Total RNAs were extracted using TRIzol and were quan-
tified using a nanodrop 2000. DNase step was performed
on 1 pg of RNA for 30 min at 37°C using RQ1 DNase in
a 10 pl final volume. The reaction was stopped by adding
1 pl of RQI stop buffer for 5 min at 65°C. Then, 20 or
200 ng of RNA were reverse transcribed using the Taq-
man miRNA Reverse Transcription Kit (ThermoFischer
reference 000377) or using the pri-miRNA kit (ThermoFis-
cher reference Hs03302533), respectively. cDNAs were di-
luted two times in water and RNA expression level was as-
sessed by real time quantitative PCR (RT-qPCR) using the
corresponding Tagman probes and ViiA-7 Real-Time PCR
system (Applied Biosystems). RNA levels were normalized
against U6 snRNA as a reference gene (ThermoFischer ref-
erence 001973), and fold change expression of mature Let7
and pri-Let7 after RPAP3 depletion were calculated using
the AACr method.

Nuclear magnetic resonance

A perdeuterated 3C/PN labeled sample of the complex
between RPAP3-TPR1 (i.e. fragment 133-155 of human
RPAP3) and TRBP-dsRBD3 (i.e. fragment 262-366 of hu-
man TRBP) was prepared as the X-ray sample, except that
bacteria were initially grown in a minimal M9 medium sup-
plemented with '*C-D6-glucose, >’N ammonium chloride
and 50% D;O. The final sample was concentrated at 1 mM
in 10 mM NaPi, 150 mM NaCl, 5 mM 2H DTT and is stable
for about 2 days.

'H->N HSQC, HNCO, HNCA, HNCACB, CBCA-
CONH and a '"H-">’N NOESY-HSQC (with a mixing time
of 120 ms) spectra were recorded at 303 K on 600 and
950 MHz spectrometers equipped with cryoprobes. Assign-
ment of backbone resonances was performed with CARA
(53). The chemical shift data were derived into secondary
structures using TALOS+ (54). Free and TRBP-dsRBD3
bound states of RPAP3-TRP1 were compared using a pre-
vious assignment performed in the same experimental con-
ditions (BMRB entryl19758, (42) and a composite 'H-
SN chemical shift calculated for each residue as follow:
A§ = \/(31 Heree — 8! I_Ibound)z + 0'1(5151\7&66 - SlsNbound)z .
The assignment of the free RPAP3-TPR1 was obtained us-
ing a protein fragment holding four non-native residues lo-
cated at its N-terminal position. To avoid a bias on chem-
ical shift perturbations generated by this difference in the
primary structure, residues in proximity of the N-terminal
tail of RPAP3-TPR1 were discarded from the analysis. The
residues in RPAP3-TPR1 with a A8 value superior to the
centile 80 value were considered as significantly perturbed
upon binding of TRBP-dsRBD3.

Protein crystallization, X-ray data collection and structure
determination

Crystallization and X-ray data collection. Crystals of the
complex between RPAP3 (residues 133-255) and TRBP
(residues 262-366) were grown by vapor diffusion in hang-
ing drops. Drops were made at 293 K by mixing 2 .l of the
protein solution at 11 mg/ml and 2 wl of a reservoir solution

Table 1. Crystallographic data collection and refinement statistics.

Data collection

Space group . P21212 .
Cell parameters a=398A,b=158.1A,c=327A
Wavelength (A) 1.033

Resolution (A) 50.0-1.49

Ry (%0)™P 5.9 (27.9)
Completeness (%)* 99.0 (94.1)

<I/o()>? 18.6 (5.1)
Multiplicity® 6.2 (6.3)

Refinement

Resolution (A) 40.0-1.49

No. reflections 31848

No. free reflections 1353

Reactor(70)° 17.8

Riee (0 211

r.m.s.d. Bonds (A) 0.021

r.m.s.d. Angles (°) 2.054

Mean B value (A2) 16.1

No. of protein atoms 1701

#Number in parentheses corresponds to the last resolution shell 1.49-1.59
A.

Rym = ZIl-<I>1/Z1

chzlctor = EllFobsl' |Fcalc”/Z|Fobs|

dFor Rpyee calculation, 4% of data were selected.

containing 18% (w/v) PEG 3,350 and 8% (v/v) Tacsimate™
at pH 6.0. Crystals belong to space group P2;2;2 with unit-
cell parametersa =39.8 A, b =158.1 Aand ¢ = 32.7 A. As-
suming one heterodimer in the asymmetric unit, the pack-
ing density 7y is 2.00 A3>.Da! and the solvent content is
38.4%. Crystals were flash frozen in liquid nitrogen in the
mother liquor with addition of 25% glycerol as cryoprotec-
tant. A native data set at 1.49 A resolution was collected
at 100 K on beamline ID29 at the European Synchrotron
Radiation Facility (ESRF, Grenoble), with incident radia-
tion at a wavelength of 1.033 A and a crystal-to-detector
distance of 207 mm. Diffraction spots were recorded on
a Pilatus 6M-F detector with a 0.1° oscillation and a 0.04
second exposure per image. Data were indexed and scaled
using XDS (55) and indexed intensities were converted to
structure factors using TRUNCATE in the CCP4 suite (56)
without any o cut-off.

Crystal structure determination. — The crystal structure of
the RPAP3:TRBP complex was solved by molecular re-
placement with the program PHASER (57) using the co-
ordinates of RPAP3 from the crystal structure of RPAP3
bound to a HSP90 peptide ((38); PDB 4CGV) and the coor-
dinates of TRBP bound to Dicer ((10); PDB4WYQ). A sin-
gle solution was obtained with LLG = 795 and TFZ = 18.2.
Building of the model was performed using Coot (58), and
the refinement of the crystal structure was performed in
the range 40-1.49 A using REFMACS (59). A total of 4%
of the native data were selected for Ry, calculations. The
model was refined to the final Rpcior 0f 17.8% and Rpee of
21.1% (Table 1) and includes residues 133-249 of RPAP3,
residues 263-365 of TRBP and 243 water molecules. Be-
cause of the lack of density, residues 250-265 of RPAP3
and residues 262 and 366 of TRBP were not built. They
were probably too flexible in the complex to generate a clear
electron density. Coordinates of the RPAP3:TRBP struc-
ture have been deposited in the Protein Data Bank (acces-



sion number 6ZBK). Over 97% of the residues were within
the most favored regions, and no residue was within the
disallowed regions in a Ramachandran plot, as defined by
PROCHECK (60). Averaged B factors were of 15.3 A2 for
the protein atoms, 26.5 A? for water molecules and 16.7 A?
for the whole structure. Figures were prepared using Py-
MOL (The PyMOL Molecular Graphics System, Version
1.8 Schrodinger, LLC).

RESULTS

Human TRBP interacts with RPAP3 in vitro and in human
cells

To determine whether the R2TP complex might be linked to
miRNP or RISC assembly, and to identify putatively novel
protein/protein interactions between co-chaperones and
components of the miRNA biogenesis machinery, we per-
formed a candidate-based yeast two-hybrid (Y2H) screen in
S. cerevisiae. Interestingly, we found that RPAP3, a mem-
ber of the R2TP complex, efficiently associated with TRBP,
one of the two cofactors of Dicer (Figure 1A, left and mid-
dle panels, Supplementary Figure Sla,b) (12), but not with
PACT, despite a similar overall structural organization (Fig-
ure 1A, right panel, Supplementary Figure S1 b-f). The
association between RPAP3 and TRBP appeared rather
strong, as diploid cells grew at a concentration of 3-AT up to
40 mM, which is comparable to the positive control associ-
ation between Dicer and TRBP (Figure 1A, left and middle
panels). As interactions detected by Y2H assays might be
mediated by additional factors, we performed co-expression
and co-purification experiments in E. coli to test whether
the TRBP:RPAP3 interaction was direct (Figure 1B, Sup-
plementary Figure S2 a,b). At low salt conditions (50 mM
NacCl), RPAP3 co-purified with a Hiss-tagged version of
TRBP on TALON cobalt beads (Figure 1B, LS). Addi-
tionally, using in vitro assays with purified recombinant
proteins and purification on glutathione beads, the Hise-
tagged TRBP protein co-purified with GST (glutathione-S-
transferase)-tagged RPAP3, but not with GST alone (Sup-
plementary Figure S3a, compare lanes 4 and 3). Because we
validated these interactions using recombinant proteins ex-
pressed in E. coli, we additionally validated the interaction
between RPAP3 and TRBP by co-immunoprecipitation in
human embryonic kidney cells. We observed that TRBP
and RPAP3 co-immunoprecipitated using a doxycycline in-
ducible HEK293 T-Rex cell line endogenously expressing
a flagged-RPAP3 (Figure 1C, lane 6), as well as using a
transiently expressed V5 tagged-TRBP, even in cell lysates
treated with RNase A, suggesting that the interaction was
not mediated by RNA (Supplementary Figure S3b, lanes
2 and 4, respectively). Finally, we validated the interaction
of both endogenous TRBP and RPAP3 in cellulo using a
proximity ligation (Duolink) assay in HeLa cells (Figure
1D, RPAP3: TRBP/PLA and merge; Supplementary Figure
S3c). Based on the overall data, we concluded that RPAP3
directly interacts with TRBP, both in vitro and in cellulo.

The TPR1 domain of RPAP3 binds the non-canonical type B
dsRBD (dsRBD3) of TRBP

To define the domain of RPAP3 that mediates the inter-
action with TRBP, we performed co-expression and co-
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purification experiments in E. coli and Y2H assays in S.
cerevisiae, using different protein sub-domains (61,62) (Fig-
ure 2 and Supplementary Figure S4). In metazoan, RPAP3
contains two tetratricopeptide (TPR) domains, each com-
posed of 3 TPR motifs and a capping helix at the C-
terminal end (42,63) (Figure 2A). Two highly soluble TPR
domains have been defined in RPAP3, the TPR1 encom-
passing residues 133 to 255 and the TPR2 including residues
281 to 396. On the other hand, TRBP folds into 3 evolu-
tionary conserved dsRBDs (11). The two N-terminal ones
mediate dSRNAs binding (residues 18-99 and 157-228, re-
spectively (64,65), while the C-terminal one mediates the
interaction with Dicer (residues 262-366; Figure 2A). By
using co-expression and co-purification assays (Figure 2B)
and yeast two-hybrid assays (Figure 2C, left panel, Supple-
mentary Figure S4a), we found that the TPR1 domain of
RPAP3 is both necessary and sufficient for TRBP binding
(lanes c, g, i, m and o in Figure 2B; RPAP3 133-255 in Fig-
ure 2C). Surprisingly, this is not the case for the TPR2 do-
main, despite its strong homology with the TPR1 (lanes q,
r, s and t in Figure 2B; RPAP3 281-396 in Figure 2C). No-
ticeably, interactions were always detected only in low salt
condition and some interactions were not detected when
Hisg-tag was fused to the second partner (lanes a, b, e; f,
k and I in Figure 2B). Next, we used a similar strategy to
define the region of TRBP required for RPAP3 binding. We
found that the dsSRBD3 domain (262-366) of TRBP (Fig-
ure 2D right panel, Supplementary Figure S4b), but not the
dsRBDI1 and dsRBD2 domains (Figure 2D, left and mid-
dle panels, Supplementary Figure S4 b), interacted with the
TPR1 domain of RPAP3, which was confirmed using Y2H
assay (Figure 2C right, Supplementary Figure S4a).

Finally, to define more precisely the RPAP3-binding site
in the TRBP dsRBD3, we performed similar experiments
with shorter TRBP fragments (Supplementary Figure S4c).
Collectively, these experiments revealed that the TRBP
dsRBD3 C-terminal part, residues 293-366, was sufficient
for RPAP3 binding. We concluded that the RPAP3 TPR1
domain interacts directly with the TRBP dsRBD3, and
more precisely with its region spanning amino acids 293—
366.

The TRBP:RPAP3 and the TRBP:Dicer interactions are mu-
tually exclusive

The dsRBD3 domain of TRBP was shown to be the do-
main involved in the interaction with Dicer (10,11,64,66).
Therefore, to assess whether a ternary complex containing
Dicer, TRBP and RPAP3 could be formed, we performed
simultaneous co-expression experiments in E. coli of the
three protein minimal subdomains involved in the respec-
tive interactions (Figure 3). We found that both the TPR1
domain of RPAP3 and the 256-595 domain of Dicer co-
purified with a Hisg-tagged version of TRBP dsRBD3 on
TALON® beads (Figure 3A, beads). However, when the
eluate was loaded onto a gel filtration column, the elu-
tion profile clearly showed two distinct peaks correspond-
ing to TRBP:RPAP3 and TRBP:Dicer sub-complexes, re-
spectively (Figure 3B,C, Supplementary Figure S4d). This
indicated that the dSRBD3 of TRBP could not interact si-
multancously with Dicer and RPAP3, probably due to steric
constrains as the same domain of TRBP seems to be in-
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3-amino-triazol (3-AT) from 0 to 40 mM. (B) Co-expression and co-purification experiments in Escherichia coli. RPAP3 co-purified with a hexa-histidine
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Nacl), but not in high-salt conditions (HS, 500 mM NacCl). Individual protein expression control experiments for both untagged TRBP or RPAP3 proteins
are shown in Supplementary Figure S2a. (C) Co-immunoprecipitation experiments performed in the T-Rex HEK293 cell line expressing a flagged version
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(PLA) reveals a close proximity of the endogenous TRBP and RPAP3 proteins in favor of their direct interaction, as each dot in the RPAP3:TRBP/PLA
or merge reveals a RPAP3:TRBP association. Nuclei were stained using DAPI, and cytoplasmatic actin using Alexa Fluor 546. Scale bar is 30 pm. See
Materials and Methods for details.
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Figure 2. Identification of the protein subdomains involved in the interaction. (A) Representation of the subdomains of TRBP and RPAP3 as predicted
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and co-purification experiments in E. coli performed with RPAP3, TRBP and their subdomains. For each protein pair, the first protein name on top of
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interactions are highlighted with red squares. (C) Two-hybrid screens performed in the yeast S. cerevisiae on TRBP, RPAP3 and their subdomains. The
TRBP:Dicer interaction was used as a positive control. pAS2 and pACT?2 plasmids respectively enable expression of a protein fusion with the DNA binding
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volved in both interactions. Interestingly, a major part of
TRBP is found with RPAP3 in the main peak and only a
minor part with Dicer. This could suggest that the affin-
ity of the dsRBD3 of TRBP is higher to RPAP3 than for
Dicer.

Structure of the human RPAP3:TRBP complex

In order to highlight the structural features of the interac-
tion between the TPR1 domain of RPAP3 and the dSRBD3
of TRBP, we crystallized the heterodimer and collected X-
ray diffraction data at 1.49 A resolution (Figure 4 and Table
1; see Materials and Methods). The RPAP3 core (residues
133-249) consists of seven a-helices arranged in a repeating
antiparallel right-handed helix topology and was already
described as a TPR (tetratricopeptide repeat) domain in the
crystal structure of RPAP3 bound to the C-terminal tail
peptide (SRMEEVD) of HSP90 (38,40,42) (Supplementary
Figure S5a, in blue). On the other hand, the TRBP struc-
ture (residues 262-366) contains a o/ sandwich (residues
289-366) typical of a dsRBD fold (Supplementary Figure
S5b, in purple), with three B-strands (31, B2, and B3) and
two a-helices (H4 and HY), as already described (10). Inter-
estingly, the crystal structure of RPAP3 (residues 133-249)
bound to TRBP is similar to that of RPAP3 bound to the
C-terminal tail peptide (SRMEEVD) of HSP90 (38,40,42),

Supplementary Figure S5a, in green. Similarly, the dsSRBD
core of TRBP bound to RPAP3 is structurally similar to
the dsSRBD domain of TRBP in complex with Dicer (10)
(Supplementary Figure S5b, in orange). These observations
suggest that no significant conformational modification oc-
curs on neither protein upon binding to each other. Inter-
estingly, however, an N-terminal extension (residues 262—
288) beyond the canonical dSRBD domain of TRBP is ob-
served in the crystal structure of the RPAP3:TRBP com-
plex and consists of 3 helices H1, H2 and H3 (Supplemen-
tary Figure S5b, in orange, and Supplementary Figure S5
¢). This N-terminal extension was shown to be partially dis-
ordered in the crystal structure of TRBP bound to Dicer
(10) (see supplementary materials for a detailed structural
description).

As suspected from our co-expression and gel filtration ex-
perimental results (Figure 3), the crystal structure revealed
that the protein interface involves the second a-helix HS
as well as B-strands 32 and B3 of the dSRBD3 of TRBP
(Figure 4A). We confirmed these data using solution-state
NMR spectroscopy. We assigned backbone resonances of
the RPAP3-TPR1:TRPB-dsRBD3 complex and, thanks to
TALOS-N calculations, we showed that the two partners
fold similarly in solution and in the crystal (Supplementary
Figure S6). Then, we measured chemical shift perturbations
of backbone amide groups in RPAP3-TPR1 upon binding
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Figure 4. Crystal structures of the TRBP:RPAP3 complex. (A) Ribbon representation of the X-ray crystallographic structure of the TPR1 domain of
RPAP3 and the dsRBD3 of TRBP at 1.49 A resolution. RPAP3 (residues 133-249) and TRBP (residues 263-365) are drawn in green and orange, respec-
tively. (B) Ribbon representations of our crystal structure (left) and the one published by Wilson et al. (10) (right) confirm that TRBP shares the same

binding interface for its interaction with either Dicer or RPAP3.

of TRBP-dsRBD3 (Figure 5A,B). This NMR mapping re-
vealed that major perturbations are observed in helices a2
and a4 of RPAP3-TPR1, in accordance with the binding in-
terface observed in the X-ray structure. Since these helices
are also involved in the interaction with Dicer (10), this con-
firmed that the TRBP interaction with RPAP3 or Dicer are
mutually exclusive in solution, even if Dicer and RPAP3 do
not share any overall structure similarities (Figure 4B).

In contrast, binding of RPAP3 to TRBP involves the
convex surface, i.e., the opposite face of the TPR domain
compared to that involved in HSP90 binding, suggest-
ing that HSP90 binding should not be altered by TRBP

binding (a detailed structural description is available in
the Supplementary Materials section). Superimposition of
the RPAP3:TRBP structure with the structure of RPAP3
(TPR1) bound to the C-terminal tail peptide (SRMEEVD)
of HSP90 (38,40) indeed shows that the RPAP3 surface
binding to the HSP90-tail peptide is far away from the
RPAP3:TRBP interface (Figure 5C). We hypothesized that
binding of TRBP to RPAP3 should not prevent the recruit-
ment of HSP90 and HSP70 by the R2TP complex. Co-
expression and co-purification experiments in E. coli of dif-
ferent domains of RPAP3, TRBP (262-366) and HSP70/90
revealed co-elution of the 3 partners (Figure 5D).
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Identification of key residues involved in the interaction be-
tween RPAP3 and TRBP

Based on the crystal structure of the interface between
human TRBP and RPAP3, we performed a mutational
analysis and tested the TRBP:RPAP3 interaction by co-
expression and co-purification experiments in E. coli
and co-immunoprecipitation assays. We substituted several
residues within the TPR1 domain of RPAP3 with alanine
(Supplementary Table S1). Some of the mutated proteins,
e.g. RPAP3 L192A (Supplementary Figure S7a), were ex-
pressed at low levels in E. coli, suggesting that the muta-
tions affected the folding and/or stability/solubility of the
protein (data not shown). Then, by inspection of the con-
served inter-protein polar contacts involving side chains,
we identified three possible important intermolecular in-
teractions in the RPAP3:TRBP complex, namely residues
D150 (RPAP3) with S320 (TRBP), T157 (RPAP3) with
R354 (TRBP) and D161 (RPAP3) with Q357 (TRBP) (hy-
drogen bonds) (Figure 6 and Supplementary Figure S7).
In agreement with these structural data, individual muta-
tions of all these residues except for S320A (TRBP)/D150A
(RPAP3) (Supplementary Figure S7b), destabilized the
RPAP3:TRBP interaction. Interestingly, the point muta-

tion V185A on RPAP3 had a drastic effect on TRBP bind-
ing without affecting protein solubility, showing that this
residue is crucial for the interaction as assumed from the
structure of the complex (Supplementary Figure S7c). Next,
we tested the interactions in human cells using IP-LUMIER
experiments. The mutation of D161A on RPAP3, which was
found hydrogen bonded to Q357 in TRBP, disrupted the
complex (Figure 6A). This pair of residues was particularly
interesting as mutant Q357A in TRBP also disrupted its in-
teraction with RPAP3, but not with Dicer, as revealed by
IP-LUMIER experiments (Figure 6B,C), while TRBP mu-
tant R354E failed to interact both with RPAP3 and Dicer
(data not shown). This mutagenesis analysis thus identifies
a residue of TRBP whose mutation selectively affects bind-
ing to RPAP3 but not Dicer. Interestingly, this D161 amino
acid is substituted by A310 in the TPR2 of RPAP3, which
could explain why TRBP does not bind this second TPR
domain.

TRBP, Dicer and AGOs require HSP90 activity

We showed that TRBP, RPAP3 and HSP90 co-eluted after
co-expression and co-purification experiments (Figure 5).
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In order to investigate the possible involvement of the en-
tire R2TP complex rather than RPAP3 alone, we veri-
fied whether TRBP was able to co-precipitate R2TP core
proteins other than RPAP3, using a transiently expressed
V5 tagged-TRBP. We observed that all the R2TP pro-
teins, namely PIHID1 and RUVBL1/2 were efficiently co-
precipitated by V5-TRBP (Figure 7A, lane 4, V5) and not
in the control without antibody (Figure 7A, lane 4, CT),
whereas we did not detect TRBP interactions with PIH1D1
or the RUVBLI1/2 proteins in our initial candidate-based
yeast two-hybrid screen. This may be explained by an indi-
rect interaction mediated by RPAP3, and indeed most in-
teractions were lost when we used TRBP mutant R354E,
defective for RPAP3 binding (Figure 7A, lane 6). How-
ever, even when the interaction with RPAP3 was not de-

tectable, TRBP could still co-precipitate RUVBL2 (Figure
7A, lane 6, V5), indicating a possible direct connection be-
tween TRBP and RUVBL2.

Finally, in order to determine whether TRBP, Dicer or
AGO1/2 proteins could be clients of the HSP90/R2TP
chaperoning system, we tested their stability after HSP90
inhibition with Geldanamycin, a drug often leading to
HSP90 client destabilization (24,28). To this end, we trans-
fected plasmids expressing each of these proteins fused to
the Renilla Luciferase (RL) together with a Firefly Lu-
ciferase (FL) control vector (Figure 7B). Remarkably, with
the exception of Renilla Luciferase and two unrelated con-
trol proteins mPHAX and CSRP2 (67,68), all proteins
were sensitive to Geldanamycin, revealing the importance
of HSPY0 for their stability, as was previously shown for
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AGO?2 (17,18). Interestingly, the mutant of TRBP that does
not bind RPAP3 (TRBP Q357A) was even more affected by
Geldanamycin treatment, which suggests a stabilizing role
for RPAP3 on TRBP when HSP90 is inhibited.

RPAP3 contributes to miRNA-dependent regulation

Inhibition of HSP90, using Geldanamycin for example, was
shown to reduce miRNA and siRNA mediated gene silenc-
ing (17,18). Here, in order to study the direct influence of
RPAP3, rather than HSP90, on miRNA activity, we inves-
tigated the effects of RPAP3 depletion using a miRNA re-
porter. This reporter encodes Renilla Luciferase (RL) with
three bulged binding sites for Let7 miRNA in its 3’-UTR
(RL-Let7 WT), with Renilla Luciferase expression levels be-
ing inversely proportional to the levels of the Let7 miRNA
(51,69). To perform these experiments, we also developed
the HCT-116 OsTIRI1 cell line carrying a homozygous in-
sertion of an Auxin Inducible Degron in RPAP3 (RPAP3-
AID*; see Materials and Methods, Supplementary Figure
S8), enabling depletion of RPAP3 upon Auxin induction
(Figure 7D, Supplementary Figure S8). As compared to a
control reporter carrying point mutations in the Let7 bind-
ing sites (RL-Let7 mut), which was expressed at the same
levels in both cell lines, we observed that the RL-Let7 WT
reporter was repressed by about 30% in RPAP3 depleted
cells (HCT-116 OsTIR1 RPAP3-AID*), while in our con-
ditions, it was barely repressed by Let7 in wild-type HCT-
116 cells. This is likely due to an excess of the reporter
mRNA with regard to the low levels of Let7 in HCT-116
cells (70) (Figure 7C,D). This reflected a slightly increased
miRNA activity in the absence of RPAP3, indicating that
RPAP3, and by extension R2TP, could have a negative ef-
fect on miRNA function. Because the interaction of RPAP3
with TRBP is mutually exclusive from the interaction of
TRBP with Dicer, this suggests that RPAP3 may sequester
TRBP away from Dicer, thus affecting miRNA maturation
and/or subsequent activity (Figure 8). Therefore, we moni-
tored Let7 levels in both control and RPAP3 depleted cells
(Figure 7E). While we observe a 30 and 40% decrease in ma-
ture Let7 and pri-Let7 levels, respectively, when RPAP3 is
depleted (Figure 7E, left and middle panels, compare auxin-
treated HCT-116 OsTIR1 RPAP3-AID* with auxin-treated
HCT-116 OsTIR1 cells), the ratio of Let7/pri-Let7 shows a
20% increase in mature Let7 production in the RPAP3 de-
pleted cells (Figure 7E, right panel, Let7/pri-Let7), suggest-
ing an increased processing in the absence of RPAP3.

DISCUSSION
RPAP3 binds to TRBP using the same surface as Dicer

Our work identified a yet undescribed direct interaction
between RPAP3, a core component of the HSP90/R2TP
chaperone system, and TRBP, which, among other func-
tions, is one of two alternative Dicer cofactors. We also
showed that RPAP3 and Dicer use the same surface of
TRBP for binding and thus that the two interactions
were mutually exclusive (Figure 4). This was surprising,
as there is no significant similarity between RPAP3 and
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Dicer, neither at the sequence, nor at the secondary struc-
ture, levels. For deeper comparison, we superimposed the
RPAP3:TRBP and Dicer:TRBP 3D structures using only
atoms from TRBP. As expected, the overall 3D structures
of RPAP3 and Dicer do not superimpose to each other and
the superimposition revealed no significant conformational
modifications of TRBP whether it binds to RPAP3 or to
Dicer (Supplementary Figure S5). However, a detailed anal-
ysis of both interactions revealed that the central parts of
a-helixes a4 from RPAP3 and Dicer are located at the same
position on the surface of TRBP (Supplementary Figure
S9 a,b). Thus, despite very different overall 3D structures,
RPAP3 and Dicer share a similar binding site at the TRBP
surface and display a a-helix (named a4 in both proteins)
that allows equivalent interactions in both RPAP3:TRBP
and Dicer:TRBP complexes. This helix could thus be the
key determinant for other uninvestigated protein recruit-
ments by TRBP.

RPAP3 does not interact with PACT unlike Dicer

Dicer can associate with either TRBP or PACT and the
Dicer:TRBP and Dicer:PACT complexes selectively con-
tribute to miRNA length and strand selection in mam-
malian cells. Indeed, TRBP and PACT differentially af-
fect dsSRNA structure and orientation on Dicer, resulting
in different Dicer pre-miRNAs processing activities (10,12).
PACT and TRBP are paralogs and their structural orga-
nization are very similar. Indeed, TRBP and PACT bind
Dicer in a similar manner and their interactions are mu-
tually exclusive (10). As shown above, RPAP3 share some
common structural features with Dicer that allow the bind-
ing to TRBP. Our candidate-based yeast-two hybrid screen
(Figure 1A) completed by co-expression and co-purification
assays in E. coli revealed no interaction between RPAP3
and PACT (Supplementary Figure S1d—f). This is surpris-
ing based on the high amino-acid sequence identity be-
tween the third dsSRBD of PACT and its homologous se-
quence in TRBP (55%). Sequence alignment (Supplemen-
tary Figure S9c) reveals that six over nine residues involved
in the RPAP3:TRBP interface are strictly conserved be-
tween PACT and TRBP. Only residues S320, R353 and
R354 in TRBP are substituted for N, H and N in PACT, re-
spectively. As shown above in the RPAP3: TRBP complex,
the side chain of S320 of TRBP forms a hydrogen-bond with
the side-chain of D150 in RPAP3 (Supplementary Figure
S7b). Substitution of S320 in TRBP for N in PACT does not
abolish possible hydrogen-bond formation. On the other
hand, the positively charged residues R353 and R354 form-
ing ionic interactions at the RPAP3:TRBP interface (Figure
6A) are also respectively substituted for H and N in PACT,
abolishing the possibility to form salt bridges. Moreover,
residue R354 in TRBP is crucial for binding to both RPAP3
and Dicer. Indeed, the R354E mutation disrupts both com-
plexes. Noticeably, the TRBP variant Q357A still interacts
with Dicer while it no longer binds RPAP3. Thus, Dicer can
bind wild-type TRBP, TRBP Q357A but not TRBP R354E.
However, Dicer is able to bind to PACT where R354 is sub-
stituted for N as compared to TRBP. On the other hand,
RPAP3 binds wild-type TRBP but not the variants R354E,
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Q357A and does not bind PACT at all. Altogether, this
suggests that substitution of R354 for N in PACT (N301)
may be a key point to explain why TRBP binds RPAP3 but
PACT does not. Another explanation could be the fact that
PACT homodimerizes through its dsSRBD3 more strongly
than TRBP does, which we observed by NMR and na-
tive mass spectrometry (data not shown), thus preventing
RPAP3 binding (64).

The mutually exclusive interaction we have described
here, between TRBP and RPAP3 versus TRBP and Dicer,
associated with the absence of interaction between RPAP3
and PACT, could reveal a putative regulation mechanism
of Dicer activity. Indeed, the final processing step of pre-
miRNAs by Dicer in the cytoplasm is crucial to generate
the proper miRNA ends and thus to specify its mRNA
binding properties. PACT and TRBP, the two Dicer part-
ners, have distinct effects on Dicer-mediated dsSRNA pro-
cessing (10,13,65). RNAs processed from long dsRNAs are
for example not loaded by PACT, while TRBP handles
both pre-miRNA and long dsRNAs. It was also shown
that Dicer differentially generated isomiRs depending on
its association to TRBP, PACT or none of them (10). Reg-
ulation of TRBP binding to Dicer by sequestration by
RPAP3 could therefore introduce new biases in miRNA
processing, and subsequently mRNA target specificity
(Figure 8).

HSP90 controls TRBP and Dicer stabilities, while RPAP3
impedes miRNA processing

We showed that RPAP3, the HSC70/HSP90 chaperones
and TRBP co-eluted in co-expression and co-purification
experiments (Figure 5). Also, TRBP, probably via RPAP3,
co-precipitates all members of the R2TP complex (Figure
7A). Additionally, TRBP and Dicer stabilities decrease in
the presence of Geldanamycin, an inhibitor of HSP90, likely
leading to reduced miRNA levels (Figure 7B). This is rem-
iniscent of the observation that the activity and localiza-
tion of AGO2 was previously shown to be dependent on
HSP90 (17,18). Finally, we showed that the interactions be-

tween TRBP and RPAP3, and between TRBP and Dicer,
were mutually exclusive and that depletion of RPAP3 was
leading to a 30% increase of Let7 activity (Figure 7C). This
suggests a mechanism by which RPAP3 and R2TP could
negatively regulate miRNA activity by sequestering TRBP
away from Dicer (see model in Figure 8). Consistent with
this possibility, we observed that the processing of mature
Let7 increased by ~20% in the absence of RPAP3 (Figure
7E, right panel: Let7/pri-Let7 ratios), which is compatible
with the 30% increase of Luciferase repression we observed.
However, in RPAP3 depleted cells, we observed overall de-
creased levels of both mature and pri-Let7 miRNAs (Figure
7E, left and middle panels). This observation suggests that
mature Let7 miRNA generated in the absence of RPAP3
is more potent to repress translation of the reporter. This
could be due to different mechanisms, such as generation
of alternative Let7 (isomiRs) with or without RPAP3, with
altered specificity for the target sequence, or by regulating
the loading of the processed miRNA on RISC. Additional
experiments will be required to determine the precise mech-
anism of action of RPAP3 on miRNA metabolism. Also,
the effects of RPAP3 and of the R2TP complex on endoge-
nous miRNA targets, e.g. Let7 targets, remain to be demon-
strated.

Interestingly, the effect of depleting RPAP3 is opposite
from what is observed when HSP90 is inhibited (17,18):
RPAP3 seems to repress miRINA activity while HSP90 facil-
itates it. This likely reflects two independent mechanisms: a
sequestration of TRBP by RPAP3, while TRBP is stabilized
by HSP90, as is AGO2 (Figure 8). Interestingly, as already
described for the R2TP complex (71,72), this could sug-
gest an oncogenic function for RPAP3, which could regu-
late the activity of tumor suppressor miRNAs, such as Let7,
in colorectal cancer (70,73). Indeed, downregulation of Let7
has been reported in cells of colorectal cancer patients, to-
gether with upregulation of Let7 targets such as LIN28 or
HMGAZ2 (70), while high RPAP3 levels in tumors from pa-
tients are associated to bad prognosis (73), which is compat-
ible with the possible regulation model we propose. In the
future, it will be interesting to characterize in detail the ef-



fect of RPAP3 on the entire repertoire of miRNAs, isomiRs
generation, as well as on other dsSRNAs.
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