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ntangle direct and indirect effects
on (de)phosphorylation by chemical modulators of
the phosphatase PP1 in complex cellular contexts†

Bernhard Hoermann, ‡ab Eva-Maria Dürr, ‡ab Christina Ludwig, cd

Melda Ercanab and Maja Köhn *ab

Chemical activators and inhibitors are useful probes to identify substrates and downstream effects of

enzymes; however, due to the complex signaling environment within cells, it is challenging to distinguish

between direct and indirect effects. This is particularly the case for phosphorylation, where a single (de)

phosphorylation event can trigger rapid changes in many other phosphorylation sites. An additional

complication arises when a single catalytic entity, which acts in the form of many different holoenzymes

with different substrates, is activated or inhibited, as it is unclear which holoenzymes are affected, and in

turn which of their substrates are (de)phosphorylated. Direct target engaging MS-based technologies to

study targets of drugs do not address these challenges. Here, we tackle this by studying the modulation

of protein phosphatase-1 (PP1) activity by PP1-disrupting peptides (PDPs), as well as their selectivity

toward PP1, by using a combination of mass spectrometry-based experiments. By combining cellular

treatment with the PDP with in vitro dephosphorylation by the enzyme, we identify high confidence

substrate candidates and begin to separate direct and indirect effects. Together with experiments

analyzing which holoenzymes are particularly susceptible to this treatment, we obtain insights into the

effect of the modulator on the complex network of protein (de)phosphorylation. This strategy holds

promise for enhancing our understanding of PP1 in particular and, due to the broad applicability of the

workflow and the MS-based read-out, of chemical modulators with complex mode of action in general.
1 Introduction

Chemical modulators, in particular activators, of enzymes have
become of great interest to study the respective enzymes and to
target decreased enzymatic function in disease.1–5 Nevertheless,
activators are still rather rare, and enzyme activation can have
multiple downstream effects that are difficult to assess
comprehensively, complicating the interpretation of enzyme
activator treatments.6 This is particularly relevant when acti-
vating a ubiquitous enzyme such as protein phosphatase-1
(PP1), which has shown promise for alleviating cardiomyop-
athy phenotypes.5,7,8 PP1 counteracts hundreds of phospho-
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serine/threonine (pSer/pThr)-specic kinases selectively
through the formation of holoenzymes with more than 200
known regulatory interactors of protein phosphatase one (RIP-
POs) that regulate the localization and activity of the catalytic
subunit of PP1 (PP1c) (Fig. 1).9 This complex regulation makes it
difficult to assign substrates and thus, despite its ubiquity, less
than a hundred substrates of PP1 have been assigned.10 We
previously developed PP1-disrupting peptides (PDPs) that
release PP1c from holoenzymes that can then dephosphorylate
proximal substrates (Fig. 1).11,12 They were applied in end stage
heart failure tissue to alleviate cardiac arrythmia,5,7,8 and also as
bifunctional molecules, so-called phosphatase-recruiting
chimeras (PhoRCs), to recruit PP1 to an oncogenic kinase in
order to dephosphorylate and activate it.9,13 These PDPs contain
a so-called RVxF-motif (with x being any amino acid) that binds
to a groove on PP1c, with PDP1 containing only natural amino
acids and PDP-Nal including the unnatural amino acid naph-
thylalanine and an extended basic sequence for cellular stability
and uptake, respectively.11,12 They are selective toward PP1 over
other phosphatases of the same family, and the efficacy in
releasing PP1c from the holoenzyme depends on the binding
affinity of the RIPPO to PP1c, thus not all holoenzymes are
disrupted.11,14 Nevertheless, addressing the consequences of
PP1 activity modulation through this mechanism comes with
© 2024 The Author(s). Published by the Royal Society of Chemistry
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Fig. 1 PP1 holoenzyme formation gets disrupted by PDPs. RIPPOs can bind to the RVxF-binding site on PP1c and form holoenzymes that
modulate PP1c activity.9 PDPs (red) bind to the same RVxF-binding site and replace RIPPOs depending on their binding affinity to PP1c.11 The
PDP–PP1c complex can dephosphorylate nearby substrates.11,12
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several challenges: How can one distinguish direct versus indi-
rect dephosphorylation in intact cells since the timescale of
downstream dephosphorylation events is very fast, which
holoenzymes are disrupted, and does this disruption result only
in dephosphorylation or possibly in higher phosphorylation
levels if PP1c cannot nd the substrate without a RIPPO facili-
tating recognition? Mass spectrometry (MS)-based technologies
to study targets of drugs such as kinobeads,15 thermal proteome
proling (TPP),16 or the recent pH-dependent protein precipi-
tation (pHDPP) approach17 cannot address these complex
questions. This is because they identify the engaged targets,
such as enzymes, of the drugs by for example their binding and
stabilization, but they do not reveal the affected enzyme
substrates. To address these questions, here we developed
a combination of MS-based workows to study the effects of
PDP-Nal treatment at an early time point chosen to reduce
indirect and downstream effects that accumulate over time.
These approaches showed that the oncogenic protein URI1 (also
known as RMP) is one of the earliest RIPPOs to be displaced by
PDP-Nal, delivered a rich dataset of high condence direct PDP-
bound PP1 substrate candidates, and identied a new
substrate.

2 Results and discussion
2.1 PP1-disrupting peptides target PP1 in a highly selective
manner in intact cells

Previously, we found that neither protein phosphatase-2A
(PP2A) nor calcineurin (also known as PP2B or PP3) were
affected by PDPs.11,14 However, off-target binding to other
proteins also needs to be evaluated in an untargeted, proteome-
wide manner to understand PDP action in cells. To determine
how selective PDPs are in a cellular context, we performed
immunoprecipitation (IP) experiments in analogy to kinobeads
for kinases,15 and analyzed proteins bound to the active peptide
PDP1 as the canonical sequence11 and the inactive control
PDP1m. The control peptide PDP1m was used to ensure that
any observed changes are caused by the interaction between
active PDPs and PP1c rather than other proteins. While the
control peptide PDP1m lacks two amino acids within the RVxF
motif required for binding to PP1c (the sequence is RATA
instead of RVTF), both peptides share sequences of ten and
seven amino acids at the N- and C-terminus, respectively. These
sequences could in theory interact with other cellular proteins
© 2024 The Author(s). Published by the Royal Society of Chemistry
and lead to changes falsely attributed to PP1c, if only PDP1 and
a vehicle control were compared.

To perform the IP, we exploited the peptidic nature of PDPs
and tagged the 20-amino acid peptide PDP1 (RPKRKRKNARVT-
FAEAAEII) and its inactive counterpart PDP1m (RPKRKRKNAR-
ATAAEAAEII) with the uorescent protein mVenus.18 Sequences
encoding the two peptides were cloned into a pTriEx-mVenus
host vector and HeLa Kyoto cells were transfected transiently.
Aer 24 h, cells were lysed and proteins bound to mVenus-PDP1
or mVenus-PDP1m were identied using IP of mVenus with anti-
GFP beads followed by tryptic digestion and liquid chromatog-
raphy with tandem mass spectrometry (LC-MS/MS) using label-
free quantication (Fig. 2A).

Following normalization, ltering and imputation, a total of
1056 proteins were identied and compared between mVenus-
PDP1 and mVenus-PDP1m using a Student's t-test (ESI
Table 1†). Among the 1056 proteins only four proteins were
signicantly more enriched with mVenus-PDP1 compared to
mVenus-PDP1m conditions (Fig. 2B). These were found to be all
three isoforms of PP1c (PP1a, PP1b and PP1g, encoded by
PPP1CA, PPP1CB and PPP1CC, respectively) present in HeLa
Kyoto cells and PP1 regulatory subunit 7 (PPP1R7), also known
as ‘suppressor of Dis2 mutant 2’ (Sds22). While almost all
known PP1 regulatory subunits bind the catalytic core protein
PP1c through a combination of short linear motifs (SLiMs) sit-
uated in unstructured regions, with the vast majority utilizing
the RVxF-motif for one point of contact, Sds22 has previously
been identied to interact with PP1c through a larger structured
region independent of the RVxF motif.20,21 Therefore, Sds22
binding to PP1c at the same time as mVenus-PDP1 in our data is
consistent with the binding mode of Sds22.

The comparison between PDP1 and PDP1m showed
remarkable selectivity for PP1c for PDP1, highlighting the
specicity of the RVTF motif. We next analyzed the data with
regards to potential binding partners that bind the peptides
outside of this motif. Since PDP1 and PDP1m are identical in
those regions, any potential binding partner should also be
common to both peptides and would not appear different in
a comparison of the two. First, to separate proteins that bind to
mVenus and those that may bind to PDPs irrespective of the
RVTF or RATA sequence, we compared mVenus-PDP1(m) to
mVenus-control pulldowns using the same anti-GFP beads and
immunoprecipitation conditions (Fig. 3A). We also cross-
Chem. Sci., 2024, 15, 2792–2804 | 2793
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Fig. 2 Determination of PDP specificity. (A) Workflow to assess the
selectivity of PDP1 in cells using immunoprecipitation and mass
spectrometry (MS). PDP1: RPKRKRKNARVTFAEAAEII, PDP1m:
RPKRKRKNARVTFAEAAEII. (B) Results of MS experiment shown in A,
comparing proteins bound to mVenus-PDP1 and mVenus-PDP1m.
Proteins significantly enriched with mVenus-PDP1 compared to
mVenus-PDP1m are highlighted in red. Significance threshold: FDR =

0.01, s0= 0.5. (C) Sum of MS intensities of proteins bound to mVenus-
PDP1. Proteins significantly different between mVenus-PDP1 and
mVenus-PDP1m are highlighted in red, proteins that are not found in
other affinity purification MS experiments using HeLa cells19 in black,
with proteins among the 100 highest MS intensities labeled.

2794 | Chem. Sci., 2024, 15, 2792–2804
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checked our data against literature data for proteins unspe-
cically enriched in affinity purication MS experiments from
HeLa cells.19 When considering all 1054 proteins identied in
all replicates of at least one condition in the pulldown experi-
ment (ESI Table 1†), 495 were also found in the mVenus-control
pulldowns and are therefore considered as not specic to PDPs.
We also excluded bait mVenus-PDP1(m) and the GFP nanobody.
Of the remaining 557 proteins, 182 are listed in the CRAPome
database19 as background contaminants, leaving 375 proteins
that are potentially interacting with PDPs based on amino acid
sequences irrespective of the intact RVTF motif. For mVenus-
PDP1, 193 proteins were found; for mVenus-PDP1m, 372
proteins were found, and 190 proteins were common to both.
The majority of these proteins showed a low MS intensity
(Fig. 2C), proteins indicated in black; only three proteins with
unique peptide matches were among the 100 most intense
proteins found for mVenus-PDP1 (Fig. 2C; SPT16, hnRNP C1/C2
and ERP44, encoded by SUPT16H, HNRNPC and ERP44,
respectively, ESI Table 1†) when comparing the summed MS
intensities across all replicates. One further intense potential
off-target protein was identied as a “protein group”, for which
only shared peptides between ve proteins were identied
(histone H2A types 1-C, 3, 1-B/E, 1-A and Histone H2AX, enco-
ded by HIST1H2AC, HIST3H2A, HIST1H2AB, HIST1H2AA and
H2AFX, respectively). The observed MS intensity is therefore the
sum of all ve possible proteins. Although it is possible that the
intensity results from just one highly abundant protein, it is not
unlikely that multiple proteins contribute and the abundance of
each contributor is lower. Similarly, for PDP1m, three proteins
that potentially bind PDP1 and PDP1m were among the 100
most abundant proteins (ESI Fig. S1 and Table 1†). While it is
encouraging that proteins that potentially bind PDPs outside
the RVTF motif tended to be less intense hits, their presence
nonetheless highlights the benet of using a pair of compounds
that ideally only differ in activity on the desired target but have
identical effects otherwise,22 such as PDP1 and PDP1m.

This experiment conrms the previously reported selectivity
of PDPs for PP1c over PP2A and Calcineurin, and reveals
a remarkable specicity of the PDP RVTF sequence for PP1c
across the human proteome. In a cellular context, little off-
target binding is observed and, importantly, binding to other
proteins is common to both PDP1 and PDP1m. This pair of
peptides, combined with a general vehicle control, is therefore
suitable for the study of the effect of PP1 holoenzyme disruption
and the resulting effects on the phosphoproteome.
2.2 Treatment of cells expressing mVenus-PP1a with PDP-
Nal leads to disruption of specic PP1 holoenzymes

Having established the selectivity of PDP1 for the catalytic
subunit of PP1, we aimed to identify how PDPs affect holoen-
zymes of PP1. As previous studies had shown that PP1-
dependent calcium oscillations could be observed within ve
minutes aer cellular PDP treatment,14 we opted for this time-
frame to study which RIPPOs (PPP1Rs) are most affected by
PDPs. In this experiment, the cell-permeable peptide PDP-Nal12

(RRKRPKRKRKNARVTFNalEAAEII, Nal = 2-naphthylalanine)
© 2024 The Author(s). Published by the Royal Society of Chemistry
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Fig. 3 Determination of holoenzymes affected by PDPs using the cell-permeable PDP1 peptide versions PDP-NaI and PDPm-NaI. (A) Workflow
to assess the impact of PDP-Nal on PP1 holoenzymes in intact cells using immunoprecipitation. (B) Results of MS experiment shown in A,
comparing proteins bound to mVenus-PP1a treated with PDPm-NaI and mVenus-Ctrl treated with DMSO. Proteins significantly enriched with
mVenus-PP1a compared to mVenus-Ctrl are highlighted in light blue, literature-known interactors are highlighted in dark blue. Significance
threshold: FDR = 0.05, s0 = 0.1. (C) Results of MS experiment shown in A, comparing proteins bound to mVenus-PP1a after PDP-Nal treatment
and PDPm-Nal treatment. Proteins significantly less abundant after PDP-Nal treatment compared to PDPm-Nal treatment are highlighted in red,
components of the PAQosome protein complex are highlighted in orange. Proteins with a literature-known direct interaction with PP1 are
labeled. Proteins that are significantly different but were not significantly enriched with mVenus-PP1a compared to mVenus-Ctrl in B are not
highlighted. Significance threshold: FDR = 0.05, s0 = 0.1. (D) List of significantly different proteins from C that were also significantly enriched
with mVenus-PP1a compared to mVenus-Ctrl in B, sorted by fold change. PAQosome components in bold. (E) Representative immunoblots and
quantification of the experiment shown in A to assess changes in binding of URI1 to mVenus-PP1a. n = 6 biological replicates, Tukey multiple
comparisons test, p values are multiplicity-adjusted. n.s. adjusted p-value > 0.05, * adjusted p-value < 0.05.
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and its inactive analogue PDPm-Nal (RRKRPKRKRKNAR-
ATANalEAAEII) were used.

To enable the isolation of PP1 holoenzymes, we used a fusion
protein consisting of the a-isoform of PP1c, PP1a, and the
© 2024 The Author(s). Published by the Royal Society of Chemistry
uorescent protein mVenus. This fusion protein forms holo-
enzymes with interactors of PP1 that could then be disrupted by
PDPs. To stably express the mVenus-PP1a fusion protein or
a control construct mVenus-Ctrl, an inducible HeLa Kyoto cell
Chem. Sci., 2024, 15, 2792–2804 | 2795
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line was generated. Tagging of PP1a at the N-terminus and the
presence of a linker was used to prevent interference with the
normal function of PP1a.23 The control construct mVenus-Ctrl
also included the linker section so that the only difference
between mVenus-PP1a and mVenus-Ctrl is the sequence of
PP1a. The HeLa Kyoto FlpInTrex mVenus-PP1a/Ctrl cells were
induced with doxycycline 24 hours before PDP treatment. The
medium was then exchanged for medium containing 50 mM
PDP-Nal, 50 mM PDPm-Nal or the corresponding dimethyl
sulfoxide (DMSO) concentration for the control construct, and
aer 5 minutes incubation at 37 °C, cells were lysed, and co-
immunoprecipitation (Co-IP) of complexes using GFP-Trap
beads and label-free quantitative mass spectrometry analysis
were carried out (Fig. 3A).

Initially, we conrmed the expression of the constructs.
While both proteins were expressed successfully, the expression
efficiency of mVenus-PP1a was notably lower compared to
mVenus-Ctrl during initial transient test transfection, as well as
aer the generation of an inducible stable cell line (ESI Fig. S2A
and B†). In addition, the amount of endogenous PP1c was
reduced in response to overexpression of the fusion protein
mVenus-PP1a (ESI Fig. S2B†). This known effect24 is linked to
the importance of PP1c activity for homeostasis and the
intrinsic cytotoxicity of PP1a overexpression. Therefore, the
expression efficiency could not be optimized further, and the
difference in expression levels remained beyond what could be
normalized at later stages of the experiment during Co-IP or MS
analysis. However, the study setup was not negatively affected
by this effect for two reasons: (1) the mVenus-Ctrl construct
serves the purpose to identify proteins not binding PP1a but
mVenus and the linker. More bait protein and therefore higher
signal of mVenus-Ctrl and its bound proteins compared to
mVenus-PP1amakes the setup even more robust to detect these
proteins when analyzing differential binding between mVenus-
PP1a and mVenus-Ctrl. (2) the core biological question of PP1
holoenzyme complexes dissociating upon PDP-Nal treatment is
answered by comparing PDP-Nal and PDPm-Nal treatment of
mVenus-PP1a. For both of these conditions, the same cell line
was used with identical expression levels.

We next investigated the ability of mVenus-PP1a to form
holoenzymes by comparing the proteins isolated in the Co-IP
experiment. The formation of holoenzymes by the mVenus-
PP1a fusion protein was assessed by comparing MS intensities
of proteins bound to mVenus-PP1a aer treatment with the
inactive peptide PDPm-Nal to those bound to mVenus-Ctrl. A
two-sided unpaired student's t-test between the two conditions
revealed 458 signicantly different proteins (threshold: FDR =

0.05, s0 = 0.1), of which 318 were enriched for mVenus-PP1a
(Fig. 3B and ESI Table 2†). We compared these enriched
proteins to proteins annotated as PPP1R in the HGNC data-
base25 as well as those reported to bind PP1 through an RVxF
motif in the KVxF PP1 docking motif repository26 and inter-
actors of PP1a reported in DEPOD.10 Of 146 known interactors
of PP1a found by MS in this experiment, 83 were enriched with
mVenus-PP1a (indicated in dark blue in Fig. 3B). The een
most enriched proteins with mVenus-PP1a compared to
mVenus-Ctrl are all known interactors of PP1c, as are 41 of the
2796 | Chem. Sci., 2024, 15, 2792–2804
50 most enriched proteins. This shows a strong capture of PP1-
interacting proteins by mVenus-PP1a.

The analysis also revealed that 140 proteins were enriched
more with mVenus-Ctrl. However, only nine known PP1 inter-
actors behaved in this manner and the fold change for these
proteins was generally smaller than in the proteins enriched
with mVenus-PP1a (Fig. 3B). The apparent preferential binding
to mVenus-Ctrl of some proteins was possibly the result of the
difference in expression levels. Nonetheless, our experiment
illustrates the successful formation of PP1 holoenzymes by the
mVenus-PP1a fusion protein aer 24 hours expression and
shows that binding is maintained throughout the immuno-
precipitation workow. This experimental set-up is therefore
suitable to study the effects of PDP-Nal on PP1 holoenzymes.

An analogous analysis of the MS data was carried out to
compare the changes to holoenzymes aer PDP-Nal treatment
to control PDPm-Nal treatment. Using a two-sided unpaired
Student's t-test to compare mVenus-PP1a treated with either
PDP-Nal or PDPm-Nal, we found that only 17 proteins differed
signicantly (threshold: FDR = 0.05, s0 = 0.1, Fig. 3C and ESI
Table 2†). For our analysis, we excluded three proteins that were
not enriched with mVenus-PP1a versus mVenus-Ctrl in the
previous experiment described before. The remaining fourteen
proteins (Fig. 3D) showed reduced binding to mVenus-PP1a
aer PDP-Nal treatment compared to inactive PDPm-Nal, and
are therefore candidates for interactors of PP1c that are
susceptible to displacement by PDP-Nal. Interestingly, eight of
these fourteen proteins are members of a protein complex
called Particle for Arrangement of Quaternary Structure
(PAQosome), including the proteins PDRG1 (p53 and DNA
damage-regulated protein 1), PIH1D1 (PIH1 domain-containing
protein 1), POLR2E (RNA polymerases I, II, and III subunit
ABC1), RPAP3 (RNA polymerase II-associated protein 3), RuvB-
like 1, RuvB-like 2, Protein UXT and WDR92 (Dynein
axonemal assembly factor 10). The PAQosome, formerly known
as the R2TP/Prefoldin-like complex, is a chaperone complex
composed of twelve proteins,27 ten of which are part of two
multisubunit modules.28 A further two proteins that are part of
the PAQosome (PFDN2 and URI1) were also displaced from
mVenus-PP1a in this experiment, although slightly below the
signicance threshold. It is notable that all ten PAQosome
components identied in this experiment differed by a similar
fold-change (Fig. 3D, log 2 fold change between −0.930 and
−0.664), consistent with their association in one protein
complex.

One of the ten identied PAQosome components found in
this experiment has a known direct association with the cata-
lytic subunit of PP1: the complex component unconventional
prefoldin RPB5 interactor 1 (URI1), was previously identied as
an oncogene29 and named as PP1 regulatory subunit 19
(PPP1R19).30 URI1 was shown to be the point of interaction
between the PAQosome and PP1c.27 Disruption of the interac-
tion between URI1 and PP1c leads to the dissociation of the
entire PAQosome complex from PP1c,27 as also observed in our
data. The nding of the PAQosome complex being a target aer
this short PDP treatment is especially intriguing when taking
the short linear motif (SLiM) RVxF of URI1 with PP1c into
© 2024 The Author(s). Published by the Royal Society of Chemistry
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account: The RVxF consensus motif for PP1c binding is RVEF in
case of human URI1.31 The negative charge of glutamic acid (E)
is known to make the motif particularly weak in terms of affinity
to the catalytic subunit and can therefore be competed away
easily by PDP-Nal.

As URI1 is the known point of interaction between the
PAQosome and PP1c, we sought to conrm the displacement of
URI1 from mVenus-PP1a by PDP-Nal during the 5 minutes
treatment of HeLa FlpInTrex cells using a different method. The
Co-IP experiment was repeated and the eluates were analyzed
for URI1 by immunoblotting. Although the difference in the
amount of URI1 bound to mVenus-PP1a compared to the
control was slightly below the signicance threshold when
observed by MS (Fig. 3C), in this immunoblotting experiment
the relative amount of URI1 bound to mVenus-PP1a decreased
signicantly aer PDP-Nal treatment compared to PDPm-Nal
treatment (Fig. 3E and ESI Fig. 2C†), conrming the disruption
of the PP1c–URI1 interaction by PDP-Nal aer only 5 minutes
treatment.

Another interaction that was disrupted by PDP-Nal within 5
minutes is the complex of mVenus-PP1awith eIF-2-alpha kinase
GCN2 (encoded by EIF2AK4). eIF-2-alpha kinase GCN2 was also
previously identied as an interactor of PP1c32,33 and contains
two potential RVxF motifs, RVRF and RILF, although the site of
interaction has not been determined. The remaining ve
signicantly different proteins, RNA polymerase II subunit 3,
nucleoplasmin-3, glycogen debranching enzyme, RNA poly-
merases I, II, and III subunit ABC3, and E3 ubiquitin-protein
ligase listerin (Fig. 3D) have no known association with PP1c
yet. Since these proteins and their interaction with PP1 appear
to be dynamic, they are promising candidates for further
studies regarding their role in cellular signaling by PP1.

Collectively, these results provide evidence for the direct
targeting of PP1 holoenzymes by PDP-Nal in intact human cells
already aer 5 minutes. Certain holoenzymes, such as the
complex between PP1 and URI1 and between PP1 and eIF-2-
alpha kinase GCN2, appear to be more susceptible targets of
PDP-Nal, with dissociation just ve minutes aer adding the
peptide to the growth medium.
2.3 PDPs lead to shis in the kinase/phosphatase
equilibrium for PP1-holoenzyme substrate sites

Having shown the selectivity of PDPs and identied holoen-
zymes disrupted aer 5 minutes of PDP treatment, we sought to
investigate what effects PDP treatment has on the phospho-
proteome in the same time frame. The disruption of PP1
holoenzymes is expected to have different consequences
depending on the function of the RIPPO that is being removed
(Fig. 4A). Many RIPPOs have an inhibitory or restrictive effect on
PP1 activity;30 their replacement by PDPs should therefore lead
to increased activity on proximal substrates of the PDP-PP1
complex and thus reduce phosphorylation levels of these
substrates. Conversely, RIPPOs may be required for dephos-
phorylation of certain substrates, and in these cases loss of the
RIPPO triggered by PDPs would lead to reduced activity on the
substrate and therefore increased phosphorylation levels.
© 2024 The Author(s). Published by the Royal Society of Chemistry
However, increased phosphorylation may also be the conse-
quence signaling cascades resulting in the activation of kinases.

To measure the global phosphoproteome changes, we
replaced the medium of HeLa Kyoto cells with medium con-
taining either 50 mM PDP-Nal, PDPm-Nal or a DMSO control
solution and incubated them for ve minutes at 37 °C. The use
of two controls (PDPm-Nal and DMSO) provided a more strin-
gent quality control. Following incubation, cells were immedi-
ately placed on ice and lysed in 8 M urea. Samples were TMT-
labeled and MS analysis was performed (Fig. 4B). The dataset
was normalized for the median of total TMT reporter intensities
across all samples. Aer ltering only for class I phosphoryla-
tion sites, i.e. phosphorylation sites with a localization proba-
bility of >0.75, the dataset consisted of 7199 p-sites (ESI Table
3†). As our focus were sites that are directly controlled by PP1,
65 pTyr sites were excluded since they are likely the result of
downstream signaling rather than direct dephosphorylation by
the Ser/Thr-specic phosphatase PP1. The remaining 7134 p-
sites were analyzed further (Fig. 4C).

Of all 7134 pSer/pThr sites, we rst excluded 204 p-sites that
differed signicantly between the two control treatments,
PDPm-Nal treatment and DMSO treatment, as they changed
even in the absence of PP1 modulation (ESI Fig. S3†). Of the
remaining 6930 p-sites, 1638 p-sites differed signicantly
between PDP-Nal-treated and PDPm-Nal-treated samples in
a two-sided unpaired Student's t-test (Fig. 4C). 1,299, or 79% of
these 1638 candidate sites were also signicantly different when
comparing PDP-Nal to the DMSO control (Fig. 4C and ESI Table
3†). Further analysis of the 1299 p-sites showed that 705 sites
are less phosphorylated following PDP-Nal treatment compared
to PDPm-Nal treatment, while 594 p-sites increased in phos-
phorylation. These sites encompass direct substrates of PP1
that are experiencing altered dephosphorylation as a result of
the PDP treatment, but also include indirect effects resulting
from signaling cascades such as activation of kinases or other
phosphatases. Therefore, this resulting dataset was then
compared against databases of PP1-regulated phosphorylation
sites and PP1 substrates or datasets from related experiments.

We searched sites affected by PDP-Nal for sites known to be
regulated by PP1 (ref. 10) and found ve such sites, four of
which showed decreased phosphorylation (Fig. 4C). The sites
that decreased in phosphorylation are pThr320 of PP1a (gene
PPP1CA), which undergoes auto-dephosphorylation,11,34

pSer259 of Raf-1 (gene RAF1),35 pSer1524 of BRCA1 (ref. 36) and
pSer588 of AS160 (gene TBC1D4),37 while pSer320 of RIPK1 (ref.
38) increased aer PDP-Nal treatment. Three further sites in our
data are located on two proteins that are known PP1 substrates,
MBP39,40 and N-CoR1 (ref. 41) (gene NCOR1), but the exact site
under PP1 regulation is unknown. Of these sites, two exhibited
reduced phosphorylation, while one was increased. Of note, the
small number of known sites in our data set reects the fact
that, while PP1 is a ubiquitous phosphatase, only few substrate
sites have been annotated so far (<100),10 making this
comparison challenging.

Dephosphorylation of pSer259 on Raf-1 by PP1 leads to
activation of Raf-1 and the Raf1-MEK-ERK cascade.35 This
cascade involves Raf-1 phosphorylating the kinases MEK1 (gene
Chem. Sci., 2024, 15, 2792–2804 | 2797
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Fig. 4 Determination of phosphorylation sites and pathways affected by PDPs. (A) Different effects of PDP-Nal modulating PP1 activity for
different types of RIPPOs and substrates. (B) Workflow to assess the impact of PDP-Nal on the phosphoproteome. (C) Filtering steps and results
of phosphoproteomic experiment shown in B, comparing pSer/pThr phosphosites after PDP-Nal and PDPm-Nal treatment. pSer/pThr phos-
phosites significantly different after PDP-Nal treatment compared to PDPm-Nal treatment are highlighted in orange, pSer/pThr phosphosites
significantly different after PDP-Nal treatment compared to both PDPm-Nal treatment and DMSO treatment are highlighted in red. Sites above
the line of significance in grey differed significantly between the two controls PDPm-Nal and DMSO. Selected known PP1 substrate sites are
labeled. Significance threshold: FDR= 0.05, s0= 0.1. (D) MAP Kinase signaling pathway initiated by activation of Raf-1. Red= dephosphorylation,
black = phosphorylation, site pSer259 in bold and underlined was significantly decreased after PDP-Nal treatment compared to PDPm-Nal
treatment, sites in bold were significantly increased, sites in grey were not observed. (E) Mechanisms leading to dissociation of URI1 from PP1 and
phosphorylation at Ser372. Site in bold was significantly increased.
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MAP2K1) and MEK2 (gene MAP2K2) at Ser218 and Ser222 or
Ser222 and Ser226, respectively,42 which in turn then phos-
phorylate ERK1 (gene MAPK3) and ERK2 (gene MAPK1) at
Thr202 and Tyr204 or Thr185 and Tyr187, respectively.43 Acti-
vation of ERK1/2 then leads to phosphorylation of Raf-1 at
Ser301 in a feedback loop.44,45 In our phosphoproteomics data,
activation of this cascade by PDP-Nal was observed (Fig. 4D):
phosphorylation of Raf-1 at pSer259 was decreased and phos-
phorylation of MEK1/2 at pSer222/pSer226, ERK1 at pThr202
and pTyr204, and Raf-1 at pSer301 was increased. For the
kinases PKA46 (genes PRKACA, PRKACB and PRKACG) and
2798 | Chem. Sci., 2024, 15, 2792–2804
PKB47 (gene AKT1) which are responsible for the inhibitory
phosphorylation of Raf-1, no phosphopeptides with altered
intensities were observed, so there is no indication for altered
kinase activity upstream of Raf-1 as the cause of the change in
pSer259 of Raf-1. Additionally, the amplication of signal is
evident in the phosphorylation changes. The phosphorylation
of pSer259 in Raf-1 was only decreased 1.2-fold, while the
downstream signals of MEK1, MEK2 and ERK1 were increased
approximately 3.5- to 4.9-fold (Fig. 4D). Thus, with this
approach we could observe downstream signaling, which
illustrates that the changes observed aer 5 minutes PDP
© 2024 The Author(s). Published by the Royal Society of Chemistry
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treatment already include indirect effects. In previous experi-
ments using PDPs to interrogate MAPK signaling, dephos-
phorylation of MEK1/2 was observed aer 20 minutes PDP-Nal
treatment.12 This indicates that depending on the conditions,
MEK1/2 phosphorylation is regulated either directly or indi-
rectly by PP1.

The site pSer320 on RIPK1 is an inhibitory p-site that is
dephosphorylated by the PP1g-PPP1R3G holoenzyme, which is
required for recruitment of PP1 to RIPK1.38 Since this RIPPO
binds PP1c through an RVQF motif, treatment with PDP-Nal is
expected to result in a loss of recruitment of PP1 to RIPK1 and
therefore an increase in phosphorylation (Fig. 4A), which is
what we observed in our data. The kinases responsible for
pSer320 phosphorylation, MAP kinase-activated protein kinase
2 (ref. 48) (gene MAPKAPK2) and ULK1,49 are not signicantly
altered in phosphorylation and therefore unlikely to cause the
change in phosphorylation aer PDP-Nal treatment.

With our nding of the URI1-PP1c complex being a target of
PDP-Nal, we explored whether we could observe changes in
phosphorylation related to this complex dissociation. It was
previously shown that the URI1-PP1c interaction is mainly
regulated by the phosphorylation of Ser372 on URI1, a site
phosphorylated by S6 kinase (S6K1) with an important role in
cancer formation.50 Phosphorylation of URI1 at Ser372 by S6K1
results in the dissociation of URI1 from PP1g, releasing PP1c
(Fig. 4E). Interestingly, while dephosphorylation of URI1 by PP1c
in vitro has been reported,51 association of PP1g and URI1 could
be prevented by phosphorylating URI1 prior to incubation with
PP1c,50 indicating that PP1c dephosphorylates URI1 to induce
complex formation only in certain conditions, as observed for
high glucose levels or high PP1 expression levels.51 This corre-
lation between increased pSer372 phosphorylation and
decreased PP1c association was also apparent in our data
(Fig. 4C), with the site signicantly more phosphorylated in PDP-
Nal treated cells compared to both, cells treated with PDPm-Nal
or DMSO. However, unlike in previous work on this interaction,
the disruption of the complex appears to have triggered the
increase in phosphorylation rather than the opposite mecha-
nism described in the literature (Fig. 4E). The downstream
signaling that was described as a consequence of URI1 phos-
phorylation inmitochondria was not observed here, possibly due
to the short time frame.50 The disruption of the URI1-PP1c
complex is also of therapeutic interest, as URI1 was identied
as an “addictive” oncogene in ovarian cancer where expression
levels of URI1 are increased.29 A particularly interesting nding
in the context of the URI1-PP1 complex is that URI1 was reported
to enhance survival through sequestration of PP1c by binding it
and keeping it inactive.29 Disruption of the complex could
therefore release PP1c and reduce survival signaling.
2.4 Comparison of PDP versus PP1 catalytic subunit-derived
phosphoproteomic data offers high condence substrate
candidates

To identify potential PP1 substrate sites and further detangle
direct from indirect effects, we compared the sites that were
affected by PDP-Nal treatment to a complementary experiment
© 2024 The Author(s). Published by the Royal Society of Chemistry
using recombinant PP1a catalytic subunit (Fig. 5A). In this
previously reported experiment,52 cells were treated with the
phosphoprotein phosphatase inhibitor calyculin A to inhibit
endogenous phosphatases, lysed and then incubated with the
catalytic subunit PP1a at 30 °C for 1 h. P-sites and changes in
their phosphorylation status were identied using MS.

To compare changes in phosphorylation aer the two experi-
ments, our previously published dataset52 was reanalyzed using
total intensities and ltered for pSer/pThr sites with a localization
probability of >0.75. Comparing PP1a-treated lysates with
untreated controls, 2449 signicantly changed sites were identi-
ed, the majority of which, 2443, were pSer or pThr sites,
consistent with the known substrate specicity of PP1 (ESI Table
3†). 2376 pSer/pThr sites decreased aer PP1a treatment while 67
sites increased (Fig. 5B), in line with minimal downstream
signaling occurring and direct dephosphorylation being the
dominant event. Sites dephosphorylated in this experiment are
highly likely to be direct substrates of PP1a; however, localization
of proteins that may inuence their susceptibility to dephos-
phorylation by PP1 is lost in this experiment. In addition, using
recombinant PP1a at non-endogenous concentrations and for
extended times may lead to dephosphorylation events that would
not occur in the native environment of the cell. Then, by
comparing the cellular treatment with PDPs (Fig. 4C), which
maintains spatial information and affects all PP1 isoforms
(PP1a,b,g), with the in lysate dephosphorylation by recombinant
PP1a (Fig. 5B), which minimizes indirect effects, we were able to
determine 315 high condence substrate candidates of
recombinant PP1a and PDP-bound PP1c (Fig. 5C and ESI Table
3†). 165 of 315 of the p-sites that changed following PP1 modu-
lation or treatment decreased in phosphorylation following PDP-
Nal treatment, while 150 sites were more frequently phosphory-
lated. The known substrate sites on PP1a and Raf-1 are both
among the set of sites that was dephosphorylated both in lysate
and aer PP1 modulation by PDP-Nal. URI1 on the other hand
was found to be more phosphorylated aer PDP-Nal treatment
and was not dephosphorylated by recombinant PP1a in lysate, as
expected for the site based on the literature data described above.
Among the 150 sites that increased in phosphorylation aer PDP-
Nal treatment and were PP1a substrates in lysate, three sites are
already known to be regulated by PP1: pSer320 on RIPK1, pSer25
of Stathmin (encoded by STMN1) and pSer222/226 of MEK1/2. As
discussed above, the dephosphorylation of pSer320 on RIPK1 by
PP1c is consistent with the literature.38 The pSer25 site of Stath-
min is a known substrate of PP1c in vitro, but is also sensitive to
PP2A and calcineurin53 and is phosphorylated by ERK1/2.54 As
ERK1 is activated as a result of signaling following Raf-1 activation
by PDP-Nal treatment (Fig. 4D), it is plausible that the observed
increase of pSer25 of Stathmin results from ERK1 activity. The
third site, pSer222/226 of MEK1/2, is a known substrate of PP1c12

but aer short PDP-Nal treatment in cells phosphorylation by
activated Raf-1 dominates, as discussed above.

Having established that the dephosphorylation of known PP1
substrates can be modulated by PDP-Nal, we further investigated
a high condence substrate candidate resulting from the above
data comparison. Insulin receptor substrate-2 (IRS2) experienced
signicant changes in phosphorylation of ten residues aer PDP-
Chem. Sci., 2024, 15, 2792–2804 | 2799
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Fig. 5 Determination of new high confidence substrates of PP1c. (A) Workflow of an in vitro dephosphorylation experiment52 using recombinant
PP1a. (B) Results of MS experiment shown in A, comparing pSer/pThr phosphosites after PP1a treatment and untreated controls. pSer/pThr
phosphosites significantly decreased after PP1c treatment compared to control highlighted in blue. Significance threshold: FDR= 0.05, s0= 0.1.
(C) Integration of in vitro experiment (Fig. 4A and B) with results after PDP-Nal treatment (Fig. 3B and C). (D) Workflow of in vitro dephos-
phorylation of IRS2-mVenus using recombinant PP1a. (E) Results of in vitro dephosphorylation of IRS2-mVenus showing significantly changed
phosphosites on indicated IRS2 (phospho)peptides compared using a two-sided unpaired multiple t-test. * p-value < 0.05; n = 5.
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Nal treatment (ESI Table 3†); eight of these sites were less phos-
phorylated than in control conditions, and ve of these residues
were also dephosphorylated by PP1c in vitro,52 making these sites
strong candidates for substrate sites of PP1. To date, no associa-
tion between PP1 and IRS2 has been reported, although a protein
complex containing PP1c, IRS1 and PPP1R12A has been found to
play a role in insulin signaling.55,56 To assess PP1 regulation of IRS2
phosphorylation in a more targeted manner, we carried out an in
vitro dephosphorylation assay of enriched IRS2 (Fig. 5D). To this
end, a plasmid encoding an IRS2-mVenus fusion protein was
generated and HeLa cells were transfected transiently. IRS2-
mVenus was enriched using GFP-Trap beads and recombinant
PP1a was added. Following incubation and elution, the fusion
protein was isolated using SDS-PAGE, digested and analyzed using
MS. We rst used discovery driven proteomics and identied
a large number of phosphosites on IRS2. Next, we manually vali-
dated those IRS2 phosphopeptides as well as corresponding not-
phosphorylated peptide sequences using the targeted proteomics
soware Skyline.57 With this approach we could identify 12 phos-
phosites within the IRS2 protein that were dephosphorylated by
PP1a (ESI Table 3†). MS intensities for two particularly interesting
regions that were identied in the previous two experiments,
2800 | Chem. Sci., 2024, 15, 2792–2804
amino acids 342–355 and 382–396, and their changes in phos-
phorylation are shown in Fig. 5E (ESI Fig. S4 and Table 3†). This
nding conrms dephosphorylation events previously identied
in similar regions of the IRS2 proteins, like Thr350 and Ser391
(Fig. 5E); while other regions affected by PDP-Nal containing sites
520, 527 and 620 were not found to be dephosphorylated in this
assay. This may be due to different phosphorylation patterns
caused by the presence of a tag, or overexpression, or steric inac-
cessibility of the regions once bound to beads. Interestingly, for
some phosphosites we could detect an increase in the not-
phosphorylated peptide version as it shown for naked peptide
(382–396) in Fig. 5E (3.5-fold upregulation upon phosphatase
treatment). This suggests that the phosphorylation site occupancy
at these sites before the treatment was rather high. In summary,
our experiment shows that IRS2 is a direct target of PP1c and gets
dephosphorylated at several biologically relevant sites.
3 Conclusion

We developed here a MS-based strategy that aimed at disen-
tangling direct versus indirect effects of an enzyme modulator,
namely PDP-Nal. Aer determining the exquisite selectivity of
© 2024 The Author(s). Published by the Royal Society of Chemistry
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the PDP for PP1, we found that PDPs do not affect all holoen-
zymes equally, and identied those few that were most affected
aer a short 5 minutes treatment. The susceptibility of the
interaction between URI1 and PP1c to disruption by PDP-Nal is
of particular interest for further studies, as this interaction
plays a role in survival signaling in liver cancer.51 At the same
time, this 5 minutes PDP treatment of cells already led to
remarkable changes in the phosphoproteome, which needs to
be considered in their application as modulators of PP1 and as
PhoRCs. Many changes were the direct result of dephosphory-
lation by PP1, such as the observed dephosphorylation of PP1
itself and Raf-1. Other sites change as a result of rapid signaling,
such as MEK1/2 and ERK1/2, which can be visualized by the
approaches developed here. Importantly, by combining this
dataset with data from in lysate experiments and literature data,
we begin to separate these effects and identify new PP1
substrate candidates, such as IRS2. On the other hand, the data
provides clues as to which PP1 substrates require RIPPOs for
dephosphorylation and are not dephosphorylated by the cata-
lytic subunit alone in cells, such as RIPK1. Together, this
illustrates that disrupting only a subset of holoenzymes is
a plausible avenue to further detangle the complex network of
PP1 regulation and provides here a rich dataset on potential
substrates of PP1. Due to the general applicability of the MS
read-out, we expect that this strategy will be transferable to
determine the action of modulators of other enzymes. Our
strategy provides a way to determine whether observed effects
are due to the desired target of a chemical modulator. This
offers an alternative to the recommended strategy58 of using
a chemically distinct modulator that affects the same enzyme,
since such orthogonal probes are not available for many targets.
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The mass spectrometric raw les as well as the MaxQuant output
les have been deposited to the ProteomeXchange Consortium via
the PRIDE partner repository and can be accessed using the
identier PXD044415 (https://proteomecentral.proteomexchange.
org/cgi/GetDataset?ID=PXD044415). The mass spectrometric raw
les analyzed with the Skyline soware have been deposited to
Panorama Public59 and can be accessed via https://
panoramaweb.org/PP1_PDPs.url.

Author contributions

B. H. and E. M. D. contributed equally. B. H. designed, optimized
and performed the MS experiments using PDPs. E. M. D. per-
formed immunoblotting experiments. M. E. performed the MS
experiment with IRS2. C. L. carried out LC-MS/MSmeasurements.
B. H., E.M. D., M. E., M. K. and C. L. analyzed the data. E.M. D., B.
H. andM. K. wrote themanuscript. M. K. conceived, designed and
supervised the study. All authors edited the manuscript.

Conflicts of interest

There are no conicts to declare.
© 2024 The Author(s). Published by the Royal Society of Chemistry
Acknowledgements

This work was funded by a Consolidator grant of the European
Research Council (ERC) to M. K. (#865119). The authors thank
Verena Breitner and Franziska Hackbarth for technical assis-
tance, as well as Miriam Abele for her excellent mass spectro-
metric support at the BayBioMS.

References

1 G. Q. Gong, B. Bilanges, B. Allsop, G. R. Masson, V. Roberton,
T. Askwith, S. Oxenford, R. R. Madsen, S. E. Conduit,
D. Bellini, M. Fitzek, M. Collier, O. Najam, Z. He,
B. Wahab, S. H. McLaughlin, A. W. E. Chan, I. Feierberg,
A. Madin, D. Morelli, A. Bhamra, V. Vinciauskaite,
K. E. Anderson, S. Surinova, N. Pinotsis, E. Lopez-
Guadamillas, M. Wilcox, A. Hooper, C. Patel,
M. A. Whitehead, T. D. Bunney, L. R. Stephens,
P. T. Hawkins, M. Katan, D. M. Yellon, S. M. Davidson,
D. M. Smith, J. B. Phillips, R. Angell, R. L. Williams and
B. Vanhaesebroeck, A small-molecule PI3Ka activator for
cardioprotection and neuroregeneration, Nature, 2023, 618,
159–168.

2 R. A. Avelar, A. J. Armstrong, G. Carvette, R. Gupta, N. Puleo,
J. A. Colina, P. Joseph, A. M. Sobeck, C. M. O'Connor,
B. Raines, A. Gandhi, M. L. Dziubinski, D. S. Ma,
K. Resnick, S. Singh, K. Zanotti, C. Nagel, S. Waggoner,
D. G. Thomas, S. L. Skala, J. Zhang, G. Narla and A. DiFeo,
Small-Molecule–Mediated Stabilization of PP2A Modulates
the Homologous Recombination Pathway and Potentiates
DNA Damage-Induced Cell Death, Mol. Cancer Ther., 2023,
22, 599–615.

3 F. Santinon, B. F. Ezzahra, M. Bachais, A. Sarabia Pacis and
C. E. Rudd, Direct AKT activation in tumor-inltrating
lymphocytes markedly increases interferon-g (IFN-g) for
the regression of tumors resistant to PD-1 checkpoint
blockade, Sci. Rep., 2022, 12, 18509.

4 D. W. Wolan, J. A. Zorn, D. C. Gray and J. A. Wells, Small-
Molecule Activators of a Proenzyme, Science, 2009, 326,
853–858.

5 T. H. Fischer, J. Eiringhaus, N. Dybkova, A. Saadatmand,
S. Pabel, S. Weber, Y. Wang, M. Köhn, T. Tirilomis,
S. Ljubojevic, A. Renner, J. Gummert, L. S. Maier,
G. Hasenfuß, A. El-Armouche and S. Sossalla, Activation of
protein phosphatase 1 by a selective phosphatase
disrupting peptide reduces sarcoplasmic reticulum Ca2+
leak in human heart failure, Eur. J. Heart Failure, 2018, 20,
1673–1685.

6 G. Vit, J. Duro, G. Rajendraprasad, E. P. T. Hertz,
L. K. K. Holland, M. B. Weisser, B. C. McEwan, B. Lopez-
Mendez, P. Sotelo-Parrilla, A. A. Jeyaprakash, G. Montoya,
N. Mailand, K. Maeda, A. Kettenbach, M. Barisic and
J. Nilsson, Chemogenetic proling reveals PP2A-
independent cytotoxicity of proposed PP2A activators
iHAP1 and DT-061, EMBO J., 2022, 41, e110611.

7 J. Eiringhaus, J. Herting, F. Schatter, V. O. Nikolaev,
J. Sprenger, Y. Wang, M. Köhn, M. Zabel, A. El-Armouche,
Chem. Sci., 2024, 15, 2792–2804 | 2801

https://proteomecentral.proteomexchange.org/cgi/GetDataset?ID=PXD044415
https://proteomecentral.proteomexchange.org/cgi/GetDataset?ID=PXD044415
https://panoramaweb.org/PP1_PDPs.url
https://panoramaweb.org/PP1_PDPs.url
http://creativecommons.org/licenses/by/3.0/
http://creativecommons.org/licenses/by/3.0/
https://doi.org/10.1039/d3sc04746f


Chemical Science Edge Article

O
pe

n 
A

cc
es

s 
A

rt
ic

le
. P

ub
lis

he
d 

on
 1

2 
Ja

nu
ar

y 
20

24
. D

ow
nl

oa
de

d 
on

 1
1/

19
/2

02
4 

11
:3

3:
25

 P
M

. 
 T

hi
s 

ar
tic

le
 is

 li
ce

ns
ed

 u
nd

er
 a

 C
re

at
iv

e 
C

om
m

on
s 

A
ttr

ib
ut

io
n 

3.
0 

U
np

or
te

d 
L

ic
en

ce
.

View Article Online
G. Hasenfuss, S. Sossalla and T. H. Fischer, Protein kinase/
phosphatase balance mediates the effects of increased late
sodium current on ventricular calcium cycling, Basic Res.
Cardiol., 2019, 114, 13.

8 V. Sequeira and C. Maack, Rebalancing protein
phosphorylation in heart failure to prevent arrhythmias,
Eur. J. Heart Failure, 2018, 20, 1686–1689.

9 T. Kokot and M. Köhn, Emerging insights into serine/
threonine-specic phosphoprotein phosphatase function
and selectivity, J. Cell Sci., 2022, 135, jcs259618.

10 N. P. Damle and M. Köhn, The human DEPhOsphorylation
Database DEPOD: 2019 update, Database, 2019, 2019,
baz133.

11 J. Chatterjee, M. Beullens, R. Sukackaite, J. Qian, B. Lesage,
D. J. Hart, M. Bollen and M. Köhn, Development of a Peptide
that Selectively Activates Protein Phosphatase-1 in Living
Cells, Angew. Chem., Int. Ed., 2012, 51, 10054–10059.

12 Y. Wang, B. Hoermann, K. Pavic, M. Trebacz, P. Rios and
M. Köhn, Interrogating PP1 Activity in the MAPK Pathway
with Optimized PP1-Disrupting Peptides, ChemBioChem,
2019, 20, 66–71.

13 S. Yamazoe, J. Tom, Y. Fu, W. Wu, L. Zeng, C. Sun, Q. Liu,
J. Lin, K. Lin, W. J. Fairbrother and S. T. Staben,
Heterobifunctional Molecules Induce Dephosphorylation
of Kinases–A Proof of Concept Study, J. Med. Chem., 2020,
63, 2807–2813.

14 G. Reither, J. Chatterjee, M. Beullens, M. Bollen, C. Schultz
and M. Köhn, Chemical Activators of Protein Phosphatase-
1 Induce Calcium Release inside Intact Cells, Chem. Biol.,
2013, 20, 1179–1186.

15 M. Golkowski, V. N. Vidadala, H.-T. Lau, A. Shoemaker,
M. Shimizu-Albergine, J. Beavo, D. J. Maly and S.-E. Ong,
Kinobead/LC-MS Phosphokinome Proling Enables Rapid
Analyses of Kinase-Dependent Cell Signaling Networks, J.
Proteome Res., 2020, 19, 1235–1247.

16 M. M. Savitski, F. B. M. Reinhard, H. Franken, T. Werner,
M. F. Savitski, D. Eberhard, D. M. Molina, R. Jafari,
R. B. Dovega, S. Klaeger, B. Kuster, P. Nordlund,
M. Bantscheff and G. Drewes, Tracking cancer drugs in
living cells by thermal proling of the proteome, Science,
2014, 346, 1255784.

17 X. Zhang, K. Wang, S. Wu, C. Ruan, K. Li, Y. Wang, H. Zhu,
X. Liu, Z. Liu, G. Li, L. Hu and M. Ye, Highly effective
identication of drug targets at the proteome level by pH-
dependent protein precipitation, Chem. Sci., 2022, 13,
12403–12418.

18 G.-J. Kremers, J. Goedhart, E. B. van Munster and
T. W. J. Gadella, Cyan and Yellow Super Fluorescent
Proteins with Improved Brightness, Protein Folding, and
FRET Förster Radius, Biochemistry, 2006, 45, 6570–6580.

19 D. Mellacheruvu, Z. Wright, A. L. Couzens, J.-P. Lambert,
N. St-Denis, T. Li, Y. V. Miteva, S. Hauri, M. E. Sardiu,
T. Y. Low, V. A. Halim, R. D. Bagshaw, N. C. Hubner, A. al-
Hakim, A. Bouchard, D. Faubert, D. Fermin,
W. H. Dunham, M. Goudreault, Z.-Y. Lin, B. G. Badillo,
T. Pawson, D. Durocher, B. Coulombe, R. Aebersold,
G. Superti-Furga, J. Colinge, A. J. R. Heck, H. Choi,
2802 | Chem. Sci., 2024, 15, 2792–2804
M. Gstaiger, S. Mohammed, I. M. Cristea, K. L. Bennett,
M. P. Washburn, B. Raught, R. M. Ewing, A.-C. Gingras
and A. I. Nesvizhskii, The CRAPome: a Contaminant
Repository for Affinity Purication Mass Spectrometry
Data, Nat. Methods, 2013, 10, 730–736.

20 H. Ceulemans, V. Vulsteke, M. De Maeyer, K. Tatchell,
W. Stalmans and M. Bollen, Binding of the Concave
Surface of the Sds22 Superhelix to the a4/a5/a6-Triangle of
Protein Phosphatase-1, J. Biol. Chem., 2002, 277, 47331–
47337.

21 M. S. Choy, T. M. Moon, R. Ravindran, J. A. Bray,
L. C. Robinson, T. L. Archuleta, W. Shi, W. Peti, K. Tatchell
and R. Page, SDS22 selectively recognizes and traps metal-
decient inactive PP1, Proc. Natl. Acad. Sci. U. S. A., 2019,
116, 20472–20481.

22 J. Lee and M. Schapira, The Promise and Peril of Chemical
Probe Negative Controls, ACS Chem. Biol., 2021, 16, 579–585.

23 L. Trinkle-Mulcahy, J. E. Sleeman and A. I. Lamond,
Dynamic targeting of protein phosphatase 1 within the
nuclei of living mammalian cells, J. Cell Sci., 2001, 114,
4219–4228.

24 J. E. Reeder, M. P. Sowden, E. M. Messing, P. Klover, E. Villa-
Moruzzi and J. W. Ludlow, Inducible expression of
catalytically active type 1 serine/threonine protein
phosphatase in a human carcinoma cell line, Cancer Cell
Int., 2003, 3, 12.

25 R. L. Seal, B. Braschi, K. Gray, T. E. M. Jones, S. Tweedie,
L. Haim-Vilmovsky and E. A. Bruford, Genenames.org: the
HGNC resources in 2023, Nucleic Acids Res., 2023, 51,
D1003–D1009.

26 KVxF PP1 motif repository, http://slim.icr.ac.uk/motifs/pp1/
index.php?page=instances, Accessed 26 May 2023.

27 P. Cloutier, C. Poitras, D. Faubert, A. Bouchard,
M. Blanchette, M.-S. Gauthier and B. Coulombe, Upstream
ORF-Encoded ASDURF Is a Novel Prefoldin-like Subunit of
the PAQosome, J. Proteome Res., 2020, 19, 18–27.

28 J. Lynham andW. A. Houry, in Prefoldins: the new chaperones,
ed. N. Djouder, Springer International Publishing, Cham,
2018, pp. 37–72.

29 J.-P. Theurillat, S. C. Metzler, N. Henzi, N. Djouder,
M. Helbling, A.-K. Zimmermann, F. Jacob, A. Soltermann,
R. Caduff, V. Heinzelmann-Schwarz, H. Moch and W. Krek,
URI Is an Oncogene Amplied in Ovarian Cancer Cells and
Is Required for Their Survival, Cancer Cell, 2011, 19, 317–332.

30 E. Heroes, B. Lesage, J. Görnemann, M. Beullens, L. Van
Meervelt and M. Bollen, The PP1 binding code:
a molecular-lego strategy that governs specicity, FEBS J.,
2013, 280, 584–595.

31 J. Kirchner, E. Vissi, S. Gross, B. Szoor, A. Rudenko, L. Alphey
and H. White-Cooper, Drosophila Uri, a PP1a binding
protein, is essential for viability, maintenance of DNA
integrity and normal transcriptional activity, BMC Mol.
Biol., 2008, 9, 36.

32 N. St-Denis, G. D. Gupta, Z. Y. Lin, B. Gonzalez-Badillo,
A. O. Veri, J. D. R. Knight, D. Rajendran, A. L. Couzens,
K. W. Currie, J. M. Tkach, S. W. T. Cheung, L. Pelletier and
A.-C. Gingras, Phenotypic and Interaction Proling of the
© 2024 The Author(s). Published by the Royal Society of Chemistry

http://slim.icr.ac.uk/motifs/pp1/index.php?page=instances
http://slim.icr.ac.uk/motifs/pp1/index.php?page=instances
http://creativecommons.org/licenses/by/3.0/
http://creativecommons.org/licenses/by/3.0/
https://doi.org/10.1039/d3sc04746f


Edge Article Chemical Science

O
pe

n 
A

cc
es

s 
A

rt
ic

le
. P

ub
lis

he
d 

on
 1

2 
Ja

nu
ar

y 
20

24
. D

ow
nl

oa
de

d 
on

 1
1/

19
/2

02
4 

11
:3

3:
25

 P
M

. 
 T

hi
s 

ar
tic

le
 is

 li
ce

ns
ed

 u
nd

er
 a

 C
re

at
iv

e 
C

om
m

on
s 

A
ttr

ib
ut

io
n 

3.
0 

U
np

or
te

d 
L

ic
en

ce
.

View Article Online
Human Phosphatases Identies Diverse Mitotic Regulators,
Cell Rep., 2016, 17, 2488–2501.

33 E. L. Huttlin, R. J. Bruckner, J. A. Paulo, J. R. Cannon, L. Ting,
K. Baltier, G. Colby, F. Gebreab, M. P. Gygi, H. Parzen,
J. Szpyt, S. Tam, G. Zarraga, L. Pontano-Vaites, S. Swarup,
A. E. White, D. K. Schweppe, R. Rad, B. K. Erickson,
R. A. Obar, K. G. Guruharsha, K. Li, S. Artavanis-Tsakonas,
S. P. Gygi and J. W. Harper, Architecture of the human
interactome denes protein communities and disease
networks, Nature, 2017, 545, 505–509.

34 J. Q. Wu, J. Y. Guo, W. Tang, C.-S. Yang, C. D. Freel, C. Chen,
A. C. Nairn and S. Kornbluth, PP1-mediated
dephosphorylation of phosphoproteins at mitotic exit is
controlled by inhibitor-1 and PP1 phosphorylation, Nat.
Cell Biol., 2009, 11, 644–651.

35 S. Mitsuhashi, H. Shima, N. Tanuma, N. Matsuura,
M. Takekawa, T. Urano, T. Kataoka, M. Ubukata and
K. Kikuchi, Usage of Tautomycetin, a Novel Inhibitor of
Protein Phosphatase 1 (PP1), Reveals That PP1 Is a Positive
Regulator of Raf-1 in Vivo, J. Biol. Chem., 2003, 278, 82–88.

36 L.-C. Hsu, Identication and functional characterization of
a PP1-binding site in BRCA1, Biochem. Biophys. Res.
Commun., 2007, 360, 507–512.

37 P. Sharma, E. B. Arias and G. D. Cartee, Protein Phosphatase
1-a Regulates AS160 Ser588 and Thr642 Dephosphorylation
in Skeletal Muscle, Diabetes, 2016, 65, 2606–2617.

38 J. Du, Y. Xiang, H. Liu, S. Liu, A. Kumar, C. Xing and Z. Wang,
RIPK1 dephosphorylation and kinase activation by
PPP1R3G/PP1g promote apoptosis and necroptosis, Nat.
Commun., 2021, 12, 7067.

39 K. Ichikawa, M. Ito and D. J. Hartshorne, Phosphorylation of
the Large Subunit of Myosin Phosphatase and Inhibition of
Phosphatase Activity, J. Biol. Chem., 1996, 271, 4733–4740.

40 N. M. Jideama, B. H. Crawford, A. A. Hussain and
R. L. Raynor, Dephosphorylation specicities of protein
phosphatase for cardiac troponin I, troponin T, and sites
within troponin T, Int. J. Biol. Sci., 2006, 2, 1–9.

41 O. Hermanson, K. Jepsen and M. G. Rosenfeld, N-CoR
controls differentiation of neural stem cells into astrocytes,
Nature (London, U. K.), 2002, 419, 934–939.

42 D. r. Alessi, Y. Saito, D. g. Campbell, P. Cohen,
G. Sithanandam, U. Rapp, A. Ashworth, C. j. Marshall and
S. Cowley, Identication of the sites in MAP kinase kinase-
1 phosphorylated by p74raf-1, EMBO J., 1994, 13, 1610–1619.

43 D. J. Robbins, E. Zhen, H. Owaki, C. A. Vanderbilt, D. Ebert,
T. D. Geppert and M. H. Cobb, Regulation and properties of
extracellular signal-regulated protein kinases 1 and 2 in
vitro, J. Biol. Chem., 1993, 268, 5097–5106.

44 V. Balan, D. T. Leicht, J. Zhu, K. Balan, A. Kaplun, V. Singh-
Gupta, J. Qin, H. Ruan, M. J. Comb and G. Tzivion,
Identication of Novel In Vivo Raf-1 Phosphorylation Sites
Mediating Positive Feedback Raf-1 Regulation by
Extracellular Signal-regulated Kinase, Mol. Biol. Cell, 2006,
17, 1141–1153.

45 M. K. Dougherty, J. Müller, D. A. Ritt, M. Zhou, X. Z. Zhou,
T. D. Copeland, T. P. Conrads, T. D. Veenstra, K. P. Lu and
© 2024 The Author(s). Published by the Royal Society of Chemistry
D. K. Morrison, Regulation of Raf-1 by Direct Feedback
Phosphorylation, Mol. Cell, 2005, 17, 215–224.

46 A. S. Dhillon, C. Pollock, H. Steen, P. E. Shaw, H. Mischak
and W. Kolch, Cyclic AMP-Dependent Kinase Regulates
Raf-1 Kinase Mainly by Phosphorylation of Serine 259, Mol.
Cell. Biol., 2002, 22, 3237–3246.

47 S. Zimmermann and K. Moelling, Phosphorylation and
Regulation of Raf by Akt (Protein Kinase B), Science, 1999,
286, 1741–1744.

48 I. Jaco, A. Annibaldi, N. Lalaoui, R. Wilson, T. Tenev,
L. Laurien, C. Kim, K. Jamal, S. Wicky John, G. Liccardi,
D. Chau, J. M. Murphy, G. Brumatti, R. Feltham,
M. Pasparakis, J. Silke and P. Meier, MK2 Phosphorylates
RIPK1 to Prevent TNF-Induced Cell Death, Mol. Cell, 2017,
66, 698–710.

49 W. Wu, X. Wang, N. Berleth, J. Deitersen, N. Wallot-Hieke,
P. Böhler, D. Schlütermann, F. Stuhldreier, J. Cox,
K. Schmitz, S. Seggewiß, C. Peter, G. Kasof, A. Stefanski,
K. Stühler, A. Tschapek, A. Gödecke and B. Stork, The
Autophagy-Initiating Kinase ULK1 Controls RIPK1-
Mediated Cell Death, Cell Rep., 2020, 31, 107547.

50 N. Djouder, S. C. Metzler, A. Schmidt, C. Wirbelauer,
M. Gstaiger, R. Aebersold, D. Hess and W. Krek, S6K1-
Mediated Disassembly of Mitochondrial URI/PP1g
Complexes Activates a Negative Feedback Program that
Counters S6K1 Survival Signaling,Mol. Cell, 2007, 28, 28–40.

51 S. Burén, A. L. Gomes, A. Teijeiro, M.-A. Fawal, M. Yilmaz,
K. S. Tummala, M. Perez, M. Rodriguez-Justo, R. Campos-
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