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ABSTRACT: The canonical Wingless-related integration site signal-
ing pathway plays a critical role in human physiology, and its
dysregulation can lead to an array of diseases. β-Catenin is a
multifunctional protein within this pathway and an attractive yet
challenging therapeutic target, most notably in oncology. This has
stimulated the search for potent small-molecule inhibitors binding
directly to the β-catenin surface to inhibit its protein−protein
interactions and downstream signaling. Here, we provide an account
of the claimed (and some putative) small-molecule ligands of β-
catenin from the literature. Through in silico analysis, we show that
most of these molecules contain promiscuous chemical substructures
notorious for interfering with screening assays. Finally, and in line
with this analysis, we demonstrate using orthogonal biophysical
techniques that none of the examined small molecules bind at the surface of β-catenin. While shedding doubts on their reported
mode of action, this study also reaffirms β-catenin as a prominent target in drug discovery.

■ INTRODUCTION

Canonical Wnt/β-Catenin Signaling Pathway. The
canonical Wingless-related integration site (Wnt)/β-catenin
signaling pathway plays a pivotal role in human physiology and
is highly evolutionary conserved in metazoans. At the crux of
the canonical pathway, the protein β-catenin fulfills multiple
roles underlying signal transduction and structural main-
tenance and is critical for embryonic development and adult
tissue homeostasis.1 In the absence of a Wnt stimulus, the
cellular concentration of β-catenin is tightly regulated and
maintained at a low level.2 This regulatory mechanism is
mediated by the action of a cytoplasmic multiprotein complex
that associates with β-catenin and induces its phosphorylation/
ubiquitination, which leads to its proteasomal degradation
(Figure 1 left). The scaffolding proteins Axin and adenomatous
polyposis coli (APC) form the core of this destruction complex
(DC) and can recruit the casein kinases 1α, β, and δ (CK1)
and glycogen synthase kinase 3 (GSK3). A sequential process
involves the binding of β-catenin to Axin, followed by the
phosphorylation of β-catenin at Ser45 by CK1, and further
phosphorylation at Ser33, Ser37, and Ser41 by GSK3. This
series of phosphorylations promotes the transfer of β-catenin
from Axin to APC and allows Axin to bind a new molecule of
β-catenin. The APC:β-catenin complex exposes the N-
terminally phosphorylated part of β-catenin to the ubiquitin
ligase β-transducin repeat-containing protein (β-TrCP),
resulting in β-catenin ubiquitination and degradation by the

proteasome. However, the binding of a Wnt-protein ligand to
the extracellular domain of the Frizzled (Fz) transmembrane
receptor induces the recruitment of the phosphoprotein
Dishevelled (Dvl) to the membrane, assisted by several co-
receptors (e.g., LRP-5/6, Ryk, and ROR2). This induces the
disruption of the DC through its segregation to the plasma
membrane, allowing β-catenin accumulation in the cytoplasm.
β-Catenin translocates to the nucleus and associates with
transcriptional regulators, resulting in the upregulation of Wnt
target genes (e.g., c-myc, axin2, cyclin D1, MMP-7, and CD44)
and cell proliferation (Figure 1, right).
These oncogenes, and others, play key roles in the inception

and progression of many cancer types, giving rise to the various
hallmarks of cancer.3−6 Overall, the degradative regulation
mechanism of β-catenin offers a fast cellular response
mechanism at the post-translational level upon extracellular
stimuli.7

Pharmacological Modulation. The importance of this
regulatory mechanism is underscored by the observation that
the dysregulation of Wnt/β-catenin signaling contributes to the
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development of an array of diseases8 including osteoarthritis,9

neurodegenerative diseases,10,11 inflammatory bowel disease,12

type II diabetes,13 and multiple cancer types.14−22 In particular,
an intimate relationship between the misregulation of Wnt
signaling and numerous subtypes of colorectal cancer (CRC) is
now well established.1 However, current therapies targeting
CRC remain largely toxic and ineffective, making CRC the
second leading cause of cancer-related death in developed
countries.23 Crucially, the hyperactivity of the signal transducer
protein β-catenin (encoded by the CTNNB1 gene) is a
hallmark of CRC, and the modulation of its activity has been
proposed as a promising strategy for developing novel classes
of anticancer drugs.21,24−28 The small-molecule inhibition of
diverse components of canonical Wnt signaling has recently
been summarized in an excellent review.29

In its active form, the signal transducer protein β-catenin
acts as a transcription factor but also plays a key role in cell
adhesion through its interaction with the cadherins. Despite
the current paradigm, the relationships linking these complex
and intricate protein−protein interaction (PPI) cascades and
the resulting phenotypes are only partly understood. Thus,
there is enormous interest in developing small molecules that
target β-catenin-mediated signaling as chemical probes to
dissect important molecular recognition events controlling
these PPIs and their phenotypic effects, but also as proof-of-
principle lead compounds toward first-in-class therapeutics in

disease, notably CRC. Importantly, the spatial and temporal
controls that are afforded by small molecules compared to
more traditional gene knockouts or RNAi present significant
advantages for studying the complex molecular physiology of
this system. To date, limited success has been achieved by
indirectly targeting β-catenin. For example, the porcupine
inhibitor IWP-1 (1, Figure 2) prevents signaling through
inhibiting the palmitoylation and secretion of Wnt ligands.30

XAV939 (2) stabilizes Axin through tankyrase inhibition,
resulting in enhanced β-catenin degradation.31 Pyrvinium (3)
promotes β-catenin phosphorylation through casein kinase
activation32 and ICG-001 (4) binds to the cyclic adenosine
monophosphate response element binding protein binding
protein (CBP) and prevents its interaction with β-catenin in
the nucleus.33 Although all the abovementioned strategies aim
to downregulate the activity of β-catenin, their indirect
inhibitory effects on β-catenin activity raise important concerns
regarding their selectivity and mode of action as their
molecular targets also interact with numerous other tran-
scription factors from other signaling pathways. Additionally,
oncogenic mutations leading to the inactivation of the DC
(e.g., truncated APC) or the desensitization of β-catenin to the
DC invariably result in β-catenin stabilization34 and will lead to
limited response to molecular agents targeting the DC or
upstream components.1

Figure 1. Schematic of the Wnt signaling pathway in both the inactive (left) and active (right) state.

Figure 2. Structures of representative Wnt signaling inhibitors acting upstream (1−3) and downstream (4) of the DC.
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Direct Targeting of β-Catenin. The direct targeting of β-
catenin would conversely be highly desirable for the develop-
ment of more specific chemical probes/drugs, as β-catenin is a
specific component of the Wnt/β-catenin signaling pathway.
Notably, the targeted/selective PPI disruption between β-
catenin and its nuclear co-regulators downstream of the DC
has attracted significant interest in inhibiting Wnt signaling and
cancer cell proliferation.25,28 Full-length β-catenin is an 85 kDa
protein, with residues 127−682 forming the structured
“armadillo repeat domain” (ARD, 56 kDa, Figure 3A), while
the C- and N-termini of the ARD are largely unstructured.35

ARD engages in complex interactions with a variety of cellular
co-regulators within the plasma membrane (e.g., E-cadherin36),
the cytoplasm (e.g., APC and37,38 Axin39), and the nucleus
(e.g., Tcf440,41). Its distinctive structure resembling that of a
super helix is composed of 12 repeat units, which are
themselves composed of three short α-helical segments (Figure
3A). Importantly, binding hotspots at the surface of the ARD
(Figure 3A−C) have been identified.42−44 The binding pocket
formed by N426, N430, K435, R469, H470, R474, and K508
(ARD-repeat 9, yellow, Figure 3A,B) has been well
documented as it engages in key interactions with D16/E17
of Tcf4/Lef1 and contributes the most to the binding affinity
(Kd ∼ 10 nM).25,27,42,43,45,46 The α-helical groove in ARD-
repeat 1 (pink, Figure 3A,C) is engaged by the α-helical HD2
domain of BCL9 (aa, 349−377).47 This region can be divided
into two key sites, the acidic knob (D162, E163, and D164)
and the hydrophobic groove (L156, L159, V167, A171, M174,
and L178).48,49 These hotspot residues contribute dispropor-

tionately to the binding affinity of Tcf4/Lef1 and BCL9 and,
ultimately, the oncogenicity of these PPIs.
The presence of these well-characterized interaction

hotspots at the surface of the ARD suggests that the
modulation of these PPIs should be possible through the
devising of selective and potent disruptors (e.g., small
molecules) competing with β-catenin partners. However,
several hotspots engage in overlapping and mutually exclusive
PPIs with several high affinity co-regulators having either
oncogenic (e.g., Tcf4, CBP, and BCL9) or tumor suppressor
functions (e.g., AXIN, APC, and E-cadherin). In particular, the
inhibition of the β-catenin/Tcf4 interaction has raised
concerns as Tcf4 shares its binding surface with E-cadherin.
The β-catenin/E-cadherin complex is a key regulator of cell
adhesion and membrane integrity. This in part explains why
most screening campaigns targeting β-catenin have relied on
functional assays rather than focusing on specific binding and
PPI inhibition. However, Cong and co-workers showed that
the soluble, oncogenic, β-catenin pool can be effectively and
selectively targeted for degradation without affecting the
cadherin-bound pool, mainly through exploiting the lower
affinity of the β-catenin/TCF4 PPI.50 This is interesting as it
suggests that the increased sensitivity of oncogenic β-catenin
can be exploited toward small-molecule inhibition without
affecting cell adhesion. The development of potent chemical
probes directly targeting β-catenin will be crucial not only for
their potential therapeutic applications but equally importantly
for the accurate functional elucidation of these PPIs in human
biology. Overall, the high affinity of β-catenin PPIs (e.g.,
nanomolar Kd), large interacting surfaces (e.g., >4000 Å

2), and

Figure 3. Structure of β-catenin with PPI interfaces and hotspots, and key PPI partners. (A) Schematic of β-catenin (aa 001−781) with the
unstructured N-terminal domain (001−126), ARD (127−682), C-terminal domain (683−781), and phosphorylation sites (oncogenicred or
tumor suppressinggreen). The 12 repeats are numbered. The five main interaction hotspots are highlighted in pink, green, white, yellow, and
red.42,45 The color coding is consistent with that of Figure 1. (B) Shows key interactions between the TCF/LEF hotspot and the unstructured
region of the TCF protein (yellow sticks). (C) Shows key interactions between the BCL9 hotspot and the BCL9 protein (purple cartoon/sticks).
β-Catenin is shown with surface representation and key hotspot residues are shown in white; residues contributing to PPI in TCF4 and BCL9 are
shown in black.
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the high degree of overlap of the binding surfaces makes the
development of small-molecule inhibitors a daunting task.
Small Molecules. Despite such challenges, a small number

of compounds targeting the surface of β-catenin have been
reported (Figure 4) and are currently under scrutiny.24,25,27,46

However, the majority of these compounds originate from
functional screening assays and unambiguous evidence of
target engagement through biophysical binding assessment and

structural methods has not been reported. As a result, and
despite the overwhelming case for direct β-catenin targeting in
Wnt signaling modulation, relatively few such compounds have
been validated and, to date, there is no clinically approved
small-molecule β-catenin inhibitor. As will be discussed further
in this article, a particular caveat in this area is the lack of
biophysical and structural data associated with reported β-
catenin inhibitors. As of 2020, not a single crystal structure of

Figure 4. Structures of small molecules proposed to target Wnt/β-catenin signaling via direct engagement/binding of β-catenin. The year they were
reported is indicated on the abovementioned timeline. Above arrow: discovered in cell free assays and below arrow: discovered by whole cell,
functional assays.
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the ARD bound to a small molecule has been reported. Only
recently, while writing this manuscript, has the first crystal
structure of a truncated ARD (repeats 1−4) bound to a low
affinity small molecule fragment been reported (vide infra).
This lack of structural and biophysical knowledge has generally
hampered further hit-to-lead optimization and perhaps
provides an explanation for why none of these reported hits
from high-throughput screening campaigns have advanced to
clinical evaluation.
Aim of This Study. The aim of this study is twofold. (i) In

the first part, we are providing a comprehensive review of the
small-molecule β-catenin inhibitors reported in the literature
up to 2020, focusing on their proposed mode of action and
potency, along with available biophysical/biological data on
target engagement and their binding mode to β-catenin; and
(ii) in the second part, we are investigating the molecular
interactions mediating β-catenin inhibition by reported (and
some putative) β-catenin ligands/inhibitors from the literature
using orthogonal in vitro biophysical techniques, namely
isothermal titration calorimetry (ITC) and differential
scanning fluorimetry (DSF). ITC, in particular, is label free
and considered one of the gold standards for studying
molecular interactions in the solution phase. It allows direct
and accurate measurement of the binding enthalpy (ΔH),
equilibrium constant (Ka or Kd), and stoichiometry (n) of a
molecular association event, from which the Gibbs free energy
(ΔG) and entropy of binding (ΔS) can also be deduced.
Hence, both the binding affinity and its thermodynamic
components can be accessed from a single experiment. Access
to the thermodynamic fingerprints of β-catenin ligands will be
an important milestone to understand the nature of the
protein−ligand interactions at play. Ultimately, we anticipate
that this study will benefit the Wnt community by clarifying
the binding and mode of action of these compounds. We
believe that this is a critical and necessary step toward future
structural studies and binding mode elucidation, and ultimately
developing suitable strategies for their synthetic optimization
toward potent, first-in-class therapeutic agents targeting the
Wnt signaling pathway. An analogous study of small-molecule
Keap1-Nrf2 PPI inhibitors was undertaken in 2019 by Tran et
al., using biophysical techniques [fluorescence polarization
(FP), DSF, and surface plasmon resonance (SPR)], which
highlighted that half of the reported inhibitors were in fact
inactive or deviated from reported activities.51

Through an extensive survey of the literature, we here
highlight that an important number of reported “direct” β-
catenin inhibitors originate from functional and often whole
cell screening assays, with limited evidence of target engage-
ment through biophysical binding assessment and structural
methods. Critically, we found that none of such inhibitors
show in vitro binding to the recombinant β-catenin ARD (aa
148−662) by ITC and DSF. We also highlight that several of
these molecules are chemically labile due to pan assay
interference (PAIN) chemical functionalities in their core
structures, including reactive quinones and α,β-unsaturated
carbonyls, redox active systems, reactive 2-hydroxybenzylamine
and heterocycles, and metal chelators. The promiscuity of
these PAIN substructures in both biophysical and cellular
assays has been extensively reviewed and raises significant
concerns in regard to the proposed mode of action of these
compounds.52,53 Last but not least, a subset of reported β-
catenin inhibitors originate from proprietary screening
libraries, and their syntheses have not been described. Here,

we report the detailed synthetic routes developed in the
process toward these compounds, along with their character-
ization and associated analytical data.

■ RESULTS AND DISCUSSION
Overview of Reported “Direct” β-Catenin Inhibitors.

In 2004, Lepourcelet reported a set of small-molecule
inhibitors of the β-catenin (aa 134−668)/Tcf4 (aa 8−54)
interaction using a high-throughput ELISA-based assay.54

Following a primary screen of 7000 natural products and
45,000 compounds from the Novartis collections, natural
products 5−10 displayed concentration-dependent inhibition
of complex formation. Interestingly, the three structurally
related natural products CGP049090 (6), PKF115-584 (7),
and PKF222-815 (8) could inhibit the β-catenin/Tcf4
interaction in protein extracts from HCT116 colon cancer
cells (IC50s = 10−30 μM). In particular, 6 and 7 proved
effective in inhibiting Wnt-specific reporter genes, colon cancer
cell viability, and β-catenin-dependent axis duplication in
Xenopus embryos. This is in line with later studies from
Sukhdeo et al., highlighting the inhibitory effect of 7 in the
xenograft models of human multiple myeloma.55 The ability of
6 and 7 to inhibit the β-catenin/APC and β-catenin/tcf4
interactions suggests they bind to β-catenin, however, the
binding site and affinities of such interactions remain elusive.
Planar polyaromatic compounds 7 and 8 also interfered with
tcf4-DNA complexation, independent of β-catenin, whereas 9
and 10 selectively blocked the tcf4/β-catenin complex with
DNA, without changes in β-catenin levels.
In 2006, Trosset and co-workers performed a computational

pocket detection of the human β-catenin/tcf3 complex
(PDB1G3J) using PASS and FLO_QXP tools to identify
potential hotspots for structure-guided drug design,41,56−58 and
screened a library of 17,700 compounds from the Pharmacia
and Upjohn collection against the K435 hotspot. Following
docking score analysis and visual inspection of docking poses,
3 out of 22 candidates displayed binding and partial
competition with Tcf4 (aa 1−53) in subsequent WaterLOGSY
nuclear magnetic resonance (NMR) and ITC. PNU-74654
(11) was the most potent and displayed a Kd of 450 nM
against the β-catenin ARD (aa 134−671) in VP-ITC
experiments, although no structure−activity relationship
(SAR) data were disclosed. On the basis of docking studies,
the methyl group of 11 was proposed to bind to a narrow cleft
lined by E571 and K508, while the hydrophobic phenox-
ybenzene was proposed to interact at the polar K435 hotspot.
Unambiguous binding mode determination by X-ray crystal-
lography and biological activity data were not reported. Of
note, 11 displayed a highly entropic binding signature (ΔH =
−8.4 kJ/mol, −TΔS = 27.8 kJ/mol), raising concerns about its
binding specificity.
R-etodolac (12) and brominated analogue SDX-308 were

shown to inhibit β-catenin/TCF signaling (IC50 = 683 ± 76
and 46 ± 4.6 μM, respectively, in HEK293 cells) and induce
apoptosis in drug-sensitive and drug-resistant multiple
myeloma cell lines.59 SDX-308 was shown to decrease nuclear
β-catenin levels without affecting total β-catenin levels in
MM1S and OPM1 cells, thus inhibiting β-catenin/TCF
transcriptional activity. A large number of 2,4-diaminoquinazo-
lines were reported as Wnt/β-catenin inhibitors between 2009
and 2016.
In 2009, Chen and co-workers identified lead 2,4-

diaminoquinazoline 14 (IC50s = 0.22 and 0.19 μM in
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Tcf22C11 and Tcf33.13 cell lines, respectively) as a β-catenin/
Tcf-4 PPI inhibitor in a cell-based luciferase reporter screening
assay and subsequent SAR studies.60 However, 14 and its
derivatives did not show in vivo efficacy in HT29 and HCT116
xenografts. In 2010, Dehnhardt and co-workers identified a
range of 2,4-diaminoquinazoline analogues with improved in
vivo profiles. Administration of representative lead molecule 13
(TOPFlash in Tcf33.13 cell line IC50 = 0.60 μM) at 150 mg/kg
suppressed xenograft tumor growth in vivo by up to 66% in a
β-catenin/RK3E mouse model; however, administration was
intraperitoneal (IP) due to poor bioavailability.61 In 2012, Mao
and colleagues reported a series of similar 2,4-diaminoquinazo-
lines, identified using a HCT116 luciferase reporter screening
assay and a growth inhibition assay against HCT116 and
SW480 cell lines.62 Representative 15 inhibited Wnt signaling
in HCT116 (IC50 = 2.0 μM) and inhibited growth of HCT116
and SW480 cell lines (IC50s = 0.9 and 1.1 μM, respectively).
The in vivo activity of 15 and its analogues was not reported.
In 2016, Li and co-workers identified a family of 2,4-
diaminoquinazolines as Wnt/β-catenin inhibitors using a
TopFlash Wnt reporter assay in HCT116 cells, following
screening of an in-house library of 500 quinazoline derivatives.
SRI-31230 (16) was the most potent, inhibiting TOPFLASH
(IC50 = 13 μM) and inducing dose-dependent reductions in
Axin2/cyclinD1/Survivin protein levels while displaying
consistent viability reduction in cancer lines HCT116 (IC50
= 6.2 μM), SW480 (IC50 = 5.9 μM), and SW620 (IC50 = 6.7
μM).63,64 Although the structural similarities between these
molecules are worth noting, the molecular mechanisms and
binding events underlying such activity remain unclear. It has
been suggested that these compounds exert their effect via the
inhibition of the β-catenin/Tcf4 protein−protein interaction,
possibly highlighting the folded β-catenin ARD as a possible
molecular target.65

In 2010, Lee and co-workers screened ∼1500 diverse
heterocyclic compounds using a cascade of assays looking at
the inhibition of cell proliferation followed by a cell-based
reporter assay measuring β-catenin/Tcf transcriptional activity
in A549/Wnt2 cells.66 Interestingly, primary screening
identified 13 structurally related, tri-substituted quinoxalines
which reproducibly reduced A439 cell proliferation, including
representative derivative 17 (IC50 < 5 μM). This correlated
with the inhibition of TOPflash reporter gene activity by 30−
90% and decreased levels of nuclear β-catenin. A subsequent
study identified GDK-100017 (18), which inhibited the
proliferation of A549/Wnt2 and SW480 cells in a dose- and
time-dependent manner (IC50 = 10 μM),67 while showing little
effect in L132 human embryonic pulmonary epithelial cells.
This effect in cancer cells correlated with the downregulation
of Wnt target genes cyclin D1 and DKK1, while the expression
levels of c-myc and survivin remained unaffected. 18 induced
cell cycle arrest in A549 cells in combination with radiation
compared with either treatment alone. Interestingly, several
quinoxaline derivatives have been independently identified by
Zhang as Wnt/β-catenin inhibitors, potentially suggesting a
common molecular target (vide infra).68

In the same year, Ewan et al. used a primary luciferase-based
assay to screen a library of ∼63k low molecular weight
compounds.69 Hit compounds were subjected to a screening
workflow that involved a secondary TOPFlash assay, de-
convolution, and hit triage, which afforded three hits.
CCT031374 (19) was among the three most promising
compounds, with GI50 = 13.9 and 13.2 μM in HCT116 and

SW480 cells, respectively. 19 was hypothesized to act at the β-
catenin level, by blocking TCF-dependent transcription and
increasing the degradation of endogenous wt-β-catenin in
murine L-cells, was stabilized by the GSK3 inhibitor BIO. The
molecular mechanism underlying inhibition was not eluci-
dated, although it was hinted at possible binding of 19 to the
ARD. The blocking of TCF-dependent transcription in SW480
colon cancer cells was not accompanied by the downregulation
of β-catenin levels. Furthermore, the levels of stabilized β-
catenin in HEK293 cells were not reduced when treated with
19, although TCF-dependent transcription was blocked.
In 2011, Gonsalves employed a cellular RNA-based

screening assay with a luciferase reporter to identify small-
molecule inhibitors of β-catenin/Tcf4-mediated transcription
downstream of the DC, following induction of reporter gene
activity via RNAi-mediated Axin inhibition.70 This screen of ca.
15,000 compounds from various proprietary collections
identified a family of structurally related heterocyclic
compounds displaying >70% inhibition of signaling. Repre-
sentative oxazole containing iCRT3 (20) was among the most
potent analogues, selectively inhibiting nuclear β-catenin-
mediated transcription (IC50 = 1.8 μM), β-catenin/Tcf4
complex formation in vitro and in HEK293 cell lysate.
Conversely, 20 had no noticeable effect on β-catenin
interactions with E-cadherin and α-catenin, or noncanonical
Wnt signaling. 20 was hypothesized to bind the K435/R469
hotspot of the ARD based on docking and DSF experiments,
although the exact molecular interactions involved and the
associated affinity of such an interaction have not been
discussed. Of note, 20 induced thermal shifts <1 °C in DSF
experiments, suggesting that potential binding affinity to the
ARD is likely to be rather weak (e.g., high μM), contrasting
with its reported cellular activity (low μM).68 Of note, some
analogues including iCRT-4, -9, -16, and -21 significantly
interfered with several signaling pathways including notch,
Hedgehog (hh), and Janus kinase/signal transducer and
activator of transcription.
The same K435βcat-D16tcf4 interaction hotspot on the ARD

was probed in 2012 by Tian and co-workers, by Autodock4
virtual screening of ca. 2000 compounds from a diversity set of
the National Cancer Institute open database.71,72 Docking
identified organocopper complex BC21 (21) as a potential
ligand of β-catenin. Complex 21 decreased β-catenin-depend-
ent TCF reporter activity in HCT116 and HEK293 cells at low
micromolar concentrations and modestly downregulated Wnt
target genes (c-Myc and cyclin D1) and reduced HCT116
viability (IC50 = 15 μM); while in FP competition experiments,
21 displayed modest displacement of a labeled tcf4 peptide
(IC50 = 5 μM), the precise molecular mechanisms and binding
specificity are unknown. Also noted by the authors, 21 had also
been shown to inhibit protein phosphatase 2C, the
proteasome, and to have cytotoxic effects in a range of
human cancer cells.73,74 These potential off-target effects were
not investigated in this study.
In the same year, Henen and co-workers employed a meta-

structure approach combined with NMR to pinpoint potential
β-catenin ligands.75 The meta-structure concept was proposed
as a framework to identify potential ligands directly from a
protein’s primary sequence. This identified fluorescein (22),
eosin Y (23), 2-phenoxybenzoate (24), and related imine
derivative (25) as potential ligands of the ARD. Both ligands
showed binding to the β-catenin ARD (aa 134−671) in
saturation transfer difference (STD) NMR experiments.
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However, the affinity and precise binding mode/site of these
ligands were not reported. It is also worth noting that both
aromatics of the biphenylether in 24 and 25 are unlikely to
adopt a coplanar arrangement but rather give rise to a
significant dihedral angle. This suggests that all four
compounds may not share a unique binding mode/site.
Although the authors highlighted their plan to exploit these
results for the development of more potent β-catenin ligands,
no follow-up study has been reported.
An ELISA-based screen of 47,500 LOPAC/PhytoPure/

MRCT compounds by de la Roche identified the natural
product carnosic acid (26) as a β-catenin/Bcl9 PPI inhibitor.76

26 selectively inhibited (Ki = 3 μM) the interaction between
the N-terminal region of β-catenin (aa 134−671)77 and the
BCL9 homology domain 2 (aa 343−396). 26 is thought to
bind (STD/HSQC-NMR, Kd ∼ 20 μM) to a transient binding
motif in part formed by the intrinsically labile helix 1 (H1, aa
141−149) of the ARD. The interaction of 26 with this region
was shown to exacerbate the propensity of the ARD to
aggregate in vitro and in cells, leading to its proteasome-
mediated depletion. This proposed degradative mode of action
was also correlated with the downregulation of β-catenin-
dependent TOPFlash activity and the downregulation of the
mRNA levels of Wnt targets AXIN2 and B9L in HeLa,
HCT116, and SW480 cells. The peculiar degradative mode of
action of 26 has so far hampered accurate biophysical and
structural characterization, which rely on the presence of the
folded protein.
In 2013, Zhang et al. using in-house AlphaScreen and FP

assays to look at selective inhibitors of the β-catenin (aa 138−
686)−Tcf4 (aa 7−51) interaction, screened a library of 250
commercially available carboxylic acid-containing com-
pounds.68 Substituted acylhydrazide R360163 (27), rhodanine
L338192 (28), quinoxaline R999636 (29), and biphenylether
T155535 (30) were identified as modestly selective inhibitors
showing moderate potency (Ki ∼ 8.8−77 μM) and selectivity
(1.1−25 fold) in vitro for the β-catenin-Tcf4 interaction over
APC and E-cadherin. These compounds have been proposed
to engage the β-catenin K435 hotspot targeted by D16 of Tcf4,
although direct evidence through structural methods or site-
directed mutagenesis (SDM) has not been reported.
Interestingly, 30 is yet another example of a biphenylether
derivative. The Ji laboratory has used a structure-based design
strategy toward several series of small-molecule peptidomi-
metics targeting the ARD. Isosteric replacement and conforma-
tional restriction of D16/E17 of Tcf4 led to the development
of UU-T01 (31), the most potent member of a family of
heterocyclic β-catenin/Tcf4 interaction in vitro inhibitors.78

The binding of 31 to the ARD (aa 142−686) was
characterized by FP (Ki = 3 μM) and VP-ITC (Kd = 0.53
μM, ΔH = −3.4 kJ/mol, −TΔS = −33 kJ/mol). Of note, this is
an unusually high ligand efficiency (LE = 0.51), in addition to
the binding being strongly driven by a favorable entropic term.
Based on modeling studies, 31 was proposed to mimic D16/
E17 of Tcf4 and engage in polar interactions with β-catenin
hotspot residues K435, K508, and R469. This was further
supported by its reduced binding affinity against the
corresponding K435A, K508A, and R469A mutants. However,
the authors did not report on the biological activity of 31. A
third publication from the Ji laboratory the following year
reported disruptors of the β-catenin-Tcf4 PPI, utilizing a
peptidomimetic strategy in conjunction with computational
modeling.79 SiteMap and MCSS analyses assessed the

druggability of the region of β-catenin that interacts with the
GANDE sequence in Tcf4.48,80 Using the Tcf D16/E17
hotspot residues as a basic scaffold, diverse motifs were
incorporated to probe and evolve the peptidomimetic. MCSS
analysis suggested that a chloroindole motif would be tolerated
in a narrow channel formed by residues R474 and R515 at the
ARD surface, adjacent to the K435 hotspot. This channel is
present in the crystal structures of the ARD bound to human
TCF4 (PDB1JDH, 1JDW) and xenopus Tcf3 (PDB
1G3J) and accommodates these regulators, but is not present
in the ARD apo structure (PDB2Z6H). Furthermore, a
range of hydrophobic amino acids were examined as
replacements for N15 to probe the adjacent hydrophobic
pocket (Figure 3B) formed by residues K508, E568, and I569,
among others. Iterative computational modeling (AutoDock
4.2) and SAR from FP experiments afforded 39 (Ki = 0.64
μM). AlphaScreen, VP-ITC, and SDM all supported the direct
binding of 39 and derivatives to β-catenin (VP-ITC Kd ≈ 0.42
μM). The protein expression levels of cyclin D1 and c-Myc
were reduced upon treatment with 39 in SW480 cells. Equally
noteworthy, the binding of 34 is highly entropic, suggesting
that it is primarily entropically driven (ΔH = −4.2 kJ/mol,
−TΔS = −33 kJ/mol). This suggests again that binding may
be driven primarily by hydrophobic interactions and water
displacement rather than polar and directional interactions
(e.g., H-bond). This was not discussed by the authors.
The Ji laboratory reported the small molecule 32 in 2015 as

an inhibitor of the β-catenin-Tcf4 interaction identified
through dual AlphaScreen and FP assays and SAR analysis.81

One close derivative of 32 suppressed canonical Wnt signaling,
downregulated the expression of Wnt target genes, and
inhibited the growth of cancer cells.
Hoggard et al. used HippDB to data mine the PDB and

identify α-helical peptidomimetics to target the β-catenin/
BCL9 PPI.82−86 34 was designed by a bioisostere-based
fragment hopping protocol to mimic hydrophobic side chains
at positions i, i + 3 and i + 7 of an α-helix. 34 was subsequently
overlayed with the BCL9 S352-F374 α-helix to design small-
molecule inhibitors of the β-catenin-BCL9 PPI. Iterative
design-synthesis-evaluation were performed to identify 34 as
the most potent and selective inhibitor with KiαS = 2.1 μM. 34
was further characterized by SDM and VP-ITC (Kd = 0.33
μM). Later in 2018, the derivatives of 34 were reported with
KiαS = 0.47 μM and selectivity >1900 (β-catenin-BCL9 vs β-
catenin-E-cadherin, respectively).87 Along with carnosic acid
26, 34 and its derivatives represent the only examples of small
molecules targeting the ARD N-terminus. The inhibition of the
β-catenin/BCL9 PPI has been proposed as an alternative
strategy to achieve controlled Wnt signaling inhibition in a
range of CRCs.88 The interaction of β-catenin with BCL9 in
the nucleus is necessary for downstream signaling. BCL9 is one
of the few partners interacting with the ARD N-terminus,
suggesting that the development of selective PPI inhibitors
may be possible. This may have important implications for
overcoming the challenge of achieving selective inhibition of
the β-catenin/Tcf4 oncogenic PPI. This is because Tcf4 shares
overlapping PPI surfaces with a range of other regulators,
notably E-cadherin. Wnt signaling activation and alteration of
E-cadherin function are key factors in the epithelial−
mesenchymal transition and metastasis.
Early in 2016, Fang and Birchmeier published 4-thioureido-

benzenesulfonamide derivative LF3 (35) as an inhibitor of the
β-catenin (aa 134−668) and Tcf4 (aa 1−79) PPI in an
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AlphaScreen high-throughput screening (HTS) of 16000
synthetic compounds from the ChemBioNet collection.89

Thiourea 35 exhibited an IC50 ca. 2 μM in AlphaScreen and
ELISA assays, although the affinity and binding site/mode of
35 at the ARD surface were not reported. Preliminary SAR
studies highlighted that the sulfonamide group is vital for
potency, illustrated by a complete loss of potency upon its
removal. The replacement of the styryl unit with other terminal
aromatic groups such as phenyl and benzyl led to a 2−50 fold
reduction in inhibitory activity. Immunoprecipitation experi-
ments showed that 35 could inhibit β-catenin/Tcf4 interaction
in HCT116 cell lysates in the micromolar range while showing
no disruption of E-cadherin-mediated cell adhesion. This also
correlated with the downregulated expression of a range of
Wnt target genes (Bmp4, Axin2, survivin, Bambi, and c-Myc)
and tumor growth reduction in NOD/SCID mice.
In the same year, Zhang and co-workers reported the small

molecule BC-23 (33).90 The treatment of non-small cell lung
cancer H1299 cells with low μM concentrations of 33
downregulated c-Myc and cyclin D1 expression, promoted
the S phase arrest and increased levels of reactive oxygen
species (ROS) to mediate increased radiation sensitivity. In FP
experiments, 33 inhibited the β-catenin/Tcf4 (aa 8−30) PPI
(IC50 = 1.7 μM) and inhibited TOPFlash activity in a dose-
dependent manner (IC50 = 2.3 μM) in H1299 cells. Based on
Autodock4 docking studies, the authors suggested that 33
competes with tcf4 through binding to the K435 hotspot,
making hydrophobic contacts and H-bond interactions with
the side chains of neighboring residues C429, N430, and K508.
A key consideration is the chemical lability of the
chloroquinone motif, which is highly reactive toward a range
of nucleophiles, notably sulfur nucleophiles such as cysteine at
physiological pH. We will discuss this later in this study. This
raises important concerns regarding the specificity and mode of
action of BC-23.
Hwang and Lee reported the small molecule benzenesulfo-

namide derivative methyl 3-{[(4-methylphenyl)sulfonyl]-
amino}benzoate (MSAB) (36) following a cell-based HTS
luciferase assay of 22,000 compounds.91 36 selectively
inhibited luciferase activity (IC50 ∼ 2−5 μM) and reduced
viability (IC50 ∼ 2−6 μM) of 12 Wnt-dependent cancer cell
lines, while showing comparatively little effect on Wnt-
independent cell lines. 36 selectively induced size and weight
reduction in a panel of Wnt driven HCT116, HCT115, and
H23 tumors in xenografted mouse models. This was in line
with apoptotic induction and elevated cleaved caspase-3 in
mouse tumor tissues treated with 36. This effect also correlated
with dose-dependent reduction of mRNA levels of downstream
Wnt target genes AXIN-2, c-MYC, cyclin D1, and BMP4 in a
panel of Wnt-dependent cell lines, along with reduced levels of
their respective proteins. Initial biophysical analysis using STD
NMR, SPR, and pull-down experiments suggested that 36
binds to the ARD C-terminal region (aa 301−670). The
authors suggested that the binding of 36 to β-catenin in the
cellular environment mediates its proteasomal degradation,
although this remains largely speculative.
Substituted benzimidazole HI-B1 (37) was reported in 2017

by Dong et al.92 37 inhibited β-catenin/Tcf4 luciferase activity
in a dose-dependent manner (IC50 = 2.3 μM), downregulated
the expression of cyclin D1 and Axin2, and induced growth
reduction of DLD1, CACO2, and HCT116 cells. 37 also
selectively inhibited the growth of patient-derived xenograft
CRC model displaying elevated β-catenin levels. 37 con-

jugation to sepharose 4B-beads followed by affinity pull-down
in cell lysates and western blotting (WB) selectively identified
β-catenin as a direct molecular target (affinity unknown). Of
note, 37 presents several structural similarities with
GDK100017 (18), including a fluorinated nitrogen hetero-
bicyclic system connected to a conformationally constrained
phenyl ring. Glide docking suggested that 37 binds to the
surface of the ARD, possibly through key H-bonding
interactions with G307 and K312.
Several series of β-carbolines were independently reported as

Wnt signaling inhibitors between 2014 and 2018. Wang and
co-workers identified compound SP141 (38) as a dual
inhibitor of MDM2 and β-catenin in pancreatic cancer.93 38
potently reduced the levels of active, unphosphorylated β-
catenin and downstream c-Myc and cyclin D1 proteins in a
concentration-dependent manner in Panc-1 and AsPC-1
pancreatic cancer cells (IC50s < 0.5 μM) and tumors (40
mg/kg), harboring elevated levels of β-catenin. Interestingly,
WB and immunofluorescence experiments showed that 38 had
comparatively low effects on the levels of phosphorylated β-
catenin and the membrane bound β-catenin fraction,
suggesting that it selectively targets the soluble, active pool
of cytoplasmic and nuclear β-catenin. Pull-down experiments
in Panc-1 and AsPC-1 cells with a biotinylated analogue of 38
preferentially precipitated β-catenin, suggesting it as a direct
target (affinity unknown). The overall molecular mechanisms
underlying such inhibition remain unclear, although it was
suggested that binding of 38 to a yet to characterize region of
the ARD could induce its aggregation and proteasome-
mediated degradation. A similar degradative mode of action
was suggested by de la Roche while studying carnosic acid
(26).76 It is also worth mentioning that the structurally related
beta-carboline derivatives have been reported to inhibit Wnt
signaling through the activation of CK-1α rather than binding
to β-catenin.94 Further clarification through direct binding
assays will be critical to validate the molecular target(s) of
beta-carbolines.

PAINS Analysis and Biophysical Characterization. Pan
Assay INterference compoundS (PAINS) contain substruc-
tural motifs which are notorious for their overrepresentation as
hits across a diverse range of HTS assays.52 PAINS are well-
known to medicinal chemists and often display unspecific
chemical reactivity and adverse physico-chemical properties,
leading to promiscuous, nonspecific activity in various in vitro
biophysical, biochemical, and cellular assays. Those include a
wide range of chemically reactive electrophiles, metal chelators,
redox active or/and aggregation prone scaffolds, and extended
aromatic systems displaying DNA intercalating or/and intrinsic
photochromic properties that interfere with, for example,
absorption/fluorescence assay readouts, and molecular scaf-
folds historically well-known for their intrinsic in vivo toxicity.
Some PAINS can also cumulate several of such properties. To
the despair of many medicinal chemists, they represent a
significant proportion of false positive hits in screening
campaigns, either lacking potency or specificity. PAINS have
been extensively reviewed and reported since their popular-
ization in the medicinal chemistry literature more than a
decade ago, notably thanks to important ground work by Baell
and co-workers.53,95−97 The increasing recognition of PAINS
in screening libraries has promoted considerable development
of computational filters for their early detection and removal,
hence minimizing the time and resources invested in pursuing
non-optimizable leads.98 There has been some exceptions and
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rarely PAINS can be optimized to promising candidates, such
as the hit anthraquinone PARG inhibitor identified by
AstraZeneca, which was successfully developed to a lead
quinazolinedione with Kd = 1.45 nM.99 Brenk filters have also
proven useful for the early detection and removal of
promiscuous functionalities generally known to display
unfavorable toxicity, poor pharmacokinetic properties, chem-
ical reactivity, and metabolic instability.100,101

Here, we sought to investigate the occurrence of PAINS
and/or Brenk alerts in reported small-molecule β-catenin
inhibitors, which we believe is a critical first step to (i)
discarding potentially inherently toxic/reactive “dead-end”
compounds; and (ii) identifying potentially suitable starting
points for future structural studies and lead optimization
toward first-in-class chemical probes and therapeutic agents
targeting β-catenin. First, we combined visual inspection and
extensive PAINS filters,53 complemented with SwissADME
computational analysis, to investigate potential inherent
toxicity/reactivity alerts (Table 1). SwissADME has proven
particularly useful and robust for the identification of
problematic substructures, and combines the dual detection
of PAINS and Brenk alerts into a single platform.101 Second,
we assayed the majority of these compounds using biophysical
techniques. We employed DSF and ITC to evidence potential
binding through monitoring thermal stabilization and binding
enthalpy, respectively. These methods are complementary as
ITC focuses on detecting rather enthalpic binding events while
DSF tends to underscore binding events carrying more
important entropic contributions, especially for high melting
temperatures (Tm, vide infra).
Quinone/Haloquinone and Extended Polyaromatics.

5−9, 22, 23, and 33 all contain quinone, quinone methide, or
polyaromatic motifs prone to redox activity, electrophilic
reactivity, and singlet oxygen production.102 ALARM NMR
experimentally demonstrated that 10 and pyrimidotriazine-
dione derivatives were intrinsically reactive along with
displaying potent redox cycling in a phenol red-horseradish
peroxidase screen (EC50 < 2.0 μM).103−105 The same two
assays also unambiguously demonstrated the inherent thiol

reactivity and redox cycling of a diverse range of substituted
rhodanines, chloro- and/or benzo-quinones, catechols, benzo-
furazans, and other extended polyaromatic systems, reminis-
cent of the chemical structures of 5−9, 26, 28, 32, and 33. The
core scaffolds of 5−9 also share structural similarities with a
number of anthracyclines, which are well-known for their
DNA-damaging activity.

Benzofurazans. The benzofurazan PAIN scaffold is known
to react reversibly with thiols, including by electron transfer.95

Benzofurazans are widely employed as fluorescent-labeling
reagents due to their high reactivity and long excitation/
emission wavelengths.106,107 A number of electrophilic
benzofurazans have also displayed modest inhibition of DNA
and RNA synthesis.108 Among other electrophilic substruc-
tures (vide supra), an important number of benzofurazans
exhibit intrinsic reactivity toward nucleophiles,104 raising
questions about the specificity of electrophilic pyrazinofurazan
32.

Phenolic-Mannich Base. 21 contains a phenolic Mannich
base motif prone to in situ benzylic ammonium elimination
(pKa ≈ 10) to the corresponding highly electrophilic ortho-
quinone methide (QM).109 QMs have generally been shown to
react indiscriminately with a number of biological nucleophiles,
including amino acid side chains and DNA bases. Two
publications have also highlighted 21 as an inhibitor of both
PP2C and flavivirus MTase, suggesting other possible modes
of action.74,110 21 also exhibited cytotoxicity in BHK-21 cells
(CC50 = 11 μM), at concentrations lower than its IC50 = 17
μM.110 A range of phenolic Mannich base-containing
compounds structurally similar to 21 have also been shown
to covalently modify catalytic tautomerase via QM generation
and subsequent proline N-alkylation.111 These stability issues,
along with the potential for in situ metal decomplexation in the
physiological environment, suggest that 21 may act by more
than one mechanism.

Acylhydrazone. Acylhydrazones similar to commercial 11
and 27 are known to undergo photoinduced E/Z isomer-
ization112 and hydrolysis to their corresponding hydrazides and
aldehydes. Acylhydrazones are generally less stable to

Table 1. Literature and SwissADME PAINS/Brenk Analysis Reveal That Approximately Half of Reported β-catenin Inhibitors
Contain Suspected Reactive and/or Toxic Substructuresa

SwissADME analysis

ID literature reactivity PAINS Brenk alert detergent additives in reported in vitro screend

5, 9 Rx, Pr Re Y Yb quinone_A/D 0.05% Tween 20
6−8 Rx, Pr, D Re N Y polycyclic_aromatic 0.05% Tween 20
22−23 Rx, Pr, D Re N Y polycyclic_aromatic none
10 Rx Cycler N N toxoflavinc 0.05% Tween 20
11 PI, H, M N Y Imine_1 none
13 E N Y 2-halo_pyridine N/A, whole cell
21 Re, M, Cx N N mannich_A 0.01% Triton X-100
25 PI, H N Y Imine_1 none
26 Rx, Pr Re Y Y catechol_A 0.05% Tween 20
27 E Y Y imine_one_isatin 0.01% Triton X-100
28 E, M, Ag Y Y ene_rhod_A 0.01% Triton X-100
32 E N N diazox_A 0.01% Triton X-100
33 E, Rx, Pr Re Y N quinone_A 0.01% Triton X-100
35 E N Y thiocarbonyl_group 0.05% Tween 20

aNotes: Pr = protein, D = DNA, M = metal chelation, PI = photoisomerization, E = electrophilic, H = hydrolysis, Rx = redox, Re = reactive, Cx =
cytotoxic, I = intercalation, and Ag = aggregation. b16 did not trigger Brenk alert. cNo alert was generated. dDetergent additives in reported in vitro
screens: identified from whole cell assays, 12−20, 37, 38, no detergent used; identified from in vitro screens, 5−10, 26, 35, in the presence of
0.05% Tween 20; 21, 27−34, 36, 39, in the presence of 0.01% Triton X-100; and 11, 22−25, no detergent in the screening assay.
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hydrolysis than non-acylated hydrazones and oximes.113

Because of their facile hydrolysis under mildly acidic
conditions, acylhydrazones have been employed as cleavable
linkers for biotin-streptavidin biomolecule isolation.114

Rhodanines. Despite the range of biological activities
reported in the literature, rhodanines are regarded as one of
the most prevalent sources of false positives in HTS
campaigns. Prior to 2010, the rhodanine motif was prevalent
in multiple drug discovery campaigns and reached a peak in
2010.115−119 However, since the introduction of systematic
PAINS filters by Baell in 2010, there has been a significant
decrease in reports highlighting rhodanine lead compounds.53

Rhodanines such as 28 have been shown to form aggregates,
act as Michael acceptors, interfere with fluorescence assays due
to their photochromic properties, and chelate a variety of
metals. These have been extensively reviewed by Tomasǐc ́119
and Sink.120 Consistently, rhodanine containing 28 triggered
both PAINS and Brenk alerts.
Catechols. Catechols such as the natural product carnosic

acid 26 are frequent hitters in screening assays such as
AlphaScreen.96 They are notorious redox cyclers,121 metal
chelators,122 and potent electrophiles in their oxidized form.123

For example, catechol containing gallic acid has been shown to
induce apoptosis in HL-60RG cells by ROS generation.124 26

has been extensively investigated for its anti-bacterial, -cancer,
-fungal, and -viral properties,125 and multiple reports have also
demonstrated that 26 is easily oxidized in mild aerobic
conditions. Although de la Roche provided supporting
evidence for its binding to the ARD in vitro, it is still unclear
whether 26 itself or one of its oxidized metabolites is
responsible for its cytotoxicity.
The majority of the abovementioned known promiscuous

scaffolds were identified as problematic by either PAIN or
Brenk filtering, or both. Exceptions were toxoflavin (10), labile
copper complex (21), and polycyclic furazan (34), which were
not identified by the filters, despite their known chemical
lability (vide supra). We found that the Brenk alert filter of
SwissADME was generally more efficient at detecting
potentially reactive and/or toxic substructures than more
traditional/historical PAIN filters, and generated results more
in line with the known promiscuity of these scaffolds. Last but
not least, an important proportion of these molecules are based
on chemotypes well known to aggregate and form colloids in
aqueous buffers, interfering with a variety of screening assays.
This was recently demonstrated in several excellent studies,
highlighting compound aggregation as a major source of false
positives in in vitro screening assays.126,127 Although the use of
detergent additives can to some extent mitigate this behavior,

Table 2. Thermal Stabilization (ΔTm), Binding Affinities (Kd), and Thermodynamic Parameters (ΔG, ΔH, and ΔS)
Determined by DSF and ITC (298 K), Respectively, against the WT Human ARD (aa 148−662)a

compound ID DSF ΔTm (°C) ITC binding (Y/N) N Kd
e (μM) ΔG (kcal/mol) ΔH (kcal/mol) −TΔS (kcal/mol)

TCF413−27 +0.1 ± 0.1 Y 0.94 ± 0.01 1.81 ± 0.11 −7.84 −18.7 ± 0.23 10.9
BCL9348−376 −0.5 ± 0.1 Y 1.09 ± 0.01 1.25 ± 0.06 −8.05 −11.3 ± 0.09 3.18
6 −0.7 ± 0.3 N n.d.
10 −0.5 ± 0.1 N n.d.
11 −0.5 ± 0.1 N n.d.
12 −0.5 ± 0.1 N n.d.
15 −0.7 ± 0.4 N n.d.
16 −0.6 ± 0.0 Nb n.d.
17 0.0 ± 0.0 N n.d.
18 +0.1 ± 0.1 N n.d.
19 −0.1 ± 0.3 N n.d.
20 −0.7 ± 0.3 N n.d.
21 n.d.b Nb n.d.
22 +0.1 ± 0.1 N n.d.
23 n.d.c N n.d.
24 −0.1 ± 0.3 N n.d.
25d +0.1 ± 0.1 Nb n.d.
26 −2.7 ± 0.7 N n.d.
28 −0.5 ± 0.1 N n.d.
29 −3.9 ± 0.4 N n.d.
30 +0.1 ± 0.1 N n.d.
32 −0.1 ± 0.3 N n.d.
33 n.d.c N n.d.
34 −0.5 ± 0.1 N n.d.
35 −0.7 ± 0.3 N n.d.
36 −0.5 ± 0.1 N n.d.
37 −0.1 ± 0.3 N n.d.
38 −0.9 ± 0.3 N n.d.
96 −0.5 ± 0.1 N n.d.

aDSF experiments were performed in triplicate, using 8 μM ARD, 10× SYPRO Orange, and 125 μM compound, in 25 mM Tris (pH 7.4, 200 mM
NaCl, 0.06% NaN3, 1 mM DTT, 5% v/v DMSO). ITC experiments were performed at 25 °C, using the same buffered conditions. Purified
TCF413−27 and BCL9348−376 peptides were used as positive controls.

bCould not be evaluated due to poor solubility. cInterference from compounds
inherent fluorescence. dPartly hydrolyses in aqueous media. en.d.: no binding detected at the highest concentrations of the protein and ligands
tested (Tables S2−S9).
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the presence of aggregation prone chemotypes present in
reported β-catenin ligands is another important consideration
(Table 1).
Regardless of the presence of PAIN/Brenk motifs, we

examined the binding of these compounds to the ARD (aa
148−662). A small number of compounds were available
commercially (see Supporting Information Section), while a
large proportion originated from proprietary compound
libraries. We re-synthesized these in-house and here provide
detailed synthetic routes and associated analytical data
(Supporting Information, Schemes S1−S18). We postulated
that any candidate displaying cellular activity at a low
micromolar concentration is likely to exhibit a binding affinity
in a similar concentration range or below, and should elicit a
sharp response in our assay conditions (Experimental Section,
Supporting Information). Positive control TCF4 (aa 13−27)
and BCL9 (aa 348−376) peptides displayed Kds = 1.81 ± 0.11
and 1.25 ± 0.06 μM, respectively, in line with previous reports
and demonstrating that our ARD construct is folded and
functional (Table 2, Figure S5).42,45 However, to our
disappointment, but in line with the abovementioned PAIN/
Brenk analysis, none of these compounds did show a
measurable binding enthalpy in ITC, and failed to induce
significant thermal stabilization in DSF experiments (Tables 2
and S2−S9, Figure S4). For example, representative
CGP049090 (6) did not show any binding enthalpy to the
ARD in ITC, nor did fluorescein (22), eosin Y (23), or BC-23
(33). Also, in contrast with VP-ITC binding data reported by
Trosset and suggesting submicromolar binding affinity to the
ARD, in our hands, purified PNU-74654 11 (both commercial
and re-synthesized) surprisingly and consistently did not
exhibit noticeable binding enthalpy in repeat ITC200 experi-
ments, and consistently showed an absence of protein
stabilization in DSF experiments. Interestingly and consistent
with previous reports,21 MSAB (36) showed a positive STD
response in our hands despite showing little enthalpy and
protein stabilization. We also wondered whether β-catenin
inhibition by 36 in cells may be mediated by the in situ
hydrolysis of the methyl ester to generate a potentially more
active carboxylic acid analogue. To test this hypothesis, we
synthesized carboxylic acid analogue 96 by alkaline hydrolysis
of 36 (Scheme S16). Although 96 was soluble in aqueous
media at a higher concentration (>1 mM) compared to parent
MSAB (36), it also failed to exhibit any binding affinity or
thermal stabilization of the ARD, discarding in situ activation
as a potential cause for engaging the ARD in cells. Based on
these results, we propose that 36 is hydrophobic and that the
observed STD signal is a result of weak and unspecific binding
to hydrophobic patches of the ARD. Such effects have been
extensively documented and recently discussed by Zega in an
excellent review.128 Overall, none of the compounds scruti-
nized in this study showed consistent binding across the
biophysical cascade we employed.

■ CONCLUSIONS
In this study, we provide a comprehensive overview of claimed
(and some putative) “direct” small-molecule inhibitors of β-
catenin reported in the literature, along with their binding
properties and proposed molecular mode of action. However,
we show that the majority of these molecules contain PAIN/
Brenk structural motifs, notorious for their promiscuity in
screening assays. Regardless, we assayed these compounds in
orthogonal biophysical assays, looking at both binding affinity

(ITC) and protein thermal stabilization (DSF). In line with
their suspected promiscuity, we demonstrate that none of these
molecules exhibit a direct measurable interaction with purified
human ARD, at least not in the concentration range reported
for their bioactivity. ITC, in particular, is a label-free technique,
and while considered one of the gold standards to assess
biomolecular interactions, it has not been systematically
employed in the field. We also highlight that despite important
progress in the development of PAIN filters in the last decade,
a number of known problematic substructures are still escaping
triage, potentially leading to the investigation of flat SAR and/
or “dead-end” scaffolds. We believe that this has been an
important contributor to the common view that β-catenin is an
undruggable target and perhaps partly explains why none of
the molecules presented above made it to advanced clinical
evaluation. Altogether, our data evidence that apart from a
small number of high molecular weight peptidomimetics, there
is currently no unambiguously confirmed, potent small-
molecule ligand of the β-catenin ARD. Although it is not
impossible that some of these compounds identified in
phenotypic screens may bind to β-catenin N- or C-terminal
regions, it appears unlikely as there is sufficient evidence that
they are unstructured and deprived of a well-defined, druggable
pocket. One possibility is that some of these compounds target
transient binding sites formed upon association of the N- or C-
termini with co-regulators such as TCF4 and BCL9. Simonetta
and co-workers129 recently reported a series of trifluoromethy-
lated pyridone derivatives acting as “molecular glues” that
stabilize the interaction of the β-catenin N-terminus (aa 16−
50) with SCFβ‑TrCP E3 ligase via binding to a narrow transient
pocket at the PPI interface in vitro. However, it is not
completely clear whether this pocket is present upon complex
formation with FL β-catenin in cells. Recently, a number of
anthraquinone derivatives, such as BC-2059 (Tegavivint), were
shown to inhibit Wnt signaling through binding to transducin
beta-like protein 1 (TBL1) and inhibiting its interaction with
nuclear β-catenin, making the latter vulnerable to degrada-
tion.130 In the future, it would be interesting to see whether the
compounds discussed above have any effect on the TBL1:β-
catenin interaction. We also cannot discard that the binding of
some of these compounds in cells may depend on specific,
although yet to characterize post-translational modifications at
the surface of β-catenin. However, the complete absence of
binding to recombinant ARD makes it improbable, and more
likely, they act through another, yet to be identified, molecular
mechanism in cells. Here, we aim to draw attention and
caution to the proposed cellular mode of action of these
inhibitors, and suggest they may exert cytotoxicity and inhibit
signaling via other, possibly β-catenin-independent mecha-
nisms. These avenues will be the focus of future studies in our
laboratories. These results are significant as many of these
molecules are still sold as β-catenin ligands at a high price, and
this study to a large extent debunks the gaps in knowledge
regarding their binding properties and will inform the
community on their suitability as chemical probes of Wnt
signaling. This work will also likely have important
implications in the (re)interpretation of a large number of
published studies employing these molecules as β-catenin
inhibitors. We believe that an important focus of future
screening campaigns should be the choice of suitable assay
cascades with lower susceptibility to false positives for
identifying new direct β-catenin inhibitors. Critical to success
will be the combination of orthogonal in vitro assays for hit
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enrichment and validation, to inform structural studies and
future lead optimization. For example, representative methods
such as DSF, NMR, and ITC seem well-positioned for that
purpose and span a wide throughput versus accuracy range,
and their combination has proven effective in the fragment-
based ligand discovery area for targeting highly challenging
PPIs previously thought undruggable.131 While preparing this
manuscript, colleagues from Boehringer Ingelheim used a
combination of NMR and microscale thermophoresis to cross-
validate fragment-sized ligands of the ARD, and reported the
first crystal structure of a fragment-sized molecule bound to a
truncated ARD construct (repeats 1−4).132 Although these
fragments display modest affinity (Kd = 915 μM, LE = 0.20)
and do not overlap with relevant PPIs at the ARD surface, this
provides support for such in vitro screening cascades. Overall,
we believe this study provides compelling evidence that β-
catenin remains a highly attractive target in cancer.

■ ASSOCIATED CONTENT
*sı Supporting Information
The Supporting Information is available free of charge at
https://pubs.acs.org/doi/10.1021/acs.jmedchem.2c00228.

Synthetic procedures and compound characterization
data, protocols for recombinant protein production and
peptide synthesis, protocols for biophysical studies, ITC
titrations of small molecules and peptides, representative
NMR spectra and high-performance liquid chromatog-
raphy traces, and selected DSF-generated protein
melting curves (PDF)
Molecular formula strings (CSV)

■ AUTHOR INFORMATION
Corresponding Author
Matthias G. J. Baud − School of Chemistry, University of
Southampton, Southampton SO17 1BJ, U.K.; orcid.org/
0000-0003-3714-4350; Email: m.baud@soton.ac.uk

Authors
Michael A. McCoy − School of Chemistry, University of
Southampton, Southampton SO17 1BJ, U.K.

Dominique Spicer − School of Chemistry, University of
Southampton, Southampton SO17 1BJ, U.K.

Neil Wells − School of Chemistry, University of Southampton,
Southampton SO17 1BJ, U.K.

Kurt Hoogewijs − National University of Ireland, Galway
H91 TK33, Ireland

Marc Fiedler − Medical Research Council, Laboratory of
Molecular Biology, Cambridge CB2 0QH, U.K.

Complete contact information is available at:
https://pubs.acs.org/10.1021/acs.jmedchem.2c00228

Notes
The authors declare no competing financial interest.

■ ACKNOWLEDGMENTS
This work is supported by awards to M.B. from the Wessex
Medical Research and the Rosetrees Trust (grants A1459 and
M653). NMR and mass spectrometry facilities in Southampton
are supported by the EPSRC core capability award (EP/
K039466/1). M.F. is supported by the Medical Research
Council (grant MC_U105192713 to M. Bienz). K.H. is
supported by the FWO and the European Union’s Horizon

2020 research and innovation program under the Marie
Skłodowska-Curie (grant no 665501) and a Fonds Weten-
schappelijk Onderzoek-Vlaanderen research grant (2018,
1.5.193.18N).

■ ABBREVIATIONS
ΔG, Gibbs free energy; ΔH, enthalpy change; ΔS, entropy
change; APC, adenomatous polyposis coli; ARD, armadillo
repeat domain; BCL9, B-cell CLL/lymphoma 9 protein; CBP,
cyclic adenosine monophosphate response element binding
protein binding protein; CK1α, casein kinase 1α; CRC,
colorectal cancer; CTD, C-terminal domain; Da, Dalton; DC,
destruction complex; DSF, differential scanning fluorimetry;
EMT, epithelial−mesenchymal transition; FBLD, fragment-
based ligand discovery; FP, fluorescence polarization; GI50,
compound concentration for 50% of maximal inhibition of cell
proliferation; GSK3β, glycogen synthase kinase 3 beta; HD2,
homology domain 2; HRP, horseradish peroxidase; ICAT,
inhibitor of β-catenin and TCF; IP, immunoprecipitation;
ITC, isothermal titration calorimetry; Ka, association constant;
Kd, dissociation constant; KEAP1, Kelch-like ECH-associated
protein 1; LE, ligand efficiency; LEF, lymphoid enhancer-
binding factor; LOGSY, ligand observed via gradient spectros-
copy; LRP, low density lipoprotein receptor-related protein;
MDM2, mouse double minute 2 homolog; MMP-7, matrix
metallopeptidase 7; MSAB, methyl 3-{[(4-methylphenyl)-
sulfonyl]amino}benzoate; MST, microscale thermophoresis;
n, stoichiometry; NRF2, nuclear factor erythroid 2-related
factor 2; NTD, N-terminal domain; NSCLC, non-small cell
lung cancer; PAINS, pan assay interference compounds; PPI,
protein−protein interaction; RYK, related to receptor tyrosine
kinase; SDM, site-directed mutagenesis; STAT, signal trans-
ducer and activator of transcription; STD, saturation transfer
difference; TCF4, transcription factor 4; Tm, protein melting
temperature; WB, western blotting; Wnt, Wingless-related
integration site

■ REFERENCES
(1) Klaus, A.; Birchmeier, W. Wnt signalling and its impact on
development and cancer. Nat. Rev. Cancer 2008, 8, 387−398.
(2) Valenta, T.; Hausmann, G.; Basler, K. The many faces and
functions of β-catenin. EMBO J. 2012, 31, 2714−2736.
(3) Basu, S.; Thorat, R.; Dalal, S. N. MMP7 is required to mediate
cell invasion and tumor formation upon plakophilin3 loss. PLoS One
2015, 10, No. e0123979.
(4) Chen, C.; Zhao, S.; Karnad, A.; Freeman, J. W. The biology and
role of CD44 in cancer progression: therapeutic implications. J.
Hematol. Oncol. 2018, 11, 64.
(5) Miller, D. M.; Thomas, S. D.; Islam, A.; Muench, D.; Sedoris, K.
c-Myc and cancer metabolism. Clin. Cancer Res. 2012, 18, 5546−
5553.
(6) Musgrove, E. A.; Caldon, C. E.; Barraclough, J.; Stone, A.;
Sutherland, R. L. Cyclin D as a therapeutic target in cancer. Nat. Rev.
Cancer 2011, 11, 558−572.
(7) Harris, S. L.; Levine, A. J. The p53 pathway: positive and
negative feedback loops. Oncogene 2005, 24, 2899−2908.
(8) Herr, P.; Hausmann, G.; Basler, K. WNT secretion and signalling
in human disease. Trends Mol. Med. 2012, 18, 483−493.
(9) Blom, A. B.; Peter, L. v. L.; Peter, M. v. d. K.; Wim, B. v. d. B. To
seek shelter from the wnt in osteoarthritis? wnt-signaling as a target
for osteoarthritis therapy. Curr. Drug Targets 2010, 11, 620−629.
(10) Wexler, E. M.; Rosen, E.; Lu, D.; Osborn, G. E.; Martin, E.;
Raybould, H.; Geschwind, D. H. Genome-wide analysis of a wnt1-
regulated transcriptional network implicates neurodegenerative path-
ways. Sci. Signal. 2011, 4, ra65.

Journal of Medicinal Chemistry pubs.acs.org/jmc Article

https://doi.org/10.1021/acs.jmedchem.2c00228
J. Med. Chem. 2022, 65, 7246−7261

7257

https://pubs.acs.org/doi/10.1021/acs.jmedchem.2c00228?goto=supporting-info
https://pubs.acs.org/doi/suppl/10.1021/acs.jmedchem.2c00228/suppl_file/jm2c00228_si_001.pdf
https://pubs.acs.org/doi/suppl/10.1021/acs.jmedchem.2c00228/suppl_file/jm2c00228_si_002.csv
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Matthias+G.+J.+Baud"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://orcid.org/0000-0003-3714-4350
https://orcid.org/0000-0003-3714-4350
mailto:m.baud@soton.ac.uk
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Michael+A.+McCoy"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Dominique+Spicer"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Neil+Wells"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Kurt+Hoogewijs"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Marc+Fiedler"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://pubs.acs.org/doi/10.1021/acs.jmedchem.2c00228?ref=pdf
https://doi.org/10.1038/nrc2389
https://doi.org/10.1038/nrc2389
https://doi.org/10.1038/emboj.2012.150
https://doi.org/10.1038/emboj.2012.150
https://doi.org/10.1371/journal.pone.0123979
https://doi.org/10.1371/journal.pone.0123979
https://doi.org/10.1186/s13045-018-0605-5
https://doi.org/10.1186/s13045-018-0605-5
https://doi.org/10.1158/1078-0432.ccr-12-0977
https://doi.org/10.1038/nrc3090
https://doi.org/10.1038/sj.onc.1208615
https://doi.org/10.1038/sj.onc.1208615
https://doi.org/10.1016/j.molmed.2012.06.008
https://doi.org/10.1016/j.molmed.2012.06.008
https://doi.org/10.2174/138945010791011901
https://doi.org/10.2174/138945010791011901
https://doi.org/10.2174/138945010791011901
https://doi.org/10.1126/scisignal.2002282
https://doi.org/10.1126/scisignal.2002282
https://doi.org/10.1126/scisignal.2002282
pubs.acs.org/jmc?ref=pdf
https://doi.org/10.1021/acs.jmedchem.2c00228?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as


(11) Liu, X.; Cheng, R.; Verbitsky, M.; Kisselev, S.; Browne, A.;
Mejia-Sanatana, H.; Louis, E. D.; Cote, L. J.; Andrews, H.; Waters, C.;
Ford, B.; Frucht, S.; Fahn, S.; Marder, K.; Clark, L. N.; Lee, J. H.
Genome-wide association study identifies candidate genes for
parkinson’s disease in an ashkenazi jewish population. BMC Med.
Genet. 2011, 12, 104.
(12) You, J.; Nguyen, A. V.; Albers, C. G.; Lin, F.; Holcombe, R. F.
Wnt pathway-related gene expression in inflammatory bowel disease.
Dig. Dis. Sci. 2008, 53, 1013−1019.
(13) Salpea, K. D.; Gable, D. R.; Cooper, J. A.; Stephens, J. W.;
Hurel, S. J.; Ireland, H. A.; Feher, M. D.; Godsland, I. F.; Humphries,
S. E. The effect of WNT5B IVS3C>G on the susceptibility to type 2
diabetes in uk caucasian subjects. Nutr., Metab. Cardiovasc. Dis. 2009,
19, 140−145.
(14) Ekström, E. J.; Sherwood, V.; Andersson, T. Methylation and
loss of secreted frizzled-related protein 3 enhances melanoma cell
migration and invasion. PLoS One 2011, 6, No. e18674.
(15) Taketo, M. M. Shutting down wnt signal−activated cancer. Nat.
Genet. 2004, 36, 320−322.
(16) Lin, Y.-W.; Chung, M.-T.; Lai, H.-C.; De Yan, M.; Shih, Y.-L.;
Chang, C.-C.; Yu, M.-H. Methylation analysis of SFRP genes family in
cervical adenocarcinoma. J. Cancer Res. Clin. Oncol. 2009, 135, 1665−
1674.
(17) Augustin, I.; Goidts, V.; Bongers, A.; Kerr, G.; Vollert, G.;
Radlwimmer, B.; Hartmann, C.; Herold-Mende, C.; Reifenberger, G.;
von Deimling, A.; Boutros, M. The wnt secretion protein evi/gpr177
promotes glioma tumourigenesis. EMBO Mol. Med. 2012, 4, 38−51.
(18) Björklund, P.; Svedlund, J.; Olsson, A.-K.; Akerström, G.;
Westin, G. The internally truncated LRP5 receptor presents a
therapeutic target in breast cancer. PLoS One 2009, 4, No. e4243.
(19) Ni, M.; Chen, Y.; Lim, E.; Wimberly, H.; Bailey, S. T.; Imai, Y.;
Rimm, D. L.; Liu, X.; Brown, M. Targeting androgen receptor in
estrogen receptor-negative breast cancer. Cancer Cell 2011, 20, 119−
131.
(20) Fu, L.; Zhang, C.; Zhang, L.-Y.; Dong, S.-S.; Lu, L.-H.; Chen, J.;
Dai, Y.; Li, Y.; Kong, K. L.; Kwong, D. L.; Guan, X.-Y. Wnt2 secreted
by tumour fibroblasts promotes tumour progression in oesophageal
cancer by activation of the Wnt/β-catenin signalling pathway. Gut
2011, 60, 1635−1643.
(21) Dow, L. E.; O’Rourke, K. P.; Simon, J.; Tschaharganeh, D. F.;
van Es, J. H.; Clevers, H.; Lowe, S. W. Apc restoration promotes
cellular differentiation and re-establishes crypt homeostasis in
colorectal cancer. Cell 2015, 161, 1539−1552.
(22) Clevers, H.; Nusse, R. Wnt/β-catenin signaling and disease. Cell
2012, 149, 1192−1205.
(23) Torre, L. A.; Bray, F.; Siegel, R. L.; Ferlay, J.; Lortet-Tieulent,
J.; Jemal, A. Global cancer statistics, 2012. Ca-Cancer J. Clin. 2015, 65,
87−108.
(24) Voronkov, A.; Krauss, S. Wnt/beta-catenin signaling and small
molecule inhibitors. Curr. Pharm. Des. 2013, 19, 634−664.
(25) Hahne, G.; Grossmann, T. N. Direct targeting of β-catenin:
Inhibition of protein−protein interactions for the inactivation of Wnt
signaling. Bioorg. Med. Chem. 2013, 21, 4020−4026.
(26) Riffell, J. L.; Lord, C. J.; Ashworth, A. Tankyrase-targeted
therapeutics: expanding opportunities in the PARP family. Nat. Rev.
Drug Discovery 2012, 11, 923−936.
(27) Polakis, P. Drugging wnt signalling in cancer. EMBO J. 2012,
31, 2737−2746.
(28) Cui, C.; Zhou, X.; Zhang, W.; Qu, Y.; Ke, X. Is β-catenin a
druggable target for cancer therapy? Trends Biochem. Sci. 2018, 43,
623−634.
(29) Liu, Z.; Wang, P.; Wold, E. A.; Song, Q.; Zhao, C.; Wang, C.;
Zhou, J. Small-molecule inhibitors targeting the canonical wnt
signaling pathway for the treatment of cancer. J. Med. Chem. 2021,
64, 4257−4288.
(30) Chen, B.; Dodge, M. E.; Tang, W.; Lu, J.; Ma, Z.; Fan, C.-W.;
Wei, S.; Hao, W.; Kilgore, J.; Williams, N. S.; Roth, M. G.; Amatruda,
J. F.; Chen, C.; Lum, L. Small molecule-mediated disruption of Wnt-

dependent signaling in tissue regeneration and cancer. Nat. Chem.
Biol. 2009, 5, 100−107.
(31) Huang, S.-M. A.; Mishina, Y. M.; Liu, S.; Cheung, A.;
Stegmeier, F.; Michaud, G. A.; Charlat, O.; Wiellette, E.; Zhang, Y.;
Wiessner, S.; Hild, M.; Shi, X.; Wilson, C. J.; Mickanin, C.; Myer, V.;
Fazal, A.; Tomlinson, R.; Serluca, F.; Shao, W.; Cheng, H.; Shultz, M.;
Rau, C.; Schirle, M.; Schlegl, J.; Ghidelli, S.; Fawell, S.; Lu, C.; Curtis,
D.; Kirschner, M. W.; Lengauer, C.; Finan, P. M.; Tallarico, J. A.;
Bouwmeester, T.; Porter, J. A.; Bauer, A.; Cong, F. Tankyrase
inhibition stabilizes axin and antagonizes Wnt signalling. Nature 2009,
461, 614−620.
(32) Thorne, C. A.; Hanson, A. J.; Schneider, J.; Tahinci, E.; Orton,
D.; Cselenyi, C. S.; Jernigan, K. K.; Meyers, K. C.; Hang, B. I.;
Waterson, A. G.; Kim, K.; Melancon, B.; Ghidu, V. P.; Sulikowski, G.
A.; LaFleur, B.; Salic, A.; Lee, L. A.; Miller, D. M.; Lee, E. Small-
molecule inhibition of Wnt signaling through activation of casein
kinase 1α. Nat. Chem. Biol. 2010, 6, 829−836.
(33) Emami, K. H.; Nguyen, C.; Ma, H.; Kim, D. H.; Jeong, K. W.;
Eguchi, M.; Moon, R. T.; Teo, J.-L.; Oh, S. W.; Kim, H. Y.; Moon, S.
H.; Ha, J. R.; Kahn, M. A small molecule inhibitor of β-catenin/cyclic
AMP response element-binding protein transcription. Proc. Natl.
Acad. Sci. U.S.A. 2004, 101, 12682−12687.
(34) Polakis, P. Wnt signaling and cancer. Genes Dev. 2000, 14,
1837−1851.
(35) Xu, W.; Kimelman, D. Mechanistic insights from structural
studies of β-catenin and its binding partners. J. Cell Sci. 2007, 120,
3337−3344.
(36) Huber, A. H.; Weis, W. I. The structure of the β-catenin/e-
cadherin complex and the molecular basis of diverse ligand
recognition by β-catenin. Cell 2001, 105, 391−402.
(37) Xing, Y.; Clements, W. K.; Le Trong, I.; Hinds, T. R.;
Stenkamp, R.; Kimelman, D.; Xu, W. Crystal structure of a β-catenin/
apc complex reveals a critical role for apc phosphorylation in apc
function. Mol. Cell 2004, 15, 523−533.
(38) Ha, N.-C.; Tonozuka, T.; Stamos, J. L.; Choi, H.-J.; Weis, W. I.
Mechanism of phosphorylation-dependent binding of apc to β-catenin
and its role in β-catenin degradation. Mol. Cell 2004, 15, 511−521.
(39) Xing, Y.; Clements, W. K.; Kimelman, D.; Xu, W. Crystal
structure of a β-catenin/axin complex suggests a mechanism for the β-
catenin destruction complex. Genes Dev. 2003, 17, 2753−2764.
(40) Poy, F.; Lepourcelet, M.; Shivdasani, R. A.; Eck, M. J. Structure
of a human Tcf4−β-catenin complex. Nat. Struct. Biol. 2001, 8, 1053−
1057.
(41) Graham, T. A.; Weaver, C.; Mao, F.; Kimelman, D.; Xu, W.
Crystal structure of a β-catenin/tcf complex. Cell 2000, 103, 885−
896.
(42) Gail, R.; Frank, R.; Wittinghofer, A. Systematic peptide array-
based delineation of the differential β-catenin interaction with tcf4, e-
cadherin, and adenomatous polyposis coli. J. Biol. Chem. 2005, 280,
7107−7117.
(43) Fasolini, M.; Wu, X.; Flocco, M.; Trosset, J.-Y.; Oppermann,
U.; Knapp, S. Hot spots in tcf4 for the interaction with β-catenin. J.
Biol. Chem. 2003, 278, 21092−21098.
(44) von Kries, J. P.; Winbeck, G.; Asbrand, C.; Schwarz-Romond,
T.; Sochnikova, N.; Dell’Oro, A.; Behrens, J.; Birchmeier, W. Hot
spots in β-catenin for interactions with lef-1, conductin and apc. Nat.
Struct. Biol. 2000, 7, 800−807.
(45) Knapp, S.; Zamai, M.; Volpi, D.; Nardese, V.; Avanzi, N.;
Breton, J.; Plyte, S.; Flocco, M.; Marconi, M.; Isacchi, A.; Caiolfa, V.
R. Thermodynamics of the high-affinity interaction of tcf4 with β-
catenin. J. Mol. Biol. 2001, 306, 1179−1189.
(46) Voronkov, A.; Stefan, K. Wnt/beta-catenin signaling and small
molecule inhibitors. Curr. Pharm. Des. 2013, 19, 634−664.
(47) Takada, K.; Zhu, D.; Bird, G. H.; Sukhdeo, K.; Zhao, J.-J.;
Mani, M.; Lemieux, M.; Carrasco, D. E.; Ryan, J.; Horst, D.; Fulciniti,
M.; Munshi, N. C.; Xu, W.; Kung, A. L.; Shivdasani, R. A.; Walensky,
L. D.; Carrasco, D. R. Targeted disruption of the bcl9/β-catenin
complex inhibits oncogenic wnt signaling. Sci. Transl. Med. 2012, 4,
148ra117.

Journal of Medicinal Chemistry pubs.acs.org/jmc Article

https://doi.org/10.1021/acs.jmedchem.2c00228
J. Med. Chem. 2022, 65, 7246−7261

7258

https://doi.org/10.1186/1471-2350-12-104
https://doi.org/10.1186/1471-2350-12-104
https://doi.org/10.1007/s10620-007-9973-3
https://doi.org/10.1016/j.numecd.2008.02.009
https://doi.org/10.1016/j.numecd.2008.02.009
https://doi.org/10.1371/journal.pone.0018674
https://doi.org/10.1371/journal.pone.0018674
https://doi.org/10.1371/journal.pone.0018674
https://doi.org/10.1038/ng0404-320
https://doi.org/10.1007/s00432-009-0613-5
https://doi.org/10.1007/s00432-009-0613-5
https://doi.org/10.1002/emmm.201100186
https://doi.org/10.1002/emmm.201100186
https://doi.org/10.1371/journal.pone.0004243
https://doi.org/10.1371/journal.pone.0004243
https://doi.org/10.1016/j.ccr.2011.05.026
https://doi.org/10.1016/j.ccr.2011.05.026
https://doi.org/10.1136/gut.2011.241638
https://doi.org/10.1136/gut.2011.241638
https://doi.org/10.1136/gut.2011.241638
https://doi.org/10.1016/j.cell.2015.05.033
https://doi.org/10.1016/j.cell.2015.05.033
https://doi.org/10.1016/j.cell.2015.05.033
https://doi.org/10.1016/j.cell.2012.05.012
https://doi.org/10.3322/caac.21262
https://doi.org/10.2174/138161213804581837
https://doi.org/10.2174/138161213804581837
https://doi.org/10.1016/j.bmc.2013.02.050
https://doi.org/10.1016/j.bmc.2013.02.050
https://doi.org/10.1016/j.bmc.2013.02.050
https://doi.org/10.1038/nrd3868
https://doi.org/10.1038/nrd3868
https://doi.org/10.1038/emboj.2012.126
https://doi.org/10.1016/j.tibs.2018.06.003
https://doi.org/10.1016/j.tibs.2018.06.003
https://doi.org/10.1021/acs.jmedchem.0c01799?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/acs.jmedchem.0c01799?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1038/nchembio.137
https://doi.org/10.1038/nchembio.137
https://doi.org/10.1038/nature08356
https://doi.org/10.1038/nature08356
https://doi.org/10.1038/nchembio.453
https://doi.org/10.1038/nchembio.453
https://doi.org/10.1038/nchembio.453
https://doi.org/10.1073/pnas.0404875101
https://doi.org/10.1073/pnas.0404875101
https://doi.org/10.1101/gad.14.15.1837
https://doi.org/10.1242/jcs.013771
https://doi.org/10.1242/jcs.013771
https://doi.org/10.1016/s0092-8674(01)00330-0
https://doi.org/10.1016/s0092-8674(01)00330-0
https://doi.org/10.1016/s0092-8674(01)00330-0
https://doi.org/10.1016/j.molcel.2004.08.001
https://doi.org/10.1016/j.molcel.2004.08.001
https://doi.org/10.1016/j.molcel.2004.08.001
https://doi.org/10.1016/j.molcel.2004.08.010
https://doi.org/10.1016/j.molcel.2004.08.010
https://doi.org/10.1101/gad.1142603
https://doi.org/10.1101/gad.1142603
https://doi.org/10.1101/gad.1142603
https://doi.org/10.1038/nsb720
https://doi.org/10.1038/nsb720
https://doi.org/10.1016/s0092-8674(00)00192-6
https://doi.org/10.1074/jbc.m410215200
https://doi.org/10.1074/jbc.m410215200
https://doi.org/10.1074/jbc.m410215200
https://doi.org/10.1074/jbc.m301781200
https://doi.org/10.1038/79039
https://doi.org/10.1038/79039
https://doi.org/10.1006/jmbi.2001.4463
https://doi.org/10.1006/jmbi.2001.4463
https://doi.org/10.2174/1381612811306040634
https://doi.org/10.2174/1381612811306040634
https://doi.org/10.1126/scitranslmed.3003808
https://doi.org/10.1126/scitranslmed.3003808
pubs.acs.org/jmc?ref=pdf
https://doi.org/10.1021/acs.jmedchem.2c00228?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as


(48) Sampietro, J.; Dahlberg, C. L.; Cho, U. S.; Hinds, T. R.;
Kimelman, D.; Xu, W. Crystal structure of a β-catenin/bcl9/tcf4
complex. Mol. Cell 2006, 24, 293−300.
(49) Wang, Z.; Li, Z.; Ji, H. Direct targeting of β-catenin in the wnt
signaling pathway: current progress and perspectives. Med. Res. Rev.
2021, 41, 2109−2129.
(50) Cong, F.; Zhang, J.; Pao, W.; Zhou, P.; Varmus, H. A protein
knockdown strategy to study the function of β-catenin in tumori-
genesis. BMC Mol. Biol. 2003, 4, 10.
(51) Tran, K. T.; Pallesen, J. S.; Solbak, S. M. Ø.; Narayanan, D.;
Baig, A.; Zang, J.; Aguayo-Orozco, A.; Carmona, R. M. C.; Garcia, A.
D.; Bach, A. A comparative assessment study of known small-
molecule keap1−nrf2 protein−protein interaction inhibitors: Chem-
ical synthesis, binding properties, and cellular activity. J. Med. Chem.
2019, 62, 8028−8052.
(52) Baell, J. B.; Nissink, J. W. M. Seven year itch: Pan-assay
interference compounds (PAINS) in 2017-utility and limitations. ACS
Chem. Biol. 2018, 13, 36−44.
(53) Baell, J. B.; Holloway, G. A. New substructure filters for
removal of pan assay interference compounds (PAINS) from
screening libraries and for their exclusion in bioassays. J. Med.
Chem. 2010, 53, 2719−2740.
(54) Lepourcelet, M.; Chen, Y.-N. P.; France, D. S.; Wang, H.;
Crews, P.; Petersen, F.; Bruseo, C.; Wood, A. W.; Shivdasani, R. A.
Small-molecule antagonists of the oncogenic tcf/β-catenin protein
complex. Cancer Cell 2004, 5, 91−102.
(55) Sukhdeo, K.; Mani, M.; Zhang, Y.; Dutta, J.; Yasui, H.; Rooney,
M. D.; Carrasco, D. E.; Zheng, M.; He, H.; Tai, Y.-T.; Mitsiades, C.;
Anderson, K. C.; Carrasco, D. R. Targeting the β-catenin/tcf
transcriptional complex in the treatment of multiple myeloma. Proc.
Natl. Acad. Sci. 2007, 104, 7516−7521.
(56) Brady, G. P., Jr.; Stouten, P. F. W. Fast prediction and
visualization of protein binding pockets with PASS. J. Comput. Aided
Mol. Des. 2000, 14, 383−401.
(57) McMartin, C.; Bohacek, R. S. QXP: Powerful, rapid computer
algorithms for structure-based drug design. J. Comput. Aided Mol. Des.
1997, 11, 333−344.
(58) Trosset, J. Y.; Dalvit, C.; Knapp, S.; Fasolini, M.; Veronesi, M.;
Mantegani, S.; Gianellini, L. M.; Catana, C.; Sundström, M.; Stouten,
P. F. W.; Moll, J. K. Inhibition of protein−protein interactions: The
discovery of druglike β-catenin inhibitors by combining virtual and
biophysical screening. Proteins 2006, 64, 60−67.
(59) Yasui, H.; Hideshima, T.; Ikeda, H.; Ocio, E. M.; Kiziltepe, T.;
Vallet, S.; Okawa, Y.; Neri, P.; Sukhdeo, K.; Podar, K.; Chauhan, D.;
Richardson, P. G.; Raje, N.; Carrasco, D. R.; Anderson, K. C. Novel
etodolac analog sdx-308 (cep-18082) induces cytotoxicity in multiple
myeloma cells associated with inhibition of β-catenin/tcf pathway.
Leukemia 2007, 21, 535−540.
(60) Chen, Z.; Venkatesan, A. M.; Dehnhardt, C. M.; Santos, O. D.;
Santos, E. D.; Ayral-Kaloustian, S.; Chen, L.; Geng, Y.; Arndt, K. T.;
Lucas, J.; Chaudhary, I.; Mansour, T. S. 2,4-Diamino-quinazolines as
inhibitors of β-catenin/Tcf-4 pathway: Potential treatment for
colorectal cancer. Bioorg. Med. Chem. Lett. 2009, 19, 4980−4983.
(61) Dehnhardt, C. M.; Venkatesan, A. M.; Chen, Z.; Ayral-
Kaloustian, S.; Dos Santos, O.; Delos Santos, E.; Curran, K.; Follettie,
M. T.; Diesl, V.; Lucas, J.; Geng, Y.; DeJoy, S. Q.; Petersen, R.;
Chaudhary, I.; Brooijmans, N.; Mansour, T. S.; Arndt, K.; Chen, L.
Design and synthesis of novel diaminoquinazolines with in vivo
efficacy for β-catenin/t-cell transcriptional factor 4 pathway inhibition.
J. Med. Chem. 2010, 53, 897−910.
(62) Mao, Y.; Lin, N.; Tian, W.; Han, X.; Han, X.; Huang, Z.; An, J.
Design, synthesis, and biological evaluation of new diaminoquinazo-
lines as β-catenin/tcf4 pathway inhibitors. J. Med. Chem. 2012, 55,
1346−1359.
(63) Nencini, A.; Pratelli, C.; Quinn, J. M.; Salerno, M.; Tunici, P.;
De Robertis, A.; Valensin, S.; Mennillo, F.; Rossi, M.; Bakker, A.;
Benicchi, T.; Cappelli, F.; Turlizzi, E.; Nibbio, M.; Caradonna, N. P.;
Zanelli, U.; Andreini, M.; Magnani, M.; Varrone, M. Structure−
activity relationship and properties optimization of a series of

quinazoline-2,4-diones as inhibitors of the canonical wnt pathway.
Eur. J. Med. Chem. 2015, 95, 526−545.
(64) Li, Y.; Lu, W.; Saini, S. K.; Moukha-Chafiq, O.; Pathak, V.;
Ananthan, S. Identification of quinazoline compounds as novel potent
inhibitors of wnt/β-catenin signaling in colorectal cancer cells.
Oncotarget 2016, 7, 11263−11270.
(65) Yan, M.; Li, G.; An, J. Discovery of small molecule inhibitors of
the wnt/β-catenin signaling pathway by targeting β-catenin/tcf4
interactions. Exp. Biol. Med. 2017, 242, 1185−1197.
(66) Lee, S.-B.; Park, Y. I.; Dong, M.-S.; Gong, Y.-D. Identification
of 2,3,6-trisubstituted quinoxaline derivatives as a Wnt2/β-catenin
pathway inhibitor in non-small-cell lung cancer cell lines. Bioorg. Med.
Chem. Lett. 2010, 20, 5900−5904.
(67) Lee, S. B.; Gong, Y.-D.; Park, Y. I.; Dong, M.-S. 2,3,6-
Trisubstituted quinoxaline derivative, a small molecule inhibitor of the
wnt/beta-catenin signaling pathway, suppresses cell proliferation and
enhances radiosensitivity in A549/wnt2 cells. Biochem. Biophys. Res.
Commun. 2013, 431, 746−752.
(68) Zhang, M.; Catrow, J. L.; Ji, H. High-throughput selectivity
assays for small-molecule inhibitors of β-catenin/t-cell factor protein-
protein interactions. ACS Med. Chem. Lett. 2013, 4, 306−311.
(69) Ewan, K.; Pająk, B.; Stubbs, M.; Todd, H.; Barbeau, O.;
Quevedo, C.; Botfield, H.; Young, R.; Ruddle, R.; Samuel, L.;
Battersby, A.; Raynaud, F.; Allen, N.; Wilson, S.; Latinkic, B.;
Workman, P.; McDonald, E.; Blagg, J.; Aherne, W.; Dale, T. A useful
approach to identify novel small-molecule inhibitors of wnt-depend-
ent transcription. Cancer Res. 2010, 70, 5963−5973.
(70) Gonsalves, F. C.; Klein, K.; Carson, B. B.; Katz, S.; Ekas, L. A.;
Evans, S.; Nagourney, R.; Cardozo, T.; Brown, A. M. C.; DasGupta,
R. An RNAi-based chemical genetic screen identifies three small-
molecule inhibitors of the wnt/wingless signaling pathway. Proc. Natl.
Acad. Sci. 2011, 108, 5954−5963.
(71) Tian, W.; Han, X.; Yan, M.; Xu, Y.; Duggineni, S.; Lin, N.; Luo,
G.; Li, Y. M.; Han, X.; Huang, Z.; An, J. Structure-based discovery of a
novel inhibitor targeting the β-catenin/tcf4 interaction. Biochemistry
2012, 51, 724−731.
(72) Morris, G. M.; Goodsell, D. S.; Halliday, R. S.; Huey, R.; Hart,
W. E.; Belew, R. K.; Olson, A. J. Automated docking using a
Lamarckian genetic algorithm and an empirical binding free energy
function. J. Comput. Chem. 1998, 19, 1639−1662.
(73) Daniel, K. G.; Gupta, P.; Harbach, R. H.; Guida, W. C.; Dou,
Q. P. Organic copper complexes as a new class of proteasome
inhibitors and apoptosis inducers in human cancer cells. Biochem.
Pharmacol. 2004, 67, 1139−1151.
(74) Rogers, J. P.; Beuscher, M.; Flajolet, M.; McAvoy, T.; Nairn, A.
C.; Olson, A. J.; Greengard, P. Discovery of protein phosphatase 2C
inhibitors by virtual screening. J. Med. Chem. 2006, 49, 1658−1667.
(75) Henen, M. A.; Coudevylle, N.; Geist, L.; Konrat, R. Toward
rational fragment-based lead design without 3D structures. J. Med.
Chem. 2012, 55, 7909−7919.
(76) de la Roche, M.; Rutherford, T. J.; Gupta, D.; Veprintsev, D. B.;
Saxty, B.; Freund, S. M.; Bienz, M. An intrinsically labile α-helix
abutting the bcl9-binding site of β-catenin is required for its inhibition
by carnosic acid. Nat. Commun. 2012, 3, 680.
(77) Huber, A. H.; Nelson, W. J.; Weis, W. I. Three-dimensional
structure of the armadillo repeat region of β-catenin. Cell 1997, 90,
871−882.
(78) Yu, B.; Huang, Z.; Zhang, M.; Dillard, D. R.; Ji, H. Rational
design of small-molecule inhibitors for β-catenin/t-cell factor
protein−protein interactions by bioisostere replacement. ACS Chem.
Biol. 2013, 8, 524−529.
(79) Huang, Z.; Zhang, M.; Burton, S. D.; Katsakhyan, L. N.; Ji, H.
Targeting the tcf4 g13ande17 binding site to selectively disrupt β-
catenin/t-cell factor protein−protein interactions. ACS Chem. Biol.
2014, 9, 193−201.
(80) Halgren, T. A. Identifying and characterizing binding sites and
assessing druggability. J. Chem. Inf. Model. 2009, 49, 377−389.
(81) Catrow, J. L.; Zhang, Y.; Zhang, M.; Ji, H. Discovery of selective
small-molecule inhibitors for the β-catenin/t-cell factor protein−

Journal of Medicinal Chemistry pubs.acs.org/jmc Article

https://doi.org/10.1021/acs.jmedchem.2c00228
J. Med. Chem. 2022, 65, 7246−7261

7259

https://doi.org/10.1016/j.molcel.2006.09.001
https://doi.org/10.1016/j.molcel.2006.09.001
https://doi.org/10.1002/med.21787
https://doi.org/10.1002/med.21787
https://doi.org/10.1186/1471-2199-4-10
https://doi.org/10.1186/1471-2199-4-10
https://doi.org/10.1186/1471-2199-4-10
https://doi.org/10.1021/acs.jmedchem.9b00723?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/acs.jmedchem.9b00723?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/acs.jmedchem.9b00723?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/acschembio.7b00903?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/acschembio.7b00903?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/jm901137j?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/jm901137j?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/jm901137j?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1016/s1535-6108(03)00334-9
https://doi.org/10.1016/s1535-6108(03)00334-9
https://doi.org/10.1073/pnas.0610299104
https://doi.org/10.1073/pnas.0610299104
https://doi.org/10.1023/a:1008124202956
https://doi.org/10.1023/a:1008124202956
https://doi.org/10.1023/a:1007907728892
https://doi.org/10.1023/a:1007907728892
https://doi.org/10.1002/prot.20955
https://doi.org/10.1002/prot.20955
https://doi.org/10.1002/prot.20955
https://doi.org/10.1038/sj.leu.2404561
https://doi.org/10.1038/sj.leu.2404561
https://doi.org/10.1038/sj.leu.2404561
https://doi.org/10.1016/j.bmcl.2009.07.070
https://doi.org/10.1016/j.bmcl.2009.07.070
https://doi.org/10.1016/j.bmcl.2009.07.070
https://doi.org/10.1021/jm901370m?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/jm901370m?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/jm201494a?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/jm201494a?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1016/j.ejmech.2015.03.055
https://doi.org/10.1016/j.ejmech.2015.03.055
https://doi.org/10.1016/j.ejmech.2015.03.055
https://doi.org/10.18632/oncotarget.7019
https://doi.org/10.18632/oncotarget.7019
https://doi.org/10.1177/1535370217708198
https://doi.org/10.1177/1535370217708198
https://doi.org/10.1177/1535370217708198
https://doi.org/10.1016/j.bmcl.2010.07.088
https://doi.org/10.1016/j.bmcl.2010.07.088
https://doi.org/10.1016/j.bmcl.2010.07.088
https://doi.org/10.1016/j.bbrc.2013.01.038
https://doi.org/10.1016/j.bbrc.2013.01.038
https://doi.org/10.1016/j.bbrc.2013.01.038
https://doi.org/10.1016/j.bbrc.2013.01.038
https://doi.org/10.1021/ml300367f?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/ml300367f?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/ml300367f?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1158/0008-5472.can-10-1028
https://doi.org/10.1158/0008-5472.can-10-1028
https://doi.org/10.1158/0008-5472.can-10-1028
https://doi.org/10.1073/pnas.1017496108
https://doi.org/10.1073/pnas.1017496108
https://doi.org/10.1021/bi201428h?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/bi201428h?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1002/(sici)1096-987x(19981115)19:14<1639::aid-jcc10>3.0.co;2-b
https://doi.org/10.1002/(sici)1096-987x(19981115)19:14<1639::aid-jcc10>3.0.co;2-b
https://doi.org/10.1002/(sici)1096-987x(19981115)19:14<1639::aid-jcc10>3.0.co;2-b
https://doi.org/10.1016/j.bcp.2003.10.031
https://doi.org/10.1016/j.bcp.2003.10.031
https://doi.org/10.1021/jm051033y?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/jm051033y?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/jm301016m?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/jm301016m?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1038/ncomms1680
https://doi.org/10.1038/ncomms1680
https://doi.org/10.1038/ncomms1680
https://doi.org/10.1016/s0092-8674(00)80352-9
https://doi.org/10.1016/s0092-8674(00)80352-9
https://doi.org/10.1021/cb300564v?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/cb300564v?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/cb300564v?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/cb400795x?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/cb400795x?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/ci800324m?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/ci800324m?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/acs.jmedchem.5b00223?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/acs.jmedchem.5b00223?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
pubs.acs.org/jmc?ref=pdf
https://doi.org/10.1021/acs.jmedchem.2c00228?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as


protein interaction through the optimization of the acyl hydrazone
moiety. J. Med. Chem. 2015, 58, 4678−4692.
(82) Bergey, C. M.; Watkins, A. M.; Arora, P. S. HippDB: a database
of readily targeted helical protein−protein interactions. Bioinformatics
2013, 29, 2806−2807.
(83) Hoggard, L. R.; Zhang, Y.; Zhang, M.; Panic, V.; Wisniewski, J.
A.; Ji, H. Rational design of selective small-molecule inhibitors for β-
catenin/b-cell lymphoma 9 protein−protein interactions. J. Am. Chem.
Soc. 2015, 137, 12249−12260.
(84) Jochim, A. L.; Arora, P. S. Assessment of helical interfaces in
protein-protein interactions. Mol. Biosyst. 2009, 5, 924−926.
(85) Jochim, A. L.; Arora, P. S. Systematic analysis of helical protein
interfaces reveals targets for synthetic inhibitors. ACS Chem. Biol.
2010, 5, 919−923.
(86) Wisniewski, J. A.; Yin, J.; Teuscher, K. B.; Zhang, M.; Ji, H.
Structure-based design of 1,4-dibenzoylpiperazines as β-catenin/b-cell
lymphoma 9 protein−protein interaction inhibitors. ACS Med. Chem.
Lett. 2016, 7, 508−513.
(87) Zhang, M.; Wang, Z.; Zhang, Y.; Guo, W.; Ji, H. Structure-
based optimization of small-molecule inhibitors for the β-catenin/b-
cell lymphoma 9 protein−protein interaction. J. Med. Chem. 2018, 61,
2989−3007.
(88) Moor, A. E.; Anderle, P.; Cantu,̀ C.; Rodriguez, P.; Wiedemann,
N.; Baruthio, F.; Deka, J.; André, S.; Valenta, T.; Moor, M. B.;
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