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Abstract 

The Hippo signaling pathway plays a fundamental role in the control of organ 

growth, cell proliferation and stem cell characters. TEADs are the main 

transcriptional output regulators of the Hippo signaling pathway and bind to YAP 

and TAZ coactivators. TEAD1-4 are expressed differently depending on the tissue, 

developmental level and can be overexpressed in certain pathologies. TEAD 

ligands mainly target the internal pocket of the C-terminal domain of TEAD and 

the first selective ligands for TEAD1 and 3 have been recently reported. In this 

paper, we focus on the topographic homology of the TEAD C-terminal domain 

both externally and in the internal pocket to highlight the possibility of rationally 

designing ligands selective for one of the TEAD family members. We identified a 

novel TEAD2-specific pocket and reported its first ligand. Finally, alphafold2 

models of full-length TEADs suggest TEAD autoregulation and emphasize the 

importance of the  interface 2.  



I. Introduction 

A. Hippo pathway 

The evolutional conserved Hippo pathway, firstly discovered in Drosophila in 

1995,
1
 controls organ size and cell differentiation through the regulation of cell 

proliferation and apoptosis. Growing interest in the Hippo pathway has been firstly 

driven by its deregulation in many diverse cancers (as reported in many reviews),
2,3

 

then found interest in regenerative medicine
4–6

 to finally emerged in the field of 

neurodegenerative diseases.
7,8

 The Hippo pathway is mainly composed of a series 

of kinases which after stimulation by upstream signals causes the YAP (Yes-

Associated Protein) /TAZ (transcriptional co-activator with PDZ-binding motif, 

also known as WWTR1 (WW domain-containing transcription regulator protein 1) 

phosphorylation to remain in the cytoplasm, eventually leading to its capture and 

degradation. When the Hippo pathway is inactivated, unphosphorylated YAP/TAZ 

enters the nucleus and promote downstream genes expression through the 

formation of transcriptional complexes with other transcription factors such as 

RUNX1/2, TBX5,
9
 and specially TEAD1-4 transcription factors which are 

considered as the most important output of the Hippo pathway. 



B. Physiological pan-TEAD pathway 

TEAD family has Hippo-dependent coactivators (YAP and TAZ) but also Hippo-

independent coactivators (VGLL1-4) and newly discovered interactors (FAM181 

proteins). 

YAP and TAZ (transcriptional co-activator with PDZ-binding motif, also known as 

WWTR1) bind to TEAD1-4 to drive expression of target genes such as CTGF, 

Cyr61 or Axl (cell proliferation), Survivin (Birc-5) (inhibition of apoptosis), Sox2, 

Nanog and Oct4 (stemness, pluripotency). Besides YAP/TAZ, the most studied 

coactivators of TEAD1-4 transcriptional activity, the Vestigial-like (VGLL) 

protein family, which consists in four members (VGLL1-4), has been shown to 

interact with TEAD to regulate gene expression
10

.  

Although VGLL1-4 bind to the YAP-TAZ binding domain of TEAD1-4, VGLL1-

3 and VGLL4 have distinct molecular functions and only VGLL4 has been 

reported to inhibit YAP/TAZ-TEAD interactions. 

A third family of TEAD interactor has been recently identified. FAM181 genes 

constitute a novel gene family
11

 that is conserved among vertebrates with two 

paralogs, namely FAM181A and FAM81B, per species. Both genes display highly 

dynamic and specific expression patterns (most prominently in neural tissues) 



during murine embryonic development
12

. These last proteins also interact with 

TEAD in the same C-terminal domain than YAP, TAZ and VGLLs. 

Mammals express four TEAD genes located on four different chromosomes. 

TEADs are broadly expressed in almost all tissues with a specific pattern that 

indicates tissue-specific roles for each TEAD members. TEADs play important 

roles in development (cardiogenesis (TEAD1), neural crest (TEAD2) and 

notochord (TEAD1/2) development, cell lineage fate determination
13

) but each 

TEAD has tissue specific expression (TEAD1: schwann cell development, smooth 

muscle cell proliferation and differentiation, angiogenesis stimulation in 

endothelial cells; TEAD2: mouse embryonic stem cell self-renewal; TEAD4: 

myogenic differentiation). Recently, TEAD1 and TEAD3 were found to regulate 

human epidermal proliferation
14

 while TEAD3 mediates cardiac lineage formation 

from human-induced pluripotent stem cells.
15

 

C. Pathologies with specific TEAD dysregulation 

Dysregulation of the Hippo pathway may occur in many diseases, including 

cancers, neurodegenerative diseases and rare diseases. Almost all the upstream 

regulators may be dysregulated. Here, we specifically focus on dysregulation of 

TEADs. 



A specific mutation of TEAD1 (Y421H) is associated with Sveinsson’s 

chorioretinal atrophy, a rare genetic disorder that results in degeneration of the 

choroid and retina.
16

 TEAD1 and YAP regulate ballooning cell death in Htt17Q 

expressing primary mice neurons (a Huntington disease cellular model).
17

 YAP 

and TEAD1 are specifically expressed in Müller cells and are upregulated 

following retinal degeneration.
18

 

In cancers, TEAD1 is mainly implicated in prostate, cervical and breast 

cancers.
19,20

 TEAD2 has been reported to be a novel prognostic factor for 

hepatocellular carcinoma
21

 and its expression is increased during epithelial-

mesenchymal transition in mammary gland epithelial cells and breast cancer 

cells,
22

 and emerged as an independent prognostic factor in pancreatic ductal 

adenocarcinoma.
23

 In glioblastoma, neurofibromatosis 2 controls the invasiveness 

through YAP-TEAD2-dependent expression of Cyr61.
24

 TEAD4 expression 

significantly increases in colorectal cancer
25

 and in hepatoblastoma
26

 and elevated 

levels of a splicing isoform of TEAD4 associated with an increased rate of survival 

was also reported in cancer patients.
27

  

Amongst the different strategies to combat YAP and TAZ in cancers that have 

been recently reviewed,
28

 targeting YAP/TAZ-TEAD complexes (group II 

compounds) by TEAD ligands have yielded to published or patented pan-TEAD 



inhibitors
29

 but subtle structural differences in the TEAD internal pocket have 

already been suggested to give selective TEAD inhibitors.
30

 Creating selective 

TEAD ligands would find interest in diseases were one TEAD is overexpressed but 

also in deciphering the exact role of each TEAD member in healthy or disease 

cellular models. 

Here, starting from the newly available structures of hTEADx from AlphaFold2, 

we reanalyzed the highly conserved but non-identical C-terminal domains of the 

four members of TEAD family. Two main strategies of TEAD targeting are: 

disrupting the protein-protein interaction with their activators or modulating the 

acylation of their internal pocket. Facing the growing evidences of major 

divergence of function between the TEAD family members, we focused on the 

differences that may give raise to selectivity: (i) the known internal pocket and the 

acylation, (ii) the protein-protein interface with the yet-unexplored flexible loop of 

hTEAD2 (loop A) and the non-conserved loop that is close to both ends of the C-

terminal domain (loop B). We described here a ligand of this new specific TEAD2 

loop A which will pave the way to the discovery of selective ligand of hTEAD2. 

Ligands displaying selectivity over some of the TEAD family members have 

already been described, albeit in small number and solely toward the internal 

pocket such as VT103 (16), the first selective inhibitor of hTEAD1 auto-

palmitoylation patented by Vivace Therapeutics
31-33

 and DC-TEAD3in03 (17), a 



selective inhibitor of hTEAD3
34

. We thus performed a docking study to explore the 

structural determinants that could underlie such specificity, using Alphafold2 and 

in-house model developed to take account of the plasticity of the internal pocket 

where the internal cavity is enlarged by a non-fatty acid ligand. 

Our conclusion led us to note some discrepancies regarding the paradigm of TEAD 

activation by its protein partners and once again, using the Alphafold2 structures 

and some recent results, we were able to formulate a new hypothesis that allow 

further development of TEAD modulators. 

  



II. TEAD structures & functions 

A. TEAD-activators protein-protein interfaces  

Entry TEAD 
Resolutio

n 

Molecule in the 

internal pocket 

External 

partners 

PDB code 
Ref

 

1 hTEAD1
209-426

 2.80 Å Palmitate YAP
50-171

 3KYS
35

 

2 hTEAD1
209-426

 2.20 Å Palmitate 
Engineered 

YAP 
4RE1

63
 

3 hTEAD1
210-426

 1.70 Å Palmitate / 6IM5
67

 

4 hTEAD1
208-425

 2.30 Å Myristate YAP
60-100

 6HIL
47

 

5 hTEAD1
212-426

 3.50 Å K-975 (1) / 7CMM
57

 

6 hTEAD2
218-446

 2.00 Å Palmitate / 5EMV
 43

 

7 hTEAD2
217-453

 2.05 Å Palmitate / 5HGU
44

 

8 hTEAD2
217-447

 2.00 Å Palmitate / 3L15
36

 

9 hTEAD2
217-447

 2.30 Å Flufenamate(2) / 5DQ8
52

 

10 hTEAD2
217-447

 2.18 Å 
Bromofenamate 

(3) 
/ 5DQE

 52
 

11 hTEAD2
217-447

 2.32 Å MGH-CP1 (4) / 6CDY
53

 

12 hTEAD2
217-447

 1.54 Å 
Pyrrolidin-2-one 

(5) 
/ 6UYB

 56
 

13 hTEAD2
217-447

 1.66 Å (6) / 6UYC
56

 

14 hTEAD2
217-447

 2.11 Å (7) / 6VAH
55

 

15 hTEAD2
217-447

 2.43 Å TED-347 (8) / 6E5G
 58

 

16 hTEAD2
217-447

 2.20 Å Myristate Pyrazole (10) 6S66
66

 

17 hTEAD2
217-447

 2.00 Å Myristate Pyrazole (11) 6S60
66

 

18 hTEAD2
217-447

 2.10 Å Myristate Pyrazole (12) 6S6J
66

 

19 hTEAD2
217-447

 2.15 Å Myristate Pyrazole (13) 6S69
66

 

20 hTEAD2
217-447

 2.22 Å Myristate Pyrazole (14) 6S64
66

 

21 hTEAD3
219-435

 2.55 Å Palmitate / 5EMW
43

 

22 hTEAD3
219-435

 2.60 Å VT105 (9) / 7CNL
 33

 

23 hTEAD4
217-434

 1.95 Å Myristate YAP
60-100

 5OAQ
48

 

24 hTEAD4
216-434

 1.85 Å Myristate YAP
60-100

 6GE3
46

 

25 hTEAD4
216-434 

(E263A) 1.97 Å Myristate YAP
60-100

 6GE4
46

 

26 hTEAD4
216-434 

(Y429F) 2.05 Å Myristate YAP
60-100

 6GE5
46

 



27 hTEAD4
216-434 

(E263A/Y429F) 
1.80 Å Myristate YAP

60-100
 6GE6

46
 

28 hTEAD4
216-434

 1.70 Å Myristate 
YAP

59-

99
(S94A) 

6GEC
46

 

29 hTEAD4
216-434 

(E263A) 1.96 Å Myristate 
YAP

59-

99
(S94A) 

6GEE
46

 

30 hTEAD4
216-434 

(Y429F) 2.23 Å Myristate 
YAP

59-

99
(S94A) 

6GEG
46

 

31 hTEAD4
216-434 

(E263A/Y429F) 
1.65 Å Myristate 

YAP
60-

100
(S94A) 

6GEI
 46

 

32 hTEAD4
216-434 

(Y429F) 2.28 Å Myristate YAP
60-100

 6GEK
46

 

33 hTEAD4
216-434

 1.65 Å Myristate YAP
59-99

 6HIK
47

 

34 hTEAD4
217-434

 2.01 Å Myristate Peptide  6Q36
64

 

35 hTEAD4
217-434

 2.10 Å Myristate YAP
60-100

 6Q2X
64

 

36 hTEAD4
217-434

 1.65 Å Myristate FAM181A  6SEN
42

 

37 hTEAD4
217-434

 2.55 Å Myristate FAM181B  6SEO
42

 

38 mTEAD4
209-427

 2.555 Å Myristate 
Novel 

FAM181A  
6L9F

 
 

39 mTEAD4
210-427

 2.90 Å Myristate TAZ
24-57

 5GN0
38

 

40 mTEAD4
210-427

 3.00 Å Myristate YAP
47-85

 3JUA
 37

 

41 mTEAD4
209-427

 2.90 Å Myristate VGLL4
203-256

 4LN0
40

 

42 mTEAD4
210-427

 2.22 Å Myristate Fragment (15) 5XJD
65

 

43 mTEAD4
209-427

 1.30 Å Myristate 
Mimetic 

VGLL4 
6SBA

41
 

44 mTEAD4
210-427

 2.74 Å Myristate VGLL1
20-51

 5Z2Q
39

 

45 Sd
222-440

 1.85 Å Myristate Vg
298-337

 6Y20
76

 

Table 1. Available structures of C-terminal domain of TEAD resolved by X-ray 

diffraction 

NMR and crystallographic structures (see Table 1) of YAP-TEAD complexes were 

reported in 2010 by several groups
35–37

 while mTAZ-mTEAD crystallographic 

structure was reported in 2017.
38

 Two structures have been reported for mVGLL-

mTEAD4 interactions
39,40 

and very recently a short peptide mimicking mVGLL4 



was designed and crystallized with mTEAD4 C-terminal domain.
41

 Finally, 

FAM181A and B peptides were crystallized with hTEAD4.
42

  

All these fragments of proteins (YAP, TAZ, VGLL and FAM) binds to TEAD C-

terminal domain at its external surface (interfaces 1, 2 and 3) (Figure 1 and Table 

2). 

 

Figure 1. The different TEAD complexes: (A) with YAP (PDB code: 3KYS); (B) 

with TAZ (PDB code: 5GNO); (C) with VGLL4 (PDB code: 4LN0); (D) with 

FAM181A (PDB code: 6SEN); TEAD is in light grey, the  loops at interface 3 

are in red, the  helixes at interface 2 are in green and light blue and the  sheets 



at interface 1 are in purple. All structural figures were generated with Chimera 

1.10.2 (UCSF).
80

 

The interaction of these proteins with TEAD involves the three same interfaces, 

with YAP, TAZ and VGLL2 binding to the three, VGLL1&3 binding to the 

interface 1 and 2 and the FAM181 only to the third. VGLL4 is a bit divergent, with 

a binding to a first TEAD monomer in the interface 1 and 2 and with a second 

TEAD monomer in the interface 2. All but VGLL4 are activators of TEAD, even if 

the involvement of FAM181 remains unclear, their main difference coming from 

their cellular context of effect: It appears VGLL members act mostly when the 

Hippo pathway is on while YAP/TAZ interact with TEAD when the Hippo 

pathway is off. 

 

hYAP1 
 52
HQIVHV----RGDSETDLEALF-NAVMNPKTANVPQTVPMRLRKLPDSFFKPPE

100
 

mYAP1 
 37
HQVVHV----RGDSETDLEALF-NAVMNPKTANVPQTVPMRLRKLPDSFFKPPE

85
 

hTAZ 
 15
QQVIHV----TQDLDTDLEALF-NSVMNPK----PSS-WRKKILPESFFKEP-D

57
 

mTAZ 
 15
QQVIHV----TQDLDTDLEALF-NSVMNPK----PSS-WRKKILPESFFKEP-D

57
 

mVGLL1 
 25
AGSVIFT-YFEGDINSMVDEHFSRALRNLK

53
 

mVGLL4 
   227

SVSIT----G---S-VDDHFAKALGDTWLQIKAA
252
 

hFAM181A                                       
191
PMRKRQLPASFWEEP

205
 

hFAM181B                                      
220
VPLRARNLPPSFFTEP

235
 

Table 2. Sequence alignments of TEAD binding domain of YAP, TAZ, VGLLs and 

FAM181. Residues of the interfaces 1, 2 and 3 are highlighted in purple, green and 



red respectively. Numbering of the different proteins can be found in 

http://www.uniprot.org/ (P46937, P46938, Q9GZV5, Q9EPK5, Q99NC0, Q80V24, 

Q8N9Y4 and A6NEQ2). 

B. TEAD internal pocket 

In 2016, the presence of palmitate in an internal pocket of hTEAD2 or hTEAD3 

was reported for the first time, which seems to increase the stability of the TEAD 

protein.
43–47

 This internal pocket can also welcome a myristate and those fatty acids 

were found free or bonded to conserved cysteine (C380 in hTEAD2) (thioester 

function) or lysine residues (K357 in hTEAD2) (amide function) (Figure 2).
48

 

Since direct N-acylation of a lysine residue  with palmitoyl-CoA is relatively slow, 

a cysteine-to-lysine transfer
49-50 

 is expected to probably occur in the pocket due to 

the proximity of both residues, explaining the observations made by Noland et al.
43

 

on the irreversibility of TEAD palmitoylation which was considered rather 

uncharacteristic. 



Figure 2. View of the entry of the internal pocket where the fatty acid is free (top) 

or bonded to conserved cysteine (left) or lysine (right) 

The internal pocket can be divided into 2 sub-pockets:
6
 a highly conserved 

hydrophobic sub-pocket (Figure 3 and table 3, in blue) located at the bottom which 

accommodates the carbon skeleton of the fatty acid which therefore interacts with 

these amino acids through Van der Waals interactions and a hydrophilic sub-

pocket (Figure 3 and table 3, in purple) which is close to the entrance and 

surrounds the acid moiety of the fatty acid. This carboxylic function interacts by 

hydrogen bonds, through covalent bond with conserved cysteine (in grey) and 

lysine residues or ionic bond with lysine residue.  



 

Figure 3. Hydrophobic and hydrophilic sub-pockets of the internal pocket of 

hTEAD2; grey circles correspond to residues that make covalent bond with fatty 

acid; blue circles correspond to hydrophobic residues; magenta circles correspond 

to hydrophilic residues; purple circle corresponds to non-conserved residues 

 

Whereas the hydrophobic sub-pocket is highly conserved, the hydrophilic sub-

pocket displays significant differences (see Figure 3 and Table 3): at the bottom we 



found C405 for hTEAD1, Y426 and Y413 for hTEAD2 and hTEAD4 and F414 for 

hTEAD3; at the entry of the hydrophobic pocket we found Y233 for hTEAD3 and 

a phenylalanine residue for the other hTEADs (F221, F233 and F229 for hTEAD1, 

hTEAD2 and hTEAD4 respectively); finally, close to C405, hTEAD1 has L389 

which is a glutamine residue (Q410, Q398 and Q397 for hTEAD1, hTEAD2 and 

hTEAD4) in the others TEADs. The number of cysteine residues that point toward 

this pocket is also different for each in hTEAD1. C296, C322, C359 and C405 are 

located quite far from each other, whereas only two cysteine residues where found 

for hTEAD2 and hTEAD4 (C343 and C380 for TEAD2 and C330 and C367 for 

TEAD4) and only one cysteine is present in hTEAD3 (C368). At the extremity of 

the hydrophobic sub-pocket lies a totally non-conserved residue which is small and 

hydrophilic (C296 for hTEAD1, S305 for hTEAD3 and T304 for hTEAD4) and 

large and hydrophobic (W308 for hTEAD2). 

III. TEAD targeting 

Since 2015, several structures of TEAD with small molecules have been reported 

and are available at the Protein Data Bank (Table 1 and Figure 4). Either, 

compounds bind to TEAD at the internal pocket (Table 1, entries 5, 9-15, 22) 

through covalent bond or not, or at the interface 2 (Table 1, entries 16-20 and 42). 

Peptides have been specially designed to bind to interface 3 (Table 1, entry 34) or 

interface 2 (Table 1, entry 43). 



  

Table 3. Sequence alignments of YBD (YAP-Binding Domain) of crystallized 

TEADs. Residues of the interfaces 2 (in green) and 3 (in red) are highlighted. 

Residues of the internal pocket are highlighted in cyan (hydrophobic sub-pocket) 

and magenta (hydrophilic sub-pocket. Residues making covalent bond with fatty 

acid are highlighted in bold grey. Not always well-defined loops are in purple box 

(loop A) and in green box (loop B). Numbering of the different proteins can be 

found in http://www.uniprot.org/ (P28347, Q15562, Q99594, Q15561 and Q62296 

respectively). 



A. Targeting TEAD palmitoylation 

The most druggable site of TEAD is the internal pocket which hosts myristate or 

palmitate.
51

 Many groups have developed ligands targeting this internal pocket. 

Firstly, Pobbati et al. reported niflumic acid an fenamic acid derivatives (Table 1, 

entries 9-10 and Figure 4, 2-3)
52

 as  ligands of this internal pocket, following by W. 

Xu et al. which patented MGH-CP1 and derivatives (Table 1, entry 11 and Figure 

4, 4).
53-54

 More recently, Gagnon et al. reported the structure of hTEAD2 with 

LM98, a synthetic analog of niflumic acid
55

 (Table 1, entry 14 and Figure 4, 7) and 

Holden et al. discovered other powerful inhibitors of palmitoylation (Table 1, 

entries 12-13 and Figure 4 , 5-6).
56

 Finally, several groups designed covalent 

TEAD inhibitors targeting the thiol function of the conserved cysteine residue at 

the entrance to the internal pocket, bearing chloroacetate groups or an acrylamide 

moiety (Table 1, entries 5 and 15 Figure 4, 1 and 8).
57-61

 1 (K-975) was compared 

to K-886 that is a derivative of K-975 with an acryl amide structure but whose 

structure is not disclosed in the article. 



 



Figure 4. Structures of small molecules that form complexes with TEAD 

(compound 4 has been redrawed) 

The authors reported that this derivative of K-975 bearing the same reactive 

function was found inactive without any explanation of this difference. The design 

of 8 (TED-347) is directly inspired by the structure of 2 (flufenamic acid) and 

clearly associates the affinity of 2 for the internal pocket and the reactivity of a 

chloroacetyl group which is known to be one of the highest reactivity in SN2 

reactions.
62

 Finally, Tang et al.
33

 reported the crystal structure of VT105 (14) with 

hTEAD3.  

B. Targeting TEAD-activators protein-protein interaction 

Targeting the protein-protein interaction between TEAD and YAP or TAZ has 

been the earliest strategy leading to the design of YAP-inspired peptides and cyclic 

peptides
63-64 

leading to inhibitors of YAP-TEAD interactions while VGLL4 

mimicking led to opposite results: Jiao et al.
40

 reported YAP antagonists while 

Adihou et al.
41

 reported VGLL4 antagonist. In their article, Jiao et al. used the 

mVGLL4 
227

S-
249

I doeicosapeptide named TDU2 (Tondu Domain 2) which was 

optimized into a “superTDU peptide” where TDU2 is linked to YAP’s -loop 

whereas Adihou et al. started from 
233

S-
252

A peptide which was modified by a 

simple D
235

E change in order to optimize an intramolecular ionic bond. 



Few small external TEAD ligands were reported. Compound 15 was identified 

through a fragment based-approach.
 65

 It binds to YAP-binding interface 2 of 

TEAD but its affinity for mTEAD4 is very low and it has practically no detectable 

cellular activity. We recently reported
66

 the synthesis of a series of pyrazoles 

(Table 1, entries 16-20 Figure 4, 9-13) which also bound to TEAD2 at the interface 

2 but at a new cryptic pocket created by the movement of Y382. 

Although initially the most attractive target, no small molecule ligand of interface 

3 has been reported to date. 

IV. Toward specific TEAD targeting 

A. Through external binding pocket 

In the large majority of the available crystal structures of C-terminal domain of 

TEAD, two mobile loops are not resolved. In all the hTEAD2 crystal structures, a 

large part of loop A is missing (see purple box, table 3) indicating a high mobility 

whereas in hTEAD1, 3 and 4 the motif is solved (hTEAD1 PDB code: 6IM5
67

, 

hTEAD3 PDB code: 5EMW and mTEAD4 PDB code: 5GN0) or misses 3 to 4 

residues (for example hTEAD4 PDB code: 5OAQ). This structural difference and 

the existence of a new pocket close to W308 suggests the possibility to design 

selective ligands of hTEAD2. The other loop (loop B, see light blue box, table 3) 

which is not always well-defined in TEAD crystal structure is situated just under 



the interface 3. The number of residues is fully conserved whatever the TEAD 

member but not their nature. 

 Figure 5. Superimposition of C-terminal domain of hTEADx (hTEAD1 (tan), 

hTEAD2 (purple), hTEAD3 (light green) and hTEAD4 (sky blue). Left: view of the 

palmitate entry, right: opposite view. Loop A corresponds to supernumerary 

residues of hTEAD2 (see purple box, figure 3) and loop B corresponds to non-

conserved residues (see green box, figure 3) 

 

We anticipate that the basis of the loop A could be an ideal place for a ligand 

which could be selective for hTEAD2 vs hTEAD1,3,4. Indeed, the pocket present 

for hTEAD2 is occupied by residues of hTEAD1,3,4. These unsolved loops of C-

terminal domain of TEADs are now modelized and available at the AlphaFold2
68

 

web site (https://alphafold.ebi.ac.uk/)(Figure 5). 



Concomitantly to this study, we screened a small home-made library of 500 

fragments by thermal shift assay (TSA) on the C-terminal domain of hTEAD2 and 

the 44 fragments with a ΔTm > 0.7 °C were soaked with hTEAD2. Amongst the 

collected crystals, we discovered that one of the fragments (3-(1H-pyrazol-5-

yl)aniline named F-292)(ΔTm = 0.95 °C) crystallized in this hTEAD2-specific 

cavity (PDB code: 7OYJ, supplement table 1). TSA curves of hTEAD2 in the 

absence or in the presence of F-292 are given in supplementary (Supplement 

figures 1 and 2). Superimposing hTEAD2 (from AlphaFold2) with the 

crystallographic structure (Figure 6), shows the fragment F-292 fits very well in 

the cavity predicted by AlphaFold2. The phenyl ring of F-292 makes hydrophobic 

interactions with P293 of TEAD2 and the amino group creates hydrogen bond with 

Q247 whereas at the other end of F-292 the pyrazole ring is close to S323. 



 

Figure 6. Superimposition of hTEAD2 soaked with F-292 (PDB code: 7OYJ)(grey) 

and C-terminal domain of hTEAD2 from AlphaFold2 (purple) A: view of the 

palmitate entry, B: opposite view. Fragment F-292 is in cyan, C: structure of F-

292, D, E and F: zoom view of F-292 in the specific TEAD2 pocket  

F-292 occupies a unique pocket specific of hTEAD2. However due to its small 

size, we expected a low binding affinity towards TEAD and a low efficacy in 

disrupting the formation of the YAP/TAZ-TEAD protein complex in cells as it was 

found for fragment 15.
65

 Nevertheless, F-292 constitutes an ideal platform for the 

design of selective TEAD2 ligands. 



B. Through internal binding pocket 

To date, most of the workforce bent toward the internal pocket, and selectivity was 

mostly reached without being looked at. 

16 is an optimized analog of a validated hit selected by HTS by Vivace 

Therapeutics. 16 selectively prevents palmitoylation of TEAD1 in a cell-based 

palmitoylation assays and inhibits endogeneous TEAD1 palmitoylation in cells.
33

 

TSA experiments showed strong stabilizing effects of 16 on purified recombinant 

TEAD1 (8.3°C) and in a lesser extent on TEAD2 (4.2°C). YAP/TAZ-TEAD 

interaction disruption has only been conducted in NF2 (Neurofibromatosis 2)-

mutant NCI-H2373 cells on TEAD1 and TEAD4 and 16 was found to selectively 

reduce YAP-TEAD interaction after 4 and 24 h and TAZ-TEAD after 4 h. 16 

potently inhibited the proliferation of NF2-mutated/deficient cell lines in vitro, but 

failed to show antiproliferation activity in additional mesothelioma cell lines 

without NF2 mutations, but harboring alterations in other Hippo pathway core 

components.  

1 was reported as a novel TEAD inhibitor with anti-tumor effects on pleural 

mesothelioma.
57

 SPR experiments showed that 1 inhibited the interaction of 

TEAD1 C-terminal binding domain and biotinylated YAP peptide and in NCI-

H226 cells, 1 was found to be more active on TEAD1-YAP disruption than on 



TEAD4-YAP complex. Although 1 was not claimed to be a selective ligand of 

TEAD1, it appears it exerted a stronger inhibitory activity towards NF2-non-

expressing mesothelioma cell lines as found for 16 (Figure 7). 18 was reported to 

be a selective ligand of TEAD3. It derived from 17 which can inhibit TEAD1/3 at 

submicromolar level.
69

 

These promising strategies share the same drawback: a lack of rational design 

potential other than the covalent binding. Thus, we focused our interest onto the 

structural determinants that could and should exist and underlie of the observed 

selectivity. For this purpose, we performed docking study on these selective 

ligands (1, 16-18). 

Despite that 1, 17 and 18 are able to covalently bind to TEAD through a 

nucleophilic attack of thiol function of the conserved cysteine, we did not used 

covalent docking first intention to avoid to introduce a priori bias to the method. 

Indeed, an effective covalent ligand can be viewed as a specific non-covalent 

ligand that will undergo covalent bond formation after interaction with its target.
70

 

Since we were interested in the structural determinant of binding, the use of 

covalent docking would introduce an a priori for the most favorable binding site. 

In our approach, we looked for binding specificities of the described ligands to 

observe the emergence of a rational binding pattern. Subsequently, if a covalent 



inhibitor specifically binds in a manner that allows reactivity with the thiol 

function, our model would then validate its specificity.  

Figure 7. Structure of selective ligands of one or two members of TEAD 

Docking of 16 showed that 16 fits well in the internal pocket of TEAD1 and 

TEAD2 (Figure 8A) with vinascore for the best pose of -7.8 and -8.1 respectively 

but is inserted into the surface pocket close to loop B of TEAD3 and TEAD4 

(Figure 8B) with vinascore for the best pose of -7.6 and -7.3 respectively. Analysis 

of the residues which surround 16 in the internal pocket of TEAD1 and TEAD2 

indicated a critical bend larger in TEAD1 and TEAD2 than in TEAD3 and TEAD4 

due to a series of subtle differences (tyrosine in TEAD3 for a phenylalanine in the 

other TEADs, that was previously identified by Holden and Cunningham
30

, as 

reported in table 3 (in blue and purple). The N-methylsulfamide warhead is 

surrounded by several protic residues (serine, cysteine, lysine) that make hydrogen 

bonds with the oxygen and nitrogen atoms of this moiety (Figures 9). 

This docking is in accordance with TSA experiments.
33

 In the TEAD 

palmitoylation assay in cells, HEK293T cells are transfected with myc-TEADx 

expression plasmid but the transfection seemed to be less efficient with myc-

TEAD2 than with the others. It appears 16 seemed to moderately inhibit TEAD2 

palmitoylation. 



Docking of 1 gave the same results as for 16. 1 fits in the internal pocket of 

TEAD1 and TEAD2 (Figure 9A) with score for the best pose of -8.1 and -9.1 

respectively but is inserted into the surface pocket close to loop B of TEAD3 and 

TEAD4 (Figure 9B) with score for the best pose of -6.6 and -6.3 respectively. The 

discrepancy is more marked in term of scoring for 1 than for 16.  

The best pose of 1 in TEAD1 and TEAD2 showed the vinyl group of 1 is ideally 

exposed to the nucleophilic attack of C359 or C380. This docking is in accordance 

with the pull-down experiments in cells
57

 showing that 1 inhibits more efficiently 

YAP/TAZ-TEAD1 interactions than YAP/TAZ-TEAD4 interactions. 



Figure 8. Superimposition of the best poses of 16 docked in C-terminal domain of 

hTEADx (A view of the palmitate entry: hTEAD1 (tan), hTEAD2 (purple); B 

opposite view:  hTEAD3 (light green) and hTEAD4 (sky blue). Best poses of 16 in 

C-terminal domain of hTEAD1 (C) and hTEAD2 (D) 

Docking of 17 showed a non-selectivity as 17 fits in the internal pocket of TEAD1, 

2 and 4 (best scores: -7.5; -8.1; -7.7 respectively, Supplement figure 3) and in the 

pocket created by loop B of TEAD3 (best score: -5.4). Docking of 18 showed a 

non-selectivity as 18 fits in the internal pocket of TEAD1, 2 and 3 (best scores: -

7.4; -7.6; -8.1 respectively, supplement figure 4) and at interface 2 of TEAD4 (best 



score: -5.8). In TEAD1, 2 and 3, 18 has its vinylsulfamide moiety oriented towards 

nucleophilic residues (C359 for TEAD1, S331 for TEAD2, K345 for TEAD3). 17 

and 18 seemed to be too small and too flexible for the docking to discriminate 

between the tight and subtle differences of the internal pocket of the four TEAD 

members. In the original publication
69

, the authors explained the selectivity of 17 

for TEAD1 and 3 and of 18 for TEAD3 by docking 17 and 18 using Covalent 

Docking panel integrated in Maestro 9.2. In their study, they claimed 17 has a 

steric clash with L383 (TEAD2) and L366 (TEAD4) that are methionine residues 

in TEAD1 and 3 and 18 could form hydrogen bond with Y230 (TEAD3). 

Secondly, we docked covalent ligands 1, 17 and 18 on C-terminal domain of 

TEAD1-4 using GOLD.
71

 As expected, covalent docking gave solutions for these 

three acrylamide derivatives for the four C-terminal domains of TEAD and is 

therefore unable to explain selectivity (Supplement figures 5, 6 and 7). 

Finding this potential lack of apparent rational structure-activity relationship, we 

analyzed the volume of the internal pocket of hTEAD2 for each hTEAD2 

monomer using Ligbuilder 3.0 cavity. For crystal structures where the internal 

pocket is occupied by myristate or palmitate (Table 1, entries 6-20), the volume is 

393.4 ± 32.7 Å
3
 whereas the volume of soaked hTEAD2 with small molecules is 

468.0 ± 58.5 Å
3 

(table 1, entries 9-15)(Figure 9). The same difference can be found 



in hTEAD1 and hTEAD3. This means that the internal pocket has remarkable 

plasticity/adaptability to the ligand (fatty acid or exogenous molecule) which 

makes the design of selective ligands based on steric constraints extremely 

unlikely.  

 

Figure 9. Comparison of hTEAD internal pocket volumes. The boxplots represent 

the median of the values (in red) surrounded by the first and third quartiles (which 

represent a box around the median) and of the minimum and maximum values 

(black lines) 



Therefore, we propose here a design of rational selective ligands using our finding. 

TEAD1 displays two cysteines in its internal pocket that are not conserved on the 

others, C296 and C405, that could be targeted by covalent binding. Opposingly, 

TEAD3 lacks two conserved cysteines (V331 and V411) and could therefore be 

avoided or targeted by more hydrophobic moieties near these regions. TEAD2 

noticeably displays a non-conserved tryptophane in the very bottom of its internal 

pocket, making it smaller and allowing specific targeting through aromatic 

interactions. 

V. Conclusion 

The analysis of the C-terminal domain of the four members of the TEAD family 

revealed a high conservation of the protein-protein interface with its co-activators 

but significant differences in regard of the internal pocket : (i) the number of 

cysteine residues pointing towards the internal pocket could be used to design new 

ligands specific of TEAD1 (4 cysteines), TEAD2/4 (2 cysteines) or TEAD3 (1 

cysteine); (ii) the bottleneck that forces palmitate/myristate to form a bend at 

C5/C6 (M358/M362 for TEAD1, M379/L383 for TEAD2, M367/M371 for 

TEAD3 and L359/M363 for TEAD4); (iii) the specific tyrosine residue of TEAD3 

(Y230)
30

; (iv) the external loop A of TEAD2 which is close to W308 pointing at 

the hydrophobic end of the internal pocket. 



A lot of effort has been devoted to targeting both the protein-protein interaction of 

TEADs with its co-activators with moderate success. Most of the effort are now 

focused on the internal palmitoylated pocket that appears to be able to modulate 

(mainly inhibit but also activate
72

) the activity of TEADs. Several groups have 

designed molecules bearing a reactive function to create a covalent bond with the 

highly conserved cysteine at the entry of palmitate pocket (C380 in hTEAD2). 

Selective drugs could bear two reactive functions with different reactivity (Michael 

acceptors, epoxide, sulfoxide, chloroacetamide, nitrile, ketoamide)
73, 74

 that could 

react with two cysteines or with one cysteine and another nucleophile (tyrosine, 

serine, threonine). To date, all the published strategies are presently lacking a 

structure-based design as the internal pocket displayed a high plasticity. 

Silencing individual members of the TEAD family in hepatoblastoma cell lines 

gives raise to the overexpression of other members and of certain target genes
75

 

while in primary human keratinocytes, it is necessary to silent both TEAD1 and 

TEAD3 to reduce the expression of target genes with a concomitant increase of 

TEAD2.
76

 Therefore, in given cellular conditions, some TEADs can display effects 

opposing the others, which would lead to a failure of pan-TEAD inhibitors and 

justify the interest of selective TEAD ligands. Selectivity has already been 

approached by several groups, and here we propose to design covalent ligands 

toward non-pan-conserved cysteines. We also demonstrated that a specific pocket 



of hTEAD2 can welcome a small molecule (F-292) that could be a new platform 

for the design of selective ligands of TEAD2. 

Three molecules (structures are not disclosed) entered in phase 1 clinical trial:  VT-

3989 (NCT04665206: Evaluation in Patients With Metastatic Solid Tumors 

Enriched for Tumors With NF2 Gene Mutations) from Vivace Therapeutics in 

early 2021, followed by IAG933 (NCT04857372: Evaluation in Patients With 

Advanced Mesothelioma and Other Solid Tumors) from Novartis and finally IK-

930 (NCT05228015: Evaluation in Subjects With Advanced Solid Tumors) from 

Ikena Oncology in the beginning of 2022. 

VI. Perspectives: toward a model of full-TEAD 

inhibition 

In this article, we mainly analyzed the primary and tertiary structures of C-terminal 

domain of TEADs, their ligands to date and questioned their inhibitor potency. The 

mechanism of action of the ligands of the internal pocket and the acylation to 

TEADs activity is still largely unknown, let alone the mechanism of ligands 

targeting this pocket. Conversely, while the targeting of the protein-protein 

interaction with the co-activators seems more straightforward, most of the ligands 

inhibiting the interaction failed to translate to cell activities and cell-active 

compounds seem unrelated to the binding of co-activators. Such inconsistencies 

raised a major question about the mechanism of TEADs activation. To date, four 



classes of protein partners are known for TEADs: VGLL1-to-3 activate TEAD 

independently of the Hippo pathway, YAP/TAZ activate TEADs when 

unphosphorylated (Hippo pathway off), VGLL4 suppresses TEAD by sequestering 

it onto an abnormal dimer,
 77

 and finally the FAM181 whose effect toward TEADs 

are still unknown. It seems that YAP/TAZ binding overwrites the VGLL ones but 

nothing is known to which extent and why, as their binding determinants are 

mostly shared (Figure 1).
78

 The activation of TEADs leads to the binding of the 

most N-terminal part to DNA response sequence. But nothing is known about how 

the binding of an activator to the C-terminal part of TEADs modulate this N-

terminal part. The activation of TEADs means that an inactive form should exist, 

that should be modified by the co-activators. At this point, Alphafold2 provided us 

with the starting point of a new hypothesis, modeling a part of the linker (between 

the N-terminal and the C-terminal domains) (Figure 10A) region of TEADs as a 

bent helix interacting with the interface 2. Regarding the conservation of the 

sequence, both the N- and C-terminal domain are strongly conserved but the linker 

region also displays three sub-regions highly conserved, among which one is the 

one from the bent helix of the Alphafold2 models (Figure 10B in dark grey). Thus, 

we formulated the hypothesis that TEADs exist in an inactive auto-inhibited form 

involving the linker region folded around the interface 2 and therefore 

sequestrating the N-terminal domain. This correlated well with the conclusions of 



Chène’s group on the fact that the binding of the YAP α-helix to TEAD (interface 

2) occurs before any event at the interface 3.
79

 This anti-inhibited form involving 

interface 2 explains both the present observations on the TEADs activation and the 

relative failure of the PPI inhibitors. Such inhibitors that will out-compete YAP-

like binding will, in this hypothesis, also compete with the auto-inhibited form of 

TEADs, ultimately leading to its activation.
41

 This hypothesis, once validated, 

should lead to a more efficient way to modulate the TEAD activity. 

 

 



 

Figure 10. A: Sequence alignment of the linker between the DNA binding domain 

and the C-terminal domain of hTEADs; B: Superimposition of hTEAD1 from 

AlphaFold2 (grey) with the crystal structures of the N-terminal domain of hTEAD1 

with DNA (cyan) (PDB code: 5NNX) and The C-terminal domain of hTEAD1 with 

YAP (interface 1 in purple, interface 2 in green and interface 3 in red) (PDB code: 

3KYS). The conserved motif of the linker (in dark grey) interacts on the interface 2 

with YAP (and also TAZ or VGLLs) (see zooming). Dotted lines correspond to very 

low confidences (pLDDT < 50) 



 

 

AUTHOR INFORMATION 

Corresponding author 

* Phone: 362 28 36 94; E-mail: philippe.cotelle@univ-lille1.fr 

ORCID 

Maxime Liberelle: 0000-0002-8620-9256 

Nicolas Renault: 0000-0002-4859-1212 

Muriel Gelin: 0000-0003-1320-8663 

Frédéric Allemand: 0000-0003-0396-6145 

Patricia Melnyk: 0000-0002-9555-3446 

Jean-François Guichou: 0000-0002-7699-3235 

Philippe Cotelle: 0000-0003-0924-0433 

Author Contributions 

F.T., N.R. and M.L. analyzed TEAD differences and performed docking. M.G. and 

F.A. produced and purified hTEAD2217–447 protein and performed crystallization 

and structure determination; J.-F.G. supervised all the X-ray crystallography, TSA 

study; M.L., J.-F.G., N.R., P.M. and P.C. co-supervised all the project; P.C. 

supervised writing the article.  



Notes 

The authors declare no competing financial interest.  

Biographies 

Maxime Liberelle holds an MSc in drug design from University of Lille (France), 

awarded in 2015. He obtained his PhD in structural biochemistry in 2019 on the 

characterization, structure–function relationships, and therapeutical targeting of 

oncogenic complex MUC4-ErbB2 under the supervision of Prof. Nicolas Lebègue 

at the University of Lille in the laboratory of Prof. Patricia Melnyk. After a 2-year 

postdoc position at the University of Louvain (UCLouvain, Belgium), with Prof. 

Raphaël Frédérick, he joined the University of Lille, where he is associate 

professor of biophysics and medicinal chemistry. His research focuses on the 

protein–protein interaction field, from characterization to targeting. 

Florine Toulotte obtained her MSc in drug design at the University of Lille. She 

has just obtained her PhD thesis in medicinal chemistry at the University of Lille in 

the laboratory of Prof. Patricia Melnyk in dec 2021. Her main research interest 

concerns the design and synthesis of new small molecules to inhibit protein-protein 

interaction and their evaluation. 

Nicolas Renault obtained his PhD degree in molecular modelling at the University 

of Lille in 2010. He is a research engineer with an expertise in structural 



bioinformatics and in silico drug design. Affiliated to the INFINITE research team 

dedicated to inflammation, he coordinates a platform of protein modelling and 

virtual screening with successful applications of structure-based design of 

cannabinergic, purinergic or PPI ligands. He also contributed to many studies 

focusing onto structure-function relationships of proteins. 

Muriel Gelin obtained an engineering degree and a PhD, both in chemistry in 

1999, worked 6 years in a pharmaceutical company in drug development, and then 

obtained a Master of Science in structural biology. She works as a CNRS research 

engineer at the Centre de Biologie Structurale (CBS) in Montpellier. Her fields of 

expertise are crystallography of biomolecules, synthesis in medicinal chemistry, 

structural chemoinformatics including virtual screening, molecular modeling, 

rational drug design (Fragment Based Drug Design), automation by writing 

programs in python and experimental screening by crystallography and several 

other techniques such as Thermal Shift Assay or ITC. She is in charge of the ligand 

screening activity on the CBS crystallographic platform. 

Frédéric Allemand is an engineer from Toulouse National Institut of Applied 

Sciences. He obtained his PhD in biochemistry and molecular biology at the 

university of Paris-Jussieu in 2006. He is Research Engineer in the Scientific 

Research National Center at the Montpellier Structural Biology Center (CBS). He 

studied for several years the regulation of ribosomal genes expression in 



prokaryotes. Then, he specialized in proteins biochemistry, proteins biophysical 

characterizations and molecular interactions. He is the technical manager of the 

CBS Biophysical characterizations platform. 

Patricia Melnyk Patricia Melnyk earned her degree in Chemical Engineering from 

Chimie ParisTech (1989) and a PhD in Organic Chemistry from the Institut de  

Chimie des Substances Naturelles (Paris 6 University, 1993). She is Professor of 

Chemistry at the Faculty of Pharmacy of Lille University and the team leader of 

“Brain Biology & Chemistry” team in the Lille Neuroscience & Cognition research 

center (Inserm UMR-S1172). Her major research interests focus on medicinal 

chemistry and chemical biology in the area of neurodegenerative diseases and 

cancer. She cofounded AlzProtect, a start-up dedicated to the clinical development 

of drug candidates for Alzheimer and neurodegenerative diseases. She is at the  

origin of the discovery of AZP2006, a drug candidate in clinical phase II. 

Jean-François Guichou obtained his PhD in Organic chemistry at the University 

of Lausanne in 2002. He is professor of structural biology and drug design at the 

University of Montpellier, and his expertise is in medicinal chemistry, FBDD, drug 

design and X-ray crystallography. He worked in the field of antiviral agents 

(inhibitors of cyclophilin), infectious diseases and cancer. He is the scientific 

director of AGVDiscovery, a company developping targeted therapies in oncology. 



Philippe Cotelle obtained his PhD in Spectrochemistry at the University of Lille in 

1987. He is professor of organic chemistry at the National Graduate School of 

Engineering Chemistry of Lille – Centrale Lille Institut, and his expertise is in 

medicinal chemistry and translational research. He worked for several years in the 

field of antiviral agents (HIV-1 integrase, HIV-1 and HBV ribonuclease H and 

other two-magnesium viral enzymes) and has coordinated several national projects 

in viral diseases. He moved on the area of protein-protein interactions and is 

interested in developing new drugs/chemical tools targeting the final effectors of 

the Hippo pathway. 

ACKNOWLEDGMENTS 

This work was financially supported by grants from le Ministère de l’Education et 

de la Recherche and the University of Lille (F.T.) This work was also supported by 

the French Infrastructure for Integrated Structural Biology (FRISBI) ANR-10-

INSB-05-01. These experiments were performed at ID30A-1 beamline at ESRF 

Synchrotron with the collaboration of ESRF staff. We acknowledge the European  

Synchrotron Radiation Facility for provision of synchrotron radiation  

facilities. 

ACCESSION NUMBERS 



The atomic coordinates and structure factors for hTEAD2-F292 has been deposited 

at the PDB with the code PDB: 7OYJ. Authors will release the atomic coordinates 

and experimental data upon article publication. 

ABBREVIATIONS 

Birc-5  Baculoviral Inhibitor of Apoptosis Repeat-Containing 5  

CTGF  Connective Tissue Growth Factor 

Cyr61  Cysteine-rich angiogenic protein 61 

GOLD Genetic Optimization for Ligand Docking 

HEK  Human embryonic kidney 

NF2  Neurofibromatosis 2 

NMR  Nuclear Magnetic Resonance 

OCT4  Octamer-binding transcription factor 4 

PDB  Protein Data Bank 

Sox2  SRY (sex determining region Y)-box 2 

SPR  Surface Plasmon Resonance 

TAZ  Transcriptional coactivator with PDZ binding motif 

TBX5  T-box transcription factor 5 



TDU  Tondu domain 

TEAD Transcriptional Enhanced Associate Domain 

TSA  Thermal Shift Assay 

VGLL Vestigial Like Protein 

WWTR1 WW domain-containing transcription regulator protein 1 

YAP  Yes Associated Protein 

YBD  YAP Binding Domain 

REFERENCES 

(1)  Justice, R. W.; Zilian, O.; Woods, D. F.; Noll, M.; Bryant, P. J. The 

Drosophila Tumor Suppressor Gene Warts Encodes a Homolog of Human 

Myotonic Dystrophy Kinase and Is Required for the Control of Cell Shape and 

Proliferation. Genes Dev 1995, 9 (5), 534–546. 

https://doi.org/10.1101/gad.9.5.534. 

(2)  Moroishi, T.; Hansen, C. G.; Guan, K.-L. The Emerging Roles of YAP and 

TAZ in Cancer. Nat Rev Cancer 2015, 15 (2), 73–79. 

https://doi.org/10.1038/nrc3876. 

(3)  Zanconato, F.; Cordenonsi, M.; Piccolo, S. YAP/TAZ at the Roots of 

Cancer. Cancer Cell 2016, 29 (6), 783–803. 

https://doi.org/10.1016/j.ccell.2016.05.005. 

(4)  Johnson, R.; Halder, G. The Two Faces of Hippo: Targeting the Hippo 

Pathway for Regenerative Medicine and Cancer Treatment. Nat Rev Drug Discov 

2014, 13 (1), 63–79. https://doi.org/10.1038/nrd4161. 

(5)  Moya, I. M.; Halder, G. Hippo-YAP/TAZ Signalling in Organ Regeneration 

and Regenerative Medicine. Nat Rev Mol Cell Biol 2019, 20 (4), 211–226. 

https://doi.org/10.1038/s41580-018-0086-y. 



(6)  Dey, A.; Varelas, X.; Guan, K.-L. Targeting the Hippo Pathway in Cancer, 

Fibrosis, Wound Healing and Regenerative Medicine. Nature Reviews Drug 

Discovery 2020, 19 (7), 480–494. https://doi.org/10.1038/s41573-020-0070-z. 

(7)  Sahu, M. R.; Mondal, A. C. The Emerging Role of Hippo Signaling in 

Neurodegeneration. J Neurosci Res 2020, 98 (5), 796–814. 

https://doi.org/10.1002/jnr.24551. 

(8)  Jin, J.; Zhao, X.; Fu, H.; Gao, Y. The Effects of YAP and Its Related 

Mechanisms in Central Nervous System Diseases. Front Neurosci 2020, 14, 595. 

https://doi.org/10.3389/fnins.2020.00595. 

(9)  Piccolo, S.; Dupont, S.; Cordenonsi, M. The Biology of YAP/TAZ: Hippo 

Signaling and Beyond. Physiol Rev 2014, 94 (4), 1287–1312. 

https://doi.org/10.1152/physrev.00005.2014. 

(10)  Yamaguchi, N. Multiple Roles of Vestigial-Like Family Members in Tumor 

Development. Front Oncol 2020, 10, 1266. 

https://doi.org/10.3389/fonc.2020.01266. 

(11)  Dequéant, M.-L.; Glynn, E.; Gaudenz, K.; Wahl, M.; Chen, J.; Mushegian, 

A.; Pourquié, O. A Complex Oscillating Network of Signaling Genes Underlies the 

Mouse Segmentation Clock. Science 2006, 314 (5805), 1595–1598. 

https://doi.org/10.1126/science.1133141. 

(12)  Marks, M.; Pennimpede, T.; Lange, L.; Grote, P.; Herrmann, B. G.; Wittler, 

L. Analysis of the Fam181 Gene Family during Mouse Development Reveals 

Distinct Strain-Specific Expression Patterns, Suggesting a Role in Nervous System 

Development and Function. Gene 2016, 575 (2 Pt 2), 438–451. 

https://doi.org/10.1016/j.gene.2015.09.035. 

(13)  Heng, B. C.; Zhang, X.; Aubel, D.; Bai, Y.; Li, X.; Wei, Y.; Fussenegger, 

M.; Deng, X. Role of YAP/TAZ in Cell Lineage Fate Determination and Related 

Signaling Pathways. Front Cell Dev. Biol. 2020, 8, 735. 

https://doi.org/10.3389/fcell.2020.00735. 

(14)  Li, J.; Tiwari, M.; Xu, X.; Chen, Y.; Tamayo, P.; Sen, G. L. TEAD1 and 

TEAD3 Play Redundant Roles in the Regulation of Human Epidermal 

Proliferation. J Invest Dermatol 2020, 140 (10), 2081-2084.e4. 

https://doi.org/10.1016/j.jid.2020.01.029. 



(15)  Han, Z.; Yu, Y.; Cai, B.; Xu, Z.; Bao, Z.; Zhang, Y.; Bamba, D.; Ma, W.; 

Gao, X.; Yuan, Y.; Zhang, L.; Yu, M.; Liu, S.; Yan, G.; Jin, M.; Huang, Q.; Wang, 

X.; Hua, B.; Yang, F.; Pan, Z.; Liang, H.; Liu, Y. YAP/TEAD3 Signal Mediates 

Cardiac Lineage Commitment of Human-Induced Pluripotent Stem Cells. J. Cell 

Physiol. 2020, 235 (3), 2753–2760. https://doi.org/10.1002/jcp.29179. 

(16)  Fossdal, R.; Jonasson, F.; Kristjansdottir, G. T.; Kong, A.; Stefansson, H.; 

Gosh, S.; Gulcher, J. R.; Stefansson, K. A Novel TEAD1 Mutation Is the 

Causative Allele in Sveinsson’s Chorioretinal Atrophy (Helicoid Peripapillary 

Chorioretinal Degeneration). Hum. Mol. Genet. 2004, 13 (9), 975–981. 

https://doi.org/10.1093/hmg/ddh106. 

(17)  Mao, Y.; Chen, X.; Xu, M.; Fujita, K.; Motoki, K.; Sasabe, T.; Homma, H.; 

Murata, M.; Tagawa, K.; Tamura, T.; Kaye, J.; Finkbeiner, S.; Blandino, G.; Sudol, 

M.; Okazawa, H. Targeting TEAD/YAP-Transcription-Dependent Necrosis, 

TRIAD, Ameliorates Huntington’s Disease Pathology. Hum Mol Genet 2016, 25 

(21), 4749–4770. https://doi.org/10.1093/hmg/ddw303. 

(18)  Hamon, A.; Masson, C.; Bitard, J.; Gieser, L.; Roger, J. E.; Perron, M. 

Retinal Degeneration Triggers the Activation of YAP/TEAD in Reactive Müller 

Cells. Invest Ophthalmol Vis Sci 2017, 58 (4), 1941–1953. 

https://doi.org/10.1167/iovs.16-21366. 

(19)  Landin Malt, A.; Cagliero, J.; Legent, K.; Silber, J.; Zider, A.; Flagiello, D. 

Alteration of TEAD1 Expression Levels Confers Apoptotic Resistance through the 

Transcriptional Up-Regulation of Livin. PLoS One 2012, 7 (9), e45498. 

https://doi.org/10.1371/journal.pone.0045498. 

(20)  Knight, J. F.; Shepherd, C. J.; Rizzo, S.; Brewer, D.; Jhavar, S.; Dodson, A. 

R.; Cooper, C. S.; Eeles, R.; Falconer, A.; Kovacs, G.; Garrett, M. D.; Norman, A. 

R.; Shipley, J.; Hudson, D. L. TEAD1 and C-Cbl Are Novel Prostate Basal Cell 

Markers That Correlate with Poor Clinical Outcome in Prostate Cancer. Br J 

Cancer 2008, 99 (11), 1849–1858. https://doi.org/10.1038/sj.bjc.6604774. 

(21)  Joo, J. S.; Cho, S. Y.; Rou, W. S.; Kim, J. S.; Kang, S. H.; Lee, E. S.; Moon, 

H. S.; Kim, S. H.; Sung, J. K.; Kwon, I. S.; Eun, H. S.; Lee, B. S. TEAD2 as a 

Novel Prognostic Factor for Hepatocellular Carcinoma. Oncol Rep 2020, 43 (6), 

1785–1796. https://doi.org/10.3892/or.2020.7578. 

(22)  Diepenbruck, M.; Waldmeier, L.; Ivanek, R.; Berninger, P.; Arnold, P.; van 

Nimwegen, E.; Christofori, G. Tead2 Expression Levels Control the Subcellular 



Distribution of Yap and Taz, Zyxin Expression and Epithelial-Mesenchymal 

Transition. J Cell Sci 2014, 127 (Pt 7), 1523–1536. 

https://doi.org/10.1242/jcs.139865. 

(23)  Drexler, R.; Fahy, R.; Küchler, M.; Wagner, K. C.; Reese, T.; Ehmke, M.; 

Feyerabend, B.; Kleine, M.; Oldhafer, K. J. Association of Subcellular 

Localization of TEAD Transcription Factors with Outcome and Progression in 

Pancreatic Ductal Adenocarcinoma. Pancreatology 2021, 21 (1), 170–179. 

https://doi.org/10.1016/j.pan.2020.12.003. 

(24) Lee, H.; Hwang, S.J.; Kim, H.R.; Shin, C.H.; Choi, K.H.; Joung, J.G.; Kim, 

H.H. Neurofibromatosis 2 (NF2) controls the invasiveness of glioblastoma through 

YAP-dependent expression of CYR61/CCN1 and miR-296-3p. Biochim Biophys 

Acta. 2016 Apr; 1859(4), 599-611. https://doi: 10.1016/j.bbagrm.2016.02.010. 

(25)  Liu, Y.; Wang, G.; Yang, Y.; Mei, Z.; Liang, Z.; Cui, A.; Wu, T.; Liu, C.-Y.; 

Cui, L. Increased TEAD4 Expression and Nuclear Localization in Colorectal 

Cancer Promote Epithelial-Mesenchymal Transition and Metastasis in a YAP-

Independent Manner. Oncogene 2016, 35 (21), 2789–2800. 

https://doi.org/10.1038/onc.2015.342. 

(26)  Zhang, L.-H.; Wang, Z.; Li, L.-H.; Liu, Y.-K.; Jin, L.-F.; Qi, X.-W.; Zhang, 

C.; Wang, T.; Hua, D. Vestigial like Family Member 3 Is a Novel Prognostic 

Biomarker for Gastric Cancer. World J Clin Cases 2019, 7 (15), 1954–1963. 

https://doi.org/10.12998/wjcc.v7.i15.1954. 

(27)  Qi, Y.; Yu, J.; Han, W.; Fan, X.; Qian, H.; Wei, H.; Tsai, Y.-H. S.; Zhao, J.; 

Zhang, W.; Liu, Q.; Meng, S.; Wang, Y.; Wang, Z. A Splicing Isoform of TEAD4 

Attenuates the Hippo-YAP Signalling to Inhibit Tumour Proliferation. Nat 

Commun 2016, 7, ncomms11840. https://doi.org/10.1038/ncomms11840. 

(28)  Pobbati, A. V.; Hong, W. A Combat with the YAP/TAZ-TEAD 

Oncoproteins for Cancer Therapy. Theranostics 2020, 10 (8), 3622–3635. 

https://doi.org/10.7150/thno.40889. 

(29)  Pobbati, A. V.; Rubin, B. P. Protein-Protein Interaction Disruptors of the 

YAP/TAZ-TEAD Transcriptional Complex. Molecules 2020, 25 (24). 

https://doi.org/10.3390/molecules25246001. 

https://doi.org/10.1016/j.pan.2020.12.003


(30)  Holden, J. K.; Cunningham, C. N. Targeting the Hippo Pathway and Cancer 

through the TEAD Family of Transcription Factors. Cancers (Basel) 2018, 10 (3). 

https://doi.org/10.3390/cancers10030081. 

(31)  Konradi AaL T.  Non-Fused Tricyclic Compounds.  WO2018204532:  

VivaceTherapeutics. 2018. 

(32)  Preparation of Substituted Naphthalene-2-Carboxamide Derivatives Useful 

for Treatment of Cancer By Konradi, Andrei W.; Lin, Tracy Tzu-Ling Tang From 

PCT Int. Appl. (2020), WO 2020097389 A1 20200514. 

(33)  Tang, T. T.; Konradi, A. W.; Feng, Y.; Peng, X.; Ma, M.; Li, J.; Yu, F.-X.; 

Guan, K.-L.; Post, L. Small Molecule Inhibitors of TEAD Auto-Palmitoylation 

Selectively Inhibit Proliferation and Tumor Growth of NF2-Deficient 

Mesothelioma. Mol Cancer Ther 2021. https://doi.org/10.1158/1535-7163.MCT-

20-0717. 

(34)  Lu, T.; Li, Y.; Lu, W.; Spitters, T. W. G. M.; Fang, X.; Wang, J.; Cai, S.; 

Gao, J.; Zhou, Y.; Duan, Z.; Xiong, H.; Liu, L.; Li, Q.; Jiang, H.; Chen, K.; Zhou, 

H.; Lin, H.; Feng, H.; Zhou, B.; Antos, C. L.; Luo, C. Discovery of a Subtype-

Selective, Covalent Inhibitor against Palmitoylation Pocket of TEAD3. Acta 

Pharmaceutica Sinica B 2021, S2211383521001544. 

https://doi.org/10.1016/j.apsb.2021.04.015. 

(35)  Li, Z.; Zhao, B.; Wang, P.; Chen, F.; Dong, Z.; Yang, H.; Guan, K.-L.; Xu, 

Y. Structural Insights into the YAP and TEAD Complex. Genes & Development 

2010, 24 (3), 235–240. https://doi.org/10.1101/gad.1865810. 

(36)  Chen, L.; Chan, S. W.; Zhang, X.; Walsh, M.; Lim, C. J.; Hong, W.; Song, 

H. Structural Basis of YAP Recognition by TEAD4 in the Hippo Pathway. Genes 

Dev 2010, 24 (3), 290–300. https://doi.org/10.1101/gad.1865310. 

(37)  Tian, W.; Yu, J.; Tomchick, D. R.; Pan, D.; Luo, X. Structural and 

Functional Analysis of the YAP-Binding Domain of Human TEAD2. Proc Natl 

Acad Sci U S A 2010, 107 (16), 7293–7298. 

https://doi.org/10.1073/pnas.1000293107. 

(38)  Kaan, H. Y. K.; Chan, S. W.; Tan, S. K. J.; Guo, F.; Lim, C. J.; Hong, W.; 

Song, H. Crystal Structure of TAZ-TEAD Complex Reveals a Distinct Interaction 

Mode from That of YAP-TEAD Complex. Sci Rep 2017, 7 (1), 2035. 

https://doi.org/10.1038/s41598-017-02219-9. 



(39)  Pobbati, A. V.; Chan, S. W.; Lee, I.; Song, H.; Hong, W. Structural and 

Functional Similarity between the Vgll1-TEAD and the YAP-TEAD Complexes. 

Structure 2012, 20 (7), 1135–1140. https://doi.org/10.1016/j.str.2012.04.004. 

(40)  Jiao, S.; Wang, H.; Shi, Z.; Dong, A.; Zhang, W.; Song, X.; He, F.; Wang, 

Y.; Zhang, Z.; Wang, W.; Wang, X.; Guo, T.; Li, P.; Zhao, Y.; Ji, H.; Zhang, L.; 

Zhou, Z. A Peptide Mimicking VGLL4 Function Acts as a YAP Antagonist 

Therapy against Gastric Cancer. Cancer Cell 2014, 25 (2), 166–180. 

https://doi.org/10.1016/j.ccr.2014.01.010. 

(41)  Adihou, H.; Gopalakrishnan, R.; Förster, T.; Guéret, S. M.; Gasper, R.; 

Geschwindner, S.; Carrillo García, C.; Karatas, H.; Pobbati, A. V.; Vazquez-

Chantada, M.; Davey, P.; Wassvik, C. M.; Pang, J. K. S.; Soh, B. S.; Hong, W.; 

Chiarparin, E.; Schade, D.; Plowright, A. T.; Valeur, E.; Lemurell, M.; Grossmann, 

T. N.; Waldmann, H. A Protein Tertiary Structure Mimetic Modulator of the Hippo 

Signalling Pathway. Nat Commun 2020, 11 (1), 5425. 

https://doi.org/10.1038/s41467-020-19224-8. 

(42)  Bokhovchuk, F.; Mesrouze, Y.; Delaunay, C.; Martin, T.; Villard, F.; 

Meyerhofer, M.; Fontana, P.; Zimmermann, C.; Erdmann, D.; Furet, P.; Scheufler, 

C.; Schmelzle, T.; Chène, P. Identification of FAM181A and FAM181B as New 

Interactors with the TEAD Transcription Factors. Protein Sci. 2020, 29 (2), 509–

520. https://doi.org/10.1002/pro.3775. 

(43)  Noland, C. L.; Gierke, S.; Schnier, P. D.; Murray, J.; Sandoval, W. N.; 

Sagolla, M.; Dey, A.; Hannoush, R. N.; Fairbrother, W. J.; Cunningham, C. N. 

Palmitoylation of TEAD Transcription Factors Is Required for Their Stability and 

Function in Hippo Pathway Signaling. Structure 2016, 24 (1), 179–186. 

https://doi.org/10.1016/j.str.2015.11.005. 

(44)  Chan, P.; Han, X.; Zheng, B.; DeRan, M.; Yu, J.; Jarugumilli, G. K.; Deng, 

H.; Pan, D.; Luo, X.; Wu, X. Autopalmitoylation of TEAD Proteins Regulates 

Transcriptional Output of the Hippo Pathway. Nat. Chem. Biol. 2016, 12 (4), 282–

289. https://doi.org/10.1038/nchembio.2036. 

(45)  Li, Y.; Liu, S.; Ng, E. Y.; Li, R.; Poulsen, A.; Hill, J.; Pobbati, A. V.; Hung, 

A. W.; Hong, W.; Keller, T. H.; Kang, C. Structural and Ligand-Binding Analysis 

of the YAP-Binding Domain of Transcription Factor TEAD4. Biochem. J. 2018, 

475 (12), 2043–2055. https://doi.org/10.1042/BCJ20180225. 



(46)  Mesrouze, Y.; Bokhovchuk, F.; Izaac, A.; Meyerhofer, M.; Zimmermann, 

C.; Fontana, P.; Schmelzle, T.; Erdmann, D.; Furet, P.; Kallen, J.; Chène, P. 

Adaptation of the Bound Intrinsically Disordered Protein YAP to Mutations at the 

YAP:TEAD Interface. Protein Sci. 2018, 27 (10), 1810–1820. 

https://doi.org/10.1002/pro.3493. 

(47)  Bokhovchuk, F.; Mesrouze, Y.; Izaac, A.; Meyerhofer, M.; Zimmermann, 

C.; Fontana, P.; Schmelzle, T.; Erdmann, D.; Furet, P.; Kallen, J.; Chène, P. 

Molecular and Structural Characterization of a TEAD Mutation at the Origin of 

Sveinsson’s Chorioretinal Atrophy. FEBS J. 2019, 286 (12), 2381–2398. 

https://doi.org/10.1111/febs.14817. 

(48)  Mesrouze, Y.; Meyerhofer, M.; Bokhovchuk, F.; Fontana, P.; Zimmermann, 

C.; Martin, T.; Delaunay, C.; Izaac, A.; Kallen, J.; Schmelzle, T.; Erdmann, D.; 

Chène, P. Effect of the Acylation of TEAD4 on Its Interaction with Co-Activators 

YAP and TAZ. Protein Sci. 2017, 26 (12), 2399–2409. 

https://doi.org/10.1002/pro.3312. 

(49) James, A.M.; Smith, A.C.; Ding, S.; Hughton, J.W.; Robinson, A.J.; Antrobus, 

R.; Fearnley, I.M.; Murphy, M.P. Nucleotide-binding sites can enhance N-acylation 

of nearby protein lysine residues, Scientific Reports, 2020, 10(1): 20254.  https:// 

doi: 10.1038/s41598-020-77261-1. 

(50) James, A.M.; Smith, A.C.; Smith, C.L.; Robinson, A.J.; Murphy, M.P. 

Proximal Cysteines that Enhance Lysine N-Acetylation of Cytosolic Proteins in 

Mice Are Less Conserved in Longer-Living Species
, 

Cell Reports, 2018, 24(6): 

1445-1455.
 
https://doi: 10.1016/j.celrep.2018.07.007.  

 

(51) Gibault, F.; Sturbaut, M.; Bailly, F.; Melnyk, P.; Cotelle, P. Targeting 

Transcriptional Enhanced Associate Domains (TEADs). J. Med. Chem. 2018, 61 

(12), 5057–5072. https://doi.org/10.1021/acs.jmedchem.7b00879. 

 

(52)  Pobbati, A. V.; Han, X.; Hung, A. W.; Weiguang, S.; Huda, N.; Chen, G.-

Y.; Kang, C.; Chia, C. S. B.; Luo, X.; Hong, W.; Poulsen, A. Targeting the Central 

Pocket in Human Transcription Factor TEAD as a Potential Cancer Therapeutic 

Strategy. Structure 2015, 23 (11), 2076–2086. doi.org/10.1016/j.str.2015.09.009. 

(53)  Li, Q.; Sun, Y.; Jarugumilli, G. K.; Liu, S.; Dang, K.; Cotton, J. L.; Xiol, J.; 

Chan, P. Y.; DeRan, M.; Ma, L.; Li, R.; Zhu, L. J.; Li, J. H.; Leiter, A. B.; Ip, Y. 

T.; Camargo, F. D.; Luo, X.; Johnson, R. L.; Wu, X.; Mao, J. Lats1/2 Sustain 

https://doi.org/10.1111/febs.14817


Intestinal Stem Cells and Wnt Activation through TEAD-Dependent and 

Independent Transcription. Cell Stem Cell 2020, 26 (5), 675-692.e8. 

doi.org/10.1016/j.stem.2020.03.002. 

(54)  Wu, X. Tead Transcription Factor Autopalmitoylation Inhibitors. 

WO2017053706A1, 2016. 

(55)  Gagnon, A.; Mélin, L.; Abdullayev, S.; Fnaiche, A.; Vu, V.; Gonzalez 

Suarez, N.; Zeng, H.; Szewczyk, M.; Li, F.; Sinisterra, G.; Allali-Hassani, A.; 

Chau, I.; Dong, A.; Woo, S.; Annabi, B.; Halabelian, L.; LaPlante, S.; Vedadi, M.; 

Barsyte-Lovejoy, D.; Santhakumar, V. Development of LM98, a Small-Molecule 

TEAD Inhibitor Derived from Flufenamic Acid. ChemMedChem 2021. 

https://doi.org/10.1002/cmdc.202100432. 

(56)  Holden, J. K.; Crawford, J. J.; Noland, C. L.; Schmidt, S.; Zbieg, J. R.; 

Lacap, J. A.; Zang, R.; Miller, G. M.; Zhang, Y.; Beroza, P.; Reja, R.; Lee, W.; 

Tom, J. Y. K.; Fong, R.; Steffek, M.; Clausen, S.; Hagenbeek, T. J.; Hu, T.; Zhou, 

Z.; Shen, H. C.; Cunningham, C. N. Small Molecule Dysregulation of TEAD 

Lipidation Induces a Dominant-Negative Inhibition of Hippo Pathway Signaling. 

Cell Rep 2020, 31 (12), 107809. doi.org/10.1016/j.celrep.2020.107809. 

(57)  Kaneda, A.; Seike, T.; Danjo, T.; Nakajima, T.; Otsubo, N.; Yamaguchi, D.; 

Tsuji, Y.; Hamaguchi, K.; Yasunaga, M.; Nishiya, Y.; Suzuki, M.; Saito, J.-I.; 

Yatsunami, R.; Nakamura, S.; Sekido, Y.; Mori, K. The Novel Potent TEAD 

Inhibitor, K-975, Inhibits YAP1/TAZ-TEAD Protein-Protein Interactions and 

Exerts an Anti-Tumor Effect on Malignant Pleural Mesothelioma. Am. J. Cancer 

Res. 2020, 10 (12), 4399–4415. 

(58)  Bum-Erdene, K.; Zhou, D.; Gonzalez-Gutierrez, G.; Ghozayel, M. K.; Si, 

Y.; Xu, D.; Shannon, H. E.; Bailey, B. J.; Corson, T. W.; Pollok, K. E.; Wells, C. 

D.; Meroueh, S. O. Small-Molecule Covalent Modification of Conserved Cysteine 

Leads to Allosteric Inhibition of the TEAD⋅Yap Protein-Protein Interaction. Cell 

Chem Biol 2019, 26 (3), 378-389.e13. doi.org/10.1016/j.chembiol.2018.11.010. 

(59)  Karatas, H.; Akbarzadeh, M.; Adihou, H.; Hahne, G.; Pobbati, A. V.; Yihui 

Ng, E.; Guéret, S. M.; Sievers, S.; Pahl, A.; Metz, M.; Zinken, S.; Dötsch, L.; 

Nowak, C.; Thavam, S.; Friese, A.; Kang, C.; Hong, W.; Waldmann, H. Discovery 

of Covalent Inhibitors Targeting the Transcriptional Enhanced Associate Domain 

Central Pocket. J Med Chem 2020, 63 (20), 11972–11989. 

doi.org/10.1021/acs.jmedchem.0c01275. 



(60)  Kurppa, K. J.; Liu, Y.; To, C.; Zhang, T.; Fan, M.; Vajdi, A.; Knelson, E. 

H.; Xie, Y.; Lim, K.; Cejas, P.; Portell, A.; Lizotte, P. H.; Ficarro, S. B.; Li, S.; 

Chen, T.; Haikala, H. M.; Wang, H.; Bahcall, M.; Gao, Y.; Shalhout, S.; Boettcher, 

S.; Shin, B. H.; Thai, T.; Wilkens, M. K.; Tillgren, M. L.; Mushajiang, M.; Xu, M.; 

Choi, J.; Bertram, A. A.; Ebert, B. L.; Beroukhim, R.; Bandopadhayay, P.; Awad, 

M. M.; Gokhale, P. C.; Kirschmeier, P. T.; Marto, J. A.; Camargo, F. D.; Haq, R.; 

Paweletz, C. P.; Wong, K.-K.; Barbie, D. A.; Long, H. W.; Gray, N. S.; Jänne, P. 

A. Treatment-Induced Tumor Dormancy through YAP-Mediated Transcriptional 

Reprogramming of the Apoptotic Pathway. Cancer Cell 2020, 37 (1), 104-122.e12. 

https://doi.org/10.1016/j.ccell.2019.12.006. 

(61)  Lu, W.; Wang, J.; Li, Y.; Tao, H.; Xiong, H.; Lian, F.; Gao, J.; Ma, H.; Lu, 

T.; Zhang, D.; Ye, X.; Ding, H.; Yue, L.; Zhang, Y.; Tang, H.; Zhang, N.; Yang, 

Y.; Jiang, H.; Chen, K.; Zhou, B.; Luo, C. Discovery and Biological Evaluation of 

Vinylsulfonamide Derivatives as Highly Potent, Covalent TEAD 

Autopalmitoylation Inhibitors. Eur J Med Chem 2019, 184, 111767. 

https://doi.org/10.1016/j.ejmech.2019.111767. 

(62)  Organic Chemistry - Clayden, Greeves, Warren, Wothers, Organic 

Chemistry, 2nd Edition, 2012, ISBN: 978-0199270293, Oxford University Press 

(63)  Zhou, Z.; Hu, T.; Xu, Z.; Lin, Z.; Zhang, Z.; Feng, T.; Zhu, L.; Rong, Y.; 

Shen, H.; Luk, J. M.; Zhang, X.; Qin, N. Targeting Hippo Pathway by Specific 

Interruption of YAP-TEAD Interaction Using Cyclic YAP-like Peptides. FASEB J 

2015, 29 (2), 724–732. https://doi.org/10.1096/fj.14-262980. 

(64)  Furet, P.; Salem, B.; Mesrouze, Y.; Schmelzle, T.; Lewis, I.; Kallen, J.; 

Chène, P. Structure-Based Design of Potent Linear Peptide Inhibitors of the YAP-

TEAD Protein-Protein Interaction Derived from the YAP Omega-Loop Sequence. 

Bioorganic & Medicinal Chemistry Letters 2019, 29 (16), 2316–2319. 

https://doi.org/10.1016/j.bmcl.2019.06.022. 

(65)  Kaan, H. Y. K.; Sim, A. Y. L.; Tan, S. K. J.; Verma, C.; Song, H. Targeting 

YAP/TAZ-TEAD Protein-Protein Interactions Using Fragment-Based and 

Computational Modeling Approaches. PLoS ONE 2017, 12 (6), e0178381. 

https://doi.org/10.1371/journal.pone.0178381. 

(66)  Sturbaut, M.; Bailly, F.; Coevoet, M.; Sileo, P.; Pugniere, M.; Liberelle, M.; 

Magnez, R.; Thuru, X.; Chartier-Harlin, M.-C.; Melnyk, P.; Gelin, M.; Allemand, 

F.; Guichou, J.-F.; Cotelle, P. Discovery of a Cryptic Site at the Interface 2 of 



TEAD – Towards a New Family of YAP/TAZ-TEAD Inhibitors. European 

Journal of Medicinal Chemistry 2021, 113835. 

https://doi.org/10.1016/j.ejmech.2021.113835. 

(67)  Mo, Y.; Lee, H. S.; Lee, C. H.; Lim, H. J.; Park, S. J.; Shin, H.; Kim, C.; 

Kim, S. J.; Ku, B. Crystal Structure of the YAP‐ binding Domain of Human 

TEAD1. Bull. Korean Chem. Soc. 2018, bkcs.11639. 

https://doi.org/10.1002/bkcs.11639. 

(68) Jumper, J.; Evans, R.; Pritzel, A.; Green, T.; Figurnov, M.; Ronneberger, O.; 

Tunyasuvunakool, K.; Bates, R.; Žídek, A.; Potapenko, A.; Bridgland, A.; Meyer, 

C.; Kohl, S. A. A.; Ballard, A. J.; Cowie, A.; Romera-Paredes, B.; Nikolov, S.; 

Jain, R.; Adler, J.; Back, T.; Petersen, S.; Reiman, D.; Clancy, E.; Zielinski, M.; 

Steinegger, M.; Pacholska, M.; Berghammer, T.; Bodenstein, S.; Silver, D.; 

Vinyals, O.; Senior, A. W.; Kavukcuoglu, K.; Kohli, P.; Hassabis, D. Highly 

Accurate Protein Structure Prediction with AlphaFold. Nature 2021, 596 (7873), 

583–589. https://doi.org/10.1038/s41586-021-03819-2. 

(69)  Lu, T.; Li, Y.; Lu, W.; Spitters, T. W. G. M.; Fang, X.; Wang, J.; Cai, S.; 

Gao, J.; Zhou, Y.; Duan, Z.; Xiong, H.; Liu, L.; Li, Q.; Jiang, H.; Chen, K.; Zhou, 

H.; Lin, H.; Feng, H.; Zhou, B.; Antos, C. L.; Luo, C. Discovery of a Subtype-

Selective, Covalent Inhibitor against Palmitoylation Pocket of TEAD3. Acta 

Pharmaceutica Sinica B 2021, S2211383521001544. 

https://doi.org/10.1016/j.apsb.2021.04.015. 

(70) Singh, J.; Petter, R.C.; Baillie, T.A.; Whitty, A. The resurgence of covalent 

drugs Nature Review Drug Discov., 2011, 10 (4), 307-317. https://doi: 

10.1038/nrd3410.  

(71)  BIOVIA, Dassault Systèmes, Discovery Studio, San Diego: Dassault 

Systèmes, 2020. 

(72) Pobbati, A. V.; Mejuch, T.; Chakraborty, S.; Karatas, H.; Bharath, S. R.; 

Guéret, S. M.; Goy, P.-A.; Hahne, G.; Pahl, A.; Sievers, S.; Guccione, E.; Song, 

H.; Waldmann, H.; Hong, W. Identification of Quinolinols as Activators of TEAD-

Dependent Transcription. ACS Chem. Biol. 2019, 14 (12), 2909–2921. 

https://doi.org/10.1021/acschembio.9b00786. 

(73) Bum-Erdene, K.; Degang Liu, D.; Gonzalez-Gutierrez, G.; Ghozayel, 

M.K.; Xu, D.; Meroueh, S.O. Small-molecule covalent bond formation at tyrosine 

https://doi.org/10.1016/j.ejmech.2021.113835
https://doi.org/10.1002/bkcs.11639
https://doi.org/10.1021/acschembio.9b00786


creates a binding site and inhibits activation of Ral GTPases Proc. Natl Acad. Sci. 

U.S.A. 2020, 117 (13), 7131-7139. https://doi: 10.1073/pnas.1913654117.  

 

(74) Sutanto,
 
F.; Konstantinidou

, 
M.; Dömling

, 
A. Covalent inhibitors: a rational 

approach to drug discovery. RSC Med. Chem. 2020, 11 (8), 876-884. https://doi: 

10.1039/d0md00154f. 

 

(75) Zhang, J.; Liu, P.; Tao, J.; Wang, P.; Zhang, Y.; Song, X.; Che, L.; Sumazin, P.; 

Ribback, S.; Kiss, A.; Schaff, Z.; Cigliano, A.; Dombrowski, F.; Cossu, C.; Pascale, 

R.M.; Calvisi, D.F.; Monga, S.P.; Chen X. TEA Domain Transcription Factor 4 Is 

the Major Mediator of Yes-Associated Protein Oncogenic Activity in Mouse and 

Human Hepatoblastoma Am J Pathol. 2019, 189 (5):1077-1090.  

https://doi: 10.1016/j.ajpath.2019.01.016.  
 

(76) Li, J.; Tiwari, M.; Xu, X.; Chen, Y.; Tamayo, P.; Sen, G.L. TEAD1 and 

TEAD3 Play Redundant Roles in the Regulation of Human Epidermal 

Proliferation J. Invest. Dermatol. 2020, 140 (10):2081-2084.e4. https://doi: 

10.1016/j.jid.2020.01.029.  

 

(77) Jiao, S.; Li, C.; Hao, Q.; Miao, H.; Zhang, L.; Li, L.; Zhou, Z. VGLL4 targets 

a TCF4-TEAD4 complex to coregulate Wnt and Hippo signalling in colorectal 

cancer Nat Commun. 2017, 8 :14058. https://doi: 10.1038/ncomms14058.  

  

(78) Mesrouze, Y.; Aguilar, G.; Bokhovchuk, F.; Martin, T.; Delaunay, C.; Villard, 

F.; Meyerhofer, M.; Zimmermann, C.; Fontana, P.; Wille, R.; Vorherr, T.; 

Erdmann, D.; Furet, P.; Scheufler, C.; Schmelzle, T.; Affolter, M.; Chène, P. A 

new perspective on the interaction between the Vg/VGLL1-3 proteins and the 

TEAD transcription factors. Sci. Rep. 2020, 10 (1):17442. https://doi: 

10.1038/s41598-020-74584-x.  

 

(79) Bokhovchuk, F.; Mesrouze, Y.; Meyerhofer, M.; Zimmermann, C.; Fontana, 

P.; Erdmann, D.; Jemth, P. Chène, P. An Early Association between the α-Helix of 

the TEAD Binding Domain of YAP and TEAD Drives the Formation of the 

YAP:TEAD Complex Biochemistry 2020, 59 (19):1804-1812. https://doi: 

10.1021/acs.biochem.0c00217. 

 



(80) Pettersen, E. F.; Goddard, T. D.; Huang, C. C.; Couch, G. S.; Greenblatt, D. 

M.; Meng, E. C.; Ferrin, T. E. UCSF Chimera-A visualization system for 

exploratory research and analysis. J. Comput. Chem. 2004, 25, 1605−1612. 

 
 

 

  



 


