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ABSTRACT: The epidermal growth factor receptor
(EGFR) tyrosine kinase is implicated in a large number
of human cancers. Most EGFR inhibitors target the
extracellular, growth factor-binding domain or the intra-
cellular, ATP-binding domain. Here we describe molecules
that inhibit the kinase activity of EGFR in a new way, by
competing with formation of an essential intradimer coiled
coil containing the juxtamembrane segment from each
member of the receptor partnership. The most potent
molecules we describe bind EGFR directly, decrease the
proliferation of wild-type and mutant EGFR-dependent
cells lines, inhibit phosphorylation of EGFR and down-
stream targets, and block coiled coil formation as judged
by bipartite tetracysteine display. Potency is directly
correlated with the ability to block coiled coil formation
within full-length EGFR in cells.

The epidermal growth factor receptor (EGFR)1−3 tyrosine
kinase is implicated in a large number of human cancers.4

Four EGFR inhibitors have been approved for use: cetuximab5,6

is a monoclonal antibody that directly inhibits the binding of
growth factors to the EGFR extracellular domain,7 whereas
gefitinib, erlotinib, and afatinib8−11 are tyrosine kinase
inhibitors (TKIs) that directly inhibit the binding of ATP to
the intracellular catalytic domain.4,12 Other molecules in these
two categories, including reversible and irreversible TKIs that
inhibit the drug-resistant EGFR double mutant, are in clinical
development.13−19 Here we describe molecules that inhibit
EGFR in a third way, via allostery,20,21 by blocking the
formation of a coiled coil dimer in the juxtamembrane (JM)
segment (Figure 1A) that is essential for assembly of the active,
asymmetric kinase dimer.
Recently we reported, using a tool known as bipartite

tetracysteine display,22,23 that the binding of the epidermal
growth factor (EGF)24 to the extracellular domain of full-length
EGFR1−3 leads to the assembly of an antiparallel coiled coil
composed of the JM segment from each member of the protein
pair. The JM segment is located between the transmembrane
helix and the kinase domain (Figure 1A) and is essential for
kinase function.25−27 EGFR variants that lack a JM segment28

or contain amino acid substitutions that reduce α-helix
propensity26,29 are catalytically inactive. Other variants that
disfavor assembly of the active, asymmetric kinase dimer26 do
not support formation of the JM coiled coil.25 These
observations suggest that ligands capable of inhibiting coiled
coil formation should inhibit the EGFR kinase via an allosteric
mechanism. Indeed, a polypeptide containing the EGFR JM

segment fused to a polycationic region from HIV Tat (TE-
64562) inhibits EGFR signaling, but neither its binding mode
nor its mechanism of action is understood, as kinase activity
itself was unaffected.30

Previous work has shown that peptides containing judiciously
positioned i+3, i+4, and i+7 macrocyclic bridges (often referred
to as hydrocarbon staples) can display improved α-helix
content, protease resistance, and, in some cases, cellular uptake
when compared to unmodified peptides with similar
sequences.31−33 These features make hydrocarbon-stapled
peptides uniquely suited to evaluate the JM coiled coil as an
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Figure 1. (A) Potential equilibria between EGFR monomers and
dimers ± growth factor (EGF) and allosteric inhibitors. (B) Helical
wheel representation and sequences of hydrocarbon-stapled peptides.
Z, X, and B represent (R)-2-(7′-octenyl)alanine, (S)-2-(4′-pentenyl)-
alanine, and (R)-2-(4′-pentenyl)alanine, respectively. Peptides con-
strained with a hydrocarbon staple are indicated with the superscript S.
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allosteric regulatory site for EGFR. To begin this evaluation, we
synthesized five peptides comprising the 17-residue JM-A
segment (EGFR residues 645−662) and a single hydrocarbon
staple at one of five positions around the helix circumference
(Figure 1B and Supporting Information, Figures S1 and S2).
Four of the peptides (E1S, E2S, E4S, and T4S) contain a
hydrocarbon staple on the helix face opposite that used for
EGF-stimulated coiled coil formation.25 One peptide (T1S),
prepared as a control, contains a hydrocarbon staple that blocks
the helix face used for EGF-stimulated coiled coil forma-
tion.25,26 Two additional peptides contain the unmodified JM-A
sequence fused to a polycationic region of HIV Tat (TE-
64562)30 or not (JM-WT). As expected, all hydrocarbon-
stapled peptides displayed greater α-helical content than JM-
WT or TE-64562 (Figure S3). We reasoned that if the JM
coiled coil regulates EGFR activity via allostery, then ligands
E1S, E2S, E4S, and T4S should inhibit EGFR activity and
decrease the viability of EGFR-dependent cell lines, albeit to
varying degree, whereas T1S and JM-WT should have little or
no effect.
We evaluated the effect of each molecule on the viability of

four EGFR-dependent cell lines that differ in cancer/tissue type
as well as EGFR expression level and mutational state and one
cell line that does not express EGFR (Figures 2 and S4 and

Table S3). A431 and H2030 cells express wild-type EGFR,
whereas H3255 and H1975 cells express single (L858R) or
double (L858R/T790M) mutant forms, respectively; SK-N-
MC cells express ErbB2- 4 but not EGFR.3,34−36 Examination
of the dose−response curves reveals several trends. First, as
expected, cells expressing wild-type EGFR (A431) or the
L858R mutant (H3255) are sensitive to gefitinib in the
expected concentration range, whereas those expressing the
EGFR double mutant (H1975) or no EGFR (SK-N-MC) are
not.37 Second, none of the cells are sensitive to JM-WT, an
unmodified (and non-cell-permeable) peptide containing the
EGFR JM-A sequence; fusion of JM-WT to a polycationic
region of HIV Tat results in moderate decreases in viability
after 18 h incubation, as reported;30 potency is mitigated
significantly after 72 h, perhaps because of degradation (Figure
S5).

Most importantly, all EGFR-expressing cell lines are sensitive
to one or more hydrocarbon-stapled peptides, with potency
following the order E1S > E2S ≫ T4S ≥ E4S. T1S was inactive in
all cell lines tested. In all cases, the most potent inhibitor (E1S)
carries the hydrocarbon bridge on the helix face that lies
opposite that used for EGF-induced coiled coil formation,25

whereas the least potent molecule (T1S) is bridged within this
face, with the bridge replacing two leucine side chains that
contribute to the antiparallel coiled coil interface.26 Both of
these molecules gain entry to the cytosol, as judged by a
previously reported38,39 image-based translocation assay
(Figure S11). E1S is 10-fold more potent than E1ΔL

S, in
which the two leucines are replaced by alanine, and was
between 2 and 10 times more potent than the previously
reported TE-64562 peptide,30 with the largest difference in
H3255 cells that express L858R EGFR. These observations
suggest that the decrease in cell viability observed in the
presence of E1S results from a direct interaction of the helical
peptide mimetic with the JM region of EGFR.
Activation of EGFR upon growth factor binding leads to a

well-characterized pattern of Tyr and Ser/Thr autophosphor-
ylation events that initiate downstream signaling networks.40

Molecules that block growth factor binding to the extracellular
domain, or ATP binding to the intracellular kinase domain,
inhibit the phosphorylation of both EGFR and downstream
factors such as Erk and Akt.4 We used immunoblots to evaluate
whether the effects of native and hydrocarbon-stapled peptides
on the viability of EGFR-dependent cell lines correlated with
their effects on EGFR phosphorylation and the phosphor-
ylation of downstream factors. We probed specifically for
phosphorylation at EGFR tyrosines 845, 1045, 1068, 1086,
1148, and 1173 and for phospho-Akt and phospho-Erk1/2
(Figures 3 and S6).
Incubation of A431 cells with 1−50 μM E1S led to a dose-

dependent decrease in EGFR phosphorylation at positions
Y845, Y1045, Y1086, and Y1173 (Figure 3, red bars);
phosphorylation at Y1068 and Y1148 was affected minimally,
if at all (see also Figure S7). A431 cells treated with E1S also
showed decreased levels of phospho-Akt and phospho-Erk; the
levels of EGFR, Akt, and Erk themselves were unaffected. The
pattern of phosphorylation changes induced by E1S paralleled
those observed with TE-64562. E2S and E1ΔL

S, which had more
modest effects on cell viability (Figure 2), caused little or no
decrease in phosphorylation at any position, whereas T1S, E4S,
and T4S led to small increases in phosphorylation at many
positions. Thus, in A431 cells, there is a correlation between the
effect of hydrocarbon-stapled peptides on cell viability and
decreases in EGFR autophosphorylation and downstream
signaling.
Two additional experiments were performed to evaluate

whether the E1S-induced viability changes and decreases in
EGFR and Erk/Akt phosphorylation resulted from a direct
interaction with the EGFR JM segment. First, we evaluated the
extent to which biotinylated analogues of E1S and T1S as well as
JM-WT and E1ΔL

S (BE1S, BT1S, BJM-WT, and BE1ΔL
S,

respectively) could sequester full-length EGFR (wtEGFR)
from transiently transfected CHO-K1 cell lysates. Each
biotinylated analogue (25 μM) was incubated for 1 h with
lysates from wtEGFR-expressing cells, and then with Mag-
Sepharose streptavidin beads overnight. A mock reaction
lacking a biotinylated analogue was run alongside. After
washing, the sequestered proteins were eluted, resolved by
SDS-PAGE, probed with a commercial anti-EGFR antibody,

Figure 2. Effect of native and hydrocarbon-stapled peptides on cell
proliferation. Plot of % viable cells remaining after 18 h treatment with
[ligand] shown. Viability was assessed by monitoring oxyluciferin
production by Ultra-Glow luciferase, a reaction that requires ATP.
Error bars show standard error of the mean.
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visualized with a horseradish peroxidase-tagged mouse anti-
rabbit secondary antibody, and quantified with chemilumines-
cent detection. BE1S and, less effectively, BE1ΔL

S sequestered
full-length, wild-type EGFR from the cell lysates, whereas BT1S

and BJM-WT did not (Figure 4). Little or no EGFR was
sequestered when no biotinylated peptide was added (mock),
providing additional support for a direct interaction between
the hydrocarbon-stapled peptide E1S and the JM segment of
wild-type EGFR.
Finally, we made use of a previously reported bipartite

tetracysteine display22,23 assay to probe whether E1S inhibited

intradimer coiled coil formation within the JM region of full-
length EGFR on the mammalian cell surface (Figure 5).25 We

used CHO cells expressing an EGFR variant (CCH-1) with a
cysteine pair within the JM whose location supports ReAsH
binding and fluorescence upon EGF-induced coiled coil
assembly.25 We reasoned that if E1S inhibits formation of the
JM coiled coil, it should also decrease the ability of CCH-1 to
bind ReAsH and fluoresce in the presence of EGF.
CHO cells transiently expressing the EGFR variant CCH-1

on the cell surface were exposed to native and hydrocarbon-
stapled peptides, stimulated with EGF, and incubated with
ReAsH, and the fluorescence increase due to ReAsH was
quantified using total internal reflectance fluorescence micros-
copy (TIRF-M). Treatment with EGF alone led to the
expected increase in ReAsH fluorescence at the cell surface;
this increase was unchanged by the presence of JM-WT, E4S,
T1S, or T4S, consistent with their inability to decrease the
viability of EGFR-expressing cells (Figure 2) and sequester
transfected EGFR from CHO cell lysates (Figure 3). However,
treatment of cells with 1 μM E1S, E2S, E1ΔL

S, and, to a lesser
extent, TE-64562 led to a significant loss in ReAsH
fluorescence, which we infer to represent a loss in coiled coil
structure. At a lower concentration only E1S and E1ΔL

S reduced
the ReAsH signal (Figure S8). Identical results were observed
when cells were treated first with EGF and then with peptide
(Figure S9). No peptide tested affected ReAsH fluorescence in
the absence of EGF (Figure S10). These data support a model
in which E1S, E1ΔL

S, E2S, and, to a lesser extent, TE-64562
interact with the EGFR JM segment to inhibit formation of the
intradimer coiled coil. Taken with the cell viability, pull-down,
and immunoblotting experiments, we propose that E1S

allosterically inhibits EGFR by disrupting intradimer coiled
coil formation within the juxtamembrane segment.
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Figure 3. Effect of native and hydrocarbon-stapled peptides on
phosphorylation of EGFR, Akt, and Erk1/2. A431 cells were treated
with 10 μM of the ligand shown for 2 h, stimulated with 10 ng/mL
EGF, and then lysed, immunoblotted, and visualized. Plots show the
increase (green) or decrease (red) in intensity of the indicated
phospho-protein band between treated and untreated cells. Error bars
represent the standard error of the mean over at least four trials.

Figure 4. BE1S sequesters wtEGFR from CHO-K1 cell lysates. Lysates
were treated with 25 μM of the biotinylated peptide shown (1 h) and
then incubated with streptavidin-coated beads overnight. Sequestered
proteins were eluted, electrophoresed, and immunoblotted to detect
EGFR. Band intensities were measured using ImageJ.41

Figure 5. Monitoring EGFR coiled coil formation using TIRF-M and
bipartite tetracysteine display. CHO cells were transfected with EGFR
CCH-1, treated with 1 μM ligand for 1 h, stimulated with 100 ng/mL
EGF for 30 min, and labeled with ReAsH.25 Plot shows the change in
ReAsH fluorescence of n cells after correction for differences in
expression. Errors represent standard error of the mean: **p < 0.01,
****p < 0.0001; one-way ANOVA with Bonferroni post-analysis
accounting for multiple comparisons.

Journal of the American Chemical Society Communication

dx.doi.org/10.1021/ja504076t | J. Am. Chem. Soc. 2014, 136, 11232−1123511234

http://pubs.acs.org


■ AUTHOR INFORMATION
Corresponding Author
alanna.schepartz@yale.edu

Notes
The authors declare no competing financial interest.

■ ACKNOWLEDGMENTS
We thank the NIH (GM 83257) for support of this work.

■ REFERENCES
(1) Taylor, J. M.; Mitchell, W. M.; Cohen, S. J. Biol. Chem. 1974, 249,
2188.
(2) Cohen, S.; Carpenter, G.; King, L. J. Biol. Chem. 1980, 255, 4834.
(3) Kawamoto, T.; Sato, J. D.; Le, A.; Polikoff, J.; Sato, G. H.;
Mendelsohn, J. Proc. Natl. Acad. Sci. U.S.A. 1983, 80, 1337.
(4) Yarden, Y.; Pines, G. Nat. Rev. Cancer 2012, 12, 553.
(5) Mendelsohn, J.; Baselga, J. Oncogene 2000, 19, 6550.
(6) Prewett, M.; Rockwell, P.; Rockwell, R.; Giorgio, N. A.;
Mendelsohn, J.; Scher, H.; Goldstein, N. J. Immunother. 1996, 19, 419.
(7) Li, S. Q.; Schmitz, K. R.; Jeffrey, P. D.; Wiltzius, J. J. W.; Kussie,
P.; Ferguson, K. M. Cancer Cell 2005, 7, 301.
(8) Ciardiello, F. Drugs 2000, 60, 25.
(9) Lynch, T. J.; Bell, D. W.; Sordella, R.; Gurubhagavatula, S.;
Okimoto, R. A.; Brannigan, B. W.; Harris, P. L.; Haserlat, S. M.; Supko,
J. G.; Haluska, F. G.; Louis, D. N.; Christiani, D. C.; Settleman, J.;
Haber, D. A. N. Engl. J. Med. 2004, 350, 2129.
(10) Plummer, R.; Vidal, L.; Li, L.; Shaw, H.; Perrett, R.; Shahidi, M.;
Amelsberg, A.; Temple, G.; Calvert, H.; deBono, J. EJC Suppl. 2006, 4,
173.
(11) Shepherd, F. A.; Pereira, J. R.; Ciuleanu, T.; Tan, E. H.; Hirsh,
V.; Thongprasert, S.; Campos, D.; Maoleekoonpiroj, S.; Smylie, M.;
Martins, R.; van Kooten, M.; Dediu, M.; Findlay, B.; Tu, D. S.;
Johnston, D.; Bezjak, A.; Clark, G.; Santabarbara, P.; Seymour, L. N.
Engl. J. Med. 2005, 353, 123.
(12) Zhang, J.; Yang, P. L.; Gray, N. S. Nat. Rev. Cancer 2009, 9, 28.
(13) Li, D.; Ambrogio, L.; Shimamura, T.; Kubo, S.; Takahashi, M.;
Chirieac, L. R.; Padera, R. F.; Shapiro, G. I.; Baum, A.; Himmelsbach,
F.; Rettig, W. J.; Meyerson, M.; Solca, F.; Greulich, H.; Wong, K. K.
Oncogene 2008, 27, 4702.
(14) Zhou, W.; Ercan, D.; Chen, L.; Yun, C.-H.; Li, D.; Capelletti,
M.; Cortot, A. B.; Chirieac, L.; Iacob, R. E.; Padera, R.; Engen, J. R.;
Wong, K.-K.; Eck, M. J.; Gray, N. S.; Jaenne, P. A. Nature 2009, 462,
1070.
(15) Solca, F.; Dahl, G.; Zoephel, A.; Bader, G.; Sanderson, M.;
Klein, C.; Kraemer, O.; Himmelsbach, F.; Haaksma, E.; Adolf, G. R. J.
Pharmacol. Exp. Ther. 2012, 343, 342.
(16) Ohashi, K.; Suda, K.; Sun, J.; Pan, Y.; Walter, A. O.; Dubrovskiy,
A.; Tjin, R.; Mitsudomi, T.; Pao, W. Cancer Res. 2013, 73, 2101A.
(17) Walter, A. O.; Sjin, R. T. T.; Haringsma, H. J.; Ohashi, K.; Sun,
J.; Lee, K.; Dubrovskiy, A.; Labenski, M.; Zhu, Z.; Wang, Z.; Sheets,
M.; St Martin, T.; Karp, R.; van Kalken, D.; Chaturvedi, P.; Niu, D.;
Nacht, M.; Petter, R. C.; Westlin, W.; Lin, K.; Jaw-Tsai, S.; Raponi, M.;
Van Dyke, T.; Etter, J.; Weaver, Z.; Pao, W.; Singh, J.; Simmons, A. D.;
Harding, T. C.; Allen, A. Cancer Discovery 2013, 3, 1404.
(18) Ward, R. A.; Anderton, M. J.; Ashton, S.; Bethel, P. A.; Box, M.;
Butterworth, S.; Colclough, N.; Chorley, C. G.; Chuaqui, C.; Cross, D.
A. E.; Dakin, L. A.; Debreczeni, J. E.; Eberlein, C.; Finlay, M. R. V.;
Hill, G. B.; Grist, M.; Klinowska, T. C. M.; Lane, C.; Martin, S.; Orme,
J. P.; Smith, P.; Wang, F.; Waring, M. J. J. Med. Chem. 2013, 56, 7025.
(19) Cross, D.; Ashton, S.; Nebhan, C.; Eberlein, C.; Finlay, M. R. V.;
Hughes, G.; Jacobs, V.; Mellor, M.; Brewer, M. R.; Meador, C.; Orme,
J.; Spitzler, P.; Powell, S.; Rahi, A.; Taylor, P.; Ward, R. A.; Daunt, P.;
Galer, A.; Klinowska, T.; Richmond, G.; Pao, W. Mol. Cancer Ther
2013, 12, A109.
(20) Lewis, J. A.; Lebois, E. P.; Lindsley, C. W. Curr. Opin. Chem.
Biol. 2008, 12, 269.
(21) Schwartz, T. W.; Holst, B. Trends Pharmacol. Sci. 2007, 28, 366.

(22) Luedtke, N. W.; Dexter, R. J.; Fried, D. B.; Schepartz, A. Nat.
Chem. Biol. 2007, 3, 779.
(23) Scheck, R. A.; Schepartz, A. Acc. Chem. Res. 2011, 44, 654.
(24) Carpenter, G.; Cohen, S. Annu. Rev. Biochem. 1979, 48, 193.
(25) Scheck, R. A.; Lowder, M. A.; Appelbaum, J. S.; Schepartz, A.
ACS Chem. Biol. 2012, 7, 1367.
(26) Jura, N.; Endres, N. F.; Engel, K.; Deindl, S.; Das, R.; Lamers,
M. H.; Wemmer, D. E.; Zhang, X.; Kuriyan, J. Cell 2009, 137, 1293.
(27) Endres, N. F.; Das, R.; Smith, A. W.; Arkhipov, A.; Kovacs, E.;
Huang, Y.; Pelton, J. G.; Shan, Y.; Shaw, D. E.; Wemmer, D. E.;
Groves, J. T.; Kuriyan, J. Cell 2013, 152, 543.
(28) Thiel, K. W.; Carpenter, G. Proc. Natl. Acad. Sci. U.S.A. 2007,
104, 19238.
(29) He, L.; Hristova, K. Sci. Rep. 2012, 2, No. 854.
(30) Boran, A. D. W.; Seco, J.; Jayaraman, V.; Jayaraman, G.; Zhao,
S.; Reddy, S.; Chen, Y.; Iyengar, R. PLoS One 2012, 7, e49702.
(31) Verdine, G. L.; Hilinski, G. J. Drug Disc. Today 2012, 9, e41.
(32) Schafmeister, C. E.; Po, J.; Verdine, G. L. J. Am. Chem. Soc.
2000, 122, 5891.
(33) Walensky, L. D.; Bird, G. H. J. Med. Chem. 2014, DOI: 10.1021/
jm4011675.
(34) Fallon, K.; Havlioglu, N.; Hamilton, L.; Cheng, T. H.; Carroll, S.
J. Neuro-Oncol. 2004, 66, 273.
(35) Pao, W.; Miller, V. A.; Politi, K. A.; Riely, G. J.; Somwar, R.;
Zakowski, M. F.; Kris, M. G.; Varmus, H. PLoS Med. 2005, 2, 0225.
(36) Aifa, S.; Aydin, J.; Nordvall, G.; Lundström, I.; Svensson, S. P.
S.; Hermanson, O. Exp. Cell Res. 2005, 302, 108.
(37) Eck, M. J.; Yun, C.-H. Biochim. Biophys. Acta, Proteins Proteomics
2010, 1804, 559.
(38) Appelbaum, J. S.; LaRochelle, J. R.; Smith, B. A.; Balkin, D. M.;
Holub, J. M.; Schepartz, A. Chem. Biol. 2012, 19, 819.
(39) Holub, J. M.; LaRochelle, J. R.; Appelbaum, J. S.; Schepartz, A.
Biochemistry 2013, 52, 9036.
(40) Olayioye, M. A.; Neve, R. M.; Lane, H. A.; Hynes, N. E. EMBO
J. 2000, 19, 3159.
(41) Schneider, C. A.; Rasband, W. S.; Eliceiri, K. W. Nat. Methods
2012, 9, 671.

Journal of the American Chemical Society Communication

dx.doi.org/10.1021/ja504076t | J. Am. Chem. Soc. 2014, 136, 11232−1123511235

mailto:alanna.schepartz@yale.edu

