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Analysis of interactions between amino acids and
monolayers of charged side chains†

Akira Nomoto,ab Kentaro Shirakia and Tsukuru Minamiki *bc

Protein–protein interactions (PPIs) are regulated by multiple interactions among amino acids. However, the

contribution of individual amino acid–amino acid interactions (AAIs) in PPIs is currently unclear because it is

difficult to analyze the weak and nonspecific interactions among amino acids. Therefore, we constructed a

quantitative analytical model to evaluate AAIs using a device with self-assembled monolayers (SAMs). We

could evaluate the μM-order dissociation constant between amino acids and the side chain of amino acids

based on the electrical response. In the cationic amino acid group, concentration-dependent responses

were observed on a negatively charged SAM (3-mercaptopropionic acid). These responses were modulated

by the concentration and valence of the competing ions, which indicated that the strength of electrostatic

interactions among amino acids is different. In contrast, nonspecific responses to all amino acids used in

this study were obtained on a positively charged SAM (2-mercaptoethylamine). These results indicate that

the selectivity of interaction depends on the type of side chain in the assembled state. We believe that the

analytical platform constructed in this study can be adapted to evaluate various AAIs that govern PPIs.

Introduction

Protein–protein interactions (PPIs), known as macromolecular
interactions between homologous or heterologous proteins,
drive the formation of supra-organizations of proteins, such
as nanometer-sized complexes and micrometer-sized
assemblies.1,2 Protein assemblies formed by phase separation
regulate complex biological reactions (e.g., signalling,
metabolism, etc.).3 PPI analysis is also critical for industries
dependent on proteins, such as those involved in the
development of enzymatic biomass and drug discovery.4,5

PPIs include specific interactions through structural subunits
and nonspecific interactions, such as electrostatic
interactions, hydrogen bonding, and hydrophobic
interactions, resulting from multiple interactions among
amino acids.6,7 Therefore, for desired control of PPIs, it is
critical to understand amino acid–amino acid interactions
(AAIs) at the molecular level.

PPIs mediated by structural domains or small molecules
have been evaluated using various analytical methods.8 For
example, changes in PPIs induced by thermal and
electromagnetic radiation are analyzed using in vitro
methods.9,10 In in vivo methods, PPIs are examined based on
changes in fluorescence intensity of labeling probes and
transcriptional activity.11,12 In addition, computational
approaches are employed to predict PPIs using in silico
modeling and simulations based on sequence and structure
information.13 Consequently, a tremendous amount of
knowledge on macro- and mesoscopic interactions of
proteins has accumulated, and several databases for such
interactions have been created.14,15 However, the microscopic
contributions of each AAI in governing PPIs remain unclear.7

Although computational approaches have been devised to
unravel individual interactions between single amino acid
molecules,16 experimental analysis of such interactions is still
in its infancy. In conventional methods for analyzing
molecular interactions, the determination of individual AAIs
in a protein assembly is challenging,17 meaning that the
analysis of weak and nonspecific interactions between
individual amino acids is difficult using the above-
mentioned approaches for evaluating PPIs. Hence, the
development of analytical methods for weak molecular
interactions of amino acids is desirable.

The use of self-assembled monolayers (SAMs) is one of the
key approaches to evaluate intermolecular interactions
because they provide the reaction field in which the
molecules assemble.18 SAM systems can be applied to model
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biological responses modulated by specific host–guest
interactions, such as catalytic reactions and
immunoassays.19,20 Moreover, by introducing artificial
receptors into SAMs, small molecules such as sugars, ions
and biogenic amines can also be detected.21–23 Therefore,
SAMs can detect not only specific reactions triggered by
macromolecules, but also weak molecular interactions
between small molecules. In particular, SAM systems
combined with field-effect transistors (FETs) are on-site
sensing platforms that enable high throughput and
sensitivity of analyte detection due to their integration
capability and electrochemical detection mechanism.23,24 In
light of these findings, we propose that FETs modified by
SAMs with amino acid functional groups could be considered
as substructural models of proteins and used to detect weak
molecular interactions between amino acids.

Mutations in charged amino acids in proteins can
dramatically alter PPIs, affecting the function, solubility,
and assembly state of proteins.25,26 Hence, understanding
the contribution of individual AAIs between charged
amino acids expands the potential applications of proteins
in various industries. In this study, we constructed a
quantitative analysis system using a FET-based sensor
modified with different surface charges composed of two
types of amino acid side-chain mimicking monolayers. We
then evaluated the AAIs between charged amino acids in
solution and the side chain on SAMs by measuring the
electrical response. Finally, we investigated the influence
of ionic strength in solution on AAIs to understand the
mode of electrostatic AAIs in detail. Using SAM systems,
we have successfully analyzed the differences in the
strength of AAIs as a function of solution conditions and
amino acid species.

Experimental details
Materials

To evaluate AAIs, we used L-lysine (Lys), L-arginine (Arg),
L-histidine (His), L-glutamic acid (Glu), L-aspartic acid (Asp),
and glycine (Gly) as analytes (Fig. 1a). Lys, Arg, His, Glu, Asp,
calcium chloride (CaCl2), and dimethyl sulfoxide (DMSO)
were purchased from Wako Pure Chemical Industries, Ltd.
(Osaka, Japan). Gly, isopropyl alcohol (IPA), and sodium
chloride (NaCl) were purchased from Kanto Chemical Co.,
Inc. (Tokyo, Japan). 3-Mercaptopropionic acid (3-MPA) and
2-mercaptoethylamine (2-MEA), used as self-assembled
monolayer (SAM) monomers (Fig. 1b), were purchased from
Tokyo Chemical Industry Co., Ltd. (Tokyo, Japan).
3-Morpholinopropanesulfonic acid (MOPS) was purchased
from Sigma-Aldrich (St. Louis, MO, USA). The buffer
solutions were prepared in Milli-Q water (18 MΩ cm
resistivity at 25 °C). All the reagents utilized in this study
were used as supplied.

Functionalization of FET-based sensors

We utilized an on-chip sensor array chip consisting of 64
× 64 extended-gate type FETs. All FET devices were
equipped with a gold (Au) extended-gate electrode (BC2,
BioCMOS Co., Ltd.). Because the sensing part (the
extended-gate) and transducing unit (the FET channel) in
the FET sensor are separated, repeatable and stable
measurements of analytes in aqueous solutions are
ensured by the extended-gate configuration of the FETs
(Fig. 1c). Before functionalization of the FET devices, the
surface of the Au extended-gate electrodes was first rinsed
with IPA and Milli-Q water. The electrodes were then
cleaned by vacuum plasma treatment for 1 min
(introduced gas: atmospheric air). The Au electrodes were
immersed in a DMSO solution containing 1 mM SAM
monomers for 1 h at room temperature. We used two
types of SAM monomers that mimicked the electrically
charged side chains of amino acids (Fig. 1b). 3-MPA and
2-MEA were used as mimics of the negatively charged and
positively charged side chains, respectively. Finally, the
SAM-functionalized electrodes were rinsed with IPA and
Milli-Q water.

Surface characterization of the SAM-modified electrodes

Elemental analyses of the Au surfaces modified with SAM-
functionalized Au electrodes were performed using X-ray
photoelectron spectroscopy (XPS). The changes in the work
function of the Au electrodes with and without each SAM
were evaluated using photoemission yield spectroscopy in air
(PYSA). Quartz crystal microbalance (QCM) measurements
were performed to evaluate the molecular density of the
SAMs on the Au surfaces. The adsorption of SAMs was
evaluated based on the change in frequency when solutions
of 0 or 1 mM amino acid derivatives in DMSO were passed.

Fig. 1 Chemical structures of (a) amino acid analytes and (b)
monomers used for preparing self-assembled monolayers (SAMs)
mimicking the electrically charged side chains examined in this study.
The described pKa values (a1, α-carboxyl group; a2, α-amino group;
a3, side chain) were referred from previous studies.27–29 (c) Schematic
illustration of a field-effect transistor (FET) sensor functionalized with a
SAM, mimicking the amino acid side chains.
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The base frequency for the QCM measurements was defined
to be 8.9 MHz.

Electrical detection of AAIs using the SAM-modified electrodes

After functionalization of the extended-gate sensing
electrode, the FET sensor chip was connected to the
measuring equipment (BCT-II, BioCMOS Co., Ltd.). An Ag/
AgCl reference electrode with an inner solution of 3 M NaCl
(RE-3VT, BAS Inc.) was also coupled with the measurement
equipment as a control-gate electrode (Fig. 1c). First, a MOPS
buffer solution (10 mM, pH 7.0) containing 1 or 10 mM
electrolyte (NaCl or CaCl2) was applied to the FET sensor
chip. The change in the output voltage with time because of
the fluctuation in electrode potential in the buffer solution
was measured.30 The drift of the output voltage was almost
stabilized after 2 h. Hence, the device was incubated with the
buffer solution for 2 h. The drift fraction was formulated to
analyze the output voltage as a sensing signal (Fig. S1a†).
Then, the change in output voltage (VOUT) was measured
while titrating the amino acid solution containing 0–10 μM
amino acid and 1 or 10 mM electrolyte in 10 mM MOPS (pH
7.0) (Fig. S1b†). Calibrated VOUT was determined by
subtracting the drift fraction from the measured VOUT (Fig.
S1c†). All the electrical measurements were performed at
room temperature. The VOUT was determined from 42
independent detection points on SAMs, and the mean and
standard error of 42 data were calculated.

Results
Chemical composition of the amino acid-mimicking SAMs

To confirm the immobilization of the amino acid-mimicking
SAMs on the Au surface, we first performed an elemental
analysis of the SAMs using XPS (Fig. 2). Compositional
changes in the SAM systems on the Au surfaces were observed
as shifts in each elemental peak of the amino acid derivatives
in the C 1s, O 1s, N 1s, and S 2p regions. The C 1s peak at
approximately 285 eV for each SAM could be imputed to the

carbon attached to the sulfur atom. In addition, the C 1s peak
at approximately 288 eV and the O 1s peak at approximately
533 eV in 3-MPA modified SAM could be imputed to the
carbon and oxygen in the carboxyl group (Fig. 2a). The N 1s
peak at approximately 400 eV in the 2-MEA modified SAM
could be imputed to the nitrogen in the amino group
(Fig. 2b). The peaks derived from the orbital doublets of S
2p3/2 (∼162 eV) and S 2p1/2 (∼163 eV) could be imputed to the
sulfur in the thiol group. Notably, the changes in the peak
ratios between S 2p3/2 and S 2p1/2 of each SAM were obtained
(Fig. S2a and b†), which could be assigned to the presence of
small amounts of disulfide-like compounds on the Au film.
Based on the peak separation analysis in the S 2p region, the
presence of disulfide-like compounds was more for 3-MPA
than for 2-MEA, and that of thiol-derived compounds was
more for 2-MEA than for 3-MPA. These results suggest that
each amino acid derivative was adsorbed onto the Au surface,
and the intermolecular distance of thiol groups on SAMs was
shorter for 3-MPA than for 2-MEA.

We then performed PYSA measurements to confirm the
donor or acceptor properties of the Au surfaces (Fig. 3).
These properties of the Au surfaces were determined from
a shift in the work function. The work function of the
untreated SAM was 4.83 ± 0.02 eV. After 3-MPA
modification, the work function shifted to 4.92 ± 0.01 eV,
suggesting the presence of electron-withdrawing
substituents (–COOH). In contrast, the work function of
the Au film shifted to 4.71 ± 0.01 eV after modification of
the film with 2-MEA, indicating the presence of electron-
donating substituents (–NH2) on the Au film. Notably,
3-MPA modification reduced the photoelectron yield from
the Au surface. The dense adsorption of 3-MPA on the Au
surface could inhibit the emission of photoelectrons.

Finally, we evaluated the density of the amino acid
derivatives on the Au surfaces using QCM measurements
(Table 1). Frequency changes (Δf ) and molecular densities (ρ)
were similar to those reported previously.31,32 The ρ of 3-MPA
on the Au surface was approximately 2.4-times higher than
that of 2-MEA. 3-MPA forms hydrogen bonds between the
carboxyl groups,33 probably resulting in a denser adsorption
than does 2-MEA. Based on the density and the interaction of

Fig. 2 X-ray photoelectron spectroscopy of C 1s, O 1s, N 1s, and S 2p
regions of the Au film modified with (a) 3-mercaptopropionic acid or
(b) 2-mercaptoethylamine monolayers.

Fig. 3 Result of photoemission yield spectroscopy in air of the Au
electrodes. Untreated Au (black), 3-mercaptopropionic acid (3-MPA)-
treated Au (pink), and 2-mercaptoethylamine (2-MEA)-treated Au
(blue). Error bars represent the standard errors of three measurements.
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ligand molecules, 3-MPA could stand on the gold surface due
to unlikely interaction between the carboxyl group and the
gold. On the other hand, 2-MEA could lie on the gold surface
due to the interaction between the amino group and the
gold. Collectively, the XPS, PYSA, and QCM results showed
that 3-MPA and 2-MEA were certainly adsorbed on the Au
surface and that the alignment patterns varied depending on
the molecule (Fig. S2c and d†). Moreover, these results
suggested the formation of a monolayer on the Au surface,
hence the thickness of the SAMs would be about the length
of a 3-MPA or 2-MEA molecule.

Electrical detection of AAIs using amino acid-mimicking SAMs

First, we investigated the interactions between free amino
acids and the negatively charged amino acid assembled on
the Au electrode. Fig. 4 shows the relationship between the
concentration of free amino acids and the changes in the
output voltage (VOUT) of the 3-MPA-modified FET device. In
titration experiments with cationic amino acids (Lys, Arg,
and His), concentration-dependent responses were observed
(Fig. 4a–c). Based on the titration isotherms for these
analytes, the apparent dissociation constant (Kd) for each
titration experiment was estimated using the Hill–Waud
model (Table 2). Considering the pH of the analyte solution
(pH 7.0) and the pKa values of 3-MPA, Lys, Arg, and His
(Fig. 1), the electrical responses obtained in these titrations
are attributed to electrostatic interactions between 3-MPA
and the cationic amino acids. In contrast, the electrical
responses to the anionic amino acids (Glu and Asp) were
weaker than those to the cationic amino acids (Lys, Arg,
and His) (Fig. 4d and e and Table 2). This is presumably
due to the electrostatic repulsion between the carboxy
moieties of 3-MPA and the carboxy–oxygens of Glu and Asp
(cf. pKa in Fig. 1). In particular, the lower response of the
device to Gly (Fig. 4f and Table 2) indicated that the
positively charged amino group in the main chain of the
amino acids was insufficient to interact with the 3-MPA
assembled on the Au surface.

Next, we examined the interactions between amino acids
and positively charged amino acid-mimicking molecules.
Fig. 5 illustrates the relationship between the concentration
of amino acids and the changes in the VOUT of the 2-MEA-
modified FET device. Concentration-dependent responses
were observed in the group of cationic amino acids as well
as anionic amino acids (Lys, Arg, Glu, and Asp), and Kd was
calculated (Fig. 5 and Table 3). The lower response of the
device to Gly (Fig. 5f and Table 3) indicated that the
negatively charged carboxyl groups in the main chain of the
amino acids were probably insufficient to interact with the
2-MEA assembled on the Au surface. Considering the pH of
the analyte solution (pH 7.0) and the pKa values of Glu,
Asp, and 2-MEA (Fig. 1), the interaction between 2-MEA and
the anionic amino acids is probably driven by electrostatic
interactions. In contrast, based on the pKa values of Lys,

Table 1 Amounts of amino acid derivatives on the Au surface
determined using the quartz crystal microbalance

SAM monomer Δf (Hz) Δm (ng) ρ (nmol cm−2)

3-MPA 40.38 ± 1.21 44.22 ± 1.33 2.13 ± 0.06
2-MEA 12.44 ± 0.77 13.62 ± 0.85 0.90 ± 0.06

The weights of the SAM monomers on the Au surface were calculated
from the frequency change.34 The sensing area of the Au surface was
0.196 cm2. Values represent the mean and standard error of three
measurements. SAM, self-assembled monolayer; 2-MEA,
2-mercaptoethylamine; 3-MPA, 3-mercaptopropionic acid.

Fig. 4 Electrical detection of amino acids using the field-effect transistor
sensor modified with the anionic monolayer (3-mercaptopropionic acid-
self-assembled monolayer). Changes in the output voltage upon addition
of Lys (a), Arg (b), His (c), Glu (d), Asp (e), or Gly (f) to the
3-morpholinopropanesulfonic acid buffer solution (10 mM) with 1 or 10
mM electrolyte (NaCl or CaCl2) at pH 7.0. [Analyte] = 0–10 μM.

Table 2 Apparent dissociation constants (Kd/μM) obtained using the 3-mercaptopropionic acid-modified self-assembled monolayer

Amino acid

Electrolyte in the analyte solution

1 mM NaCl 10 mM NaCl 1 mM CaCl2 10 mM CaCl2

Lys 0.45 ± 0.03 0.39 ± 0.02 0.49 ± 0.02 NDb

Arg 0.70 ± 0.05 0.33 ± 0.02 0.44 ± 0.05 NDa

His 0.66 ± 0.16 0.44 ± 0.05 0.34 ± 0.02 NDa

Glu NDa NDb 0.25 ± 0.05 NDb

Asp NDa 0.77 ± 0.16 NDa NDa

Gly NDa 0.70 ± 0.08 NDa NDb

The apparent Kd values were calculated using the fitting calculation based on the Hill–Waud model35 upon addition of each amino acid to 10
mM 3-morpholinopropanesulfonic acid buffer solution with 1 or 10 mM electrolyte (NaCl or CaCl2) at pH 7.0. a ND indicates a low correlation
between the concentration and voltage (R2 < 0.7). b ND indicates that the error region is higher than the value.
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Arg, and 2-MEA (Fig. 1), the interaction between 2-MEA and
the cationic amino acids could be unique reactions via
amino groups.36

Electrolyte effects on amino acid interactions

Finally, we investigated the effect of the added electrolyte
on the interaction between the amino acids and SAM-
modified FETs (Fig. 6). The image of charges of SAMs
depending on the electrolyte concentration is shown in Fig.
S3.† When the 3-MPA-SAM was used, the Kd values of Lys,
Arg and His decreased with increasing ionic strength
(Table 2), indicating higher affinities of these amino acids
for the assembled carboxyl groups (3-MPA-SAM). These
amino acids can easily form chelating complexes with metal
cations,37 indicating that the obtained affinity can be
attributed to the complexation of these amino acids with
each other via alkali- or alkaline earth metals (Na+ or
Ca2+).38,39 However, in the case of high ionic strength, such
as in the presence of 10 mM CaCl2, the response could be
poor owing to strong electrostatic shielding. Interestingly,
the lowest Kd value was obtained for Glu in the 1 mM CaCl2
solution (Table 2). As carboxylic acids containing long alkyl
groups readily form Ca2+-mediated crosslinked structures,40

the affinity between Glu and 3-MPA could be increased by
Ca2+-mediated crosslinking.

In the titration experiments on the 2-MEA-SAM, the Kd of
Glu increased with increasing ionic strength (Table 3). This
indicated that the carboxy moiety in these amino acids
preferentially interacts with Na+ or Ca2+, resulting in a lower
affinity between the amino-terminated group on the 2-MEA-
SAM and the carboxy moiety in the amino acids. However,
increasing the ionic strength and Kd of Lys, Arg, and Asp
resulted in little change, indicating that the affinity of these
amino acids for 2-MEA was not ion-sensitive (Table 3). Unlike
the 3-MPA-modified SAM, the 2-MEA-modified SAM showed a
concentration-dependent response at high ionic strength,
such as in the presence of 10 mM CaCl2 (Fig. 4 and 5). The
contribution of the electrostatic interactions to the electrical
response was probably less for the amine-modified SAM than
for the carboxylic acid-modified SAM (Fig. 6).

We finally consider not only the direct intervention of
electrolytes in the AAIs, but also the indirect intervention of
electrolytes in relation to the Hofmeister series.41 In general,
the salting-out effect is said to be stronger for Na+ than for
Ca2+, meaning that van der Waals attraction and
hydrophobic interactions between AAIs are stronger in the
presence of Na+ compared to Ca2+. However, the Hofmeister
series can be reversed depending on the charge and
hydrophobicity of the interaction surface; for example, that
of cations is reversed at positively charged interfaces.42 This
implies that van der Waals attraction and hydrophobic
interactions are more effective in the presence of Ca2+ on
the 2-MEA-SAM. Thus, Lys with a long alkyl chain would
likely exhibit a lower Kd value under such conditions due to
hydrophobic interactions (Table 3).

Discussion

We presented an analytical model for AAIs using electrical
detection on the Au surface. Since the Kd depends on the
ionic strength and the type of molecule with different pKa

values (Tables 2 and 3), the electrostatic AAIs could mainly be
evaluated. Because approximately 0.1 mL of 0–10 μM amino
acid solution was flowed over the Au surface on which amino
acid derivatives in nmol order were adsorbed, we could
observe interaction among nmol-order molecules. Solubility

Fig. 5 Electrical detection of amino acids using the field-effect transistor
sensor modified with the cationic monolayer (2-mercaptoethylamine-
self-assembled monolayer). Changes in the output voltage upon addition
of Lys (a), Arg (b), His (c), Glu (d), Asp (e), or Gly (f) to the
3-morpholinopropanesulfonic acid buffer solution (10 mM) with 1 or 10
mM electrolyte (NaCl or CaCl2) at pH 7.0. [Analyte] = 0–10 μM.

Table 3 Apparent dissociation constants (Kd/μM) obtained using the 2-mercaptoethylamine-modified self-assembled monolayer

Amino acid

Electrolyte in the analyte solution

1 mM NaCl 10 mM NaCl 1 mM CaCl2 10 mM CaCl2

Lys 0.49 ± 0.07 0.49 ± 0.03 0.15 ± 0.04 0.37 ± 0.04
Arg 0.44 ± 0.08 0.33 ± 0.03 0.39 ± 0.01 NDa

His 0.56 ± 0.02 NDb NDb 0.48 ± 0.08
Glu 0.26 ± 0.02 0.63 ± 0.03 0.40 ± 0.06 0.32 ± 0.06
Asp 0.35 ± 0.06 0.41 ± 0.05 0.34 ± 0.06 NDa

Gly NDa 0.31 ± 0.03 NDb 0.44 ± 0.05

The apparent Kd values were calculated using the fitting calculation based on the Hill–Waud model35 upon addition of each amino acid to 10
mM 3-morpholinopropanesulfonic acid buffer solution with 1 or 10 mM electrolyte (NaCl or CaCl2) at pH 7.0. a ND indicates a low correlation
between the concentration and voltage (R2 < 0.7). b ND indicates that the error region is higher than the value.
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experiments are used for evaluating AAIs, but they can only
detect millimolar to molar order interactions, and the AAIs
may depend on solvent properties, such as viscosity and
pH.43,44 Computational simulations have been used to
evaluate the AAIs in the protein structure and in solution,16,45

but the spatial and temporal scale restrictions were severe,
and many approximations had to be introduced. One feature
of our system is the on-site evaluation of AAIs at low
molecular concentrations, where AAIs are barely affected by
solvent properties, without any approximation or constraints.

In this study, two types of SAMs with different surface
charges were prepared. Based on XPS, PYSA, and QCM
analyses, the negatively charged 3-MPA-SAM showed a higher
molecular density on the Au surface than did the positively
charged 2-MEA-SAM on the same surface. This indicated that
the intermolecular distance of the carboxy-terminated group
(3-MPA) in the SAM was shorter than that of the amine-
terminated group (2-MEA) in the SAM (Fig. S2 and Table 1).
In other words, the amount of Au exposed on the SAM was
probably smaller for 3-MPA than for 2-MEA. In our SAM
system, 3-MPA selectively responded to cationic amino acids,
whereas 2-MEA did not (Fig. 4 and 5). Considering previous
reports on the nonspecific adsorption of amino acids onto
bare Au,46 in the case of the 2-MEA-SAM, the affinity between
Au and amino acids as well as the interaction between 2-MEA
and amino acids could be represented as responses. Thiol
molecules containing long-chain alkyl groups easily
accumulate on the Au surface.47,48 In the future, SAMs should
be modified with such molecules to evaluate the interaction
between amino acids and assembled amines without affinity
between amino acids and Au.

Considering PPIs, our findings regarding the differences
in the selectivity of interactions and the degree of molecular
accumulation have interesting implications. 3-MPA, a mimic
of the Glu side chain, and 2-MEA, a mimic of the Lys side
chain, were modified on the Au surface. Cationic amino acids
interacted selectively in the Glu-assembled region, whereas
all amino acids interacted non-selectively in the Lys-
assembled region (Fig. 6). Proteins abundant in charged
amino acids interact with each other and form protein
assemblies, such as droplets and aggregates.26,49 Notably,
Glu-rich proteins tend to drive protein assembly formation,
whereas Lys-rich proteins tend to be incorporated into
protein assemblies.50 In view of our results, Glu-rich regions

would lead to selective interactions with certain proteins,
resulting in the formation of protein assemblies with
different compositions. In contrast, Lys-rich regions might be
easily incorporated into various protein assemblies through
nonselective interactions. Based on the protein data bank, in
the distribution of amino acids in protein conformations, the
abundance of Glu is greater than that of Lys in the folded
structure, whereas it is the opposite in the disordered
structure.51,52 Because the Glu side chain assembles more
easily than the Lys side chain (Table 1), Glu is probably more
involved in the compact protein structure than Lys. Our
observations on the assembly propensity of amino acid side
chains are significant for reconsidering protein folding.
Moreover, amine compounds inhibit the inactivation and
aggregation of proteins, but the underlying mechanisms for
these effects remain unelucidated.53,54 We observed
nonselective interactions of amino groups (Fig. 6), possibly
describing the potential for inhibition of PPIs by amine
compounds. Our system can be used to explore new
compounds that inhibit PPIs.

Conclusions

We established an experimental model and analytical
platform for the evaluation of AAIs using a FET-based sensor
functionalized with amino acid-mimicking monolayers. Using
this system, the interactions between charged amino acids
and accumulated side chains were detected in nmol order
based on electrical responses. Interestingly, cationic amino
acids responded selectively to carboxylic acid-accumulated
monolayers, whereas all amino acids responded non-
selectively to amine-accumulated monolayers. The slight
difference in the molecular structure of the SAM probably
contributed to the change in the interaction. In addition, we
could also evaluate the differences in AAIs as a function of
ionic strength. We believe that the applicability of this model
could be expanded to the analysis of not only other AAIs
governing PPIs but also non-specific interactions between
proteins and small molecules.

Data availability

The data supporting this article have been included as part
of the ESI.†

Fig. 6 Heat map of the interactions depending on the ionic strength and the type of molecule based on the dissociation constant (Tables 2 and
3). White areas represent that the interactions could not be properly evaluated.
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