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Introduction

Amino acid interactions dependent on the
polymerization of charged residues and surface
properties of monolayerst

Akira Nomoto,®® Kentaro Shiraki® and Tsukuru Minamiki (@ *b¢

Charged amino acids are the key residues that regulate protein function and stability, and successive
sequences of charged amino acids contribute significantly to protein assembly. Therefore, an in-depth
understanding of the strengths and manners of amino acid-amino acid interactions (AAls) caused by
successive sequences of charged residues is required. In this study, we prepared self-assembled
monolayers (SAMs) bearing charged alkanethiols as ligands to mimic protein surfaces with accumulated
charged amino acids. Moreover, we used peptides as analytes to evaluate the AAls based on chain length.
The strengths of the AAls of tri- and tetrapeptides varied per residue, depending on the properties of the
SAMs, such as their densities and hydrophobicities, whereas those of mono- and dipeptides did not vary
significantly. Remarkably, the strengths of the AAls per residue decreased significantly with increasing
peptide length, even when the strengths of the AAls increased at the peptide scale. These results enabled
us to quantify the microscopic changes in the AAls, in addition to the overall interactions governed by the
reaction field and alignment of the charged amino acids. Our analysis of AAls shall be beneficial in protein
engineering via genetic mutations based on charged amino acids.

modulate enzyme activity and antibody stability, triggering
the formation of protein assemblies.’*'* Thus, understanding

Charged amino acids regulate protein conformation via
electrostatic interactions and hydrogen bonds."* Such amino
acids, which are highly hydrophilic, are easily exposed on
protein surfaces, and thus,”* they are key residues in protein
engineering, e.g. certain residues can be substituted with
charged residues to increase protein solubility and stability.>®
Additionally, charged amino acids are abundant in
intrinsically disordered proteins (IDPs) without specific
conformations.”® Mutations in the charged residues of IDPs
drastically alter the assembly states of the proteins.”"’
Remarkably, successive sequences of charged residues often
occur in IDPs and facilitate liquid-liquid phase
separation."'? Furthermore, polymers with successive
charged amino acid residues are used as additives to
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the properties of the reaction field and amino acid-amino
acid interactions (AAIs) induced by accumulated charged
residues is critical in advancing protein engineering.
Although in silico analysis is used to assess AAIs in such
scenarios,>'® in situ analyses of individual interactions are
challenging because of the limitations of conventional
detection methods.

Field-effect transistors (FETs) are semiconductor devices
that detect interactions between recognition units and target
molecules as electrical signals.””'® FETs drastically improve
the efficiencies of molecular big data analyses, such as
genome sequencing, because of their superior levels of
portability, quantitative performances, and capacities for
simultaneous  parallel  processing.'”?  Self-assembled
monolayers (SAMs) are used as molecular recognition units to
enhance the responses of FET-based sensors.”™*> SAMs form
spontaneously on solid surfaces via the chemical adsorption
of organic molecules, providing chemically and physically
stable reaction fields.**** Changing the SAM components
produces different responses for the same target
molecule.>>?® Thus, the FET-based SAM system is a powerful
tool in evaluating the interactions between ligands and
analytes because of its capacity to bear multiple highly
sensitive detection spots.”” FET-based sensors modified with
SAMs can detect not only specific intermolecular interactions,

© 2025 The Author(s). Published by the Royal Society of Chemistry
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such as  enzyme-substrate  and  antibody-antigen
reactions,”®* but also nonspecific interactions between
functional groups and saccharides or biogenic amines.***

Based on these findings, we previously mimicked the
substructures of protein surfaces using the functional groups
of charged amino acids as components of SAMs.*> By
modifying the side-chain-mimicking monolayer of an FET
sensor (Fig. 1a), the intensities of AAIs, which depend on the
ionic strengths and types of amino acids, were successfully
quantified.®* In this study, we detect peptides as target
molecules to gain deeper insight into the effects of successive
sequences of charged amino acids on the AAIs per residue
(Fig. 1b). In addition, to alter the properties of the reaction field
wherein charged amino acids accumulate, we prepare SAMs
using alkanethiols with different linker lengths (Fig. 1c).

Experimental details
Materials

To evaluate AAIs, glycine (Gly), r-glutamic acid (Glu),
t-lysine (Lys), and their homopeptides were used as
analytes (Fig. 1b), and 3-mercaptopropionic acid (3-MPA),
4-mercaptobutanoic acid (4-MBA), 6-mercaptohexanoic acid
(6-MHA), 2-aminoethanethiol (2-AET), 3-aminopropanethiol
(3-APT), and 5-aminopentane-1-thiol (5-APT) were used as
ligands in the formation of the SAMs (Fig. 1c). Gly, Lys,
Glu, and dimethyl sulfoxide (DMSO) were obtained from
FUJIFILM Wako Pure Chemical (Osaka, Japan), and
3-morpholinopropanesulfonic acid (MOPS), di-Gly, tri-Gly,
tetra-Gly, di-Lys di-HCI, tri-Lys, tetra-Lys, and di-Glu were
obtained from Sigma-Aldrich (St. Louis, MO, USA). Tri-Glu
and tetra-Glu were obtained from GL Biochem (Shanghai,
China), and isopropyl alcohol (IPA) and NaCl were
obtained from Kanto Chemical (Tokyo, Japan). 3-MPA and
2-AET were obtained from Tokyo Chemical Industry
(Tokyo, Japan), and 4-MBA and 6-MHA were obtained from
BLD Pharmatech (Shanghai, China) and DOJINDO
Laboratories (Kumamoto, Japan), respectively. 3-APT HCI
and 5-APT HCl were obtained from Achem Technology
(Taipei, Taiwan) and Biosynth (Staad, Switzerland),
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Fig. 1 (a) Schematic of the field-effect transistor (FET) sensor
functionalized with the self-assembled monolayer (SAM) mimicking the
side chains of charged amino acids. Chemical structures of (b) amino acids
in the analyte solutions and (c) ligand molecules of mercaptocarboxylic
acids (MCAs) and aminoalkanethiols (AATs) used in preparing the SAMs.
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respectively. All chemicals were of reagent grade and used
as received without further purification.

Functionalization of FET-based sensors using the SAMs

We utilised a sensor array chip comprising 64 x 64 extended-
gate-type FETs. The FET devices were equipped with Au
extended-gate electrodes (BC2, BioCMOS, Nagoya, Japan). As
the sensing component (extended gate) and transducing unit
(FET channel) within the sensor are separated, the extended-
gate configurations of the FETs ensure repeatable, stable
measurements of the analytes in aqueous solutions (Fig. 1a).
Before functionalization of the FET devices, the surfaces of
the Au extended-gate electrodes were rinsed with IPA and
Milli-Q water (resistivity: 18 MQ cm at 25 °C). The electrodes
were then cleaned via vacuum plasma treatment for 1 min
(introduced gas: atmospheric air). The Au electrodes were
immersed in DMSO solutions containing 1 mM of the
ligands (Fig. 1c) for 1 h at room temperature. Finally, the
SAM-functionalised electrodes were rinsed using IPA and
Milli-Q water.

Surface characterization of the SAM-modified electrodes

Elemental analyses of the SAM-modified Au surfaces were
performed using X-ray photoelectron spectroscopy (XPS,
Kratos AXIS Nova surface analysis spectrometer, Shimadzu,
Kyoto, Japan) with an Al Ko radiation source. Quartz crystal
microbalance (QCM) measurements were conducted using a
QCM922A (AMETEK, Berwyn, PA, USA) to evaluate the
molecular densities of the SAMs on the Au surfaces. The
levels of adsorption of the SAMs were evaluated based on
the changes in frequency when solutions with or without 1
mM of the ligands (Fig. 1c) in DMSO were used. The base
frequency used for the QCM measurements was 8.9 MHz.
The masses of the SAM monomers on the Au surfaces were
calculated using the changes in frequency,”® and the
sensing areas of the Au surfaces were 0.196 cm® The
changes in the work functions of the Au electrodes with
and without the SAMs were evaluated using photoemission
yield spectroscopy in air (PYSA, AC-2S, RIKEN KEIKI, Tokyo,
Japan). The differences in the hydrophobicities of the Au
surfaces modified with the SAMs were evaluated based on
the water contact angles observed using contact angle
goniometry (CAG, SImage AUTO 100, Excimer, Yokohama,
Japan). All surface characterization studies were performed
at room temperature.

Electrical detection of the AAIs using the FET-based SAM
system

After functionalising the extended-gate sensing electrodes,
the FET sensor chip was connected to the measuring
equipment (BCT-II, BioCMOS). An Ag/AgCl reference
electrode with an inner solution of 3 M NaCl (RE-3VT, BAS,
Tokyo, Japan) was coupled with the measurement equipment
as a control gate electrode (Fig. 1a). First, a 10 mM MOPS
buffer solution (pH 7.0) containing 10 mM NacCl was applied
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to the FET sensor chip. The change in the output potential
(Vour) with time due to the fluctuation in the electrode
potential in the buffer solution was measured. The device
was incubated with the buffer solution for 2 h to stabilise the
drift in the Vg, and the drift fraction was formulated to
analyse the V¢ as a sensing signal. The change in the Vi
was then measured while titrating the analyte solution
containing 0-10 uM peptide and 10 mM NaCl in 10 mM
MOPS (pH 7.0). The calibrated Vo (AVou:) Was determined by
subtracting the drift fraction from the measured V,,.*> The
independent V,, was determined using 42 detection points
on the SAMs, and the mean and standard error of the 42 data
points were calculated. The apparent equilibrium
dissociation constant (Kg) is calculated using the response
curve of the electrical titration isotherm based on the Hill-
Waud model:*>*>*

AVour = AVipax X

1)

In this equation, [x], n, and AVy,.x respectively represent
the analyte concentration, Hill coefficient of cooperativity,
and maximum V,, when the analyte completely saturates the
SAM surface. All electrical measurements were performed at
room temperature.

Multivariate analysis of the electrical responses

For deeper insight into the interactions of each peptide with
the SAMs, we performed principal component analysis (PCA)
using the OriginPro software (OriginLab, Northampton, MA,
USA). We used the electrical responses during the titration of
each analyte, with 10 pM peptide and 10 mM NaCl in 10 mM
MOPS (pH 7.0), as the dataset. This dataset is a matrix with
the 12 types of analytes and 6 types of ligands in rows and
columns, respectively. In the PCA, the six points with the
smallest deviations were extracted from the 42 detection
points and used as repeating numbers.

Results

Characterization of the reaction fields with the accumulated
charged residues

First, we performed elemental analysis using XPS to confirm
the formation of the SAMs terminated with the ligand
molecules on the Au surfaces (Fig. 2). The compositional
changes in the SAMs on the Au surfaces are observed as
shifts in the elemental peaks of the charged alkanethiols in
the C 1s, O 1s, N 1s, and S 2p regions. The C 1s peak at
approximately 285 eV in the spectrum of each SAM is
attributed to the carbon attached to the sulfur atom (Fig. 2).
In addition, the peaks derived from the orbital doublets of S
2psss (~162 eV) and S 2p;), (~163 eV) are attributed to the
sulfur of the thiol group. Based on peak separation analysis
(Fig. S17), the changes in the intensity ratios of the peaks
representing S 2ps, and S 2py,, of each SAM were analysed.
These changes indicate that the amounts of disulfide-like
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Fig. 2 C 1s, S 2p, O 1s, and N 1s X-ray photoelectron spectra of the
Au surfaces modified with self-assembled monolayers comprising (a)
mercaptocarboxylic acids or (b) aminoalkanethiols.

compounds are higher when using the mercaptocarboxylic
acids (MCAs), which mimic the negatively charged side
chains, compared to those observed when using the
aminoalkanethiols (AATs), which mimic the positively
charged side chains. Conversely, the amounts of thiol-derived
compounds are higher when using the AATs compared to
those observed when using the MCAs. In the spectra of the
SAMs terminated with the MCAs, the C 1s and O 1s peaks at
approximately 288 and 533 eV, respectively, are derived from
the carbon and oxygen within the carboxyl groups of the
MCAs (Fig. 2a). In the spectra of the SAMs terminated with
the AATs, the N 1s peaks at approximately 400 eV are derived
from the nitrogen within the amino groups of the AATs
(Fig. 2b). Therefore, the ligands are adsorbed onto the Au
surfaces, and the intermolecular distances between the thiol
groups within the SAMs are shorter when using the MCAs
compared to those observed when using the AATs.

Second, we evaluated the densities of the ligands on the
Au surfaces using QCM measurements (Table 1). These
densities indicated that the charge density of the ligand
molecules is comparable to, or slightly higher than, that of
the oligopeptides. When using an MCA, the molecular

© 2025 The Author(s). Published by the Royal Society of Chemistry
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Table 1 Properties of the reaction fields with accumulated charged moieties
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Building blocks of the SAM Density (nmol cm™?)

Work function (eV) Contact angle (°)

3-Mercaptopropionic acid 2.15 + 0.05
4-Mercaptobutanoic acid 2.59 + 0.12
6-Mercaptohexanoic acid 2.48 + 0.16
2-Aminoethanethiol 1.17 +0.18
3-Aminopropanethiol 2.47 + 0.05
5-Aminopentanethiol 2.30 + 0.06

Values represent the mean and standard error of three measurements.

density increases slightly with an extended alkyl chain in the
order 3-MPA < 6-MHA =~ 4-MBA. When using an AAT, the
molecular density increases with an extended alkyl chain in
the order 2-AET < 5-APT < 3-APT. The extended alkyl chain
of the ligand increases the molecular density of the SAM,*
but the interactions between the charged moieties likely
result in a higher density at the intermediate alkyl length
when using an MCA or AAT. In addition, the molecular
density of an MCA is higher than that of an AAT with a
similar alkyl chain length, which is consistent with the
results of our previous studies.*> The MCAs form hydrogen
bonds between their carboxyl groups,*® likely resulting in
denser adsorption than that of AATs.

Third, we performed PYSA to confirm the donor or acceptor
properties of the Au surfaces modified with the SAMs, which
were determined using the shifts in the work functions (Fig.
S27). The work function of the untreated SAM is 4.81 + 0.01 eV.
After modification with an MCA, the work function shifts to
approximately 4.9 eV (Table 1), suggesting the presence of
electron-withdrawing moieties and thus the adsorption of
carboxyl groups on the Au surfaces. In contrast, the work
function shifts to approximately 4.7 eV after modification with
an AAT (Table 1), suggesting the presence of electron-donating
moieties and thus the adsorption of amino groups on the Au
surfaces. The work function is independent of the alkyl length
of the MCA, whereas it varies slightly with the alkyl length of
the AAT in the order 3-APT = 2-AET > 5-APT. These results
suggest that the Au surfaces modified with 5-APT exhibits the
strongest acceptor properties.

Finally, the water contact angles on the SAM surfaces were
measured using CAG to evaluate the hydrophobicities of the
reaction fields with the accumulated charged residues. When
using the MCAs as the building blocks of the SAMs, the
contact angle decreases as the alkyl chain length of the
ligand increases, which results in an enhanced hydrophilicity
(Table 1). The increased orientation of the carboxyl groups on
the SAM with increasing alkyl chain length results in an
enhanced hydrophilicity derived from the carboxyl groups
rather than an enhanced hydrophobicity derived from the
alkyl chain of the ligand. Conversely, the contact angle when
using an AAT increase in the order 2-AET ~ 5-APT < 3-APT,
although the change is insignificant (Table 1). These results
suggest that SAMs with 6-MHA as building blocks are the
most hydrophilic and those with 3-APT are the most
hydrophobic. Additionally, the surface hydrophobicities of

© 2025 The Author(s). Published by the Royal Society of Chemistry

4.89 + 0.02 44.7 + 1.7
4.88 + 0.01 31.7+1.1
4.89 + 0.01 28.1+£1.5
4.70 £ 0.01 52.1+1.7
4.73 £ 0.01 57.5+1.0
4.66 + 0.01 50.7 £ 0.5

the SAMs are higher when using the AATs compared to those
observed when using the MCAs with similar alkyl chain
lengths (Table 1).

The results of XPS, QCM measurement, PYSA, and CAG
reveal that varying the alkyl length of the ligand from 2 to 5
results in slight changes in the density and donor/acceptor
properties of the SAMs. However, varying the alkyl length of
the ligand results in significant changes in the
hydrophobicity of the SAMs.

Electrical detection of the interactions between the peptides
and SAMs terminated with charged residues

Initially, we evaluated the interactions between the peptides
and accumulated charged residues on the Au surfaces. Fig.
S31 shows relationship between the peptide concentration
and changes in the V,, of the FET-based SAM system.
Concentration-dependent responses are observed in the
titration studies with the peptide solutions (Fig. S31). Most
peptides change their electrical potentials positively, but
several peptides with more than two degrees of
polymerization change their electrical potentials negatively
(Fig. S31). The molecular orientations on the Au surfaces are
likely influenced by the conformations of the peptides, and
thus, several electrical potentials can change negatively.
When using the monoamino acids as analytes, the electrical
potentials change positively, independent of the type of
amino acid, owing to the identical orientations of the
terminal carboxyl and amino groups, which is consistent with
our previous studies.>® For each electrical potential curve
shown in Fig. S3,t the Ky at the peptide scale was calculated
by fitting to eqn (1), where [x] is the peptide concentration
(Fig. 3a). When using a SAM modified with carboxyl groups,
the Ky of the Gly peptide increases slightly with increasing
peptide length (Fig. 3b). It is likely that the electrostatic
interaction between the terminal amino group of the Gly
peptide and the carboxyl moiety on the SAM surface becomes
weaker as the peptide length increases. The K4 values of the
Lys peptides do not change considerably, indicating that the
interactions between Lys and the carboxy groups are
consistent and independent of the peptide length (Fig. 3c).
The Ky values of the Glu peptides decrease slightly, indicating
that the longer the Glu peptide is, the stronger the
interactions between Glu and the carboxy groups are owing
to the enhanced hydrogen bonds between carboxylic acids

RSC Appl. Interfaces, 2025, 2, 976-983 | 979
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Fig. 3 Analysis of the interactions between peptides and accumulated
charged residues. (a) Schematic of AAls and an example of an electrical
response at the peptide scale. (b-g) Dissociation constants depending
on the chain lengths of (b and e) Gly, (c and f) Lys, and (d and g) Glu
peptides using the SAMs comprising (b-d) carboxy or (e-g) amino
groups. Error bars represent the standard deviation obtained from the
Hill-Waud fitting.

(Fig. 3d). When the SAMs are modified with amino groups,
differences in K4 based on the ligand rather than the peptide
length are observed, particularly when using the tri- and
tetrapeptides (Fig. 3e-g). Amino groups serve as a hydrogen
bond acceptor dependent on the reaction environment,*” and
thus, the different properties of the amine accumulated fields
should alter the hydrogen bonds between amino moiety of
SAM and peptides.

Collectively, these results indicate that the intensities of
AAIs vary with the provided via the
accumulation of charged residues and peptide length, but
the differences are smaller than those expected. In particular,
a possible explanation for the lack of strong electrostatic
repulsion force between similarly charged ligand and analyte
molecules is the contribution of terminal amino or carboxyl
groups of the peptides to the AAISs.

environment

Analysis of converted amino acid interactions per monomer
unit

We then analysed the AAIs per amino acid using the
interactions between the peptides and accumulated charged
residues on the Au surfaces. Fig. S41 shows the relationship
between the concentration of amino acids in our measurement
system and the changes in the V,,, which is obtained by
converting the horizontal axis shown in Fig. S31 with respect to
monomer concentration. For each electrical potential curve
shown in Fig. S4, the K4 at the monomer scale was calculated
by fitting to eqn (1), where [x] is the monomer concentration
(Fig. 4a). The Ky values analysed at the monomer scale for
almost all SAMs increase with increasing peptide chain length,
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Fig. 4 Analysis of the interactions per amino acid unit. (a) Schematic
of AAls and an example of the electrical response at the monoamino
acid scale. (b-g) Dissociation constants depending on the chain
lengths of the (b and e) Gly, (c and f) Lys, and (d and g) Glu peptides
using the SAMs comprising (b-d) carboxy or (e-g) amino groups.
Error bars represent the standard deviation obtained from the Hill-
Waud fitting.

indicating that the longer the peptide is, the weaker the
interactions per amino acid unit are (Fig. 4b-g). Notably,
although the interactions between the peptide and
accumulated charged moieties are stronger at the peptide scale
(Fig. 3d), the interactions with each amino acid are weaker
(Fig. 4d). Although polymers with continuously charged amino
acids display stronger overall interactions than those of
polymers with non-continuously charged amino acids," this
study reveals an unintuitive result in that the relative AAIs are
weaker with increasing continuity in the amino acid sequence.
Consecutive sequences of identically charged amino acids
could enhance electrostatic repulsion between side chains
within the analyte, thereby weakening the interaction between
peptides and ligand molecules. Remarkably, when using SAMs
terminated with amino groups, the increase in Ky varies
significantly for peptides with even and odd degrees of
polymerization. This unexpected result indicates that the
intensities of the interactions per amino acid unit, particularly
hydrogen bonds affected by the peptide conformation, depend
on the even-odd effects of the peptides in the reaction fields
with accumulated amino groups.*®

In summary, as sequence continuity increases: i) the
intensities of overall peptide interactions change slightly,
if) the individual AAIs per amino acid unit are
weakened significantly, and iii) the reaction field with
accumulated side chains alters not only the intensities
of the overall peptide interactions but also those of the
individual AAIs. Notably, the ligand effects were observed
with analyte of longer chain length, indicating that the
AAIs of longer peptides are more sensitive to the
properties of reaction fields.

© 2025 The Author(s). Published by the Royal Society of Chemistry
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Discussion

We successfully evaluated the dependences of AAIs on
peptide length using SAMs terminated with charged residues.
The monomer-scale interactions are weaker, whereas the
peptide-scale interactions display various changes, such as
increases, decreases, and consistency with increasing peptide
length (Fig. 3 and 4). The additive effects of mixed amino
acids can be explained as the sum of the effects of each
amino acid, whereas the effects observed when using
homopeptides accounted for by simple
summation.?® This trend is consistent with the findings of
study using homopeptides,
investigations using heteropeptides are necessary to evaluate
the cumulative property of AAIs.

PCA is a superior statistical tool for use in interpreting

cannot be

our indicating that future

multidimensional datasets, and it can extract the most critical
characteristics of the data.’® Hence, we performed PCA of the
multidimensional electrical response pattern (6-dimensional, 6
ligands) obtained when titrating 12 types of analytes containing
10 uM peptide to consider the diverse variations in the peptide-
scale interactions. Each pattern generated using the six ligands
was converted to principal component (PC) scores and plotted
in PC space (Fig. 5). The PCA score plot utilises the first three
PCs representing approximately 75% of the variance, and thus,
the interactions responsible for each peptide can be explained
using three characteristics. PC1 exhibits the largest contribution
(35.0%), and the large fluctuations in Lys and Glu indicate the
contribution of electrostatic interactions (Fig. 5). Among the Gly
peptides, only triglycine shifts negatively in the PC1 space,
similar to the Lys peptides, reflecting the influence of main-
chain amino groups due to peptide conformation. PC2 displays
the second-largest contribution of 23.4%, with large fluctuations
in Gly and Lys (Fig. 5a). Mono-Gly and tri-Gly are close to 0, and
mono-Lys and tri-Lys change positively in the PC2 space,
whereas di-Gly and tetra-Gly are far from 0, and di-Lys and
tetra-Lys change negatively. As the even-odd effects of the
peptides are represented in this space, PC2 reflects the
contribution of hydrogen bonds due to the different peptide
conformations.***> PC3 exhibits the third-largest contribution

(a) 4 oc (b) 2
o &2 P
3 ® G3
° 1 ® G4
o Ki 1 g
2 o K2 o ".'
° K3 o
— ° Kk _ - oo S
§ 1 °® o o Et 8\:
: o o S0 5 como oz B oo
I ° E3 ©
80 & @ o B4 =
S 3 @
a-1 o g, .
P L 4
2 °
re o’
3 2 £
4
5 4 3 -2 -1 0 1 2 3 4 5 4 3 210 1 2 3 4
PC1 (35.0%) PC1 (35.0%)

Fig. 5 PCA plot of peptides for SAMs modified with alkanethiols. (a)
PC1 vs. PC2 and (b) PC1 vs. PC3 plot of the first three PCs describing
about 75% of the total variance. PCs were created using a standardized
dataset of 12 analytes x 6 ligands x 6 replicates. G, K and E mean Gly,
Lys and Glu respectively, and the side numbers mean the
polymerization degree of peptides.
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of approximately 17% and large fluctuations in all amino acids
indicate the contribution of hydrophobic interactions (Fig. 5b).
The hydrophobicity of Gly increases with increasing peptide
chain length,** and thus, the negative change in the PC3 space
may indicate an enhanced hydrophobicity. In the PC3 space,
the positive changes in tetra-Lys and tetra-Glu, with abundant
hydrophilic side chains, also indicate that the hydrophilic
contribution may be reflected positively in this space. These
considerations are summarised as follows: in reaction fields
with accumulated charged residues, the contributions of the i)
hydrogen bonds and hydrophobic interactions of the Gly
peptide, ii) hydrogen bonds, electrostatic and hydrophobic
interactions of the Lys peptide, and iii) electrostatic and
hydrophobic interactions of the Glu peptide, although hydrogen
bonds should predominantly contribute to SAMs modified with
carboxylic acids (Fig. 3d), depend on peptide length.

In this study, reaction fields with different properties,
such as hydrophobicity and density, were fabricated using
AATs and MCAs with different alkyl chain lengths (Table 1).
These molecules mimic the side chains of charged amino
acids, particularly the AAT with an alkyl chain length of four
carbon atoms, which is identical to the side chain of Lys, and
the MCA with an alkyl chain length of two carbon atoms,
which is identical to the side chain of Glu. Amino acids with
different alkyl side chain lengths are abundant in nature,**
but only those with specific alkyl chain lengths are used as
protein building blocks. Mysteriously, hydrophobic and basic
amino acids with different alkyl side chain lengths also
occurred in the prebiotic world, but only approximately 20
amino acids were evolutionarily selected because of their
advantages in protein folding and solubility.*> For an in-
depth consideration of such evolutionary selection, the
surface properties of the SAMs provide another perspective
(Table 1), e.g. carboxyl groups with extended or short alkyl
chains provide a hydrophilic or -phobic reaction field,
respectively (Table 1). Short carboxylic acids, such as Glu, are
used to produce a hydrophobic environment suitable for
protein folding. Amino groups with longer alkyl lengths
provide reaction fields with strong acceptor properties
(Table 1). To enhance the transfer of electrons via proteins,
extended amines, such as Lys, are used instead of short
amines, such as diaminopropionic acid and diaminobutyric
acid.*> The SAMs formation with other amino acid side
chains may provide an interesting perspective in terms of
explaining the existence of approximately 20 types of
proteinogenic amino acids.

Conclusions

We fabricated SAMs with accumulated charged residues and
treated them as pseudoprotein surfaces to understand the
properties of the reaction fields generated via the assembly of
charged residues. The accumulation field of the amino
groups was more hydrophobic than that of the carboxyl
groups, although the molecular densities of the fields were
almost identical. Furthermore, to evaluate the changes in the
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AATs caused by the continuity of the sequence, we detected
the electrical potential during peptide titration with each
FET-based SAM. Remarkably, the interactions per amino acid
unit weakened with increasing peptide length, and even-odd
effects of the peptides were observed in the reaction fields
with accumulated amines. Multivariate analysis indicated
that the contributions of hydrogen bonds, electrostatic and
hydrophobic interactions varied with increasing peptide
length for each amino acid. These findings provide valuable
insights into the control of biological reactions in cellulo
according to mutations in the charged residues and the
improvement of protein stability in vitro using synthetic
polymers. Furthermore, our FET-based SAM system, which
can detect interactions at the single residue level, would
facilitate the analysis of AAIs in hetero sequences as well as
homo sequences.
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