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ABSTRACT: There is a strong demand for bioanalytical
techniques to rapidly detect protease activities with high
sensitivity and high specificity. This study reports an activity-
based electrochemical method toward this goal. Nano-
electrode arrays (NEAs) fabricated with embedded vertically
aligned carbon nanofibers (VACNFs) are functionalized with
specific peptide substrates containing a ferrocene (Fc) tag.
The kinetic proteolysis curves are measured with continuously
repeated ac voltammetry, from which the catalytic activity is
derived as the inverse of the exponential decay time constant
based on a heterogeneous Michaelis−Menten model.
Comparison of three peptide substrates with different lengths
reveals that the hexapeptide H2N−(CH2)4−CO−Pro-Leu-Arg-Phe-Gly-Ala−NH−CH2−Fc is the optimal probe for cathepsin
B. The activity strongly depends on temperature and is the highest around the body temperature. With the optimized peptide
substrate and measuring conditions, the limit of detection of cathepsin B activity and concentration can reach 2.49 × 10−4 s−1

and 0.32 nM, respectively. The peptide substrates show high specificity to the cognate proteases, with negligible cross-reactions
among three cancer-related proteases cathepsin B, ADAM10, and ADAM17. This electrochemical method can be developed
into multiplex chips for rapid profiling of protease activities in cancer diagnosis and treatment monitoring.

I t is well-recognized that overexpression, increased activity,
and altered localization of many proteases are associated

with tumor progression.1 Many clinical therapeutics or drugs
under development target proteases.2,3 However, quantitative
analyses of proteases for cancer diagnosis and treatment
monitoring are challenging, because there are more than 500
known proteases and they interact with each other in complex
activation cascades and networks.4−7 Hence, there is a strong
demand for developing bioanalytical techniques that can
rapidly detect protease activities with high sensitivity and
high specificity. Techniques with the capability for parallel
profiling of protease activities are particularly attractive.3,8 Here
we report the study on the quantitative analysis of cathepsin B
activity using a peptide-functionalized nanoelectrode array
(NEA), which can be potentially developed into multiplex
electronic chips for rapidly profiling the activity of many
proteases simultaneously.
Cathepsin B, a member of the cathepsin family, is one of the

most studied proteases, which hydrolyzes peptides and
proteins in lysosome in an acidic environment. Typically,
there are three subgroups in the cathepsin family (cysteine,
aspartic, and serine cathepsins).9 Cathepsin B is a cysteine
protease, functioning in protein hydrolysis, cell death, antigen
presentation, and tissue homeostasis.10−12 According to recent
studies, cathepsin B has been implicated in cancer progression

to degrade extracellular matrix.13,14 It is overexpressed in
various cancers including breast, colorectal, prostate, and
gastric cancer.1 Therefore, developing a rapid, sensitive, and
specific method for detecting cathepsin B is critical for cancer
diagnosis and therapeutic efficacy assessment.
Various techniques have been developed for detecting

proteases, which can be divided into two classes: (1) affinity
assays that detect the total protease concentration (including
both inactive proenzymes and active enzymes) such as
immunohistochemistry15 and enzyme-linked immunosorbent
assay (ELISA),16−18 and (2) activity assays that detect the
protease functions (the proteolytic activity of active enzymes)
based on the catalytic cleavage of specifically designed peptide
substrates by the cognate protease.8,19 The activity assay is
particularly useful in cancer diagnosis since it reflects the true
biological function of the target proteases. So far, most activity-
based protease sensors use fluorogenic techniques based on
fluorescence resonance energy transfer (FRET), in which the
dye and quencher labeled peptide substrate emits strong
fluorescence upon being proteolyzed into separate fragments
by the cognate protease.8,19 However, interference from
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autofluorescence of indigenous molecules can easily affect the
detection in complex samples such as plasma or cell lysates.
The capability for multiplex detection is also limited due to
overlap of the broad spectra of fluorescent dyes.
Electrochemical methods are recognized as an attractive

alternative technique due to their high sensitivity and
multiplexing capability.20 Moreover, electrochemical systems
can be easily integrated and miniaturized.21 They can be
developed into activity-based protease sensors by functionaliz-
ing the electrodes with proper peptide substrates. Liu et al. first
demonstrated electrochemical detection of matrix metal-
loproteinase-7 (MMP-7) by monitoring the proteolytic process
of ferrocene (Fc)-labeled nonapeptide on a gold electrode.22 A
very low detection limit of 3.4 pM was obtained using square
wave voltammetry. The peptide probe was found highly
specific to MMP-7 over other MMP family enzymes such as
MMP-2 and MMP-3. From then on, more electrochemical
techniques have been reported for detecting proteases, such as
plasmin,23 trypsin,24 α-thrombin,24 renin,25 and caspase 3.26

However, these studies all focused on assessing the detection
limit of the protease concentration. The capability to derive
protease activity based on quantitative analysis of the real-time
proteolytic kinetics has not been adequately explored. As
mentioned above, the activity shows how fast the peptide
probes are proteolyzed by a specific protease. It depends on
both the protease concentration and the specific peptide
sequence used as the substrate. Quantitative determination of
the protease activity with highly specific peptide substrates is
critical to achieve the desired selectivity toward multiplex
detection of complex biological samples containing many types
of proteases.
Recently, we have demonstrated that a NEA fabricated with

vertically aligned carbon nanofibers (VACNFs) can serve as a
unique electrochemical platform for detecting protease
activities.27−29 VACNFs of ∼100 nm in diameter and ∼5
μm in length are grown on a chromium-coated Si wafer in
uniform vertical alignment and are fully separated from each
other, forming a brushlike structure. With further processes to
encapsulate the VACNFs in SiO2 by chemical vapor deposition
(CVD) followed by mechanical polishing and reactive ion
etching (RIE), ∼100 nm long VACNF tips can be exposed
above the SiO2 matrix, forming a stable NEA. The VACNF
NEA can be used to detect proteolysis with ac voltammetry
(ACV) by covalently attaching the exposed tip with proper
peptide probes containing a ferrocene (Fc) redox tag at the
distal end. Such NEAs have shown improved temporal
resolution and reduced steric hindrance.27 Thus, reliable real-
time proteolytic kinetics can be recorded and the protease
activity can be quantitatively derived based on a heterogeneous
Michaelis−Menten model.27,28 Reliable detection of the
activity of cancer-related proteases (legumain and cathepsin

B) has been demonstrated in buffer solutions27 as well as in
complex samples such as tissue lysates28 and cancer cell
lysates.30

Our previous studies used rather simple peptide sequences
with only four amino acids (i.e., tetrapeptides) as the substrate
probe, and the system was not optimized regarding the
sensitivity and selectivity. Here, we report a systematic study
on the effects of peptide length (using tetrapeptide,
hexapeptide, and octapeptide) and incubation temperature
(at 19.3, 29.5, 38.6, and 44.2 °C) on the kinetic proteolysis of
cathepsin B. The limit of detection (LOD) of cathepsin B
activity and concentration have been determined to be 2.49 ×
10−4 s−1 and 0.32 nM, respectively, under the optimized
conditions (hexapeptide at 38.6 °C). The latter is more than
10 times lower than that in our previous study.28 Furthermore,
the Fc−hexapeptide-functionalized VACNF NEA shows very
high selectivity, with essentially no measurable cross-reaction
with 6.0 nM of other two cancer-related proteases (ADAM10
and ADAM17). These results demonstrate a great potential for
a multiplex electrochemical chip for rapid profiling of protease
activities in cancer diagnosis.

■ EXPERIMENTAL SECTION

Materials and Instruments. These are detailed in the
Supporting Information. The peptide substrates and their
cognate proteases are summarized in Table 1. The
compositions of storage, activation, and assay buffers are
detailed in Table S1.

Fabrication of the VACNF NEA Chip. The procedures to
fabricate VACNF NEA chips follow our previous re-
ports27,28,30−33 and are detailed in the Supporting Information.
Briefly, VACNFs with an average length of ∼5 μm were grown
on a 100 nm Cr film coated on a polished Si(100) wafer using
plasma-enhanced chemical vapor deposition (PECVD). With
the help of the Ni catalyst and the electric field, CNFs were
uniformly aligned along the surface normal in a tip growth
mode, forming a brushlike structure. As illustrated in Figure
S1, SiO2 was then deposited with tetraethyl orthosilicate
(TEOS) precursor in a tube furnace to encapsulate the
VACNFs. Mechanical polishing followed by RIE with CHF3
selectively removed the desired amount of SiO2 and exposed
about ∼50−100 nm long VACNF tips as the active electrodes.

Passivation and Functionalization of Peptides to the
VACNF NEA Chip. To reduce nonspecific adsorption, the
SiO2 surface was modified with a passivation layer terminated
with an ethylene glycol moiety as described in the Supporting
Information. Electrochemical etching was performed to
specifically remove the passivating molecules attached to the
exposed VACNF tips and produce active VACNF tip surface
with abundant carboxylic acid groups. Cyclic voltammetry
(CV) was carried out in 1.0 mM K4Fe(CN)6 benchmark redox

Table 1. Peptide Substrate Sequences and Cognate Proteases

no. peptide substrate sequences protease Dtna

1 Z-Leu-Arg-AMC cathepsin B FLb

2 Mca-Lys-Pro-Leu-Gly-Leu-Dpa-Ala-Arg−NH2 ADAM10 ADAM17 FL
3 A-Leu-Arg-Phe-Gly-Bc cathepsin B ECb

4 A-Pro-Leu-Arg-Phe-Gly-Ala-B cathepsin B EC
5 A-Ala-Pro-Leu-Arg-Phe-Gly-Ala-Ala-B cathepsin B EC
6 A-Lys-Pro-Leu-Gly-Leu-Ser-Ala-Arg-B ADAM17 EC

aDtn, detection method. bFL, fluorescence; EC, electrochemical. cA, linker H2N(CH2)4CO− at the N-terminus; B, redox tag −NHCH2Fc at the C-
terminus.
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solution (Figure S2) to examine the VACNF NEA and ensure
an active electrode (with <150 mV peak separation) with a
small background current. The substrate peptides with a
general structure of H2N−(CH2)4−CO−peptide−NH−CH2−
Fc containing a flexible linker at the N-terminus and a redox
tag Fc at the C-terminus were then covalently attached to the
exposed VACNF tip through an amide bond using EDC and
sulfo-NHS as coupling reagents (see details in the Supporting
Information).
Electrochemical Measurements. ACV was used for

electrochemical measurements of protease activities in a
homemade Teflon cell in the three-electrode configuration
with a coiled Pt wire as the counter electrode, Ag/AgCl (3.0 M
KCl, saturated with Ag+) as the reference electrode, and a
peptide-modified VACNF NEA chip as the working electrode.
The electrolytes, i.e., the assay buffers, for each protease are
listed Table S1. The temperature was controlled by passing
liquid ethylene glycol from a thermal circulator through the
channels in a copper heat sink placed beneath the VACNF
NEA chip. The potential window for ACV measurements was
set at 0.05−0.65 V. The amplitude and frequency were varied
in specific experiments.
Validation of Enzyme Activity with Fluorescence and

HPLC Methods. The enzyme activity was validated with
fluorogenic techniques regularly to ensure no degradation.
Figures S3 and S4 show the representative kinetic curves and
calibration curves of cathepsin B proteolysis of a commercial
fluorogenic substrate (peptide no. 1). The increasing signal
represents accumulation of the proteolyzed product, i.e., AMC
fluorophore, dissociated from the quencher, i.e., the carbonyl
group in arginine. Peptide no. 2 was used to measure the
activity of ADAM10 and ADAM17 based on a similar FRET
mechanism (shown in Figures S5 and S6). Cleavage between
Gly and Leu released the Mca fluorophore fragment from the
Dpa quencher and gave a strong fluorescence. The proteolysis
of the peptide substrates has also been tested by high-
performance liquid chromatography (HPLC) to identify the
cleavage sites.

■ RESULTS AND DISCUSSION
Design Principles and Characterization of the VACNF

NEA Chip. Parts A and B of Figure 1 show the top view and
30° perspective view by scanning electron microscopy (SEM)
with an as-grown VACNF array of 5 μm in length. These
VACNFs are uniformly aligned within 5° from the surface
normal. The average diameter is about 100 nm. Typically,
these VACNFs are randomly distributed with an average near-
neighbor distance of ∼350 nm. The VACNFs are effectively
encapsulated in the insulating SiO2 matrix through TEOS
CVD. A controlled length of the VACNF tips is exposed after
mechanical polishing and RIE. Figure 1D shows a
representative image of a single VACNF tip with an exposed
length of about 100 nm. Only the longest VACNFs are
exposed due to variation of individual VACNF length (within
±350 nm from the mean length), leaving a large average
neighboring distance >1 μm between the exposed VACNF tips
(indicated by the arrows in Figure 1C). The smaller “grass”
features (∼20−30 nm in size) in Figure 1D are polymers
formed on the SiO2 surface during RIE, which do not affect the
electrochemical measurements.
As reported previously,34,35 the VACNFs grown by PECVD

consist of conical graphitic cups stacked along the fiber axis as
schematically illustrated in Figure 1E. This generates abundant

−COOH groups at graphitic edges along the VACNF side wall
in the exposed tips. The Fc-labeled peptide substrate H2N−
(CH2)4CO−peptide−NH−CH2−Fc can be covalently linked
to the exposed CNF tip through the amide bond formed
between the amine group in the linker H2N−(CH2)4CO− and
−COOH group at the VACNF tip. The Fc label provides a
reversible oxidation peak at ∼0.25 V versus Ag/AgCl (3.0 M
KCl) in ACV. After adding the specific target protease into the
electrochemical cell, the enzyme recognizes its cognate peptide
sequence and cleaves it at the specific sites. The Fc-containing
fragments are released from the VACNF tip and causing the
ACV signal to decrease over time. Higher protease activity
induces a faster decrease in the Fc signal. For noncognate
proteases, the enzyme−peptide interaction is much weaker,
resulting in a lower proteolysis rate. Thus, measuring the
proteolysis kinetic of specific peptide probes allows quantita-
tive estimation of the activity of its cognate proteases.

Measurement of Real-Time Proteolysis Processes
with the VACNF NEA Chip. Figure 2 shows representative
electrochemical measurements obtained with hexapeptide
H2N−(CH2)4−CO−Pro-Leu-Arg-Phe-Gly-Ala−NH−CH2−
Fc (peptide no. 4) functionalized onto the VACNF NEA in 25

Figure 1. SEM images of (A and B) an as-grown VACNF array and
(C and D) an embedded VACNF NEA: panel A is the top view;
panels B, C, and D are 30° perspective view. Arrows point to the
exposed VACNF tips. (E) Schematic graph to illustrate the
proteolysis process of Fc-labeled peptides on the exposed VACNF
tips by cathepsin B.
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mM MES (pH = 5.0). Figure 2A shows the initial ACV curve.
A clear peak is observed at ∼0.25 V [vs Ag/AgCl (3.0 M
KCl)]. The peak current ip can be extracted by subtracting the
linear background. Figure 2B shows five representative
background-subtracted ACV curves at the reaction time t =
0, 10, 20, 30, and 50 min after cathepsin B is added into the
electrochemical cell. Clearly, the peak current decreases with
the reaction time. Meanwhile, the peak position slightly shifts
to lower potentials, indicating the possibility that the protease
cleaves the stretched “upstanding” peptides first, and then the
peptides “lying” closer to the surface. Figure 2C shows a
representative kinetic curve, i.e., the normalized peak current
ip/ip0 versus the reaction time, illustrating an exponential decay
of the extracted peak current ip relative to the initial peak
current ip0 right before cathepsin B is added.
In contrast to fluorescence proteolytic measurements that

depend on peptide substrate concentration (see Figure S4), all
normalized electrochemical proteolytic curves pass through the
same starting point (t = 0, ip/ip0 = 1). Before adding the
activated cathepsin B at t = 0, the observed signal is rather
stable indicating negligible variation in the total Fc attached to

the CNF tips through the peptide. At t = 0, the activated
cathepsin B (with a final concentration of 2.56 nM in Figure
2C) was added into the electrochemical cell. As the enzyme
cleaves the peptide, more Fc moieties are dissociated from the
CNF tips. Consequently, the curve shows an exponential decay
which can be fitted with the following equation (black line):

i

i
t bt cexp( / ) ( )p

p0
τ= − + +

(1)

where the exponential term (with a time constant τ) associates
with the proteolysis reaction and the linear term (bt + c)
accounts for the slow background drift. Because of the steric
hindrance, not all Fc-labeled peptides can be cleaved by the
protease as reflected by a small nonzero value (∼0.3) at the
end of the proteolysis (t = ∼50 min). The protruding VACNF
tips in this study substantially reduce the steric hindrance
compared to the common planar electrodes, but some Fc
residues remain adsorbed on the surface.
As derived in our previous studies,27,28,30 the exponential

kinetic proteolysis can be described by a Michaelis−Menten
model for the heterogeneous enzymatic reaction:

E S ES E P P
k

k

k
s s s

1

1

cat+ ↔ =⇒ + +
− (2)

where E is the enzyme, Ss is the Fc-labeled peptide substrate
attached on the VACNF tips, ESs is the enzyme−substrate
complex on the CNF tips, Ps is the surface-attached product,
and P is the released product containing Fc. At the steady-state
conditions, we can derive (see details in the Supporting
Information):

i

i
k
K

t texp E exp( / )p
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cat

M
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i
k
jjjjj y

{
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(3)

where kcat is the catalytic dissociation rate constant and KM =
(kcat + k−1)/k1 is the Michaelis−Menten constant. This reveals
the relationship between the experimentally observed quantity
τ and the fundamental protease properties as

k
K

1
Ecat

M
0τ

= [ ]
i
k
jjjjj y
{
zzzzz (4)

where kcat/KM is the “specificity constant” representing the
intrinsic catalytic efficiency of a protease to a specific peptide
substrate. Clearly, the activity represented by 1/τ is not only
proportional to the concentration of the protease [E0] but also
the “specificity constant” kcat/KM. It is the overall value of (kcat/
KM)[E0] that defines the decay rate (i.e., the proteolysis rate).
The affinity techniques to detect [E0] (such as ELISA) only
reveal [E0] but not (kcat/KM)[E0]. In this study, we focus on
enhancing the (kcat/KM) value of the cognate protease over
other nontarget proteases by optimizing peptide substrates so
that a higher selectivity can be obtained.

Effect of Peptide Length on the Proteolytic Rate. A
shorter tetrapeptide, H2N−(CH2)4−CO−Leu-Arg-Phe-Gly−
NH−CH2−Fc (peptide no. 3), was used as the substrate for
cathepsin B in our previous studies.27,28,30 In principle, longer
peptides may provide higher binding with the protease and
thus give a higher (kcat/KM) value. However, longer peptides
may give a lower electron-transfer rate due to larger distance
between Fc and the VACNF tip. To assess these effects, we
have designed a hexapeptide substrate (peptide no. 4) and an

Figure 2. (A) A representative ac voltammogram of a random
VACNF NEA modified with hexapeptide (peptide no. 4) measured at
an ac frequency of f = 400 Hz and amplitude V0 = 100 mV in 25 mM
MES buffer (pH = 5.0). (B) Background-subtracted ACV peaks from
repeated ACV measurements after 25 μL of activated cathepsin B is
added in the electrochemical cell. (C) The ratio of the measured ACV
peak current ip to the initial ACV peak current ip0 vs the reaction time
at a cathepsin B concentration of 2.56 nM. The temperature was
controlled at 38.6 °C in all experiments, and the moment that
cathepsin B was added in the electrochemical cell is defined as t = 0
min.

Analytical Chemistry Article

DOI: 10.1021/acs.analchem.8b05189
Anal. Chem. 2019, 91, 3971−3979

3974

http://pubs.acs.org/doi/suppl/10.1021/acs.analchem.8b05189/suppl_file/ac8b05189_si_001.pdf
http://pubs.acs.org/doi/suppl/10.1021/acs.analchem.8b05189/suppl_file/ac8b05189_si_001.pdf
http://pubs.acs.org/doi/suppl/10.1021/acs.analchem.8b05189/suppl_file/ac8b05189_si_001.pdf
http://dx.doi.org/10.1021/acs.analchem.8b05189


octapeptide substrate (peptide no. 5) by adding extra amino
acids at the two ends of the tetrapeptide.
Figure 3A shows the dependence of the peak current on the

applied frequency in ACV for the tetrapeptide, hexapeptide,

and octapeptide, respectively. The peak current is normalized
to the maximum value (ip,max) of each peptide substrate for
easier comparison. Clearly, each peptide shows a maximal ip at
a specific frequency which shifts to lower value as the peptide
length increases, being ∼600 Hz for the tetrapeptide, ∼400 Hz
for the hexapeptide, and ∼200 Hz for the octapeptide. This is
consistent with a decrease of the electron-transfer rate as the
average distance between Fc and VACNF tip increases with
the peptide length. Such frequency dependence is a good
evidence that peptide molecules likely stand up rather than lie
flatly on the surface of the VACNF tips, which is beneficial in
reducing the steric hindrance of the surface. From an

electrochemical detection point of view, higher ac frequency
is desired in order to achieve higher detection speed and higher
sensitivity.
The ac voltage amplitude is another factor that affects the

ACV measurements. In Figure 3B, tetrapeptide, hexapeptide,
and octapeptide show similar trends in the normalized ip versus
the ac voltage amplitude. The peak current linearly increases
with the amplitude from 25 to 100 mV. When the voltage
amplitude goes above 100 mV, the peak current slowly drops.
Thus, the optimal amplitude is between 100 and 150 mV,
which is notably higher than the small amplitude (<25 mV)
used in ACV on planar electrodes. The high ac voltage would
induce dielectrophoresis that can concentrate biomolecules
near the electrode surface due to the large electric field
gradient. This is a unique advantage of the VACNF NEA that
has been demonstrated in our previous study of ac
dielectrophoretic capture of bacteria29,36 and virus par-
ticles.37,38 In this study, concentrating protease molecules
near the VACNF tips would further enhance the proteolysis
rate and increase the detection sensitivity.
Figure S7 shows the kinetic proteolysis curves, in the form of

ip/ip0 versus time, for the three peptides with 30.7 nM activated
cathepsin B at room temperature. All measurements were done
by continuously repeated ACV at 400 Hz and 100 mV
amplitude. The fitted time constant τ is 1059, 846, and 1030 s
for the tetrapeptide, hexapeptide, and octapeptide, respectively.
The hexapeptide gives the fastest kinetic decay and smallest τ
value. Figure 3C summarizes these results in the form of a bar
chart. The average 1/τ values from the three replicates are 9.8
× 10−4, 11.6 × 10−4, and 10.7 × 10−4 s−1, respectively, which
represent the activity of cathepsin B on each peptide substrate.
Apparently, even though the concentration of cathepsin B is
the same (30.7 nM), peptide substrates interact differently
with cathepsin B and give different kcat/KM values, leading to
varied activities. The central tetrapeptide sequence seems to
play the major role in defining the peptide−protease
interaction, and longer peptides only induce small modu-
lations. Overall, the hexapeptide gives the highest proteolysis
rate which balances the protease−peptide binding and
electron-transfer rate.

Effect of Temperature on the Proteolysis Rate.
Enzyme activity is known to be sensitive to temperature.
Thus, the kcat/KM value and the proteolysis rate may be
significantly altered by the temperature, leading to varied
proteolysis rate at the same protease concentration. To
illustrate this, proteolysis is measured with ACV using
VACNF NEAs at four different temperatures, i.e., 19.3, 29.5,
38.6, and 44.2 °C. The sample preparation and measurement
conditions (400 Hz, 100 mV amplitude, and 30.7 nM
cathepsin B) are kept the same. As shown in Figure 4A, the
curve decays fastest at 38.6 °C and slows down when the
temperature is off to either side, with τ = 1447 s at 19.3 °C, τ =
1038 s at 29.5 °C, τ = 274 s at 38.6 °C, and τ = 552 s at 44.2
°C. The measured activity (i.e., 1/τ) in Figure 4B slowly
increases from 7.6 × 10−4 s−1 at 19.3 °C to 10.6 × 10−4 s−1 at
29.5 °C, reaches the maximum of 36.3 × 10−4 s−1 at 38.6 °C,
and then drops to 15.4 × 10−4 s−1 at 44.2 °C. This reflects a
dramatic effect on the activity, about 5 times at 38.6 °C
compared to that near room temperature (19.3 °C). It is not
surprising that the proteolysis activity is the highest near body
temperature (∼37 °C), the natural physiology condition.

Assessment of the Limit of Detection in Measuring
Cathepsin B. A series of proteolysis measurements have been

Figure 3. (A) Normalized peak current of the peptide−Fc-
functionalized VACNF NEA in ac voltammetry at different
frequencies for tetrapeptide (peptide no. 3), hexapeptide (peptide
no. 4), and octapeptide (peptide no. 5) in 25 mM MES buffer (pH =
5.0), respectively. (B) Normalized peak current of peptide−Fc-
functionalized VACNF NEA in ac voltammetry at different voltage
amplitudes for the tetrapeptide, hexapeptide, and octapeptide,
respectively. (C) Bar chart plot of 1/τ vs different peptides. All
experiments were carried out at room temperature (varying between
20 and 26 °C). The error bars represent the standard deviation from
three replicates (n = 3).
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carried out at different cathepsin B concentrations using
VACNF NEA chips functionalized with the Fc-labeled
hexapeptide (peptide no. 4) to assess the LOD for cathepsin
B activity and concentration. All measurements are at the
optimized ACV conditions (400 Hz and 100 mV amplitude)
and the optimal temperature (38.6 °C) based on the above
studies. As shown in Figure 5A, the proteolytic curve decays
faster as the enzyme concentration is increased. The fitted τ
values at 0.50, 1.0, 2.56, and 10.2 nM cathepsin B are 3305,
1976, 1277, and 326 s, respectively. Figure 5B shows the bar
chart of 1/τ at six protease concentrations. The 1/τ values, i.e.,
the activity, are 1.87 × 10−4, 3.02 × 10−4, 5.24 × 10−4, 6.56 ×
10−4, 12.30 × 10−4, and 27.66 × 10−4 s−1 for the blank, 0.50,
1.0, 2.56, 6.0, and 10.2 nM cathepsin B, respectively. The error
bars are the standard deviation of three replicates for each
measurement. The LOD of activity (i.e., 1/τ) can be
determined as 2.49 × 10−4 s−1 (represented by the dashed
line in Figure 5B) by

LOD of activity 3 (1/ )blank blankσ τ= + (5)

where σblank = 2.06 × 10−5 s−1 is the standard deviation and (1/
τ)blank = 1.87 × 10−4 s−1 is the mean value of blank
experiments. This involves adding blank activity buffer into
electrochemical cell filled with the assay buffer. Thus, it causes
some disturbance to the electrochemical signal and causes the
ip/ip0 value to slowly decrease. However, it is clear in Figure 5B
that even adding 0.50 nM cathepsin B gives an activity (i.e., 1/
τ value from fitting the proteolytic curve) above that of the
blank buffer. This illustrates the necessity to measure the whole
kinetic proteolytic curve rather than only measure the single-
point signal at the end of a fixed proteolysis time, as done in
many studies.
The LOD of cathepsin B concentration can also be

accurately derived from the calibration curve. Figure 5C

shows the best linear fit to the data of 1/τ versus the enzyme
concentration [E0]. A total of six enzyme concentrations
(including the blank) are included. Instrument fitting was used
to get the best fitting line. The LOD of the cathepsin B
concentration [E0] can be calculated as 0.32 nM by

mLOD of E 3 /0 blankσ[ ] = (6)

where m = 1.9 × 105 M−1 s−1 is the slope of the fitting line.
Since 1/τ = (kcat/KM)[E0], the slope of the fitting line in

Figure 5C represents the specificity constant (kcat/KM) of
cathepsin B, which is 1.9 × 105 M−1 s−1 in this study, about 4.6
times of the value (4.11 ± 0.67) × 104 M−1 s−1 in our previous
reports.27,28 As described above, the larger specificity constant
gives a higher catalytic efficiency. Raising the temperature from
room temperature (∼20 °C) to 38.6 °C effectively enhances
the specificity constant, leading to a higher sensitivity and a
lower LOD.

Selectivity of the Hexapeptide Substrate. As can be
seen from the above results, the hexapeptide (peptide no. 4)
serves as a highly sensitive probe for detecting cathepsin B.
The next question is whether it can be cleaved by other

Figure 4. (A) Kinetic proteolysis curve by 30.7 nM cathepsin B at
four different temperature settings with ac voltammetry on the
VACNF NEA modified with hexapeptide−Fc (peptide no. 4) in 25
mM MES buffer (pH = 5.0). (B) Scatter plot of 1/τ (× 10−4 s−1) vs
the measuring temperature. The error bars represent the standard
deviation from three replicates (n = 3).

Figure 5. (A) Kinetic proteolysis profiles measured at cathepsin B
concentrations of 0.50, 1.0, 2.56, and 10.2 nM in 25 mM MES buffer
(pH = 5.0), respectively, using the hexapeptide (peptide no. 4). (B)
Bar plot of 1/τ vs cathepsin B concentrations. The error bars are one
standard deviation obtained with three replicates. (C) The linear
calibration curve of the protease activity represented by 1/τ vs the
cathepsin B concentration from 0.5 to 10.2 nM.
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proteases due to cross-reactions. To assess this, we have tested
it with two other cancer-related proteases, i.e., ADAM10 and
ADAM17. Figures S5 and S6 are measurements with the
fluorescent substrates to validate their activity. The activity of
ADAM17 on its cognate peptide substrate, peptide no. 2, is
comparable to that of cathepsin B on peptide no. 1, but that of
ADAM10 is much lower.
Figure 6A shows that the kinetic curves of 6.0 nM ADAM10

and 6.0 nM ADAM17 are almost overlapped with that of the
blank buffer. In contrast, the curve of 6.0 nM cathepsin B
shows a fast decay, giving 1/τ = 12 × 10−4 s−1, well above all
other controls in Figure 6B. It is clear that peptide no. 4 has a
very high selectivity for cathepsin B. Furthermore, as shown in
Figure 6C,D, the VACNF NEAs functionalized with the
cognate octapeptide (peptide no. 6) of ADAM17 present
negligible cross-reactions with cathepsin B and ADAM10. Both
6.0 nM cathepsin B and 6.0 nM ADAM10 show very small 1/τ
values comparable to the blank buffer, while a large value 1/τ =
∼9 × 10−4 s−1 is obtained in 6.0 nM ADAM17.
Figure S8A further shows the electrochemical proteolysis

curves of peptide no. 4 functionalized VACNF NEA in blank,
0.50 nM ADAM10, and 0.50 nM cathepsin B, respectively. The
decay rate in 0.5 nM cathepsin B is clearly faster than the other
two. The average value of 1/τ in 0.50 nM cathepsin B is 3.02 ×
10−4 s−1, larger than those in blank (1.87 × 10−4 s−1) and 0.50
nM ADAM10 (2.16 × 10−4 s−1) in Figure S8B. In addition, the
1/τ value of 0.50 nM ADAM10 is comparable with the blank,
indicating negligible cross-reaction of ADAM10 with peptide
no. 4 that was specifically designed for cathepsin B.
Cleavage Site(s) of the Hexapeptide by Cathepsin B.

Previously, tetrapeptide (peptide no. 3) H2N−(CH2)4−CO−
Leu-Arg-Phe-Gly−NH−CH2−Fc was cleaved by cathepsin B
at the Arg-Phe site in the MES assay buffer (pH = 5.0).27 To
our surprise, the hexapeptide (peptide no. 4) H2N−
(CH2)4CO−Pro-Leu-Arg-Phe-Gly-Ala−NH−CH2−Fc ex-
tended from the tetrapeptide was cleaved by cathepsin B at
two different sites between Gly-Ala and Phe-Gly in MES buffer
(see the HPLC results in Figure S9). We have synthesized
Ala−NH−CH2−Fc and Gly-Ala−NH−CH2−Fc molecules
independently and found that their HPLC retention times
matched those of proteolyzed hexapeptide (peptide no. 4) by
cathepsin B (see Figure S9). It is clear that the cleavage sites
are different from that in tetrapeptide (peptide no. 3). Two
possible changes in the hexapeptide may contribute to the
observed cleavage sites: (1) addition of Pro at the C-terminus
and Ala at the N-terminus of peptide no. 3 to synthesize
peptide no. 4 may change the binding conformation of
hexapeptide with cathepsin B, leading to different cleavage
sites, at the less sterically bulky amino acid residues Gly and
Ala; (2) the Pro residue may provide a β-turn of the substrate
peptide, resulting in different cleavage sites from that of
peptide no. 3 (absence of Pro). Using Mobyle predictive
computational calculation (RPBS Web portal),39 the minimum
energy conformation of peptide no. 4 adapted a turn structure
(see Figure S10). In addition, cathepsin B is known to cleave
peptides at Gly and Arg sites.
Proteolysis Rate Dependence on the pH Value and

Ionic Strength of Electrolytes. The effect of the pH value of
the electrolyte (i.e., assay buffer) on the proteolysis rate and
cleavage site was investigated using PBS buffers (pH = 7.3) in
comparison with the above-discussed MES buffer (pH = 5.0).
Three concentrations (0.2×, 0.5×, and 1× PBS) were studied
to examine the effect of the ionic strength. Proteolyses of

hexapeptide (peptide no. 4) functionalized VACNF NEAs
were measured with 6.0 nM cathepsin B at 38.6 °C in these
buffers. As shown in Figure S11A−C, 0.2× PBS buffer yields
the fastest decay (τ = 1654 s) compared to 0.5× PBS buffer (τ
= 1863 s) and 1× PBS buffer (τ = 9506 s). The measured
activity (i.e., 1/τ) in Figure S11D decreases from 12.6 × 10−4

s−1 in 25 mM MES buffer (pH = 5.0) to 6.0 × 10−4 s−1 in 0.2×

Figure 6. (A) Specificity test in 6.0 nM of cathepsin B, ADAM10, and
ADAM17, respectively, vs the blank on hexapeptide (peptide no. 4)
functionalized VACNF NEA (the measurements were carried out in
the specific assay buffers of corresponding proteases) and (B) bar plot
of the corresponding 1/τ values. (C) Specificity test in 6.0 nM of
cathepsin B, ADAM10, and ADAM17, respectively, vs the blank on
octapeptide (peptide no. 6) functionalized VACNF NEA (the
measurements were carried out in the specific assay buffers of
corresponding proteases) and (D) bar plot of the corresponding 1/τ
values. The error bars in panels B and D represent the standard
deviation from three replicates (n = 3).
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PBS buffer, 5.4 × 10−4 s−1 in 0.5× PBS buffer, and 1.0 × 10−4

s−1 in 1× PBS buffer. This reflects that both the ionic strength
and pH value affect the proteolysis rate. The higher pH value
and higher ionic strengths in PBS may cause conformational
changes in the protease and the peptides. Fortuitously, a
relatively high protease activity, about a half of that in 25 mM
MES buffer (pH = 5.0), can be achieved in the 0.2× PBS buffer
(pH = 7.3). Thus, the diluted neutral PBS buffer can serve as a
common electrolyte in simultaneously detecting multiple
proteases with different optimal pH values. The HPLC results
in Figure S12 further confirmed the effects of the buffer
concentration on the proteolysis rate and cleavage site.

■ CONCLUSION
This study has demonstrated the development of an activity-
based electrochemical method to detect cathepsin B, a protease
as an important prognostic factor for cancer. The protruding
VACNF NEAs functionalized with specific peptide substrates
labeled with Fc tag show reduced steric hindrance to protease
and give a reliable ac voltammetry signal. The catalytic activity
can be accurately derived as the inverse of the exponential
decay time constant by measuring the kinetic proteolysis curve
with continuously repeated ac voltammetry. Different peptide
lengths have been studied, revealing that the hexapeptide
H2N−(CH2)4−CO−Pro-Leu-Arg-Phe-Gly-Ala−NH−CH2−
Fc is the optimal substrate for measuring cathepsin B activity.
The optimal ac frequency for ac voltammetry shifts to lower
value as the peptide length is increased, consistent with the
larger separation between the VACNF tip and the Fc tag due
to the upstanding peptides. The temperature has a significant
effect on the cathepsin B activity. The maximal cathepsin B
activity is obtained at 38.6 °C, around the normal body
temperature. Using this hexapeptide under the optimized
conditions, the LOD of cathepsin B activity and concentration
have been determined to be 2.49 × 10−4 s−1 and 0.32 nM. This
peptide substrate appears to be highly specific to cathepsin B
and shows negligible cross-reactions with two other cancer-
related proteases, i.e., ADAM10 and ADAM17. The results
demonstrate the promising potential for a multiplex electronic
chip for rapid profiling of the activity of multiple proteases in
cancer diagnosis and treatment monitoring.
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