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Abstract. Quantitation methods for peptides
using mass spectrometry have advanced rapidly.
These methods rely on using standard and/or
isotope-labeled peptides, which might be difficult
or expensive to synthesize. To tackle this chal-
lenge, we present a new approach for absolute
quantitation without the use of standards or cali-
bration curves based on coulometry combined
with mass spectrometry (MS). In this approach,
which we call coulometric mass spectrometry

(CMS), the mass spectrum of a target peptide containing one or more tyrosine residues is recorded before and
after undergoing electrochemical oxidation. We record the total integrated oxidation current from the electro-
chemical measurement, which according to the Faraday’s Law of coulometry, provides the number of moles of
oxidized peptide. The ion intensity ratio of the target peptide before and after oxidation provides an excellent
estimate of the fraction of the peptide that has been oxidized, fromwhich the total amount of peptide is calculated.
The striking strength of CMS is that it needs no standard peptide, but CMS does require the peptide to contain a
known number of oxidizable groups. To illustrate the power of this method, we analyzed various tyrosine-
containing peptides such as GGYR, DRVY, oxytocin, [Arg8]-vasotocin and angiotensinogen 1–14 with a quan-
tification error ranging from − 7.5 to + 2.4%. This approach is also applicable to quantifying phosphopeptides and
could be useful in proteomics research.
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Introduction

With rapid advances in instrumentation and technologies,
quantitation methods based on mass spectrometry (MS)

have gained increasing popularity in proteomics research [1–
10]. Relative and absolute quantitation strategies are two cate-
gories that all the approaches fall into and protein quantitation
is performed, based on the quantification of peptides resulting
from protein digestion [11].

Relative quantitation strategies compare the levels of each
peptide in a sample to the same peptide in an identical but
modified sample. One label-free approach is to analyze samples
and compare their MS spectra by determining peptide abun-
dance in one sample relative to another [12, 13]. More common-
ly, relative quantitation methods use isotopes to label peptides
from two samples with heavy and light isotopic atoms. The peak
intensities of heavy- and light-labeled peptides are then com-
pared to determine the change in abundance of one sample
relative to the other. Methods using this approach include
isotope-coded affinity tags (ICAT) [14–17], stable isotope label-
ing by amino acids in cell culture (SILAC) [18–22], isobaric tags
for relative and absolute quantitation (iTRAQ) [23–26], metal
element chelated tags (MECT) [27], isotope-coded protein la-
beling (ICPL) [28], and N,N-dimethyl leucine (DiLeu) isobaric
tag methods [29–32]. In absolute proteomic quantitation
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approaches, a known amount of isotope-labeled target peptide is
spiked into an experimental sample and then LC-MS or LC-MS/
MS analysis is performed [33]. Unlike relative quantitation, the
abundance of the target peptide in the experimental sample is
compared to the corresponding labeled peptide and then selected
reaction monitoring (SRM) method can be used to construct a
standard curve to yield absolute quantitation of the target peptide
[34]. It appears that absolute quantitation should be a more
advantageous method compared to relative quantitation because
absolute amounts of target peptides from different samples can
be determined. However, standard or isotope-labeled peptides
that are needed for absolute quantitationmight not be available at
hand and their synthesis can be costly and time-consuming [35,
36]. It would be ideal to have a label-free, standard-free absolute
quantitation method available to quantify peptides and proteins
for proteomics research.

Herein, we present an electrochemistry (EC)-assisted absolute
quantitation method for peptides by MS without the use of
standards or isotope-labeled peptides. In our method (illustrated
in Scheme 1), a target peptide, if it contains an oxidizable residue
like tyrosine (an electrochemically oxidizable amino acid with an
oxidation potential of 0.93 V vs. NHE) [37], is first introduced to
an electrochemical cell for electrochemical oxidation and followed
by MS detection. Electrochemical oxidation reaction results in an
electric current response. The integration of the current peak over
time provides information about the amount of the oxidized
peptide, using the Faraday’s Law. According to the Faraday’s
Law, the total electric charge (Q) involved in the oxidation reac-
tion, which can be measured from the integration of Faradaic
current over time, is proportional to quantity of the oxidized
peptide: Q = nzF, where n is the moles of the oxidized peptide, z
is the number of electrons transferred per molecule during the
redox reaction, and F is the Faraday constant (9.65 × 104 C/mol).
Therefore, the moles of the oxidized peptide can be calculated as
n=Q/zF. Meanwhile, the electrochemically active peptide shows
a reduced intensity in the acquired MS spectra from electrochem-
ical oxidation, and the relative MS intensity change upon oxida-
tion, Δi, reflects the oxidation yield. In a case where the peptide is
introduced to the electrochemical cell by liquid chromatography
(LC), Δi can be calculated by comparing the integrated peak area
of the target peptide ion in the extracted ion chromatogram (EIC)
before and after electrolysis. Indeed, in a separate experiment, we
confirmed that the EIC peak area is proportional to the peptide
quantity (see discussion in the Supporting Information Figure S1
and Table S1). Thus, the moles of the oxidized peptide, in
combination with the oxidation yield, can be used to calculate
the total amount of the peptide analyte. In other words,

Total amount of the peptide
¼ amount of the oxidized peptideð Þ= the oxidation yieldð Þ
¼ Q=zFð Þ=Δi
¼ Q= zFΔið Þ

ð1Þ

Previously, we have shown that this strategy can be used for
accurately quantifying organic molecules such as

neurotransmitters (e.g., dopamine and norepinephrine), flavo-
noid (e.g., rutin), and urea [38, 39]. Peptide glutathione can be
also measured by this method, based on the cysteine oxidation
to form a disulfide bond. In this work, the method is extended
to the quantitation of peptides containing tyrosine, which is
more abundant in proteins than the cysteine residue [40]. It was
reported that the occurrence frequencies per residue in proteins
for tyrosine and cysteine are 2.86% and 1.16%, respectively
(Table 1) [40].

Experimental Section
Chemicals

Gly-Gly-Tyr-Arg (GGYR, HPLC grade), Met-Gly (MG, HPLC
grade), Lys-Arg-Thr-Leu-Arg-Arg (KRTLRR, HPLC grade),
Arg-Gly-Asp (RGD,HPLC grade), Ser-Leu-Ile-Gly-Lys-Val-am-
ide (SLIGKV-amide, HPLC grade), Arg-Lys-Arg-Ser-Arg-Ala-
Glu (RKRSRAE, HPLC grade), Ser-Phe-Leu-Leu-Arg-Asn-am-
ide (SFLLRN-amide, HPLC grade), Phe-Leu-Phe-Gln-Pro-Gln-
Arg-Phe-amide (FLFQPQRF-amide, HPLC grade), oxytocin
(CYIQNCPLG, disulfide bridge 1–6, HPLC grade), alkaline
phosphatase, and bradykinin acetate salt (RPPGFSPFR, HPLC
grade) were purchased fromSigma-Aldrich (St. Louis,MO). Asp-
Arg-Val-Tyr (DRVY, HPLC grade) and [Arg8]-vasotocin
(CYIQNCPRG, disulfide bridge 1–6) were purchased from
American Peptide (Sunnyvale, CA). Gly-His-Gly (GHG) was
obtained fromMP Biomedicals (Santa Ana, CA). Tyrosine phos-
phopeptide (RRLIEDAEpYAARG, HPLC grade) was purchased
from EMD Millipore (Temecula, CA). Phosphorylated UOM9
(KRPpSQRHGSKY,HPLCgrade)was purchased fromAnaSpec
(Fremont, CA).

Instrumentation

For the setup (illustrated in Scheme 2), a Waters ultra-
performance liquid chromatography setup (UPLC, Milford,
MA) was coupled with an Antec electrochemical thin-layer flow
cell (Antec BV, The Netherlands) or a BASi electrochemical flow
cell (West Lafayette, IN). The Antec electrochemical cell was
equipped with a Magic Diamond (boron-doped diamond) disc
electrode (i.d., 8 mm) as the working electrode (WE) used for
peptide oxidation. A HyREF™ electrode was used as the refer-
ence electrode (RF) and carbon-loaded PTFE was used as a
counter electrode (CE). The BASi electrochemical cell was
equipped with a 6-mm i.d. glassy carbon WE and a Ag/AgCl
RE. A BEH C18 reversed phase column (2.1 mm× 50 mm,
1.7 μm) was installed for the UPLC separation. A positive poten-
tial of + 1.0–1.1 V was applied to the WE electrode for oxidation
of LC-separated peptides. The oxidation current response was
monitored and recorded by using a ROXY™ potentiostat (Antec
BV, The Netherlands). The electric current peak area was inte-
grated by importing the current data point to software OriginPro
2018b to calculate the total electric charge Q involved in the
oxidation reaction. The eluate flowing out of the cell was subse-
quently analyzed using online electrospray ionization mass
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spectrometry (ESI-MS). MS data were collected using a high-
resolution Q-Exactive Orbitrap mass spectrometer (Thermo Sci-
entific, San Jose, CA). The sheath gas flow rate was 10 L/h. The
spray voltage was + 4 kV and the capillary temperature was kept
at 250 °C. Extracted ion chromatograms (EIC) of peptides were
acquired by Thermo Xcalibur (3.0.63).

Peptides that contain one tyrosine residue, including
GGYR, DRVY, oxytocin, [Arg8]-vasotocin, and phosphory-
lated UOM9, were analyzed using the online LC/EC/MS ap-
paratus, and the mobile phase flow rate was set as 0.1 mL/min.
An isocratic elution program using 80% A (mobile phase A:
water with 0.1% acetic acid and mobile phase B: acetonitrile
with 0.1% acetic acid) for 5 min was used for all of compounds.
The peptide concentration used was 50 μM and the injection
volume was 3–6 μL.

Peptides containing no tyrosine residue such as GHG, MG,
KRTLRR, RGD, SLIGKV-amide, RKRSRAE-amide,
SFLLRN-amide, FLFQPQRF-amide, and bradykinin were al-
so analyzed using LC/EC/MS apparatus as controls. An
isocratic elution program was used with 80% A for 10 min
with the mobile phase flow rate of 0.1 mL/min. The peptide
injection concentration and volume were 50 μM and 6 μL,
respectively. The potential applied for oxidation was + 1.1 V.

Angiotensinogen 1–14 (also called tetradecapeptide TDP),
containing two tyrosine residues, was also tested. The mobile
phase flow rate was set as 0.3 mL/min. An isocratic elution
program using 80%A (mobile phase A: water with 0.1% acetic
acid and mobile phase B: acetonitrile with 0.1% acetic acid) for
5 min was used. The sample concentration used was 50 μM
and the injection volume was 6 μL.

Electrodes after use can be cleaned using alternating posi-
tive and negative potentials.

Results and Discussion
Among the 20 naturally occurring amino acids, four are oxi-
dizable: cysteine (C), tyrosine (Y), tryptophan (W), and

methionine (M), given in the order of increasing oxidation
potential. Table 1 lists values for their respective oxidation
potentials and occurrence frequencies per residue in proteins.
In particular, tyrosine has a relatively low oxidation potential
and relatively high abundance in proteins. The combination of
MS and EC [43–52] has been our research interest, and previ-
ously, we have shown that the combined EC/MS technique can
be used to detect transient electrochemical reaction intermedi-
ates [53–56] and to assist protein sequencing and protein
conformational structure elucidation by using fast electrochem-
ical reduction of disulfides [57–63]. In consideration of the fact
that tyrosine is electroactive, our goal in this study was to
develop a direct quantitation method for peptides based on
tyrosine residue oxidation, without using any standards or
isotope-labeled peptides. Under an appropriate oxidation po-
tential, the phenol side chain of a peptide tyrosine residue can
be oxidized into a semi-quinone by loss of two electrons and
two protons (Scheme 3), in which a mass shift of 2 Da occurs,
which can be readily monitored by MS analysis. It has been
reported that peptides and proteins carrying tyrosine (or tryp-
tophan) can be electrochemically oxidized and analyzed byMS
[64–66]. However, peptide quantitation based on tyrosine ox-
idation has not been explored. Several peptides were tested and
quantified in this work, based on the electrochemical oxidation
of their tyrosine residues (see summarized results in Table 2).

GGYR was first chosen as a test example. GGYR is a Tyr-
containing peptide and it can be oxidized by losing two elec-
trons. Indeed, before electrolysis (Figure 1a), the protonated
GGYR was detected at m/z 452. After electrolysis (Figure 1b),
a peak atm/z 450 was observed, corresponding to + 1 ion of the
oxidized GGYR product, GGY′R (Y′ represents the oxidized
tyrosine residue). Figure 1c and d show the EIC (m/z 452, the
protonated GGYR) of 50 μMGGYR with an injection volume
of 6 μL (injected amount 300 pmol) with the applied potential
of 0 V and + 1.0 V, respectively. The integrated area for the
peak shown in Figure 1d was smaller by 5.2%, in comparison
with that of the peak shown in Figure 1c, indicating that the
oxidation yield for GGYR was 5.2% (averaged value from a
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Scheme 1. Our approach for quantitation of tyrosine-containing peptides. Note that, currently this strategy is applicable to
quantitation of a peptide carrying one oxidizable residue like tyrosine

Table 1. Amino Acids Known to be Oxidizable

Electroactive amino acids Tyrosine (Y) Tryptophan (W) Cysteine (C) Methionine (M)

Oxidation potential (vs. NHE) (V) 0.93 [37] 1.01 [37] 0.23 [41] 1.51 [42]
Occurrence frequency per residue in proteins [40] (%) 2.86 1.50 1.16 2.86
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triplicate measurement). On the other hand, a sharp GGYR
oxidation current peak was detected, as shown in Figure 1f.
Figure 1e shows the background current diagram from a blank
solvent injection under the same oxidation condition as a
control. In contrast, no electric current peak was observed for
the solvent, suggesting that the electric current detected in
Figure 1f is caused by the oxidation of GGRY. In addition, a
series of peptides containing no tyrosine residues such as GHG,
MG, bradykinin (RPPGFSPFR), KRTLRR, RGD, SLIGKV-
amide, RKRSRAE-amide, SFLLRN-amide, and FLFQPQRF-
amide were tested as control experiments and no oxidation
electric current was recorded (Figure S2, Supporting
Information), indicating that the oxidation might occur to the
tyrosine residue in the case of GGRY. Based on the integration
of the current peak area (Figure 1f), the amount of the oxidized
GGYR on average was calculated to be 14.9 pmol. Therefore,
our measured amount of GGYR was 285 pmol, which was
close to the injection amount of 300 pmol with the measure-
ment error of − 5.0% (see data in Table S2, Supporting
Information). In this study, we call our method coulometric
mass spectrometry (CMS) due to the use of Faraday’s Law,
although the oxidation yield is not 100%.

To confirm that the oxidized product (m/z 450) was truly
produced from electrochemical oxidation of tyrosine in the
GGYR, MS/MS analysis of m/z 450 was performed. In this
experiment, the GGYR sample was injected into the electro-
chemical cell by a syringe pump for oxidation at + 1.0 V
potential. The resulted product was collected and re-ionized

by nano-electrospray ionization (nESI), in which the oxidation
product GGY′R (Y′ represents the oxidized tyrosine) was
observed atm/z 450. Collision-induced dissociation (CID) data
of m/z 450 was recorded, to compare with that of the intact
peptide GGYR ion of m/z 452. As shown in Figure 2, upon
CID, the oxidized peptide ion (m/z 450) gave rise to fragment
ions y1 (m/z 175) and y2′ (m/z 336) while the intact peptide (m/z
450) produced y1 (m/z 175) and y2 (m/z 338), confirming that
the oxidation occurrence to the 3rd tyrosine residue of GGYR,
in which two hydrogen losses took place, resulting in 2-Da
mass shift for the y2 ion. Furthermore, we observed the frag-
ment ion of m/z 344 resulting from dissociation of m/z 450 by
loss of the oxidized tyrosine side chain O=C6H4=CH2 as
shown in Figure 2a, providing evidence that oxidation indeed
occurs to the side chain of tyrosine of this peptide.

In this experiment, it is critical to control both oxidation
potential and oxidation time. To ensure that the recorded cur-
rent is Faradic current from the oxidation of peptide resides, not
from solvent, it is important to control the applied oxidation
potential to avoid solvent oxidation (e.g., water oxidation). In
our study, we found that a low potential like + 1.0 V allows for
selective oxidation of peptide (see Figure 1e, f). It is also
known that peptides with tyrosine (and also tryptophan) could
undergo secondary electrochemical oxidation and eventually
lead to peptide cleavage upon electrolysis [64–66]. This would
cause it to be difficult to apply the Faraday’s Law for quanti-
tation, as the value of n in Eq. 1 is not clear. Our strategy to
achieve selective primary oxidation (as shown in Scheme 3)
and to avoid these side reactions is to control the electro-
oxidation time. When the peptide is introduced by LC into a
thin-layer electrochemical cell, the small dead volume of the
cell (0.7 μL) and a relatively high mobile phase flow rate
(100 μL/min) led to the oxidation of the peptide in less than
500 ms. Indeed, we observed no side oxidation reactions in-
cluding peptide cleavage and secondary oxidation of tyrosine
for GGYR under these conditions.

DRVY, another tetrapeptide that contains Tyr, was also
analyzed by the same approach. Before electrolysis
(Figure S3a, Supporting Information), the protonated DRVY
was detected atm/z 552. After electrolysis (Figure S3b), a peak
at m/z 550 was observed, corresponding to + 1 ion of oxidized
DRVY product, DRVY′. Figure S3c and d showed the EIC
(m/z 552, the protonated DRVY) of 50 μM DRVY with an
injection volume of 6 μL (injected amount 300 pmol) with the
applied potential of 0 V and + 1.0 V, respectively. The inte-
grated area for the peak shown in Figure S3d was smaller by
3.1%, in comparison with that of the peak shown in Figure S3c,
indicating that the oxidation yield for DRVY was 3.1% (see
data in Table S3, Supporting Information). On the other hand,
the DRVY oxidation current peak was detected, as shown in
Figure S3f (Figure S3e shows the background current diagram
for blank solvent sample under the same + 1.0 V potential as a
contrast). Based on the integration of the current peak area, the
amount of the oxidized DRVY on average was calculated to be
8.5 pmol. Therefore, our measured amount of DRVY was
277 pmol, which was close to the injection amount of 300 pmol

LC

MS

EC

WE

CE

RE ESI

Scheme 2. Schematic showing our LC/EC/MS apparatus for
peptide quantitation

–2e-

–2H+

Y-containing pep�de
Scheme 3. Equation showing electrochemical oxidation of a
peptide carrying an oxidizable residue like tyrosine. Note that, if
other oxidizable residues co-exist with the tyrosine, the oxida-
tion reaction could be more complicated
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with a measurement error of − 7.5% (Table S3, Supporting
Information).

We also tested oxytocin (CYIQNCPLG, disulfide bridge 1–
6), a larger Tyr-containing peptide than GGYR and DRVY.
Before electrolysis (Figure 3a), the + 2 charged oxytocin ion
was detected at m/z 504. After electrolysis (Figure 3b), a peak
at m/z 503 was observed, corresponding to + 2 ion of the
oxidized oxytocin product (2-Da mass shift corresponding to
losses of two hydrogens). Figure 3c and dshow the EIC (m/z
504, the + 2 charged oxytocin ion) of 50 μM oxytocin with an
injection volume of 6 μL (injected amount 300 pmol) with the
applied potential of 0 V and + 1.0 V, respectively. The inte-
grated area for the peak shown in Figure 3d was smaller by
4.7%, in comparison with that of the peak shown in Figure 3c,
indicating that the oxidation yield for oxytocin was 4.7% (see

data in Table S4, Supporting Information). On the other hand,
the oxytocin oxidation current peak was detected, as shown in
Figure 3f (Figure 3e shows the background current diagram for
blank solvent sample under the same + 1.0 V potential as a
contrast). Based on the integration of the current peak area, the
amount of the oxidized oxytocin on average was calculated to
be 14.4 pmol. Therefore, our measured amount of oxytocin
was 307 pmol, which was close to the injection amount of
300 pmol with the measurement error being 2.4%. We also
successfully quantified another neurohypophyseal peptide,
[Arg8]-vasotocin, which shared structural similarity with oxy-
tocin. Using the same approach, the measurement error was
found to be 0.8% (Figure S4 and Table S5 in Supporting
Information).

Table 2. List of Peptides Quantified by CMS

# Name Peptide sequence Molecular
weight (Da)

Electric current from
oxidation (Y/N)

# of Y
residues

Quantitation
measurement error

1 Gly-His-Gly GHG 269.3 N 0 –
2 Met-Gly MG 206.3 N 0 –
3 Lys-Arg-Thr-Leu-Arg-Arg KRTLRR 829.0 N 0 –
4 Arg-Gly-Asp RGD 346.3 N 0 –
5 Ser-Leu-Ile-Gly-Lys-Val-amide SLIGKV-NH2 614.8 N 0 –
6 Arg-Lys-Arg-Ser-Arg-Glu-amide RKRSRAE-NH2 901.0 N 0 –
7 Ser-Phe-Leu-Leu-Arg-Asn-amide SFLLRN-NH2 747.9 N 0 –
8 Phe-Leu-Phe-Gln-Pro-Gln-Arg-Phe-amide FLFQPQRF-NH2 1081.3 N 0 –
9 Bradykinin RPPGFSPFR 1060.2 N 0 –
10 Tyrosine phosphopeptide RRLIEDAEpYAARG 1598.7 N 1 –
11 Gly-Gly-Tyr-Arg GGYR 451.5 Y 1 − 5.0%
12 Asp-Arg-Val-Tyr DRVY 551.6 Y 1 − 7.5%
13 Oxytocin CYIQNCPLG, disulfide

bond 1–6
1007.2 Y 1 2.4%

14 [Arg8]-vasotocin CYIQNCPRG, disulfide
bond 1–6

1050.2 Y 1 0.8%

15 Angiotensinogen (1–14) DRVYIHPFHLLVYS 1760.1 Y 2 − 5.5%
16 Phosphorylated UOM9 KRPpSQRHGSKY 1422.5 Y 1 − 5.8%
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So far, we have only considered peptides having one tyrosine
residue. But, CMS can also be applied to peptides containing
more than one tyrosine residue. In that case, ideally, experimental
condition can be chosen so that we oxidize only one of the
tyrosine residues. As an example, we examined angiotensinogen
(1–14), a known tetradecapeptide (TDP) having the sequence
DRVYIHPFHLLVYS. This is a peptide precursor of angiotensin

I, which is a peptide hormone leading to vasoconstriction and
blood pressure increase [67]. To avoid simultaneous oxidation of
two tyrosine residues of TDP, we reasoned that a high sample
flow rate (in other words, a short residence time in the electro-
chemical cell) could help. To confirm this hypothesis, we intro-
duced TDP into the electrochemical cell by LC at different mobile
phase flow rates (0.1–0.3 mL/min) for oxidation. Indeed, upon
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oxidation, two + 4 ions of products appeared at m/z 439.98 and
439.48, corresponding to the oxidation products resulting from
one tyrosine oxidation and from two tyrosine oxidations, respec-
tively. When the sample introduction flow rate was increased
from 0.1 to 0.3 mL/min, the intensity ratio of m/z 439.48 to m/z
439.98 decreased from 39.9 to 4.2% (Table S6, Supporting
Information), supporting our hypothesis that less oxidation time
allows oxidation to occur predominantly at only one of the
tyrosine residues of the peptide.

To better tolerate a relatively high flow rate of 0.3 mL/min
and the pumping pressure, we used a BASi stainless electro-
chemical flow cell (West Lafayette, IN) equipped with a 6-mm
i.d. glassy carbon WE and a Ag/AgCl RE. Before electrolysis
(Figure 4a), the + 4 charged TDP ion was detected at m/z
440.49. After electrolysis (Figure 4b), a peak at m/z 439.98
was observed, corresponding to the + 4 ion of oxidized TDP
product resulting from oxidation of one of the tyrosines. An-
other smaller peak atm/z 439.48 resulting from the oxidation of
both tyrosines was also seen (Figure 4b) with the intensity ratio
ofm/z 439.48 tom/z 439.98 being 0.12:1. Figure 4c and d show
the EIC of m/z 440.49, the + 4 charged TDP ion, from the
injection of 6 μL of 50 μM TDP (total amount 300.0 pmol)
with the applied potential of 0 V and + 1.05 V (vs. Ag/AgCl),
respectively. The integrated area for the peak shown in
Figure 4dwas smaller by 2.6% than that of the peak shown in
Figure 4c, indicating that the oxidation yield for TDPwas 2.6%
(see data in Table S7, Supporting Information). On the other

hand, the TDP oxidation current peak was detected, as shown
in Figure 4f (Figure 4eshows the background current diagram
for blank solvent sample under the same + 1.05 V potential as a
contrast). By integration of the current peak area, the total
electric charge Q involved in the TDP oxidation, leading to
the formation ofm/z 439.98 via one tyrosine oxidation (2 e− per
mole peptide) and the formation ofm/z 439.48 via two tyrosine
oxidation (4 e− per mole peptide), could be calculated. In
consideration of the intensity ratio of m/z 439.48 to m/z
439.98 of 0.12:1 and the similarity of the two structures of
the oxidation products, the molar ratio of the two oxidation
products would be approximately 0.12:1. Thus, we calculate
the total amount of the oxidized peptide to be 7.2 pmol (an
averaged value from triplicate measurements). Considering the
oxidation yield of 2.6%, our measured amount of TDP was
therefore 283 pmol. In comparison to the injection amount of
300 pmol, we find the quantitation error to be − 5.5% (see
Table 2 and Table S7). This result illustrates one approach that
is able to successfully quantitate peptides containing more than
one tyrosine residue. This approach might be possible to apply
to quantify a peptide with both tyrosine and tryptophan resi-
dues, provided that all the oxidation products have similar
ionization efficiencies.

It may not be possible, however, to find suitable conditions
in which only one of the tyrosine residues is oxidized. In such
cases, we might need to invoke the assumption, based on the
similarity of structures, that the intensities of the different mass

Time (min) Time (min)

0.5

0.4

0.3

0.2

0.1

0.0
0

)Aµ(tnerru
C

0

50

100

0 1 2 3
0

50

100

ecnadnubAevitale
R

0.5

0.4

0.3

0.2

0.1

0.0
0

1 2

1 2

)Aµ(tnerru
C

m/z
440.0

440.74

440.99

441.24

441.49
439.98

439.48

440.74

440.99

441.24

441.49

x5

[TDP+2H]4+

[TDP]4+

437.0
0

50

100

0

50

100 440.49
[TDP+4H]4+

440.49
[TDP+4H]4+

//

//

ecnadnubAevitale
R

(c) Cell off
Area =5.5E9

(d) Cell on
Area =5.4E9

(e) blank

(f) TDP
(DRVYIHPFHLLVYS)

Area
1.5×10-6 C

(a) Cell off

(b) Cell on

Figure 4. ESI-MS spectra of TDP when the applied potential was (a) 0 V and (b) + 1.05 V. The major peak of the oxidized product of
TDP was seen atm/z 439.98 (+ 4 charged) in b. EIC of the + 4 charged TDP ion was recorded when the applied potential was (c) 0 V
and (d) + 1.05 V. Electric current responses were shown (e) due to the blank solvent and (f) the oxidation of TDP peptide

P. Zhao et al.: Absolute Peptide Quantitation2404



peaks of the oxidized products represent to good approxima-
tion the concentrations of the different oxidized forms,
allowing us nevertheless to determine the amount of the orig-
inal peptide from CMS.

We also tested the phosphopeptide RRLIEDAEpYAARG,
whose tyrosine reside is phosphorylated. Interestingly, such a
peptide does not display an oxidation current upon oxidation
(Figure S2-k, Supporting Information). This result is in agree-
ment with previously reported electrochemical studies of
phosphopeptides [68, 69] and provides another way to judge
whether or not a peptide tyrosine residue is phosphorylated [70,
71].

Furthermore, our method can be used to directly quantify
phosphopeptides containing a free oxidizable residue such
as tyrosine. Absolute quantitation of phosphopeptides typ-
ically needs multiple-step synthesis of isotope-labeled phos-
phopeptide standards [72]. In our approach, phosphorylated
UOM9 (sequence: KRPpSQRHGSKY), a kinase substrate
peptide originating from myelin basic protein (MBP) [73],
was chosen as a test sample. The peptide is phosphorylated
in its serine residue and contains one free tyrosine residue.
Before electrolysis (Figure 5a), the + 5 ion of the peptide
was detected at m/z 285.35. After electrolysis (Figure 5b), a
peak at m/z 284.94 was observed, corresponding to + 5 ion
of the oxidation product. Figure 5c and d show the EIC (m/z
285.35) of 50 μM phosphorylated UOM9 with an injection
volume of 6 μL (injected amount 300 pmol) with the ap-
plied potential of 0 V and + 1.05 V (vs. Ag/AgCl), respec-
tively. The integrated area for the peak shown in Figure 5d
was smaller by 2.9%, in comparison with that of the peak
shown in Figure 5c, indicating that the oxidation yield for
this peptide was 2.9% (see data in Table S8, Supporting

Information). On the other hand, the peptide oxidation cur-
rent peak was detected, as shown in Figure 5f (Figure 5e
shows the background current diagram for blank solvent
sample under the same + 1.05 V potential as a contrast).
Based on the integration of the current peak area, the
amount of the oxidized peptide on average was calculated
to be 8.1 pmol. Therefore, our measured amount of phos-
phorylated UOM9 was 283 pmol, which was close to the
injection amount of 300 pmol with a measurement error of
− 5.8% (Table S8, Supporting Information). To the best of
our knowledge, this data represents absolute quantitation of
phosphopeptide without using any standards, for the first
time.

The sensitivity of the method was also evaluated, using a
low quantity of peptide DRVY. In our experiment, a BASi
stainless electrochemical flow cell (West Lafayette, IN)
equipped with a 6-mm i.d. glassy carbon WE and a Ag/AgCl
RE was used. 3 μL of 0.1 μM DRVY (injection amount
300 fmol) was injected into LC/EC/MS for quantitation and
the measured peptide quantity was 319 fmol (6.2% quantitation
error, see detailed results in Table S9 in Supporting Informa-
tion), indicating the reasonably good sensitivity and accuracy
of our method. Further improvements in sensitivity are possible
if background noise in electric current measurement could be
reduced, for example, using a newer potentiostat with a Fara-
day cage. In addition, DRVY at other different concentrations
ranging from 1, 10, 50 μM (3 μL injection volume) were also
successfully quantified and the results are shown in Table S10
(Supporting Information), indicating that the dynamic range of
our method with the current setup is 0.1–50 μM.

Furthermore, as the oxidation potential of tyrosine in a
peptide could be affected by the peptide sequence and the
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surroundings of the tyrosine residue, it is suggested that a cyclic
voltammetry (CV) should be run to find out an optimal poten-
tial for a target tyrosine-containing peptide, prior to LC/EC/MS
quantitation.

Conclusions
In this study, several tyrosine-containing peptides including
phosphopeptides were successfully quantified using coulomet-
ric mass spectrometry. The striking strength of this method is
that it requires no standard/isotope-labeled peptides for abso-
lute quantification. In addition, the use ofMS provides a means
to identify the electrochemical reaction products, which is
difficult to achieve by using electrochemical technologies
alone. The results demonstrate the validity of this method in
which we achieve absolute quantitation of peptides by electro-
chemical oxidation of tyrosine. It is most likely that this ap-
proach can be applicable to quantify peptides containing other
oxidizable residues such as tryptophan, methionine, and cyste-
ine. Future work will be focused on the method sensitivity
improvement and the application of this method to quantitation
of peptides from protein digestion, which may provide a new
way to quantify proteins. In addition, this CMS method is also
expected to be potentially useful in proteomics including quan-
titation of hormone, antibacterial, and neurotransmitter pep-
tides [74–76].

Acknowledgements
This work was supported by NSF (CHE-1915878).

References

1. Ong, S.-E., Mann, M.: Mass spectrometry–based proteomics turns quan-
titative. Nat. Chem. Biol. 1, 252–262 (2005)

2. Bantscheff, M., Lemeer, S., Savitski, M.M., Kuster, B.: Quantitative mass
spectrometry in proteomics: critical review update from 2007 to the
present. Anal. Bioanal. Chem. 404, 939–965 (2012)

3. Schubert, O.T., Röst, H.L., Collins, B.C., Rosenberger, G., Aebersold, R.:
Quantitative proteomics: challenges and opportunities in basic and ap-
plied research. Nat. Protoc. 12, 1289–1294 (2017)

4. Li, H., Han, J., Pan, J., Liu, T., Parker, C.E., Borchers, C.H.: Current
trends in quantitative proteomics - an update. J. Mass Spectrom. 52, 319–
341 (2017)

5. Gallien, S., Duriez, E., Crone, C., Kellmann, M., Moehring, T., Domon,
B.: Targeted proteomic quantification on quadrupole-orbitrap mass spec-
trometer. Mol. Cell. Proteomics. 11, 1709–1723 (2012)

6. Li, Q., Zubieta, J.-K., Kennedy, R.T.: Practical aspects of in vivo detec-
tion of neuropeptides by microdialysis coupled off-line to capillary LC
with multistage MS. Anal. Chem. 81, 2242–2250 (2009)

7. Zhang, F., Xiao, Y., Wang, Y.: SILAC-based quantitative proteomic
analysis unveils arsenite-induced perturbation of multiple pathways in
human skin fibroblast cells. Chem. Res. Toxicol. 30, 1006–1014 (2017)

8. Serrano, M.A.C., He, H., Zhao, B., Ramireddy, R.R., Vachet, R.W.,
Thayumanavan, S.: Polymer-mediated ternary supramolecular interac-
tions for sensitive detection of peptides. Analyst. 142, 118–122 (2016)

9. Patti, G.J., Chen, J., Gross, M.L.: Method revealing bacterial cell-wall
architecture by time-dependent isotope labeling and quantitative liquid
chromatography/mass spectrometry. Anal. Chem. 81, 2437–2445 (2009)

10. Jiang, W., Wysocki, V.H., Dodds, E.D., Miesfeld, R.L., Scaraffia, P.Y.:
Differentiation and quantification of C1 and C2 13C-labeled glucose by
tandem mass spectrometry. Anal. Biochem. 404, 40–44 (2010)

11. Lindemann, C., Thomanek, N., Hundt, F., Lerari, T., Meyer, H.E.,
Wolters, D., Marcus, K.: Strategies in relative and absolute quantitative
mass spectrometry based proteomics. Biol. Chem. 398, 687–699 (2017)

12. Neilson, K.A., Ali, N.A., Muralidharan, S., Mirzaei, M., Mariani, M.,
Assadourian, G., Lee, A., van Sluyter, S.C., Haynes, P.A.: Less label,
more free: approaches in label-free quantitative mass spectrometry. Pro-
teomics. 11, 535–553 (2011)

13. Wang,W., Zhou, H., Lin, H., Roy, S., Shaler, T.A., Hill, L.R., Norton, S.,
Kumar, P., Anderle, M., Becker, C.H.: Quantification of proteins and
metabolites by mass spectrometry without isotopic labeling or spiked
standards. Anal. Chem. 75, 4818–4826 (2003)

14. Gygi, S.P., Rist, B., Gerber, S.A., Turecek, F., Gelb, M.H., Aebersold, R.:
Quantitative analysis of complex protein mixtures using isotope-coded
affinity tags. Nat. Biotechnol. 17, 994–999 (1999)

15. Heck, A.J., Krijgsveld, J.: Mass spectrometry-based quantitative proteo-
mics. Expert Rev. Proteomics. 1, 317–326 (2004)

16. Sechi, S., Oda, Y.: Quantitative proteomics using mass spectrometry.
Curr. Opin. Chem. Biol. 7, 70–77 (2003)

17. Righetti, P.G., Campostrini, N., Pascali, J., Hamdan, M., Astner, H.:
Quantitative proteomics: a review of different methodologies. Eur. J.
Mass Spectrom. 10, 335–348 (2004)

18. Ong, S.-E., Blagoev, B., Kratchmarova, I., Kristensen, D.B., Steen, H.,
Pandey, A., Mann, M.: Stable isotope labeling by amino acids in cell
culture, SILAC, as a simple and accurate approach to expression proteo-
mics. Mol. Cell. Proteomics. 1, 376–386 (2002)

19. Ong, S.-E., Foster, L.J., Mann, M.: Mass spectrometric-based approaches
in quantitative proteomics. Methods. 29, 124–130 (2003)

20. Krijgsveld, J., Ketting, R.F., Mahmoudi, T., Johansen, J., Artal-Sanz, M.,
Verrijzer, C.P., Plasterk, R.H.A., Heck, A.J.R.: Metabolic labeling of C.
elegans and D. melanogaster for quantitative proteomics. Nat.
Biotechnol. 21, 927–931 (2003)

21. Wu, C.C., MacCoss, M.J., Howell, K.E., Matthews, D.E., Yates, J.R.:
Metabolic labeling of mammalian organisms with stable isotopes for
quantitative proteomic analysis. Anal. Chem. 76, 4951–4959 (2004)

22. Gruhler, A., Schulze, W.X., Matthiesen, R., Mann, M., Jensen, O.N.:
Stable isotope labeling of Arabidopsis thaliana cells and quantitative
proteomics by mass spectrometry. Mol. Cell. Proteomics. 4, 1697–1709
(2005)

23. Wiese, S., Reidegeld, K.A., Meyer, H.E., Warscheid, B.: Protein labeling
by iTRAQ: a new tool for quantitative mass spectrometry in proteome
research. Proteomics. 7, 340–350 (2007)

24. Ross, P.L., Huang, Y.N., Marchese, J.N., Williamson, B., Parker, K.,
Hattan, S., Khainovski, N., Pillai, S., Dey, S., Daniels, S., Purkayastha, S.,
Juhasz, P., Martin, S., Bartlet-Jones, M., He, F., Jacobson, A., Pappin,
D.J.: Multiplexed protein quantitation in Saccharomyces cerevisiae using
amine-reactive isobaric tagging reagents. Mol. Cell. Proteomics. 3, 1154–
1169 (2004)

25. Thompson, A., Schäfer, J., Kuhn, K., Kienle, S., Schwarz, J., Schmidt, G.,
Neumann, T., Johnstone, R., Mohammed, A.K.A., Hamon, C.: Tandem
mass tags: a novel quantification strategy for comparative analysis of
complex protein mixtures by MS/MS. Anal. Chem. 75, 1895–1904
(2003)

26. Han, H., Pappin, D.J., Ross, P.L., McLuckey, S.A.: Electron transfer
dissociation of iTRAQ labeled peptide ions. J. Proteome Res. 7, 3643–
3648 (2008)

27. Liu, H., Zhang, Y., Wang, J., Wang, D., Zhou, C., Cai, Y., Qian, X.:
Method for quantitative proteomics research by using metal element
chelated tags coupled with mass spectrometry. Anal. Chem. 78, 6614–
6621 (2006)

28. Schmidt, A., Kellermann, J., Lottspeich, F.: A novel strategy for quanti-
tative proteomics using isotope-coded protein labels. Proteomics. 5, 4–15
(2005)

29. Xiang, F., Ye, H., Chen, R., Fu, Q., Li, L.: N,N-Dimethyl leucines as
novel isobaric tandem mass tags for quantitative proteomics and
peptidomics. Anal. Chem. 82, 2817–2825 (2010)

30. Frost, D.C., Greer, T., Li, L.: High-resolution enabled 12-Plex DiLeu
isobaric tags for quantitative proteomics. Anal. Chem. 87, 1646–1654
(2015)

31. Frost, D.C., Buchberger, A.R., Li, L.: Mass defect-based dimethyl
pyrimidinyl ornithine (DiPyrO) tags for multiplex quantitative proteo-
mics. Anal. Chem. 89, 10798–10805 (2017)

P. Zhao et al.: Absolute Peptide Quantitation2406



32. Frost, D.C., Rust, C.J., Robinson, R.A.S., Li, L.: Increased N,N-dimethyl
leucine isobaric tag multiplexing by a combined precursor isotopic label-
ing and isobaric tagging approach. Anal. Chem. 90, 10664–10669 (2018)

33. Narumi, R., Shimizu, Y., Ukai-Tadenuma, M., Ode, K.L., Kanda, G.N.,
Shinohara, Y., Sato, A., Matsumoto, K., Ueda, H.R.: Mass spectrometry-
based absolute quantification reveals rhythmic variation of mouse circa-
dian clock proteins. Proc. Natl. Acad. Sci. U. S. A. 113, E3461–E3467
(2016)

34. Lange, V., Picotti, P., Domon, B., Aebersold, R.: Selected reaction
monitoring for quantitative proteomics: a tutorial. Mol. Syst. Biol. 4,
222 (2008)

35. Boyd, B., Basic, C., Bethem, R.: Trace quantitative analysis by mass
spectrometry. Wiley Press (2008). https://doi.org/10.1002/
9780470727140

36. Korfmacher, W.A.: Mass spectrometry for drug discovery and drug
development. Wiley Press (2013). https://doi.org/10.1002/
9780470727140

37. Harriman, A.: Further comments on the redox potentials of tryptophan
and tyrosine. J. Phys. Chem. 91, 6102–6104 (1987)

38. Xu, C., Zheng, Q., Zhao, P., Paterson, J., Chen, H.: A new quantification
method using electrochemical mass spectrometry. J. Am. Soc. Mass
Spectrom. 30, 685–693 (2019)

39. Zhao, P., Guo, Y., Dewald, H.D., Chen, H.: Improvements for absolute
quantitation using electrochemical mass spectrometry. Int. J. Mass
Spectrom. 443, 41–45 (2019)

40. Kozlowski, L.P.: Proteome- pI : proteome isoelectric point database.
Nucleic Acids Res. 45, D1112–D1116 (2017)

41. Poole, L.B.: The basics of thiols and cysteines in redox biology and
chemistry. Free Radic. Biol. Med. 80, 148–157 (2015)

42. Scuderi, D., Bergès, J., de Oliveira, P., Houée-Levin, C.: Methionine one-
electron oxidation: coherent contributions from radiolysis, IRMPD spec-
troscopy, DFT calculations and electrochemistry. Radiat. Phys. Chem.
128, 103–111 (2016)

43. Permentier, H.P., Bruins, A.P., Bischoff, R.: Electrochemistry-mass spec-
trometry in drug metabolism and protein research. Mini Rev. Med. Chem.
8, 46–56 (2008)

44. Diehl, G., Karst, U.: On-line electrochemistry – MS and related tech-
niques. Anal. Bioanal. Chem. 373, 390–398 (2002)

45. Gun, J., Bharathi, S., Gutkin, V., Rizkov, D., Voloshenko, A., Shelkov,
R., Sladkevich, S., Kyi, N., Rona, M., Wolanov, Y., Rizkov, D., Koch,
M., Mizrahi, S., Pridkhochenko, P.V., Modestov, A., Lev, O.: Highlights
in coupled electrochemical flow cell-mass spectrometry, EC/MS. Isr. J.
Chem. 50, 360–373 (2010)

46. Zhou, F., Van Berkel, G.J.: Electrochemistry combined online with
electrospray mass spectrometry. Anal. Chem. 67, 3643–3649 (1995)

47. Liu, Y.-M., Perry, R.H.: Paper-based electrochemical cell coupled tomass
spectrometry. J. Am. Soc. Mass Spectrom. 26, 1702–1712 (2015)

48. Liu, Y.-M., Nicolau, G.B., Esbenshade, J.L., Gewirth, A.A.: Characteri-
zation of the cathode electrolyte interface in lithium ion batteries by
desorption electrospray ionization mass spectrometry. Anal. Chem. 88,
7171–7177 (2016)

49. Qiu, R., Zhang, X., Luo, H., Shao, Y.: Mass spectrometric snapshots for
electrochemical reactions. Chem. Sci. 7, 6684–6688 (2016)

50. Cheng, H., Yan, X., Zare, R.N.: Two new devices for identifying elec-
trochemical reaction intermediates with desorption electrospray ioniza-
tion mass spectrometry. Anal. Chem. 89, 3191–3198 (2017)

51. Lu, J., Hua, X., Long, Y.-T.: Recent advances in real-time and in situ
analysis of an electrode–electrolyte interface by mass spectrometry. An-
alyst. 142, 691–699 (2017)

52. van den Brink, F.T.G., Büter, L., Odijk, M., Olthuis, W., Karst, U., van
den Berg, A.: Mass spectrometric detection of short-lived drug metabo-
lites generated in an electrochemical microfluidic chip. Anal. Chem. 87,
1527–1535 (2015)

53. Brown, T.A., Chen, H., Zare, R.N.: Identification of fleeting electrochem-
ical reaction intermediates using desorption electrospray ionization mass
spectrometry. J. Am. Chem. Soc. 137, 7274–7277 (2015)

54. Brown, T.A., Chen, H., Zare, R.N.: Detection of the short-lived radical
cation intermediate in the electrooxidation of N,N-dimethylaniline by
mass spectrometry. Angew. Chemie Int. Ed. 54, 11183–11185 (2015)

55. Brown, T.A., Hosseini-Nassab, N., Chen, H., Zare, R.N.: Observation of
electrochemically generated nitrenium ions by desorption electrospray
ionization mass spectrometry. Chem. Sci. 7, 329–332 (2016)

56. Cai, Y., Wang, J., Zhang, Y., Li, Z., Hu, D., Zheng, N., Chen, H.:
Detection of fleeting amine radical cations and elucidation of chain
processes in visible-light-mediated [3 + 2] annulation by online mass
spectrometric techniques. J. Am. Chem. Soc. 139, 12259–12266 (2017)

57. Miao, Z., Chen, H.: Direct analysis of liquid samples by desorption
electrospray ionization-mass spectrometry (DESI-MS). J. Am. Soc. Mass
Spectrom. 20, 10–19 (2009)

58. Li, J., Dewald, H.D., Chen, H.: Online coupling of electrochemical
reactions with liquid sample desorption electrospray ionization-mass
spectrometry. Anal. Chem. 81, 9716–9722 (2009)

59. Zhang, Y., Dewald, H.D., Chen, H.: Online mass spectrometric analysis
of proteins/peptides following electrolytic cleavage of disulfide bonds. J.
Proteome Res. 10, 1293–1304 (2011)

60. Zhang, Y., Yuan, Z., Dewald, H.D., Chen, H.: Coupling of liquid chro-
matographywithmass spectrometry by desorption electrospray ionization
(DESI). Chem. Commun. 47, 4171–4173 (2011)

61. Lu, M., Wolff, C., Cui, W., Chen, H.: Investigation of some biologically
relevant redox reactions using electrochemical mass spectrometry
interfaced by desorption electrospray ionization. Anal. Bioanal. Chem.
403, 355–365 (2012)

62. Liu, P., Lu, M., Zheng, Q., Zhang, Y., Dewald, H.D., Chen, H.: Recent
advances of electrochemical mass spectrometry. Analyst. 138, 5519
(2013)

63. Zheng, Q., Chen, H.: Development and applications of liquid sample
desorption electrospray ionization mass spectrometry. Annu. Rev. Anal.
Chem. 9, 411–448 (2016)

64. Roeser, J., Permentier, H.P., Bruins, A.P., Bischoff, R.: Electrochemical
oxidation and cleavage of tyrosine- and tryptophan-containing tripeptides.
Anal. Chem. 82, 7556–7565 (2010)

65. Permentier, H.P., Jurva, U., Barroso, B., Bruins, A.P.: Electrochemical
oxidation and cleavage of peptides analyzed with on-line mass spectro-
metric detection. Rapid Commun.Mass Spectrom. 17, 1585–1592 (2003)

66. Permentier, H.P., Bruins, A.P.: Electrochemical oxidation and cleavage of
proteins with on-line mass spectrometric detection: development of an
instrumental alternative to enzymatic protein digestion. J. Am. Soc. Mass
Spectrom. 15, 1707–1716 (2004)

67. Kageyama, R., Ohkubo, H., Nakanishi, S.: Primary structure of human
preangiotensinogen deduced from the cloned cDNA sequence. Biochem-
istry. 23, 3603–3609 (1984)

68. Qu, N.,Wan, B., Guo, L.-H.: Label-free electrochemical differentiation of
phosphorylated and non-phosphorylated peptide by electro-catalyzed ty-
rosine oxidation. Analyst. 133, 1246–1249 (2008)

69. Kerman, K., Vestergaard, M., Chikae, M., Yamamura, S., Tamiya, E.:
Label-free electrochemical detection of the phosphorylated and non-
phosphorylated forms of peptides based on tyrosine oxidation.
Electrochem. Commun. 9, 976–980 (2007)

70. Robinson, M.R., Moore, K.L., Brodbelt, J.S.: Direct identification of
tyrosine sulfation by using ultraviolet photodissociation mass spectrom-
etry. J. Am. Soc. Mass Spectrom. 25, 1461–1471 (2014)

71. McLachlin, D.T., Chait, B.T.: Analysis of phosphorylated proteins and
peptides by mass spectrometry. Curr. Opin. Chem. Biol. 5, 591–602
(2001)

72. Gerber, S.A., Rush, J., Stemman, O., Kirschner, M.W., Gygi, S.P.:
Absolute quantification of proteins and phosphoproteins from cell lysates
by tandem MS. Proc. Natl. Acad. Sci. U. S. A. 100, 6940–6945 (2003)

73. Yasuda, I., Kishimoto, A., Tanaka, S., Tominaga, M., Sakurai, A.,
Nishizuka, Y.: A synthetic peptide substrate for selective assay of protein
kinase C. Biochem. Biophys. Res. Commun. 166, 1220–1227 (1990)

74. Tamvakopoulos, C.:Mass spectrometry for the quantification of bioactive
peptides in biological fluids. Mass Spectrom. Rev. 26, 389–402 (2007)

75. Dallas, D.C., Guerrero, A., Parker, E.A., Robinson, R.C., Gan, J., Ger-
man, J.B., Barile, D., Lebrilla, C.B.: Current peptidomics: applications,
purification, identification, quantification, and functional analysis. Prote-
omics. 15, 1026–1038 (2015)

76. Lee, J.E.: Neuropeptidomics: mass spectrometry-based identification and
quantitation of neuropeptides. Genomics Inform. 14, 12–19 (2016)

P. Zhao et al.: Absolute Peptide Quantitation 2407

http://dx.doi.org/10.1002/9780470727140
http://dx.doi.org/10.1002/9780470727140
http://dx.doi.org/10.1002/9780470727140
http://dx.doi.org/10.1002/9780470727140

	Absolute Quantitation of Oxidizable Peptides by Coulometric Mass Spectrometry
	Abstract
	Section12
	Section13
	Section24
	Section25

	Section16
	Section17
	Acknowledgements
	References


