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ABSTRACT: Quantification of individual proteins is an
essential task in understanding biological processes. For
example, determination of concentrations of proteins trans-
porting and metabolizing xenobiotics is a prerequisite for drug
disposition predictions in humans based on in vitro data. So
far, this task has frequently been accomplished by targeted
proteomics. This type of analyses requires preparation of
stable isotope labeled standards for each protein of interest.
The selection of appropriate standard peptides is usually
tedious and the number of proteins that can be studied in a
single experiment by these approaches is limited. In addition,
incomplete digestion of proteins often affects the accuracy of
the quantification. To circumvent these constrains in
proteomic protein quantification, label- and standard-free approaches, such as “total protein approach” (TPA) have been
proposed. Here we directly compare an approach using stable isotope labeled (SIL) standards and TPA for quantification of
transporters and enzymes in human liver samples within the same LC-MS/MS runs. We show that TPA is a convenient
alternative to SIL-based methods. Optimization of the sample preparation beyond commonly used single tryptic digestion, by
adding consecutive cleavage steps, improves accuracy and reproducibility of the TPA method to a level, which is achievable by
analysis using stable isotope-labeled standard spiking.

KEYWORDS: FASP, MED FASP, total protein approach (TPA), stable isotope labeling, quantitative analysis, drug transporter,
drug metabolizing enzymes, ADME

■ INTRODUCTION

Information on concentrations of individual proteins is a
prerequisite for understanding biological systems. In classical
biochemistry this information is commonly achieved by
immunoassays or staining techniques. Alternatively, abundance
of proteins or enzymes can be assessed indirectly by studying
ligand binding or measuring rates of substrate conversion by
enzymes. With the advent of mass spectrometry based
proteomics, other techniques for determination of protein
concentrations became popular: so-called “targeted analysis”
allows quantification of individual peptides by comparing
spectral intensities of their ions and the ion of stable isotope
labeled peptide standards. Despite the continuously increasing
popularity of this approach, the targeted analysissimilar to
the biochemical approachesis limited to a preselected and

usually small number of proteins quantifiable at the same time
in a single experiment. In addition, the biochemical and the
targeted proteomic analyses share common biases such as
inaccuracies in determination of standard and total protein
content. Provided it is properly validated, targeted analysis may
be useful for rapid assessment of single or smaller numbers of
proteins, but it is missing the omics perspective. The
fundamental mission of proteomics is to procure global
information on individual proteins encompassed in a system.
By quantifying as many proteins as possible, functions in
biological and physiological systems can more readily be
elucidated, for instance by pathway analysis. The total protein
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approach (TPA)1−3 combined with the proteomic ruler4 offer
quantification of thousands of proteins across data sets,
providing protein concentrations and protein copy numbers.
Importantly, in contrast to other label free methods, this
approach directly provides values with physicochemical units,
without any standards or accompanying assays such as total
protein contents determination or cell counting. In the past we
have demonstrated the convenience of using TPA by analyses
of, for example, bacterial,2 animal,5,6 and human systems.7−9

Notably, several recent publications from other laboratories
stresses a convenience and accuracy of our approach for data
interpretation, e.g.10−13

Determination of protein concentrations of drug trans-
porters and drug metabolizing enzymes are of importance for
predicting drug disposition in humans based on in vitro data.
This task is most frequently completed by proteomic analyses
using SIL peptide standards. In this work, we compare in the
same analytical run a SIL-based analysis with a global
proteomic approach using TPA quantification. Further, we
demonstrate that the accuracy of TPA quantification can be
significantly improved by using consecutive protein digestion
with two or three enzymes.

■ EXPERIMENTAL SECTION

Human Tissue

Normal liver tissue samples were obtained from patients
undergoing liver resection at Uppsala University Hospital
(Uppsala, Sweden) (Uppsala Regional Ethical approval no.
2009/028). All donors gave their informed consent. The
nontumorous liver tissue samples were snap-frozen upon
resection and stored at −150 °C until further proteomic
analysis.

Labeled Peptides

Important drug metabolizing enzymes and drug transporters
were quantified in this study. Proteotypic peptides of the
proteins were chosen based on the procedure used by Gröer et
al.,14 which combines in silico predictions and experimental
data. Peptides obtained from in silico trypsin digestion
(https://web.expasy.org/peptide_cutter/) had a defined se-
quence length of 7−25 amino acids and excluded any missed
cleavages sites. Peptides containing cysteine, methionine,
tryptophan or N-terminal glutamic acid, transmembrane
region, or regions where post-translational modifications,
polymorphisms or mutations could occur, were excluded.
Finally, protein specificity of each peptide was determined
using UniProtKB/Swiss-Prot. Peptides with isotopically
labeled lysine (13C6, 15N2) and arginine (13C6, 15N4) residues
were purchased from JPT Peptide Technology and New
England Peptide. Selected peptides were verified in tryptic
digests using a QTRAP6500 (Sciex), ensuring that the correct
MS/MS-transitions could be determined at the same retention
times, for each peptide, as has been described previously.14

Preparation of Tissue Lysates

Thawed pieces (about 50 mg) of human liver tissue were
homogenized on ice in 2% SDS in 0.1 M Tris-HCl, pH 8.0,
containing 0.1 M DTT and lysed as described previously.8

Total protein was determined using WF-assay in microtiter
plate format.15

Multienzyme Digestion Filter Aided Sample Preparation
(MED FASP)

Sample aliquots containing 50 μg total protein were processed
using either FASP16 or MED FASP17 method, with some
modifications.18 For the stable isotope labeled (SIL)-based
analysis, proteins were sequentially digested with LysC and
trypsin, whereas for the TPA based quantification the lysates
were consecutively cleaved with LysC, trypsin and chymo-
trypsin, as described recently.19 Aliquots of tryptic digests,
containing 10 μg of total peptide, were spiked with 0.25, 0.5, 1,
or 2 pmol of the labeled peptides (Supporting Information
(SI) Table 1). Samples were analyzed in triplicates.

Liquid Chromatography−Tandem Mass Spectrometry

Analysis of peptide mixtures was performed using a QExactive
HF-X mass spectrometer (Thermo-Fisher Scientific, Palo
Alto). Aliquots containing 1 μg of total peptide were
chromatographed on a 50 cm column with 75 μm inner
diameter packed C18 material. Peptide separation was carried
out at 300 nL/min for 95 min using an acetonitrile gradient of
5−30%. The temperature of the column oven was 55 °C. The
mass spectrometer operated in data-dependent mode with
survey scans acquired at a resolution of 60 000. Up to the top
15 most abundant isotope patterns with charge ≥ + 2 from the
survey scan (300−1650 m/z) were selected with an isolation
window of 1.4 m/z and fragmented by HCD with normalized
collision energies of 25. The maximum ion injection times for
the survey scan and the MS/MS scans were 20 and 28 ms,
respectively. The ion target value for MS1 and MS2 scan
modes was set to 3 × 106 and 105, respectively. The dynamic
exclusion was 30 s. The mass spectrometry data have been
deposited to the ProteomeXchange Consortium via the PRIDE
partner repository20 with the data set identifier: PXD009482.

Data Analysis

The MS spectra were searched using MaxQuant software. A
maximum of two missed cleavages was allowed. The maximum
false peptide and protein discovery rate was specified as 0.01.
The concentration of the proteins were calculated from ratios
of MS1 spectral intensities of “light” (analyte) to “heavy”
(stable isotope labeled spiked-in standard) peptides as
reported by the MaxQuant software using the relationship:

= ×c i
L
H

C i

m
( )
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Where L
H
is the ratio of “light” to “heavy” peptides; c(i)STD(i),

molar amount of spiked-in labeled standard; m, total mass of
peptides.
The TPA methods was used for calculation of protein

concentrations of all proteins.21 The calculations were
performed in Microsoft Excel using the relationship:
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Where MS-signal (i) refers to the sum of MS1 spectral
intensities of all peptides matching sequence of protein i and
Total MS-signal is the sum of MS1-spectral intensities of all
identified peptides.
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■ RESULTS

Experimental Design

To compare the performance of the SIL-based method and the
label- and standard free TPA method we analyzed protein
concentrations in lysates of frozen liver biopsies from two
donors, designated A and B (Figure 1). For a direct
comparison of both methods, whole liver lysates were
processed with FASP. To increase completeness of protein
cleavage, proteins were successively digested with LysC and
trypsin (Figure 1A). In contrast, to MED FASP protocol the
digestion products were eluted together. After addition of the
SIL-“heavy” peptide standards, the digests were analyzed in 95
min LC-MS/MS runs. In the SIL-based analysis, protein
abundances were calculated from ratios of spectral intensity of
“heavy” and “light” peptides. Global, TPA based, protein
quantification was assessed using the raw intensities of all
“light” peptides. In a parallel experiment, the liver lysates were
processed by MED FASP using consecutive cleavage of
proteins with LysC (L), trypsin (T), and chymotrypsin (C).
(Figure 1B). Following LC-MS/MS analysis, specific protein
concentrations were calculated by TPA.

Concurrent SIL-Peptide Based and TPA Protein
Quantification

For analysis, 39 SIL-peptides that matched 35 unique target
proteins were used. For 23 of these peptides, matching 23
proteins, the unlabeled counterparts were identified in at least
three aliquots spiked with different amounts of SIL-standards,
in at least one liver sample (Figure 2A) (SI Table 2). The 16
missing peptides were either not identified or the heavy form
did not match the unlabeled counterpart peptide. Average
variability in abundances of each of the 23 proteins between
LC-MS/MS runs at various amount of spiked−in peptide, each
analyzed in triplicate, was around 0.1 (CV, Figure 2B).
Analysis of the “light” channel using the TPA method allowed
quantification of about 2000 proteins, when considering only
proteins identified with at least three peptides per single run
(Table 1; SI Table 3). Out of these, between the LC-MS/MS
runs, 27−30 of the 35 “target” proteins were identified (Figure
2A, SI Table 4). The higher number of proteins quantified by

Figure 1. Experimental design. A. Whole liver SDS lysate was
processed with FASP using successive digestion with LysC and
trypsin. The resulting digests were spiked with stable isotope labeled
(SIL) peptides and analyzed by LC-MS/MS. Proteins were quantified
by the SIL-based approach and TPA. B. The liver lysate was processed
with MED FASP using consecutive digestion with LysC (L), trypsin
(T) and chymotrypsin (C). Each digest was analyzed in a separate
LC-MS/MS run. Spectra from all digests were analyzed together by
MaxQuant software and quantified by TPA.

Figure 2. Comparison of quantification of the 34 selected proteins using stable isotope labeling (SIL) approach and TPA. Quantification of the
proteins with TPA was assessed using “light channel” data from the SIL-based analysis (TPA (T)) or the three step MED FASP consecutive
digestion using data from LC-MS/MS analysis of the LysC digests (TPA (L)), Lys C and tryptic digests (TPA (LT)), or LysC, tryptic and
chymotryptic (TPA (LTC)). (A) Number of quantified proteins per single experiment (single bar). SIL and TPA(T) are averages from three LC-
MS/MS runs. (B) Coefficient of variation of concentrations for the quantified 34 proteins.
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TPA compared to the SIL-analysis reflects that some proteins
were identified by several peptides but not by the selected
“heavy”-“light” peptide pair. Comparison of the SIL- and TPA
data showed that the former approach is more reproducible
between single runs (Figure 2A and B). However, averaged
protein concentrations from the triplicates from both
approaches showed good correlations (0.783 and 0.870)
(Figure 3A and B).

MED FASP Increases the Reproducibility and Improves
Correlation with the SIL-Based Data

Accuracy of protein quantification in TPA relies on the depth
of the proteomic analysis. This is not always achievable in a
single and short LC-MS/MS run as the 95 min runs of tryptic
peptides. As we have previously demonstrated, consecu-
tive17−19 or parallel16,22 protein cleavages with several enzymes
substantially increase the number of identified proteins and
peptides per protein. Here, we conducted MED FASP based
analyses using two or three consecutive cleavages (Figure 1B;
SI Tables 5, 6, and 7). Compared to analyses of only tryptic
peptides, searches of the combined runs of the LysC-trypsin
(LT) or LysC-trypsin-chymotrypsin (LTC) digests doubled
the number of identified peptides and increased the number of
quantified proteins with more than 60% (Table 1). The MED
FASP based analyses (LT and LTC) also increased
reproducibility between experiments (Figure 2B). Whereas,
average CV of protein titers assessed by analysis of single
enzyme digests (L or T) are between 0.1 and 0.2, the CVs
from LT and LTC analyses were 0.1 and below, thus
comparable to the variation observed for the SIL-based
approach.
The MED FASP-TPA based quantitative data showed an

improved correlation with the SIL-based measurements
(Figure 2B and Figure 3). This reflects 2 and 2.4-fold increase
of sequence coverage achieved by consecutive two or three
digestion steps compared to single step protein cleavage
(Figure 4). Also, the use of MED FASP for sample processing
allows better peptide coverage of transmembrane proteins.
Compared to single tryptic cleavages, digestion LT and LTC
MED FASP-based analyses increased the content of proteins
with predicted transmembrane domains (TMD) by 6 and 10%,
respectively (Table 2). For example, comparing only tryptic
(T) with LTC digestion, the sequence coverages of the major
uptake transporter SLCO1B1 increased from 11.9 to 21.8%,
respectively. Similarly, the coverage of the Multidrug
Resistance Protein - the excretion transporter ABCB1 rose
from 3.1 to 12% (Figure 4).

■ DISCUSSION

Protein quantification has never been an easy task in biology. It
is therefore not surprising that this challenge persists in
proteomics. Although it is a widespread belief that targeted
analysis, using stable isotope peptide standards, is the
proteomic method providing absolute and accurate values,
recent studies revealed weaknesses of this analytical
approach.23,24 It is now clear that protein abundance values
generated by targeted proteomics are not absolute because
they rely on many factors that are difficult to estimate or even
out of control. Inaccuracies in determination of the amounts of

Table 1. Identification of Peptides and Proteins Using Different Proteinases and Their Combinations

sample A sample B

digestion strategy peptides proteins proteins with ≥3 peptides peptides proteins proteins with ≥3 peptides

LysC/trypsina 19835 ± 140 3465 ± 29 2081 ± 22 18585 ± 157 3313 ± 37 1962 ± 24
LysC 16786 ± 455 3624 ± 65 2046 ± 46 16370 ± 47 3582 ± 1 1983 ± 20
LysC+trypsinb 32400 ± 805 4916 ± 57 3150 ± 60 32042 ± 335 4930 ± 5 3106 ± 19
LysC+trypsin+Chymptrypsin3 38687 ± 975 5039 ± 47 3298 ± 53 38156 ± 474 5041 ± 16 3203 ± 55

aSuccessive digestion (one LC-MS/MS run). bconsecutive digestion (2 or 3 LC-MS/MS runs). The values are biased by different data acquisition
time and do not directly demonstrate advantages of multiple digestion. A direct comparison of the analytical depth, of data generated over the same
acquisition time, is shown in Supplemental Table 8.

Figure 3. Correlations between concentrations of the selected
proteins in liver A (A, C, and E) and liver B (B, D, and F). (A and
B) correlation between SIL based and “light channel” TPA data of
tryptic digests. (C and D) correlation between SIL based and TPA
data from SIL and LysC and tryptic digests. (E and F) Correlation
between SIL based and TPA data from SIL and LysC, tryptic and
chymotryptic (TPA (LTC)). ρc, concordance correlation.36
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sample and the spiked-in standard, and uncertainty in the
completeness in cleaving-out of the target peptide are key
sample preparation features affecting the analyses. These
factors are well-known and have been discussed in the past.25,26

To alleviate some of these technical problems, analysis of

several target peptides for a single protein is recommended. In
practice however, it is often difficult to find even one well
behaving peptide. In this study we were able to quantify only
23 of 39 labeled peptides. In a much larger study by Kennedy
et al., 512 standards were used but only 236 contributed to
protein quantification.27 These difficulties can also be related
to the sensitivity of the MS-analysis. To increase chances of
detection of lower abundant proteins in the targeted assays and
to bypass the limitation, analyses are often performed on
isolated subcellular fractions and the measured values are
corrected by scaling to the initial whole tissue sample.
However, unexpected quantitative sample losses and limi-
tations in subcellular tissue fractionation lead to values far away
from accuracy.8,28 SRM analyses using full-length heavy labeled
protein standards may provide more reliable protein
quantification.29 However, it is not a general strategy because

Figure 4. Number of peptides (A and B) and sequence coverage (C and D) of the target proteins. T, tryptic peptides identified in the “light
channel” of the SIL-based analysis. L, LT, and LTC, peptides identified in the Lys C digest, LysC, and tryptic digests, and LysC, tryptic, and
chymotryptic digests obtained by the MED FASP consecutive digestion, respectively. Panels B and D show median values of the data shown in the
panels A and C, respectively.

Table 2. Content of Proteins with Transmembrane
Domains

digestion strategy
total proteins
identified

with predicted
TMD

%
TMDs

LysC/trypsina 4536 738 16.3
LysC 4169 620 14.9
LysC+trypsinb 5611 966 17.2
LysC+trypsin
+Chymptrypsin3

5735 1028 17.9

aSuccessive digestion (one LC-MS/MS run). bconsecutive digestion
(2 or 3 LC-MS/MS runs).
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membrane proteins (more than 20% of the proteins in
eukaryotic cells) are difficult to synthesize and handle.
Given this cloudy perspective of the targeted analyses, label-

and standard-free analyses are powerful alternatives. In this
work, we use TPA to analyze a group of key proteins involved
in transport and metabolism of xenobiotics in human liver. We
made advantage of the unique possibility to compare “a
standard based method” using spike-in peptides with the
“standard free” TPA. The data obtained in both ways show
good to excellent correlation. In particular, data generated by
consecutive digestion by the MED FASP strategy provided
highly reproducible values of protein concentrations.
In the SIL-based analysis performed in this work, protein

titers in the liver samples were assessed from ratios of MS1-
signal abundances of labeled and nonlabeled peptides. This
type of proteomic quantification can be considered as less
reproducible and less sensitive compared to measurements by
multiple or selected reaction monitoring (MRM or SRM)
using isolated MS2 signals. Studies using the latter technology
report for quantitative measurements coefficient variation
values around 0.127,30,31 and sensitivities down to few fmol/
mg when target protein-enrichment strategies are used.32

However, in whole tissue lysates quantification of proteins with
titers below 0.1 pmol/mg is rarely possible.27 Since our MS1−
SIL-based quantification share these properties, we consider it
as a useful approach to validate TPA based quantification.
Targeted proteomics is probably the easiest way to quantify

single or small groups of proteins in complex mixtures and
appear to be well suited for fast and high-throughput
measurements of protein titers for diagnostic purposes.
Compared to this, global approaches are more time-
consuming. Neglecting these demands, the important advant-
age of the global approach compared to analyses using SIL-
peptide standards, is the ability to measure thousands of
proteins in parallel in the sample as well as a possibility to
reuse archival data sets generated in nonrelated scientific
content. For example, the TPA analysis described herein
allowed identification and quantification of, in addition to the
targeted proteins, 243 additional proteins involved in
absorption, distribution, metabolism, and excretion of drugs
(SI Table 5).
As demonstrated with increased reproducibility after three

consecutive digestion steps, the more data the data sets
contain, the more accurate and reproducible the analysis will
be. Of course, this is not only achievable by MED FASP and by
other fractionation methods at the peptide level, but also by
approaches involving very long columns and spectra
acquisition times.33 Alternatively, MS-approaches generating
more data, such as independent data acquisition,34 can further
improve the accuracy in large-scale quantification of proteins.
Notably, an important value of the TPA concept is that for
protein quantification, MS1, as well as MS2 and MS3 outputs
can be used in a TMT-multiplexed analysis.35

■ CONCLUSION
In this work, we demonstrate that consecutive protein
digestion using MED FASP method with two or three
proteinases improves the accuracy of TPA quantification to
similar levels achievable by analysis using stable isotope labeled
peptide standards. The presented data focus on quantification
of transporters and enzymes metabolizing xenobiotics in liver.
However, the conclusions drawn from this study seems to be
general and thus applicable to other groups of proteins.
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