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Abstract: Timely centrifugation of blood for plasma preparation is a key step to ensure high plasma
quality for analytics. Delays during preparation can significantly influence readouts of key clinical
parameters. However, in a routine clinical environment, a strictly controlled timeline is often not
feasible. The next best approach is to control for sample preparation delays by a marker that provides
a readout of the time-dependent degradation of the sample. In this study, we explored the usefulness
of glutathione status as potential marker of plasma preparation delay. As the concentration of
glutathione in erythrocytes is at least two orders of magnitude higher than in plasma, even the
slightest leakage of glutathione from the cells can be readily observed. Over the 3 h observation
period employed in this study, we observed a linear increase of plasma concentrations of both reduced
(GSH) and oxidized glutathione (GSSG). Artificial oxidation of GSH is prevented by rapid alkylation
with N-ethylmaleimide directly in the blood sampling vessel as recently published. The observed
relative leakage of GSH was significantly higher than that of GSSG. A direct comparison with plasma
lactate dehydrogenase activity, a widely employed hemolysis marker, clearly demonstrated the
superiority of our approach for quality control. Moreover, we show that the addition of the thiol
alkylating reagent NEM directly to the blood tubes does not influence downstream analysis of other
clinical parameters. In conclusion, we report that GSH gives an excellent readout of the duration of
plasma preparation and the associated pre-analytical errors.

Keywords: glutathione; blood plasma; pre-analytical error; quality control; redox status; clini-
cal chemistry

1. Introduction

In order to minimize pre-analytical variability, standard operating procedures (SOPs)
for plasma and serum preparation have been continuously re-evaluated and discussed over
the last decades [1]. Reasons for concern are that several factors involved in pre-analytical
processing can be the critical determinants of the quality of obtained results. One such
prominent variable is the pre-centrifugation delay, i.e., the lag time between blood collection
and plasma preparation [2], which is shown to greatly influence the outcome of various
analyses. According to a broad metabolite profiling study conducted by Kamlage et al. [3],
a delay of 2 h at room temperature (RT) prior to plasma preparation significantly affected
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22% of all monitored metabolites. In comparison, inducing hemolysis of grade 1 (passing
the blood through a 25-gauge needle) affected only 18% of all metabolites included in the
study [3]. Prominent changes in the metabolome were also reported by Bernini et al. [4],
who demonstrated that the plasma metabolic profile was highly dependent on the time
between blood collection and plasma preparation. In addition to impacting the metabolome,
delays in plasma (or serum) preparation also affect the proteome. Both serum and plasma
proteome profiles are significantly altered by processing delays [5]. Hsieh et al. showed
that prolonged delays at RT led to a significant increase in the variation (coefficient of
variation (CV) >20%) of 66% of all analytes [5]. While it is desirable to omit delays in plasma
preparation altogether, this is often not feasible in clinical routine operation. To better
assess the effects of prolonged incubation time between blood collection and plasma
preparation, efforts have been made to discover potential indicators of blood processing
delay. Lee et al. (2015) observed that if blood separation was postponed by 48 h, the
plasma content of inorganic phosphate and potassium rose prominently [6]. Similarly, the
same group also suggested a panel of cytokines (L-13, GM-CSF, sCD40L, IL-8, MIP-1«,
and MIP-1§3) as potential indicators of the delay in plasma and serum preparations [7].
A comprehensive review of proposed preparation delay markers was published by Ruiz-
Godoy et al. (2019) [2].

Nevertheless, there is a lack of a standardized, sensitive, stand-alone marker delivering
a clear readout of the delay in plasma processing. Such a marker would have to be stable
and would need to be detectable in plasma already after a 1 or 2 h processing wait, as
those time points were shown to already significantly change analysis results [3,4]. In an
attempt to tackle this conundrum, in the present study, we focused on the influence of
plasma preparation delay on small molecular thiols with a focus on glutathione (GSH).

GSH is one of the most abundant intracellular thiols, and the ratio of GSH to oxidized
glutathione (glutathione disulfide, GSSG) is often used as a readout of tissue oxidative
state [8,9]. Addressing GSH and GSSG in biological fluids represents a challenge in itself, as
GSH is prone to artificial oxidation during sample preparation [9,10]. However, if properly
stabilized with a thiol-blocking (alkylating) agent at the point of sample collection, precise
quantification can be ensured [9-11].

While treatment with alkylating reagents stabilizes the intracellular glutathione [9,10],
the aim of this study was to investigate how a delay in blood separation of alkylated
blood can influence the glutathione status of extracellular fluids, in particular plasma.
To achieve this, we spiked blood collection tubes with N-ethylmaleimide (NEM), a potent
thiol-blocking reagent [11,12], and incubated the blood for up to three hours at room
temperature prior to centrifugation and plasma collection. Every hour (60 min), an aliquot
of blood was taken and spun down to collect plasma, which was then used to monitor the
concentration of GSH and GSSG as well as the GSH/GSSG ratio over time.

2. Materials and Methods
2.1. Study Design

The study was conducted in adherence to the Declaration of Helsinki and was re-
viewed by the ethical committee of the Medical University of Graz, Austria (31-116 ex
18/19, 16 January 2019). Prior to the commencement of any study activities, a written
informed consent from all participants was obtained. The study protocol with the informed
consent is available under https://www.drks.de DRKS-ID: DRKS00024807.

A study subgroup of 20 healthy volunteers (10 female, 10 male) was carefully selected
to reduce biological and metabolic variation. Inclusion criteria were healthy Caucasian
males or females, age from 20 to 30 years (mean 26 + 3 SD), body mass index (BMI)
from 18.5 to 25 kg/ m? (mean 22 + 2 SD), abstinent of drug abuse for >1 year pre-trial,
non-smoker or light smoker (<1 cigarette/week), abstinent or light alcohol consumption
(<7 units/week, 1 unit = 10 mL or 8 g alcohol), overnight fasting (12 h), and training
abstinence (24 h). Exclusion criteria included any acute or chronic diseases, hormonal
contraception, medication with heparin (nonsteroidal or steroidal anti-inflammatory) in
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the last ten days, medication with antihistamines or selective serotonin reuptake inhibitors
in the last four weeks, in vitro fertilization (IVF) treatment or any surgery in the last
three months, any special diet form (e.g., vegan, gluten-free, malabsorption specific diets,
ketogenic, etc.) or any other condition that would interfere with the safety of the participant,
especially known anemia, blood or plasma donation within the last month, pregnancy,
breastfeeding, intention of becoming pregnant or not using adequate contraception, mental
incapacity, unwillingness or language barriers precluding adequate understanding or co-
operation. All samples were collected within 3 weeks. Detailed characteristics of volunteers
can be found in Supplementary Materials, Data 1.

2.2. Sample Collection and Plasma Preparation

Blood was collected in the morning between 8 and 10 a.m. (MESZ) with a 21 G
butterfly needle, while sitting. Venipuncture was performed maximum once per arm.
The tourniquet was released after 1 min, and blood collection was achieved in 4 to 9 min.
Several tubes were collected (e.g., for clinical routine hematology or biobank storage); the
first tube was discarded, and each tube was immediately inverted gently three times.

NEM stabilized sample collection and preparation. Shortly before the blood col-
lection, VACUETTE® (Grainer Bio-One, AT) blood collection tubes were spiked with
N-ethylmaleimide (NEM, 75 mM) dissolved in 100 pL in phosphate saline buffer (PBS)
to a final concentration of 2.5 mM in 3 mL K3;EDTA tubes. After blood collection, tubes
were kept upright at room temperature, and at regular intervals (0, 60, 120, and 180 min),
500 uL of NEM-stabilized blood was transferred from the blood collection container to a
1.5 mL microcentrifuge tube using a 1 mL trimmed pipet tip to minimize cell damage. Mi-
crocentrifuge tubes were then spun down for 10 min at 1300x g according to the standard
operating procedure (SOP) [1] for plasma preparation, and 100 pL of plasma was carefully
transferred to a new microcentrifuge tube and frozen till further analysis.

To analyze whether NEM affects common blood parameters, blood from 20 indi-
viduals was collected in VACUETTE® (Grainer Bio-One, Kremsmiinster, Austria) 8 mL
Lithium Heparin Tubes spiked with either 100 uL of 200 mM NEM in PBS (2.5 mM final
concentration) or 100 uL PBS as vehicle control shortly before sample collection.

2.3. Clinical Routine Hematology

Tubes for clinical routine hematology were transported (10-15 min) in isolated boxes,
the temperature was logged and did not exceed the limits of 20-25 °C. The transport was
within 2.5 h after phlebotomy, and hematology measurement was performed within 4 h at
the Clinical Institute of Medical and Chemical Laboratory Diagnostics, Medical University
of Graz. Tubes from the same volunteer were always handled similarly during transport
and subsequent measurement. Hematological measurements were carried out on Sysmex
Blood counters of XN or XE series (Sysmex Co., Kobe, Japan) by means of flow cytometry.
All molecular analyses were carried out on a COBAS 8000 instrument (Roche Diagnostics,
Rotkreuz, Switzerland) with the following methodologies applied: ions were measured
through indirect potentiometry; alanine and aspartate aminotransferase, as well as glucose,
creatinine, and cholesterol, were addressed spectrophotometrically; troponin T and thyroid-
stimulating hormone via electro-chemiluminescence immunoassay (ECLIA) and C-reactive
protein were measured with an immunological turbidity test.

2.4. Glutathione Measurements

Reduced (GSH) and oxidized glutathione (glutathione disulfide, GSSG) were ad-
dressed using a two-step alkylation protocol followed by liquid-chromatography coupled
to mass spectrometry analysis (LC-MS/MS) as previously described [9] with a difference
that the measurement was carried out on a TSQ Access Max triple quadrupole (Thermo Sci-
entific, Waltham, MA, USA) operating in positive SRM mode. TSQ parameters were as
follows: spray voltage 3000 V, capillary temperature 240 °C, vaporizer temperature 300 °C,
and sheath gas, ion sweep gas, and aux gas pressures were 35, 0, and 5 units, respectively.
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Tube lens offset was set to 48 for the lower molar masses and skimmer offset was set to 0.
The transitions with their corresponding collision energies are listed in Table 1.

Table 1. Multiple reaction monitoring (MRM) table of transitions for glutathione and glutathione
derivatives. Transitions highlighted in bold and italic were used for quantitation.

Metabolite Parent Ion Product Ion Collision Energy
GSH 308 179 19
GSH-NEM
(Transition 1) 433.16 201 22
GSH-NEM
(Transition 2) 433.16 304 15
GSH-d5-NEM
(Transition 1) 438.16 206 22
GSH-d5-NEM
(Transition 2) 438.16 309 15
13 C 3,
15N-GSH-d5-NEM 441.16 206 22
(IS)
GSSG 613.2 355.3 10

2.5. Lactate Dehydrogenase (LDH) Activity Assay

The LDH activity of 14 plasma samples prepared after the indicated time delay (0, 60,
120, or 180 min after the blood collection) was addressed spectrophotometrically using
a Lactate Dehydrogenase Activity Assay Kit (MAKO066, Sigma Aldrich, St. Louis, MO,
USA) according to the manufacturer’s instructions. Briefly, for each well, 25 uL of plasma
was mixed with 25 pL of assay buffer and added to 50 pL of reaction mix (consisting of
substrate mix diluted in the assay buffer). On each microtiter plate, duplicates of 3 pL
of positive control were included. After the initial read, the plate was read continuously
every five minutes for the total length of 20 min. Absorption values obtained after 10
min of incubation (per each time point) were all in the linear range and were selected for
quantification.

2.6. Statistical Analysis

Data visualization and statistical analysis were performed with Microsoft Excel and
R [13] (v4.0.2, packages plyr, stringr, readxl, ggplot2, dendsort, pheatmap, cellWise, Metabo-
analyst R) [14,15]. The statistical significance of GSH or LDH activity was tested by apply-
ing one-way ANOVA or Student t-tests with a p-value of 0.05 as the significance threshold.
If not stated otherwise, values are displayed as mean values + standard error of mean
(SEM).

For the analysis of NEM influence on clinical parameters, data distribution and scedas-
ticity were investigated with Kolmogorov-Smirnov test and Brown—Forsythe Levene-type
test, respectively, and multiple test adjustment by Benjamini-Hochberg (BH) (Supplemen-
tary Materials, Data 1). From the 26 parameters, three had to be excluded because the
data behaved categorically (Baso, Eos, Mono; for abbreviations, see Table 2), and two
had to be excluded due to too many missing values (below detection limit, CRP, TNTHS).
All remaining 21 numeric parameters were found to be sufficiently normally distributed
and homoscedastic for further statistical analysis without transformation.
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Table 2. Detailed list of blood parameters from blood with PBS or NEM addition (mean + SD). CVy, represents the mean of
all standard deviations obtained per volunteer divided by the mean value of the given blood parameter. The transport

occurred within 2.5 h after phlebotomy, and hematology measurement was performed within 4 h. Parameters that were not

part of the statistical analysis are highlighted in italic.

Ref R Unit
Abbreviation  Full Name 1(\;[,;;; (I\I:I[E;j[l) CVyw (%) cretence Tange m
Male Female
Ery erythrocytes 47404 46+04 2.1 45-59 4.1-5.1 1012/1
Leu leucocytes 51+1.3 50+1.2 2.6 44-11.3 10%/L
Lym lymphocytes 1.8+05 1.7+0.6 3.1 1-4.8 10°/L
Mono monocytes 03+0.1 03+0.1 0.2-1.0 10%/L
Eos eosinophils 0.2+0.2 0.2+0.2 0-0.7 109/L
Baso basophils 0.0 £0.0 0.0£0.0 0-0.2 10%/L
Neutro neutrophils 2.8+ 0.8 26+1.0 2.8 1.8-7.7 10%/L
Thromb platelets 210 + 45 195 £+ 41 5.5 140-440 10°/L
alanine
ALT amino 185+78 16.1 £ 6.7 11.7 0-45 0-35 U/L
transferase
aspartate
AST amino 185 +5.9 19.0 £5.7 5.7 0-35 0-30 U/L
transferase
Crea creatinine 094+0.2 0.8+£0.2 2.3 0-1.2 0-1 mg/dL
Cl chloride ions 103 £2 103 £2 0.4 95-110 mmol/L
K potassium 40+03 41+03 2.6 3.5-5.0 mmol/L
ions
Na sodium ions 140 £ 2 140 £ 2 0.2 135 145 mmol/L
Chol cholesterol 156 £ 30 154 £ 30 1.1 0-200 mg/dL
Glc glucose 92.7 £5.6 91.8 +£55 0.8 70-100 mg/dL
Hb hemoglobin 138+ 1.4 134+13 2.1 13-17.5 12-15.3 g/dL
HCT hematocrit 39.8 +£3.2 38.8 +3.2 1.8 40-50 35-45 %
mean cell
MCH hemoglobin 293+ 1.1 293+ 1.1 0.5 28-33 o4
mean
corpuscular
MCHC hemoglobin 345+ 1.0 344 4+1.0 0.5 33-36 g/dL
concentra-
tion
mean
MCV corpuscular 84.7 £ 2.6 85.1+25 0.3 80-98 fL.
volume
mpy  meanplatelet 5608 106409 29 7-13 fL
volume
Red blood
RDWCV _ cell 12.8 £ 05 125405 1.9 11-16 %
distribution
width
thyroid -
TSHL stimulating 24+1.0 23+1.0 1.1 0.10-4.00 pU/mL

hormone
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Principal component analysis allowing for missing values and cellwise and row-wise
outliers (R function MacroPCA) was performed centered and scaled to unit variance [16].
The number of components was set to cumulatively retain 80% of explained variance,
here it was six. Orthogonal projections to latent structures discriminant analysis (OPLS-
DA) was performed centered and scaled to unit variance (R function Normalization with
scaleNorm = “AutoNorm” and R function OPLSR.Anal) with a standard seven-fold cross-
validation for the classification factor gender or NEM. Model stability was additionally
verified with 1000 random label permutations. Detailed model results of MacroPCA and
OPLS-DA, including scores, loadings, and S plot values, are given in Supplementary
Materials, Data 1. Hierarchical clustering analysis was performed centered and scaled
to unit variance (R function scale) per parameter. The dendrograms were clustered by
Lance-Williams dissimilarity update with complete linkage (R function dist and hclust)
and sorted (R function dendsort) at every merging point according to the average distance
of subtrees and plotted at the corresponding heat maps (R function pheatmap).

3. Results
3.1. Glutathione Content in Plasma Increased with the Delay in Plasma Preparation

GSH is one of the most abundant intracellular antioxidants, with especially high
concentration levels in red blood cells (in the range of 1.2-1.5 mM) [9,17]. As the concen-
tration of GSH in the blood cells is orders of magnitude higher than its concentration in
physiological fluids such as plasma or serum [8,9], even a slight “leakage” of glutathione
from the blood cells can lead to a prominent increase in the GSH content of the liquid
blood components. We detected a significant and strong increase of both GSH as well
as GSSG in plasma by approximately 3.5 and 1.9 folds, respectively (Figure 1A), after a
delay of plasma preparation at RT for up to 3 h. The increase in GSH content in plasma
was continuously higher than the increase in GSSG, so that the GSH/GSSG ratio also rose
steadily over time (Figure 1A). This increase of GSH plasma concentration was highly sig-
nificant already after 1 h of preparation delay (paired Student’s t-test p-value = 2.34 x 1075,
Figure 1A, left panel). The same was true, although to a lesser extent, for GSSG content
and GSH/GSSG ratio (paired Student’s t-test p-value (0 versus 60 min) for GSSG and
GSH/GSSG: 1.24 x 1072 and 1.73 x 107%, respectively).

3.2. Increase in Glutathione Was Accompanied by Higher Lactate Dehydrogenase Activity of
the Plasma

To be able to discriminate reduced glutathione leakage from active oxidized glu-
tathione (GSSG) export by erythrocytes, we employed our recently published derivatization
method based on stable-isotope-labeled N-ethylmaleimide [9]. This approach also prevents
GSH loss due to oxidation. We hypothesized that the observed increase in glutathione
content after the delays could indicate increased cellular damage. To test this hypothesis,
we carried out a lactate dehydrogenase (LDH) assay, a common test for cells undergo-
ing necrosis, apoptosis, and disruption of cellular membranes, resulting in the release of
LDH [18]. Thus, in our setting, an increase in LDH in plasma could indicate leakage from
blood cells. Comparing LDH activity of plasma prepared minutes after blood collection
(0 min time point) to plasma collected after a delay of 3 h (180 min time point; in a pairwise
manner, i.e., per volunteer), LDH activity of plasma was significantly higher (Student ¢-test
p-value = 0.02) at the later time point (Figure 1B, left panel). However, pairwise comparison
of individual GSH concentrations to LDH activities reveals higher significance of the GSH
concentration (paired Student’s t-test p-value = 1.03 x 10”), indicating far better sensitivity
of GSH concentration as a marker of prolonged blood incubation time prior to plasma
preparation (Figure 1B, right panel).
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Figure 1. Concentrations of both GSH and GSSG increase over preparation delay time in plasma
most likely due to hemolysis. (A) Absolute GSH concentration (left), GSSG concentration (middle),
and GSH/GSSG ratio (right) content in the plasma of 20 volunteers after their blood was incubated
for 0, 60, 120, and 180 min prior to plasma preparation. Points represent mean values (n = 19 or
20) + S.E.M on which linear regression was applied. (B) Lactate dehydrogenase activity assay
(left panel, n = 14) suggests an increase in LDH activity in plasma over time (after 3 h of incubation at
RT, *: p-value < 0.05). In comparison, GSH concentration increased with a steeper slope over time,
and the difference of the start and endpoint was considerably larger as reflected by the lower p-value
(right panel, 1 = 20, ****: p-value < 107%).

3.3. Common Blood Parameters Were Not Affected by NEM-Spiked Tubes

As glutathione needs to be protected from artificial oxidation immediately upon
sample collection [9,10], we next tested whether the addition of NEM directly to the
blood tubes prior to blood collection would interfere with common downstream clinical
applications. For that purpose, we compared clinical routine parameters covering hema-
tology, electrolytes, and a number of biochemical compounds from blood collected to
either NEM-containing (2.5 mM final concentration) or NEM-free (control; PBS used as a
vehicle) Li-heparin blood collection tubes (Figures 2 and 3; Table 2; and Supplementary
Materials, Data 1).

Comparison of the cell counts for Baso, Eos, and Mono (for abbreviations see Table 2)
was only qualitatively possible due to the categoric nature of the data. Most results were
equal, if differences were found, these were within the expected measurement precision.
The disease markers CRP and TNTHS were low as expected, confirming the excellent
health status of the included volunteers. The values were often below the limit of detection
leading to too many missing values for statistical analysis. Thus, from the 26 assessed
clinical parameters, a total of 21 were available for statistical analysis.
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Figure 2. Addition of NEM to the blood tubes does not influence common clinical blood parameters. (A) The unsupervised
PCA scores plot shows the very high similarity of all 21 clinical parameters for each of the 20 volunteers (connected by the
gray line) when measured from tubes spiked with PBS (circles) or with NEM (diamonds). Samples are colored according to
gender (female red, male blue), showing the expected strong group separation. (B) OPLS-DA scores plot reconfirm the PCA
findings that clinical parameters significantly differ between gender, while (C) the addition of NEM to PBS has no significant
impact ((A,C) values in Supplementary Materials, Data 1). (D) Heatmaps with hierarchical clustering show the similarity of
obtained values between tubes with PBS or NEM, always clustering both samples from the same volunteer together.

We first employed the unsupervised multivariate method MacroPCA [16] to gain
unbiased insight into the main driving factors. The scores plot shows that samples with
NEM or PBS from the same volunteer were very near, hence very similar to each other
(Figure 2A). Biological differences between females and males (factor gender) are well
known and functioned here as a positive control. The gender differences are well visible
in the scores plot by a strong group separation along the first component (x-axis), which
reflects 45% of the variability in the dataset. Hierarchical clustering confirmed the dominant
similarity between tubes from the same volunteer by always clustering these beside each
other (Figure 2D). Overall, samples were almost perfectly clustered by gender, emphasizing
that gender differences are much larger than minor deviations between tubes from the
same volunteer. OPLS-DA confirmed that gender differences in clinical parameters are
highly significant (Figure 2B) with a Q2 of 93% far above the cutoff, Q2 > 50%, while no
significant differences were found between PBS- or NEM-spiked tubes (Figure 2C) with a
Q2 of around 0%.

In addition, we performed a direct comparison by linear correlation. Values from NEM
and PBS tubes correlated, in general, very well with each other for both genders (Figure 3).
As expected, males had, in general, much higher red blood cell-related values (Ery, Hb,
HCT, MCHC, MCV) and higher creatinine (crea) as a result of their higher muscle mass.
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Figure 3. Direct comparison of clinical parameters measured from NEM- or PBS-spiked tubes.
The linear correlation was calculated separately per gender, R? values are given in blue for males and
red for females, the corresponding transparent stripes mark the 95% confidence intervals.

Furthermore, the majority of the parameters displayed a low mean within-subject
coefficient of variation (CVy) of below 5% (Table 2). Among the parameters with a CVy,
higher than 5% were alanine and aspartate aminotransferase (ALT and AST, CV,, =11.7
and 5.7%, respectively), platelets (CV,, = 5.47%), and troponin (CV, = 17.6%). A detailed
list of the individual values of all measured parameters can be found in Supplementary
Materials, Data 1.

4. Discussion

Delay between blood collection and plasma preparation can introduce variability into
consequent downstream analysis of the plasma metabolome [3,4] as well as proteome [5].
SOPs for plasma preparation suggest that blood centrifugation should be carried out within
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4 h upon blood collection [19], a time period that was shown to be sufficient to shift plasma
metabolomic signatures [4]. Nevertheless, the majority of studies investigating potential
markers of the pre-analytical delay focused mainly on molecules that increase in plasma
after or at the indicated 4 h mark [2], which, for many downstream analyses, might already
be detrimental.

In contrast, here, we report NEM-stabilized GSH as potential early markers of plasma
preparation delay. Adding NEM to phlebotomy tubes can easily be implemented during
the manufacturing process by mixing NEM with anticoagulants before spray drying.
Moreover, the reagent cost would be negligible—below EUR 0.02 per 7 mL tube. In contrast
to unmodified GSH concentration, which would undergo a time-dependent decline due to
oxidation, NEM-stabilized GSH accumulates in plasma over time. GSH concentration rose
significantly already after 1 h of blood incubation at RT prior to centrifugation (0 versus
60 min time point paired Student t-test p-value of 1.16 x 10°). Over the monitored
period of 3 h, we observed that both GSH and GSSG content in plasma increased linearly
(R? = 0.98 and 0.96, respectively, Figure 1A) with longer centrifugation delay. However, as
GSH increased faster than GSSG, this also led to a significant increase of the GSH/GSSG
ratio in plasma. Therefore, both GSH and GSSG as well as the GSH/GSSG ratio constitute
reliable indicators of delay prior to plasma preparation.

One potential reason for the observed increase in glutathione content in plasma could
be time-dependent blood cell damage. It is known that incubation of blood in EDTA tubes
at RT for a period of 24 h leads to approximately 2% hemolysis [20], which, given the
drastically higher GSH content of blood cells compared to the cell-free blood fraction, could
be more than enough to cause a noticeable rise of GSH content in plasma already within
the first hours of blood collection. In support of this hypothesis, an LDH activity assay
demonstrated that 3 h of blood incubation indeed resulted in increased cellular damage
(Figure 1B, left panel). However, the time-dependent rise in LDH activity was significant
only at the three-hour time point when tested in a pairwise manner (Student t-test p-value
0 vs. 180 min (LDH activity) = 0.02, Figure 1B), rendering it a far less sensitive marker than
GSH (Student t-test p-value 0 vs. 180 min 1.03 x 10, Figure 1B).

Already, 0.3% of hemolyzed red blood cells result in a notable red coloring of blood-
derived products due to hemoglobin release [21]. We did not observe any red coloring in
plasma samples after 3 h RT incubation, but the increase in GSH corresponds to a release
of ~4.3% of total erythrocyte GSH (at 0.42 erythrocyte volume fraction, 1.2 mmol/L GSH
concentration). Therefore, we conclude, that processes apart from hemolysis also play a
role in GSH release from the blood cells. While we cannot rule out lysis of non-erythrocyte
cells as a source of GSH, multidrug-resistance-associated proteins have been reported to
transport GSH across intact cellular membranes and could be a potential explanation for
GSH increase in plasma [22].

The GSH concentrations in our cohort of 20 healthy volunteers were all found to be
within a narrow range at any time point tested, making GSH a highly promising marker
for plasma quality control. However, GSH levels of a larger and more diverse cohort,
especially including patients with diseases known to perturb redox status, are required to
define general applicable boundaries.

The second goal of this study was the incorporation of cysteine quenchers into the
clinical routine, which would also enable precise redox status measurements. Clearly, the
addition of NEM has to be considered when performing total antioxidant capacity assays
as the results will not represent the major fraction of free thiols [23]. However, NEMylated
thiols can simply be quantified by mass spectrometry, which adds an additional layer of
information, and stabilization of thiols prevents systematic errors introduced by inevitable
oxidation during plasma preparation [11]. In contrast, to measure total GSH after reduction
of plasma, the selective measurement of NEM-stabilized free GSH avoids mixing of GSH
from different pools such as mixed thiols and oxidized serum albumin. This not only
simplifies data analysis but also ensures minimal starting GSH concentration and optimal
assay sensitivity.
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We also investigated whether spiking standard blood tubes with 2.5 mM NEM would
show any influence on the most common routinely used blood parameters. The results from
NEM-spiked tubes were found to be very similar to those of PBS-spiked tubes (as vehicle
control) with several different statistical methods. The unsupervised methods MacroPCA
and hierarchical clustering found a very high similarity of values from PBS and NEM
tubes, while the expected large difference between males and females was as well detected
(Figure 2). The significance was accordingly confirmed with the supervised machine
learning method OPLS-DA. When directly comparing values from NEM to PBS tubes, a
clear linear correlation existed with mostly high R? > 0.9 (Figure 3). Lower R? (0.58-0.8,
e.g., in Na, Cl, K, MPV) can be rather attributed to the instrument’s precision and small
range of values. The majority of the tested parameters (Table 2) showed very low paired
coefficients of variation with most CVy, < 5%. The few exceptions were ALT (CVy =11.7%),
AST (CVy, = 5.7%), and platelets (CVy = 5.5%), which all showed R? > 0.8. All of the listed
CV,, values are in accordance with the previously published within-subject, biological
variance range for each of the parameters. For example, according to the currently available
databases on biological variation (BV) (version from 1999 [24] and 2014 update [25]), as well
as more recent systematic review [26], the reported CV,, range for ALT is 11.1-58%, and
3.0-24% [25] or 32.3% for AST [26]. Regarding the platelets, the study from 2018 by Coskun
et al. reported a mean CV,, value of 7.2% for platelets [27]. Values in this study were
obtained from 30 individuals and corroborated the proposed CV,, ranges from the BV
databases [24,25]. Altogether our results find no influence of NEM on the tested routine
blood parameters.

5. Conclusions

As a result of this study, we propose that GSH, GSSG, or the ratio of GSH/GSSG could
be used as highly sensitive potential biomarkers for a centrifugation delay prior to plasma
preparation. Plasma samples with a conspicuously high level of GSH could, therefore, be
flagged, and other degradation-sensitive clinical parameters could then be evaluated in the
light of a prolonged waiting period until preparation. The study workflow and the results
are summarized in Figure 4.

collect measure
plasma GSH & GSSG

120min

180min |

Figure 4. Summary of the workflow and the obtained results. Blood from 20 healthy volunteers was
collected in pre-NEMylated blood collection tubes (2.5 mM final NEM concentration). At regular
intervals (0, 60, 120, and 180 min), an aliquot of collected blood from each volunteer was spun down
to collect the plasma, which was then used for further analysis and revealed an increase in GSH
concentration in a time-dependent manner.

In addition, we provide information regarding the rate of sample degradation of blood
samples kept for up to three hours at RT. Lastly, in an attempt to aid the implementation of
cysteine quenchers such as NEM into the standard clinical routine for precise downstream
redox analyses, we demonstrate that addition of NEM to the blood tubes does not influence
common routine clinical parameters. Overall, this study provides guidelines on how to
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6. Patents

PCT/EP2019/072916
EP19758741.3

Supplementary Materials: The following are available online at https://www.mdpi.com/article/10
.3390/antiox10060864 /s1, Supplementary Material, Data 1: Volunteer and clinical data, GSH, GSSG,
LDH measurements, statistical results.

Author Contributions: Conceptualization, T.T., N.B., R.B.-G., and M.S. (Matthias Schittmayer).;
methodology, T.T., N.B. and M.S. (Matthias Schittmayer); software, T.T., N.B., and M.S. (Maxi-
milian Schinagl); validation, T.T., N.B., E.Z., and A.A.-B.; formal analysis, T.T., N.B., and M.S.
(Matthias Schittmayer); investigation, T.T. and A.A.-B.; resources, N.B. and R.B.-G.; data curation,
T.T., N.B., and E.Z.; writing—original draft preparation, T.T., N.B., and M.S. (Matthias Schittmayer).;
writing—review and editing, T.T., N.B., R.B.-G., and M.S. (Matthias Schittmayer).; visualization, M.S.
(Maximilian Schinagl) and N.B.; supervision, N.B., R.B.-G. and M.S. (Matthias Schittmayer); project
administration, M.S. (Matthias Schittmayer); funding acquisition, N.B., T.T. and R.B.-G. All authors
have read and agreed to the published version of the manuscript.

Funding: This work was supported by the Austrian Science fund (FWF) (P26074, J3983, KLI425,
KLI645, Doctoral school “DK Metabolic and Cardiovascular disease” (W1226), SFB “Lipid hydrolysis”
(F73) to R.B.G); the Austrian ministry of Science, Research, and Economy (Omics Center Graz Project
to R.B.G.); the Austrian Herzfonds (201901 to T.T.); the Medical University of Graz and TU Wien.
Part of this work was carried out with the Competence Center CBmed, funded by the Austrian
Federal Government within the COMET K1 Center Program, Land Steiermark and Land Wien, and
the Shimadzu Corporation, Kyoto, Japan. The funders had no role in study design, data collection
and analysis, decision to publish, or preparation of the manuscript.

Institutional Review Board Statement: The study was conducted in adherence to the Declaration
of Helsinki and was reviewed by the ethical committee of the Medical University of Graz, Austria
(31-116 ex 18/19, 16.01.2019).

Informed Consent Statement: Prior to the commencement of any study activities, written informed
consent from all participants was obtained.

Data Availability Statement: The authors confirm that the data supporting the findings of this study
are available within the article and its Supplementary Materials.

Acknowledgments: Open Access Funding by the Austrian Science Fund (FWF). We thank Rasa
Vitonyte, Eva Svehlikova, Sigrid Deller, Elisabeth Langmann, Robert Stefan Lipp, Amar Alikadic,
Jehona Qerimi-Hyseni, Ines Mursic, Andrea Halsegger, Michael Wolf, Martina Urschitz, Ana Semonik,
Martina Brunner, Rene Peter Engel, Beatrix Stroisnik, Georg Wiesnegger, Sven Miedler, Annemarie
Marold, Julia Matejka, Franziska Vogl, Martin Saxinger, Selina Kofler, Martina Tomberger, and Jessica
Schweiger for their excellent support of the observational study. We thank Shimadzu Corporation,
Kyoto, Japan, for their excellent scientific cooperation. The samples/data used for this project have
been provided by Biobank Graz, Austria.

Conflicts of Interest: The authors declare no conflict of interest. The authors N.B., A.A.-B. and E.Z.
were employed at companies as stated in the affiliations.

1. Tuck, MK,; Chan, D.W,; Chia, D.; Godwin, A.K.; Grizzle, W.E.; Krueger, K.E.; Rom, W.; Sanda, M.; Sorbara, L.; Stass, S.; et al.
Standard Operating Procedures for Serum and Plasma Collection: Early Detection Research Network Consensus Statement
Standard Operating Procedure Integration Working Group. J. Proteome Res. 2009, 8, 113-117. [CrossRef]

2. Ruiz-Godoy, L.M.; Enriquez-Cércamo, V.; Suarez-Roa, L.; Lopez-Castro, M.L.; Santamaria, A.; Orozco-Morales, M.; Colin-
Gonzalez, A.L. Identification of Specific Pre-analytical Quality Control Markers in Plasma and Serum Samples. Anal. Methods
2019, 11, 2259-2271. [CrossRef]


https://www.mdpi.com/article/10.3390/antiox10060864/s1
https://www.mdpi.com/article/10.3390/antiox10060864/s1
http://doi.org/10.1021/pr800545q
http://doi.org/10.1039/C9AY00131J

Antioxidants 2021, 10, 864 13 of 13

10.

11.

12.

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

26.

27.

Kamlage, B.; Maldonado, S.G.; Bethan, B.; Peter, E.; Schmitz, O.; Liebenberg, V.; Schatz, P. Quality Markers Addressing
Preanalytical Variations of Blood and Plasma Processing Identified by Broad and Targeted Metabolite Profiling. Clin. Chem. 2014,
60, 399-412. [CrossRef] [PubMed]

Bernini, P,; Bertini, I.; Luchinat, C.; Nincheri, P.; Staderini, S.; Turano, P. Standard Operating Procedures for Pre-analytical
Handling of Blood and Urine for Metabolomic Studies and Biobanks. J. Biomol. NMR 2011, 49, 231-243. [CrossRef] [PubMed]
Hsieh, S.-Y.; Chen, R.-K,; Pan, Y.-H.; Lee, H.-L. Systematical Evaluation of the Effects of Sample Collection Procedures on
Low-molecular-weight Serum/Plasma Proteome Profiling. Proteomics 2006, 6, 3189-3198. [CrossRef] [PubMed]

Lee, J.-E.; Hong, M.; Park, S.-K,; Yu, J.-I.; Wang, ].-S.; Shin, H.; Kim, J.-W.; Han, B.-G.; Shin, S.-Y. Inorganic Phosphorus and
Potassium Are Putative Indicators of Delayed Separation of Whole Blood. Osong Public Heal. Res. Perspect. 2016, 7, 90-95.
[CrossRef]

Lee, J.-E.; Kim, J.-W.; Han, B.-G.; Shin, S.-Y. Impact of Whole-Blood Processing Conditions on Plasma and Serum Concentrations
of Cytokines. Biopreservation Biobanking 2016, 14, 51-55. [CrossRef] [PubMed]

Giustarini, D.; Colombo, G.; Garavaglia, M.L.; Astori, E.; Portinaro, N.M.; Reggiani, F; Badalamenti, S.; Aloisi, A.M.; Santucci, A;
Rossi, R.; et al. Assessment of Glutathione/Glutathione Disulphide Ratio and S-glutathionylated Proteins in Human Blood, Solid
Tissues, and Cultured Cells. Free Radic. Biol. Med. 2017, 112, 360-375. [CrossRef] [PubMed]

Tomin, T.; Schittmayer, M.; Birner-Gruenberger, R. Addressing Glutathione Redox Status in Clinical Samples by Two-Step
Alkylation with N-ethylmaleimide Isotopologues. Metabolites 2020, 10, 71. [CrossRef]

Giustarini, D.; Galvagni, F; Orlandini, M.; Fanti, P.; Rossi, R. Immediate Stabilization of Human Blood for Delayed Quantification
of Endogenous Thiols and Disulfides. J. Chromatogr. B 2016, 1019, 51-58. [CrossRef]

Sutton, T.; Minnion, M.; Barbarino, E; Koster, G.; Fernandez, B.; Cumpstey, A.; Wischmann, P.; Madhani, M.; Frenneaux, M.; Postle,
A.; etal. A Robust and Versatile Mass Spectrometry Platform for Comprehensive Assessment of the Thiol Redox Metabolome.
Redox Biol. 2018, 16, 359-380. [CrossRef]

Paulech, J.; Solis, N.; Cordwell, S. Characterization of Reaction Conditions Providing Rapid and Specific Cysteine Alkylation for
Peptide-based Mass Spectrometry. Biochim. Biophys. Acta Proteins Proteom. 2013, 1834, 372-379. [CrossRef]

R Core Team. R: A Language and Environment for Statistical Computing; R Foundation for Statistical Computing: Vienna, Austria,
2020.

Raymaekers, J.; Rousseeuw, P. cellWise: Analyzing Data with Cellwise Outliers, R Package Version 2.2.3. 2020. Available online:
https:/ /CRAN.R-project.org/package=cellWise (accessed on 19 May 2021).

Chong, J.; Xia, ]. MetaboAnalystR: An R Package for Flexible and Reproducible Analysis of Metabolomics Data. Bioinformatics
2018, 34, 4313-4314. [CrossRef]

Hubert, M.; Rousseeuw, PJ.; Bossche, W.V.D. MacroPCA: An All-in-One PCA Method Allowing for Missing Values as Well as
Cellwise and Rowwise Outliers. Technometrics 2019, 61, 459-473. [CrossRef]

Erve, T.J.V.T.; Wagner, B.A.; Ryckman, K K; Raife, T.].; Buettner, G.R. The Concentration of Glutathione in Human Erythrocytes is
a Heritable Trait. Free Radic. Biol. Med. 2013, 65, 742-749. [CrossRef]

Kumar, P.; Nagarajan, A.; Uchil, P.D. Analysis of Cell Viability by the Lactate Dehydrogenase Assay. Cold Spring Harb. Protoc.
2018, 2018. [CrossRef] [PubMed]

Greening, D.W.; Simpson, R.J. Serum/Plasma Proteomics; Springer: New York, NY, USA, 2017.

Makhro, A.; Huisjes, R.; Verhagen, L.P.; Manu-Pereira, M.D.M.; Llaudet-Planas, E.; Petkova-Kirova, P.; Wang, J.; Eichler, H.;
Bogdanova, A.; Van Wijk, R.; et al. Red Cell Properties after Different Modes of Blood Transportation. Front. Physiol. 2016, 7, 288.
[CrossRef] [PubMed]

Ni, J.; Zhu, W.; Wang, Y.; Wei, X; Li, J.; Peng, L.; Zhang, K.; Bai, B. A Reference Chart for Clinical Biochemical Tests of Hemolyzed
Serum Samples. |. Clin. Lab. Anal. 2021, 35, 23561. [CrossRef]

Ballatori, N.; Krance, S.M.; Marchan, R.; Hammond, C.L. Plasma Membrane Glutathione Transporters and Their Roles in Cell
Physiology and Pathophysiology. Mol. Asp. Med. 2009, 30, 13-28. [CrossRef]

Prenesti, E.; Berto, S.; Gosmaro, F.; Bagnati, M.; Bellomo, G. Biomolecules Responsible for the Total Antioxidant Capacity (TAC)
of Human Plasma in Healthy and Cardiopathic Individuals: A Chemical Speciation Model. Antioxidants 2021, 10, 656. [CrossRef]
[PubMed]

Ricés, V.A.C. Current Databases on Biological Variation: Pros, Cons and Progress. Scand. J. Clin. Lab. Investig. 1999, 59, 491-500.
[CrossRef]

Perich, C.; Minchinela, J.; Ricds, C.; Fernandez-Calle, P.; Alvarez, V.; Doménech, M.V.; Simoén, M.; Biosca, C.; Boned, B.; Garcia-
Lario, J.V,; et al. Biological Variation Database: Structure and Criteria Used for Generation and Update. Clin. Chem. Lab. Med.
2015, 53, 299-305. [CrossRef] [PubMed]

Carobene, A.; Braga, F.; Roraas, T.; Sandberg, S.; Bartlett, W.A. A Systematic Review of Data on Biological Variation for Alanine
Aminotransferase, Aspartate Aminotransferase and y-glutamyl Transferase. Clin. Chem. Lab. Med. 2013, 51, 1997-2007. [CrossRef]
[PubMed]

Coskun, A.; Carobene, A ; Kilercik, M.; Serteser, M.; Sandberg, S.; Aarsand, A K.; Fernandez-Calle, P.; Jonker, N.; Bartlett, W.A ;
Diaz-Garzoén, J.; et al. Within-subject and between-subject Biological Variation Estimates of 21 Hematological Parameters in 30
Healthy Subjects. Clin. Chem. Lab. Med. 2018, 56, 1309-1318. [CrossRef] [PubMed]


http://doi.org/10.1373/clinchem.2013.211979
http://www.ncbi.nlm.nih.gov/pubmed/24305685
http://doi.org/10.1007/s10858-011-9489-1
http://www.ncbi.nlm.nih.gov/pubmed/21380509
http://doi.org/10.1002/pmic.200500535
http://www.ncbi.nlm.nih.gov/pubmed/16586434
http://doi.org/10.1016/j.phrp.2015.11.003
http://doi.org/10.1089/bio.2015.0059
http://www.ncbi.nlm.nih.gov/pubmed/26808439
http://doi.org/10.1016/j.freeradbiomed.2017.08.008
http://www.ncbi.nlm.nih.gov/pubmed/28807817
http://doi.org/10.3390/metabo10020071
http://doi.org/10.1016/j.jchromb.2016.02.009
http://doi.org/10.1016/j.redox.2018.02.012
http://doi.org/10.1016/j.bbapap.2012.08.002
https://CRAN.R-project.org/package=cellWise
http://doi.org/10.1093/bioinformatics/bty528
http://doi.org/10.1080/00401706.2018.1562989
http://doi.org/10.1016/j.freeradbiomed.2013.08.002
http://doi.org/10.1101/pdb.prot095497
http://www.ncbi.nlm.nih.gov/pubmed/29858337
http://doi.org/10.3389/fphys.2016.00288
http://www.ncbi.nlm.nih.gov/pubmed/27471472
http://doi.org/10.1002/jcla.23561
http://doi.org/10.1016/j.mam.2008.08.004
http://doi.org/10.3390/antiox10050656
http://www.ncbi.nlm.nih.gov/pubmed/33922717
http://doi.org/10.1080/00365519950185229
http://doi.org/10.1515/cclm-2014-0739
http://www.ncbi.nlm.nih.gov/pubmed/25415636
http://doi.org/10.1515/cclm-2013-0096
http://www.ncbi.nlm.nih.gov/pubmed/24072574
http://doi.org/10.1515/cclm-2017-1155
http://www.ncbi.nlm.nih.gov/pubmed/29605821

	Introduction 
	Materials and Methods 
	Study Design 
	Sample Collection and Plasma Preparation 
	Clinical Routine Hematology 
	Glutathione Measurements 
	Lactate Dehydrogenase (LDH) Activity Assay 
	Statistical Analysis 

	Results 
	Glutathione Content in Plasma Increased with the Delay in Plasma Preparation 
	Increase in Glutathione Was Accompanied by Higher Lactate Dehydrogenase Activity of the Plasma 
	Common Blood Parameters Were Not Affected by NEM-Spiked Tubes 

	Discussion 
	Conclusions 
	Patents 
	References

