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metabolomics to study changes in metabolism during 
development, aging, or different disease models (Castro et 
al., 2013; Hastings et al., 2019; Helmer et al., 2021; Pon-
toizeau et al., 2014; Van Assche et al., 2015). Metabolomics 
is defined as the systematic measurement and (semi)quanti-
fication of metabolites in an organism, biofluid, ecosystem 
or others at a defined state and time point. The metabolome 
covers a wide range of metabolites with different polari-
ties, molecular weights, and concentrations, many of which 
are still unknown (Artyukhin et al., 2018). Until now most 
metabolomics analyses are performed using reversed-
phase liquid chromatography coupled to mass spectrometry 
(RPLC-MS), which is missing much of the polar fraction of 
the metabolome (Harrieder et al., 2022). Hydrophilic liquid 
interaction chromatography (HILIC) can be employed for 
the separation of hydrophilic metabolites, but often suffers 
from long analysis time and low efficiency if not optimized 

1 Introduction

The soil dwelling nematode Caenorhabditis elegans (C. ele-
gans) is one of the premier model organisms for biomedical 
research introduced in 1973 by Sidney Brenner (Brenner, 
2003). Recently, C. elegans scientists gained interest in 

  Michael Witting
michael.witting@helmholtz-muenchen.de

1 Research Unit Analytical BioGeoChemistry, Helmholtz 
Zentrum München, Neuherberg, Germany

2 Chair of Analytical Food Chemistry, TUM School of 
Life Sciences, Technical University of Munich, Freising-
Weihenstephan, Germany

3 Metabolomics and Proteomics Core, Helmholtz Zentrum 
München, Neuherberg, Germany

Abstract
Introduction Polar metabolites in Caenorhabditis elegans (C. elegans) have predominantly been analyzed using hydrophilic 
interaction liquid chromatography coupled to mass spectrometry (HILIC-MS). Capillary electrophoresis coupled to mass 
spectrometry (CE-MS) represents another complementary analytical platform suitable for polar and charged analytes.
Objective We compared CE-MS and HILIC-MS for the analysis of a set of 60 reference standards relevant for C. elegans 
and specifically investigated the strengths of CE separation. Furthermore, we employed CE-MS as a complementary analyti-
cal approach to study polar metabolites in C. elegans samples, particularly in the context of longevity, in order to address a 
different part of its metabolome.
Method We analyzed 60 reference standards as well as metabolite extracts from C. elegans daf-2 loss-of-function mutants 
and wild-type (WT) samples using HILIC-MS and CE-MS employing a Q-ToF-MS instrument.
Results CE separations showed narrower peak widths and a better linearity of the estimated response function across dif-
ferent concentrations which is linked to less saturation of the MS signals. Additionally, CE exhibited a distinct selectivity in 
the separation of compounds compared to HILIC-MS, providing complementary information for the analysis of the target 
compounds. Analysis of C. elegans metabolites of daf-2 mutants and WT samples revealed significant alterations in shared 
metabolites identified through HILIC-MS, as well as the presence of distinct metabolites.
Conclusion CE-MS was successfully applied in C. elegans metabolomics, being able to recover known as well as identify 
novel putative biomarkers of longevity.
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and used correctly (broad, non-gaussian peaks compared 
to RPLC). However, charged molecules are often still dif-
ficult to analyze due to strong secondary interactions with 
the stationary phase or undesirable interactions with the col-
umn, fittings, and metal tubing. Polar and charged metabo-
lites can be accessed by MS hyphenation of capillary zone 
electrophoresis (CZE, or often simply referred to as CE), 
which was already applied for the metabolomics analysis 
of human plasma and urine, HepG2 cells, or mouse tissue 
(Fernández-García et al., 2020; Wild et al., 2019; Zhang et 
al., 2019). However, up until today and to our knowledge 
CE-MS has not been used in C. elegans metabolomics. Most 
of the currently known metabolites in C. elegans are polar 
and/or also contain one or more ionizable groups (Salzer 
& Witting, 2021), which makes them amenable to CE-MS 
analysis. However, we note that polar metabolites in C. ele-
gans have been analyzed mainly with HILIC-MS (Beydoun 
et al., 2021; Gao et al., 2018; Hastings et al., 2019; Mole-
naars et al., 2021).

In order to enhance our understanding of metabolism in 
the nematode and delve deeper into unraveling its metab-
olome and metabolic regulation, we employed CE-MS 
analysis in C. elegans metabolomics. We compared HILIC-
MS and CE-MS analysis directly on the separation of a 
set of 60 polar model metabolites known to be present in 
C. elegans. Our objective was to assess the orthogonality 
and suitability of both methods for metabolomics studies 
in C. elegans. As proof of concept, we used daf-2(e1370), 
one of the most studied mutants in C. elegans, showing a 
prolonged lifetime compared to wild-type (WT) worms. 
We performed a comparative analysis using CE-MS and 
HILIC-MS techniques to investigate the metabolic profiles 
of daf-2 mutants in comparison to WT worms. Our findings 
demonstrate that CE-MS represents a valuable method for 
C. elegans metabolomics because of the distinct selectivity, 
narrower peak widths, reduced required sample volume and 
increased annotation success of metabolites based on their 
effective mobility. Through CE-MS analysis, we were able 
to confirm known biomarkers and identify novel biomark-
ers associated with longevity in C. elegans, thus expanding 
our understanding of the molecular mechanisms underlying 
lifespan regulation in this model organism.

2 Materials and methods

2.1 Chemicals

Methanol (MeOH), chloroform (CHCl3), acetonitrile 
(ACN), 2-Propanol were of LC-MS grade and has been pur-
chased from Sigma-Aldrich (Darmstadt, Germany), same as 
Methyl tertiary-butyl ether (MTBE, LC grade).

Ammonium acetate (5 M), ammonium formate (10 M), 
Bicinchoninic Acid Protein assay Kit were from Sigma-
Aldrich (Steinheim, Germany), Ethylsulfate (1 mg/mL), 
Paracetamol (pharmaceutical primary standard) and Pro-
caine (98%) from Sigma-Aldrich (Taufkirchen, Germany). 
Acetic acid and formic acid (LC-MS grade) were purchased 
from Fluka® Analytical (Munich, Germany). Water has 
been purified using a Merck Millipore Integral 3 system 
(18.2 MΩ; <3 ppm TOC, Millipore, Germany). Chemical 
reference standards (Mass Spectrometry Metabolite Library 
of Standards MSMLS; Bile Acid/Carnitine/Sterol Metabo-
lite Library of Standards BACMLS) have been purchased 
from Sigma-Aldrich (Taufkirchen, Germany) and have been 
used according to their respective guidelines.

2.2 Preparation of standard solutions

Chemical reference standards of different metabolites were 
dissolved in appropriate solvents at a concentration of 100 
ppm (SI Table S1-S2). Mixes of metabolite reference stan-
dards were prepared containing in total 60 metabolites, each 
mixture containing metabolites with unique monoisotopic 
mass and different concentrations (50, 25, 16, 10, 5, and 1 
ppm).

2.3 C. elegans culturing and metabolite extraction

For metabolomics analysis, wild-type N2 Bistrol and daf-
2(e1370) mutant worms were used and cultivated accord-
ing to previously used conditions (culturing details in 
SI S1.2). Metabolite extraction was performed using 
H2O/MeOH/CHCl3 (1/3/1, v/v/v). Briefly, around 2000 
worms were suspended in 500 µL extraction solvent and 
homogenized in a Precellys Bead Beating system (Bertin 
Technologies, Montigny-le-Bretonneux, France), followed 
by 15 min incubation in an ice-cold ultrasonic bath. The 
supernatant was collected and separated in two equal ali-
quots, in order to have the equal sample for HILIC-MS and 
CE-MS analysis and evaporated to dryness using a Speed-
Vac Savant centrifugal evaporator (Thermo Scientific, Drei-
eich, Germany). Dried extracts were redissolved before 
CE-MS analysis using 50 µL Paracetamol/Procaine/Ethyl-
sulfate (50 ppm/10ppm/10 ppm) in H2O and for HILIC-MS 
analysis using 50 µL H2O/MeOH/CHCl3 (1/3/1, v/v/v).

2.4 CE-MS analysis

CE-MS methods were adapted from Drouin et al. (Drouin et 
al., 2021). Briefly, CE separations were performed using a 
7100 Capillary Electrophoresis System (Agilent Technolo-
gies, Waldbronn, Germany) equipped with an 80 cm fused 
silica capillary (Polymicro Technologies, Phoenix, AZ, 
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U.S.A.) with an internal diameter of 50 µm and external 
diameter of 365 µM. Before initial use, the capillary was 
conditioned as follows: flush 5’ MeOH, 5’ water, 5’ NaOH 
(1 M), 5’ water, 25’ HCl (1 M), 5’ water, 5’ HCl (0.1 M), 
5’ water, and 5’ 10% acetic acid in H2O (v/v), serving as 
background electrolyte (BGE). Between runs the capillary 
was flushed 5’ with BGE. Metabolite mixes were injected 
hydrodynamically at 50 mbar for 12 s (~ 13nL). C. elegans 
samples were injected at 50 mbar for 30 s (~ 32nL). Separa-
tion was performed at 25 °C and + 30 kV for cationic and 
− 30 kV for anionic profiling and a constant pressure of 50 
mbar applied.

The CE system was hyphenated to an Agilent 6560 IM-
QToF-MS (Agilent Technologies, Waldbronn, Germany) 
with a Dual Agilent Jet Stream ESI source via a coaxial 
sheath flow ESI interface using a commercial triple tube 
sprayer from Agilent Technologies. The sheath liquid was 
delivered using an Agilent 1260 Infinity Isocratic Pump 
with 1:100 splitter and composed of H2O/iPrOH/ formic 
acid (50/50/0.5, v/v/v) and 10 µM purine (m/z 121.051, 
[M + H] + and m/z 119.035 [M-H]-) and 2 µM Hexakis(1 H, 
1 H, 3 H-tetrafluoropropoxy)phosphazine (HP-0921; 
m/z 922.010, [M + H] + and m/z 919.995 [M-H]-) as lock 
masses. The sheath liquid was delivered at 3 µL/min and 
10 µL/min for cationic and anionic profiling, respectively. 
Detailed MS parameters can be found in the SI (S1.3). The 
MS was operated in QToF only mode and additional MS/
MS spectra were acquired for C. elegans samples.

2.5 HILIC-MS analysis

HILIC separation was performed on an Agilent Infinity-
Lab Poroshell 120 HILIC-Z column PEEK-lined (150 mm 
✕ 2.1 mm, 2.7 μm, 100 Å) (Hsiao et al., 2018). Anionic 
profiling (negative ionization mode): A: H2O + 10 mM 
ammonium acetate + 2.5 µM InfinityLab Deactivator Addi-
tive, pH = 9. B: 10% H2O + 90% ACN + 10 mM ammo-
nium acetate + 2.5 µM InfinityLab Deactivator Additive, 
pH = 9. A nonlinear gradient was applied (see details in SI 
S1.4). Column temperature was 50 °C at a flow rate of 0.25 
mL/min. Cationic profiling (positive ionization mode): A: 
H2O + 10 mM ammonium formate + 0.1% formic acid. B: 
10% H2O + 90% ACN + 10 mM ammonium formate + 0.1% 
formic acid. Column temperature was 25 °C at a flow rate 
of 0.25 mL/min. Sample injection was 3 µL in both ion-
ization modes. Hyphenation to MS was performed on the 
same instrument as for CE-MS. Exact MS parameters can 
be found in the SI (S1.4). The MS was operated in QToF 
only mode and additional MS/MS spectra were acquired for 
C. elegans samples.

2.6 Data processing and statistical analysis

MS data was centroided and converted into .mzML format 
using MSConvert (3.0.20342) from ProteoWizard (http://
proteowizard.sourceforge.net). In case of CE-MS data, 
the migration time scale was transformed into an effec-
tive mobility scale, using three EOF markers (SI Table S4) 
spiked into each sample and the R package MobilityTrans-
formR (Salzer et al., 2022). Peak picking and evaluation of 
CE-MS and HILIC-MS separation of the model metabolites 
was performed in R using xcms (3.12.0, https://github.com/
sneumann/xcms, see details in SI S1.5) (Smith et al., 2006).

Metabolomics data of C. elegans samples was processed 
with Genedata Expressionist for MSMS 13.5.4 (Genedata 
AG, Basel, Switzerland). Processing included chemical 
noise subtraction, migration time alignment, isotope clus-
tering, peak detection, and grouping. Data was annotated in 
R using a workflow utilizing the MetaboAnnotation pack-
age (Rainer et al., 2022) as described below and statisti-
cal analysis was performed in Genedata Expressionist for 
MS Analyst module, which included normalization on the 
protein content and intensity drift normalization. Signifi-
cantly up- and downregulated metabolites in daf-2(e1370) 
were determined using a Welch-test with a p-value < 0.05. 
Features were putatively annotated using an in-house 
developed annotation workflow based on MS1 and MS2 
matching (https://github.com/michaelwitting/MetaboAn-
notationGenedata). MS2 matching was performed against 
Fiehn-HILIC, MassBank, MetaboBASE, GNPS and 
HMDB, which were downloaded from the Massbank of 
North America (https://mona.fiehnlab.ucdavis.edu/) with a 
cosine > 0.6. The remaining features were annotated using 
Sirius, CSI:FingerID using the COSMIC score as additional 
measure of confidence (Dührkop et al., 2015; Hoffmann et 
al., 2022).

3 Results and discussion

3.1 Comparison of CE-MS and HILIC-MS using 
targeted metabolites

3.1.1 Comparison of sensitivity, relationship of peak 
intensities across different concentrations, variability, and 
peak width

We first compared both analytical setups based on a selec-
tion of 60 polar metabolites relevant for C. elegans. In case 
of CE-MS the original migration time (MT) based as well 
as the effective mobility (µeff) scaled data were included in 
this comparison. In CE-MS we observed 45 in positive but 
only 14 metabolites in negative ionization mode (Fig. 1A). 
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In HILIC-MS we detected much more compounds (50 in 
positive and 44 in negative mode), even in the lowest con-
centration of 1 ppm (Fig. 1A and B). There are multiple 
potential reasons for the increased sensitivity observed in 
HILIC-MS. For instance, the dilution of metabolites caused 
by the sheath liquid-based interface, or the use of larger 
sample injection volumes in HILIC-MS (Kok et al., 2015; 
Vásconez et al., 2020) .

Potential reasons for low coverage in negative ionization 
mode was a poor ionization efficiency of the analytes due 
to a low quality of the electro-spray compared to positive 
ionization mode, also resulting in higher signal-to-noise 
ratios. The difference in the settings of the peak pick-
ing algorithm explains why we observe variations in the 
number of detected compounds between the MT scale and 
mobility scale of the CE-MS data (Codesido et al., 2021). 

Fig. 1 Comparison of different descriptors from CE-MS and HILIC-
MS. A: Number of detected metabolites B: Minimum concentra-
tion of targeted metabolite that was detected. C: R2 of linear model 
build on peak-intensity relationship across different concentrations D: 

Extracted ion chromatogram (EIC) of Adenosine of HILIC-(+)-MS. 
E: Relative standard deviation (RSD) in percentage of detected metab-
olites. F: FWHM: full peak width at half maximum
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we have thousands of compounds that are desired to be 
separated.

3.1.2 Orthogonality and complementarity of both 
methods

40 metabolites have been commonly detected in HILIC and 
CE positive and 10 in negative ionization mode (SI Table 
S1). We compared the RT and MT order of those metabo-
lites (Figure S2) to show the complementarity of CE and 
HILIC. Since all the data points were scattered over the 
entire plot, it confirms orthogonal separation principles 
leading to no correlation between HILIC and CE. Moreover, 
the distinct separation principles of CE and HILIC (Figure 
S4) lead to the observation of different matrix effects and 
ion suppression during the analysis (Büscher et al., 2009), 
which might be advantageous for complementary detection, 
enhancing the discovery of statistically significant features 
in metabolomics studies. Moreover, reduction of the matrix 
effects makes it possible to load less sample compared to 
HILIC (13 nL vs. 3 µL).

Differences in the separation are due to the different sepa-
ration mechanism, which is in HILIC more complex and 
includes different interactions from electrostatic, hydro-
philic, and ionic effects. The separation in CE is based on 
the mobility of a molecule which is defined by their size and 
the charge as the electric field strength normalized veloc-
ity of the ions (Büscher et al., 2009; Kok et al., 2015). The 
complementary of CE to HILIC is a crucial assumption 
for the following experiments in C. elegans to find novel 
metabolites.

In summary, we observed a different selectivity, better 
peak-intensity response across different concentrations and 
narrower peak widths compared to HILIC. This is impor-
tant to find potential novel biomarkers which we attempted 
in the next step where we applied CE-MS analysis in C. 
elegans metabolomics.

3.2 CE-MS vs. HILIC-MS in C. elegans metabolomics

3.2.1 Comparison of CE-MS and HILIC-MS

In order to evaluate the usability of CE-MS for C. elegans 
metabolomics, we compared HILIC-MS and CE-MS analy-
sis of C. elegans extracts of daf-2 loss-of-function mutants 
and WT worms. In HILIC-MS we observed more features 
with a higher intensity (Table 1). In HILIC 3 µL of the sam-
ple with an approximate calculated concentration of ~ 20 
worms/ µL was injected, which is equivalent to the amount 
of 60 worms per injection. In CE on the contrary, only 32.2 
nL of the sample is injected, corresponding to a calculated 
value of only 0.6 worms/ injection.

Next, we compared the relationship of the peak-intensity 
within the measured concentration range. We built a linear 
model of metabolites that were detected at a minimum of 
5 different concentration points. In the measured concen-
tration range, CE-MS showed a much better peak-inten-
sity response of the linear model compared to HILIC-MS 
(Fig. 1C). A reason for the curvature of the peak-intensity 
relationship function in HILIC-MS could be saturation of 
the MS at higher concentrations. Moreover, peak shapes 
were often not good in HILIC, especially in the higher con-
centration range (Fig. 1D), leading to erroneous peak inte-
gration. The better response of the peak intensity indicates 
that we are working in CE within the linear range of the MS 
for most metabolites, which is necessary for proper quantifi-
cation and determination of statistically significant features. 
If metabolite concentrations are out of the linear range of 
the MS, features might fall below the statistical threshold 
and are regarded as non-significant.

We then compared the variability of RT/ MT/ mobility 
of the model metabolites. The relative standard deviation 
(RSD) has been calculated between detected metabolites 
in different concentrations. As previously reported, HILIC-
MS shows much more reproducible peaks then CE, having 
a median RSD of 0.7% across detected RT’s (Fig. 1E) (Kok 
et al., 2015). MT conversion into µeff shows great improve-
ment of precision. The median RSD decreased from 5.4 to 
2.4% after conversion (Figure S1). The effective mobility 
is constant for a substance in the same electrophoretic sys-
tem (i.e. the same background electrolyte). MTs on the other 
hand fluctuate much more because of variations in the elec-
troosmotic flow between runs based on difference in sample 
salt concentrations for example. It has also been shown that 
effective mobility scale transformation enhances annotation 
of non-targeted metabolomics data (Drouin et al., 2018; Sal-
zer et al., 2022; Schmitt-Kopplin et al., 2020). Lastly, we 
compared the full peak widths at half maximum (FWHM or 
w1/2) between CE and HILIC (Fig. 1F). Our findings con-
firm that CE separations are highly efficient, showing very 
narrow and sharp peaks, due to decreased analyte diffusion 
compared to HILIC (Khaledi, 1998; Kohler et al., 2022). 
A high separation efficiency brings a high resolution which 
is crucial in non-targeted metabolomics analyses where 

Table 1 Number of detected and significant features and number of 
annotations at different msi levels

HILIC 
neg

HILIC 
pos

CE neg CE pos

Features 5684 5667 3534 3616
Significants 1069 1659 615 1480
Exact mass matches in the 
other method

69 
(6,5%)

182 
(11,0%)

42 
(6,8%)

275 
(17,4%)

msi 1 8 66 15 60
msi 2 3 18 17 39
msi 3 23 37 5 14
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similar number of metabolites compared to HILIC-(-)-MS. 
Lower confidence annotations (MSI level 2) are based on 
physicochemical properties or spectral similarity matching 
with public MS² libraries (Sumner et al., 2007). Because the 
effective mobility of a molecule can be regarded as a physi-
cochemical property in the same electrophoretic system 
(Rickard et al., 1991), CE gives us an increased chance of 
MSI level 2 annotations in combination with publicly avail-
able effective mobility libraries, such as CEUMASS (http://
ceumass.eps.uspceu.es/mediator/cems_effmob_cesearch.
xhtml) (Drouin et al., 2018). Indeed, our CE-MS MSI level 
2 annotations were mainly based on the effective mobility 
library matching, highlighting the importance of effective 
mobility scale transformation to normalize for differences 
between runs and in the analytical setups.

In CE-MS we uniquely annotate 41 compounds at 
high certainty (MSI level 1 and 2) such as amino acid and 
related molecules, purines and pyrimidines, and metabolites 
involved in the nicotinamide pathway (i.e., nicotinamide, 
nicotinic acid, NAD+, tryptophan) (Johnson & Imai, 2018; 
Revollo et al., 2004). In HILIC-MS on the other hand we 
uniquely annotated 20 features i.e., different carnitines, 
molecules related to sugar metabolism and amino acid 
metabolism, purines and pyrimidines. Compounds detected 
exclusively in CE-MS were smaller and more polar (with 

Comparing the m/z distribution of the feature tables 
(Fig. 2), we observe slightly more features in the lower mass 
range (below 250 Da) in CE-MS, which could be related 
to the higher electrophoretic mobility of smaller molecules. 
Even more, we observe an increase in the number of fea-
tures in the higher m/z range 900–1100 Da in CE negative 
separation and ionization mode. We then compared sig-
nificant features in CE and HILIC by exact mass match-
ing in order to find possibly identical metabolites in both 
methods. Table 1 shows that more than 80% or 90% of the 
significant molecular features are uniquely present for each 
method. This number is probably even higher, since exact 
mass matching does not consider isomeric structures as for 
example the amino acids leucine, isoleucine and norleucine, 
having the same molecular formula (C6H13NO2) and there-
fore the identical exact mass.

Annotation is the major bottleneck in non-targeted 
metabolomics (Dunn et al., 2013; Mullard et al., 2015). We 
annotated the metabolites based on the rules of the Metabo-
lomics Standards Initiative (MSI) in different annotation 
levels (Table 1)(Sumner et al., 2007). In CE-(+)-MS we had 
more (MSI level 1) identifications, probably due to the high 
separation efficiency, reduced matrix effects, and reduced 
ion suppression of (in HILIC) co-eluting compounds. Even 
with the poor spray in CE-(-)-MS we were able to identify a 

Fig. 2  m/z vs. mobility/RT distribution of molecular features of a 
pooled quality control (QC) sample in positive ionization and sepa-
ration mode at A CE-MS analysis and B: HILIC-MS analysis, size 

represents the relative intensity. m/z distribution of features of CE and 
HILIC in C positive and D negative ionization (and separation) mode
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acid). Beyond that, we found changes in purine metabolism 
intermediates as increased levels in guanine and deoxy-
adenosine and decreases in guanosine, uracil, and inosine. 
These changes suggest an alteration in energy metabolism 
and nucleotide salvage pathways in long lived mutants (Gao 
et al., 2018; Vrablik & Watts, 2013).

However, compared to literature our HILIC-MS analy-
sis showed opposing outcomes in the levels of xanthine and 
adenine, which were increased in daf-2 compared to the 
control group. And even more isoleucine was decreased, 
whereas it was found to be upregulated in daf-2 using NMR. 
Divergent results of our analysis compared to the literature 
could be explained by differences in the C. elegans cultiva-
tion, such as differences in the media, food supply (strain, 
type and amount of bacteria), and actual age of the worm 
as it was shown previously for lipids (Spanier et al., 2021).

CE-MS analysis revealed similarly as in our HILIC-MS 
analysis an increase in uric acid, adenine, adenosine, betaine, 
cystathionine, phenylalanine and spermidine and a decrease 
in guanosine. However, different from HILIC-MS analysis, 
CE-MS revealed downregulation in alanine and propionyl 
carnitine. As already described before, 41 metabolites have 
been uniquely detected in CE-MS, e.g. we found changes in 
metabolites related in amino acid metabolism as increased 
levels of glycyl-proline, valine, serine, proline, N-methyl 
aspartic acid, trans-aconitic acid, glutamic acid, aspartic 
acid, taurine, N-amidino-aspartic acid and urocanic acid and 
downregulation in tryptophan. Moreover, CE-MS analysis 
showed alterations in purine and pyrimidine metabolites as 

lower LogP values) in comparison to HILIC-MS. This 
observation aligns with the overall trend of smaller m/z val-
ues, as depicted in Fig. 2 (Table S3).

3.2.2 CE-MS in C. elegans metabolomics to find new 
biomarkers of longevity

One of the most studied mutants in C. elegans is daf-2, 
which encodes for the orthologue of the insulin/ insulin-like 
growth factor (IGF) receptor. daf-2 worms show prolonged 
lifetime compared to wild-type (WT) worms and are there-
fore often used to study longevity and metabolic alterations 
(Uno & Nishida, 2016). Mostly NMR but also HILIC-MS 
has been used to analyze polar metabolites in daf-2 (Castro 
et al., 2013; Davies et al., 2015; Fuchs et al., 2010; Gao et 
al., 2018; Martin et al., 2011), showing changes in the amino 
acid profile (general decrease but increase in BCAAs) and 
carbohydrate metabolism such as an increase in trehalose, 
which has been directly linked to longevity (Honda et al., 
2010).

Both methods, CE-MS and HILIC-MS were able to sepa-
rate the two genotypes from each other in an unsupervised 
principal component analysis (PCA), meaning both meth-
ods are suitable to detect molecular differences between daf-
2 and WT worms (Fig. 3).

Similarly, as previous results, our HILIC-MS analysis 
showed changes in the amino acid profile (upregulation in 
arginine, betaine, histidine, cystathionine and but decrease 
in tyrosine, isoleucine, alanine, kynurenine, aminoadipic 

Fig. 3 PCA scores plot A CE-MS positive separation and ionization mode and B CE-MS negative separation and ionization mode; Data was nor-
malized on intensity drift based on QC samples, protein content, and log10 transformed
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mutant, including increase in most amino acids and related 
metabolites such as glutamic acid, guanidinosuccinic acid, 
aspartic acid, proline, serine, or urocanic acid, which is 
consistent with the literature indicating increased protein 
catabolism or decrease in protein anabolism and decrease in 
amino acid dependent energy expenditure (Depuydt et al., 
2014, 2016). Also, purine salvage intermediates were upreg-
ulated in daf-2, i.e., AMP, which already has been reported 
and uridine, reported for the first time. For the first time also 
a decrease in hypoxanthine has been detected using CE-MS, 
strengthening the hypothesis of downregulation of purine 
degradation intermediates of long lived worms, which 
means altered regulation of nucleotide metabolism (Gao 
et al., 2018). Lastly, we also found an increase in nicotin-
amide, which is the precursor for the coenzymes NAD + and 
NADP + which are required in many biological pathways 
and decrease in tryptophan in daf-2 pointing to an altered 
tryptophan-nicotinamide pathway. Interestingly, higher lev-
els of nicotinamide and related molecules (nicotinic acid, 
NAD+) have already been linked to longevity in C. elegans 
but here, for the first time in daf-2 (Yang et al., 2020).

4 Conclusions

In this study we systematically evaluated the usability of 
CE-MS as tool in C. elegans metabolomics as a complemen-
tary platform to HILIC-MS to analyze polar metabolites. In 
conclusion, CE separations showed narrower peak widths, 
a better peak-intensity response of different concentrations 
pointing to less saturation of MS signals, and a different 
selectivity compared to HILIC-MS, making it amenable to 
a different part of the polar metabolome. Researchers have 
successfully enhanced the sensitivity of CE-MS through the 
utilization of innovative techniques such as nanoflow sheath 
liquid or sheath-less coupling approaches (Höcker et al., 
2018; Moini, 2007; Schlecht et al., 2021).

Metabolomics analysis of C. elegans daf-2 mutants 
revealed differences in detected metabolites between CE-MS 
and HILIC-MS. Even more, for some metabolites that were 
commonly detected the significance changed due to the poor 
peak-intensity response of those compounds in HILIC-MS. 
We annotated 41 metabolites uniquely in CE-MS, among 
others novel metabolite features that have been significantly 
changed in daf-2 such as upregulation of purine salvage 
intermediates such as uridine and downregulation of purine 
degradation intermediates such as hypoxanthine. Lastly, we 
also found an altered tryptophan-nicotinamide pathway in 
daf-2 which gives us new insights into understanding the 
mechanism of longevity in C. elegans.

Supplementary Information The online version contains 
supplementary material available at https://doi.org/10.1007/s11306-

hypoxanthine, paraxanthine, purine, cytidine and adenos-
ine monophosphate. Our results in CE-MS strengthen the 
hypothesis of reorganization of the amino acid metabolism 
in long-lived worms. But different from our HILIC-MS 
results and from literature, most amino acids were found 
to be downregulated. Next, we compared metabolites that 
were commonly detected but were found to be significantly 
changed in daf-2 in CE-MS but not in HILIC-MS. The rea-
son why we observe discrepancies in the significant features 
might be the potential saturation of the MS signals. As dis-
cussed above, we observed a better peak-intensity response 
in CE of reference standards at different concentrations, 
compared to HILIC. This observation led us to postulate 
that there might be a potential for missing significant bio-
logical differences in a direct comparison. This hypothesis 
was subsequently confirmed. For example, the metabolites 
AMP, glutamic acid, guanidinosuccinic acid, N-acetylgalac-
tosamine / N-acetylmannosamine, N-acetylserine, proline, 
serine and valine were significantly changed in CE but not 
in HILIC.

Ion suppression due to matrix effects can also influence 
the significance of features. Proline for example had a reten-
tion time of 791 s. In order to get a first impression of the 
matrix effect or co-eluting compounds, we determined the 
number of compounds eluting in the RT window 786–796 s. 
Indeed, our feature table revealed that within this RT range 
87 features have been detected. The determined effective 
mobility of proline was 480 mm²/kV*min and in the range 
of 450–510 mm²/kV*min only 49 further features have 
been detected, strengthening the hypothesis of reduced ion-
ization efficiency of e.g. proline due to ion suppression of 
co-eluting compounds. This effect could explain why it is 
not significant in our HILIC-MS analysis, whereas it was 
in CE-MS.

The BCAAs (leucine, isoleucine, and valine) have been 
reported as key metabolites significantly upregulated in 
daf-2 mutants (Castro et al., 2013; Depuydt et al., 2014). 
Our HILIC-MS separation was able to detect and separate 
valine, leucine and isoleucine. However, changes in valine 
and leucine were not significant and isoleucine was found 
to be decreased in daf-2, questioning the reliability of the 
method. In our CE-MS analysis, we failed to detect leucine, 
but isoleucine and valine were detected and upregulated in 
daf-2 mutants, which is consistent with previous findings 
(Castro et al., 2013; Depuydt et al., 2014). Nonetheless, 
these previous findings rely on NMR, which, compared 
to MS methods, do not suffer from ion suppression. This 
example shows the benefit of CE-MS and that it was pos-
sible to find the important daf-2 longevity markers, whereas 
our HILIC-MS method was not capable of.

Using CE-MS, we observed different metabolite fea-
tures that have been significantly changed in the long-lived 

1 3

61 Page 8 of 11

http://dx.doi.org/10.1007/s11306-023-02025-7


Capillary electrophoresis-mass spectrometry as a tool for Caenorhabditis elegans metabolomics research

mutants by metabolomics and differential correlation networks. 
Molecular bioSystems 9, 1632–1642,10.1039/c3mb25539e.

Codesido, S., Drouin, N., Ferré, S., Schappler, J., Rudaz, S., & 
González-Ruiz, V. (2021). New insights into the conversion of 
electropherograms to the effective electrophoretic mobility scale. 
ELECTROPHORESIS, 42, 1875–1884. https://doi.org/10.1002/
elps.202000333.

Davies, S. K., Bundy, J. G., & Leroi, A. M. (2015). Metabolic Youth 
in Middle Age: Predicting Aging in Caenorhabditis elegans 
Using Metabolomics. Journal of Proteome Research 14, 4603–
4609,10.1021/acs.jproteome.5b00442.

Depuydt, G., Xie, F., Petyuk, V. A., Smolders, A., Brewer, H. M., 
Camp, D. G., Smith, I. I., R.D. and, & Braeckman, B. P. (2014). 
LC–MS Proteomics Analysis of the Insulin/IGF-1-Deficient 
Caenorhabditis elegans daf-2(e1370) Mutant Reveals Extensive 
Restructuring of Intermediary Metabolism. Journal of Proteome 
Research 13, 1938–1956,10.1021/pr401081b.

Depuydt, G., Shanmugam, N., Rasulova, M., Dhondt, I., & Braeckman, 
B. P. (2016). Increased Protein Stability and Decreased Protein 
Turnover in the Caenorhabditis elegans Ins/IGF-1 daf-2 Mutant. 
The Journals of Gerontology: Series A 71, 1553–1559,10.1093/
gerona/glv221.

Drouin, N., Pezzatti, J., Gagnebin, Y., González-Ruiz, V., Schappler, 
J., & Rudaz, S. (2018). Effective mobility as a robust criterion 
for compound annotation and identification in metabolomics: 
Toward a mobility-based library. Anal Chim Acta 1032, 178–
187,10.1016/j.aca.2018.05.063.

Drouin, N., Mielcarek, A., Wenz, C., & Rudaz, S. (2021). Evaluation 
of ion mobility in capillary electrophoresis coupled to mass spec-
trometry for the identification in metabolomics. ELECTROPHO-
RESIS, 42, 342–349. https://doi.org/10.1002/elps.202000120.

Dührkop, K., Shen, H., Meusel, M., Rousu, J., & Böcker, S. (2015). 
Searching molecular structure databases with tandem mass 
spectra using CSI:FingerID. Proc Natl Acad Sci U S A 112, 
12580-5,10.1073/pnas.1509788112.

Dunn, W. B., Erban, A., Weber, R. J. M., Creek, D. J., Brown, M., Bre-
itling, R., Hankemeier, T., Goodacre, R., Neumann, S., Kopka, J., 
& Viant, M. R. (2013). Mass appeal: metabolite identification in 
mass spectrometry-focused untargeted metabolomics. Metabolo-
mics 9, 44–66,10.1007/s11306-012-0434-4.

Fernández-García, M., Rey-Stolle, F., Boccard, J., Reddy, V. P., Gar-
cía, A., Cumming, B. M., Steyn, A. J. C., Rudaz, S., & Barbas, C. 
(2020). Comprehensive Examination of the Mouse Lung Metabo-
lome Following Mycobacterium tuberculosis Infection Using a 
Multiplatform Mass Spectrometry Approach. Journal of Pro-
teome Research 19, 2053–2070,10.1021/acs.jproteome.9b00868.

Fuchs, S., Bundy, J. G., Davies, S. K., Viney, J. M., Swire, J. S., & Leroi, 
A. M. (2010). A metabolic signature of long life in Caenorhabdi-
tis elegans. BMC Biology 8, 14,10.1186/1741-7007-8-14.

Gao, A. W., Smith, R. L., van Weeghel, M., Kamble, R., Janssens, G. 
E., & Houtkooper, R. H. (2018). Identification of key pathways 
and metabolic fingerprints of longevity in C. elegans. Experi-
mental Gerontology, 113, 128–140. https://doi.org/10.1016/j.
exger.2018.10.003.

Harrieder, E. M., Kretschmer, F., Böcker, S., & Witting, M. (2022). 
Current state-of-the-art of separation methods used in LC-MS 
based metabolomics and lipidomics. Journal of Chromatography 
B, 1188, 123069. https://doi.org/10.1016/j.jchromb.2021.123069.

Hastings, J., Mains, A., Virk, B., Rodriguez, N., Murdoch, S., Pearce, 
J., Bergmann, S., Le Novère, N., & Casanueva, O. (2019). Multi-
Omics and Genome-Scale Modeling Reveal a Metabolic Shift 
During C. elegans Aging. Frontiers in Molecular Biosciences 
6,10.3389/fmolb.2019.00002.

Helmer, P. O., Nicolai, M. M., Schwantes, V., Bornhorst, J., & Hayen, 
H. (2021). Investigation of cardiolipin oxidation products as a 
new endpoint for oxidative stress in C. elegans by means of online 

023-02025-7.

Acknowledgements N2 and daf-2(e1370) were provided by the CGC, 
which is funded by NIH Office of Research Infrastructure Programs 
(P40 OD010440).

Author contributions All authors contributed to the concept and de-
sign of the study. Material preparation, data collection, and analysis 
were performed by LS. The first draft of the manuscript was written by 
LS and reviewed by MW and PSK. All authors contributed to the man-
uscript, provided intellectual input, and approved it for submission.

Funding Open Access funding enabled and organized by Projekt 
DEAL. This research was funded by the Deutsche Forschungsge-
meinschaft (DFG, German Research Foundation)—Project number 
431572533 (MetClassNet).
Author Information.
Open Access funding enabled and organized by Projekt DEAL.

Data Availability Data are currently in curation in the open-repository 
Metabolights under MTBLS6440.

Declarations

Conflict of interest No competing financial or other interest to declare 
for the study.

Open Access  This article is licensed under a Creative Commons 
Attribution 4.0 International License, which permits use, sharing, 
adaptation, distribution and reproduction in any medium or format, 
as long as you give appropriate credit to the original author(s) and the 
source, provide a link to the Creative Commons licence, and indicate 
if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless 
indicated otherwise in a credit line to the material. If material is not 
included in the article’s Creative Commons licence and your intended 
use is not permitted by statutory regulation or exceeds the permitted 
use, you will need to obtain permission directly from the copyright 
holder. To view a copy of this licence, visit http://creativecommons.
org/licenses/by/4.0/.

References

Artyukhin, A. B., Zhang, Y. K., Akagi, A. E., Panda, O., Sternberg, 
P. W., & Schroeder, F. C. (2018). Metabolomic “Dark Mat-
ter” Dependent on Peroxisomal β-Oxidation in Caenorhabditis 
elegans. Journal of the American Chemical Society, 140, 2841–
2852. https://doi.org/10.1021/jacs.7b11811.

Beydoun, S., Choi, H. S., Dela-Cruz, G., Kruempel, J., Huang, S., 
Bazopoulou, D., Miller, H. A., Schaller, M. L., Evans, C. R., & 
Leiser, S. F. (2021). An alternative food source for metabolism 
and longevity studies in Caenorhabditis elegans. Communica-
tions Biology 4, 258,10.1038/s42003-021-01764-4.

Brenner, S. (2003). Nature’s gift to Science (Nobel lecture). Chembio-
chem, 4, 683–687. https://doi.org/10.1002/cbic.200300625.

Büscher, J. M., Czernik, D., Ewald, J. C., Sauer, U., & Zamboni, N. 
(2009). Cross-platform comparison of methods for quantitative 
metabolomics of primary metabolism. Analytical Chemistry, 81, 
2135–2143. https://doi.org/10.1021/ac8022857.

Castro, C., Krumsiek, J., Lehrbach, N. J., Murfitt, S. A., Miska, E. A., 
& Griffin, J. L. (2013). A study of Caenorhabditis elegans DAF-2 

1 3

Page 9 of 11 61

http://dx.doi.org/10.1002/elps.202000333
http://dx.doi.org/10.1002/elps.202000333
http://dx.doi.org/10.1002/elps.202000120
http://dx.doi.org/10.1016/j.exger.2018.10.003
http://dx.doi.org/10.1016/j.exger.2018.10.003
http://dx.doi.org/10.1016/j.jchromb.2021.123069
http://dx.doi.org/10.1007/s11306-023-02025-7
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://dx.doi.org/10.1021/jacs.7b11811
http://dx.doi.org/10.1002/cbic.200300625
http://dx.doi.org/10.1021/ac8022857


L. Salzer et al.

Witting, M. (2022). A Modular and Expandable Ecosystem for 
Metabolomics Data Annotation in R. Metabolites 12, 173.

Revollo, J. R., Grimm, A. A., & Imai, S. (2004). The NAD biosynthe-
sis pathway mediated by nicotinamide phosphoribosyltransferase 
regulates Sir2 activity in mammalian cells. J Biol Chem 279, 
50754-63,10.1074/jbc.M408388200.

Rickard, E. C., Strohl, M. M., & Nielsen, R. G. (1991). Corre-
lation of electrophoretic mobilities from capillary electro-
phoresis with physicochemical properties of proteins and 
peptides. Analytical Biochemistry, 197, 197–207. https://doi.
org/10.1016/0003-2697(91)90379-8.

Salzer, L., & Witting, M. (2021). Quo Vadis Caenorhabditis elegans 
Metabolomics-A Review of Current Methods and Applications to 
Explore Metabolism in the Nematode. Metabolites 11,10.3390/
metabo11050284.

Salzer, L., Witting, M., & Schmitt-Kopplin, P. (2022). Mobility-
TransformR: an R package for effective mobility transforma-
tion of CE-MS data. Bioinformatics 38, 4044–4045,10.1093/
bioinformatics/btac441.

Schlecht, J., Stolz, A., Hofmann, A., Gerstung, L., & Neusüß, C. 
(2021). nanoCEasy: An Easy, Flexible, and Robust Nanoflow 
Sheath Liquid Capillary Electrophoresis-Mass Spectrometry 
Interface Based on 3D Printed Parts. Analytical Chemistry 93, 
14593–14598,10.1021/acs.analchem.1c03213.

Schmitt-Kopplin, P., Hertkorn, N., Freitag, D., Kettrup, A., Garmash, 
A. V., Kudryavtsev, A. V., Perminova, I., & Petrosyan, V. S. 
(2020). Mobility Distribution of Synthetic and Natural Polyelec-
trolytes with Capillary Zone Electrophoresis. Journal of AOAC 
INTERNATIONAL 82, 1594–1603,10.1093/jaoac/82.6.1594.

Smith, C. A., Want, E. J., O’Maille, G., Abagyan, R., & Siuzdak, G. 
(2006). XCMS: Processing Mass Spectrometry Data for Metab-
olite Profiling Using Nonlinear Peak Alignment, Matching, 
and Identification. Analytical Chemistry 78, 779–787,10.1021/
ac051437y.

Spanier, B., Laurencon, A., Weiser, A., Pujol, N., Omi, S., Barsch, A., 
Korf, A., Meyer, S. W., Ewbank, J. J., Paladino, F., Garvis, S., 
Aguilaniu, H., & Witting, M. (2021). Comparison of lipidome 
profiles of Caenorhabditis elegans-results from an inter-laboratory 
ring trial. Metabolomics 17, 25,10.1007/s11306-021-01775-6.

Sumner, L. W., Amberg, A., Barrett, D., Beale, M. H., Beger, R., 
Daykin, C. A., Fan, T. W. M., Fiehn, O., Goodacre, R., Griffin, 
J. L., Hankemeier, T., Hardy, N., Harnly, J., Higashi, R., Kopka, 
J., Lane, A. N., Lindon, J. C., Marriott, P., Nicholls, A. W., Reily, 
M. D., Thaden, J. J., & Viant, M. R. (2007). Proposed minimum 
reporting standards for chemical analysis. Metabolomics 3, 
211–221,10.1007/s11306-007-0082-2.

Uno, M., & Nishida, E. (2016). Lifespan-regulating genes in C. ele-
gans. npj Aging and Mechanisms of Disease 2, 16010,10.1038/
npjamd.2016.10.

Van Assche, R., Temmerman, L., Dias, D. A., Boughton, B., Boonen, 
K., Braeckman, B. P., Schoofs, L., & Roessner, U. (2015). Meta-
bolic profiling of a transgenic Caenorhabditis elegans Alzheimer 
model. Metabolomics: Official journal of the Metabolomic Soci-
ety 11, 477–486,10.1007/s11306-014-0711-5.

Vásconez, J., Pero-Gascon, R., Giménez, E., & Benavente, F. (2020). 
Comparison of capillary electrophoresis and zwitterionic-hydro-
philic interaction capillary liquid chromatography with ultravio-
let and mass spectrometry detection for the analysis of microRNA 
biomarkers. Talanta, 219, 121263. https://doi.org/10.1016/j.
talanta.2020.121263.

Vrablik, T. L., & Watts, J. L. (2013). Polyunsaturated fatty acid derived 
signaling in reproduction and development: insights from Cae-
norhabditis elegans and Drosophila melanogaster. Mol Reprod 
Dev 80, 244 – 59,10.1002/mrd.22167.

Wild, J., Shanmuganathan, M., Hayashi, M., Potter, M., & Britz-
McKibbin, P. (2019). Metabolomics for improved treatment 

two-dimensional liquid chromatography and high-resolution 
mass spectrometry. Free Radic Biol Med 162, 216–224,10.1016/j.
freeradbiomed.2020.10.019.

Höcker, O., Montealegre, C., & Neusüß, C. (2018). Characterization 
of a nanoflow sheath liquid interface and comparison to a sheath 
liquid and a sheathless porous-tip interface for CE-ESI-MS in 
positive and negative ionization. Analytical and Bioanalytical 
Chemistry 410, 5265–5275,10.1007/s00216-018-1179-3.

Hoffmann, M. A., Nothias, L. F., Ludwig, M., Fleischauer, M., Gen-
try, E. C., Witting, M., Dorrestein, P. C., Dührkop, K., & Böcker, 
S. (2022). High-confidence structural annotation of metabo-
lites absent from spectral libraries. Nature Biotechnology 40, 
411–421,10.1038/s41587-021-01045-9.

Honda, Y., Tanaka, M., & Honda, S. (2010). Trehalose extends lon-
gevity in the nematode Caenorhabditis elegans. Aging Cell, 9, 
558–569. https://doi.org/10.1111/j.1474-9726.2010.00582.x.

Hsiao, J. J., Potter, O. G., Chu, T. W., & Yin, H. (2018). Improved LC/
MS Methods for the Analysis of Metal-Sensitive Analytes Using 
Medronic Acid as a Mobile Phase Additive. Analytical Chemistry 
90, 9457–9464,10.1021/acs.analchem.8b02100.

Johnson, S., & Imai, S. I. (2018). NAD (+) biosynthesis, aging, and 
disease. F1000Res 7, 132,10.12688/f1000research.12120.1.

Khaledi, M. G. (1998). High-performance capillary electrophoresis: 
Theory, techniques, and applications. New York: Wiley.

Kohler, I., Verhoeven, M., Haselberg, R., & Gargano, A. F. G. (2022). 
Hydrophilic interaction chromatography – mass spectrometry for 
metabolomics and proteomics: State-of-the-art and current trends. 
Microchemical Journal, 175, 106986. https://doi.org/10.1016/j.
microc.2021.106986.

Kok, M. G. M., Somsen, G. W., & de Jong, G. J. (2015). Compari-
son of capillary electrophoresis–mass spectrometry and hydro-
philic interaction chromatography–mass spectrometry for anionic 
metabolic profiling of urine. Talanta, 132, 1–7. https://doi.
org/10.1016/j.talanta.2014.08.047.

Martin, F. P. J., Spanier, B., Collino, S., Montoliu, I., Kolmeder, C., 
Giesbertz, P., Affolter, M., Kussmann, M., Daniel, H., Kochhar, 
S., & Rezzi, S. (2011). Metabotyping of Caenorhabditis elegans 
and their Culture Media Revealed Unique Metabolic Phenotypes 
Associated to Amino Acid Deficiency and Insulin-Like Signaling. 
Journal of Proteome Research 10, 990–1003,10.1021/pr100703a.

Moini, M. (2007). Simplifying CE – MS Operation. 2. Interfacing 
Low-Flow Separation Techniques to Mass Spectrometry Using 
a Porous Tip. Analytical Chemistry 79, 4241–4246,10.1021/
ac0704560.

Molenaars, M., Schomakers, B. V., Elfrink, H. L., Gao, A. W., Ver-
vaart, M. A. T., Pras-Raves, M. L., Luyf, A. C., Smith, R. L., Ster-
ken, M. G., Kammenga, J. E., van Kampen, A. H. C., Janssens, 
G. E., Vaz, F. M., van Weeghel, M., & Houtkooper, R. H. (2021). 
Metabolomics and lipidomics in Caenorhabditis elegans using 
a single-sample preparation. Disease Models & Mechanisms 
14,10.1242/dmm.047746.

Mullard, G., Allwood, J. W., Weber, R., Brown, M., Begley, P., Holly-
wood, K. A., Jones, M., Unwin, R. D., Bishop, P. N., Cooper, G. J. 
S., & Dunn, W. B. (2015). A new strategy for MS/MS data acqui-
sition applying multiple data dependent experiments on Orbitrap 
mass spectrometers in non-targeted metabolomic applications. 
Metabolomics 11, 1068–1080,10.1007/s11306-014-0763-6.

Pontoizeau, C., Mouchiroud, L., Molin, L., Mergoud-dit-Lamarche, 
A., Dallière, N., Toulhoat, P., Elena-Herrmann, B., & Solari, 
F. (2014). Metabolomics Analysis Uncovers That Dietary 
Restriction Buffers Metabolic Changes Associated with Aging 
in Caenorhabditis elegans. Journal of Proteome Research 13, 
2910–2919,10.1021/pr5000686.

Rainer, J., Vicini, A., Salzer, L., Stanstrup, J., Badia, J. M., Neumann, 
S., Stravs, M. A., Hernandes, V., Gatto, V., Gibb, L., S. and, & 

1 3

61 Page 10 of 11

http://dx.doi.org/10.1016/0003-2697(91)90379-8
http://dx.doi.org/10.1016/0003-2697(91)90379-8
http://dx.doi.org/10.1016/j.talanta.2020.121263
http://dx.doi.org/10.1016/j.talanta.2020.121263
http://dx.doi.org/10.1111/j.1474-9726.2010.00582.x
http://dx.doi.org/10.1016/j.microc.2021.106986
http://dx.doi.org/10.1016/j.microc.2021.106986
http://dx.doi.org/10.1016/j.talanta.2014.08.047
http://dx.doi.org/10.1016/j.talanta.2014.08.047


Capillary electrophoresis-mass spectrometry as a tool for Caenorhabditis elegans metabolomics research

Publisher’s Note Springer Nature remains neutral with regard to juris-
dictional claims in published maps and institutional affiliations.

Springer Nature or its licensor (e.g. a society or other partner) holds 
exclusive rights to this article under a publishing agreement with the 
author(s) or other rightsholder(s); author self-archiving of the accepted 
manuscript version of this article is solely governed by the terms of 
such publishing agreement and applicable law. 

monitoring of phenylketonuria: urinary biomarkers for non-inva-
sive assessment of dietary adherence and nutritional deficiencies. 
Analyst 144, 6595–6608,10.1039/C9AN01642B.

Yang, N. C., Cho, Y. H., & Lee, I. (2020). The lifespan extension abil-
ity of Nicotinic Acid depends on whether the intracellular NAD 
+ level is lower than the Sirtuin-Saturating concentrations. Inter-
national Journal of Molecular Sciences, 21, 142.

Zhang, W., Guled, F., Hankemeier, T., & Ramautar, R. (2019). Util-
ity of sheathless capillary electrophoresis-mass spectrometry 
for metabolic profiling of limited sample amounts. Journal of 
Chromatography B, 1105, 10–14. https://doi.org/10.1016/j.
jchromb.2018.12.004.

1 3

Page 11 of 11 61

http://dx.doi.org/10.1016/j.jchromb.2018.12.004
http://dx.doi.org/10.1016/j.jchromb.2018.12.004

	Capillary electrophoresis-mass spectrometry as a tool for Caenorhabditis elegans metabolomics research
	Abstract
	1 Introduction
	2 Materials and methods
	2.1 Chemicals
	2.2 Preparation of standard solutions
	2.3 C. elegans culturing and metabolite extraction
	2.4 CE-MS analysis
	2.5 HILIC-MS analysis
	2.6 Data processing and statistical analysis

	3 Results and discussion
	3.1 Comparison of CE-MS and HILIC-MS using targeted metabolites
	3.1.1 Comparison of sensitivity, relationship of peak intensities across different concentrations, variability, and peak width
	3.1.2 Orthogonality and complementarity of both methods


	3.2 CE-MS vs. HILIC-MS in C. elegans metabolomics
	3.2.1 Comparison of CE-MS and HILIC-MS
	3.2.2 CE-MS in C. elegans metabolomics to find new biomarkers of longevity

	4 Conclusions
	References


