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along with promising statistical models for the monitoring 
of the disease.
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Introduction

Psoriasis is an immune-mediated skin disorder, where in 
addition to visible scaly inflamed plaques on the skin, the 
joints and nails might also be affected. The cause of psoria-
sis remains uncertain, but it is known that a genetic predis-
position accompanied with environmental factors, such as 
stress, smoking, and alcohol abuse, can lead to the develop-
ment of the disease. Psoriasis patients are also at a higher 
risk for metabolic syndrome, cardiovascular diseases, and 
overall morbidity [14]. The past work on psoriasis has 
focused mainly on the genetical background and immunol-
ogy of the disease with fewer papers published on metabo-
lomics [6, 31]. Metabolomics is an emerging field in the 
omics family that concerns with the identification and 
quantitation of small molecules including amino acids, car-
bohydrates and their derivatives, biogenic amines, lipids, 
and more. Current work on the metabolomics of psoriasis 
is very limited with only a number of published papers. 
Kamleh and his colleagues have discovered changes in 
free-circulating amino acids, namely, arginine, proline, ala-
nine, glutamate, aspartate, glycine, serine, and threonine, 
which levels are elevated in the plasma of patient psoriasis. 
The levels of amino acids revert to normal after the bio-
logical treatment with TNFα receptor blocker Etanercept 
[21]. In another study by Armstrong et al., higher concen-
trations of alpha ketoglutaric acid and glucuronic acid and 
lower levels of asparagine and glutamine were determined 
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in psoriasis patients’ serum. In addition, patients with both 
psoriasis and psoriatic arthritis showed higher levels of lig-
noceric acid and a lower level of alpha ketoglutaric acid in 
the serum when compared to patients with psoriasis alone 
[4].

Metabolomics employs many different methods to ana-
lyze samples which vary depending on the medium, col-
lection methods and time [25, 60]. Therefore, using varied 
approaches to measurements can yield in a higher coverage 
of available metabolites. In this study, serum samples from 
psoriasis patients and controls were analyzed using a tar-
geted approach that analyses the concentrations of known 
metabolites, e.g., amino acids, lipids, biogenic amines, etc. 
and an untargeted profiling that helps to discover metabo-
lites not included in the targeted method.

Metabolomics produces a lot of data for every measured 
sample which makes data interpretation challenging. Many 
different mathematical methods have been used including 
partial least squares discriminant analysis or principal com-
ponent analysis (PCA) [15]. Using machine learning and 
algorithms for metabolomic profiling is a promising solu-
tion for data interpretation and automation [35, 41].

Materials and methods

Recruitment of volunteers

For untargeted analysis, a total of 40 volunteers were 
included in this study—20 diagnosed with plaque psoriasis 
and 20 age and sex-matched controls (13 men, 7 women, 
age range 20–75). For targeted analysis, the number of 
volunteers were expanded to 106—55 psoriasis patients 
(37 men, 18 women, age range 20–75) and 51 controls 
(15 women, 36 men, age range 23–75). The subjects with 
plaque psoriasis recruited for this study were patients in the 
Clinic of Dermatology at the University Hospital of Tartu. 
The participating subjects were diagnosed with plaque pso-
riasis by dermatologists. Psoriasis Area and Severity Index 
(PASI) scores were calculated ranging from 1 to 34 to allow 
the analysis of a wide disease span. Controls were recruited 
either from the same clinic or from the Clinic of Trau-
matology. Exclusion criteria for the patients and controls 
included any other skin diseases, diabetes, gout, hyperten-
sion, and the taking of prescription medication. Detailed 
questionnaires were filled out that covered age, sex, skin 
type, comorbidities, smoking status, and PASI scores.

Blood sample collection and storing

Fasting blood samples were collected before breakfast in 
the morning into 5 ml Vacutainer (REF 367614) tubes that 
have micronized silica particles for the acceleration of the 

clotting process. The collected blood was left to clot for 
1 h at room temperature after which it was centrifuged at 
1300×g for 20 min. The supernatant serum was aliquoted 
into 300 µl fractions and placed in the freezer at −80 °C.

Materials

HPLC-grade solvents [acetonitrile, water, and formic acid 
(FA)] were purchased from Sigma-Aldrich (Germany). For 
the targeted approach, an Agilent Zorbax Eclipse XDB 
C18, 3.0  ×  100  mm, 3.5  µm with Pre-Column Securit-
yGuard, Phenomenex, C18, 4 × 3 mm was used with the 
AbsoluteIDQ p180 kit (Biocrates Life Sciences AG, Inns-
bruck, Austria). For chromatographic separation in the 
untargeted part, a  SeQuant®  ZIC®-pHILIC (5  µm poly-
mer) PEEK 150 × 4.6 mm metal-free HPLC column and 
 ZIC®-pHILIC Guard column PEEK 20 × 2.1 m were used.

Mass‑spectrometric‑targeted analysis

For targeted analysis, the serum samples were thawed on 
ice and prepared according to the specifications detailed in 
the AbsoluteIDQ p180 kit’s user manual. Shortly, 10 µl of 
serum was pipetted onto 96-well plate filter inserts, inter-
nal standards added, and samples dried under nitrogen and 
derivatized using phenylisothiocyanate. The samples were 
measured using a combination of flow injection analysis 
and through a C18 column. The prepared kit plate was ana-
lyzed on a QTRAP 4500 (ABSciex, USA) mass spectrom-
eter which was coupled to an Agilent 1260 series HPLC 
(USA). The results from the analysis were quantified con-
centrations of different acylcarnitines, amino acids, bio-
genic amines, hexose, glycerophospholipids, sphingolipids, 
and ratios of different metabolites.

Mass‑spectrometric‑untargeted analysis

Blood samples were left to thaw on ice. 100  µl of serum 
was pipetted into a new Eppendorf tube, where 400 µl of 
acetonitrile was added for protein precipitation. The tube 
was vortexed vigorously for 2  min and left for 15  min at 
room temperature. The mixture was centrifuged for 15 min 
at 15,800×g and 4 °C. The supernatant was transferred to a 
clean tube, the samples were randomized, and 10 µl of sam-
ple was used for analysis. A Shimadzu HPLC (Japan) was 
coupled to a 3200 QTRAP (ABSciex, USA) mass spec-
trometer, where the parameters were as follows: solvents 
used were acetonitrile + 0.1% FA, water + 0.1% FA, runt-
ime 62 min, gradient flow rate 0.3 ml/min from 80% ace-
tonitrile to 20% in 32 min, to 5% in 1 min, at 5% for 8 min, 
then to 100% in 5  min, at 100% for 8  min, then re-equi-
libration at 80% for 8  min. The turbo spray’s curtain gas 
was set to 10 au, collision gas to “High”, ionspray voltage 
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to 4500  V, temperature to 300  °C, declustering potential 
to 20 V, entrance potential to 10 V, and collision energy to 
10 V in measurements and 20, 30, or 40 V in fragmentation 
analysis. The samples were measured in both positive and 
negative mode from 50 to 1500 mass-to-charge ratios (m/z). 
Fragmentation analysis was performed using the same set-
tings and column but in Enhanced Product Ion mode for the 
statistically significant masses.

Identification of metabolites

The spectra from the fragmentation analysis were com-
pared to spectra from public databases METLIN [52], 
HMDB [59], MassBank [18], and LipidMaps [11]. A com-
pound was considered identified when the fragmentation 
spectra, its peaks, and relative heights of peaks of a certain 
m/z were identical to a spectrum from an online database.

Data processing

For the untargeted analysis, the acquired .wiff files were 
converted to .mzXML using the MSConvert software [10]. 
The data were analyzed in RStudio version 0.98.501 [55], 
where peaks were extracted using XCMS [53] and further 
processed using mzMatch.R [48] which included the com-
bining of biological replicates, Reproducibility Standard 
Deviation filtering, retention time correction, blank filter-
ing, gap filling, filtering on the number of detections (mini-
mum of six), and matching of related peaks. After data pro-
cessing, a Wilcoxon–Mann–Whitney test was performed 
to determine the peaks and their corresponding retention 
times that differ statistically differently between subjects 
with plaque psoriasis and controls. The differentiating 
m/z-s were selected for fragmentation analysis. For tar-
geted analysis, a Wilcoxon–Mann–Whitney test was used 
to determine which metabolites differ statistically signifi-
cantly between controls and subjects with plaque psoriasis.

Principal component analysis was applied for the visu-
alization of general differences between the groups on data 
from both targeted and untargeted analysis measurements 
[20].

Metadata and pre‑processing

The collected data are suitable for the purposes of mode-
ling, since the disease and control classes are of equal size. 
Although there are twice as many males, the distribution of 
ages and diagnosis is very similar between both sexes (Fig-
ure S1). Prior to analysis, metabolites, which showed zero 
or close to zero variance between samples, were removed. 
Scaling and centering was applied to all values in the data 
set.

Modeling

For the accurate discrimination between psoriasis patients 
and controls, we used a popular machine learning and 
bioinformatics field’s method—random forest algorithm 
[17]. It has been shown to work well in a wide variety of 
biological problems including the identifying of regula-
tory regions [39], classifying metabolomics data [1], and 
selecting highly reliable biomarkers for the diagnosis of 
Alzheimer’s disease [36]. Random forest is an extension 
of another machine learning technique—decision tree [38] 
which builds a series of conditions (decisions) that best 
describe the underlying distribution of classes. Generated 
by the algorithm the series of decisions can be visualized 
as a tree-like structure. Random forest is an ensemble of 
decision trees built using random subsets of original train-
ing data.

Feature selection and cross validation

To select only relevant metabolite features for our classifi-
cations, we used three feature selection methods. Two were 
wrapper methods: a genetic algorithm [33] and a recur-
sive feature elimination and one was a filter method [46]. 
All three methods were used in parallel to cross-check the 
results. All of them used external cross validation [3] to 
avoid unwanted bias that could be introduced by aggressive 
feature selection procedures.

Due to the lack of training data, the use of fivefold cross-
validation strategy was applied as suggested by Ambroise 
et al. [3]. We only report average area under receiver oper-
ating characteristic (AUROC) values for our feature selec-
tion models. We used random forest with all three feature 
selection techniques. Modeling was implemented using R 
version 3.3.1 and package ‘caret’ 6.0.71 [27].

Results

Metabolites from the targeted approach that differ statis-
tically significantly in the serum of subjects with plaque 
psoriasis from controls are shown in Table 1. We found the 
differences in acylcarnitine levels, mainly in the concentra-
tions of nonaylcarnitine (C9), dodecanoylcarnitine (C12), 
decadienylcarnitine (C10.2), and pimelylcarnitine (C7.DC) 
which are all lower in concentrations in psoriasis subjects’ 
serum.

Phosphatidylcholine diacyls (PC aa) C36:5/C36:6 and 
phosphatidylcholine acyl-alkyls (PC ae) C38:0/C40.6 all 
showed higher levels in controls’ serum. Statistically signif-
icantly differing levels of amino acids were found to be for 
glutamate (Glu), ornithine (Orn), phenylalanine (Phe), and 
methioninesulfoxide (Met.SO). Amino acid concentrations 
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in samples were statistically significantly higher in psoria-
sis subjects compared to controls. Ratios of acylcarnitine 
to free carnitine (C2…C0), short-chain acylcarnitines to 
free carnitine (X.C2.C3…C0), citrulline to ornithine (Cit…
Orn), esterified to free carnitine (Total.AC…C0), putres-
cine to ornithine (Putrescine…Orn), and long-chain acyl-
carnitines to free carnitine ([C16 + C18]/C0) were all sta-
tistically significantly higher in controls, whereas the levels 
of the fraction of sulfoxidized methionine of the unmodi-
fied methionine pool (Met.SO…Met) were higher in pso-
riasis patients.

All metabolites which levels differed statistically sig-
nificantly in the untargeted measurements are shown in 
Table  2. Identification was successful for 12 metabolites 
out of 22 (supplementary Figures  S2–S13). All of the 
discovered metabolites showed higher levels in samples 
of psoriasis patients. They include urea, taurine, phytol, 
1,11-undecanedicarboxylic acid, glycerophosphocholines 
PC(16:0/18:2), PC(18:1/0:0), PC(16:0/18:1), PC(16:0/0:0), 
PC(20:4/0:0), PC(18:1/0:0), and phosphatidylethanolamine 
PE(20:4/0:0).

PCA plot from targeted metabolites which are summed 
based on their metabolite classes (Fig. 1) shows two over-
lapping clusters of controls and psoriasis groups. The 
group clustering is best observed along principal compo-
nent one that accounts for 35% of variability. For principal 
component one, the metabolites responsible for the cluster-
ing of groups are biogenic amines, glycerophospholipids, 

and metabolite ratios. The combined PCA plot of the posi-
tive and negative ionization analyses from the untargeted 
approach displays very clear clustering of the groups on the 
axis of PC 1 that accounts for 55% of variability (Fig. 2). 
As expected, there is not a single metabolite that is solely 
responsible for the clustering of groups in the PCA plot, 
but a combination of many metabolites both identified and 
unidentified. The better clustering can be explained by the 
inclusion of fewer metabolites due to the lower accuracy 
of the mass spectrometer in addition to the application of 
many filtering techniques used in data pre-processing.

A random forest classifier with three different feature 
selection methods was trained. Each combination of ran-
dom forest and feature selection method has been trained 
on the whole data set using fivefold cross validation to 
ensure fair model performance estimate.

We report that with recursive feature elimination, our 
random forest model achieved 0.86 AUC, 0.77 sensitivity 
and 0.74 specificity averaged across five repetitions. With 
this method, 15 metabolites were selected into a final 
model. Feature selection using internal importance meas-
ures that applied inside random forest model yielded 46 
metabolites and 0.85 AUC resampling performance with 
sensitivity and specificity 0.77 and 0.74 correspondingly. 
Finally, the best model that used genetic algorithm for 
feature selection kept 90 features and achieved 0.85 AUC. 
9 metabolites/ratios was selected by all three methods 
and these are Met.SO, Cit…Orn, Met.SO…Met, X.C2.

Table 1  Statistically significantly different metabolites and their ratios from targeted analysis

Metabolite abbreviation Metabolite p value Psoriasis mean μM ± SD Control mean μM ± SD

Met.SO Methioninesulfoxide 6.06E−06 0.88 ± 0.37 0.51 ± 0.27
Met.SO…Met Fraction of sulfoxidized methionine of the unmodi-

fied methionine pool
2.65E−05 0.04 ± 0.02 0.02 ± 0.01

C9 Nonaylcarnitine 0.002 0.04 ± 0.01 0.05 ± 0.01
Glu Glutamate 0.002 92.85 ± 66.43 49.06 ± 22.76
Cit…Orn Ratio of citrulline to ornithine 0.002 0.37 ± 0.13 0.44 ± 0.12
C2…C0 ratio of acetylcarnitine to free carnitine 0.004 0.17 ± 0.08 0.22 ± 0.08
X.C2.C3…C0 Ratio of short-chain acylcarnitines to free carnitine 0.005 0.18 ± 0.08 0.23 ± 0.08
PC.aa.C36.6 Phosphatidylcholine diacyl C36:6 0.006 0.68 ± 0.27 0.89 ± 0.33
Total.AC…C0 Ratio of esterified to free carnitine 0.006 0.25 ± 0.1 0.31 ± 0.1
PC.ae.C38.0 Phosphatidylcholine acyl-alkyl C38:0 0.007 1.73 ± 0.5 2.17 ± 0.69
C7.DC Pimelylcarnitine 0.011 0.019 ± 0.006 0.024 ± 0.008
Orn Ornithine 0.011 99.79 ± 29.44 82.28 ± 20.85
PC.ae.C40.6 Phosphatidylcholine acyl-alkyl C40:6 0.011 3.39 ± 0.99 4.02 ± 1.01
Putrescine…Orn Ratio of putrescine to ornithine 0.013 0.001 ± 0.001 0.002 ± 0.001
PC.aa.C36.5 Phosphatidylcholine diacyl C36:5 0.019 24.78 ± 13.25 34.34 ± 19.98
Phe Phenylalanine 0.026 82.91 ± 18.96 72.46 ± 13.51
[C16 + C18]/C0 Ratio of long-chain acylcarnitines to free carnitine 0.027 0.004 ± 0.001 0.005 ± 0.001
C12 Dodecanoylcarnitine 0.036 0.1 ± 0.036 0.124 ± 0.051
C10.2 Decadienylcarnitine 0.044 0.069 ± 0.021 0.076 ± 0.02
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Table 2  Statistically 
significantly different m/z-s 
from untargeted analysis

Mass-to-
charge 
ratio

p value Intensity levels higher 
in psoriasis or controls?

Metabolite

Negative ionization 189 2.80E−07 Psoriasis No match in databases
802.5 8.28E−05 Psoriasis PC(16:0/18:2) + FA
556.32 2.91E−04 Psoriasis PC(18:1/0:0)
129.17 4.82E−05 Psoriasis No match in databases
249 1.46E−04 Psoriasis No match in databases
198 8.36E−05 Psoriasis No match in databases
325.5 1.03E−04 Psoriasis No match in databases
249 1.30E−04 Psoriasis No match in databases
243.12 9.73E−08 Psoriasis 1,11-Undecanedicarboxylic acid

Positive ionization 760.56 7.91E−07 Psoriasis PC(16:0/18:1)
496.38 8.15E−07 Psoriasis PC(16:0/0:0)
159 3.07E−06 Psoriasis No match in databases
126 1.59E−03 Psoriasis Taurine
544.38 1.31E−06 Psoriasis PC(20:4/0:0)
282 1.58E−06 Psoriasis No match in databases
297 1.10E−05 Psoriasis No match in databases
297.059 4.30E−03 Psoriasis Phytol
522.36 2.79E−03 Psoriasis PC(18:1/0:0)
120 3.94E−06 Psoriasis No match in databases
502.38 0.0108 Psoriasis PE(20:4/0:0)
679.5 5.54E−08 Psoriasis No match in databases
60.69 1.23E−05 Psoriasis Urea

Fig. 1  PCA plot of the targeted analysis. Psoriasis samples are 
marked as gray triangles and control samples as black circles. The 
metabolite groups responsible for the separation are marked at the 

end of the arrows. X and Y axes represent the percentage of variabil-
ity explained by principal components one and two
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C3…C0, C2…C0, C9, Orn, C7.DC, and PC.aa.C38.5. 
Figure  3 shows the difference in concentrations of nine 
overlapping metabolites between healthy subjects and 
psoriasis patients. All of these differences are statistically 

significant with the exception of PC.aa.C38.5, whereas 
the maximum Wilcoxon test p value equals 0.011 for Orn 
and the minimal 6.06E−06 for Met.SO.

Fig. 2  PCA plot of the untargeted analysis. Controls are shown as 
gray triangles, while psoriasis patients are marked as black circles. 
The metabolites responsible for the separation are shown at the end 

of the arrows. X and Y axes represent the percentage of variability 
explained by principal components one and two

Fig. 3  Distribution of standardized signals for nine metabolites overlapping in all three modeling methods. Red dots represent standardized con-
centrations for psoriasis patients, while blue ones represent controls
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Discussion

The elevated levels of amino acids in the serum of psoria-
sis patients established in this present study can be linked 
to the higher demand for amino acids in the hyperprolif-
erative epidermis, where de novo synthesis of proteins is 
upregulated and the rate of mitosis in basal keratinocytes is 
increased compared to non-lesional skin [37]. In our study, 
all of the statistically significantly different levels of amino 
acids are from the non-essential amino acid pool with the 
exception of phenylalanine. Ornithine is part of the urea 
cycle and its levels in the serum were discovered to be over-
expressed in psoriatic patients. Arginase I (EC 3.5.3.1) 
catalyzes arginine hydrolysis to urea and ornithine and 
has been demonstrated to be a limiting factor for cell pro-
liferation [58]. Higher activity of arginase has been dem-
onstrated in psoriatic skin [2] which can be linked to the 
hyperproliferating keratinocytes and higher concentrations 
of ornithine. The end product of the ornithine cycle is urea 
that we discovered in the untargeted analysis to have higher 
levels in psoriatic patients’ serum. The ratio of the fraction 
of symmetrically dimethylated arginine of the unmodified 
arginine pool nor ADMA showed statistically significant 
differences in serums (p values 0.35 and 0.31, respec-
tively), thus contradicting the recent results by Bilgic et al. 
[5]. This illustrates the variability of psoriasis cohorts and 
the necessity for an even larger cohort studies to confirm 
the results of either study. Glutamate which level is sig-
nificantly higher in psoriasis patients samples (p = 0.002) 
can be converted by glutamine synthetase (EC 6.3.1.2) to 
glutamine which is subsequently converted by carbamoyl-
phosphate synthetase (EC 6.3.4.16) to carbamoyl-P which 
is then converted by ornithine carbamoyltransferase (EC 
2.1.3.3) to citrulline that is an essential component of the 
urea cycle [23]. It can be hypothesized that in addition to 
the overproduction of the urea cycle intermediates in psori-
atic patients, the increase in concentrations of said metabo-
lites come from changes in proteins that are deiminated (or 
citrullinated) in the skin mainly K1 [49], K10, and filag-
grin proteins [22]. The decreased deimination of psoriatic 
cornified cell layer proteins has been shown for K1 [19]. 
Fewer cells that express K10 were detected in lesional skin 
[34]. Filaggrin, filaggrin-2, and their mRNAs in psoriatic 
skin samples were found to be significantly reduced [32]. 
Since less citrulline is produced in psoriatic skin, a cumu-
lation of urea cycle intermediates can be explained. The 
ratio of citrulline to ornithine is lower in psoriasis patients, 
thus indicating the lower activity of ornithine carbamoyl-
transferase and the cumulation of ornithine. In addition, the 
ratio of putrescine to ornithine is lower in psoriasis patients 
showing a reduction in the activity of ornithine decarboxy-
lase (EC 4.1.1.17) and to overall changes in the urea cycle. 
These findings correlate well with Kang et  al. [24] who 

also noted the upregulation of metabolites in the urea cycle. 
Phenylalanine is a non-essential amino acid meaning that 
its uptake is dependent on diet. Phenylalanine is hydroxy-
lated to tyrosine by phenylalanine hydroxylase (PAH, EC 
1.14.16.1). PAH activity has been shown to be lower in 
psoriasis patients [26] and increases after UVB-light expo-
sure [47], thus lowering the amount of Phe in the serum. 
Although the role of excess Phe in psoriasis is unclear, a 
connection with UV therapy and its effect can be noted.

Methioninesulfoxide (Met.SO) is the oxidized form of 
methionine that reacts with free radicals and goes through 
the oxidation process [7]. The higher concentration of Met.
SO and the ratio for the fraction of sulfoxidized methionine 
of the unmodified methionine pool are both indicative of 
oxidative stress in psoriasis patients’ serum.

Carnitine is synthesized from lysine and methionine 
[23] and has a variety of functions that include the trans-
port of different fatty acids to mitochondria for branched 
α-keto acid oxidation, mitochondrial fatty acid oxidation, 
and trapping of acyl-CoA metabolites that may impair 
gluconeogenesis, the citric cycle, and the urea cycle [40] 
among many other functions. In omnivores, up to 75% per-
cent of carnitine comes from dietary sources or can be from 
endogenous origins in the case of strict vegetarians [42]. 
In healthy individuals, up to 80% of carnitine from food 
is absorbed [43]. The lower concentration values of vari-
ous carnitines and acylcarnitines found in psoriasis patients 
can either be explained by the unlikely change in diet that 
is less abundant in dairy products, fish, meat, and poultry 
or the increase in fatty acid oxidation in lesional skin due 
to the increased energy consumption of rapidly proliferat-
ing cells. Caspary et  al. have shown the latter [9], where 
the increased activity of carnitine palmitoyltransferase-1 
(CPT-1) was demonstrated in lesional skin. CPT-1 is the 
enzyme responsible for the rate of transport of long-chain 
fatty acids into mitochondria. This correlates well with our 
results that show a significant decrease in the concentra-
tions of C9, C12, C10.2, and C7.DC in psoriasis subjects 
compared to controls. On the opposite, CPT-1 and CPT-2 
deficiency has been shown to increase the concentrations 
of C14.1, C12, C16, C18:1, and C0 [50]. In addition to the 
changes in circulating carnitine levels, the ratios C2…C0, 
X.C2.C3…C0 and [C16  +  C18]/C0 are all indicators of 
overall β-oxidation activity. Since the ratios are all higher 
in controls, it might be a sign of altered lipid use activity in 
the energy production in psoriasis.

The higher rate of proliferation for skin cells could also 
explain the lower concentrations of phosphatidylcholines in 
psoriasis patients’ blood serum that are essential parts of 
cell membranes. In targeted analysis, all of the phosphati-
dylcholines had lower concentrations in subjects with pso-
riasis. PC-s from untargeted analysis, however, had higher 
values in psoriasis patients’ serums which can be explained 
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by the different methods and machinery used in the dif-
ferent approaches. The untargeted method strongly favors 
the solubility of lipophilic molecules, thus making some 
metabolites statistically different that were not in the tar-
geted approach. LysoPC-s have been shown to induce the 
chemotaxis of T-lymphocytes [45], thus fueling the con-
stant inflammation in the epidermis. A higher concentra-
tion of choline which is an essential precursor for phospho-
cholines has been noted in lesional psoriatic skin [51].

In targeted analysis, taurine had a higher concentra-
tion in psoriasis patients (122.6 µM) compared to controls 
(107.4 µM), but the change was not significant (p = 0.24). 
In untargeted analysis, taurine was also higher in psoriasis 
subjects and the change was considered statistically signifi-
cant (p < 0.00159). Taurine is considered as a semi-essen-
tial amino acid that is not incorporated into proteins, but 
has different biological roles including the regulation of 
cell volume, anti-oxidative, anti-apoptotic, and anti-inflam-
matory effects [28]. Higher concentrations of taurine were 
measured in psoriatic skin compared to uninvolved skin 
[51].

Phytol is the carbon side chain of chlorophylls that is 
released by bacteria present in the gut of ruminants’ intes-
tines. From there, it becomes widely available in the adi-
pose tissue and dairy products of the animal [12]. This 
branched-fatty alcohol has been shown to activate peroxi-
some proliferator-activated receptor α in the liver followed 
by an effect on the control of lipid abnormalities in diabe-
tes, obesity, and hyperlipidemia [13]. In addition, phytol is 
converted into phytanic acid in the liver [57]. Phytanic acid 
was demonstrated to increase oxidative stress and reduce 
the antioxidant potential in rats [29]. Alpha-methylacyl-
CoA racemase (AMACR) is responsible for the regula-
tion and metabolism of dietary branched-chain lipids [30]. 
In summary, it can be hypothesized that in psoriasis, the 
patients might have alpha and beta oxidation deficiencies 
which helps to explain the abnormal levels of acylcarniti-
nes in the serum. The increase in the levels of phytol and 
phytanic acid contributes to oxidative stress and the con-
tinued inflammation of the skin in psoriatic patients. The 
single nucleotide polymorphism of AMACR in patients 
with psoriasis could also contribute to the increased level 
of phytol but that remains to be shown. Currently, a reduc-
tion of red meat and dairy products could potentially lower 
phytol levels in the serum. A meta-analysis has shown that 
dietary regulation and weight loss are important in achiev-
ing PASI 75 scores [56]. A reduced intake of phytol from 
dairy products and red meat might certainly have an effect 
on that.

An excess of 1,11-undecanedicarboxylic acid has 
been found in patients with Zellweger syndrome and 
adrenoleukodystrophy [44]. 1,11-undecanedicarboxylic 
acid together with phytanic acid could be indicative of 

peroxisome disorders, but the exact role remains unclear. 
Peroxisome proliferator-activated receptor-γ (PPARγ) 
has been demonstrated to be responsible for the regula-
tion of lipid metabolism and glucose homeostasis along 
with cell differentiation and growth regulation [54]. Since 
the activity of PPARγ is lower in psoriatic skin [16], then 
higher concentrations of phytol, 1,11-undecanedicarbox-
ylic acid, and different phosphatidylcholines could be a 
direct result of that.

Applying predictive models is still very new, but could 
1 day be used routinely in the clinic for a better moni-
toring of the treatment or to provide help with diagno-
sis. The models we reported could very well be used for 
both. Building classification models are simpler, since it 
is a binary problem, but for the PASI regression model, 
the problem of measuring PASI scores by different physi-
cians arises. It has been reported that an intra-class cor-
relation coefficient of 0.804 was achieved when different 
doctors measured PASI scores on the same patients [8], 
so a more precise method of measurement, e.g., on the 
molecular level, could provide better treatment monitor-
ing options.

In conclusion, our analysis demonstrated that patients 
with psoriasis have an impaired amino acid and lipid 
metabolism and a disbalance in the components of the 
bilipid cellular membrane. These findings will help to 
understand the pathogenesis of the disease which could 
lead to the better treatment of patients in the clinic. Our 
reported models and the discovered metabolites could be 
useful in helping to diagnose plaque psoriasis or monitor 
treatment.

Acknowledgements We would like to thank all of the participating 
patients and Jelena Lüter, Kadri Sikk, Ingrid Liimand, Katre Maasalu, 
and Aare Märtson for their help with the recruitment of patients and 
sample collection. This study was funded by the personal research 
Grant PUT1465, PUT177, Grant IUT20-42 from the Estonian 
Research Council and by Grant SP1GVARENG from the University 
of Tartu and by the European Union through the European Regional 
Development Fund.

Compliance with ethical standards 

Conflict of interest The authors state no conflict of interest.

Ethics approval This study was approved by the Research Ethics 
Committee of the University of Tartu. Permission number 245/M-18. 
The Declaration of Helsinki protocols were followed and patients gave 
their informed, written consent.

Open Access This article is distributed under the terms of the 
Creative Commons Attribution 4.0 International License (http://
creativecommons.org/licenses/by/4.0/), which permits unrestricted 
use, distribution, and reproduction in any medium, provided you give 
appropriate credit to the original author(s) and the source, provide a 
link to the Creative Commons license, and indicate if changes were 
made.

http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/


527Arch Dermatol Res (2017) 309:519–528 

1 3

References

 1. Abdullah MN, Yap BW, Zakaria Y, Abdul Majeed AB (2016) 
Metabolites selection and classification of metabolomics data 
on Alzheimer’s disease using random forest. In: Soft comput-
ing in data science SCDS 2016 communications in computer 
and information science, vol 652. Springer, Singapore

 2. Abeyakirthi S, Mowbray M, Bredenkamp N, van Overloop L, 
Declercq L, Davis PJ, Matsui MS, Weller RB (2010) Argin-
ase is overactive in psoriatic skin. Br J Dermatol 163:193–196. 
doi:10.1111/j.1365-2133.2010.09766.x

 3. Ambroise C, McLachlan GJ (2002) Selection bias in gene 
extraction on the basis of microarray gene-expression data. 
Proc Natl Acad Sci USA 99:6562–6566. doi:10.1073/
pnas.102102699

 4. Armstrong AW, Wu J, Johnson MA, Grapov D, Azizi B, 
Dhillon J, Fiehn O (2014) Metabolomics in psoriatic dis-
ease: pilot study reveals metabolite differences in psoria-
sis and psoriatic arthritis. F1000 Res 3:248. doi:10.12688/
f1000research.4709.1

 5. Bilgic O, Altinyazar HC, Baran H, Unlu A (2015) Serum 
homocysteine, asymmetric dimethyl arginine (ADMA) and 
other arginine-NO pathway metabolite levels in patients with 
psoriasis. Arch Dermatol Res 307:439–444. doi:10.1007/
s00403-015-1553-3

 6. Boehncke WH (2015) Etiology and pathogenesis of psoria-
sis. Rheum Dis Clin North Am 41:665–675. doi:10.1016/j.
rdc.2015.07.013

 7. Brot N, Weissbach H (2000) Peptide methionine sulfoxide 
reductase: biochemistry and physiological role. Biopolymers 
55:288–296. doi:10.1002/1097-0282(2000)55:4<288:AID-
BIP1002>3.0.CO;2-M

 8. Cabrera S, Chinniah N, Lock N, Cains GD, Woods J (2015) 
Inter-observer reliability of the PASI in a clinical setting. Aust 
J Dermatol 56:100–102. doi:10.1111/ajd.12280

 9. Caspary F, Elliott G, Nave BT, Verzaal P, Rohrbach M, 
Das PK, Nagelkerken L, Nieland JD (2005) A new thera-
peutic approach to treat psoriasis by inhibition of fatty 
acid oxidation by Etomoxir. Br J Dermatol 153:937–944. 
doi:10.1111/j.1365-2133.2005.06811.x

 10. Chambers MC, Maclean B, Burke R, Amodei D, Ruderman DL, 
Neumann S, Gatto L, Fischer B, Pratt B, Egertson J, Hoff K, 
Kessner D, Tasman N, Shulman N, Frewen B, Baker TA, Brus-
niak MY, Paulse C, Creasy D, Flashner L, Kani K, Moulding C, 
Seymour SL, Nuwaysir LM, Lefebvre B, Kuhlmann F, Roark J, 
Rainer P, Detlev S, Hemenway T, Huhmer A, Langridge J, Con-
nolly B, Chadick T, Holly K, Eckels J, Deutsch EW, Moritz RL, 
Katz JE, Agus DB, MacCoss M, Tabb DL, Mallick P (2012) A 
cross-platform toolkit for mass spectrometry and proteomics. Nat 
Biotechnol 30:918–920. doi:10.1038/nbt.2377

 11. Fahy E, Sud M, Cotter D, Subramaniam S (2007) LIPID 
MAPS online tools for lipid research. Nucleic Acids Res 
35:W606–W612. doi:10.1093/nar/gkm324

 12. Gloerich J, van Vlies N, Jansen GA, Denis S, Ruiter JP, van 
Werkhoven MA, Duran M, Vaz FM, Wanders RJ, Ferdinan-
dusse S (2005) A phytol-enriched diet induces changes in fatty 
acid metabolism in mice both via PPARalpha-dependent and 
-independent pathways. J Lipid Res 46:716–726. doi:10.1194/
jlr.M400337-JLR200

 13. Goto T, Takahashi N, Kato S, Egawa K, Ebisu S, Moriyama 
T, Fushiki T, Kawada T (2005) Phytol directly activates per-
oxisome proliferator-activated receptor alpha (PPARalpha) 
and regulates gene expression involved in lipid metabolism in 
PPARalpha-expressing HepG2 hepatocytes. Biochem Biophys 
Res Commun 337:440–445. doi:10.1016/j.bbrc.2005.09.077

 14. Gottlieb AB, Dann F (2009) Comorbidities in patients with 
psoriasis. Am J Med 122(1150):e1151–e1159. doi:10.1016/j.
amjmed.2009.06.021

 15. Gromski PS, Muhamadali H, Ellis DI, Xu Y, Correa E, Turner 
ML, Goodacre R (2015) A tutorial review: metabolomics and 
partial least squares-discriminant analysis–a marriage of con-
venience or a shotgun wedding. Anal Chim Acta 879:10–23. 
doi:10.1016/j.aca.2015.02.012

 16. Hay RA, Hegazy R, Hafez D, Sayed S (2011) Psoriasis and 
metabolic syndrome: is peroxisome proliferator-activated recep-
tor-gamma a part of the missing link? Eur J Dermatol 131:S84. 
doi:10.1684/ejd.2012.1789

 17. Ho TK (2013) Random decision forests. In: 12th international 
conference on document analysis and recognition, vol 01, p 278. 
doi:10.1109/icdar.1995.598994

 18. Horai H, Arita M, Kanaya S, Nihei Y, Ikeda T, Suwa K, Ojima 
Y, Tanaka K, Tanaka S, Aoshima K, Oda Y, Kakazu Y, Kusano 
M, Tohge T, Matsuda F, Sawada Y, Hirai MY, Nakanishi H, 
Ikeda K, Akimoto N, Maoka T, Takahashi H, Ara T, Sakurai N, 
Suzuki H, Shibata D, Neumann S, Iida T, Tanaka K, Funatsu 
K, Matsuura F, Soga T, Taguchi R, Saito K, Nishioka T (2010) 
MassBank: a public repository for sharing mass spectral data for 
life sciences. J Mass Spectrom JMS 45:703–714. doi:10.1002/
jms.1777

 19. Ishida-Yamamoto A, Senshu T, Takahashi H, Akiyama K, 
Nomura K, Iizuka H (2000) Decreased deiminated keratin K1 
in psoriatic hyperproliferative epidermis. J Invest Dermatol 
114:701–705. doi:10.1046/j.1523-1747.2000.00936.x

 20. Jolliffe I (2014) Principal component analysis. In: 
Wiley StatsRef: Statistics Reference Online. Wiley. 
doi:10.1002/9781118445112.stat06472

 21. Kamleh MA, Snowden SG, Grapov D, Blackburn GJ, Watson 
DG, Xu N, Stahle M, Wheelock CE (2015) LC-MS metabo-
lomics of psoriasis patients reveals disease severity-dependent 
increases in circulating amino acids that are ameliorated by anti-
TNFalpha treatment. J Proteome Res 14:557–566. doi:10.1021/
pr500782g

 22. Kan SH, Asaga H, Senshu T (1996) Detection of several fami-
lies of deiminated proteins derived from filaggrin and keratins in 
guinea pig skin. Zool Sci 13:673–678

 23. Kanehisa M, Goto S (2000) KEGG: kyoto encyclopedia of genes 
and genomes. Nucleic Acids Res 28:27–30

 24. Kang H, Li X, Zhou Q, Quan C, Xue F, Zheng J, Yu Y (2016) 
Exploration of candidate biomarkers for human psoriasis based 
on gas chromatography-mass spectrometry serum metabolomics. 
Br J Dermatol. doi:10.1111/bjd.15008

 25. Kim K, Mall C, Taylor SL, Hitchcock S, Zhang C, Wettersten 
HI, Jones AD, Chapman A, Weiss RH (2014) Mealtime, tem-
poral, and daily variability of the human urinary and plasma 
metabolomes in a tightly controlled environment. PLoS ONE 
9:e86223. doi:10.1371/journal.pone.0086223

 26. Knapp A, Grimm U, Postrach E (1980) Phenylalanine-tyrosine 
metabolism in psoriasis vulgaris. Search on a genetic basic 
defect (author’s transl). Dermatol Monatsschr 166:470–477

 27. Kuhn M (2008) Building predictive models in R using the caret 
package. J Stat Softw 28:1–26

 28. Lambert IH, Kristensen DM, Holm JB, Mortensen OH (2015) 
Physiological role of taurine–from organism to organelle. Acta 
Physiol 213:191–212. doi:10.1111/apha.12365

 29. Leipnitz G, Amaral AU, Zanatta A, Seminotti B, Fernandes CG, 
Knebel LA, Vargas CR, Wajner M (2010) Neurochemical evi-
dence that phytanic acid induces oxidative damage and reduces 
the antioxidant defenses in cerebellum and cerebral cortex of 
rats. Life Sci 87:275–280. doi:10.1016/j.lfs.2010.06.015

 30. Lloyd MD, Darley DJ, Wierzbicki AS, Threadgill MD 
(2008) Alpha-methylacyl-CoA racemase–an ‘obscure’ 

http://dx.doi.org/10.1111/j.1365-2133.2010.09766.x
http://dx.doi.org/10.1073/pnas.102102699
http://dx.doi.org/10.1073/pnas.102102699
http://dx.doi.org/10.12688/f1000research.4709.1
http://dx.doi.org/10.12688/f1000research.4709.1
http://dx.doi.org/10.1007/s00403-015-1553-3
http://dx.doi.org/10.1007/s00403-015-1553-3
http://dx.doi.org/10.1016/j.rdc.2015.07.013
http://dx.doi.org/10.1016/j.rdc.2015.07.013
http://dx.doi.org/10.1002/1097-0282(2000)55:4%3c288:AID-BIP1002%3e3.0.CO;2-M
http://dx.doi.org/10.1002/1097-0282(2000)55:4%3c288:AID-BIP1002%3e3.0.CO;2-M
http://dx.doi.org/10.1111/ajd.12280
http://dx.doi.org/10.1111/j.1365-2133.2005.06811.x
http://dx.doi.org/10.1038/nbt.2377
http://dx.doi.org/10.1093/nar/gkm324
http://dx.doi.org/10.1194/jlr.M400337-JLR200
http://dx.doi.org/10.1194/jlr.M400337-JLR200
http://dx.doi.org/10.1016/j.bbrc.2005.09.077
http://dx.doi.org/10.1016/j.amjmed.2009.06.021
http://dx.doi.org/10.1016/j.amjmed.2009.06.021
http://dx.doi.org/10.1016/j.aca.2015.02.012
http://dx.doi.org/10.1684/ejd.2012.1789
http://dx.doi.org/10.1109/icdar.1995.598994
http://dx.doi.org/10.1002/jms.1777
http://dx.doi.org/10.1002/jms.1777
http://dx.doi.org/10.1046/j.1523-1747.2000.00936.x
http://dx.doi.org/10.1002/9781118445112.stat06472
http://dx.doi.org/10.1021/pr500782g
http://dx.doi.org/10.1021/pr500782g
http://dx.doi.org/10.1111/bjd.15008
http://dx.doi.org/10.1371/journal.pone.0086223
http://dx.doi.org/10.1111/apha.12365
http://dx.doi.org/10.1016/j.lfs.2010.06.015


528 Arch Dermatol Res (2017) 309:519–528

1 3

metabolic enzyme takes centre stage. FEBS J 275:1089–1102. 
doi:10.1111/j.1742-4658.2008.06290.x

 31. Mahil SK, Capon F, Barker JN (2015) Genetics of psoriasis. 
Dermatol Clin 33:1–11. doi:10.1016/j.det.2014.09.001

 32. Makino T, Mizawa M, Yamakoshi T, Takaishi M, Shimizu 
T (2014) Expression of filaggrin-2 protein in the epidermis of 
human skin diseases: a comparative analysis with filaggrin. 
Biochem Biophys Res Commun 449:100–106. doi:10.1016/j.
bbrc.2014.04.165

 33. Mitchell M (1996) An introduction to genetic algorithms. MIT 
press, Cambridge, MA

 34. Mommers JM, van Rossum MM, van Erp PE, van De Kerkhof 
PC (2000) Changes in keratin 6 and keratin 10 (co-)expression in 
lesional and symptomless skin of spreading psoriasis. Dermatol-
ogy 201:15–20

 35. Montazeri M, Montazeri M, Montazeri M, Beigzadeh A (2016) 
Machine learning models in breast cancer survival prediction. 
Technol Health Care 24:31–42. doi:10.3233/THC-151071

 36. Nagele E, Han M, Demarshall C, Belinka B, Nagele R (2011) 
Diagnosis of Alzheimer’s disease based on disease-specific 
autoantibody profiles in human sera. PLoS ONE 6:e23112. 
doi:10.1371/journal.pone.0023112

 37. Nestle FO, Kaplan DH, Barker J (2009) Psoriasis. N Engl J Med 
361:496–509. doi:10.1056/NEJMra0804595

 38. Quinlan JR (1986) Induction of decision trees. Mach Learn 
1:81–106. doi:10.1007/bf00116251

 39. Rajagopal N, Xie W, Li Y, Wagner U, Wang W, Stamatoyanno-
poulos J, Ernst J, Kellis M, Ren B (2013) RFECS: a random-
forest based algorithm for enhancer identification from chroma-
tin state. PLoS Comput Biol 9:e1002968. doi:10.1371/journal.
pcbi.1002968

 40. Ramsay RR, Gandour RD, van der Leij FR (2001) Molecular 
enzymology of carnitine transfer and transport. Biochem Bio-
phys Acta 1546:21–43

 41. Ravanbakhsh S, Liu P, Bjorndahl TC, Mandal R, Grant JR, Wil-
son M, Eisner R, Sinelnikov I, Hu X, Luchinat C, Greiner R, 
Wishart DS (2015) Accurate, fully-automated NMR spectral pro-
filing for metabolomics. PLoS ONE 10:e0124219. doi:10.1371/
journal.pone.0124219

 42. Rebouche CJ (1992) Carnitine function and requirements during 
the life cycle. FASEB J 6:3379–3386

 43. Rebouche CJ, Chenard CA (1991) Metabolic fate of dietary car-
nitine in human adults: identification and quantification of uri-
nary and fecal metabolites. J Nutr 121:539–546

 44. Rocchiccioli F, Cartier PH, Aubourg P, Bougneres PF (1986) 
Mass spectrometric identification of 2-hydroxy-sebacic acid 
in the urines of patients with neonatal adrenoleukodystrophy 
and Zellweger syndrome. Biomed Environ Mass Spectrom 
13:315–318

 45. Ryborg AK, Deleuran B, Thestrup-Pedersen K, Kragballe K 
(1994) Lysophosphatidylcholine: a chemoattractant to human T 
lymphocytes. Arch Dermatol Res 286:462–465

 46. Saeys Y, Inza I, Larranaga P (2007) A review of feature selec-
tion techniques in bioinformatics. Bioinformatics 23:2507–2517. 
doi:10.1093/bioinformatics/btm344

 47. Schallreuter KU, Schulz-Douglas V, Bunz A, Beazley W, Korner 
C (1997) Pteridines in the control of pigmentation. J Invest Der-
matol 109:31–35

 48. Scheltema RA, Jankevics A, Jansen RC, Swertz MA, Breitling R 
(2011) PeakML/mzMatch: a file format, Java library, R library, 
and tool-chain for mass spectrometry data analysis. Anal Chem 
83:2786–2793. doi:10.1021/ac2000994

 49. Senshu T, Akiyama K, Ishigami A, Nomura K (1999) Studies 
on specificity of peptidylarginine deiminase reactions using an 
immunochemical probe that recognizes an enzymatically deimi-
nated partial sequence of mouse keratin K1. J Dermatol Sci 
21:113–126

 50. Shigematsu Y, Hirano S, Hata I, Tanaka Y, Sudo M, Tajima T, 
Sakura N, Yamaguchi S, Takayanagi M (2003) Selective screen-
ing for fatty acid oxidation disorders by tandem mass spectrome-
try: difficulties in practical discrimination. J Chromatogr B Anal 
Technol Biomed Life Sci 792:63–72

 51. Sitter B, Johnsson MK, Halgunset J, Bathen TF (2013) Meta-
bolic changes in psoriatic skin under topical corticosteroid treat-
ment. BMC Dermatol 13:8. doi:10.1186/1471-5945-13-8

 52. Smith CA, O’Maille G, Want EJ, Qin C, Trauger SA, Brandon 
TR, Custodio DE, Abagyan R, Siuzdak G (2005) METLIN: a 
metabolite mass spectral database. Ther Drug Monit 27:747–751

 53. Smith CA, Want EJ, O’Maille G, Abagyan R, Siuzdak G (2006) 
XCMS: processing mass spectrometry data for metabolite profil-
ing using nonlinear peak alignment, matching, and identification. 
Anal Chem 78:779–787. doi:10.1021/ac051437y

 54. Tanaka T, Masuzaki H, Hosoda K, Nakao K (2010) Critical roles 
of PPARgamma in every aspect of the metabolic syndrome. 
Nihon Rinsho Jpn J Clin Med 68:203–209

 55. Team RC (2014) R: a language and environment for statistical 
computing. R Foundation for Statistical Computing, Vienna

 56. Upala S, Sanguankeo A (2015) Effect of lifestyle weight loss 
intervention on disease severity in patients with psoriasis: a 
systematic review and meta-analysis. Int J Obes 39:1197–1202. 
doi:10.1038/ijo.2015.64

 57. van den Brink DM, van Miert JN, Dacremont G, Rontani JF, 
Wanders RJ (2005) Characterization of the final step in the con-
version of phytol into phytanic acid. J Biol Chem 280:26838–
26844. doi:10.1074/jbc.M501861200

 58. Wei LH, Wu G, Morris SM Jr, Ignarro LJ (2001) Elevated argi-
nase I expression in rat aortic smooth muscle cells increases 
cell proliferation. Proc Natl Acad Sci USA 98:9260–9264. 
doi:10.1073/pnas.161294898

 59. Wishart DS, Tzur D, Knox C, Eisner R, Guo AC, Young N, 
Cheng D, Jewell K, Arndt D, Sawhney S, Fung C, Nikolai L, 
Lewis M, Coutouly MA, Forsythe I, Tang P, Shrivastava S, Jer-
oncic K, Stothard P, Amegbey G, Block D, Hau DD, Wagner 
J, Miniaci J, Clements M, Gebremedhin M, Guo N, Zhang Y, 
Duggan GE, Macinnis GD, Weljie AM, Dowlatabadi R, Bam-
forth F, Clive D, Greiner R, Li L, Marrie T, Sykes BD, Vogel HJ, 
Querengesser L (2007) HMDB: the human metabolome data-
base. Nucleic Acids Res 35:D521–D526. doi:10.1093/nar/gkl923

 60. Xiao Q, Moore SC, Boca SM, Matthews CE, Rothman N, 
Stolzenberg-Solomon RZ, Sinha R, Cross AJ, Sampson JN 
(2014) Sources of variability in metabolite measurements from 
urinary samples. PLoS ONE 9:e95749. doi:10.1371/journal.
pone.0095749

http://dx.doi.org/10.1111/j.1742-4658.2008.06290.x
http://dx.doi.org/10.1016/j.det.2014.09.001
http://dx.doi.org/10.1016/j.bbrc.2014.04.165
http://dx.doi.org/10.1016/j.bbrc.2014.04.165
http://dx.doi.org/10.3233/THC-151071
http://dx.doi.org/10.1371/journal.pone.0023112
http://dx.doi.org/10.1056/NEJMra0804595
http://dx.doi.org/10.1007/bf00116251
http://dx.doi.org/10.1371/journal.pcbi.1002968
http://dx.doi.org/10.1371/journal.pcbi.1002968
http://dx.doi.org/10.1371/journal.pone.0124219
http://dx.doi.org/10.1371/journal.pone.0124219
http://dx.doi.org/10.1093/bioinformatics/btm344
http://dx.doi.org/10.1021/ac2000994
http://dx.doi.org/10.1186/1471-5945-13-8
http://dx.doi.org/10.1021/ac051437y
http://dx.doi.org/10.1038/ijo.2015.64
http://dx.doi.org/10.1074/jbc.M501861200
http://dx.doi.org/10.1073/pnas.161294898
http://dx.doi.org/10.1093/nar/gkl923
http://dx.doi.org/10.1371/journal.pone.0095749
http://dx.doi.org/10.1371/journal.pone.0095749

	The metabolic analysis of psoriasis identifies the associated metabolites while providing computational models for the monitoring of the disease
	Abstract 
	Introduction
	Materials and methods
	Recruitment of volunteers
	Blood sample collection and storing
	Materials
	Mass-spectrometric-targeted analysis
	Mass-spectrometric-untargeted analysis
	Identification of metabolites
	Data processing
	Metadata and pre-processing
	Modeling
	Feature selection and cross validation

	Results
	Discussion
	Acknowledgements 
	References




