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Abstract: The pathogenesis of psoriasis is complex and many specific immunopathogenic
mechanisms still remain unclear. Our goal was to identify novel pathways involved in
the pathogenesis of psoriasis by analyzing differentially expressed genes, and to conduct
pathway and cluster analysis by comparing lesional and non-lesional skin with healthy
controls. Accordingly, 2 mm punch biopsies were taken from lesional elbow skin and
non-affected adjacent skin of 23 patients with plaque-type psoriasis and from the elbow
skin of 25 healthy controls. Differentially expressed genes were analyzed through RNA
sequencing, and gene set enrichment analysis was used to analyze biological pathways.
Our results showed downregulation of the pathway clusters “Mitophagy” and “Respiratory
Electron Transport” when comparing both lesional and non-lesional skin to control skin.
The pathway “Signaling by ROBO receptors” was downregulated in all three comparisons.
Conversely, pathways relating to SUMOylation were upregulated when comparing lesional
skin to both non-lesional and control skin, and those relating to the synthesis of PIPs at
the early endosome membrane were found to be upregulated in lesional skin compared to
control skin. The dysregulation of pathways relating to mitophagy (involved in the removal
of damaged mitochondria), complex I biogenesis (a component of the mitochondrial respi-
ratory chain), signaling by ROBO receptors (important for cell migration), and the synthesis
of PIPs at the early endosome membrane (with a pivotal role in endocytic pathways and
autophagy) suggests their potential role in psoriasis. Further research into the mechanisms
of these dysregulated pathways, along with confirmation of protein expression levels, is
necessary to validate their roles in psoriasis pathogenesis.
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1. Introduction

Psoriasis is a chronic immune-mediated inflammatory disorder with a reported preva-
lence of approximately 2-3% [1,2]. It is associated with an elevated risk of severe comor-
bidities, including myocardial infarction and inflammatory bowel disease (IBD) [3-7]. The
immune dysregulation in psoriasis involves excessive hyperproliferation of keratinocytes,
enhanced angiogenesis, and infiltration of immune cells such as T cells, neutrophils, and
macrophages into the dermis [8]. Among these, Th17 T cells play a crucial role by activat-
ing dendritic cells and keratinocytes, which in turn drive the production of antimicrobial
peptides, pro-inflammatory cytokines, and chemokines [9].
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The pathophysiology of psoriasis is multifaceted, including dysregulation of both
the innate and adaptive immune responses. Transcriptomic studies comparing psoriatic
lesional skin with healthy skin have identified differentially expressed genes (DEGs) pre-
dominantly linked to keratinization, keratinocyte differentiation, and epidermal cell matu-
ration [10]. Cytokines and interleukins (ILs) are key contributors to disease progression [11],
including tumor necrosis factor (TNF), IL-17, IL-23 nuclear factor-kappaB (NF-«B), and
various chemokines [10,12-14], many of which are components of the JAK/STAT signaling
pathway [15].

Beyond DEG analysis, gene set enrichment analysis (GSEA) has been applied to psoria-
sis research, revealing enriched pathways associated with IL-17 signaling, proteasome activ-
ity [16], transcription factors, JAK/STAT signaling [15], antiviral defense mechanisms [17],
ribosomal function [18], vascular smooth muscle contraction, and p53 signaling [19]. Addi-
tionally, pathways related to skin development, barrier integrity, and cell cycle regulation
have been identified [20].

Targeted therapies against TNF, IL-17, IL-23, and the JAK pathway have shown sig-
nificant clinical efficacy in psoriasis management [21]. However, not all patients respond
well to these treatments, there is no cure for the disease, and many of the specific im-
munopathogenic mechanisms in psoriasis still remain unclear [22]. Consequently, identifi-
cation of novel pathways and pivotal genes that play essential roles in the pathophysiology
of psoriasis is important to increase knowledge and to possibly find new therapeutic targets.

This study aims to explore novel biological pathways that may contribute to the
development of psoriasis. Using RNA sequencing, we will analyze differentially expressed
genes (DEGs) and their associated biological pathways and networks by comparing lesional
and non-lesional skin of patients with psoriasis versus healthy controls.

2. Results
2.1. Differentially Expressed Genes

A total of 18,513 genes were analyzed (Supplementary Table S1). For lesional skin
compared to controls, 5576 genes were significantly upregulated and 7162 genes were
significantly downregulated. For non-lesional skin compared to controls, 1742 genes were
significantly increased and 1186 genes were significantly decreased. For lesional skin
compared to non-lesional skin, 5418 genes showed significantly increased expression and
7297 genes showed significantly decreased expression.

2.2. GSEA Results

The GSEA and cluster analysis comparing lesional skin to control skin, lesional skin
to non-lesional skin, and non-lesional skin to controls are summarized using a dot plot
(Figure 1) and a node/edge network (Figure 2).

Comparison of lesional skin to control skin identified 271 pathways, with 252 pathways
for non-lesional skin vs. control skin and 409 pathways for lesional skin vs. non-lesional
skin (Figure 3; Supplementary Table S2).

“Cell cycle checkpoints” is the largest cluster, comprising 109 pathways, which are
predominantly upregulated pathways when evaluating lesional skin relative to both control
and non-lesional skin. However, these pathways are primarily suppressed when assessing
non-lesional skin against control skin. The second largest cluster, “Antiviral mechanisms by
IFN-stimulated genes”, contains mainly upregulated pathways when comparing lesional skin
to control and non-lesional skin, but only two downregulated pathways (“Gluconeogensis”
and “HSF1 activation”) when comparing non-lesional to control skin (Figure 2).
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Figure 1. Gene set enrichment based on gene expression in biopsy samples from non-lesional
(pso_NL) or lesional (pso_L) skin of psoriasis patients, or skin of healthy controls (Cntrl), visualized
as a dot plot, with Reactome pathway clusters along the y-axis and pairwise group comparisons
along the x-axis. For each pathway cluster, the median value of the proportions of core enriched genes
(CEGs) is mapped to the dot size, and the median normalized enrichment score (NES) is mapped
to the dot color, where a positive or a negative score corresponds to pathway clusters with up- or
downregulated genes, respectively. Pathway clusters are further arranged (dendrogram) based on
similarities in their median NES values.

Sixty pathways were identified in all three comparisons. The clusters “Cell cycle
checkpoints” and “Programmed cell death” and the single pathway “Neutrophil degranulation”
all contain several pathways that are increased when assessing lesional relative to both
non-lesional and control skin; however, some pathways are suppressed when assessing



Int. J. Mol. Sci. 2025, 26, 5546

4of 14

non-lesional skin against control skin, such as the pathways “TCR signaling” and “Class I

MHC mediated antigen processing & presentation”.
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Figure 2. Illustration of enriched Reactome pathways based on statistical comparisons between
transcriptional profiles in lesional, non-lesional, and control skin. The enrichment map shows
upregulated pathways in red, downregulated pathways in blue, and pathways not significantly
enriched in grey. Each node is divided into three parts, in which the left upper part represents
non-lesional vs. control skin, the right upper part lesional vs. control skin, and the lower middle part

lesional vs. non-lesional skin.
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Pso_NL vs Cntrl Pso_Lvs Cntrl
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Figure 3. Venn diagram showing number of unique and shared regulated Reactome pathways
when comparing lesional and non-lesional skin of psoriasis patients with skin of healthy controls
(Pso_L = psoriasis lesional skin, Pso_NL = psoriasis non-lesional skin, Cntrl = healthy control skin).

2.3. Upregulated Pathways
2.3.1. Lesional Skin Compared to Control Skin

When comparing lesional skin to control skin, 214 pathways are significantly upregu-
lated. The 10 most significantly upregulated pathways relate mainly to mitosis, belonging
to the clusters “M phase” and “Cell cycle checkpoints” (Table 1). The other highly signif-
icant upregulated pathways belong to the clusters “Inferferon signaling” and “Antiviral
mechanisms by IFN-stimulated genes”. Other upregulated clusters include “TLR cascade”
and “Keratinization”, along with the single pathway “Anti-microbial peptides” (Figure 1;
Supplementary Table S2). A single cluster, “Synthesis of PIPs at the early endosome membrane”,
displays two upregulated pathways unique to lesional skin compared to control samples
(Figures 1 and 4)

Table 1. Reactome enrichment analysis of the differentially expressed genes. Selection of the most
significant clusters (NES = normalized enrichment score, CEGs = core enriched genes, Comb. FDR
Bonferroni = combined false discovery rate p-values using Bonferroni method).

Cluster Name Median NES

Median % Comb. FDR

CEGs Bonferroni
UPREGULATED
lesional vs. control
M phase 2.07 42 6.6 x 10713
Interferon signaling 2.02 42.5 53 x 1011
Cell cycle checkpoints 1.65 33 1.7 x 1077
Signaling by interleukins 1.73 55 9.9 x 1077
Antiviral mechanism by IFN-stimulated genes 1.96 50 1.8 x 107°
non-lesional vs. control
Chromatin organization 1.69 21 44 x107°
RHO GTPase cycle 1.63 32 2.3 x 107*
G alpha (12/13) signaling events 1.76 38 1.0 x 1073
Transcriptional regulation by NPAS4 1.81 37 23 x 1073

Netrin-1 signaling 1.72 20 8.1 x 1073
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Table 1. Cont.

Median % Comb. FDR

Cluster Name Median NES CEGs Bonferroni
lesional vs. non-lesional
Antiviral mechanism by IFN-stimulated genes 1.98 56 74 x 1077
Keratinization 1.92 16 37 x107°
HIV infection 1.70 38 6.1x107¢
Antimicrobial peptides 2.20 39 1.7 x 107°
DNA double-strand break repair 2.04 41 3.1x107°
DOWNREGULATED
lesional vs. control
Translation —2.30 64 3.8 x 102!
Protein localization —-1.78 49.5 25x 1073
Fatty acid metabolism —1.53 33 8.0 x 1073
Biological oxidations —1.63 43 8.6 x 1073
Diseases associated with glycosaminoglycan metabolism -1.72 62 1.2 x 1072
non-lesional vs. control
Translation —2.30 48 9.4 x 10%
Respiratory electron transport, ATP synthesis by chemiosmotic 250 55 6.1 x 10-19
coupling, and heat production by uncoupling proteins e o
Protein localization —2.22 59 29 x 107
Cell cycle checkpoints -2.19 58 3.9 x 1077
Processing of capped intron-containing pre-mRNA -1.79 39 1.8 x 107°
lesional vs. non-lesional
Translation —2.18 55 37 x 1071
Diseases associated with glycosaminoglycan metabolism —1.81 61 89 x 1073
Sensory processing of sound —1.69 35 9.1 x 1073
F cell cycle genes -1.79 50 1.0 x 1072
Muscle contraction -1.59 46 1.2 x 1072

2.3.2. Non-Lesional Skin Compared to Control Skin

When comparing non-lesional to control skin, 53 pathways are significantly upregu-
lated (Figure 2; Supplementary Table S2). The 10 most significantly upregulated pathways
when assessing non-lesional skin against control skin have four pathways belonging to the
cluster “Chromatin organization” and three pathways belonging to the cluster “RHO GTPase
cycle” (Table 1). Several upregulated pathways are unique to the comparison, including the
cluster “Transcriptional regulation by NPAS4” and the single pathway “Netrin-1 signaling”
(Figures 1 and 4; Supplementary Table S2).

2.3.3. Lesional Skin Compared to Non-Lesional Skin

When comparing lesional skin to non-lesional skin, 355 pathways are significantly
upregulated, which is the highest number of pathways among the comparisons. Among
the 10 most significantly upregulated pathways, three pathways belong to the cluster
“Chromatin organization” and two to the cluster “M phase” (Table 1). Lesional skin compared
to non-lesional skin has upregulated clusters in common with lesional skin compared
to control skin, including “TLR cascade” and “Keratinization”, along with the single path-
way “Anti-microbial peptides” (Figure 1; Supplementary Table S2). The cluster “Apoptotic
factor-mediated response”, containing two pathways, is upregulated. One of the pathways,
“Cytochrome c-mediated apoptotic response”, is also upregulated when comparing lesional
skin to control skin, but neither is regulated when comparing non-lesional to lesional skin.
In general, lesional skin compared to non-lesional skin has significantly more upregu-
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lated pathways than non-lesional skin compared to control skin (Figure 2, Supplementary
Table S2).

2.4. Downregulated Pathways
2.4.1. Lesional Skin Compared to Control Skin

When comparing lesional skin to control skin, 57 pathways are downregulated. All
of the 10 most significantly downregulated pathways belong to the cluster “Translation”
(Table 1). Other downregulated clusters include “Biological oxidations”, “ Mitophagy”, and
“Respiratory electron transport” (Figures 1 and 4).
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Figure 4. Subgraph showing key enriched Reactome pathways based on statistical comparisons
between transcriptional profiles in lesional, non-lesional, and control skin. The enrichment map
shows upregulated pathways in red, downregulated pathways in blue, and and pathways not
significantly enriched in grey. Each node is divided into three parts, in which the left upper part
represents non-lesional vs. control skin, the right upper part lesional vs. control skin, and the lower

middle part lesional vs. non-lesional skin.
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2.4.2. Non-Lesional Skin Compared to Control Skin

When comparing non-lesional skin to control skin, 199 pathways are significantly
downregulated, which is the highest number among the three comparisons. Of the 10 most
significantly downregulated pathways, seven belong to the cluster “Translation” (Table 1).
Several clusters, for example, “Programmed cell death” and “HIV infection”, are downreg-
ulated when comparing non-lesional to control skin, but upregulated when comparing
lesional to both control and non-lesional skin (Figure 1; Supplementary Table S2). The clus-
ter “Mitophagy” is downregulated both when comparing non-lesional skin to control skin
and lesional skin to control skin. Several other pathways relating to mitochondria are down-
regulated when comparing non-lesional to control skin. Other downregulated pathways
unique to the comparison of non-lesional skin to control skin include the cluster “Endosomal
sorting complex required for transport” and the single pathway “RAB geranylgeranylation”.

2.4.3. Lesional Skin Compared to Non-Lesional Skin

When comparing lesional to non-lesional skin, 54 pathways are significantly down-
regulated. Of the 10 most significantly downregulated pathways, all ten belong to the
cluster Translation (Table 1). Other downregulated clusters include “Diseases associated with
glycosaminoglycan metabolism” and “Biological oxidations”, which are also downregulated
when comparing lesional skin to control skin (Figure 1; Supplementary Table S2).

3. Discussion

In addition to confirming the enrichment of well-known pathways, our GSEA results
reveal several less-known affected biological pathways that have not been previously
described in the pathogenesis of psoriasis.

The cluster Mitophagy encompassed suppressed pathways, including “ Autophagy”
and “Pexophagy”, in lesional skin when assessed against controls, as well as the pathway
“Mitophagy”, which was suppressed in non-lesional skin relative to controls. Autophagy
is a fundamental cellular process responsible for degrading and recycling intracellular
components to sustain homeostasis, exerting cytoprotective and anti-inflammatory ef-
fects [23]. Mitophagy, a specialized form of autophagy, facilitates the selective degradation
of damaged mitochondria [24]. Compromised autophagy leads to the accumulation of
dysfunctional organelles, contributing to dysregulated antigen presentation and immune
cell activation, which can drive chronic inflammatory conditions [25]. Genetic associations
between autophagy-related loci and inflammatory diseases, including rheumatoid arthri-
tis and inflammatory bowel disease, have been proposed [23]. In psoriasis, autophagy
has been implicated in disease pathogenesis, specifically through polymorphisms in the
ATG16L1 gene [26-28], which also have a significant role in epidermal keratinization [29].
We found the expression of the gene ATG16L to be significantly suppressed and that of the
genes ATG3 and ATGAC to be significantly higher in the lesional skin of psoriasis patients
compared to controls and to non-lesional skin.

Autophagy inhibition has been shown to modulate IL-23A secretion in innate immune
cells, including dendritic cells [30]. Additionally, IL-17a, important in the pathophysiol-
ogy of psoriasis, has been found to suppress autophagy by preventing autophagosome
development [31]. Several treatments for psoriasis, such as UVB phototherapy, retinoids,
and JAK inhibitors, have been reported to stimulate autophagy [32-34]. These results
suggest that modifying autophagy might be an interesting future therapeutic avenue for
psoriasis research.

The cluster “Respiratory electron transport, ATP synthesis by chemiosmotic coupling, and
heat production by uncoupling proteins” comprises three suppressed pathways in lesional
skin relative to controls, one of which is “Complex I Biogenesis”. Complex I is responsible
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for establishing a proton gradient across the mitochondrial inner membrane to drive ATP
production [35]. Genetic variations in mitochondrial complex I have been connected to
several different diseases including cancer [36-38], and inhibitors aiming at complex I
are evolving as promising therapeutics [39]. Pathway enrichment linking to the mito-
chondrial respiratory chain has previously been reported in ulcerative colitis and Crohn’s
disease [40,41]. A small study recognized NDUFB?, a complex I subunit, as a promising
biomarker of psoriatic arthritis [42]. However, to our knowledge, altered gene expression
correlated to complex I biogenesis has not been previously described in psoriasis.

The downregulation of “Complex I biogenesis” is particularly intriguing in conjunction
with the suppression of “Mitophagy”. Elevated intracellular reactive oxygen species
(ROS) levels can result from mitochondrial dysfunction, and impaired autophagy can
result in the accretion of dysfunctional mitochondria, leading to oxidative stress and
inflammation [43,44]. This interplay between reduced autophagy and impaired complex
I function may contribute to heightened inflammation in psoriasis. Remarkably, several
mitochondria-related pathways were suppressed exclusively in non-lesional skin relative
to controls, suggesting that mitochondrial dysfunction may extend beyond lesional areas,
potentially playing a role in the broader pathophysiology of psoriasis.

The “Signaling by ROBO receptors” pathway within the Translation cluster is sig-
nificantly suppressed across all three comparisons, a finding not hitherto reported in
psoriasis. Initially recognized for its role in axon guidance, the “Slit glycoprotein and
Roundabout (Slit/Robo)” signaling pathway has also been associated with various can-
cers [45,46] and immune regulation, particularly through its influence on dendritic cell
migration [45]. Given that angiogenesis and immune response are central to psoriasis patho-
physiology [1,47], the involvement of Slit/Robo signaling in these processes is noteworthy.
Emerging evidence proposes that the Slit/Robo pathway may regulate WNT /Beta-catenin
signaling [48], which has been extensively linked to psoriasis development [49-51]. Ab-
normalities in the peripheral nervous system are believed to be of importance in the
pathogenesis of psoriasis, and differences in gene expression of genes relating to neu-
ritogenesis, including Slits, have been found when comparing lesional to non-lesional
skin of psoriasis patients [52]. The authors suggest that these alterations can affect T-cell
activation and infiltration through crosstalk in the neuroimmune system [52]. This fur-
ther strengthens the potential connection between the Slit/Robo signaling pathway and
psoriasis pathophysiology.

Intriguingly, non-lesional skin displays distinct pathway regulation not observed in
either lesional or control areas. Notably, several increased pathways are connected to
neuronal migration and axon guidance, such as Netrin-1, as well as being linked to key
neurobiological processes, such as NPAS4 [53,54]. While NPAS4’s direct implication in skin
biology remains unclear, insights from neuroimmunology suggest a potential connection
between neuronal activity and skin health. On the other hand, suppressed pathways in non-
lesional skin encompass endosomal sorting and vesicle trafficking regulation [55,56]. These
findings prompt speculation about the unique regulatory landscape of non-lesional skin.

A distinct cluster, synthesis of PIPs at the early endosome membrane, revealed two in-
creased pathways specific to lesional skin relative to control samples. The “phosphatidyli-
nositol 3,5-bisphosphate (PI1(3,5)P2)” pathway, a key component of this cluster, is vital for
endocytic pathways, membrane trafficking, autophagy, and stress adaption. Mutations that
impair PI(3,5)P2 biosynthesis are related to various human diseases including neurodegen-
erative disorders [57]. Although the particular role of endosome membrane dynamics and
PI(3,5)P2 signaling in psoriasis pathophysiology is not yet fully understood, our results
suggest that modifications in these cellular processes may potentially contribute to the
inflammatory aspects of psoriasis.
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Alongside these newly identified pathways, our results corroborate previous studies
using GSEA. We observed similar enrichments in pathways relating to the cell cycle,
interferon signaling, antiviral mechanisms, TCR signaling, and ribosomes [17,18,20].

Our study has several strengths. The consistency in the location of skin samples
minimizes the likelihood that the observed differences are due to regional variations. By
adjusting for age and gender, we control for potential confounding factors, enabling more
precise comparisons between patient and control groups. However, the relatively small
number of patients included may limit the generalizability of our conclusions and affect
the statistical power of our study. A larger sample size would yield more robust results,
potentially capturing more subtle differences between groups. Another limitation is that
our results are based solely on RNA sequencing data and need to be verified through
analysis of protein expression or functional experiments. Additionally, accounting for
other potential confounding factors such as disease severity, ongoing medications, or other
illnesses could further support the study’s conclusions.

In conclusion, our GSEA results highlight several novel biological pathways not
previously described in the development of psoriasis. Further research with larger sample
sizes and protein expression level analyses is necessary to validate these findings and
explore these pathways as potential therapeutic targets for the disease.

4. Materials and Methods
4.1. Study Subjects

This study included 50 individuals diagnosed with plaque psoriasis and 77 healthy
control subjects. To ensure the reliability of the findings, participants had not taken oral
antibiotics, anti-inflammatory medications, or immune-modulating treatments for at least
three months before enrollment and throughout the study period. Individuals were ex-
cluded if they were pregnant, under 18 years of age, diagnosed with malign disorders,
psoriatic arthritis, or systemic inflammatory diseases, or had active infections at the time
of sampling.

All participants provided written informed consent in accordance with protocols ap-
proved by the Ethical Committee of Linkoping University, Linkdping, Sweden (Institutional
Review Board approval number 2014/179-31). Data on gender, age, ongoing psoriasis
treatments, and current medications were collected. Disease severity was assessed by a
trained dermatology nurse using the Psoriasis Area and Severity Index (PASI) [58].

To standardize sampling conditions, participants refrained from applying anti-
inflammatory ointments on the skin two weeks before sample collection. Topical emollients
were permitted. A subset of 23 psoriasis patients and 25 healthy controls was selected for
RNA sequencing, as described in Section 4.3. The demographic characteristics of the study
population are summarized in Table 2.

Table 2. Patients” demographic characteristics.

Psoriasis Control
Number of subjects 23 25
Age, years, mean £ SD ? (range) 53.7 + 14.3 (22-71) 47.0 £ 18.1 (19-86)
Male/female ratio, n 12:11 11:14
PASI, mean =+ SD (range) 5.3 + 3.3 (0.5-11.3) -
Family history of psoriasis, % 69.6 0

a Standard deviation.

4.2. Sample Collection and Skin Biopsy Procedure

Punch biopsies, 2 mm in diameter, were attained from the lesional skin of the elbow
and from the non-lesional skin neighboring the affected elbow from patients with psoriasis.
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In healthy controls, samples were taken from the elbow region. To preserve RNA integrity,
the biopsies were instantaneously placed in RNAlater (Qiagen, Hilden, Germany) and
afterwards kept at —80 °C.

4.3. RNA Extraction and Sequencing

The skin samples were processed with a TissueRuptur and disposable probes (Qiagen,
Hilden, Germany) to achieve homogenization. Total RNA was isolated using the RNeasy Fi-
brous Tissue mini kit (Qiagen, Hilden, Germany). RNA concentrations were measured with
the Qubit 2.0 Fluorometer, employing the Qubit RNA BR assay (Thermo Fisher Scientific,
Waltham, MA, USA). RNA quality was assessed using the Agilent 2100 Bioanalyzer and
RNA 6000 Nano kit (Agilent Technologies, Santa Clara, CA, USA), with samples displaying
an RNA integrity number (RIN) below 7.7 being omitted. Accordingly, RNA sequencing
was carried out with 23 psoriasis patients and 25 healthy controls. Poly(A)-enriched RNA
was isolated, and mRNA libraries were prepared using the TruSeq Stranded mRNA (Illu-
mina, San Diego, CA, USA). Libraries were then clustered on cBot, and sequencing was
conducted with HiSeq SBS v4 chemistry and a HiSeq 2500 system (Illumina, San Diego,
CA, USA) with a read length of 1 x 50 nucleotides (single-read setup). Sequencing depth
ranged from 20.5 to 35.9 million reads per sample, with an average of 28.8 million reads.

4.4. Bioinformatic Processing and Statistical Analysis

RNA sequencing data were processed and examined with R version 4.2.2 (version
2022.12.0; https:/ /posit.co/), utilizing packages from the Bioconductor release 3.16 (https:
/ /bioconductor.org/) unless otherwise stated.

For all statistical analyses, unless otherwise specified, the false discovery rate (FDR)
was controlled by applying the Benjamini-Hochberg correction, and a significance thresh-
old of adjusted p-values < 0.05 was used.

The sequencing reads were aligned to the primary GRCh38 reference genome from
Ensembl and mapped to the corresponding genetic features (official gene symbols) based
on the latest genomic annotation file (version 111). The feature counts were generated at
gene rank by applying the RSubread package. The alignment efficacy ranged from 97.5%
to 98.6%, with a mean of 98.3%. This provided a read depth of 20.1-35.3 million aligned
reads per sample, with a mean of 28.3 million reads. Genes showing more than 1 count per
million in at least as many samples as the smallest set (i.e., 23) were taken for further inves-
tigation. Gene annotations, including their approved complete names, Entrez gene IDs, and
chromosomal positions, were retrieved by applying the AnnotationDbi and org.Hs.eg.db
packages. Genes with inadequate data were disqualified from subsequent investigation.

Normalization of gene expression data was performed by scaling factors derived from
the trimmed mean of the M-values, implemented via the calcNormFactors function in
the edgeR package. Differential expression (DE) analysis was carried out with the limma
package. To address the within-subject comparisons (e.g., lesional vs. non-lesional skin
in psoriasis patients) and between-subject comparisons (e.g., psoriatic skin vs. control
skin), the voomLmFit function was applied, which is similar to calling voom, followed by
duplicateCorrelation and ImFit. Skin type was investigated for DE genes, while adjusting
for gender and age, by an empirical Bayes moderated ¢-test. Significance testing for every
single gene was performed to assess alterations between groups with respect to zero.

4.5. Gene Set Analysis, Network Analysis, and Visualization

Gene set enrichment analysis (GSEA), network exploration, and visualization were
achieved following the methods outlined in a previous study [40]. In summary, Reac-
tome pathways (https:/ /reactome.org/), were evaluated using pre-ranked gene lists, with
ranking established on fold change and unadjusted p-values as of the empirical Bayes
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moderated t-test, facilitated by the ReactomePA package. Pathways with an adjusted
p-value < 0.05 were selected for clustering analysis with Cytoscape v3.9.1, combined with
the EnrichmentMap v3.3.4 and clusterMaker2 v2.2 plugins. The cluster associated with
the pathway exhibiting the lowest adjusted p-value was assigned as the cluster’s name.
For visualization, a dot plot was generated, displaying all clusters, which were further
grouped hierarchically according to their median normalized enrichment score (NES) val-
ues. The dimensions and coloring of the dots in the plot indicate the median percentage
of core enriched genes (CEGs), contributing to the enrichment score, and the median NES
values, respectively.

Supplementary Materials: The following supporting information can be downloaded at https://www.
mdpi.com/article/10.3390/ijms26125546/s1.

Author Contributions: Conceptualization, O.S.; Methodology, M.A., ].S. and O.D.; Software, J.S.;
Formal analysis, M.A., J.S., O.D. and O.S.; Investigation, M. A.; Writing—original draft, M.A. and O.S.;
Writing—review & editing, ].S., O.D. and O.S.; Funding acquisition, O.S. All authors have read and
agreed to the published version of the manuscript.

Funding: This study was supported by grants from the Swedish Psoriasis Foundation and from
Futurum, Academy of Healthcare, County Council of Jonkoping, Sweden (FUTURUM-1012326,
FUTURUM-996859, and FUTURUM-1006909.

Institutional Review Board Statement: The study was conducted in accordance with the Declaration
of Helsinki, and approved by the Ethical Committeeof Link6ping University, Linkoping, Sweden
(Institutional Review Board approval number 2014/179-31).

Informed Consent Statement: Informed consent was obtained from all subjects involved in the study.
Written informed consent has been obtained from the patients to publish this paper.

Data Availability Statement: The data that support the findings of this study are available from the
corresponding author, O.S., upon reasonable request.

Acknowledgments: We are grateful for the help of Siv Nilsson, Division of Dermatology, Region
Jonkoping County, Jonkoping, Sweden. The authors would like to acknowledge support from Science
for Life Laboratory, the National Genomics Infrastructure, NGI, and Uppmax for providing assistance
in massive parallel sequencing and computational infrastructure.

Conflicts of Interest: The authors declare no conflicts of interest.

References

1. Nestle, FO.; Kaplan, D.H.; Barker, J. Psoriasis. N. Engl. . Med. 2009, 361, 496-509. [CrossRef] [PubMed]

2. Patrizi, A.; Raone, B.; Ravaioli, G.M. Management of atopic dermatitis: Safety and efficacy of phototherapy. Clin. Cosmet. Investig.
Dermatol. 2015, 8, 511-520. [CrossRef]

3. Gladman, D.D.; Antoni, C.; Mease, P; Clegg, D.O.; Nash, P. Psoriatic arthritis: Epidemiology, clinical features, course, and
outcome. Ann. Rheum. Dis. 2005, 64 (Suppl. 2), ii14-iil7. [CrossRef]

4.  Gottlieb, A.B.; Dann, F. Comorbidities in patients with psoriasis. Am. J. Med. 2009, 122, 1150.e1-1150.€9. [CrossRef]

5. Grozdev, I; Korman, N.; Tsankov, N. Psoriasis as a systemic disease. Clin. Dermatol. 2014, 32, 343-350. [CrossRef]

6. Najarian, D.J.; Gottlieb, A.B. Connections between psoriasis and Crohn’s disease. J. Am. Acad. Dermatol. 2003, 48, 805-821; quiz
822-824. [CrossRef]

7. Prodanovich, S.; Kirsner, R.S.; Kravetz, ].D.; Ma, F.; Martinez, L.; Federman, D.G. Association of psoriasis with coronary artery,
cerebrovascular, and peripheral vascular diseases and mortality. Arch. Dermatol. 2009, 145, 700-703. [CrossRef] [PubMed]

8. Schon, M.P,; Boehncke, W.H. Psoriasis. N. Engl. . Med. 2005, 352, 1899-1912. [CrossRef] [PubMed]

9. Deng, Y,; Chang, C.; Lu, Q. The Inflammatory Response in Psoriasis: A Comprehensive Review. Clin. Rev. Allergy Immunol. 2016,
50, 377-389. [CrossRef]

10. Luo, Y; Luo, Y,; Chang, J.; Xiao, Z.; Zhou, B. Identification of candidate biomarkers and pathways associated with psoriasis using

bioinformatics analysis. Hereditas 2020, 157, 30. [CrossRef]


https://www.mdpi.com/article/10.3390/ijms26125546/s1
https://www.mdpi.com/article/10.3390/ijms26125546/s1
https://doi.org/10.1056/NEJMra0804595
https://www.ncbi.nlm.nih.gov/pubmed/19641206
https://doi.org/10.2147/CCID.S87987
https://doi.org/10.1136/ard.2004.032482
https://doi.org/10.1016/j.amjmed.2009.06.021
https://doi.org/10.1016/j.clindermatol.2013.11.001
https://doi.org/10.1067/mjd.2003.540
https://doi.org/10.1001/archdermatol.2009.94
https://www.ncbi.nlm.nih.gov/pubmed/19528427
https://doi.org/10.1056/NEJMra041320
https://www.ncbi.nlm.nih.gov/pubmed/15872205
https://doi.org/10.1007/s12016-016-8535-x
https://doi.org/10.1186/s41065-020-00141-1

Int. J. Mol. Sci. 2025, 26, 5546 13 of 14

11.

12.

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.
24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

Zhu, Q.; Zhao, L.; Ding, H.; Song, J.; Zhang, Q.; Yu, S.; Wang, Y.; Wang, H. Interleukins and Psoriasis. J. Cutan. Med. Surg. 2024,
28, NP19-NP35. [CrossRef] [PubMed]

Nair, R.P; Duffin, K.C.; Helms, C.; Ding, J.; Stuart, PE.; Goldgar, D.; Gudjonsson, J.E.; Li, Y.; Tejasvi, T.; Feng, B.J.; et al. Genome-
wide scan reveals association of psoriasis with IL-23 and NF-kappaB pathways. Nat. Genet. 2009, 41, 199-204. [CrossRef]
[PubMed]

Krueger, ].G.; Fretzin, S.; Suarez-Farifias, M.; Haslett, P.A.; Phipps, K.M.; Cameron, G.S.; McColm, J.; Katcherian, A.; Cueto, I;
White, T.; et al. IL-17A is essential for cell activation and inflammatory gene circuits in subjects with psoriasis. J. Allergy Clin.
Immunol. 2012, 130, 145-154.€9. [CrossRef]

Chen, W,; Xie, K,; Liu, X.; Chen, H. Identification of key pathways and genes in psoriasis via gene microarray analysis. Mol. Med.
Rep. 2016, 13, 2327-2337. [CrossRef] [PubMed]

Sevimoglu, T.; Arga, K.Y. Computational Systems Biology of Psoriasis: Are We Ready for the Age of Omics and Systems
Biomarkers? Omics A J. Integr. Biol. 2015, 19, 669—-687. [CrossRef]

Fan, F; Huang, Z.; Chen, Y. Integrated analysis of immune-related long noncoding RNAs as diagnostic biomarkers in psoriasis.
Peer] 2021, 9, €11018. [CrossRef]

Zou, A.; Kong, Q.; Sang, H. Identification of key apoptosis-related genes and immune infiltration in the pathogenesis of psoriasis.
Hereditas 2022, 159, 26. [CrossRef]

Liu, S.; Zhuang, Z.; Liu, F; Yuan, X,; Zhang, Z.; Liang, X.; Li, X.; Chen, Y. Identification of potential biomarkers and infiltrating
immune cells from scalp psoriasis. Gene 2024, 893, 147918. [CrossRef]

Liu, S.; Yuan, X.; Su, H.; Liu, E; Zhuang, Z.; Chen, Y. ZNF384: A Potential Therapeutic Target for Psoriasis and Alzheimer’s
Disease Through Inflammation and Metabolism. Front. Immunol. 2022, 13, 892368. [CrossRef]

Xing, L.; Wu, T.; Yu, L.; Zhou, N.; Zhang, Z.; Pu, Y.; Wu, J.; Shu, H. Exploration of Biomarkers of Psoriasis through Combined
Multiomics Analysis. Mediat. Inflamm. 2022, 2022, 7731082. [CrossRef]

Tokuyama, M.; Mabuchi, T. New Treatment Addressing the Pathogenesis of Psoriasis. Int. J. Mol. Sci. 2020, 21, 7488. [CrossRef]
[PubMed]

Albanesi, C.; Madonna, S.; Gisondi, P.; Girolomoni, G. The Interplay Between Keratinocytes and Immune Cells in the Pathogenesis
of Psoriasis. Front. Immunol. 2018, 9, 1549. [CrossRef] [PubMed]

Deretic, V.; Levine, B. Autophagy balances inflammation in innate immunity. Autophagy 2018, 14, 243-251. [CrossRef] [PubMed]
Kim, I.; Rodriguez-Enriquez, S.; Lemasters, ].J. Selective degradation of mitochondria by mitophagy. Arch. Biochem. Biophys. 2007,
462, 245-253. [CrossRef]

Bonam, S.R.; Mastrippolito, D.; Georgel, P.; Muller, S. Pharmacological targets at the lysosomal autophagy-NLRP3 inflammasome
crossroads. Trends Pharmacol. Sci. 2024, 45, 81-101. [CrossRef]

Li, L,; Lu, H.; Zhang, Y,; Li, Q.; Shi, S.; Liu, Y. Effect of Azelaic Acid on Psoriasis Progression Investigated Based on Phos-
phatidylinositol 3-Kinase (PI3K)/Protein Kinase B (AKT) Signaling Pathway. Clin. Cosmet. Investig. Dermatol. 2022, 15, 2523-2534.
[CrossRef]

Bai, S.; Cheng, H.; Li, H.; Bo, P. Integrated bioinformatics analysis identifies autophagy-associated genes as candidate biomarkers
and reveals the immune infiltration landscape in psoriasis. Autoimmunity 2024, 57, 2259137. [CrossRef]

Douroudis, K.; Kingo, K.; Traks, T.; Reimann, E.; Raud, K.; Rétsep, R.; Mossner, R.; Silm, H.; Vasar, E.; Koks, S. Polymorphisms in
the ATG16L1 gene are associated with psoriasis vulgaris. Acta Derm. Venereol. 2012, 92, 85-87. [CrossRef]

Yoshihara, N.; Ueno, T.; Takagi, A.; Oliva Trejo, ].A.; Haruna, K.; Suga, Y.; Komatsu, M.; Tanaka, K.; Ikeda, S. The significant
role of autophagy in the granular layer in normal skin differentiation and hair growth. Arch. Dermatol. Res. 2015, 307, 159-169.
[CrossRef]

Peral de Castro, C.; Jones, S.A.; Cheallaigh, C.N.; Hearnden, C.A.; Williams, L.; Winter, J.; Lavelle, E.C.; Mills, K.H.; Harris, J.
Autophagy regulates IL-23 secretion and innate T cell responses through effects on IL-1 secretion. J. Immunol. 2012, 189, 4144-4153.
[CrossRef]

Varshney, P.; Saini, N. PI3K/AKT/mTOR activation and autophagy inhibition plays a key role in increased cholesterol during
IL-17A mediated inflammatory response in psoriasis. Biochim. Et Biophys. Acta Mol. Basis Dis. 2018, 1864, 1795-1803. [CrossRef]
[PubMed]

Rajawat, Y.; Hilioti, Z.; Bossis, I. Autophagy: A target for retinoic acids. Autophagy 2010, 6, 1224-1226. [CrossRef]

Yang, Y.; Wang, H.; Wang, S.; Xu, M,; Liu, M.; Liao, M.; Frank, J.A.; Adhikari, S.; Bower, K.A ; Shi, X.; et al. GSK3p signaling is
involved in ultraviolet B-induced activation of autophagy in epidermal cells. Int. J. Oncol. 2012, 41, 1782-1788. [CrossRef]
Silvagni, E.; Missiroli, S.; Patergnani, S.; Boncompagni, C.; D'Ugo, C.; Garaffoni, C.; Ciliento, M.S.; Lanza, G.; Bonora, M.; Gafa, R,;
et al. Tofacitinib restores psoriatic arthritis fibroblast-like synoviocytes function via autophagy and mitochondrial quality control
modulation. J. Autoimmun. 2024, 143, 103159. [CrossRef]

Mimaki, M.; Wang, X.; McKenzie, M.; Thorburn, D.R.; Ryan, M.T. Understanding mitochondrial complex I assembly in health
and disease. Biochim. Et Biophys. Acta 2012, 1817, 851-862. [CrossRef] [PubMed]


https://doi.org/10.1177/12034754241227623
https://www.ncbi.nlm.nih.gov/pubmed/38314729
https://doi.org/10.1038/ng.311
https://www.ncbi.nlm.nih.gov/pubmed/19169254
https://doi.org/10.1016/j.jaci.2012.04.024
https://doi.org/10.3892/mmr.2016.4790
https://www.ncbi.nlm.nih.gov/pubmed/26781069
https://doi.org/10.1089/omi.2015.0096
https://doi.org/10.7717/peerj.11018
https://doi.org/10.1186/s41065-022-00233-0
https://doi.org/10.1016/j.gene.2023.147918
https://doi.org/10.3389/fimmu.2022.892368
https://doi.org/10.1155/2022/7731082
https://doi.org/10.3390/ijms21207488
https://www.ncbi.nlm.nih.gov/pubmed/33050592
https://doi.org/10.3389/fimmu.2018.01549
https://www.ncbi.nlm.nih.gov/pubmed/30034395
https://doi.org/10.1080/15548627.2017.1402992
https://www.ncbi.nlm.nih.gov/pubmed/29165043
https://doi.org/10.1016/j.abb.2007.03.034
https://doi.org/10.1016/j.tips.2023.11.005
https://doi.org/10.2147/CCID.S389760
https://doi.org/10.1080/08916934.2023.2259137
https://doi.org/10.2340/00015555-1183
https://doi.org/10.1007/s00403-014-1508-0
https://doi.org/10.4049/jimmunol.1201946
https://doi.org/10.1016/j.bbadis.2018.02.003
https://www.ncbi.nlm.nih.gov/pubmed/29432814
https://doi.org/10.4161/auto.6.8.13793
https://doi.org/10.3892/ijo.2012.1620
https://doi.org/10.1016/j.jaut.2023.103159
https://doi.org/10.1016/j.bbabio.2011.08.010
https://www.ncbi.nlm.nih.gov/pubmed/21924235

Int. J. Mol. Sci. 2025, 26, 5546 14 of 14

36.

37.

38.

39.

40.

41.

42.

43.

44.

45.

46.

47.

48.

49.

50.

51.

52.

53.

54.

55.

56.

57.

58.

Scacco, S.; Petruzzella, V.; Budde, S.; Vergari, R.; Tamborra, R.; Panelli, D.; van den Heuvel, L.P.; Smeitink, J.A.; Papa, S.
Pathological mutations of the human NDUFS4 gene of the 18-kDa (AQDQ) subunit of complex I affect the expression of the
protein and the assembly and function of the complex. J. Biol. Chem. 2003, 278, 44161-44167. [CrossRef]

Poursadegh Zonouzi, A.; Ghorbian, S.; Abkar, M.; Poursadegh Zonouzi, A.A.; Azadi, A. Mitochondrial complex I gene variations;
as a potential genetic risk factor in pathogenesis of multiple sclerosis. J. Neurol. Sci. 2014, 345, 220-223. [CrossRef]

Xiang, H.; Tang, H.; He, Q.; Sun, J.; Yang, Y.; Kong, L.; Wang, Y. NDUFAS is transcriptionally regulated by EP300/H3K27ac
and promotes mitochondrial respiration to support proliferation and inhibit apoptosis in cervical cancer. Biochem. Biophys. Res.
Commun. 2024, 693, 149374. [CrossRef]

Zhou, Y.; Zou, J.; Xu, J.; Zhou, Y.; Cen, X.; Zhao, Y. Recent advances of mitochondrial complex I inhibitors for cancer therapy:
Current status and future perspectives. Eur. J. Med. Chem. 2023, 251, 115219. [CrossRef]

Soderman, J.; Almer, S. Discerning endoscopic severity of inflammatory bowel disease by scoping the peripheral blood transcrip-
tome. Gastro Hep Adv. 2024, 3, 618-633. [CrossRef] [PubMed]

Soderman, J.; Berglind, L.; Almer, S. Inverse and Concordant Mucosal Pathway Gene Expressions in Inflamed and Non-Inflamed
Ulcerative Colitis Patients: Potential Relevance to Aetiology and Pathogenesis. Int. J. Mol. Sci. 2022, 23, 6944. [CrossRef]

Zhu, J; Han, L.; Liu, R.; Zhang, Z.; Huang, Q.; Fang, X; Yang, K.; Huang, G.; Zheng, Z.; Yawalkar, N.; et al. Identification of
proteins associated with development of psoriatic arthritis in peripheral blood mononuclear cells: A quantitative iITRAQ-based
proteomics study. J. Transl. Med. 2021, 19, 331. [CrossRef]

Calabrese, C.; Nolte, H.; Pitman, M.R.; Ganesan, R.; Lampe, P; Laboy, R.; Ripa, R.; Fischer, J.; Polara, R.; Panda, SK.; et al.
Mitochondrial translocation of TFEB regulates complex I and inflammation. EMBO Rep. 2024, 25, 704-724. [CrossRef]

Kim, HJ,; Park, J.; Kim, SK,; Park, H.; Kim, J.E.; Lee, S. Autophagy: Guardian of Skin Barrier. Biomedicines 2022, 10, 1817.
[CrossRef] [PubMed]

Bisiak, F.; McCarthy, A.A. Structure and Function of Roundabout Receptors. Sub-Cell. Biochem. 2019, 93, 291-319. [CrossRef]
Wang, B.; Xiao, Y.; Ding, B.B.; Zhang, N.; Yuan, X.; Gui, L.; Qian, K.X.; Duan, S.; Chen, Z.; Rao, Y.; et al. Induction of tumor
angiogenesis by Slit-Robo signaling and inhibition of cancer growth by blocking Robo activity. Cancer Cell 2003, 4, 19-29.
[CrossRef] [PubMed]

Akhtar, T.; Wani, W.Y,; Kamal, M.A.; Kaur, R. Role of Angiogenic Growth Factors in Psoriasis: A Review. Curr. Drug Metab. 2018,
19, 910-916. [CrossRef]

Biankin, A.V.; Waddell, N.; Kassahn, K.S.; Gingras, M.C.; Muthuswamy, L.B.; Johns, A.L.; Miller, D.K.; Wilson, PJ.; Patch, A.M.;
W, J.; et al. Pancreatic cancer genomes reveal aberrations in axon guidance pathway genes. Nature 2012, 491, 399-405. [CrossRef]
Assarsson, M.; Soderman, J.; Duvetorp, A.; Mrowietz, U.; Skarstedt, M.; Seifert, O. Narrowband UVB treatment induces expression
of WNT7B, WNT10B and TCF7L2 in psoriasis skin. Arch. Dermatol. Res. 2019, 311, 535-544. [CrossRef]

Teh, M.T,; Blaydon, D.; Ghali, L.R.; Briggs, V.; Edmunds, S.; Pantazi, E.; Barnes, M.R.; Leigh, LM.; Kelsell, D.P.; Philpott, M.P. Role
for WNT16B in human epidermal keratinocyte proliferation and differentiation. J. Cell Sci. 2007, 120, 330-339. [CrossRef]
Wang, W.; Yu, X.; Wu, C.; Jin, H. IL-36y inhibits differentiation and induces inflammation of keratinocyte via Wnt signaling
pathway in psoriasis. Int. J. Med. Sci. 2017, 14, 1002-1007. [CrossRef] [PubMed]

Rombhanyi, D.; Szabd, K.; Kemény, L.; Sebestyén, E.; Groma, G. Transcriptional Analysis-Based Alterations Affecting Neuritogene-
sis of the Peripheral Nervous System in Psoriasis. Life 2022, 12, 111. [CrossRef]

Cai, M.; Zheng, Q.; Chen, Y,; Liu, S.; Zhu, H.; Bai, B. Insights from the neural guidance factor Netrin-1 into neurodegeneration
and other diseases. Front. Mol. Neurosci. 2024, 17, 1379726. [CrossRef]

Fu, J.; Guo, O.; Zhen, Z.; Zhen, ]. Essential Functions of the Transcription Factor Npas4 in Neural Circuit Development, Plasticity,
and Diseases. Front. Neurosci. 2020, 14, 603373. [CrossRef]

Metcalf, D.; Isaacs, A.M. The role of ESCRT proteins in fusion events involving lysosomes, endosomes and autophagosomes.
Biochem. Soc. Trans. 2010, 38, 1469-1473. [CrossRef] [PubMed]

Veleri, S.; Punnakkal, P.; Dunbar, G.L.; Maiti, P. Molecular Insights into the Roles of Rab Proteins in Intracellular Dynamics and
Neurodegenerative Diseases. Neuromolecular Med. 2018, 20, 18-36. [CrossRef] [PubMed]

Hasegawa, J.; Strunk, B.S.; Weisman, L.S. PI5SP and PI(3,5)P(2): Minor, but Essential Phosphoinositides. Cell Struct. Funct. 2017, 42,
49-60. [CrossRef]

Fredriksson, T.; Pettersson, U. Severe psoriasis-oral therapy with a new retinoid. Dermatologica 1978, 157, 238-244. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual

author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to

people or property resulting from any ideas, methods, instructions or products referred to in the content.


https://doi.org/10.1074/jbc.M307615200
https://doi.org/10.1016/j.jns.2014.07.051
https://doi.org/10.1016/j.bbrc.2023.149374
https://doi.org/10.1016/j.ejmech.2023.115219
https://doi.org/10.1016/j.gastha.2024.02.009
https://www.ncbi.nlm.nih.gov/pubmed/39165421
https://doi.org/10.3390/ijms23136944
https://doi.org/10.1186/s12967-021-03006-x
https://doi.org/10.1038/s44319-024-00058-0
https://doi.org/10.3390/biomedicines10081817
https://www.ncbi.nlm.nih.gov/pubmed/36009363
https://doi.org/10.1007/978-3-030-28151-9_9
https://doi.org/10.1016/S1535-6108(03)00164-8
https://www.ncbi.nlm.nih.gov/pubmed/12892710
https://doi.org/10.2174/1389200219666180416162942
https://doi.org/10.1038/nature11547
https://doi.org/10.1007/s00403-019-01931-y
https://doi.org/10.1242/jcs.03329
https://doi.org/10.7150/ijms.20809
https://www.ncbi.nlm.nih.gov/pubmed/28924372
https://doi.org/10.3390/life12010111
https://doi.org/10.3389/fnmol.2024.1379726
https://doi.org/10.3389/fnins.2020.603373
https://doi.org/10.1042/BST0381469
https://www.ncbi.nlm.nih.gov/pubmed/21118109
https://doi.org/10.1007/s12017-018-8479-9
https://www.ncbi.nlm.nih.gov/pubmed/29423895
https://doi.org/10.1247/csf.17003
https://doi.org/10.1159/000250839

	Introduction 
	Results 
	Differentially Expressed Genes 
	GSEA Results 
	Upregulated Pathways 
	Lesional Skin Compared to Control Skin 
	Non-Lesional Skin Compared to Control Skin 
	Lesional Skin Compared to Non-Lesional Skin 

	Downregulated Pathways 
	Lesional Skin Compared to Control Skin 
	Non-Lesional Skin Compared to Control Skin 
	Lesional Skin Compared to Non-Lesional Skin 


	Discussion 
	Materials and Methods 
	Study Subjects 
	Sample Collection and Skin Biopsy Procedure 
	RNA Extraction and Sequencing 
	Bioinformatic Processing and Statistical Analysis 
	Gene Set Analysis, Network Analysis, and Visualization 

	References

