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Psoriasis is a common chronic skin disorder with a polygenic background. It is widely acknowledged 
that Th17/IL-17A axis plays a key role in the pathogenesis of psoriasis. However, numerous regulatory 
genes upstream of the pathway remain undiscovered, creating a knowledge gap in our understanding 
of the genetic aspects of the Th17/IL-17A axis. In this study, we employed machine learning algorithms 
to identify three target genes associated with psoriasis: CCR7, IL2RG, and PLEK. The validation of 
these genes was carried out in specimens from psoriatic patients. In vivo, investigations assessed 
the relationship between these three genes and IL-17A-related inflammation and their connection 
to psoriatic phenotypes. To further confirm the significance of the newly discovered gene, PLEK, 
we performed experiments involving the blockade of its expression. Our bioinformatics analysis 
revealed three novel genes closely linked to psoriasis: CCR7, IL2RG, and PLEK. These genes exhibited 
upregulated expression in psoriasis, consistently aligning with the Th17/IL-17A axis. Inhibition of PLEK 
expression reduced Th17/IL-17A-related inflammation and alleviated psoriatic phenotypes. CCR7, 
IL2RG, and PLEK show potential as three novel biomarkers for psoriasis, with PLEK being reported for 
the first time in this context. These genes contribute to pathogenesis by associating with the Th17/IL-
17A signaling pathway.
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Psoriasis is a prevalent chronic skin disorder characterized by a polygenic origin. Globally, its prevalence has 
reached 2–4%1, imposing a significant medical burden on individuals and society.

The core signaling pathway in psoriasis pathogenesis is the IL-23/IL-17A axis. When triggered by various 
internal or external adverse factors, there is a substantial release of IL-23. This activation, in turn, stimulates type 
17 T helper cells (Th17), prompting the release of large quantities of inflammatory cytokines. These cytokines, in 
turn, stimulate keratinocytes, contributing to the development of psoriasis. Notably, IL-17A is a pivotal molecule 
within this network, generating and amplifying the observed inflammatory response in psoriasis.

While numerous existing studies have established a clear link between the Th17/IL-17A axis and psoriasis 
pathogenesis, many regulatory genes upstream of this pathway have yet to be fully explored. Therefore, there 
remains extensive room for exploration at the genetic level concerning the Th17/IL-17A axis.
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In line with our aim to enhance our comprehension of the classic psoriasis pathway, we have undertaken a 
study to investigate novel genes related to the Th17/IL-17A axis. Our objective is to contribute to more precise 
clinical diagnoses and inspire potential avenues for cutting-edge treatments in psoriasis.

Material and methods
Data acquisition
We obtained three datasets from the GEO dataset: GSE14905, GSE13355, GSE121212 and GSE151177. Each 
dataset comprised both normal healthy donors (NHD) and psoriasis samples. We processed and normalized the 
relevant clinical and matrix data using the R package.

·GSE14905 included 26 NHD and 33 psoriasis samples.
·GSE13355 contained 64 NHD and 58 psoriasis specimens.
·GSE121212 consisted of 38 NHD and 28 psoriasis individuals.
·GSE151177 consisted of 5 NHD and 13 psoriasis individuals.

Immune cells infiltration
To assess the correlation between NHD and psoriasis patients in relation to Th17 cells and the IL-17A signaling 
pathway, we conducted a Gene Set Enrichment Analysis (GSEA). Pathway gene sets were obtained from the 
MSigDB database (http://www.gsea-msigdb.org), and GSEA software version 4.3.2 was used, incorporating 
matrix information and clinical data from the GSE14905 dataset.

Gene set enrichment analysis
GSEA was used to analyze the correlation between NHD and psoriasis patients with Th 17 cells and the IL-
17A signaling pathway from the MSigDB database (http://www.gsea-msigdb.org). Matrix information, clinical 
information of GSE14905, and associated pathway gene sets were input into the GSEA software 4.3.2, respectively. 
A p < 0.05 and false discovery rate (FDR) < 0.25 were set as significant. We established a threshold of p < 0.05 and 
a false discovery rate (FDR) of < 0.25.

Weighted gene co-expression networks analysis (WGCNA)
The R package “WGCNA” was used to integrate the matrix, clinical, and IL-17A pathway information from the 
GSE14905 dataset. This package was utilized to identify modules associated with the IL-17A pathway. To achieve 
this, we set the soft-thresholding value to 2, grouping genes with similar expression patterns into the same 
modules. We determined 0.8 as the appropriate scale-free topological module degree and specified a minimum 
of 30 genes in each gene set to enhance result reliability. The module exhibiting the smallest p-value was selected 
as the collection of IL-17A-related genes.

Identification of hub genes
We employed the R package ‘limma’ to identify differentially expressed genes (DEGs) between NHD and 
psoriasis patients. The selection criteria were set as P value < 0.05 and log2 fold change (FC) > 0.1. Using Venn 
plots, the intersection of DEGs and IL-17A-related genes, was defined as hub genes.

Subsequently, these hub genes were utilized to construct a protein–protein interaction (PPI) network using 
the STRING database and visualized using Cytoscape software. Additionally, we identified the top 20 hub genes 
using the ‘CytoHubba’ plugin.

Functional pathways
We submitted the top 20 hub genes to David’s website (https://david.ncifcrf.gov/tools.jsp) to perform pathway 
enrichment analysis using the Gene Ontology (GO) and Kyoto Encyclopedia of Genes and Genomes (KEGG) 
databases2. The pathways associated with these genes were subsequently visualized as string and bubble plots 
using the R package ‘quilts’ within the R software.

Machine learning algorithms
To identify the core genes associated with psoriasis, we employed LASSO regression and Support Vector Machine 
(SVM) algorithms. For LASSO regression, we utilized the “caret” and “glmnet” packages with a binomial response 
type and an alpha value set to 1. In the case of SVM, we used the “e1071” package for classification, aiming to 
confirm differences. We employed an n-fold polynomial value of 15 and applied a tenfold cross-validation as the 
criteria.

Human participants
The skin tissue samples from 6 healthy NHD and 6 psoriasis patients were obtained from Wuhan Union Hospital 
affiliated with Huazhong University of Science and Technology (HUST) in Wuhan, China.

Mouse model
C57BL/6 mice were acquired from Hunan SJA Laboratory Animal Co., Ltd. They were housed in a controlled 
environment at a temperature of 22–25 °C with a relative humidity of 50–60% and provided with unrestricted 
access to water and food.

At the beginning of the experiment, mice were injected intraperitoneally with 2% pentobarbital sodium 
solution at a concentration of 20 mg/kg body weight and anesthetized. To establish a mouse model of psoriasis, 
the mice were initially depilated on their backs over an area of 3 cm × 3 cm. They were then randomly divided 
into two groups: a model group and a WT (wild type) group. In the model group, a uniform application of 9 mg 
of 5% imiquimod cream was administered for five consecutive days, while the WT group received an equivalent 
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amount of vaseline. Small interfering RNA (siRNA) for PLEK knockdown (siPLEK) and scrambled siRNA were 
customized by Shanghai Gene Pharma Co., Ltd. The target gene sequence of siPLEK was ​G​C​T​G​T​C​A​T​G​T​C​C​T​
A​C​A​A​C​A. The target gene sequence of siRNA for NTC knockdown (siNC) was ​G​C​T​T​C​G​A​T​G​A​G​C​A​G​G​T​T​A​
A. To examine the impact of PLEK on psoriasis, siPLEK was locally injected at a dosage of 5 nmol/20 g into the 
dorsal decorticated skin of the mice for five consecutive days following the establishment of the psoriasis model. 
WT mice were treated same amount of negative control siNC and emulsion matrix.

Upon completion of the modeling procedures, the mice were sacrificed (cervical disloaction) humanely. 
Lesional skin samples from mice displaying psoriasis-like symptoms were collected for subsequent experiments, 
including HE staining, RT-qPCR, and WB-related assays.

Hematoxylin and eosin (HE) staining analysis
The skin tissues from mice were initially subjected to dehydration and fixation using 4% paraformaldehyde. 
Following this, they were embedded in paraffin and subsequently sectioned into 5 µm thick slices. These sections 
underwent a process of dewaxing, hydration, and staining with hematoxylin and eosin. Once prepared, the 
sections were air-dried and sealed. Subsequently, images were captured using a light microscope and analyzed 
using CaseViewer software, version 2.4. Epidermal thickness measurements were calculated with the aid of 
ImageJ software.

Real-time quantitative polymerase chain reaction (RT-qPCR)
Total RNA was extracted from the skin tissues using Trizol and reverse-transcribed into cDNA using the Vazyme 
RT kit in accordance with the manufacturer’s instructions. The RT-qPCR was conducted utilizing the CFX96 
Real-Time System from Bio-Rad.

The expression levels of each target gene were quantified using the 2^-ΔΔCT method, with GAPDH serving as 
the internal reference. Detailed primer sequences for each gene can be found in Supplementary Table S1.

Western blot
The proteins in the skin tissue were extracted using RIPA lysate containing PMSF and PI, and their concentration 
was quantified. The subsequent steps were followed per the methodology outlined in a previous publication 
(https://doi.org/10.1038/nprot.2016.089).

The primary and secondary antibodies used in the experiment were as follows:
·IL2RG (Abcam, ab273023, diluted at 1/1000).
·CCR7 (Abcam, ab32075, diluted at 1/500).
·PLEK (Abcam, ab134098, diluted at 1/1000).
·IL-17A (Abcam, ab79056, diluted at 1/2000).
·α-Tubulin (Abcam, ab7291, diluted at 1/5000).
·Mouse anti-rabbit IgG (Abcam, ab99695, diluted at 1/3000).
The images were visualized using the Invitrogen iBright imaging system with ECL solution, and quantification 

was performed using ImageJ software.

Statistics
The data were analyzed using R software (version 4.2.3) and GraphPad software (version 8.0.1). Differences 
between the two groups were assessed using an unpaired t-test, while ordinary one-way ANOVA was employed 
for analyzing differences among multiple groups. Pearson’s correlation test was utilized to examine correlations 
between variables. Statistical significance was denoted as follows: NS (not significant), *p < 0.05, **p < 0.01, 
***p < 0.001.

Ethical approval and informed consent
This study was carried out in compliance with the ARRIVE (Animal Research: Reporting of In Vivo Experiments) 
guidelines. All animal experiments complied with “the Guide for the Care and Use of Laboratory Animals”, 
and were approved by the Animal Experiment Ethics Committee of Tongji Medical College at HUST (IACUC 
Number: 2857).

All research was performed in accordance with relevant guidelines/regulations. Informed consent was 
obtained from all participants and/or their legal guardians. The research involving human subject were approved 
by the Ethics Committee of Tongji Medical College at HUST (IEC Number: 030).

Results
Selection of critical modules and screening of hub genes
Given the documented dysfunction of the Th17/IL-17A axis in psoriasis, our initial focus was to confirm the 
presence of Th17 cell infiltration in psoriasis. We assessed 28 indicated immune cell types, revealing significant 
changes in 19 types exhibited, particularly with an anticipated increase in Th17 cells (Supplementary Fig S1A, 
B). To further validate this finding, we conducted a Gene Set Enrichment Analysis (GSEA), which indicated an 
upregulation of Th17 cell differentiation and Th17 cell immune response in psoriasis (Fig. 1A-C). Additionally, 
we observed significant enrichment of the IL-17A signaling pathway.

Utilizing the GSE14905 dataset, we analyzed gene expressions in NHD and psoriasis samples. The psoriasis 
group exhibited higher scores in the IL-17A signaling pathway (Fig. 1D). Subsequently, we constructed a co-
expression matrix and identified ten modules following dynamic hybridization shearing and merging of similar 
genes (Fig.  1E, F). Among these modules, the dark grey, dark orange, blue, and grey 60 modules positively 
correlated with both the psoriasis group and the IL-17A signaling pathway group. Specifically, a strong 
correlation between psoriasis and the IL-17A signaling pathway was confirmed within the dark orange module 
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Fig. 1.  Identification of hub genes from WCGNA and differentially expressed genes. (A-C) GSEA of Th17 
cell differentiation, Th17 cell immune response, and the IL-17A signaling pathway in psoriasis and NHD’ 
tissues. (D) Correlation between modules and genes in GSE14905. (E) Clustered dendrogram for differentially 
expressed genes. (F) Heatmap of the correlation between module eigengenes and the occurrence of psoriasis. 
(G) Scatterplots of module eigengenes in the selected modules. (H) The volcano plot of DEGs in psoriasis and 
NHD’ tissues. (I) Venn diagram of DEGs and module-related genes.

 

Scientific Reports |        (2025) 15:11295 4| https://doi.org/10.1038/s41598-025-87556-w

www.nature.com/scientificreports/

RETRACTED A
RTIC

LE

http://www.nature.com/scientificreports


(correlation coefficient = 0.93, p < 0.01) (Fig. 1G). Furthermore, we identified 116 candidate hub genes among 
7052 differentially expressed genes (DEGs) in psoriasis mapped to the dark-orange module (Fig. 1H, I).

Functional enrichment analysis of DEGs
We constructed a Protein–Protein Interaction (PPI) network of the top 20 hub genes using Cytoscape (Fig. 2A). 
Based on the previous findings, we also identified potential upstream transcriptional regulators for six hub 
genes. This analysis revealed 12 nodes and 14 edges in the regulatory network (Fig. 2B).

In addition, both Gene Ontology (GO) analysis and Kyoto Encyclopedia of Genes and Genomes (KEGG) 
pathway analysis indicated primary participation in the T cell receptor signaling pathway (Fig. 2C, D).

Selection of HUB genes
We conducted further screening of the genes above using LASSO analysis. Additionally, we employed the 
random forest and SVM-RFE algorithms for the top 20 hub genes. Ultimately, we identified three genes—CCR7, 

Fig. 2.  Visualization and functional enrichment of top 20 hub genes from the PPI network. (A) Top 20 hub 
genes in the PPI network. (B) TFs regulatory network. TFs were marked in green, and the hub genes were 
marked in dark yellow. (C-D) GO and KEGG signal pathway enrichment analysis diagram of top 20 core 
genes.
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IL2RG, and PLEK—by taking the intersection of the results obtained from these three algorithms (Fig. 3A-F).A 
scatterplot demonstrated a positive correlation between the IL-17A signaling pathway and the expression of 
CCR7 (r = 0.84, p < 0.001), IL2RG (r = 0.83, p < 0.001), and PLEK (r = 0.78, p < 0.001) (Fig. 3G-I).

Validation of HUB genes
To assess the expression levels of the three screened core genes, as well as IL17, in psoriasis, we conducted 
analyses on three independent datasets: GSE14905 (Fig.  4A, B), GSE121212 (Supplementary Fig S2A, B), 
and GSE13355 (Supplementary Fig S2C, D). Similar results were consistently observed in all three datasets. 
Comparing psoriasis tissues to NHD’ tissues, we observed a significant upregulation in the expression levels of 
CCR7, IL2RG, PLEK, and IL17 (Fig. 4A, B; Supplementary Fig S2). These findings were further validated using 
specimens collected in our hospital (Fig. 4C, D).

Validation expression levels of CCR7, IL2RG, and PLEK in mice
BALB/c mice were randomly divided into two groups: the model group, induced by the application of imiquimod 
cream (IMQ), and the WT group. Following a 5-day induction period using IMQ, the treated skin exhibited 
significant thickening with psoriasis-like scaling and erythema (Fig. 5A-D). Histopathological analysis through 

Fig. 3.  Three algorithms were used for feature selection. (A) Ten-time cross-validation for tuning parameter 
selection in the LASSO model. (B) Clustered dendrogram for top 20 hub genes. (C) Random forest algorithm 
for top 20 hub genes. (D-E) The accuracy and error of the estimate generation for the SVM-RFE algorithm. (F) 
The intersection feature selection from three algorithms. In psoriasis tissue, scatterplots of IL-17A signaling 
pathway with (G) CCR7 (r = 0.84, P < 0.001), (H) IL2RG (r = 0.83, P < 0.001), (I) PLEK (r = 0.78, P < 0.001).
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HE staining and measurement of epidermal thickness further confirmed the successful establishment of the 
psoriasis mouse model (Fig. 5E, F).

We conducted RT-qPCR to semi-quantitatively assess the CCR7, IL2RG, and PLEK expression levels. These 
genes exhibited apparent increases compared to the WT group (Fig. 5G-I). Additionally, western blotting (WB) 
results demonstrated a substantial increase in the protein content of CCR7, IL2RG, and PLEK (Fig. 5J-K). The 
levels of pro-inflammatory mediators in the serum (IL-17A) were also upregulated (Fig. 5L-M). Furthermore, 
we stimulated the PBMCs from WT mice with IL-17 and measured above genes and IL-17 responsive genes 
(CXCL1, CXCL8, and IL6). The results showed that the expression levels of these responsive genes were 
increased, which demonstrated IL-17 treatment worked. While the same time, the expression levels of PLEK, 
CCR7, or IL2RG did not exhibit significant changes (Supplementary Fig S3).

Fig. 4.  The expression level and validation of core genes. (A, B) Relative expression of IL2RG, CCR7, PLEK, 
and IL-17A in psoriasis vs. healthy patients in the GSE14905. (C, D) Validation of three core genes and IL-17A 
from NHD and psoriasis patients in our hospital (N = 6). * P < 0.05; ** P < 0.01; *** P < 0.001.
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Knockdown of PLEK alleviates IL-17A-related inflammation and psoriasis in mice
Encouraged by our earlier research’s promising results, we conducted further in vivo experiments. Given that 
CCR7 and IL2RG have been previously reported in several studies, our primary focus was to understand the role 
of PLEK in psoriasis. In this experiment, mice were first randomly divided into two groups: the WT group and 
the IMQ-treated group. They were then further randomly assigned to receive either siPLEK or siNC treatment, 
resulting in a total of four groups. During the induction of psoriasis-like lesions, the IMQ-treated group exhibited 
a similar pattern of change as observed previously (Fig. 6A-F). Notably, the psoriasis-inducing capacity of the 
siPLEK + IMQ group fell between that of the WT group and the IMQ-treated group. Furthermore, based on the 
RT-qPCR and WB analysis results, a significant reduction in the expression levels of IL-1 was observed in the 
siPLEK + IMQ group compared to the IMQ-treated group (Fig. 6G-H). Additionally, the results from qPCR and 
flow cytometry also showed a significant decrease in IL-17 expression levels (Fig. 6I-J). To research which cell 
types express PLEK in psoriasis, we studied the single-cell RNA sequencing transcriptome profiles of 13 human 
psoriasis lesional skin samples from GSE151177. It is demonstrated that PLEK was mainly expressed in CD4 + T 
cells, mature DC (dentritic cells), and NK (natural killer) cells at the single-cell level (Supplementary Fig S4). 
We intended to further classify CD4 T cells, such as into Th1, Th2, and Th17 cells, but due to limitations of the 
dataset, we were unable to achieve this goal. Interestingly, the RNA and protein expression levels of PLEK were 
decreased in the mouse CD4 + T cells after treated with siPLEK (Supplementary Fig S5A-C). Additionally, the 
RNA expression levels of PLEK remained unchanged in the mature DC and NK cells after treated with siPLEK 
(Supplementary Fig S5D-E). These results strongly suggest that PLEK within CD4 + T cells plays a significant 
role in the pathogenesis of psoriasis through IL-17A-related inflammation.

Discussion
Numerous genomics studies have affirmed the genetic susceptibility of psoriasis, linking nearly 100 different 
genetic risk loci predisposing individuals to the disease, including genes like IL12B, IL23R, TYK2, and 
STAT33–5.  This condition arises when genetically susceptible individuals encounter specific environmental 

Fig. 5.  Validation expression levels of CCR7, IL2RG, and PLEK in mice. (A-F) Evaluating of psoriasis mice 
model using topical IMQ (N = 6). (G-I) RNA expression levels of IL2RG, CCR7, PLEK, and IL17 in the mice 
by RT-qPCR (N = 6). (J-K) Protein expression levels of IL2RG, CCR7, and PLEK in the mice (N = 6). (L-M) 
RNA expression level and serum level of IL-17A in the mice detected by RT-qPCR and ELISA (N = 6). IMQ: 
imiquimod cream. Scale bar = 400 μm. ** P < 0.01; *** P < 0.001.
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triggers that transform non-lesional skin into psoriatic-like lesions, forming characteristic psoriasis plaques6. 
Throughout this process, multiple immune cell subsets are implicated. Activated Th17 cells, the primary 
producers of IL-17A, play a central role in this context. Previous studies have consistently found high levels of IL-
17A mRNA in psoriatic lesions, which are absent in NHD’ skin. Furthermore, topical application of imiquimod, 
an immunostimulant that induces a psoriasis-like model in mice, enhances the expression of IL-17A and IL-
17AF. These findings strongly implicate IL-17A as a key driver in the pathogenesis of psoriasis7,8. In light of this, 
we focused on investigating the role of the Th17/IL-17A pathway in psoriasis and identifying several novel Th17/
IL-17A-related genes.

Chemokine receptor 7 (CCR7), a G protein-coupled receptor expressed on various immune cells, has 
been extensively studied for its role in immune cell migration9,10. Dendritic cells (DCs), crucial for initiating 
protective immunity and immune tolerance, rely on CCR7 for migration9–11. DCs are a vital trigger for initiating 
protective immunity and maintaining immune tolerance in Th cells through cytokines they produce12–16. 
Previous studies have revealed that CCR7-triggered DC migration is essential for Th17 polarization, with its 
ligand, CC-chemokine ligand 21 (CCL21), being involved. Our study found that CCR7 expression increased 
alongside the activation of the Th17/IL-17A signaling pathway in both mouse and human psoriatic specimens, 
supporting our network biology results. We hypothesize that CCR7 expression significantly increases in dermal 
migrating DCs under unidentified upstream stimulation. The interaction between CCR7 and CCL21 guides 
DCs to migrate to cutaneous lymph nodes, where they induce the proliferation of IL-17A-producing Th17 cells, 
facilitated by cytokines like IL-23. Subsequently, Th17 cells migrate back to the skin, releasing large amounts of 
IL-17A, significantly contributing to psoriasis pathogenesis.

Fig. 6.  Blockade of PLEK alleviates IL-17A-related inflammation and psoriasis in mice skin tissues. (A-F) 
Evaluating of psoriasis mice model using topical IMQ (N = 6). (G-H) RNA and protein expression levels 
of PLEK in the mice skin tissues by RT-qPCR and WB (N = 6). (I-J) RNA expression level and serum level 
of IL-17A in the mice skin tissues detected by RT-qPCR and ELISA (N = 6). IMQ: imiquimod cream. Scale 
bar = 400 μm. *** P < 0.001.
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Interleukin-2 receptor gamma (IL2RG), the common gamma chain (γc), is a cytokine receptor subunit 
shared by several γc family cytokines. It plays a vital role in immune cells’ proliferation, differentiation, 
homeostasis, and function of in innate and adaptive immune systems17–19. A soluble form of γc (sγc), lacking 
transmembrane and intracellular domains, has been reported, and intriguingly, sγc functions antagonistically 
in IL-2 signaling20. IL-2 is a key regulator of Th17 differentiation, and IL-2 deficiency has been associated with 
elevated pro-inflammatory Th17 cell populations21,22. A study has found increased sγc levels in mice with 
experimental autoimmune encephalomyelitis and confirmed IL2RG as an active immunoregulatory molecule. 
Its alternatively spliced form is secreted to dampen IL-2 signaling in vivo, enhancing the activity of Th17 cells20,23. 
We observed an upregulation of IL2RG in psoriasis. We speculate that a similar process may occur in affected 
individuals. After binding to IL-2Rβ proteins, the secreted form of IL2RG obstructs IL-2 signaling by preventing 
the recruitment of membrane γc proteins and the assembly of functional IL-2 receptor complexes. This promotes 
Th17 differentiation and IL-17A secretion, thereby contributing to the inflammatory process in psoriasis.

Pleckstrin (PLEK) participates in various biochemical processes, including the G protein-coupled 
receptor signaling pathway, actin cytoskeleton organization, and positive regulation of supramolecular fiber 
organization. Genetic studies have linked PLEK to various inflammatory conditions like rheumatoid arthritis 
and cardiovascular diseases24–26. However, the specific PLEK mechanism triggers inflammation and necessitates 
further research. Our study identified an association between PLEK and psoriasis. Blocking PLEK inhibited IL-
17A activity and alleviated psoriasis-related inflammatory symptoms, suggesting that PLEK could be a potential 
therapeutic target for the disease.

Conclusions
In summary, our study identified three novel genes in the context of psoriasis and validated their close 
relationship with the Th17/IL-17A signaling pathway. Notably, our report marks the first mention of PLEK 
as a disease-causing gene in psoriasis, opening new avenues for further exploration and potential treatment 
strategies for this condition.

Data availability
Data availability: The datasets generated and/or analysed during the current study are available in the GEO 
repository, https://www.ncbi.nlm.nih.gov/geo/ repository. The datasets used and analyzed during the current 
study are available from the corresponding author on reasonable request. The accession number for GEO are 
GSE14905, GSE13355, and GSE121212. The primer sequences generated have been deposited in GenBank of 
NCBI database (​h​t​t​p​s​:​​​/​​/​w​w​​w​.​n​c​b​​i​.​n​​l​m​.​n​​​i​h​.​​g​o​​v​/​W​e​b​​​​S​u​b​/​?​​​f​o​r​m​=​​​f​i​n​a​​l​&​s​i​d​=​2​​8​5​2​3​4​​7​&​t​o​o​l​=​g​e​n​b​a​n​k).
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