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ABSTRACT 

Background and aims : Mucosal gene expression have not been fully enlightened in inflammatory bowel 

disease (IBD). Aim of this study was to define IL23A, IL17A, IL17F and TLR9 expression in different 

IBD phenotypes. 

 Methods: Evaluation of mRNA levels was performed in paired non-inflamed and inflamed mucosal 

biopsies of newly diagnosed 50 Crohn’s disease (CD) and 54 ulcerative colitis (UC) patients by 

quantitative real-time PCR analysis. 

Results: IL17A and IL17F expression levels were significantly increased in inflamed IBD mucosa. 

Inflamed CD ileal and UC mucosa showed increased IL23A, while only inflamed CD ileal samples 

showed increased TLR9 mRNA level. Correlation between analysed mRNAs levels and endoscopic and 

clinical disease activity were found in UC, but only with clinical activity in CD.  

Conclusion: Both CD and UC presented expression of Th17-associated genes. Nevertheless, expression 

profiles between different disease forms varies which should be taken into account for future research and 

therapeutics strategies. 

 

 

Keywords: Expression profiling, IL23/ IL17/TLR9, inflammatory bowel disease 

 

 

1. INTRODUCTION 

Interactions in the gut human microbiota are enabled by host’s sensors such as toll like receptors (TLRs) 

that can recognize bacterial molecular patterns and induce activation of either pro- or anti-inflammatory 

response in order to sustain intestinal barrier function [1]. Nevertheless, under some circumstances 

influenced by various external factors, genetic susceptibility and immune response of the host, intestinal 
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bacteria may disturb immune homeostasis in the gut and lead to development of inflammatory bowel 

disease (IBD) [1, 2]. 

Crohn's disease (CD) and ulcerative colitis (UC) are two major forms of IBD which demonstrate different 

location and inflammation patterns. Precisely, CD can affect any part of gastrointestinal tract with patchy 

distribution of disease, while UC affects only colon with clear distinction between involved and non-

involved mucosa. For long it was believed that chronic inflammation in these two IBD phenotypes is 

dominantly driven by different subsets of T helper (Th) cells, where CD was associated with Th1 and UC 

with Th2 immune responses. Meanwhile, this paradigm has changed since a lot of data indicated 

involvement of Th17 cells in pathogenesis of both IBD forms [3,4,5,6]. Th17 cells expand in response to 

interleukin (IL)-23 and further mediate inflammation by producing proinflammatory IL-17 [7,8]. This IL-

23/Th17 pathway is emphasized as an important adjuster of intestinal homeostasis and defences-

proinflammatory feedback to gut microbial infection and it is considered important in pathogenesis of 

IBD [9,10]. 

IL-23 is a proinflammatory mediator mainly produced by antigen-presenting cells (APC) including 

dendritic cells (DCs), monocytes and macrophages [11,12]. It is a heterodimeric cytokine composed of 

two subunits: IL-12p40, same as in IL-12 and encoded by IL12B, and IL-23p19, encoded by IL23A gene 

[10,11].
 
The activation of functional receptor for IL-23 (IL-23R) identified on various T cells induces 

JAK2 tyrosine kinase phosphorylation of STAT3, STAT3/STAT4 dimerization and transcription of 

inflammatory genes [10,11]. Th17 cell subset is enriched for IL-23R expression with production of 

effector cytokines IL-17A and IL-17F, although IL-23 has also been highlighted as an inhibitor for the 

development of regulatory T (Treg) cells in the intestine [13].
 
Number of studies reported elevated levels 

of IL-17A and IL-17F in the inflamed intestinal mucosa of human IBD and experimental murine models 

of the disease [14].
 
Since the two proteins share 50% sequence homology and the same heterodimeric 

receptor complex, there is a considerable overlap in their biologic functions. However, it is suggested that 

roles of IL-17A and IL-17F in immune regulation and disease may not be equivalent [15,16].
 
The 
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involvement of IL-23/Th17 pathway in development of CD and UC was also supported by genome wide 

association studies where IL23R, IL12B, JAK2, and STAT3 were marked as IBD susceptibility genes [17]. 

Drug targeting of IL-23/IL-17 axis has been studied in several autoimmune diseases, including IBD. 

According to conducted studies, blockade of IL-23R activation in murine models prevents the 

development of colitis, while in clinical studies monoclonal antibody targeting p40 has been used in 

treatment of CD as an inhibitor for IL-12 and IL-23 [18,19,20].
 
On the other hand, studies which tested 

efficacy and safety of AIN457, a monoclonal anti-IL-17A antibody in treatment of CD, showed that 

inactivation of IL-17A is not beneficial to patients, with a tendency of worsening of the disease [14].  

The importance of TLRs in pathogenesis of IBD is for long well recognized [21]. TLRs are 

transmembrane receptors that bind different pathogen-associated molecular patterns (PAMPs) resulting in 

activation of the host’s immune system. In the gastrointestinal tract TLRs are expressed in different cell 

types including intestinal epithelial cells (IECs), monocytes/macrophages and dendritic cells [22].
 
TLR9 

is a member of this family which function is triggered by un-methylated CpG motifs of microbes’ DNA. 

Number of studies demonstrated increased expression level of TLR9 in intestinal mucosa of IBD patients, 

but nevertheless, several studies did not show this [23,24].
 
In murine and animal studies of ulcerative 

colitis, a positive correlation was found between TLR9 expression and severity of endoscopic and 

histological findings [24,25,26].
 
Activated TLRs and among them TLR9, can induce IL-12 and IL-23 

expression and Th17 cells expansion [27,28,29,30]. It has been showed that TLR9
-/- 

mice displayed 

increased number of Treg cells within intestinal effector sites and reduced number of Th17 and Th1 

effector cells [31].
 
Additionally, presence of genetic variants in TLR9 gene were linked to CD-associated 

variants in IL23R and CARD15 genes which suggested that TLR9 could be related to IL23 pathway in 

terms of modulation of CD susceptibility [31,32].  

This work represents gene expression profiling study of TLR9-IL23-IL17 network in IBD using biopsies 

from non-inflamed and inflamed parts of CD and UC intestinal mucosa. The roles of these important 

inflammatory players, as well as their interplay in the development of both diseases have not been 

completely clarified, specifically, the TLR9-IL23-IL17 axis has not been yet addressed. Also, current 
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studies were not fully consistent with the role of these inflammatory factors in pathogenesis of IBD as a 

consequence of small or non-homogenous groups. Further, these studies did not always cover both 

colonic and ileal IBD phenotypes, or they focused either on CD or UC [3, 4, 5, 23]. It is of great interest 

in IBD research to define disease biomarkers in clinically well-defined IBD groups which could better 

distinct between different phenotypic subsets and improve therapeutic strategies.  

Therefore, the aim of this study was to perform coordinated analysis of the TLR9, IL23A, IL17A and 

IL17F expression levels in different parts of involved intestinum (ileum and colon of CD and colon of UC 

patients) using large group of newly diagnosed IBD patients. To the best of our knowledge, the combined 

expression analysis of these genes has not been investigated in IBD. Also, we attempted to examine 

correlation of analysed expression patterns with clinical activity, extension and severity of the disease. 

Our objective was to delineate expression milieu in well-defined clinical phenotypes which could be of 

high importance in precise diagnosis and disease treatment. Understanding molecular mechanisms 

involved in IBD development and unfolding similarity or distinction in pathways underlying CD and UC 

may enable more personalized and effective pharmacological therapies. 

 

2. MATERIAL AND METHODS  

2.1 Patients 

A cross sectional study was performed in Clinic for Gastroenterology and Hepatology, Clinical Centre of 

Serbia, Belgrade and included 104 newly diagnosed IBD patients (50 CD, 54 UC).  

The diagnosis of CD and UC was made based on conventional clinical, endoscopic and histopathological 

evidence. In 9 patients diagnosis of CD was made intraoperatively due to bowel obstruction symptoms. 

The exclusion criteria were patients with indeterminate IBD, younger than 18 years of age. None of the 

patients received previous IBD treatment including corticosteroids, azathioprine/6-mercaptopurine or 

methotrexate. The Montreal's classification was used to determine IBD phenotype according to age at 

disease onset, localization and disease behavior [33].
 
Clinical  disease activity of IBD patients were 

assessed by Crohn Disease Activity Score (CDAI) and Mayo score [34,35]. Endoscopic activity was 
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evaluated using Simple Endoscopic Score for Crohn's disease (SES-CD) and Mayo scoring system (MSc) 

in patients with UC [36,37,38].
 

This study was conducted after the approval of The Ethic Committee of Clinical Center of Serbia, School 

of Medicine, University of Belgrade, in accordance with the Helsinki Declaration. Written informed 

consent was obtained from each participant. 

2.2 Endoscopic biopsy specimen collection 

All IBD patients included in the study underwent ileocolonoscopy using Olympus endoscopes (model 

CF-H180AL video colonoscope with High Definition Television-HDTV). Biopsy specimens were 

obtained for routine histology and reviewed by an independent gastrointestinal (GI) pathologist. Mucosal 

specimens were taken from the ileum or colon, depending on the localization of the disease, and from 

each patient samples were collected from two sites – from area with evident endoscopic lesions (further 

noted as inflamed samples) and from macroscopically lesion-free region (further noted as non-inflamed 

samples). Additionally histopathology report confirmed inflammation in endoscopically active regions of 

the intestine and the absence of inflammatory processes in lesion-free areas. In our study we used the term 

inflamed mucosa as active inflammatory bowel disease histologically defined by presence of neutrophilic 

inflammation, cryptitis or crypt abscesses. Non-inflamed mucosa presented biopsy samples from 

intestinum free from endoscopically and histologically active or chronic inflammation. Biopsies collected 

for mRNA analysis were immediately submerged in All Protect Tissue Reagent (Qiagen, Germany), 

following manufacturer’s instructions, transported to the Laboratory for Molecular Biomedicine Institute 

of Molecular Genetics and Genetic Engineering and stored at -20
o
C until processing. 

2.3 Gene expression analysis  

Prior to RNA isolation, biopsies were disrupted and homogenised using Tissue Ruptor (Qiagen, 

Germany). Total RNA was then extracted with the RNeasy kit (Qiagen, Germany), following the 

manufacturer’s recommendations. Concentration and purity of RNA was assessed spectrophotometrically 

at 260 and 280 nm. One microgram of total RNA was reverse-transcribed into cDNA using RevertAid 

Reverse Transcriptase (Thermo Scientific, USA), according to the manufacturer’s instructions. 
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Quantification of mRNA expression was performed on ABI PRISM 7500 Real Time PCR System 

(Applied Biosystems, USA) using TaqMan approach with KAPA PROBE FAST qPCR Kit (Kapa 

Biosystems, USA). Primers were either designed (TLR9 forward 5’-GGACCTCTGGTACTGCTTCCA-

3’, reverse 5’-AAGCTCGTTGTACACCCAGTCT-3’, probe FAM-5’-

ACGATGCCTTCGTGGTCTTCGACAAA-3’-TAMRA) or commercially available as TaqMan® gene 

expression assays (IL23A Hs00900828_g1, IL17A Hs00174383_m1 and IL17F Hs00369400_m1) 

(Applied Biosystems, USA). In order to normalize the obtained results, glyceraldehyde 3-phosphate 

dehydrogenase was used as an internal control (GAPDH forward 5’-GAAGGTGAAGGTCGGAGT-3’, 

reverse 5’-GAAGATGGTGATGGGATTTC,-3’, probe FAM-5’-CAAGCTTCCCGTTCTCAGCC-3’-

TAMRA). Cycling conditions were as follows: 95°C for 3 min followed by 45 cycles of 95°C for 15 s 

and 60°C for 1 min. Relative gene expression level was calculated using the ddCt method, where median 

of the dCt values obtained for unaffected mucosa was used as a calibrator. 

3.1 Theory 

Combined gene expression analysis of IL23A, IL17A, IL17F and TLR9 genes have not been performed in 

previous studies. Published data on IBD regarding these genes indicated their involvement in 

development of the disease, but there is a need for comprehensive study in which, besides their individual 

association, also their mutual interaction in the IBD will be analysed on a clinically well-characterized 

subgroups of IBD patients. Since IBD represent complex and heterogeneous disease, this “more 

personalized” approach could be beneficial to patients making their diagnosis, prognosis and therapy 

much more efficient.  

3.2 Calculation  

Analyses of differences in gene expression levels between paired non-inflamed and inflamed patients’ 

mucosal samples were tested using Wilcoxon signed-rank test. Differences in gene expression levels 

between specific IBD phenotypes were tested by Mann-Whitney U test. The correlations between 

analysed gene expressions levels were examined using Spearman’s correlation coefficient. All tests were 
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two-tailed and p values less than 0.05 indicated significant differences. Statistical analyses were 

performed using SPSS software v.21.0 (IBM, USA) and R 3.4.3. software.  

 

4. RESULTS 

4.1 Characteristics of the studied IBD patient group 

This study enrolled 50 newly diagnosed patients with CD and 54 newly diagnosed patients with UC. 

Demographic and clinical data regarding study patients are presented in the Table 1. Expression levels of 

the selected genes were studied in non-inflamed and inflamed intestinal mucosa obtained from ileum of 

CD or colon of CD and UC patients depending on the disease localization. 

4.2  IL17A, IL17F, IL23A and TLR9 expression levels in paired non-inflamed and inflamed mucosal 

samples of CD and UC patients 

Expression levels of IL17A, IL17F, IL23A and TLR9 were analysed between paired samples of non-

inflamed and inflamed ileal mucosa of CD patients as well as colonic mucosa of CD and UC patients 

(Figure 1).  

Results showed significantly increased expression of IL17A and IL17F in inflamed mucosa when 

compared with non-inflamed in both ileal (p = 0.0001 and p = 0.0002, respectively) and colonic samples 

(p = 0.00004 and p = 0.001, respectively) of CD patients. Expression levels of IL17A and IL17F was also 

significantly increased in inflamed compared to non-inflamed UC colonic samples (p = 0.000001 and p = 

0.000005, respectively).  

Significantly higher IL23A expression level was observed in inflamed compared to non-inflamed ileal 

mucosa of CD patients (p = 0.007). The IL23A expression level between involved and uninvolved colonic 

CD mucosa showed tendency to be higher in inflamed compared to non-inflamed samples (p = 0.08). In 

UC samples, inflamed mucosa had significantly higher IL23A expression level in comparison with non-

inflamed mucosa (p = 0.00004).   
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Regarding the expression level of TLR9, significantly higher level of this cytokine was detected in 

inflamed compared to non-inflamed ileal samples of CD patients (p = 0.03), while in colonic CD and UC 

samples this difference was not observed. 

These results indicate differential IL17A and IL17F expression profile between non-inflamed and 

involved CD and UC mucosa. Furthermore, results indicate probably more prominent role of IL23A in 

chronic inflammation of UC than in CD patients with colonic localization. 

To further define inflammatory milieu in CD and UC mucosa, we performed correlation analyses of 

cytokine expression profiles in sampled intestinal biopsies (Table 2). According to our results, strong 

positive correlations were observed between IL17A and IL17F expression levels, and between IL23A and 

TLR9 expression levels, in all analysed types of IBD mucosa (non-inflamed and inflamed samples of CD 

ileal, CD colonic and UC colonic mucosa). This may suggests TLR9 regulated activation of IL23 

expression and coordinated involvement of IL17A and IL17F in pathogenesis of both CD and UC.  

However, there were some differences in correlation patterns between IBD phenotypes. Namely, 

significant and moderately positive correlations were observed between IL17A and IL23A, IL17F and 

IL23A and between IL17F and TLR9 expression levels only in UC mucosa, but not in ileal nor colonic CD 

mucosa.  

Correlation of gene expression levels was examined also between non-inflamed and inflamed mucosa. 

Positive correlation of IL17A and IL17F expression levels was observed only in colonic CD mucosa, but 

not in ileal CD nor colonic UC mucosa. We found moderately positive correlation of IL23A expression 

levels between non-inflamed and inflamed colonic UC samples, but not in ileal and colonic CD samples. 

Moderately positive correlation of TLR9 expression level was detected in ileal and colonic CD as well as 

in colonic UC samples. 

Next, we examined differences in cytokine expression profiles between colonic CD and UC mucosa, 

since these two phenotypic entities are sometimes hard to distinguish. Except for better understanding of 

molecular pathogenesis of each disease, this type of molecular IBD classification could potentially help in 

more precise diagnosis and better therapy decision regarding treatment of CD and UC.  Results showed 
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that expression levels of IL17A in both healthy and inflamed colonic mucosa of UC patients were 

significantly higher in comparison with IL17A expression in CD mucosa (p = 0.007 between CD and UC 

in non-inflamed and p = 0.001 between CD and UC in inflamed colonic mucosa) (Figure 2A). IL17F, 

IL23A and TLR9 expression levels did not show significant difference between non-inflamed and 

inflamed colonic CD and UC mucosa (Figure 2B, C and D). However, median values of IL17F and IL23A 

mRNA levels were higher in inflamed UC compared to inflamed CD samples (IL17F 5.91 vs 4.42 and 

IL23A 2.01 vs 1.43, respectively). These results indicate more dominant role of Th17 mediators in UC 

inflammatory processes. 

4.3 Expression levels of IL17A, IL17F, IL23A and TLR9 in relation to IBD clinical parameters  

In order to search for potential clinically relevant biomarkers of CD and UC we examined associations 

between gene expression levels and clinical parameters of analysed diseases.  

First we investigated correlation of intestinal IL17A, IL17F, IL23A and TLR9 expression levels with 

endoscopic and clinical CD scores, such as Simple Endoscopic Score for Crohn's Disease (SES-CD) and 

Crohn’s disease activity index (CDAI), and UC scores, endoscopic Mayo and total Mayo, used in the 

evaluation of disease activity (Table 3).  

In case of CD samples, no correlations of analysed gene expression levels with Simple Endoscopic Score 

for Crohn's Disease (SES-CD) were observed, but only with Crohn’s disease activity index (CDAI). In 

UC samples, when gene expression level correlated with Mayo endoscopic score, the same correlation 

was observed with total Mayo score. 

In ileal CD samples, expression of analysed genes did not correlate with clinical activity scores. In 

colonic CD samples, IL17A and IL17F expression levels measured in non-inflamed mucosa positively 

correlated with CDAI, while IL23 and TLR9 expression levels measured in inflamed mucosa negatively 

correlated with CDAI. 

Regarding UC, results showed a positive correlation of IL17A expression level in colonic non-inflamed 

and inflamed samples with Mayo endoscopic and total Mayo scores. Positive correlation was detected 

between IL17F expression level and Mayo endoscopic and total Mayo scores in non-inflamed colonic 
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mucosa. IL23 expression level in inflamed mucosa also showed positive correlation with both clinical 

activity scores.  

We observed all significant correlations as moderate. 

Next, we assessed whether expression levels of selected genes associated with more severe disease 

phenotypes. For that reason we compared gene expression levels between CD patients with non-

stricturing/non-penetrating (NS/NP) and stricturing/penetrating (S/P) disease and between UC patients 

with mild and moderate/severe disease. 

Significantly higher expression levels of IL17F and IL23A were observed in non-inflamed ileal mucosa of 

S/P compared to NS/NP CD patients (p = 0.008 and p = 0.015, respectively). In non-inflamed colonic 

samples of CD patients IL17A expression level was significantly lower in S/P compared to NS/NP CD 

patients (p = 0.041). Generally, in colonic CD samples median IL17A and IL17F expression levels were 

lower in S/P than in NS/NP patients, in non-inflamed as well as in inflamed mucosa. Difference in TLR9 

expression level between these two phenotypes was not observed (Figure 3). 

Further analysis showed that UC patients with moderate and severe disease had significantly higher level 

of both IL17A and IL17F compared to patients with mild disease, but only in non-inflamed colonic 

mucosa (p = 0.001 and p = 0.013, respectively). Also, moderate/severe patients had higher IL23A 

expression level in non-inflamed and inflamed colonic mucosa in comparison with mild UC patients (p = 

0.078 and p = 0.035, respectively). Expression level of TLR9 was not different between moderate/severe 

and mild type of UC (Figure 4). 

Finally, we examined if there is a difference in gene expression levels between CD patients who were not 

operated and patients who were operated at diagnosis (Figure 5). We detected significantly higher IL17A 

and IL17F expression levels in ileal non-inflamed samples of operated patients compared to the patients 

who did not undergo intervention (p = 0.0003 and p = 0.03, respectively). In colonic CD samples, IL23 

and TLR9 expression levels were higher in inflamed mucosa of operated in comparison with not operated 

CD patients (p = 0.023 and p = 0.05, respectively).  
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Based on the presented results, we have to point out that IL17A and IL17F expression profiles in patient’s 

currently healthy, non-inflamed intestinal setting showed promising clinical potential and could be more 

discriminative than expression profile in mucosa which is already affected by increased inflammatory 

processes. 

5. DISCUSSION:  

Growing number of data have put in the focus Th17 role in development of chronic intestinal 

inflammation seen in IBD. It is widely accepted that IBD develops as a consequence of dysregulated 

epithelial barrier function and permeability of intestinum in association with increased bacterial 

translocation [22].
 
As a response to microbial invasion, TLRs subsequently induce activation of specific 

effector cytokines, such as IL17 [30]. However, it is not yet elucidated how these pathways are regulated 

in the IBD environment and which pro-inflammatory mediators will influence the site and type of the 

disease. In some cases, it is hard to distinguish CD from UC having an impact on therapy efficacy and 

disease treatment. Thus, it is important to define molecular pathways specific for different IBD 

phenotypes.  

In the presented study, mRNA profiling was conducted in ileal and colonic CD as well as colonic UC 

paired non-inflamed and inflamed samples for the Th17 pathway-associated genes, IL23A, IL17A and 

IL17F, and for the TLR9 gene. Results showed increased IL17A and IL17F expression levels in inflamed 

mucosa of all analysed disease phenotypes, indicating the importance of Th17 effector cells in both IBD 

forms which is in concordance with other literature data [3,4,5,6]. Some studies point out that imbalance 

between IL-17A and IL-17F could be important in IBD pathogenesis, with protective effect of IL-17A 

and pathogenic of IL-17F, as shown in murine models [39].
 
Our results did not validate this assumption, 

since we showed increased expression level of both IL17A and IL17F in inflamed ileal CD and colonic 

CD and UC mucosa. Also, results showed strong positive correlation between expression levels of IL17A 

and IL17F, indicating their associated transcriptional regulation in IBD. The IL17A and IL17F genes are 

located at the same chromosomal locus in both humans and mice and their transcription is likely 
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coordinated, but a recent study suggested that expression of these two closely related genes could be 

differently regulated depending on proinflammatory milieu in various disease states [39]. 

In contrast with IL17A and IL17F, the expression signatures of IL23A and TLR9 were not equally 

significant in different sites of inflammation and different disease types. In inflamed CD ileal 

environment IL23A and TLR9 expression levels showed a significant increment compared to paired non-

inflamed mucosa, but this was not observed in CD colonic setting, even though the tendency of IL23A 

mRNA was to be higher. On the other hand, UC patients had significantly higher IL23A expression level 

in inflamed compared to non-inflamed mucosa while TLR9 expression was not considerably altered. 

Distinct TLR9 expression level in affected ileal CD samples could be associated with the presence of 

Paneth cells which prominently express TLR9. It is showed that the administration of oligonucleotides 

containing CpG sequence can lead to degranulation of Paneth cells and release of different antimicrobial 

molecules [11].
 
Furthermore, TLR9 activation leads to a production of predominantly Th1 cytokines [24].

 

Several studies demonstrated elevated TLR9 mRNA in UC inflamed mucosa, however in those studies the 

expression levels were compared between the healthy individuals and UC patients’ mucosa, while in this 

study the paired samples approach was used [23].Yet, overall data regarding TLR9 involvement in IBD 

are still scarce and further research is needed. 

Even though the level of IL23A and TLR9 mRNA increase was specific for the location and disease type, 

strong positive correlation between aforementioned genes was observed in all analysed samples. This 

result points towards the mechanism of TLRs induced IL23/Th17 pathway, which has not been fully 

elucidated, but it is discussed in the literature [40,41,42].
 
Studies on murine dendritic cells demonstrated 

TLR9-dependent IL-23/IL-17 response during granulomatous inflammation in the lung and activation of 

IL23A expression after TLR9 antigens stimulation via nuclear factor kappa B pathway [29].
 
Nevertheless, 

it should be emphasized that Th17 response could be also activated independent of TLR activation 

[43,44]. In our study, TLR9 did not correlate with IL17A and IL17F expression levels, except for the 

inflamed UC mucosa, suggesting different regulation of Th17 response between IBD forms. 
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We observed a positive correlation of IL23A with IL17A as well as with IL17F mRNA only in UC and not 

in CD samples. Moderate level of correlation in UC and lack of correlation in CD between IL23A and 

IL17A, IL17F could be explained by the fact that IL23 is associated with Th17 growth and expansion but 

not with Th17 differentiation from naïve CD4+ cells, including other cytokines such as IL-6 and TGF-β 

in this complex interplay [15]. When colonic UC and CD samples were compared, significantly higher 

IL17A expression level in both inflamed and non-inflamed mucosa and generally higher IL23A and IL17F 

expression levels in inflamed mucosa of UC patients were detected, effect observed in other studies as 

well [3,4].
 
Interestingly, recent transcriptome meta-analysis showed that the expression of Th1 and Th17-

related genes is very similar between CD and UC, except for IL23A which was more highly expressed in 

UC than CD mucosa [45].
 
Moreover, Kobayashi et al.[3] suggested that IL-23 may direct production of 

distinct cytokines between UC and CD, inducing more prominent Th17 response in UC and Th1/Th17 

response in CD.
 
The results from our study support this observation.  

In addition, presented study evaluated analysed mRNAs as potential markers of disease activity and 

disease severity. There were no correlations between genes’ expression levels and SES-CD and CDAI 

activity scores in ileal non-inflamed and inflamed CD samples. In colonic CD samples non-inflamed 

mucosal expression levels of IL17A and IL17F positively correlated while inflamed mucosal expression 

levels of IL23A and TLR9 negatively correlated with CDAI. In contrast with CDAI, there were no 

correlations of mRNA expression with endoscopic activity of the disease in overall CD setting, which is 

in line with reports showing that the CD endoscopic disease activity correlates poorly with the CDAI 

[46]. In UC samples, non-inflamed mucosal expression levels of IL17A and IL17F and inflamed mucosal 

expression levels of IL17A and IL23A positively correlated with both endoscopic and total Mayo score.  

In the transcriptomic study by Roman et al [47], among a number of mucosal gene transcripts that 

correlated with UC total Mayo score, IL17A and IL23A mRNAs were also identified, which is in 

agreement with our results. Furthermore, Olsen et al [4] demonstrated positive correlations between 

IL17A and IL23A mRNA with disease activity score and endoscopic sub-score in affected mucosal 

samples of UC patients, but also with CDAI-score in inflamed colonic samples of CD patients.
 
It should 
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be taken into account that assessment of disease activity differs across studies, particularly evaluation of 

endoscopic activity, therefore yielding various results. Another study showed positive correlation between 

transcript levels of IL23A in CD with severity of endoscopic lesions (in terms of Rutgeert score) [49].
 

Iboshi Y et al [5] emphasized that not individual mucosal IL17A or IL17F expression level but ratio of 

these two genes mRNAs is a key gene signature that correlate with endoscopic score in UC patients using 

Rachmilewitz endoscopic index. Our study did not show correlation between UC disease activity scores 

and intestinal TLR9 mRNA expression, although this was demonstrated previously [24,49,50].
 

Analysing the severity of IBD, we found that significantly higher IL17F and IL23A expression levels in 

non-inflamed ileal mucosa of CD patients associated with stricturing/penetrating phenotype (S/P), 

whereas in CD colonic non-inflamed mucosa of S/P patients were characterized with significantly lower 

level of IL17A mRNA compared to non-stricturing/non-penetrating (NS/NP) disease. According to 

murine model studies, it is believed that IL-17A has a role in strengthening tight-junctions formation by 

inducing the expression of claudins in intestinal epithelial cells, stimulating mucin production and 

increasing the mucosal barrier, while IL-17F exacerbates inflammation [51]. 

Regarding UC, patients with moderate and severe disease had significantly higher level of both IL17A and 

IL17F transcripts compared to patients with mild disease, but only in non-inflamed colonic mucosa. It has 

been shown that IL17A mRNA level was elevated in inflamed mucosal samples of moderate to severe UC 

[52]. Further, we found higher IL23A expression level in non-inflamed and inflamed colonic mucosa of 

UC patients with moderate/severe disease in comparison with patients with mild disease. These findings 

can be explained by IL-23 contribution to intestinal inflammation from restricting Treg cell activity to 

inducing expression of other Th17 type proinflammatory cytokines from both T cells and non-T sources 

[51]. 

Finally, we demonstrated association between operation occurrence and higher IL17A and IL17F 

expression levels in ileal non-inflamed samples of CD patients, whereas in colonic inflamed CD samples 

surgery was related to increased IL23A and TLR9 transcript levels. However, this result should be verified 

on larger subject group since the number of operated patients was small.  
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We want to underline interesting observation related to disease markers measured in non-inflamed 

mucosa. Summarizing results, levels of analysed mRNAs in the currently non-involved IBD mucosa were 

more discriminative in terms of disease phenotype and severity than in mucosa already affected with 

inflammation. Indeed, it is intuitive to assume that in inflamed intestinal mucosa between distinct disease 

forms no significant variations in gene expression levels exist and that levels of the mRNA transcripts in 

non-inflamed mucosa could better portrait these phenotypic differences. However, future research will 

require patients follow up to confirm this observation. 

Analysing gene expression patterns in biopsy samples is important for revealing molecular pathogenesis 

of IBD and targeting proinflammatory pathways specific for CD and UC. Our study reports that 

expression of TLR9-IL23-IL17 pathway related genes are of importance for IBD development and 

disease presentation. Still, expression profiles of the analysed genes are specific for disease type, 

localization and phenotype, with indication that UC is more “Th17 disease” type than CD. Although 

expression levels of selected genes in context of IBD were previously analysed, their role in development 

of different IBD subtypes was not fully established. Therefore, we think that this study could contribute to 

the better understanding and defining gene expression patterns in specific IBD phenotypes. Also, our 

findings emphasize the importance of mRNAs analysis in non-inflamed IBD mucosa since the results 

indicated their association with different disease extent and severity. Given that efficacy of IL-23 and IL-

17 antagonist are currently being evaluated in clinical trials, better understanding of the proinflammatory 

setting of differently presented IBD could direct clinicians to optimizing current treatments to achieve 

better outcomes. 

 

FUNDING: This work was supported by Ministry of Education, Science and Technological 

Development, Republic of Serbia (Grant No III41004)   

ACCEPTED MANUSCRIPT



AC
CEP

TE
D M

AN
USC

RIP
T

REFERENCES 

[1] Velikova T, Kyurkchiev D, Spassova Z, Karakolev I, Ivanova-Todorova E, Altankova I, Stanilova S. 

Alterations in cytokine gene expression profile in colon mucosa of Inflammatory Bowel Disease patients 

on different therapeutic regimens. Cytokine. 92 (2017) 12-19. 

[2] Cho JH. The Promise of Epigenetics. Has It Delivered New Insights? Dig Dis.34 ( 2016) 12-9.  

[3] Kobayashi T, Okamoto S, Hisamatsu T, Kamada N, Chinen H, Saito R, Kitazume MT, Nakazawa A, 

Sugita A, Koganei K, Isobe K, Hibi T. IL23 differentially regulates the Th1/Th17 balance in ulcerative 

colitis and Crohn's disease. Gut. 57 (2008)1682-9. 

[4] Olsen T, Rismo R, Cui G, Goll R, Christiansen I, Florholmen J. TH1 and TH17 interactions in 

untreated inflamed mucosa of inflammatory bowel disease, and their potential to mediate the 

inflammation. Cytokine 56 (2011) 633-40. 

[5] Iboshi Y, Nakamura K, Fukaura K, Iwasa T, Ogino H, Sumida Y, Ihara E, Akiho H, Harada N, 

Nakamuta M. Increased IL-17A/IL-17F expression ratio represents the key mucosal T helper/regulatory 

cell-related gene signature paralleling disease activity in ulcerative colitis. J Gastroenterol.  52 (2017) 315-

326. 

[6] Bogaert S, Laukens D, Peeters H, Melis L, Olievier K, Boon N, Verbruggen G, Vandesompele J, 

Elewaut D, De Vos M. Differential mucosal expression of Th17-related genes between the inflamed colon 

and ileum of patients with inflammatory bowel disease. BMC Immunol. 11 (2010) 61. 

[7] Aggarwal S, Ghilardi N, Xie MH, de Sauvage FJ, Gurney AL. Interleukin-23 promotes a distinct CD4 

T cell activation state characterized by the production of interleukin-17. J Biol Chem. 278 (2003) 1910-4. 

[8] Bettelli E, Oukka M, Kuchroo VK. T(H)-17 cells in the circle of immunity and autoimmunity. Nat 

Immunol. 8 (2007) 345-50. 

[9] Wang H, Chao K, Ng SC, Bai AH, Yu Q, Yu J, Li M, Cui Y, Chen M, Hu JF, Zhang S.  Pro-

inflammatory miR-223 mediates the cross-talk between the IL23 pathway and the intestinal barrier in 

inflammatory bowel disease. Genome Biol. 17 (2016) 58.  

ACCEPTED MANUSCRIPT



AC
CEP

TE
D M

AN
USC

RIP
T

[10] Song L, Zhou R, Huang S, Zhou F, Xu S, Wang W, Yi F, Wang X, Xia B. High intestinal and 

systemic levels of interleukin-23/T-helper 17 pathway in Chinese patients with inflammatory bowel 

disease. Mediators Inflamm. 2013(2013) 425915. 

[11] Rumio C, Besusso D, Palazzo M, Selleri S, Sfondrini L, Dubini F, Ménard S, Balsari A. 

Degranulation of paneth cells via toll-like receptor 9. Am J Pathol. 165( 2004) 373-81. 

[12] Foureau DM, Mielcarz DW, Menard LC, Schulthess J, Werts C, Vasseur V, Ryffel B, Kasper LH, 

Buzoni-Gatel D. TLR9-dependent induction of intestinal alpha-defensins by Toxoplasma gondii. J 

Immunol. 184 (2010) 7022-9.  

[13] Tanoue T, Atarashi K, Honda K. Development and maintenance of intestinal regulatory T cells. Nat 

Rev Immunol. 16 (2016) 295-309.  

[14] Verstockt B, Deleenheer B, Van Assche G, Vermeire S, Ferrante M. A safety assessment of 

biological therapies targeting the IL-23/IL-17 axis in inflammatory bowel diseases. Expert Opin Drug 

Saf. 16 (2017) 809-821 

[15] Monteleone I, Sarra M, Pallone F, Monteleone G. Th17-related cytokines in inflammatory bowel 

diseases: friends or foes? Curr Mol Med. 12(2012) 592-7. 

[16] Zhang X, Angkasekwinai P, Dong C, Tang H. Structure and function of interleukin-17 family 

cytokines. Protein Cell. 2 (2011) 26-40. 

[17] Cho JH. The genetics and immunopathogenesis of inflammatory bowel disease. Nat Rev Immunol.8 

(2008) 458–466. 

[18] Sands BE, Chen J, Feagan BG, Penney M, Rees WA, Danese S, Higgins PDR, Newbold P, Faggioni 

R, Patra K, Li J, Klekotka P, Morehouse C, Pulkstenis E, Drappa J, van der Merwe R, Gasser RA Jr.  

Efficacy and Safety of MEDI2070, an Antibody Against Interleukin 23, in Patients With Moderate to 

Severe Crohn's Disease: A Phase 2a Study. Gastroenterology. 153(2017)77-86.  

[19] Cayatte C, Joyce-Shaikh B, Vega F, Boniface K, Grein J, Murphy E, Blumenschein WM, Chen S, 

Malinao MC, Basham B, Pierce RH, Bowman EP, McKenzie BS, Elson CO, Faubion WA, Malefyt Rde 

ACCEPTED MANUSCRIPT



AC
CEP

TE
D M

AN
USC

RIP
T

W, Kastelein RA, Cua D, McClanahan TK, Beaumont M. Biomarkers of the rapeutic response in the IL-

23 pathway in inflammatory bowel disease. Clin Transl Gastroenterol 3(2012) e10. 

[20] Sandborn WJ, Gasink C, Gao LL, Blank MA, Johanns J, Guzzo C, Sands BE, Hanauer SB, Targan S, 

Rutgeerts P, Ghosh S, de Villiers WJ, Panaccione R, Greenberg G, Schreiber S, Lichtiger S, Feagan BG; 

CERTIFI Study Group. Ustekinumab induction and maintenance therapy in refractory Crohn’s disease. N 

Engl J Med 367 (2012) 1519–1528. 

[21] Elke Cario. Toll-like Receptors in Inflammatory Bowel Diseases: A Decade Later. Inflamm Bowel 

Dis 16 (2010) 1583–1597. 

[22] Peterson LW, Artis D. Intestinal epithelial cells: regulators of barrier function and immune 

homeostasis. Nat Rev Immunol. 14 (2014) 141-53.  

[23] Fan Y, Liu B. Expression of Toll-like receptors in the mucosa of patients with ulcerative colitis. Exp 

Ther Med. 9 (2015) 1455-1459. 

[24] Sánchez-Muñoz F, Fonseca-Camarillo G, Villeda-Ramírez MA, Miranda-Pérez E, Mendivil EJ, 

Barreto-Zúñiga R, Uribe M, Bojalil R, Domínguez-López A, Yamamoto-Furusho JK. Transcript levels of 

Toll-Like Receptors 5, 8 and 9 correlate with inflammatory activity in Ulcerative Colitis. BMC 

Gastroenterol 11 (2011) 138 

[25] Atreya R, Bloom S, Scaldaferri F, Gerardi V, Admyre C, Karlsson Å, Knittel T, Kowalski J, Lukas 

M, Löfberg R, Nancey S, Petryka R, Rydzewska G, Schnabel R, Seidler U, Neurath M, Hawkey C.  

Clinical Effects of a Topically Applied Toll-like Receptor 9 Agonist in Active Moderate-to-Severe 

Ulcerative Colitis. J Crohns Colitis. 10 (2016) 1294-1302. 

[26] O’Hara JR, Feener TD, Fischer CD, Buret AG. Campylobacter jejuni disrupts protective Toll-like 

receptor 9 signaling in colonic epithelial cells and increases the severity of dextran sulfate sodium-

induced colitis in mice. Infect Immun 80 (2012) 1563–71 

[27] Goriely S, Neurath MF, Goldman M. How microorganisms tip the balance between interleukin-12 

family members. Nat Rev Immunol 8 (2008) 81–6. 

ACCEPTED MANUSCRIPT



AC
CEP

TE
D M

AN
USC

RIP
T

[28] Carmody RJ, Ruan Q, Liou HC, Chen YH. Essential roles of c-Rel in TLR-induced IL-23 p19 gene 

expression in dendritic cells. J Immunol. 178 (2007) 186-91. 

[29] Bhan U, Newstead MJ, Zeng X, Podsaid A, Goswami M, Ballinger MN, Kunkel SL, Standiford TJ.  

TLR9-dependent IL-23/IL-17 is required for the generation of Stachybotrys chartarum-induced 

hypersensitivity pneumonitis. J Immunol. 190 (2013) 349-56.  

[30] Davila E, Kolls J. A "Toll" for Th17 cell expansion. J Leukoc Biol. 88 (2010) 5-7.  

[31] Hall JA, Bouladoux N, Sun CM, Wohlfert EA, Blank RB, Zhu Q, Grigg ME, Berzofsky JA, Belkaid 

Y. Commensal DNA limits regulatory T cell conversion and is a natural adjuvant of intestinal immune 

responses. Immunity 29 (2008) 637–49 

[32] Török HP, Glas J, Endres I, Tonenchi L, Teshome MY, Wetzke M, Klein W, Lohse P, Ochsenkühn 

T, Folwaczny M, Göke B, Folwaczny C, Müller-Myhsok B, Brand S. Epistasis between Toll-like 

receptor-9 polymorphisms and variants in NOD2 and IL23R modulatessusceptibility to Crohn’s disease. 

Am J Gastroenterol. 104 (2009) 1723–1733. 

[33] Vermeire S, Van Assche G, Rutgeerts P. Classification of inflammatory bowel disease: the old and 

the new.Curr Opin Gastroenterol. 28 (2012) 321-6. 

[34] Gajendran M, Loganathan P, Catinella AP, Hashash JG. A comprehensive review and update on 

Crohn's disease. Dis Mon. 64 (2018) 20-57. 

[35] Samaan MA, Mosli MH, Sandborn WJ, Feagan BG, DʼHaens GR, Dubcenco E, Baker KA, 

Levesque BG. A systematic review of the measurement of endoscopic healing in ulcerative colitis clinical 

trials: recommendations and implications for future research. Inflamm Bowel Dis.20 (2014) 1465-71. 

[36] Burisch J, Jess T, Martinato M, Lakatos PL. The burden of inflammatory bowel disease in Europe.J 

Crohns Colitis. 7 (2013) 322-37. 

[37] Sipponen T, Nuutinen H, Turunen U, Färkkilä M. Endoscopic evaluation of Crohn's disease activity: 

comparison of the CDEIS and the SES-CD.Inflamm Bowel Dis. 16 (2010) 2131-6.  

ACCEPTED MANUSCRIPT

http://www.ncbi.nlm.nih.gov/pubmed/?term=Vermeire%20S%5BAuthor%5D&cauthor=true&cauthor_uid=22647554
http://www.ncbi.nlm.nih.gov/pubmed/?term=Van%20Assche%20G%5BAuthor%5D&cauthor=true&cauthor_uid=22647554
http://www.ncbi.nlm.nih.gov/pubmed/?term=Rutgeerts%20P%5BAuthor%5D&cauthor=true&cauthor_uid=22647554
http://www.ncbi.nlm.nih.gov/pubmed/22647554


AC
CEP

TE
D M

AN
USC

RIP
T

[38] Lewis JD, Chuai S, Nessel L, Lichtenstein GR, Aberra FN, Ellenberg JH. Use of the noninvasive 

components of the Mayo score to assess clinical response in ulcerative colitis. Inflamm Bowel Dis. 14 

(2008) 1660-6. 

[39] Adamik J, Henkel M, Ray A, Auron PE, Duerr R, Barrie A. The IL17A and IL17F loci have 

divergent histone modifications and are differentially regulated by prostaglandin E2 in Th17 cells. 

Cytokine. 64 (2013) 404-12. 

[40] Nadorp B, Soreq H. Gut feeling: MicroRNA discriminators of the intestinal TLR9-cholinergic links. 

Int Immunopharmacol. 29 (2015) 8-14.  

[41] Khader SA, Gaffen SL, Kolls JK. Th17 cells at the cross roads of innate and adaptive immunity 

against infectious diseases at the mucosa. Mucosal immunology. 2 (2009) 403-411.  

[42] Happel K, Zheng M, Young E, Quinton LJ, Lockhart E, Ramsay AJ, Shellito JE, Schurr JR, Bagby 

GJ, Nelson S, Kolls JK. Cutting Edge: Roles of Toll-Like Receptor 4 and IL-23 in IL-17 Expression in 

Response to Klebsiella pneumoniae Infection. Journal of immunology (Baltimore, Md : 1950). 170 (2003) 

4432-4436. 

[43] Ivanov II, Frutos Rde L, Manel N, Yoshinaga K, Rifkin DB, Sartor RB, Finlay BB, Littman DR. 

Specific microbiota direct the differentiation of Th17 cells in the mucosa of the small intestine. Cell host 

& microbe. 4 (2008) 337-349.  

[44] Atarashi K, Nishimura J, Shima T, Umesaki Y, Yamamoto M, Onoue M, Yagita H, Ishii N, Evans R, 

Honda K, Takeda K. ATP drives lamina propria T(H)17 cell differentiation. Nature. 455 (2008) 808-12.  

[45] Granlund Av1, Flatberg A, Østvik AE, Drozdov I, Gustafsson BI, Kidd M, Beisvag V, Torp SH, 

Waldum HL, Martinsen TC, Damås JK, Espevik T, Sandvik AK. Whole genome gene expression meta-

analysis of inflammatory bowel disease colon mucosa demonstrates lack of major differences between 

Crohn's disease and ulcerative colitis. PLoS One.8 (2013) e56818. 

[46] Minderhoud IM, Samsom M, Oldenburg B. What predicts mucosal inflammation in Crohn's disease 

patients? Inflamm Bowel Dis.13 (2007) 1567-72. 

ACCEPTED MANUSCRIPT



AC
CEP

TE
D M

AN
USC

RIP
T

[47] Román J, Planell N, Lozano JJ, Aceituno M, Esteller M, Pontes C, Balsa D, Merlos M, Panés J, Salas 

A. Evaluation of responsive gene expression as a sensitive and specific biomarker in patients with 

ulcerative colitis. Inflamm Bowel Dis. 19 (2013) 221-9.  

[48] Schmidt C, Giese T, Ludwig B, Mueller-Molaian I, Marth T, Zeuzem S, Meuer SC, Stallmach A. 

Expression of interleukin-12-related cytokine transcripts in inflammatory bowel disease: elevated 

interleukin-23p19 and interleukin-27p28 in Crohn's disease but not in ulcerative colitis. Inflamm Bowel 

Dis. 11 (2005) 16-23. 

[49] Sánchez-Muñoz F, Fonseca-Camarillo GC, Villeda-Ramirez MA, Barreto-Zuniga R, Bojalil R, 

Domínguez-Lopez A, Uribe M, Yamamoto-Furusho JK. TLR9 mRNA expression is upregulated in 

patients with active ulcerative colitis. Inflamm Bowel Dis. 16 (2010) 1267–8. 

[50] Tan Y, Zou KF, Qian W, Chen S, Hou XH. Expression and implication of toll-like receptors TLR2, 

TLR4 and TLR9 in colonic mucosa of patients with ulcerative colitis. J Huazhong Univ Sci Technolog 

Med Sci. 34 (2014) 785-90. 

[51] Morrison PJ, Ballantyne SJ, Kullberg MC. Interleukin-23 and T helper 17-type responses in 

intestinal inflammation: from cytokines to T-cell plasticity. Immunology.133(2011) 397-408. 

[52] Nielsen OH, Kirman I, Rüdiger N, Hendel J, Vainer B. Upregulation of interleukin-12 and -17 in 

active inflammatory bowel disease. Scand J Gastroenterol. 38 (2003) 180-5. 

 

 

 

 

 

 

 

 

ACCEPTED MANUSCRIPT



AC
CEP

TE
D M

AN
USC

RIP
T

Figure Legends:  

Figure 1. Relative expression levels of IL17A, IL17F, IL23A and TLR9 genes in paired samples 

of non-inflamed and inflamed CD and UC intestinal mucosa. Expression levels in non-inflamed 

and inflamed mucosa from the same patients are connected with a line. Black line represents 

increase and grey line decrease in gene expression level between non-inflamed and inflamed 

mucosa. Differences between paired samples were tested by non-parametric Wilcoxon sign rank 

test and p < 0.05 was considered significant. NI - non-inflamed, I – inflamed, RU –relative units.  

* p < 0.05, ** p < 0.0. 

Figure 2. Difference in gene expression levels between CD (n = 24) and UC (n = 54) non-

inflamed (NI) and inflamed (I) colonic mucosa. For analysis of difference between the groups 

Mann-Whitney U non-parametric test was used and p < 0.05 was considered significant. 

 Figure 3. Mucosal gene expression levels in CD patients with non-stricturing/non-penetrating 

(NS/NP) and stricturing/penetrating (S/P) disease. For analysis of difference between NS/NP and 

S/P groups Man-Whitney U test was applied, and p < 0.05 was considered significant  

Figure 4. Mucosal gene expression levels between UC patients with mild and moderate/severe 

disease. For analysis of difference between mild and moderate/severe groups Man-Whitney U test 

was applied, and p < 0.05 was considered significant. 

Figure 5. Mucosal gene expression levels between at diagnosis not operated and operated CD 

patients. For analysis of difference between not operated and operated groups Man-Whitney U 

test was applied, and p < 0.05 was considered significant
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Table 1. Demographic and clinical characteristic of analyzed CD and UC patients 

Characteristics CDi (n = 26) CDc (n = 24) UC (n = 54) 

Median (IQR) age, years 36.0 (25.0 - 44.3) 34.0 (28.3 - 46.8) 43.5 (33.8 - 57.0) 

Gender, male/female (%) 14 / 12 (53.8 / 46.2) 19 / 5 (79.2 / 20.8) 24 / 30 (44.4 / 55.6) 

Median (IQR) BMI 24.6 (22.5 - 26.8) 24.4 (20.5 - 26.1) 23.7 (21.2 - 24.7) 

Median (IQR) duration of symptoms 

prior diagnosis, months 
9.5 (4.5 - 13.0) 7.5 (6.0 - 12.0) 6.5 (6.0 - 12.0) 

Localization of disease 
   

L1
a
 / E1

b
 (%) 16 (61.5) NA 16 (29.6) 

L2
a 
/ E2

b 
(%) NA 15 (62.5) 19 (35.2) 

L3
a 
/ E3

b
 (%) 10 (38.5) 9 (37.5) 19 (35.2) 

Phenotype of disease 
   

B1
c
 / S1

d
 (%) 11 (42.3) 15 (62.5) 36 (66.7) 

B2
c 
/ S2

d
 (%) 11 (42.3) 6 (25.0) 15 (27.8) 

B3
c
 / S3

d
 (%) 4 (15.4)* 3 (12.5)

#
 3 (5.6) 

Median (IQR) CRP level, mg/l 11.5 (8.0 - 16.0) 14.5 (9.0 - 30.0) 12.0 (8.0 - 18.8) 

Median (IQR) CDAI score 180.0 (137.5 - 222.5) 180.0 (154.0 - 246.3) NA 

Median (IQR) Mayo  score NA NA 6.0 (4.0 - 8.0) 

Operation at diagnosis (%) 6 (23.1) 3 (12.5) 0 (0.0) 

Previous NSAID usage (%) 4 (15.4) 6 (25.0) 18 (33.3) 

Extraintestinal manifestation (%) 3 (11.5) 3 (12.5) 8 (14.8) 

Smoking (%) 8 (30.8) 11 (45.8) 21 (38.9) 

Family history of the IBD 6 (23.1)  1 (4.2) 2 (3.7) 
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CDi – samples obtained from ileal CD mucosa, CDc – samples obtained from colonic CD mucosa, UC – 

samples obtained from colonic UC mucosa. * all penetrating CDi patients had perianal modifier, 
#
 two 

CDc patients with penetrating phenotype had also perianal disease , 
a
 Localisation of CD according to 

Montreal classification, B1 - ileum, B2 - colon, B3 –ileocolon, 
b
 Extent of UC according to Montreal 

classification, E1 - ulcerative proctitis, E2 - left side UC, E3 -extensive UC, 
c
 Behaviour of CD according 

to Montreal classification, B1 - non-stricturing, non-penetrating disease, B2 - stricturing, B3 – 

penetrating, 
d
 Severity of UC according to Montreal classification, S1 -mild, S2 - moderate, S3 – severe. 

IQR – interquartile range, CRP – C reactive protein, CDAI – Crohn’s disease activity index, NSAID – 

nonsteroidal anti-inflammatory drugs 
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Table 2. Correlation analysis of gene expression level in intestinal CD and UC mucosa 

 

    CDi (n = 26)   CDc (n = 24)   UC (n = 54)  

    

Non-

inflamed 
  Inflamed 

  

Non-

inflamed 
  Inflamed 

  

Non-

inflamed 
  Inflamed 

 

IL17A IL17A ns
ǂ
 

 

rs = 0.657
ǂ
                                       

p < 0.001  
ns

ǂ
 

 

 

IL17F 

 rs = 0.813       

p < 0.001    

rs = 0.745        

p < 0.001  

rs = 0.834       

p < 0.001  

rs = 0.923             

p < 0.001  

rs = 0.871                  

p < 0.001   

rs = 0.771                 

p < 0.001 

 

 

IL23A ns 
 

ns 
 

ns 
 

ns 
 

rs = 0.370                 

p = 0.006  

rs = 0.370                 

p = 0.006 

 

 

TLR9 ns 
 

ns 
 

ns 
 

ns 
 

ns 
 

ns  

IL17F IL17F ns
ǂ
 

 

rs = 0.764
ǂ
                                          

p < 0.001  
ns

ǂ
 

 

 

IL23A ns 
 

ns 
 

ns 
 

ns 
 

rs = 0.332                 

p = 0.014  

rs = 0.311              

p = 0.022 

 

 

TLR9 ns 
 

ns 
 

ns 
 

ns 
 

ns 
 

rs = 0.292              

p = 0.032 

 

IL23 IL23A ns
ǂ
 

 
ns

ǂ
 

 

rs = 0.464
ǂ
                                                   

p = 0.0004 

 

 

TLR9 

rs = 0.751       

p < 0.001  

rs = 0.815      

p < 0.001  

rs = 0.820        

p < 0.001  

rs = 0.786            

p < 0.001  

rs = 0.771                  

p < 0.001  

rs = 0.686               

p < 0.001 

 

TLR9 TLR9 

rs = 0.420
ǂ
                           

p = 0.03 
  

rs = 0.417
ǂ
                                         

p = 0.04 
  

rs = 0.543
ǂ
                                                      

p < 0.001 
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Correlation level was measured using non-parametric Spearman’s test and presented with correlation 

coefficient (rs). p < 0.05 was considered significant. 
ǂ 
Expression level of the specific gene was correlated 

between non-inflamed and inflamed mucosa. CDi – samples obtained from ileal CD mucosa, CDc – 

samples obtained from colonic CD mucosa, UC – samples obtained from colonic UC mucosa 
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Table 3. Correlation of intestinal gene expression levels with clinical and endoscopic activity of CD and 

UC 

 

      

 SES-CD* or 

Mayo endoscopic 

score
#
 

  CDAI* or 

total Mayo 

score
#
 

 

IL17A 

CDi 
Non-inflamed  ns  ns  

Inflamed  ns  ns  

CDc 
Non-inflamed 

 
ns 

 rs = 0.405                       

p = 0.049 

 

Inflamed  ns  ns  

UC 

Non-inflamed 
 rs = 0.405              

p = 0.002 

 rs = 0.384                       

p = 0.004 

 

Inflamed 
 rs = 0.359               

p = 0.008 

 rs = 0.351                       

p = 0.009 

 

IL17F 

CDi 
Non-inflamed  ns  ns  

Inflamed  ns  ns  

CDc 
Non-inflamed 

 
ns 

 rs = 0.506                       

p = 0.012 

 

Inflamed  ns  ns  

UC 
Non-inflamed 

 rs = 0.327              

p = 0.016 

 rs = 0.290                       

p = 0.034 

 

Inflamed  ns  ns  

IL23A CDi 
Non-inflamed  ns  ns  

Inflamed  ns  ns  
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CDc 

Non-inflamed  ns  ns  

Inflamed 
 

ns 
 rs = - 0.413                     

p = 0.045 

 

UC 

Non-inflamed  ns  ns  

Inflamed 
 rs = 0.359              

p = 0.008 

 rs = 0.311                      

p = 0.022 

 

TLR9 

CDi 

Non-inflamed  ns  ns  

Inflamed  ns  ns  

CDc 

Non-inflamed  ns  ns  

Inflamed 
 

ns 
 rs = - 0.406                      

p = 0.049 

 

UC 
Non-inflamed  ns  ns  

Inflamed  ns  ns  

* SES-CD (Simple Endoscopic Score for Crohn's Disease) and CDAI (Crohn’s disease activity index) – 

clinical CD activity scores, 
# 

Endoscopic and Total
 
Mayo score

 
– clinical UC activity scores. ns – not 

significant, rs = Spearman’s rho correlation coefficient. CDi – samples obtained from ileal CD mucosa, 

CDc – samples obtained from colonic CD mucosa, UC – samples obtained from colonic UC mucosa 

 

 

HIGHLIGHTS 

 Upregulated IL17A and IL17F expression was demonstrated in inflamed IBD mucosa. 

 Upregulated TLR9 and IL23A expression was observed for inflamed CD ileum. 

 Upregulated IL23A expression was found in inflamed UC colon. 

 Analysed mRNA levels correlated with clinical and endoscopic disease activity scores.  

 Analysed mRNA levels in non-inflamed gut mucosa may indicate severe IBD course. 
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