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Abstract
BACKGROUND & AIMS—Irritable bowel syndrome (IBS) has been associated with mucosal
dysfunction,, mild inflammation, and altered colonic bacteria. We used microarray expression
profiling of sigmoid colon mucosa to assess whether there are stably expressed sets of genes that
suggest there are objective molecular biomarkers associated with IBS.

METHODS—Gene expression profiling was performed using Affymetrix GeneChips with RNA
from sigmoid colon mucosal biopsies from 36 IBS patients and 25 healthy control subjects. RTQ-
PCR was used to confirm the data in 12 genes of interest. Statistical methods for microarray data
were applied to search for differentially expressed genes, and to assess the stability of molecular
signatures in IBS patients.

RESULTS—Mucosal gene expression profiles were consistent across different sites within the
sigmoid colon and were stable on repeat biopsy over ~3 months. Differentially expressed genes
suggest functional alterations of several components of the host mucosal immune response to
microbial pathogens. The most strikingly increased expression involved a yet uncharacterized gene,
DKFZP564O0823. Identified specific genes suggest the hypothesis that molecular signatures may
enable distinction of a subset of IBS patients from healthy controls. Using 75% of the biopsies as a
validation set to develop a gene profile, the test set (25%) was correctly predicted with ~70%
accuracy.

CONCLUSIONS—Mucosal gene expression analysis shows there are relatively stable alterations
in colonic mucosal immunity in IBS. These molecular alterations provide the basis to test the
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hypothesis that objective biomarkers may be identified in IBS and enhance understanding of the
disease.

INTRODUCTION
Irritable bowel syndrome (IBS) is a highly prevalent disorder affecting 10–20% of people in
Western countries. It is characterized by recurrent abdominal pain associated with change in
stool frequency or consistency at the time of pain, as well as alterations in bowel function. In
contrast to inflammatory bowel disease (IBD), overt histological inflammation or ulceration
in the intestines are not observed in IBS. The same IBS phenotype may result from different
pathophysiological mechanisms1 (e.g. motor, or secretory function, or a post-inflammatory
state) in these patients, even when there is a consistent bowel dysfunction e.g. diarrhea- (IBS-
D) or constipation-predominant (IBS-C).

Low-grade chronic inflammation is recognized in a subgroup of patients with IBS.2 Alterations
in circulating cytokines,3,4 increased mucosal permeability2 and altered colonic bacterial
counts5 in IBS subgroups suggest that altered mucosal immune function may contribute to the
development of IBS. However, other studies do not confirm immune activation. For example,
eosinophil protein X (EPX), myeloperoxidase (MPO), tryptase, interleukin 1β or tumor
necrosis factor α measured in supernatants from processed feces of patients with IBS were not
elevated, in contrast to positive (IBD) controls.6 Similarly, increased CD3 lymphocytes are
observed in colonic biopsies.7 or mast cells are increased in colonic or ileal biopsies in some
studies;8–10 however, other studies did not confirm these findings e.g., mast cell numbers are
not increased in the colonic biopsies from patients with post-dysentery IBS.10 Moreover,
increases in indices of inflammation may apply only to the subgroup of patients with post-
infectious IBS. Increased rectal mucosal mRNA expression of IL-1β in post-infectious IBS
patients suggests there is some evidence of an inflammatory diathesis.11 From the prior
literature, therefore, the pathogenetic role of inflammation and the mechanisms involved are
unclear.

Our hypothesis was that differentially-expressed genes in colonic mucosal biopsies may lead
to the identification of stable sets of genes that are associated with IBS. Our aims were to further
understand mucosal mechanisms at the molecular level that may be associated with IBS and
to determine whether expression of these markers is stable and lends itself to identifying
biomarkers of the disease that would require confirmation in future studies. We performed a
microarray expression profiling study of mucosal sigmoid colon biopsies that were collected
as in routine clinical practice from IBS patients and healthy controls. In a subset of genes of
interest, the data were confirmed by RTQ-PCR.

METHODS
PARTICIPANTS AND COLLECTION OF COLON BIOPSY SAMPLES

Our study included 36 IBS patients (21 IBS-D and 15 IBS-C) and 25 healthy controls. IBS
participants were recruited by mail from an administrative database of 752 patients with IBS
who reside within 150 miles radius of Rochester, MN. All patients fulfilled the Rome II criteria
for IBS diagnosis12 and had undergone clinical examination and investigation to exclude other
gastrointestinal disorders. Predominant bowel dysfunction was confirmed at the time of the
study by means of a validated bowel symptom questionnaire.13 Healthy volunteers were
recruited by public advertisement in Rochester, MN. Table 1 further describes the study cohort.
The Mayo Clinic Institutional Review Board approved the study, and all participants signed
informed consent.
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Flexible sigmoidoscopy was performed without sedation after one magnesium sulphate enema
(Fleet®, CB Fleet). Using standard, large size biopsy forceps, three sigmoid colon mucosal
biopsies were collected from each participant: two (10 cm apart) for microarray studies, and
one for formalin-fixation, hematoxylin and eosin (H&E)–staining and examination by a single
expert histopathologist (TS) who used standardized criteria.14 A fourth sigmoid colon biopsy
was collected ~3 months later from 10 randomly selected subjects (5 IBS patients and 5 healthy
controls) to assess stability of the molecular observations‥

ARRAY PROCESSING AND DATA PRE-PROCESSING
Colon biopsy samples were submerged in RNAlater solution (Ambion, Austin, TX) and stored
at −20°C until further analysed. Tissue was homogenized in a mixer mill 501 (Retsch,
Aartselaar, Belgium) in RLT cell lysis buffer (Qiagen, Hilden, Germany), followed by RNA
extraction (RNeasy mini kit, Qiagen) with DNase treatment. One µg biotin-labelled total RNA
was hybridised on Human Genome U133-Plus2.0 GeneChips (Affymetrix, Santa Clara, CA)
according to the Affymetrix protocol. Sample processing (n=132) was performed in four
batches, each of which comprised samples from both IBS and healthy subjects. Gene
expression summary values for raw GeneChip data were computed using the gcRMA
algorithm,15 which performs background adjustment, quantile normalization and
summarization, taking guanosine-cytidine affinities into account. We used PANP for
determining whether the expression of a gene exceeded background,16 and declared filtered
genes when they were called present in at least 50% of the samples in one group.17 Spectral
map analysis18 clearly indicated that an effect of sample processing on different batches
remained after normalization. Therefore, this source of technical variation was corrected for
by modeling the expression levels in function of batch of origin in a one-way ANOVA, and
by using the residuals of this model for all subsequent analyses (Supplementary Figure 1; see
supplemental material online at www.cghjournal.org). To avoid the potential of obtaining
misleading results due to pseudoreplication,19 we averaged the expression values of the
replicated samples per patient for the SAM (significance analysis of microarrays) and PAM
(predictive analysis of microarrays) analyses. Replicate samples were distributed across
batches. The microarray data have been deposited in the ArrayExpress Data Warehouse
(http://www.ebi.ac.uk/arrayexpress/) with accession number E-TABM-176. [The data are
password-protected until acceptance for publication.]

REAL-TIME QUANTITATIVE POLYMERASE CHAIN REACTION (RTQ-PCR)
Using banked samples that were stored in RNA later, we conducted further studies using RTQ-
PCR in order to validate results from microarray analyses suggesting differential expression.
Briefly, cDNA synthesis was performed using 500 ng of total RNA using random hexamer
primers and Superscript III reverse transcriptase (Invitrogen, Carlsbad, CA). RTQ-PCR was
performed on an ABI Prism 7900 cycler (Applied Biosystems, Foster City, CA) using the qPCR
Core kit (Eurogentec, Seraing, Belgium) and validated TaqMan gene expression assays
(Applied Biosystems) for the following genes: CASP1 (Hs00354836_m1),
DKFZP564O0823 (Hs00209876_m1), DUOX2 (Hs00204187_m1), FCGR2A
(Hs01017702_g1), LYZ (Hs00426231_m1), M160 (Hs00264549_m1), MS4A4A
(Hs00254780_m1), MUC20 (Hs00416321_m1), NCF1 (Hs00165362_m1), NCF4
(Hs00241129_m1), VSIG2 (Hs00204823_m1), VSIG4 (Hs00200695_m1), and the moderately
expressed reference gene SART1 (Hs00193002_m1). Serial dilutions of cDNA were used to
generate standard curves of threshold cycles versus the logarithms of concentration for
SART1 (reference gene) and the genes of interest.

A randomly selected subset of samples from 15 healthy controls and 30 IBS patients (15 IBS-
C, 15 IBS-D) was submitted to RTQ-PCR. This selection of samples for the RTQ-PCR was
done so that the analyses for each gene could be performed in one run, avoiding any possible
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batch effect. For each of the subjects selected, we included the two collected colon mucosal
samples and analyzed both in duplicate. Thus, for each subject, a total of four data points were
generated. Fold changes between IBS / controls were calculated based on the average
expression value per group (IBS vs controls). Significances between IBS and healthy controls
for the RTQ-PCR analyses were based on t-test statistics. The average fold change in expression
levels of the genes of interest between IBS patients and healthy controls was calculated and
compared to the microarray results.

ASSESSING CONCORDANCE OF REPEATED MEASUREMENTS
To quantify sample reproducibility at two sites in the sigmoid at the first biopsy, and over 2
times in a subset, we calculated concordance correlation coefficients (CCC)20 for the 1,000
most variable gene probe sets in the dataset, as well as for the set of 32 gene probe sets from
the PAM analysis.

TESTING FOR DIFFERENTIALLY EXPRESSED GENES
SAM analysis (http://www-stat.stanford.edu/~tibs/SAM/) was applied21 to identify
differentially expressed genes in IBS versus health. An alternative, more rigorous statistical
model was also applied to the raw data, (i.e. pre-processed data of all biopsy samples before
batch correction), by application of mixed ANOVA with batch and disease status as fixed effect
and patient as a random effect, and with false discovery rate correction.22

DIFFERENTIATION OF MOLECULAR SIGNATURES OF IBS AND CONTROLS FROM
MICROARRAYS

For identifying disease status, we applied PAM analysis.23 We, therefore, randomly divided
the 61 subjects into a “training” set and a “test” set. The training set (n=45) comprised 17
healthy subjects and 28 IBS patients (16 IBS-D, 12 IBS-C); the test set (n=16) comprised the
remaining 8 healthy controls and 8 IBS patients (5 IBS-D, 3 IBS-C). The samples from the test
set were kept independent from the model-building step to assess the model’s predictive power,
and to check for possible over-fitting.

HIERARCHICAL CLUSTERING
To identify an underlying structure in the molecular signatures, we applied hierarchical
clustering (Spotfire DecisionSite 8.2 software) on a set of 16 gene probes selected in both PAM
and SAM analyses, using average linkage and correlation as measures of similarity. Genes
with similar expression profiles across the subjects are grouped together (X-axis) and,
similarly, subjects with a similar expression profile group together (Y-axis) in a hierarchical
way.

RESULTS
PARTICIPANTS

Table 1 summarizes the information on participants in the study.

HISTOLOGICAL ASSESSMENT OF MUCOSAL BIOPSIES
H&E-stained sigmoid biopsies were normal in most healthy subjects and patients with IBSC
and IBS-D. One healthy subject and 2 patients with IBS-D had focal acute colitis. Melanosis
coli was observed in 3 patients with IBS-C and 1 patient with IBS-D. The thickness of the
subepithelial collagen layer was at the upper limit of normal (i.e., 10 µm) in 1 healthy subject,
1 patient with IBS-C, and 2 patients with IBS-D. Differences among groups were not
statistically significant.
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STABILITY OF MRNA EXPRESSION IN COLON MUCOSA
The concordance correlation coefficient (CCC) for repeat samples of the same partcicipant
using the 1,000 most variable gene probe sets on the microarray is shown in Figure 1A. The
CCC between two simultaneously collected samples as well as between two samples collected
from the same person with an interval of ~3 months significantly exceeded the overall
concordance. The concordance values among repeat samples did not differ between IBS
patients and healthy controls. Since the overall expression profiles of sigmoid colon biopsies
were relatively stable for two site and two time sample collections, we averaged the gene probe
expression levels of the two collected colon samples per patient for the subsequent analyses.

DIFFERENTIALLY EXPRESSED GENES IN IBS
Using the SAM algorithm, and at a 5% false discovery rate, 25 gene probe sets were
differentially expressed between IBS and healthy persons (Table 2). These probe sets
represented 20 different genes: 4 were up-regulated and 16-down regulated in IBS patients
compared to healthy controls. Using the normalized raw data, the mixed ANOVA model
revealed a very similar list of genes with q-values comparable to those obtained with the SAM
analysis (Table 2 and Supplementary Figure 2 (see supplemental material online at
www.cghjournal.org)). The differential gene expression reflected mostly subtle changes in
expression levels with only a few of the significant genes with > 1.5-fold difference in
expression in IBS patients compared to healthy controls (Table 2). Plots of the relative
expression levels in the IBS patients and healthy persons for the individual genes are shown
in Figure 2. RTQ-PCR analysis of several of the identified genes largely confirmed the
microarray results with reference to fold change levels of the individual genes (Figure 3), but
the same level of statistical significance was not reached.

The majority of the genes identified in the colonic mucosa play a role in the immune response
or the host defense against microbial invasion. A detailed description of the individual genes
and their potential role in IBS is provided as Supplementary Discussion (see supplemental
material online at www.cghjournal.org). Briefly, at least three genes with significantly lower
expression levels in IBS patients play an essential role in the pathway of antigen processing
and presentation by the major histocompatibility I complex (MHC-I). These genes are:
PSME2 (proteasome activator subunit 2, PA28 beta), TAP2 (transporter 2, ATP-binding
cassette, subfamily B), and LRAP (leukocyte-derived arginine aminopeptidase).

Six other significantly altered genes participate in the immune response. In IBS patients, there
was a higher expression of VSIG2 (a V-set and immunoglobulin domain containing protein)
and MUC20 (mucin 20). In contrast, IBS patients had lower expression of VSIG4, FCGR2A
(CD32, encoding immunoglobulin Fc receptors), MS4A4A (encoding a homologue of the β
subunit of immunoglobulin receptors), and M160 (CD163 molecule-like 1).

A third set of genes, all involved in the host defense response to pathogens in the colon, are
expressed at significantly lower levels in IBS relative to healthy controls. These are: lysozyme
(LYZ), an anti-microbial agent whose natural substrate is the bacterial cell wall peptidoglycan;
and cysteine protease caspase-1 (CASP1) and its neighbouring gene on chromosome 11q,
caspase-1 dominant negative inhibitor (COP1). These enzymes are involved in the proteolytic
cleavage of precursor proteins leading to the synthesis of IL-1β and IL-18, both of which are
important in antimicrobial defense.

Finally, the expression of multiple members of the family of NOX/DUOX oxidase genes that
are responsible for the generation of an oxidative burst of superoxide as part of nonspecific
host defense against microbial organisms, was either decreased (NCF1, NCF4) or increased
(NOX1, DUOX2). The expression of dual oxidase 2 (DUOX2) in the sigmoid colon mucosal
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biopsies of IBS patients was increased on average 3.8-fold, the largest observed fold-change
of all genes.

CONFIRMATION OF MICROARRAY ANALYSIS USING RTQ-PCR
We selected 12 genes that were identified from the microarray data analysis for confirmatory
analysis by validated fluorogenic TaqMan gene expression assays-on-demand (Applied
Biosystems). Normalisation of the TaqMan assay results was done relative to the control
SART1 gene, because this gene was found earlier to be stable and is also moderately expressed
in colon samples.24 Of the 12 genes of interest, 11 showed a change in gene expression that
was in the same direction (up or down) in IBS patients (i.e., in Figure 3, they appear in the left-
lower or the right-upper quadrants of the graph). Note that the level of fold change also appears
to be consistent between the microarray and the RTQ-PCR as there is almost a linear relation
between both analyses (apart from the DUOX2 gene that shows a clearly larger fold change in
microarray analysis as compared to RTQ-PCR). Significant differences (p<0.05) between IBS
and healthy subjects were confirmed in 6 out of the 12 genes, and these represented the genes
with the largest fold change values. Overall, our data show substantial concordance between
Affymetrix microarray and TaqMan data when comparing the fold change in expression level
between IBS patients and healthy subjects (Figure 3).

UP REGULATION OF A NOVEL GENE IDENTIFIED IN IRRITABLE BOWEL SYNDROME
Two of the most significantly up regulated probe sets in colon mucosal biopsies of IBS patients
(Table 2 and Figure 4A) both represent a gene that is annotated in the public sequence databases
as DKFZP564O0823. Although little is known about this gene, in silico analysis demonstrates
that this gene encodes a predicted plasma membrane protein of 310 amino acids (Figure 4B).
The gene is mainly expressed in colon and placenta, but it is also found in many other tissues.
Amino acid sequence alignment of the human, mouse, and rat homologs demonstrate a highly
conserved (94–95%) sequence in the transmembrane and intracellular regions but less
homology in the extracellular region (51% sequence identity).

MUCOSAL EXPRESSION IN COLON AND A HYPOTHETICAL MOLECULAR SIGNATURE OF
IBS

We assessed the ability of the colonic mucosal molecular expression panel to differentiate IBS
from health. Using PAM analysis on a “training” set of 45 subjects (75% of the entire cohort,
including both IBS and healthy subjects’ biopsies), we obtained a 32 gene probe set signature
(Figure 5) with average cross-validation misclassification rate of 22%. Thus, 13/17 healthy
and 22/28 IBS were correctly classified using this molecular signature. As a first step to explore
the hypothesis that this molecular expression signature would be valid, the molecular signature
was then applied to the independent “test” set of 16 participants (other 25% of participants who
were not in the validation set). PAM analysis showed that the molecular signature correctly
predicted diagnosis of 75% of the participants, with an equally accurate prediction of IBS or
health status. The misclassification rates were similar for the “training” (22%) and the “test”
sets (25%) of biopsies, suggesting that over-fitting was not an issue.

As a second step to validate this signature of 32 gene probes, we determined its reproducibility
by calculating the CCC (Figure 1B). The within subject reproducibility of samples significantly
exceeded the overall concordance between participants suggesting that the molecular signature
of 32 gene probe sets is a robust measure that is specific for the examined subject. The molecular
signature was also stable over time.

Finally, in order to facilitate the generation of hypotheses for future studies that would aim at
confirming the validity of such a molecular expression profile to differentiate IBS and health,
we attempted to reduce the number of probe sets in the molecular signature. This was achieved
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through selection of gene probes that were identified in common by PAM and SAM analyses
of the samples of the training set only. The resulting 16 probe sets, representing 11 different
genes, were then used, in an unsupervised classification method (hierarchical clustering), that
included all 61 subjects of the study (Figure 6). The first two levels of hierarchy (Y-axis)
separated two groups of subjects, largely corresponding to the group of IBS patients and the
healthy individuals of the training set. Thus, 25/28 IBS patients and 14/17 health controls were
correctly classified. In the test set, 11 of 16 were correctly classified (69%), with positive and
negative predictive values of 75% and 63%, respectively. These results were very similar to
those of the PAM analysis using all 32 gene probe sets, suggesting that it would be reasonable
to use the 16 probe set representing 11 genes rather than the 32 probe set in future studies
attempting to validate the current findings.. Additional mixed ANOVA analyses ruled out
possible interacting effects of gender or concomitant drug therapy on the findings of this study
(see also Figure 6).

DISCUSSION
This study demonstrates the differential expression of several genes in the colonic mucosa of
IBS patients. Many of these genes are directed towards the host defense mechanisms against
microbiological pathogens; the well-established properties of the genes and their potential role
in IBS are described in the Supplementary Discussion (see supplemental material online at
www.gastrojournal.org).25–38 A pictorial summary of these genes is provided in Figure 7.
Our study does not allow us to determine whether the observed differential expression is the
cause or the consequence of IBS. The altered gene expression may have only been observed
in a subset of IBS patients, and may reflect heterogeneity of the molecular mechanisms
occurring with a common symptom phenotype. On the other hand, it is striking that most of
the genes with significant differential expression are involved in the host response to
intraluminal antigen or bacterial invasion or the resulting effects on immune responses. This
degree of mechanistic specificity in the identified genes suggests that it is unlikely that the
differential expression observed represents false positive or chance associations. Thus, the
associations were demonstrated using two independent statistical approaches. Moreover,
significant differences (p<0.05) between IBS and healthy subjects were confirmed by RTQ-
PCR for 6 out of the 12 genes, and these represented the genes with the largest fold change
values. Statistical significance was not achieved for genes with a more subtle fold change
difference. This is not really surprising; although the TaqMan technology used in RTQ-PCR
has some advantages with regard to sensitivity compared to microarrays (i.e., genes with low
expression can be analyzed using RTQ-PCR where microarray technology may fail), it is clear
that relatively larger intra-group variations are often found with TaqMan assays as compared
to the microarray analyses. This can be explained, in part, by the fact that the TaqMan method
only normalizes the gene expression data versus a single reference gene (SART1 in our assay),
whereas the microarray method allows normalization of the expression level of each individual
gene against all other genes on the microarray. This means that even relatively small gene
expression variations of the SART1 gene will introduce noise (and variation) in the normalized
expression level of the genes of interest using the RTQ-PCR technology. In general, the data
generated by TaqMan assays largely confirm the microarray data with regard to the fold change
levels of the individual genes, but the same level of statistical significance was not reached
using RTQ-PCR, most likely because the TaqMan technology does not allow discrimination
of subtle differences in gene expression.

The magnitude of the fold increase in expression of the different genes in the mucosa of patients
with IBS ranges from 1.2 to 1.52; this is consistent with the subtle degree of immune activation
measured cytologically or with functional studies e.g. IL-1β expression.11 We would have
found the data far less believable if the fold increases were greater given observations in the
literature, using complementary techniques to evaluate inflammation or immune activation. It
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is also intriguing that a gene involved in mucin production (e.g., MUC20) is up-regulated, and
this may correspond to the frequently encountered observation of excessive mucus passage in
patients with IBS. The genes demonstrating lower expression in IBS, which range from 0.48
to 0.83, also reflect the fact that IBS is not associated with clinically overt evidence of defective
barrier function or immune response to enteric antigens. Thus, given the importance of these
mechanisms to control bacterial and toxin invasion, the magnitude of change appears to reflect
the observation that IBS patients are not more vulnerable to superinfection or to significant
inflammation or immune activation that might result from an unchecked microbial interaction
with the local immune system.

It is intriguing that the measured differences in gene expression in sigmoid colon mucosal
biopsies are stable over time. The genes that are differentially expressed may control
mechanisms involved in colonic mucosal defense of patients with IBS. This observation, as
well as the fact that the fold differences are observed relative to healthy controls who received
the same bowel preparation, suggest that the observations are not the result of artifact, such as
the bowel preparation, or problems with the assays. Rather, they are consistent with the
hypothesis that they may represent biological changes in IBS. These data complement the
literature2–11 documenting a component of immune activation in the mucosa of IBS patients.
Inflammation may be associated with increased intestinal permeability,2 which may result in
colonic secretion. In addition to disturbances of visceral perception or motility in IBS,1 there
is evidence of altered colonic mucosal immune function documented in peripheral blood and
colonic mucosa.39 Thus, IBS patients displayed an increased frequency of peripheral blood
CD4+ and CD8+ T cells expressing the gut homing integrin β7, increased lamina propria CD8
+ T cells in ascending colon biopsies, and increased expression of the ligand for integrin β7,
mucosal addressin cell adhesion molecule-1+, on endothelial cells of ascending colon biopsies
as compared with control subjects. These abnormalities were also observed in biopsies from
patients with ulcerative colitis.39

Whereas, earlier studies tested the hypothesis that local colonic immune activation occurs in
IBS patients and this was demonstrated by studies of known biomarkers, our study was based
on an unsupervised analysis of the expression data of thousands of gene probes present on the
microarray. Our study identified the differential expression of molecules associated with
mucosal immune mechanisms that had not previously been identified among genes involved
in the local immune function. Further studies are required to understand these alterations in
mucosal expression of genes associated with mucosal immune function. However, the study
leads to testable hypotheses of potential mechanisms involved in immune function in IBS.

The microarray analysis showed the IBS patients’ mucosa expressed a gene,
DKFZP564O0823; it is important to note that the RTQ-PCR also showed a small-fold increase
in expression that was not significant. The function of this gene is not completely understood.
The DKFZP564O0823 mouse homolog, known as RIKEN cDNA 9130213B05, expresses a
cell surface glycoprotein precursor. Two publications have reported on the involvement of the
rat homolog of this gene in resistance to apoptosis in rat prostate which led to the name, rat
gene prostatic androgen-repressed message-1 (Parm-1).40,41 Although no reports on the
human DKFZP564O0823 gene have been published, Gene Expression Omnibus
(http://www.ncbi.nlm.nih.gov/geo/) contains experimental microarray data showing its altered
expression, and its potential role in inflammation and immune responses. More specifically,
DKFZP564O0823 expression was increased in primary colon endothelial cells on treatment
with TNFα, as compared to exposure to interferon-gamma or interleukin-4. The latter two are
primarily associated with T helper cell subsets, whereas TNFα is a pleiotropic cytokine with
a critical function in both inflammatory and immunological responses. Because these data on
colon endothelial cells form part of a large study, the publication on these experiments
discussed only well-known genes but did not discuss DKFZP564O0823.42
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In another study, DKFZP564O0823 gene expression was assessed in Jurkat CD4+ T cells
following induction of the Nef protein from the simian immune deficiency virus (SIV).43 The
Nef protein is expressed early in SIV (and HIV) infections, and down-regulates MHC-I
molecules from the cell surface, thereby facilitating immune evasion. The microarray
experiment revealed that, among many other well-characterized genes, DKFZP564O0823
expression is upregulated by SIV-Nef. Thus, if this novel gene functions in IBS as it is proposed
to function in these two studies in the literature, it would also be consistent with up-regulation
of immune response mechanisms in the colon of IBS patients compared to controls.

We conducted further analyses of the molecular signatures of gene expression in the colon
mucosa to provide preliminary data that form the basis for hypotheses generation. The present
IBS patient cohort shows 75% specificity of the molecular signature based on a set of 32 gene
probes, which shows stability of differential expression on repeat testing and a consistent
message in the differential expression of the host responses to intraluminal antigen or bacterial
invasion or the resulting effects on immune functions. It is clear that the hypothesis requires
further testing with larger numbers of subjects, including positive controls suffering other
gastrointestinal diseases such as IBD or diarrhea due to small bowel diseases.

The weaknesses and limitations in our study are the relatively small sample size and the absence
of a positive control. Moreover, despite all our efforts to avoid false discovery results and over-
fitting models, the precautions taken cannot guarantee the validity of our pilot study. Indeed,
previous reports on molecular signatures from microarray data have shown the pitfalls and
problems with interpretation and urged authors to validate such results by several - preferably
completely independent - teams.44 Nevertheless, an important dimension of our study is the
confirmation, using a complementary technique, RTQ-PCR, of the main findings on 6 of the
12 genes of interest identified on microarray. Although the level of significance achieved with
RTQ-PCR is less impressive, we believe that this difference most likely reflects the lower
sensitivity of RTQ-PCR for subtle differences in gene expression.

In summary, the current data on molecular signatures, which have been shown to be stable
over three months, lead to hypotheses that there are biomarkers suggesting immune activation
or other mechanisms associated with the interaction between the human (host) and colonic
content. These hypotheses are testable in future studies. Our pilot study provides the basis for
selection of gene probe sets for those studies and for calculating the requisite sample sizes
based on the fold differences in the expression of genes of interest.
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Refer to Web version on PubMed Central for supplementary material.
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Figure 1.
Concordance correlation analysis of the expression profiles of sigmoid colon samples collected
from 10 individuals. The degree of similarity (concordance correlation coefficient, CCC) of
the samples is indicated by color codes. The analysis included three samples for each subject:
samples A and B, taken at the same time, about 10 cm apart in the sigmoid colon, and sample
C collected an average of 85 days later. Blue squares indicate the CCC for samples from one
individual. A thick black line distinguishes IBS and healthy subjects. Panel A (left) represents
the analysis on 1,000 gene probes with the largest variation in expression within the dataset.
The within-subject CCC between simultaneously collected samples (A versus B: 0.70 ± 0.03)
and between samples collected with an interval of ~3 months (A/B versus C: 0.41 ± 0.03)

Aerssens et al. Page 13

Clin Gastroenterol Hepatol. Author manuscript; available in PMC 2009 February 1.

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript



significantly exceeded the overall concordance (0.25 ± 0.12; Mann-Whitney U test with
unequal variances: respectively W = 3510, P<0.001 and W = 6744, P<0.001). Panel B (right)
shows the analysis on 32 gene probes identified in the prediction analysis for microarrays. The
within-subject CCC between simultaneously collected samples (A versus B: 0.76 ± 0.05) and
between samples collected with an interval of ~3 months (A/B versus C: 0.67 ± 0.04)
significantly exceeded the overall concordance (−0.02 ± 0.02; Mann-Whitney U test with
unequal variances: respectively W = 3938, P<0.001 and W = 7683, P<0.001).
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Figure 2.
Relative expression levels of individual genes in mucosal colon samples from IBS patients
versus healthy controls. Relative expression levels (y-axis) represent fluorescent signal
intensity measured on the array after pre-processing of the raw data. Each individual dot
represents the averaged expression value of two samples per subject (red: healthy, green: IBS).
Horizontal lines indicate mean expression levels in healthy and IBS subjects.
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Figure 3.
Comparison of fold changes in mRNA expression level, as measured by microarray and RTQ-
PCR, between IBS patients and healthy subjects. Significant genes from the microarray study
that were confirmed statistically significant (p<0.05) in RTQPCR analysis are underlined.
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Figure 4.
Gene expression of DKFZP564O0823 (IBS1) and comparative sequence analysis. (A) Gene
expression of two probe sets on the GeneChip that encode for DKFZP564O0823 (IBS1) in
mucosal biopsies from colon of healthy (red) and IBS (green) subjects. Each dot represents the
average of two samples from one individual. Relative expression levels (y-axis) represent
fluorescent signal intensity measured on the array after pre-processing of the raw data.
Horizontal lines indicate mean expression levels in healthy and IBS subjects, respectively. (B)
Comparative protein sequence analysis of human DKFZP564O0823 (Hs_NP_056208) and its
mouse (Mm_NP_663537) and rat (Rn_NP_775137) homologs. Identical amino acids over
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different species are highlighted with a black or grey background. Protein domains are indicated
below the sequence.
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Figure 5.
Predictive Analysis of Microarrays (PAM) used as a classification method to predict IBS
disease status. First, the optimal number of genes to accurately predict IBS disease status was
determined (upper panel). This was done by assessing the lowest misclassification error, using
cross-validation on the samples of the training set. A set of 32 gene probe sets provided the
best predictive power (blue arrow), corresponding with a threshold value (delta) of 2.0. The
lower panel shows these 32 gene probe sets with their relative importance for the classification,
indicated by the width of their respective bars.
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Figure 6.
Hierarchical clustering analysis. Clustered display of heat map with hierarchical clustering of
16 probe sets and samples using average linkage and correlation as similarity measures. Heat
map colors represent relative expression levels on a color gradient scale ranging from blue to
black to yellow (high - intermediate - low expression). This color scale was maximized for
each individual probe set over all the samples (i.e., the sample with the highest expression is
blue; the sample with the lowest expression is yellow). The white horizontal line indicates IBS
disease status as predicted by the molecular signature. The right panel of the figure shows the
clinical diagnosis in the subjects assigned to the training or the test sets, the gender of the
subjects and concomitant drug treatment. (M: male; F: female; SSRI: selective serotonin
reuptake inhibitor; SNRI: serotoninnorepinephrine reuptake inhibitor; SNDRI: serotonin-
norepinephrine-dopamine reuptake inhibitor; TCA: tricyclic antidepressant)
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Figure 7.
Pictorial summary of differentially expressed genes in colonic mucosa of IBS patients relative
to healthy controls. Genes are color-coded according to increased (green) or decreased (red)
expression in cellular elements of the colonic mucosa from IBS patients versus healthy controls.
Protein complexes responsible for oxidative burst are shown as pentagon shapes. ROS: reactive
oxygen species. NCF2 expression was unchanged and is shown in black.
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Table 1
Description of the study cohort.

IBS

Healthy controls IBS IBS-C IBS-D

N 25 36 15 21
Caucasian (n, %) 24 (96) 36 (100) 15 (100) 21 (100)
Gender (n, % female) 23 (92) 33 (92) 15 (100) 15 (86)
Age (mean ± SEM) 39 ± 2 42 ± 2 47 ± 3 39 ± 3
(range) (18 – 60) (22 – 73) (27 – 73) (22 – 64)
BMI (mean ± SEM) 26.1 ± 1.2 27.4 ± 1 25.5 ± 1.5 28.8 ± 1.3
(range) (18.3 – 40.2) (20 – 42.6) (20.0 – 42.6) (20.9 – 41.8)
Concurrent treatment
  SSRI n=2 n=10 n=2 n=8
  SNRI - n=1 n=1 -
  DA - n=3 n=2 n=1
  TCA - n=2 n=1 n=1

SSRI: selective serotonin reuptake inhibitor; SNRI: serotonin and norepinephrine reuptake inhibitor; DA: dopaminergic agent (bupropion); TCA: tricyclic
antidepressant
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