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Abstract
Hepatocyte nuclear factor 1 beta (HNF1B) is transcription factor which plays a crucial role in the regulation of the development
of several organs, but also seems to be implicated in the development of certain tumours, especially the subset of clear cell
carcinomas of the ovary and kidney. Depending on the type of the tumour, HNF1B may act as either a tumour suppressor or an
oncogene, although the exact mechanism by which HNF1B participates in the process of cancerogenesis is unknown. Using
immunohistochemical approach and methylation and mutation analysis, we have investigated the expression, epigenetic, and
genetic changes of HNF1B on 40 cases of colorectal adenomas and 105 cases of colorectal carcinomas. The expression of
HNF1B was correlated with the benign or malignant behaviour of the lesion, given that carcinomas showed significantly lower
levels of expression compared to adenomas. In carcinomas, lower levels of HNF1B expression were associated with recurrence
and shortened disease-free survival. Themutation analysis revealed three somatic mutations (two frameshift and one nonsense) in
the carcinoma sample set. Promoter methylation was detected in three carcinomas. These results suggest that in colorectal cancer,
HNF1B may play a part in the pathogenesis and act in a tumour suppressive fashion.
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Introduction

Hepatocyte nuclear factor 1 beta (HNF1B), also known as
Transcription Factor-2 (TCF2), is a member of a family of
transcription factors which, primarily, plays a crucial role in
the regulation of the development of various tissues and or-
gans. Most importantly, it is implicated in the ontogenesis and

differentiation of the liver (hence its name), but also the lung,
gonads, biliary system, kidney and pancreas [1]. In adults,
HNF1B expression is found especially in tubule-forming ep-
ithelial tissues such as kidney or pancreatic exocrine duct tu-
bules [2], and also in other tissues such as colon, small intes-
tine, stomach, testis, lung, liver, prostate etc. as described ac-
cording to the complex RNA-Seq data [3]. As well as cell
differentiation, HNF1B is also involved in the regulation of
the expression of multiple genes implicated in cell cycle mod-
ulation, susceptibility to apoptosis, response to oxidative
stress and glucose metabolism [4–6].

As HNF1B expression is found during the embryonic de-
velopment of the kidneys, pancreas, liver, biliary tract, and
reproductive tract, mutations of this gene are associated with
various developmental disorders of these systems such as re-
nal cysts and diabetes syndrome (RCAD), or maturity-onset
diabetes of the young, type 5 (MODY5) [7, 8]. Furthermore,
there is growing evidence that HNF1Bmay be involved in the
tumorigenesis of several types of solid tumours, especially in
the subset of clear cell carcinomas of the ovary and renal cell
carcinomas of the kidney, but its role in the development of
tumours of the gastrointestinal tract, liver, pancreas and pros-
tate is also being discussed [6, 9–15].

Electronic supplementary material The online version of this article
(https://doi.org/10.1007/s12253-020-00830-2) contains supplementary
material, which is available to authorized users.

* Pavel Dundr
Pavel.Dundr@vfn.cz

1 Institute of Pathology, First Faculty of Medicine, Charles University
and General University Hospital in Prague, Studnickova 2,
12800 Prague 2, Czech Republic

2 First Faculty ofMedicine, Charles University and General University
Hospital in Prague, 12800 Prague, Czech Republic

3 1st Department of Surgery - Department of Abdominal, Thoracic
Surgery and Traumatology, First Faculty of Medicine, Charles
University and General University Hospital,
12808 Prague, Czech Republic

https://doi.org/10.1007/s12253-020-00830-2

/ Published online: 1 June 2020

Pathology & Oncology Research (2020) 26:2337–2350

http://crossmark.crossref.org/dialog/?doi=10.1007/s12253-020-00830-2&domain=pdf
http://orcid.org/0000-0002-8940-6124
https://doi.org/10.1007/s12253-020-00830-2
mailto:Pavel.Dundr@vfn.cz


Despite the increasing interest and the number of studies ded-
icated to this topic, little is known about the possible HNF1B
mutations which may be found in various tumours, although
some single nucleotide polymorphisms (SNPs) have been report-
ed in the non-coding intronic sequences of the HNF1B loci as-
sociated with risk of kidney cancer [16] and endometrial cancer
[17, 18]. Some ancestry-specificHNF1B variants associatedwith
prostate cancer have also been reported [19, 20].

Interestingly, it seems that HNF1Bmay act as either a tumour
suppressor or an oncogene depending on the type of tissue and
tumour. How this influence is exerted specifically is not yet
understood and there are studies which define HNF1B as a
pro-differentiation factor with potent tumour-suppressive activ-
ity in healthy tissues [21], while other studies point to its role as
an oncogene in tissues which have undergone malignant trans-
formation, inducing a cancerous phenotype and activating the
formation of invasive phenotypes through epithelial-
mesenchymal transition [22]. The exact mechanism by which
HNF1B participates in the process of cancerogenesis is un-
known and probably differs in various types of tumours.

Given these diverse and often ambiguous results, our aim
was to perform a comprehensive analysis of the expression
and the epigenetic and genetic changes of HNF1B in benign
and malignant lesions of the large intestine, as well as to fur-
ther investigate the potential differential diagnostic and prog-
nostic value of HNF1B.

Material and Methods

Samples

For the purposes of the study we used FFPE tissue blocks and,
where available, the corresponding fresh-frozen tissue (FT)
stored in the RNAlater stabilization solution (Qiagen) at
−80 °C according to the manufacturer’s protocol

(Stabilization of RNA in Harvested Animal Tissues;
Qiagen). The FFPE tissue blocks were obtained from the ar-
chives of our department and the corresponding FT samples
were provided by the Bank of Biological Material (BBM) of
the First Faculty of Medicine, Charles University in Prague.

A total of 145 FFPE tissue samples were used for the immu-
nohistochemical analysis, including 105 cases of colorectal car-
cinoma and 40 cases of colonic adenoma. For the 105 cases in
the colorectal carcinoma cohort, there were 78 cases with avail-
able corresponding FT sample pairs (tumour and non-tumour),
which were subjected to DNA isolation for mutation and pro-
moter methylation analysis. In the adenoma cohort, molecular
analysis was performed for 34 samples with the use of DNA
isolated from FFPE tissue blocks (no FT material was available
for this cohort). The clinicopathological characteristics of the
analysed samples are summarized in Tables 1 and 2.

Concerning the adenoma cohort, the samples consisted of a
variety of adenoma types: tubular adenoma (n = 24),
tubulovillous adenoma (n = 9), sessile serrated adenoma (n =
3) and traditional serrated adenoma (n = 4). For the carcinoma
cohort, the characteristic of ‘location’ of the tumour was clas-
sified as either colon (including tumours found in the appen-
dix, caecum and ascending colon to sigmoid colon) or rectum.
The characteristic of ‘grade’was divided into four groups (G1,
G2, G3 and mucinous) with mucinous carcinomas being
assigned a special category, given that the grade of these tu-
mours depends on their microsatellite status, which was not
available for all investigated cases (according to the 4th
Edition of WHO Classification of Tumors of Digestive
System) [23]. The characteristic of ‘sidedness’ was divided
into right-sided (cecum, appendix, ascending colon, hepatic
flexure and proximal two thirds of the transverse colon) and
left-sided (distal third of the transverse colon, splenic flexure,
descending colon, sigmoid colon and rectum) tumors.

The colorectal carcinoma samples were divided according
to the TNM classification into four groups (pT1-pT4), while

Table 1 Association of HNF1B
expression and clinico-
pathological characteristics, based
on 40 cases of colorectal adenoma

Expression of HNF1B (N)

Characteristic Group N H-
score
mean

H-
score
median

p-
valuea

group 1 group 2 p-
valueb

Gender 0.712 0.927
Male 28 248.3 260 5 23
Female 12 246.9 250 2 10

Age 0.140 0.694
(mean = 70,

median = 73)
<70 14 233.2 243 2 12

≥70 26 255.8 267 5 21
Grade of dysplasia 0.129 0.212

High-grade 20 235.8 250 5 15
Low-grade 20 260.1 257 2 18

a – p-values are based on the Mann-Whitney U-test
b – p-values are based on the Pearson chi-square test (categorized expression)
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Table 2 Association of HNF1B expression and clinico-pathological characteristics, based on 105 cases of colorectal carcinoma

Expression of HNF1B (N)

Characteristic Group N H-score mean H-score median p-
valuea

group 1 group 2 p-
valueb

Gender 0.267 0.162

Male 61 191.7 210 29 32

Female 44 174.5 170 27 17

Age 0.857 0.896

(mean = 71,
median = 71)

<71 50 184.5 190 27 23

≥71 55 184.5 190 29 26

Location 0.167 0.325

Colon 93 188.6 195 48 45

Rectum 12 152.9 155 8 4

Sidedness 0.451 0.937

left-sided 54 190.6 190 29 25

right-sided 51 178 180 27 24

Histological 0.781 0.469

subtype

non-mucinous 94 185.7 192.5 49 45

mucinous 11 175.0 174.1 7 4

T stage 0.221 0.152

T1 10 216.5 240 3 7

T2 30 165.8 165 19 11

T3 45 194.9 220 21 24

T4 20 173.3 180 13 7

N stage 0.791 0.612

N0 76 188.4 195 39 37

N1 17 177.9 180 9 8

N2 12 169.2 180 8 4

M stage 0.844 0.772

M0 89 183.8 190 48 41

M1 16 188.8 200 8 8

Dukes staging 0.584 0.436

A 10 216.5 240 3 7

B 50 183.3 178 28 22

C 29 173.3 180 17 12

D 16 188.8 200 8 8

Stage TNM
grouping

0.469 0.767

I 34 175.3 170 20 14

II 34 201.8 220 16 18

III 21 168.3 180 12 9

IV 16 188.8 200 8 8

Grade 0.097 0.161

G1 26 204.4 225 11 15

G2 59 186.9 190 31 28

G3 8 113.1 110 7 1

mucinous 12 177.1 183 7 5

LN positivity 0.498 0.502

Positive 29 174.3 180 17 12
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the adenoma samples were divided according to the grade of
the epithelial dysplasia (low grade vs. high grade). For the
purposes of the study a total of 145 lesions of the large intes-
tine were selected, including 105 cases of carcinoma of the
large intestine (pT1 = 10 cases, pT2 = 30 cases, pT3 = 45
cases, pT4 = 20 cases) and 40 cases of adenoma (LG dyspla-
sia = 20 cases, HG dysplasia = 20 cases).

All the included cases underwent a histologic review of the
hematoxylin and eosin-stained slides. During this review the
eligible and appropriate areas of the tumour were identified
and marked in order to provide tissue cores for the construc-
tion of the TMAs. Two tissue cores (each 2.0 mm in diameter)
were drilled from the donor block from each case using the
tissue microarray instrument TMA Master (3DHISTECH
Ltd., Budapest, Hungary).

Ethical Approval

The study has been approved by the Ethics Committee of
General University Hospital in Prague in compliance with
the Helsinki Declaration (ethical approval number 41/16
Grant VES 2017 AZV VFN). The Ethics Committee waived
the requirement for informed consent, because according to
the Czech Law (Act. no. 373/11, and its amendment Act no.

202/17) it is not necessary to obtain informed consent in fully
anonymized studies.

DNA Isolation and Quality Control

Prior to the isolation of the FT samples, the tissues were
thawed, and 10–30 mg were homogenized using MagNA
Lyser Green Beads tubes in a MagNA Lyser Instrument
(Roche) in the presence of 600 μl of RLT Plus buffer
(Qiagen) with 6 μl of 14.3 M 2-mercaptoethanol (Sigma-
Aldrich). The total DNAs and RNAs were isolated according
to the Simultaneous Purification of Genomic DNA and Total
RNA from Animal Tissues protocol by using an AllPrep
DNA/RNA Mini kit (Qiagen). The isolated DNA samples
were quantified by NanoDrop 2000 (Thermo Fisher).

DNA from the tissue sections from the archived FFPE tis-
sue blocks was isolated using an automatic isolator
MagCore® nucleic Acid Extractor, utilizing the MagCore
Genomic DNA FFPE One-step kit, Ref MGF-03 (RBC
Bioscience). The isolated DNA was quantified by Qubit fluo-
rimeter (Thermo Fisher) and underwent a quality control test
of amplification efficacy by qPCR (5 ng DNA of sample was
amplified using 5x HOT FIREPol® EvaGreen® HRM Mix
NOROX; Solis Biodyne). Only the samples which passed the

Table 2 (continued)

Expression of HNF1B (N)

Characteristic Group N H-score mean H-score median p-
valuea

group 1 group 2 p-
valueb

Negative 76 190 200 39 37

Lymphovascular
invasion

0.742 0.392

Yes 41 179.3 180 24 17

No 64 187.9 203 32 32

Perineural
invasion

0.363 0.576

Yes 9 201.7 220 4 5

No 96 182.9 185 52 44

MMR status* 0.318

deficient 11 210.0 260 4 7 0.341

proficient 42 190.2 195 22 20

Recurrence* 0.048 0.019

Yes 16 147.8 153 13 3

No 87 189.5 205 43 44

MSI* 0.274 0.734

MSS 83 180.3 190 45 38

MSI-H 20 200.3 205 10 10

*– data are not available for all cases
a – p-values are based on the Mann-Whitney U-test or Kruskal-Wallis H-test
b – p-values are based on the Pearson chi-square test (categorized expression)
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quality criteria (Cp < 35 for a 180 bp product amplification)
were used for subsequent analysis.

Immunohistochemical Analysis

The immunohistochemical (IHC) analysis was performed on
all samples using the standard 4 μm thick sections of FFPE
tissue and the automated staining instrument Ventana
BenchMark ULTRA (Roche, Basel, Switzerland) with a rab-
bit antibody against the HNF1B protein (polyclonal, dilution
1:500, product no. HPA002083, Sigma-Aldrich, Prestige
Antibodies, St. Louis, United States). The heat induced epi-
tope retrieval with a citrate buffer (pH 6.0) was used for pre-
treatment. The detection of the primary antibody was visual-
ized using the OptiView DAB IHC Detection Kit (Ventana,
Roche). Only nuclear staining was regarded as positive and
the nuclear expression of HNF1B was double-blindly evalu-
ated by two independent pathologists.

The immunohistochemical results were assessed according
to the overall percentage of positive cells (0–100%) and then
also semi-quantitatively, using the H-score method previously
described by others [24]. This method is based on the assess-
ment of the percentage of positive cells based on the level of
staining intensity (1+ for weak intensity, 2+ for moderate and
3+ for strong intensity). The final H-score for each case is then
calculated by adding the multiplication of the different stain-
ing intensities according to the following formula: [1 x (% of
cells 1+) + 2x (% of cells 2+) + 3x (% of cells 3+)], resulting in
the H-score value of 0–300.

Prior to the construction of TMAs and the use of the stain-
ing instruments, we performed a validation of the staining
method, for which 10 cases of colorectal carcinoma, 10 cases
of normal mucosa of the large intestine, and 10 cases of ade-
noma were randomly selected. From these we obtained
whole-tissue sections which were stained with the antibody
against HNF1B in order to assess the quality of the staining
and heterogeneity of HNF1B expression. Although the inten-
sity levels of the staining differed among the different lesions,
the stainingwas homogenous throughout the examined tissues
and therefore the decision was made to test all the carcinoma
samples (n = 105) using the constructed TMAs. Even though
the expression pattern of adenomas was also homogenous, the
amount of tumour tissue available from each case tended to be
rather low and that is why only the larger adenomas, which
allowed for the extraction of 2 tissue cores, were selected for
the construction of TMA (n = 30), while the remaining sam-
ples (n = 10) were processed as whole-tissue sections.

Positive and negative internal controls were evaluated for
each of the IHC stained slides. The staining of normal, non-
neoplastic intestinal epithelial cells served as a positive con-
trol, while the lack of staining of other structures (such as the
connective tissue, smooth muscle and adipose tissue) served
as a negative control.

Statistical Analyses

Statistical analyses were performed using the software
Statistica (StatSoft, Inc., Tulsa, OK). The nonparametric
ANOVA approach was used in order to analyse the associa-
tion between HNF1B expression (H-score as a continuous
dependent variable) and clinicopathological characteristics
(categorical variables). Depending on the number of catego-
ries either the Mann-Whitney U-test (two categories) or the
Kruskall-Walis H-test (three and more categories) was used.
For the evaluation of the effect of independent clinicopatho-
logical characteristics on the categorized H-score, the Pearson
chi-square test was used. Survival analyses were plotted using
the Kaplan-Meier method and analysed using the log-rank
test. The evaluated outcomes included DFS (death from colo-
rectal carcinoma was considered as a failure), LFS (counted as
the period from the date of the primary diagnosis to the date of
diagnosis of the first local recurrence) and MFS (counted as
the period from the date of the primary diagnosis to the date of
the diagnosis of the first distant metastasis). The date of pri-
mary diagnosis is the date of the confirmation of the biopsy
diagnosis. For the purposes of chi-squared tests and survival
analyses, the H-score was categorized into two groups (group
1: H-score 0–200; group 2: H-score 201–300). All tests were
two-sided and a P value of less than 0.05 was considered as
significant.

Genetic and Epigenetic Analysis

Molecular analyses included DNA mutation analysis of the
coding parts of the HNF1B exons with adjacent intronic se-
quences (+ − 15 bp) and epigenetic analysis of CpG methyla-
tion in the region of the HNF1B promoter.

The HNF1B mutation analysis was performed using two
different approaches, depending on the origin of the analysed
material. High-quality FT DNA samples (78 tumour and 12
paired non-tumour tissues) were analysed by in-house 2-step
polymerase chain reaction (PCR) amplicon next-generation
sequencing (NGS), while the FFPE DNA samples (20 tumour
samples) were analysed by a capture-based panel NGS, which
is more suitable for FFPE samples and included all the coding
parts of the HNF1B gene.

Amplicon NGS Preparation and Sequencing

For the in-house 2-step PCR amplicon approach, 15 primer
pairs with universal adaptor sequences were designed (list of
primers is provided in Online Resource 1) to fit the specific
HNF1B gene regions in the first PCR step, including deep
intronic regions containing the rs7527210 and rs4430796 var-
iant sites. In the second PCR step, a universal primer pair
containing Illumina sequencing adaptor sequences was used
(Online Resource 1). The first PCR step covering the HNF1B
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target regions was performed in two separate multiplex reac-
tions. Each reaction included a different primer pair set
(Online Resource 1) in order to eliminate unwanted primer
interactions. Both PCR reactions were amplified using the
FastStart High Fidelity PCR System (Roche) according to
the recommended standard PCR procedure (FastStart High
Fidelity PCR System; Roche) in 20 μl reactions according to
the following PCR protocol: 2 min – 95 °C; 10 cycles of 15 s –
95 °C, 20s – 62 °C and 30s – 72 °C (all steps with ramping
temperature 2 °C/s) and then 20 cycles of 15 s – 95 °C, 20s –
62 °C and 30s – 72 °C (standard ramping temperature 4 °C/s).
After the first PCR step, 10μl of both first PCR reactions were
equimolarly mixed and purified by the AMPure XP system
(0,8x; Beckmann Coulter). The purified PCR product was
amplified by 10 cycles of the second PCR step using the same
protocol, with a standard ramping rate and different primers
(the universal primer pair with Illumina adaptor sequences
was used).

After the second PCR step, the concentrations of the PCR
products were measured using the Qubit fluorimeter (Thermo
Fisher) and then equimolarly mixed into one sequencing li-
brary. Once the sequencing library was prepared, it was puri-
fied using the AMPure XP system (0,8x; Beckmann Coulter),
measured for concentration (Qubit) and for fragment length
using High Sensitivity NGS Fragment Analysis kit on the
Fragment Analyzer (AATI). The amplicon library was then
sequenced together with different (capture) libraries in order
to increase sequencing heterogeneity. The sequencing was
performed either using 50 samples, which were sequenced
in one amplicon library by the MiSeq 300 cycles v2 kit or
using 90 samples by the NextSeq 300 cycles mid output kit
v2.5. The amplicon sequencing approach showed low cover-
age of 20 bp on the 5′ end of exon 4 in all of the tested
samples, and therefore this part was additionally sequenced
by the Sanger sequencing method as described elsewhere [25]
with the use of a specific primer pair (Online Resource 1).

Capture-Based NGS Preparation and Sequencing

The DNA from the FFPE samples was prepared using the
SeqCap custom hybridization probes (257kbp panel of gene
targets , NimbleGen, Roche; the l is t provided in
Online Resource 2) and sequenced as described in Ticha
et al., 2019 [26]. The libraries were sequenced by the
NextSeq 500 instrument using the NextSeq 500/550 Mid
Output Kit v2.5 (150 Cycles).

Biostatistical Analysis of NGS Data

Both the amplicon and panel sequencing raw data were
demultiplexed and converted into the .fastq format and
analysed by the same pipeline using the NextGENe software
(Softgenetics) as described elsewhere [27]. For the reads

mapping and analysis , the GRCh37 genome and
NM_000458.2 reference transcript was used. Only the sam-
ples with minimal coverage >200x and variants with variant
allele frequency (VAF) > 10% were further evaluated. The
identified variants were manually inspected using IGV
(Broad Institute) and prioritized according to the mutation
impact [27]. Only the mutations of class 3, 4 or 5 were
reported.

Microsatellite Instability

Analysis of microsatellite instability (MSI) was performed
with the following set of five quasimonomorphic mononucle-
otide microsatellite markers: BAT-26, BAT-25, NR-21, NR-
22, NR-24 [28]. Fragmentation analysis was performed using
ABI 3500 (ThermoFisher). The MSI-high or MSI-low pheno-
types were defined as the presence of two or more, or a single
unstable locus, respectively. MSI stable tumors (MSS) show
no instability.

HNF1B Promoter Methylation

Bisulfite conversion of DNA was performed using the EZ
DNA Methylation-Lightning Kit (Zymo Research, Irvine,
CA, USA) according to the manufacturer’s instructions. The
primers (Online Resource 1) used for PCR amplification of
both the methylated and unmethylated alleles were designed
using the software Methprimer (http://www.urogene.org/cgi-
bin/methprimer/methprimer.cgi). The amplified promoter
region of HNF1B covers 15 CpG islands (as illustrated in
Online Resource 3, part a) and includes a CpG island
(chr17:36105517–36,105,518, GRCh37) whose methylation
is associated with a decreased HNF1B expression [29]. In our
settings we were able to detect at least 5% of methylated DNA
by High ResolutionMelting (HRM) Analysis of the amplified
PCR products. Each run included the converted DNA samples
and a series of 100%, 20%, 10%, 5 and 0% universally meth-
ylated DNA controls mixed with non-methylated DNA
(Human HCT116 DKO Non-Methylated DNA and Human
HCT116 DKOMethylated DNA; Zymo Research). The melt-
ing curves of the analysed samples were compared with the
melting curves of the control mixes (Online Resource 3) [30].

Results

Immunohistochemical Findings

Overall, virtually all of the colorectal carcinoma and adenoma
samples showed some degree of homogenous, constant nucle-
ar expression of HNF1B. The results of HNF1B expression
are summarized in Tables 1 and 2. Figure 1 (a, c, d) shows
representative examples of HNF1B expression in colorectal
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carcinomas and adenomas, which was correlated with the be-
nign or malignant behaviour of the lesion. The group of car-
cinomas showed significantly lower levels of expression com-
pared to adenomas (p < 0.001) (Table 3 and Fig. 2). When
evaluating the association between HNF1B expression and
clinicopathological characteristics (Table 2), a lower HNF1B
expression was associated with recurrence (p = 0.043) (Fig.
3). None of the other parameters (gender, age, anatomical
location, sidedness, T / N / M stage of the tumour, Dukes
stage, grade, lymph node positivity, lymphovascular invasion,
perineural invasion, and MMR status evaluated by immuno-
histochemistry where applicable) showed any association on a
significant level.

The group of adenomas showed not only significantly
higher levels of expression (p < 0.001), but also an overall
higher intensity of the staining when compared to carcinomas
(p < 0.001; Table 3). Although there were no statistically sig-
nificant differences in the H-score based on the grade of epi-
thelial dysplasia [high-grade (HG) dysplasia H-score: 235.8/

250 (mean / median) and low-grade (LG) dysplasia H-score:
260.1/257 (mean / median)], in cases of adenomas with pre-
dominantly LG dysplasia and only short sections of HG dys-
plasia there were some interesting changes in the staining
pattern. While the epithelial cells with LG dysplasia showed
strong, diffuse staining, the superficial portions of the adeno-
ma with HG dysplasia showed a gradual decrease in the in-
tensity of the staining, although the presence of staining pos-
itivity was preserved (Fig. 1b). None of the evaluated clinico-
pathological characteristics in the group of adenomas (gender,
age, grade of dysplasia) yielded statistically significant results
when assessing the association of these with HNF1B expres-
sion (Table 1).

Survival analyses for the three available outcomes [disease-
free survival (DFS), local recurrence-free survival (LFS), and
distant metastasis-free survival (MFS)] were performed and
included 98 carcinoma cases with available follow-up from
the sample set of 105 carcinomas. They showed a statistically
significant association between HNF1B expression

Fig. 1 Immunohistochemical
staining of the HNF1B expression
in colorectal lesions a Strong
nuclear expression in the normal
epithelial lining of non-neoplastic
crypts and equally strong nuclear
expression in the adenoma with
low grade epithelial dysplasia on
the right (100x). b Low grade ad-
enoma with superficial areas of
high-grade dysplasia, note the
decrease of HNF1B expression in
the high-grade portions of the ep-
ithelium (200x). c Complete lack
of nuclear expression in colorectal
carcinoma (200x). d Strong, dif-
fuse nuclear expression in colo-
rectal carcinoma (100x)

Table 3 Association of HNF1B expression and the type of diagnosis, based on 145 cases of colorectal lesions

Expression of HNF1B (N)

Characteristic Group N H-score mean H-score median p-
valuea

group 1 group 2 p-
valueb

Type of lesion < 0.001 < 0.001

Adenoma 40 247.9 253 7 33

Carcinoma 105 184.5 190 56 49

a – p-values are based on the Mann-Whitney U-test
b – p-values are based on the Pearson chi-square test (categorized expression)
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(categorized into two groups as described above) and DFS
(p = 0.014), where lower levels of HNF1B expression were
associated with adverse DFS (Fig. 4). The other monitored
outcomes did not reach significant values (LFS p = 0.101,
MFS p = 0.057), although there is a trend suggesting an asso-
ciation between lower HNF1B expression and shorter LFS
and MFS (Fig. 4).

Genetic and Epigenetic Changes of the HNF1B Gene

Mutation Analysis

Mutation analysis was successfully performed on 84 samples
(73 samples of tumour tissue and 11 samples of corresponding
healthy tissue) from the total of 90 samples with available
fresh-frozen tissue (FT) material (78 tumour and 12 non-
tumour) in the sample set of colorectal carcinomas. In the
sample set of adenomas, the analysis was successfully per-
formed on 20 samples (from the total of 34 samples, for which
only formalin-fixed paraffin-embedded (FFPE) material was
available).

Among the 73 colorectal carcinomas we found three so-
matic HNF1B mutations, including two frameshift and one
nonsense: c.149delC p.P50LfsTer75 (variant allele frequency
(VAF) 38.45%) (hereinafter referred to as Sample A, H-score:
210); c.1006delC, p.H336TfsTer40 (VAF 34.88%) (hereinaf-
ter referred to as Sample B, H-score: 240) and c.554C > T,
p.Q182X (VAF 26.79%) (hereinafter referred to as Sample
C, H-score: 80). Other clinically relevant, either somatic or
hereditary mutations were not present. No mutations were
revealed among the 11 adenomas.

Given that the effect of HNF1B single nucleotide polymor-
phisms is also discussed in the literature with often equivocal
yet suggestive results, we also evaluated the impact of two of

the most commonly reported SNPs (rs4430796 and
rs7527210) on colorectal carcinoma survival. Considering
rs4430796 SNP, a significantly better DFS was observed in
patients with the AA genotype when compared to GA and GG
(p = 0.035; Fig. 5). No significant effect was detected in the
case of rs7527210 (p = 0.942, data not shown).

Microsatellite Instability

The MSI analysis was successfully performed on 103/105
carcinoma samples (the remaining 2 samples did not have
enough tumour tissue left for molecular analysis). The results
showed that 81/103 tumours were MSS, 20/103 were MSI-H
and 2/103 were MSI-L. The two MSI-L tumour samples were
additionally evaluated using immunohistochemical analysis
with antibodies against mismatch-repair proteins (MLH1,
PSM2, MSH2, MSH6), which showed preserved expression.
Therefore, for the purposes of statistical analyses, those 2
samples were added into the MSS group. Statistical analysis
did not show any significant association between HNF1B ex-
pression and the two groups (MSI-H versus MSS) of carcino-
mas (Table 2).

Epigenetic Analysis

Promoter methylation analysis was successfully carried out in
93 (72 carcinomas and 21 adenomas) out of the 99 samples
which had undergone the bisulphite DNA conversion.
Promoter methylation was detected in 3/72 (4.2%) adenocar-
cinomas: in two cases a low degree of methylation was de-
tected (5–10%, H-score of the corresponding tumours was 30
and 95), and in one case it was a moderate degree of methyl-
ation (approx. 25%, H-score = 295). Non-tumour tissue was
available for two of those tumour samples, and nomethylation

Fig. 3 Association of H-score of HNF1B and disease recurrence.
Analyses based on 105 cases of colorectal carcinoma. 0 = no recurrence,
1 = recurrence occurs. Mann-Whitney U-test: Z = 2.021, p = 0.043

Fig. 2 Association of H-score of HNF1B and type of the lesion. Analysis
based on 145 cases (adenoma: N = 40, carcinoma: N = 105). Mann-
Whitney U-test: Z = 4.069, p < 0.001
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was detected in either case. In the cohort of adenomas, meth-
ylation was observed in 1/21 adenomas (4.7%). The non-
tumour tissue was not available in this case. Of the 87 isolated
non-tumour tissue samples the analysis was successfully per-
formed in 61 cases, all of which were non-methylated.

Discussion

HNF1B belongs to one of the four major hepatocyte nuclear
factor families, which include HNF1 (HNF1α and HNF1β),
HNF3 (or FOXA, made up of FOXA1, FOXA2 and FOXA3),
HNF4 (HNF4α and HNF4γ) and HNF6 (or ONECUT, OC,
made up of OC1, OC2 and OC3) [31]. Depending on the
circumstances, it functions as a bookmarking transcription
factor which regulates gene expression by maintaining active
transcription or counteracting the epigenetic silencing effect of
chromatin condensation [1].

The key influence of this transcription factor is two-fold.
Firstly, HNF1B is involved especially in the development of
the kidneys, biliary system, pancreas and gastrointestinal tract
[32, 33]. Secondly, its role in the development and progres-
sion of cancer (and potentially also chemoresistance in certain
tumour types) has been discussed in recent years, with re-
search focusing especially on tumours with clear cell pheno-
type, given that >90% of these tumours show HNF1B posi-
tivity [34].

We have performed a comprehensive, multi-level analysis
of the HNF1B gene in the setting of benign and malignant
lesions of the large intestine. The results of mutation analysis
revealed the presence of 3/73 (4.1%) inactivating somatic mu-
tations (VAF around 30% for all three cases) in the colorectal
carcinoma cohort, two of which were frameshift (sample A
and B) with retained immunohistochemical expression of
HNF1B (H-score 210 and 240, respectively). The remaining
was a nonsense mutation c.554C > T, p.Q182X (sample C),
with a retained but significantly decreased expression of
HNF1B (H-score 80). The retained expression could be ex-
plained by the incomplete inactivation of one or both alleles or
by a possible tumor heterogeneity. There were no mutations
detected in the cohort of adenomas. There is very little infor-
mation in the literature which deals with the presence of either
germline or somatic HNF1B mutations in malignant tumours,
and no information whatsoever regarding specifically colorec-
tal carcinomas. There have been some rare (mostly case re-
port) instances of germline HNF1B mutations associated with
chromophobe renal cell carcinoma (RCC) [16, 35],
confirming that HNF1B acts as a tumour suppressor during
carcinogenesis of chromophobe RCC. Similar results were
reported for Wilms tumour (WT), which showed decreased
HNF1B expression in Wilms´ tumour tissue when compared
to the adjacent non-cancerous tissue [1]. Reports of somatic
mutations associated with HNF1B-mediated carcinogenesis
are equally sparse, and based on an extensive search of the
literature it is in fact only our recent study, which described
somatic mutations of the HNF1B gene in solid tumours of the

Fig. 4 Correlation of HNF1B protein expression with prognosis. The
probability of disease-free survival (a) local recurrence-free survival (b)
and metastasis-free survival (c) in relation to category of H-score of
HNF1B in 98 cases of colorectal carcinoma. The survival curves are

estimated using the Kaplan-Meier method, p values are estimated using
the log-rank test. The number of complete/censored data are shown in
parentheses

Fig. 5 Correlation of rs4430796 genotype with prognosis. The
probability of disease-free survival in relation to rs4430796 SNP geno-
types, based on 73 cases of colorectal carcinoma. The survival curve is
estimated using the Kaplan-Meier method, the p value is estimated using
the log-rank test. The number of complete/censored data are shown in
parentheses
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female genital tract [36]. In this study, the analysis of genetic
variants using HRM (High Resolution Melting) analysis and
Sanger direct sequencing of the whole coding sequences of
HNF1B revealed 1 clinically relevant somatic mutation
among 30 endometrial endometrioid carcinomas and one mis-
sense variant of unknown significance among 12 ovarian clear
cell carcinomas (OCCC) [36].

The prognosis of certain malignant neoplasms may also be
influenced by polymorphisms in the non-coding intronic se-
quences of HNF1B. The relationship between HNF1B SNPs
has already been studied especially for endometrial cancer,
ovarian clear cell carcinoma and prostate cancer, but it was
yet to be investigated for colorectal cancer [37]. Based on the
results of genome-wide association studies, the most com-
monly implicated SNPs are rs447096 (located in the intron 2
(i2), also known as rs17626333 or rs5876954), rs7527210
(located in i2, also known as rs3786124 or rs60456671) and
several other SNPs studied for their association with prostate
cancer (rs11649743, rs7501939, rs7405696, rs1016990,
rs3094509 and rs4794758) [19, 38, 39]. However, although
the number of studies focusing on the association between
these intron-situated HNF1B SNPs and the risk of certain
cancers is steadily increasing, their results are often conflicting
and even their clinical role and significance remains unclear.

In the current study, we examined the effect of two selected
SNPs (rs4430796 and rs7527210) on colorectal carcinoma
survival and found that for SNP rs4430796 there were statis-
tically significant differences in the estimated disease-free sur-
vival based on three rs4430796 genotypes. Those patients
with the AA genotype showed a significantly better DFS
(p = 0.035) than patients with GA and GG genotypes, with
the GG genotype showing the worst prognosis. This result is
in accordance with studies performed on other cohorts, espe-
cially endometrial cancer and ovarian cancer. For endometrial
cancer, it has been reported that patients with the GG genotype
also demonstrated the worst overall survival (OS) [40]. This
findingmight be associatedwith the reported effect of HNF1B
overexpression on the chemoresistant phenotype of OCCC,
given the observed relationship between the GG genotype
and decreased OS. The G allele may be implicated in reducing
chemosensitivity to cisplatin- or paclitaxel-mediated cytotox-
icity, which is particularly interesting in the context of colo-
rectal cancer, given that the backbone of adjuvant therapy for
advanced disease lies in fluoropyrimidine- and oxaliplatine-
based regimes [41]. In our cohort no significant effect was
detected in the case of the SNP rs7527210 (p = 0.942, data
not shown), which is alsomentioned in literature as an ovarian
cancer risk- and prostate cancer risk-associated SNP [21].

Epigenetic changes of the HNF1B gene, especially epige-
netic silencing, have also been reported in several types of
human cancers. In general, aberrant methylation of promoter
regions of certain tumour suppressor genes is one of the key
events in tumour growth initiation and progression.

Hypermethylation of the promoter region ofHNF1B has even
been suggested as a possible non-invasive epigenetic marker
of colorectal carcinoma [42]. According to this study,HNF1B
was one of the five genes with the highest average percentages
of promoter hypermethylation, along with RUNX3, PCDH10,
SFRP5 and IGF2. There are other studies which also mention
epigenetic inactivation of HNF1B in colorectal cancer cell
lines, suggesting its involvement in cancerogenesis [43].

Partial methylation was observed in 3/72 (4.1%) analysed
carcinomas and 1/21 (4.7%) adenomas in our study. This sin-
gle methylated adenoma was a high grade tubulovillous ade-
noma which despite the methylation showed a strong, diffuse
immunohistochemical positivity of HNF1B. Protein expres-
sion of HNF1B was also retained in partially methylated car-
cinomas. Methylation of the promoter did not correlate with
HNF1B protein expression, which could be a result of an
incomplete inactivation of the HNF1B gene. In our sample
set of colorectal lesions, the HNF1B-promoter methylation
was therefore not a frequent phenomenon, which is in accor-
dance with the data gained from The Cancer Genome Atlas
(TCGA), which shows very low degrees of methylation
(Online Resource 4) in their colorectal carcinoma cohort. On
the other hand, these results are in stark contrast with the
aforementioned previous findings [42, 43]. However, in the
study published by Silva et al. the authors tested only 10
tumours in total and used a different methodical approach
from ours (Methyl-Profiler™ DNA Methylation PCR Array
System), which may provide an explanation for the signifi-
cantly different results. The study conducted by Terasawa
et al. only examined HNF1B methylation in exon 1, which
might have produced different results from ours since in our
study we tested promoter methylation upstream of exon 1.

To our knowledge, there is very little information on the
role HNF1B may play in the development of lesions of the
large intestine, specifically colorectal cancer and colonic ade-
nomas. As has already beenmentioned, HNF1B is involved in
the differentiation of visceral endoderm and therefore in the
development of colonic epithelial cells, especially their termi-
nal differentiation and cell fate commitment [44]. In fact
HNF1B is reported to be abundant in normal intestinal epithe-
lium, where it cooperates with CDX2 in order to direct key
transcriptional programs involved in the dynamic status of
intestinal epithelium [45]. Studies on a mouse model showed
that while HNF1A deficiency gave rise to mice which were
born normally but suffered from functional defects, germline
HNF1B embryonic deficiency was found to be lethal, as it
leads to a defective differentiation of extraembryonic visceral
endoderm [46].

In keeping with these findings, our results did indeed show
that there is a strong, diffuse nuclear positivity of HNF1B in the
normal colonic mucosa, and this trend is also observed in the
staining of colonic adenomas with either low- or high-grade
dysplasia. Statistically, there were no differences between high
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grade and low-grade adenomas. However, interestingly, in
some cases of high-grade adenomas there was an apparent
decrease in staining in the high-grade areas when compared
to the low-grade areas and normal epithelia. This is particularly
interesting given the differences in staining between carcino-
mas and adenomas, where adenomas showed statistically sig-
nificantly higher levels of expression than carcinomas
(p < 0.001). HNF1B positivity was positively correlated with
a benign diagnosis, suggesting that in the setting of the large
intestine the role of this transcription factor may be in the form
of a tumour suppressor and HNF1B may have a protective
effect. In our study, on the protein level we observed the
highest expression in carcinomas of the T1 stage (tumours
invading to the submucosa, mean H-score 216, compared to
mean H-score 173 in the T2 stage, 195 in T3 stage and 177 in
T4 stage cases). This finding was also observed in TCGA co-
lorectal cohort (Online Resource 4), where the highest expres-
sion on the mRNA level was also reported in the T1 stage,
although the correlation of those data does not reach statistical
significance. Furthermore, lower values of H-score were asso-
ciated with a recurring disease (p = 0.043). It has been sug-
gested that HNF1B could act as a control switch, which in
healthy, non-tumour tissue prevents epithelial-mesenchymal
transition [21]. This hypothesis is further supported by their
finding that the key biological processes related to HNF1B
andHNF1B-related gene network (consisting of over 30 genes,
especially FLRT3 and SLC14A1) are chemotaxis and
cadherin-mediated adhesion to the extracellular matrix. The
downregulation of HNF1B in advanced stages of colorectal
carcinoma and in recurrent disease could therefore be attributed
to a more invasive phenotype of the disease, brought on by a
decrease of HNF1B functional effect. This hypothesis is further
supported by the results of our survival analyses, which showed
that there was a statistically significant association between
HNF1B expression and DFS (p = 0.014), where lower levels
of HNF1B expression were associated with adverse outcome
and shorter DFS. However, neither of the other two other mon-
itored outcomes (LFS and MFS) reached significant values.

When focusing on the histological type of studied adeno-
carcinomas, the analysis of TCGA data revealed that there
was a significantly (p = 0.022, Online Resource 4) lower ex-
pression of HNF1B on mRNA level in the group of mucinous
carcinomas when compared to the non-mucinous types. Our
data set was limited by the small number of mucinous carci-
nomas (n = 11) and the statistical results did not reach signif-
icant levels (p = 0.469). Nonetheless, they do suggest a similar
trend and also hint at the lower levels of HNF1B expression in
mucinous carcinomas.

The detected lower expression of HNF1B in colorectal car-
cinomas when compared to adenomas could represent a con-
sequence of a defective intestinal cell differentiation, which is
reportedly coordinated by a complex network of transcription
factors, among which HNF1, CDX2 and GATA4 are the most

important [45]. The suggested protective effect of HNF1B in
colorectal carcinoma would place CRC, together with chromo-
phobe RCC and WT, amongst the handful of solid cancers,
where this tumour suppressive effect has been proposed [1,
35]. In contrast with this group, there is a much larger list of
cancers where HNF1B was reported to act as a protooncogene.
The most important among these are clearly the tumours
characterised by the clear appearance of the cytoplasm, namely
OCCC and RCC. It has been suggested that HNF1B may be
induced within the stressful environment of endometriotic
cysts, leading to alterations in intracellular metabolism and en-
hanced aerobic glycolysis, which results in a significant surviv-
al advantage of cancerous cells, as well as the chemoresistant
phenotype of this cancer [47]. Other tumours in this group
include prostate carcinoma, yolk sac tumour (YST), hepatocel-
lular carcinoma (HCC) and oncogenic potential is also attrib-
uted to HNF1B in malignant glioma [9, 48, 49].

Conclusion

Apart from the role HNF1B plays in the pathogenesis of cer-
tain developmental disorders, in recent years it is also being
discussed as a tissue-specific tumour suppressor or an onco-
gene which plays an important role in the development and
progression of several tumours. We have performed a com-
prehensive analysis of the involvement of HNF1B in the set-
ting of benign and malignant lesions of the large intestine,
focusing especially on the expression, epigenetic and genetic
changes in colorectal carcinoma and its possible use in differ-
ential diagnosis or when assessing prognosis. We have re-
vealed infrequent somatic mutations and promoter methyla-
tion in our cohort. We have also found that on a protein level,
higher HNF1B expression is significantly associated with co-
lonic adenomas when compared to carcinomas. From a prog-
nostic standpoint we observed that there is a significant rela-
tionship between the levels of HNF1B expression and recur-
rence, where a lower expression seems to be associated with a
recurring disease. Decreased expression was associated with a
decreased DFS. These results suggest that in the context of
colorectal cancer, HNF1B may in fact play a part in the path-
ogenesis and act in a tumour suppressive fashion. However,
more studies on larger cohorts are needed to precisely under-
stand the mechanisms at play and the true possible signifi-
cance of HNF1B in the lesions of large intestine.

Acknowledgements This work was supported by Ministry of Health,
Czech Republic (Research project AZV 17-28404A and Conceptual de-
velopment of research organization 64165, General University Hospital
in Prague), by Charles University (Project Progress Q28/LF1 and SVV
260367), and by European Regional Development Fund (CZ.02.1.01/0.0/
0.0/18_046/0015959; BBMRI_CZ LM2018125, and OPPK - Research
Laboratory of Tumor Diseases, CZ.2.16/3.1.00/24509). Special thanks
belong to Zachary H.K. Kendall, B.A. for the English editing.

2347Expression, Epigenetic, and Genetic Changes of HNF1B in Colorectal Lesions: an Analysis of 145 Cases



Author Contributions All authors contributed to the study conception
and design. Material preparation, samples and clinical data collection:
Michaela Bártů, Vladimír Frýba. Preparation and analysis of samples:
Michaela Bártů, Kristýna Němejcová, Nikola Hájková, Jan Hojný, Eva
Krkavcová, Karol Simon. Statistical analyses and data interpretation:
Romana Michálková, Ivana Stružinská, Michaela Bártů, Kristýna
Němejcová, Pavel Dundr. Writing – original draft preparation:
Michaela Bártů, Nikola Hájková, Jan Hojný, Ivana Stružinská, Pavel
Dundr, Romana Michálková. Writing – review and editing: Ivana
Stružinská, Pavel Dundr, Kristýna Němejcová. All authors discussed
the results, commented on the manuscript, and approved the final
manuscript.

Data Availability The source data are included in this article and its sup-
plementary Online Resource files are available from the corresponding
author upon reasonable request.

Compliance with Ethical Standards

Conflict of Interests The authors declare no competing financial and/or
non-financial interests.

References

1. Liu Y, Kanyomse Q, Xie Y (2019) Tumor-suppressive activity of
Hnf1beta in Wilms’ tumor. Biosci Biotechnol Biochem 83(11):
2008–2015. https://doi.org/10.1080/09168451.2019.1611409

2. Yu DD, Guo SW, Jing YY, Dong YL,Wei LX (2015) A review on
hepatocyte nuclear factor-1beta and tumor. Cell Biosci 5:58. https://
doi.org/10.1186/s13578-015-0049-3

3. Carithers LJ, Ardlie K, BarcusM, Branton PA, Britton A, Buia SA,
Compton CC, DS DL, Peter-Demchok J, Gelfand ET, Guan P,
Korzeniewski GE, Lockhart NC, Rabiner CA, Rao AK, Robinson
KL, Roche NV, Sawyer SJ, Segre AV, Shive CE, Smith AM, Sobin
LH, Undale AH, Valentino KM, Vaught J, Young TR, Moore HM,
Consortium GT (2015) A novel approach to high-quality postmor-
tem tissue procurement: the GTEx project. Biopreserv Biobank
13(5):311–319. https://doi.org/10.1089/bio.2015.0032

4. Pontoglio M (2000) Hepatocyte nuclear factor 1, a transcription
factor at the crossroads of glucose homeostasis. J Am Soc
Nephrol 11(Suppl 16):S140–S143

5. Suzuki E, Kajita S, Takahashi H, Matsumoto T, Tsuruta T, Saegusa
M (2015) Transcriptional upregulation of HNF-1beta by NF-
kappaB in ovarian clear cell carcinoma modulates susceptibility to
apoptosis through alteration in bcl-2 expression. Lab Investig 95(8):
962–972. https://doi.org/10.1038/labinvest.2015.73

6. Tsuchiya A, Sakamoto M, Yasuda J, Chuma M, Ohta T, Ohki M,
Yasugi T, Taketani Y, Hirohashi S (2003) Expression profiling in
ovarian clear cell carcinoma: identification of hepatocyte nuclear
factor-1 beta as a molecular marker and a possible molecular target
for therapy of ovarian clear cell carcinoma. Am J Pathol 163(6):
2503–2512

7. Adalat S, Woolf AS, Johnstone KA, Wirsing A, Harries LW, Long
DA, Hennekam RC, Ledermann SE, Rees L, van't Hoff W, Marks
SD, Trompeter RS, Tullus K, Winyard PJ, Cansick J, Mushtaq I,
Dhillon HK, Bingham C, Edghill EL, Shroff R, Stanescu H, Ryffel
GU, Ellard S, Bockenhauer D (2009) HNF1B mutations associate
with hypomagnesemia and renal magnesium wasting. J Am Soc
Nephrol 20(5):1123–1131. https://doi.org/10.1681/ASN.
2008060633

8. Anik A, Catli G, Abaci A, Bober E (2015) Maturity-onset diabetes
of the young (MODY): an update. J Pediatr Endocrinol Metab
28(3–4):251–263. https://doi.org/10.1515/jpem-2014-0384

9. Debiais-Delpech C, Godet J, Pedretti N, Bernard FX, Irani J,
Cathelineau X, Cussenot O, Fromont G (2014) Expression patterns
of candidate susceptibility genes HNF1beta and CtBP2 in prostate
cancer: association with tumor progression. Urol Oncol 32(4):426–
432. https://doi.org/10.1016/j.urolonc.2013.09.006

10. Elliott KS, Zeggini E, McCarthy MI, Gudmundsson J, Sulem P,
Stacey SN, Thorlacius S, Amundadottir L, Gronberg H, Xu J,
Gaborieau V, Eeles RA, Neal DE, Donovan JL, Hamdy FC, Muir
K, Hwang SJ, Spitz MR, Zanke B, Carvajal-Carmona L, Brown
KM, Australian Melanoma Family Study I, Hayward NK,
Macgregor S, Tomlinson IP, Lemire M, Amos CI, Murabito JM,
Isaacs WB, Easton DF, Brennan P, PanScan C, Barkardottir RB,
Gudbjartsson DF, Rafnar T, Hunter DJ, Chanock SJ, Stefansson K,
Ioannidis JP (2010) Evaluation of association of HNF1B variants
with diverse cancers: collaborative analysis of data from 19
genome-wide association studies. PLoS One 5(5):e10858. https://
doi.org/10.1371/journal.pone.0010858

11. Glinsky GV, Glinskii AB, Stephenson AJ, Hoffman RM, Gerald
WL (2004) Gene expression profiling predicts clinical outcome of
prostate cancer. J Clin Invest 113(6):913–923. https://doi.org/10.
1172/JCI20032

12. Janky R, Binda MM, Allemeersch J, Van den Broeck A, Govaere
O, Swinnen JV, Roskams T, Aerts S, Topal B (2016) Prognostic
relevance of molecular subtypes and master regulators in pancreatic
ductal adenocarcinoma. BMC Cancer 16:632. https://doi.org/10.
1186/s12885-016-2540-6

13. Kondratyeva LG, Chernov IP, Zinovyeva MV, Kopantzev EP,
Sverdlov ED (2017) Expression of master regulatory genes of em-
bryonic development in pancreatic tumors. Dokl Biochem Biophys
475(1):250–252. https://doi.org/10.1134/S1607672917040020

14. Spurdle AB, Thompson DJ, Ahmed S, Ferguson K, Healey CS,
O'Mara T, Walker LC, Montgomery SB, Dermitzakis ET,
Australian National Endometrial Cancer Study G, Fahey P,
Montgomery GW, Webb PM, Fasching PA, Beckmann MW,
Ekici AB, Hein A, Lambrechts D, Coenegrachts L, Vergote I,
Amant F, Salvesen HB, Trovik J, Njolstad TS, Helland H, Scott
RJ, Ashton K, Proietto T, Otton G, National Study of Endometrial
Cancer Genetics G, Tomlinson I, GormanM, Howarth K, Hodgson
S, Garcia-Closas M, Wentzensen N, Yang H, Chanock S, Hall P,
Czene K, Liu J, Li J, Shu XO, Zheng W, Long J, Xiang YB, Shah
M, Morrison J, Michailidou K, Pharoah PD, Dunning AM, Easton
DF (2011) Genome-wide association study identifies a common
variant associated with risk of endometrial cancer. Nat Genet
43(5):451–454. https://doi.org/10.1038/ng.812

15. Yamamoto S, Tsuda H, Aida S, Shimazaki H, Tamai S, Matsubara
O (2007) Immunohistochemical detection of hepatocyte nuclear
factor 1beta in ovarian and endometrial clear-cell adenocarcinomas
and nonneoplastic endometrium. Hum Pathol 38(7):1074–1080.
https://doi.org/10.1016/j.humpath.2006.12.018

16. Rebouissou S, Vasiliu V, Thomas C, Bellanne-Chantelot C, Bui H,
Chretien Y, Timsit J, Rosty C, Laurent-Puig P, Chauveau D,
Zucman-Rossi J (2005) Germline hepatocyte nuclear factor 1alpha
and 1beta mutations in renal cell carcinomas. Hum Mol Genet
14(5):603–614. https://doi.org/10.1093/hmg/ddi057

17. Painter JN, O'Mara TA, Batra J, Cheng T, Lose FA, Dennis J,
Michailidou K, Tyrer JP, Ahmed S, Ferguson K, Healey CS,
Kaufmann S, Hillman KM, Walpole C, Moya L, Pollock P, Jones
A, Howarth K,Martin L, GormanM,Hodgson S, National Study of
Endometrial Cancer Genetics G, Consortium C, De Polanco MM,
SansM, Carracedo A, Castellvi-Bel S, Rojas-Martinez A, Santos E,
Teixeira MR, Carvajal-Carmona L, Shu XO, Long J, Zheng W,
Xiang YB, Australian National Endometrial Cancer Study G,
Montgomery GW, Webb PM, Scott RJ, McEvoy M, Attia J,

2348 M. Bártů et al.

https://doi.org/10.1080/09168451.2019.1611409
https://doi.org/10.1186/s13578-015-0049-3
https://doi.org/10.1186/s13578-015-0049-3
https://doi.org/10.1089/bio.2015.0032
https://doi.org/10.1038/labinvest.2015.73
https://doi.org/10.1681/ASN.2008060633
https://doi.org/10.1681/ASN.2008060633
https://doi.org/10.1515/jpem-2014-0384
https://doi.org/10.1016/j.urolonc.2013.09.006
https://doi.org/10.1371/journal.pone.0010858
https://doi.org/10.1371/journal.pone.0010858
https://doi.org/10.1172/JCI20032
https://doi.org/10.1172/JCI20032
https://doi.org/10.1186/s12885-016-2540-6
https://doi.org/10.1186/s12885-016-2540-6
https://doi.org/10.1134/S1607672917040020
https://doi.org/10.1038/ng.812
https://doi.org/10.1016/j.humpath.2006.12.018
https://doi.org/10.1093/hmg/ddi057


Holliday E, Martin NG, Nyholt DR, Henders AK, Fasching PA,
Hein A, Beckmann MW, Renner SP, Dork T, Hillemanns P, Durst
M, Runnebaum I, Lambrechts D, Coenegrachts L, Schrauwen S,
Amant F, Winterhoff B, Dowdy SC, Goode EL, Teoman A,
Salvesen HB, Trovik J, Njolstad TS, Werner HM, Ashton K,
Proietto T, Otton G, Tzortzatos G, Mints M, Tham E, Rendocas
HP, Czene K, Liu J, Li J, Hopper JL, Southey MC, Australian
Ovarian Cancer S, Ekici AB, Ruebner M, Johnson N, Peto J,
Burwinkel B, Marme F, Brenner H, Dieffenbach AK, Meindl A,
Brauch H, Network G, Lindblom A, Depreeuw J, Moisse M,
Chang-Claude J, Rudolph A, Couch FJ, Olson JE, Giles GG,
Bruinsma F, Cunningham JM, Fridley BL, Borresen-Dale AL,
Kristensen VN, Cox A, Swerdlow AJ, Orr N, Bolla MK, Wang
Q, Weber RP, Chen Z, Shah M, French JD, Pharoah PD,
Dunning AM, Tomlinson I, Easton DF, Edwards SL, Thompson
DJ, Spurdle AB (2015) Fine-mapping of the HNF1B multicancer
locus identifies candidate variants that mediate endometrial cancer
risk. Hum Mol Genet 24(5):1478–1492. https://doi.org/10.1093/
hmg/ddu552

18. Setiawan VW, Haessler J, Schumacher F, Cote ML, Deelman E,
Fesinmeyer MD, Henderson BE, Jackson RD, Vockler JS, Wilkens
LR, Yasmeen S, Haiman CA, Peters U, Le Marchand L,
Kooperberg C (2012) HNF1B and endometrial cancer risk: results
from the PAGE study. PLoS One 7(1):e30390. https://doi.org/10.
1371/journal.pone.0030390

19. Berndt SI, Sampson J, Yeager M, Jacobs KB, Wang Z, Hutchinson
A, Chung C, Orr N, Wacholder S, Chatterjee N, Yu K, Kraft P,
Feigelson HS, Thun MJ, Diver WR, Albanes D, Virtamo J,
Weinstein S, Schumacher FR, Cancel-Tassin G, Cussenot O,
Valeri A, Andriole GL, Crawford ED, Haiman C, Henderson B,
Kolonel L, Le Marchand L, Siddiq A, Riboli E, Travis RC, Kaaks
R, IsaacsW, Isaacs S,Wiley KE, Gronberg H,Wiklund F, Stattin P,
Xu J, Zheng SL, Sun J, Vatten LJ, Hveem K, Njolstad I, Gerhard
DS, Tucker M, Hayes RB, Hoover RN, Fraumeni JF Jr, Hunter DJ,
Thomas G, Chanock SJ (2011) Large-scale fine mapping of the
HNF1B locus and prostate cancer risk. Hum Mol Genet 20(16):
3322–3329. https://doi.org/10.1093/hmg/ddr213

20. Hindorff LA, Gillanders EM,Manolio TA (2011) Genetic architec-
ture of cancer and other complex diseases: lessons learned and
future directions. Carcinogenesis 32(7):945–954. https://doi.org/
10.1093/carcin/bgr056

21. Ross-Adams H, Ball S, Lawrenson K, Halim S, Russell R,Wells C,
Strand SH, Orntoft TF, Larson M, Armasu S, Massie CE, AsimM,
Mortensen MM, Borre M, Woodfine K, Warren AY, Lamb AD,
Kay J, Whitaker H, Ramos-Montoya A, Murrell A, Sorensen KD,
Fridley BL, Goode EL, Gayther SA, Masters J, Neal DE, Mills IG
(2016) HNF1B variants associate with promoter methylation and
regulate gene networks activated in prostate and ovarian cancer.
Oncotarget 7(46):74734–74746. https://doi.org/10.18632/
oncotarget.12543

22. Matsui A, Fujimoto J, Ishikawa K, Ito E, Goshima N, Watanabe S,
Semba K (2016) Hepatocyte nuclear factor 1 beta induces transfor-
mation and epithelial-to-mesenchymal transition. FEBS Lett
590(8):1211–1221. https://doi.org/10.1002/1873-3468.12147

23. Bosman FT, World Health Organization., International Agency for
Research on Cancer (2010) WHO classification of tumours of the
digestive system. World Health Organization classification of tu-
mours, vol 3, 4th edn. International Agency for Research on
Cancer, Lyon

24. Specht E, Kaemmerer D, Sanger J, Wirtz RM, Schulz S, Lupp A
(2015) Comparison of immunoreactive score, HER2/neu score and
H score for the immunohistochemical evaluation of somatostatin
receptors in bronchopulmonary neuroendocrine neoplasms.
Histopathology 67(3):368–377. https://doi.org/10.1111/his.12662

25. GregovaM, Hojny J, NemejcovaK, BartuM,MaraM, Boudova B,
Laco J, Krbal L, Ticha I, Dundr P (2019) Leiomyoma with bizarre

nuclei: a study of 108 cases focusing on clinicopathological fea-
tures, morphology, and fumarate hydratase alterations. Pathol
Oncol Res. https://doi.org/10.1007/s12253-019-00739-5

26. Ticha I, Hojny J, Michalkova R, Kodet O, Krkavcova E, Hajkova
N, Nemejcova K, Bartu M, Jaksa R, Dura M, Kanwal M,
Martinikova AS, Macurek L, Zemankova P, Kleibl Z, Dundr P
(2019) A comprehensive evaluation of pathogenic mutations in
primary cutaneous melanomas, including the identification of novel
loss-of-function variants. Sci Rep 9(1):17050. https://doi.org/10.
1038/s41598-019-53636-x

27. Ticha I, Hojny J, Michalkova R, Kodet O, Krkavcova E, Hajkova
N, Nemejcova K, Bartu M, Jaksa R, Dura M, Kanwal M,
Martinikova AS, L. Macurek, Zemankova P, Kleibl Z, Dundr P
(2019) A comprehensive evaluation of pathogenic mutations in
primary cutaneous melanomas, including the identification of novel
loss-of-function variants. Sci Rep Accepted for publication

28. Suraweera N, Duval A, Reperant M, Vaury C, Furlan D, Leroy K,
Seruca R, Iacopetta B, Hamelin R (2002) Evaluation of tumor mi-
crosatellite instability using five quasimonomorphic mononucleo-
tide repeats and pentaplex PCR. Gastroenterology 123(6):1804–
1811. https://doi.org/10.1053/gast.2002.37070

29. Shen H, Fridley BL, Song H, Lawrenson K, Cunningham JM,
Ramus SJ, Cicek MS, Tyrer J, Stram D, Larson MC, Kobel M,
Consortium P, Ziogas A, Zheng W, Yang HP, Wu AH, Wozniak
EL, Woo YL, Winterhoff B, Wik E, Whittemore AS, Wentzensen
N,Weber RP, Vitonis AF, Vincent D, Vierkant RA, Vergote I, Van
Den Berg D, Van Altena AM, Tworoger SS, Thompson PJ, Tessier
DC, Terry KL, Teo SH, Templeman C, Stram DO, Southey MC,
Sieh W, Siddiqui N, Shvetsov YB, Shu XO, Shridhar V, Wang-
Gohrke S, Severi G, Schwaab I, Salvesen HB, Rzepecka IK,
Runnebaum IB, Rossing MA, Rodriguez-Rodriguez L, Risch HA,
Renner SP, Poole EM, Pike MC, Phelan CM, Pelttari LM, Pejovic
T, Paul J, Orlow I, Omar SZ, Olson SH, Odunsi K, Nickels S,
Nevanlinna H, Ness RB, Narod SA, Nakanishi T, Moysich KB,
Monteiro AN, Moes-Sosnowska J, Modugno F, Menon U,
McLaughlin JR, McGuire V, Matsuo K, Adenan NA, Massuger
LF, Lurie G, Lundvall L, Lubinski J, Lissowska J, Levine DA,
Leminen A, Lee AW, Le ND, Lambrechts S, Lambrechts D,
Kupryjanczyk J, Krakstad C, Konecny GE, Kjaer SK, Kiemeney
LA, Kelemen LE, Keeney GL, Karlan BY, Karevan R, Kalli KR,
Kajiyama H, Ji BT, Jensen A, Jakubowska A, Iversen E, Hosono S,
Hogdall CK, Hogdall E, HoatlinM, Hillemanns P, Heitz F, Hein R,
Harter P, Halle MK, Hall P, Gronwald J, Gore M, Goodman MT,
Giles GG, Gentry-Maharaj A, Garcia-Closas M, Flanagan JM,
Fasching PA, Ekici AB, Edwards R, Eccles D, Easton DF, Durst
M, du Bois A, Dork T, Doherty JA, Despierre E, Dansonka-
Mieszkowska A, Cybulski C, Cramer DW, Cook LS, Chen X,
Charbonneau B, Chang-Claude J, Campbell I, Butzow R, Bunker
CH, Brueggmann D, Brown R, Brooks-Wilson A, Brinton LA,
Bogdanova N, Block MS, Benjamin E, Beesley J, Beckmann
MW, Bandera EV, Baglietto L, Bacot F, Armasu SM,
Antonenkova N, Anton-Culver H, Aben KK, Liang D, Wu X, Lu
K, Hildebrandt MA, Australian Ovarian Cancer Study G,
Australian Cancer S, Schildkraut JM, Sellers TA, Huntsman D,
Berchuck A, Chenevix-Trench G, Gayther SA, Pharoah PD,
Laird PW, Goode EL, Pearce CL (2013) Epigenetic analysis leads
to identification of HNF1B as a subtype-specific susceptibility gene
for ovarian cancer. Nat Commun 4:1628. https://doi.org/10.1038/
ncomms2629

30. Wojdacz TK, Dobrovic A, Hansen LL (2008) Methylation-
sensitive high-resolution melting. Nat Protoc 3(12):1903–1908.
https://doi.org/10.1038/nprot.2008.191

31. Lau HH, Ng NHJ, Loo LSW, Jasmen JB, Teo AKK (2018) The
molecular functions of hepatocyte nuclear factors - in and beyond
the liver. J Hepatol 68(5):1033–1048. https://doi.org/10.1016/j.
jhep.2017.11.026

2349Expression, Epigenetic, and Genetic Changes of HNF1B in Colorectal Lesions: an Analysis of 145 Cases

https://doi.org/10.1093/hmg/ddu552
https://doi.org/10.1093/hmg/ddu552
https://doi.org/10.1371/journal.pone.0030390
https://doi.org/10.1371/journal.pone.0030390
https://doi.org/10.1093/hmg/ddr213
https://doi.org/10.1093/carcin/bgr056
https://doi.org/10.1093/carcin/bgr056
https://doi.org/10.18632/oncotarget.12543
https://doi.org/10.18632/oncotarget.12543
https://doi.org/10.1002/1873-3468.12147
https://doi.org/10.1111/his.12662
https://doi.org/10.1007/s12253-019-00739-5
https://doi.org/10.1038/s41598-019-53636-x
https://doi.org/10.1038/s41598-019-53636-x
https://doi.org/10.1053/gast.2002.37070
https://doi.org/10.1038/ncomms2629
https://doi.org/10.1038/ncomms2629
https://doi.org/10.1038/nprot.2008.191
https://doi.org/10.1016/j.jhep.2017.11.026
https://doi.org/10.1016/j.jhep.2017.11.026


32. Rezanejad H, Ouziel-Yahalom L, Keyzer CA, Sullivan BA,
Hollister-Lock J, Li WC, Guo L, Deng S, Lei J, Markmann J,
Bonner-Weir S (2018) Heterogeneity of SOX9 and HNF1beta in
pancreatic ducts is dynamic. Stem Cell Reports 10(3):725–738.
https://doi.org/10.1016/j.stemcr.2018.01.028

33. Senkel S, Lucas B, Klein-Hitpass L, Ryffel GU (2005)
Identification of target genes of the transcription factor HNF1beta
and HNF1alpha in a human embryonic kidney cell line. Biochim
Biophys Acta 1731(3):179–190. https://doi.org/10.1016/j.bbaexp.
2005.10.003

34. Kobel M, Kalloger SE, Carrick J, Huntsman D, Asad H, Oliva E,
Ewanowich CA, Soslow RA, Gilks CB (2009) A limited panel of
immunomarkers can reliably distinguish between clear cell and
high-grade serous carcinoma of the ovary. Am J Surg Pathol
33(1):14–21. https://doi.org/10.1097/PAS.0b013e3181788546

35. LebrunG, Vasiliu V, Bellanne-Chantelot C, Bensman A, Ulinski T,
Chretien Y, Grunfeld JP (2005) Cystic kidney disease, chromo-
phobe renal cell carcinoma and TCF2 (HNF1 beta) mutations.
Nat Clin Pract Nephrol 1(2):115–119. https://doi.org/10.1038/
ncpneph0054

36. Nemejcova K, Cibula D, Dundr P (2015) Expression of HNF-1beta
in cervical carcinomas: an immunohistochemical study of 155
cases. Diagn Pathol 10:8. https://doi.org/10.1186/s13000-015-
0245-9

37. Bartu M, Dundr P, Nemejcova K, Ticha I, Hojny H, Hajkova N
(2018) The role of HNF1B in tumorigenesis of solid Tumours: a
review of current knowledge. Folia Biol (Praha) 64(3):71–83

38. Harries LW, Perry JR, McCullagh P, Crundwell M (2010)
Alterations in LMTK2, MSMB and HNF1B gene expression are
associated with the development of prostate cancer. BMC Cancer
10:315. https://doi.org/10.1186/1471-2407-10-315

39. Kim HJ, Bae JS, Lee J, Chang IH, Kim KD, Shin HD, Han JH, Lee
SY, Kim W, Myung SC (2011) HNF1B polymorphism associated
with development of prostate cancer in Korean patients. Urology
78(4):969 e961–969 e966. https://doi.org/10.1016/j.urology.2011.
06.045

40. Mandato VD, Farnetti E, Torricelli F, Abrate M, Casali B, Ciarlini
G, Pirillo D, Gelli MC, Nicoli D, Grassi M, LAS GB, Palomba S
(2015) HNF1B polymorphism influences the prognosis of endome-
trial cancer patients: a cohort study. BMC Cancer 15:229. https://
doi.org/10.1186/s12885-015-1246-5

41. Kountourakis P, Souglakos J, Gouvas N, Androulakis N,
Athanasiadis A, Boukovinas I, Christodoulou C, Chrysou E,
Dervenis C, Emmanouilidis C, Georgiou P, Karachaliou N,
Katopodi O, Makatsoris T, Papakostas P, Pentheroudakis G,

Pilpilidis I, Sgouros J, Tekkis P, Triantopoulou C, Tzardi M,
Vassiliou V, Vini L, Xynogalos S, Xynos E, Ziras N,
Papamichael D (2016) Adjuvant chemotherapy for colon cancer:
a consensus statement of the Hellenic and Cypriot Colorectal
Cancer Study Group by the HeSMO. Ann Gastroenterol 29(1):
18–23

42. Silva TD, Vidigal VM, Felipe AV, DEL JM, Neto RA, Saad SS,
Forones NM (2013) DNA methylation as an epigenetic biomarker
in colorectal cancer. Oncol Lett 6(6):1687–1692. https://doi.org/10.
3892/ol.2013.1606

43. Terasawa K, Toyota M, Sagae S, Ogi K, Suzuki H, Sonoda T,
Akino K, Maruyama R, Nishikawa N, Imai K, Shinomura Y,
Saito T, Tokino T (2006) Epigenetic inactivation of TCF2 in ovar-
ian cancer and various cancer cell lines. Br J Cancer 94(6):914–921.
https://doi.org/10.1038/sj.bjc.6602984

44. Suaud L, Joseph B, Formstecher P, Laine B (1997) mRNA expres-
sion of HNF-4 isoforms and of HNF-1alpha/HNF-1beta variants
and differentiation of human cell lines that mimic highly specialized
phenotypes of intestinal epithelium. Biochem Biophys Res
Commun 235(3):820–825. https://doi.org/10.1006/bbrc.1997.6888

45. Yang R, Kerschner JL, Harris A (2016) Hepatocyte nuclear factor 1
coordinates multiple processes in amodel of intestinal epithelial cell
function. Biochim Biophys Acta 1859(4):591–598. https://doi.org/
10.1016/j.bbagrm.2016.02.005

46. D'Angelo A, Bluteau O, Garcia-Gonzalez MA, Gresh L, Doyen A,
Garbay S, Robine S, Pontoglio M (2010) Hepatocyte nuclear factor
1alpha and beta control terminal differentiation and cell fate com-
mitment in the gut epithelium. Development 137(9):1573–1582.
https://doi.org/10.1242/dev.044420

47. Amano Y, Mandai M, Yamaguchi K, Matsumura N, Kharma B,
Baba T, Abiko K, Hamanishi J, Yoshioka Y, Konishi I (2015)
Metabolic alterations caused by HNF1beta expression in ovarian
clear cell carcinoma contribute to cell survival. Oncotarget 6(28):
26002–26017. https://doi.org/10.18632/oncotarget.4692

48. Rougemont AL, Tille JC (2018) Role of HNF1beta in the differen-
tial diagnosis of yolk sac tumor from other germ cell tumors. Hum
Pathol 81:26–36. https://doi.org/10.1016/j.humpath.2018.04.025

49. Zheng J, Liu X, Xue Y, GongW, Ma J, Xi Z, Que Z, Liu Y (2017)
TTBK2 circular RNA promotes glioma malignancy by regulating
miR-217/HNF1beta/Derlin-1 pathway. J Hematol Oncol 10(1):52.
https://doi.org/10.1186/s13045-017-0422-2

Publisher’s Note Springer Nature remains neutral with regard to jurisdic-
tional claims in published maps and institutional affiliations.

2350 M. Bártů et al.

https://doi.org/10.1016/j.stemcr.2018.01.028
https://doi.org/10.1016/j.bbaexp.2005.10.003
https://doi.org/10.1016/j.bbaexp.2005.10.003
https://doi.org/10.1097/PAS.0b013e3181788546
https://doi.org/10.1038/ncpneph0054
https://doi.org/10.1038/ncpneph0054
https://doi.org/10.1186/s13000-015-0245-9
https://doi.org/10.1186/s13000-015-0245-9
https://doi.org/10.1186/1471-2407-10-315
https://doi.org/10.1016/j.urology.2011.06.045
https://doi.org/10.1016/j.urology.2011.06.045
https://doi.org/10.1186/s12885-015-1246-5
https://doi.org/10.1186/s12885-015-1246-5
https://doi.org/10.3892/ol.2013.1606
https://doi.org/10.3892/ol.2013.1606
https://doi.org/10.1038/sj.bjc.6602984
https://doi.org/10.1006/bbrc.1997.6888
https://doi.org/10.1016/j.bbagrm.2016.02.005
https://doi.org/10.1016/j.bbagrm.2016.02.005
https://doi.org/10.1242/dev.044420
https://doi.org/10.18632/oncotarget.4692
https://doi.org/10.1016/j.humpath.2018.04.025
https://doi.org/10.1186/s13045-017-0422-2

	Expression, Epigenetic, and Genetic Changes of HNF1B in Colorectal Lesions: an Analysis of 145 Cases
	Abstract
	Introduction
	Material and Methods
	Samples
	Ethical Approval
	DNA Isolation and Quality Control
	Immunohistochemical Analysis
	Statistical Analyses
	Genetic and Epigenetic Analysis
	Amplicon NGS Preparation and Sequencing
	Capture-Based NGS Preparation and Sequencing
	Biostatistical Analysis of NGS Data
	Microsatellite Instability
	HNF1B Promoter Methylation


	Results
	Immunohistochemical Findings


	This link is 10.1007/s12253-00830-,",
	Outline placeholder
	Genetic and Epigenetic Changes of the HNF1B Gene
	Mutation Analysis
	Microsatellite Instability
	Epigenetic Analysis


	Discussion
	Conclusion
	References


