
ORIGINAL ARTICLE

Keratin 19: a key role player in the invasion
of human hepatocellular carcinomas
Olivier Govaere,1 Mina Komuta,1 Johannes Berkers,1 Bart Spee,1 Carl Janssen,1

Francesca de Luca,2 Aezam Katoonizadeh,1 Jasper Wouters,1,3 Léon C van Kempen,4

Anne Durnez,1 Chris Verslype,5 Joery De Kock,6 Vera Rogiers,6 Leo A van Grunsven,7

Baki Topal,8 Jacques Pirenne,9 Hugo Vankelecom,3 Frederik Nevens,5

Joost van den Oord,1 Massimo Pinzani,10 Tania Roskams1

▸ Additional material is
published online only. To view
please visit the journal online
(http://dx.doi.org/10.1136/
gutjnl-2012-304351).

For numbered affiliations see
end of article.

Correspondence to
Dr Olivier Govaere,
Translational Cell and Tissue
Research, Department of
Imaging and Pathology,
University Hospitals Leuven,
Minderbroedersstraat 12,
Leuven B3000, Belgium;
olivier.govaere@med.
kuleuven.be

Received 16 December 2012
Revised 10 June 2013
Accepted 28 June 2013
Published Online First
19 August 2013

To cite: Govaere O,
Komuta M, Berkers J, et al.
Gut 2014;63:674–685.

ABSTRACT
Objective Keratin (K)19, a biliary/hepatic progenitor
cell (HPC) marker, is expressed in a subset of
hepatocellular carcinomas (HCC) with poor prognosis.
The underlying mechanisms driving this phenotype of
K19-positive HCC remain elusive.
Design Clinicopathological value of K19 was compared
with EpCAM, and α-fetoprotein, in a Caucasian cohort
of 242 consecutive patients (167 surgical specimens, 75
needle biopsies) with different underlying aetiologies.
Using microarrays and microRNA profiling the molecular
phenotype of K19-positive HCCs was identified. Clinical
primary HCC samples were submitted to in vitro invasion
assays and to side population analysis. HCC cell lines
were transfected with synthetic siRNAs against KRT19
and submitted to invasion and cytotoxicity assays.
Results In the cohort of surgical specimens, K19
expression showed the strongest correlation with
increased tumour size (p<0.01), decreased tumour
differentiation (p<0.001), metastasis (p<0.05) and
microvascular invasion (p<0.001). The prognostic value
of K19 was also confirmed in a set of 75 needle
biopsies. Profiling showed that K19-positive HCCs highly
express invasion-related/metastasis-related markers (eg,
VASP, TACSTD2, LAMB1, LAMC2, PDGFRA), biliary/HPC
markers (eg, CD133, GSTP1, NOTCH2, JAG1) and
members of the miRNA family 200 (eg, miR-141, miR-
200c). In vitro, primary human K19-positive tumour cells
showed increased invasiveness, and reside in the
chemoresistant side population. Functionally, K19/KRT19
knockdown results in reduced invasion, loss of
invadopodia formation and decreased resistance to
doxorubicin, 5-fluorouracil and sorafenib.
Conclusions Giving the distinct invasive properties, the
different molecular profile and the poor prognostic
outcome, K19-positive HCCs should be considered as a
seperate entity of HCCs.

INTRODUCTION
The expression of keratin (K)19, a marker for cho-
langiocytes, hepatic progenitor cells (HPCs) and
early hepatoblasts, has been linked with a poor
prognosis for patients diagnosed with hepatocellu-
lar carcinoma (HCC).1 Over the past years, many
Eastern studies, mainly on HBV-infected patients,
associated the occurrence of K19 with clinico-
pathological features, such as metastasis, poor
tumour differentiation, tumour recurrence after
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Significance of this study

What is already known on this subject?
▸ Keratin (K)19, a biliary/hepatic progenitor cell (HPC)

marker, is expressed in a subset of hepatocellular
carcinomas (HCC) with poor prognosis, and is
thought to reflect the cell of origin.

▸ Over the past years, many Eastern studies,
mainly on HBV infected patients, have
associated the occurrence of K19 with
clinicopathological features, such as metastasis,
poor tumour differentiation, tumour recurrence
after resection and radiofrequency ablation, as
well as poor overall survival.

▸ In 2006, our group was the first to describe the
clinicopathological and prognostic relevance of
K19 in a Caucasian series of HCCs as it was linked
with a high recurrence after transplantation.

What are the new findings?
▸ In this prospective Caucasian series of 242

consecutive HCCs, K19 expression was most
strongly correlated with clinicopathological
parameters, in comparison with EPCAM and
α-fetoprotein, including increased tumour size,
decreased tumour differentiation, metastasis
and microvascular invasion.

▸ Thorough molecular profiling (including mRNA
and microRNA arrays) revealed a novel
regulatory network associated with K19
expression which, in turn, intersected with
pathways controlling cytoskeleton dynamics
and cellular motility. microRNA overexpression
confirmed a role for several novel candidate
microRNAs (eg, miR-141, miR-200c) in
modulating K19-associated genes.

▸ We further demonstrated in vitro, using primary
human HCC samples, that K19 expression confers
an invasive phenotype. K19 expression was also
associated with chemoresistance, which was
demonstrated using the side population cell
isolation technique and cytotoxic assays.

▸ Our findings demonstrate functional
consequences of K19 expression, since KRT19
knockdown significantly reduced HCC invasive
ability in vitro and compromised the formation of
invadopodia.
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resection and radiofrequency ablation, as well as poor overall
survival.2–6 In 2006, our group was the first to describe the clin-
icopathological and prognostic relevance of K19 in a Caucasian
series of HCCs as it was linked with a high recurrence after
transplantation.7 Subsequently, we started a prospective study
on a Caucasian series of 242 consecutive HCC samples with a
different range of aetiologies and performed a detailed evalu-
ation of the clinicopathological relevance of K19.

Although various publications describe the prognostic rele-
vance of K19 in HCCs, it remains unclear why these particular
tumours behave more aggressively. One hypothesis finds its
explanation in the possible cell of origin.8 Approximately 80%
of HCCs arise on a background of long-lasting chronic liver
disease, where there is an extensive activation of the HPC com-
partment. Bipotential HPCs have the capacity to differentiate
into hepatocytes or cholangiocytes to facilitate liver regener-
ation, but their activation and proliferation also provide a poten-
tial source for carcinogenesis. In humans, the description of
primary hepatic carcinomas with mixed hepatocellular/cholan-
giocellular features and HCCs displaying progenitor/stemness
features, at least supports the idea that some primary liver
cancers arise from HPCs.9 HPCs are thought to be resilient and
to be able to survive in a chronic diseased liver, an environment
full of inflammation, oxidative stress and necrosis, due to their
high expression of ATP-binding cassette (ABC) transporters.10

ABC transporters protect the cell by actively transporting a wide
variety of substrates (including xenobiotics) across the cell mem-
brane, using ATP during the process, but also contribute to mul-
tidrug chemoresistance, rendering tumour cells resistance to
systemic therapies.11 Several of these ABC transporters are
reported to colocalise with K19 expression in HCCs, suggesting
that K19-positive HCCs and HPCs share similar protective
mechanisms.10

In this present study, we assess the clinicopathological rele-
vance of K19 in a Caucasian series of 242 consecutive HCC
samples in comparison with other biliary/HPC markers, epi-
thelial cell adhesion molecule (EpCAM) and α-fetoprotein
(AFP), and we also unravel the underlying molecular pheno-
type of K19-positive HCCs, using microarrays and microRNA
(miRNA/miR) profiling. Several of these miRNAs were shown
to contribute to the K19-positive phenotype. Trying to
further elude the more aggressive behaviour of these tumours,
clinical human HCC samples were submitted to in vitro inva-
sion assays and to side population (SP) cell isolations, a tech-
nique used to isolate a chemoresistant subpopulation based on
the ability of ABC transporters to efflux Hoechst33342.
Finally, the functional role of K19 and its effect to associated
genes was evaluated in relationship to invasion and resistance
to cytotoxic agents.

METHODS
Patient selection
The diagnosis of HCC was based on WHO criteria. Totally, 242
formalin-fixed paraffin-embedded (FFPE) liver biopsies from
242 consecutive patients with HCC, treated at the University
Hospitals Leuven between 2003 and 2008, were included. The
242 samples were divided into two groups, consisting of 167
surgical specimens and 75 needle biopsies. In case of multiple
nodules per patient (eg, satellite nodules in explant livers), the
largest HCC nodule was selected as representative sample for
the patient. For the surgical specimens, the tumour size was
measured macroscopically after the removal of the sample;
tumour differentiation and microvascular invasion was graded
based on histopathological evaluation. Microvascular invasion
was scored in the tumour and in the surrounding tissue of the
tumour. Positivity for metastasis was established using histo-
pathological evaluation and/or based on available clinical data
(126 of the 167). Needle biopsies were taken for diagnostic
purpose or before a surgical procedure (eg, radiofrequency
ablation) and were scored for microvascular invasion and differ-
entiation grade similar to the surgical specimens. Metastasis
was analysed solely based on the available clinical data (17 of
the 75). Tumour size for the needle biopsies was not
established.

K19, EPCAM and AFP expression was semiquantitatively
assessed by means of immunohistochemistry on consecutive
FFPE slides. Samples were considered positive for a marker
when expression was seen, using a cut-off value of 5% immuno-
histochemical positivity to exclude false positives, as previously
described.7 Contingency analysis was done using the Fisher’s
Exact test and the unpaired t test with STATVIEW 5.0.1 soft-
ware (SAS Institute, Cary, North Carolina, USA). The study was
approved by the ethical committee of the University Hospitals
Leuven.

Immunohistochemistry and in situ hybridisation
Of the 242 HCC samples stained for K19 (1/25; Dako, Glostrup,
Denmark), EPCAM (1/50; Dako) and AFP (1/500; Dako), a
subset (K19-positive and -negative n=12 per group) was selected
as a validation set for some selected targets: laminin (1/50;
Novocastra, NewCastle, UK), VASP (1/100; Sigma–Aldrich, St
Louis, Missouri, USA), PDGFRA (1/50; Abcam, Cambridge, UK)
and TACSTD2 (1/20; Abcam). Immunohistochemistry/immuno-
cytochemistry was performed as previously described.10 12 In
situ hybridisation was performed with DIG-labelled probes
against hsa-miR-141 and hsa-miR-200c (Exiqon, Vedbaek,
Denmark) as reported previously.13

Microarray analysis
Microarray analysis was performed on 139 HCC samples
(GSE1898 and GSE4024).14 15 Gene expression profiles were
generated at the Advanced Technology Centre (National Cancer
Institute, USA). Data transformation and normalisation of gene
expression was performed as previously reported. Association
with clinicopathological features and statistical analysis are
described in online supplementary file 1. Gene Set Enrichment
Analysis was used to statistically analyse the overlap of KRT19
correlated genes with previous published gene expression
signatures (see online supplementary files 2 and 3). 16 17

Additionally, STRING analysis was performed to predict pos-
sible interactions, either direct (physical) or indirect (func-
tional) associations.18

Significance of this study

How might it impact on clinical practice in the
foreseeable future?
▸ Our data sheds new light on the mechanisms underlying the

poor prognostic K19 phenotype, and strongly supports the
contention that K19-positive HCC should be diagnosed and
treated as a separate entity of HCCs.
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Quantitative real-time PCR (qPCR)
qPCR Was performed on a subset of 12 frozen HCC resection
specimens, K19-positive (n=6) or -negative (n=6), diagnosed at
the University Hospitals Leuven Belgium. RNA extraction,
cDNA synthesis and qPCR analysis were performed as previ-
ously described.12 Overview of custom-designed primer
sequences can be found in online supplementary file 4.

Invasion assay and SP analysis
Tissue samples obtained from patients diagnosed with HCC
(K19-positive n=6, negative n=6) at the University Hospitals
Leuven between 2008 and 2011 were cryopreserved postsurgery
and histopathologically characterised. Samples were dissociated
using LiberaseBlendzyme3 (Roche, Basel, Switzerland; 0.8
Wunsch unit/mL, 1.5 h, 37°C). After filtration and gradient cen-
trifugation, the cells were resuspended in Advanced Dulbecco’s
Modified Eagle’s Medium supplemented with L-Glutamine
(Invitrogen, Carlsbad, California, USA) and submitted to a
QCM ECMatrix Cell Invasion Assay (Millipore, Billerica,
Massachusetts, USA; 8 μm). Fetal bovine serum (Invitrogen) was
used as chemoattractant. After 48 h, invaded cells were detected
by crystal violet stain and quantified at an optical density (OD)
of 560 nm. Parallel, invaded cells were immunostained after
48 h for K19, as described above.

To assess active efflux and SP phenotype, dissociated HCC
cells were incubated with or without the transport blocker ver-
apamil (100 μM; Sigma–Aldrich), prior to the Hoechst33342
incubation (5 mg/mL; Sigma–Aldrich) as previously reported.
Propidium iodide (2 mg/mL; Sigma–Aldrich) was added to
exclude dead cells. Cell suspensions were analysed using a
FACSAriaII (BDBiosciences). A detailed description of the dis-
sociation protocol and SP method can be found in online sup-
plementary file 4.

In vitro transient knockdown of KRT19/K19
Human HCC cell lines HepG2, Huh-7D12, PLC/PRF/5
(ECACC, Salisbury, UK) were transfected using
ON-TARGETplus siRNA against KRT19 or ON-TARGETplus
Non-targeting siRNA at a final concentration of 25 nM
(Dharmacon, Lafayette, Colorado, USA), using Lipofectamine
RNAiMAX Transfection Reagent (Invitrogen). After 24 h, trans-
fected cells were submitted to a QCM ECMatrix Cell Invasion
Assay and a MTT Cell Growth Assay (Millipore) for 48 h.
Colorimetric reading of the Invasion Assay was done at
OD560 nm; the MTT Assay at OD570 nm using a reference
point of 630 nm. Results of invasion were normalised to the
proliferation results. In parallel, cells were transfected and har-
vested after 72 h for total mRNA extraction and qPCR analysis.

In vitro stable knockdown of KRT19/K19
Huh-7D12 cells were transduced using SMARTvector 2.0
Human Lentiviral shRNA Particles KRT19, hCMV-TurboGFP or
SMARTvector 2.0 Empty Vector Control Particles, according to
supplier’s protocol (Dharmacon). Cells were submitted to the
QCM Gelatin Invadopodia Assay Green (Millipore) according
to supplier’s protocol. After 24 h, cells were fixated in acetone
for 10 min and stained for Cytokeratin Wide Spectrum
Screening (DAKO) for 60 min, followed by an incubation with
Alexa Fluor 568 Goat Anti-Rabbit (1/100, Invitrogen) for
30 min and counterstaining with DAPI (Invitrogen).

Additionally, Huh-7D12 cells with stable KRT19 knockdown
or control vector were treated with doxorubicin (1 mM),
5-fluorouracil (1 mM) and sorafenib (5 mM) (Selleckchem,

Texas, USA), supplemented to the culture medium for 72 h and
submitted to a MTTassay in comparison with untreated cells.

MicroRNA profiling and In vitro modulation
Genome-wide RT2 miRNA PCR Arrays (384-well based;
SABiosciences, Frederick, Maryland, USA) were performed on
frozen HCC liver biopsies (n=12), according to supplier’s proto-
col. Human HCC cell lines were characterised using RT2 miRNA
qPCR Primer Assays (SABiosciences). Normalisation of the cycle
threshold data was done to reference small RNA (U6, SNORD44,
47 and 48), fold-change was calculated based on the 2(−ΔΔCt)

method. The PLC/PRF/5 cell line was transfected (n=3) with
miRIDIAN Dharmacon microRNA Mimics (miR-141, miR-200c,
negative control) at a final concentration of 2 nM, using
DharmaFECT4 Transfection Reagent (Dharmacon), according to
supplier’s protocol. Cells were harvested after 48 h prior to total
mRNA extraction.

Statistical analysis
Statistical analysis for qPCR, MTT assays and invasion assays
was performed using the non-parametric Kruskal–Wallis and the
Man–Whitney U test, with Graphpad Prism 5.02 (GraphPad
Software, La Jolla, California, USA). All analyses were two-
tailed. In all cases, p<0.05 was considered significant.

RESULTS
Occurrence and clinicopathological relevance of HCC
prognostic markers
After our previous retrospective study, demonstrating an associ-
ation between K19 expression and HCC recurrence after trans-
plantation, we started a prospective study to further investigate
‘stemness’ features in HCC and the role of K19.7 Biliary/HPC
markers K19, EPCAM and AFP were compared and linked with
clinicopathological features in a cohort of 242 consecutive
patients, consisting of 167 surgical specimens and 75 needle
biopsies. In 167 surgical specimens, 11.38% showed K19 immu-
nopositivity (n=19), 14.97% EPCAM positivity (n=25) and
10.78% AFP positivity (n=18) (figure 1A). Only 2.99% (n=5)
showed simultaneous positivity for all three markers. In total,
62.87% of the HCCs were negative for all three markers
(n=105). Immunohistochemically, K19 showed a submembra-
nous and EPCAM a membranous localisation, whereas AFP
showed a diffuse cytoplasmic signal (figure 1B–D). K19 expres-
sion was significantly correlated with increased tumour size
(p<0.01), decreased tumour differentiation (p<0.001), metas-
tasis (p<0.05) and microvascular invasion (p<0.001) ((table 1).
AFP expression significantly correlated with decreased
tumour differentiation (p<0.001) and microvascular invasion
(p<0.001), whereas EPCAM only correlated with microvascular
invasion (p<0.05). The clinicopathological relevance of K19
expression was also significant in a cohort of 75 needle biopsies
(table 1). K19 expression was seen in 20% of the samples
(n=15) and was significantly linked with decreased tumour dif-
ferentiation (p<0.001), metastasis (p<0.05) and microvascular
invasion (p<0.01).

Molecular phenotype of K19-positive HCCs
In order to unravel the molecular/transcriptomic background of
K19-positive HCCs, and to discover K19-associated pathways,
we used a microarray database of 139 HCC samples. Similar to
K19 protein expression, KRT19 mRNA expression was signifi-
cantly associated with clinicopathological parameters and was
an independent predictor for tumour recurrence (Log rank test,
p=0.007; HR 1.70) (see online supplementary file 1).
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Out of 21 329 genes quantified by microarray, 132 genes cor-
related positively, and 203 genes negatively with KRT19 expres-
sion (see online supplementary file 2). Gene Set Enrichment
Analysis of the genes positively correlated with KRT19 showed a
strong correlation with several other cancer-related datasets,
including ‘poor survival HCC subtype’, ‘proliferation HCC
subtype’, ‘subtype S1 signature with aberrant Wnt activation’ (see
online supplementary file 3).16 Genes negatively correlated with
KRT19 showed a significant overlap with liver-/hepatocyte-
specific genes and genes downregulated in malignant HCC sub-
types (see online supplementary file 3). Additionally, STRING
analysis was performed to predict protein–protein interactions
among the genes that were positively correlated with K19 expres-
sion, in order to gain insight into the molecular mechanisms
underlying the aggressive nature of K19-positive HCCs.18 K19
was clearly linked with a node around the gene vasodilator-
stimulated phosphoprotein (VASP) and genes involved in the
extracellular matrix (ECM) (eg, VCL, LAMB1, LAMC2, ITGA3,
ITGB6) (see online supplementary file 3). qPCR Validation of
KRT19-correlated genes and selected candidates, confirmed that
K19-positive HCCs express high levels of other biliary/HPCs cell
markers (eg, KRT7, CD133, GSTP1) in addition to KRT19, when
compared with K19-negative HCCs (figure 2A). Moreover, we
observed strong upregulation of members of the Notch signalling
pathway (eg, NOTCH1, NOTCH2, NOTCH3, JAG1, JAG2),
reduced expression of hepatocyte-specific genes (eg, HNF4A,
ABCC2) and induction of invasion-related/metastasis-related
markers (eg, CTBP2, S100A6, VASP, FAM57A, TACSTD2,
ANXA3, RAB25, RAB27B). By contrast, the metastasis suppressor
MTSS1 was downregulated. We also observed alterations in
mRNAs encoding cytoskeletal regulators (upregulation of

IQGAP1 and downregulation of IQGAP2) and ECM components
(upregulation of LAMB1 and LAMC2) in K19-positive tumours.
Immunohistochemistry revealed that a large fraction of
K19-positive HCCs exhibited abundant cytoplasmic laminin, as
was observed in the basement membrane around HPCs and in
individual HPCs in the neighbouring cirrhotic tissue (figure 2B).
Additionally, K19-positive HCCs showed an intense submembra-
nous positivity for VASP and a membranous positivity for
platelet-derived growth factor receptor α (PDGFRA). Tumour-
associated calcium signal transducer 2 (TACSTD2/TROP2)
showed a membranous reactivity in a small portion of the HCCs
that were poorly differentiated and K19-positive. Morphologic-
ally, TACSTD2-positive tumour cells showed a more progenitor-
like phenotype with a high cell density and scant cytoplasm. In
the non-tumoural surrounding tissue, TACSTD2, VASP and
laminin were found to be mainly expressed by the HPCs and the
smaller bile ducts, whereas, the larger bile ducts showed a vari-
able, focal positivity for these proteins. PDGFRa, by contrast,
was expressed by all the biliary epithelial cells and the HPCs
(figure 2B, online supplementary file 5).

A functional role for K19 in invasion and chemoresistance
In view of the strong association between K19 expression and
microvascular invasion, and the high expression of invasion-
related genes, we evaluated the invasive potential of K19-positive
HCC cells in vitro. Dissociated primary human HCCs, selected
for K19 immunopositivity, were used (figure 3A). K19 positivity
was first assessed in FFPE tissue samples and subsequently in
cytospins processed from dissociated cells. Both K19-positive
and negative dissociated tumour cells were subjected to an ECM
cell invasion assay. Only invasive cells can migrate through the

Figure 1 Occurrence and clinicopathological relevance of K19, EPCAM and α-fetoprotein (AFP) in hepatocellular carcinomas (HCCs). (A) Out of the
167 surgical HCC specimens 11.38% showed K19 positivity (n=19), 14.97% EPCAM positivity (n=25), and 10.78% AFP positivity (n=18). Only
2.99% (n=5) showed simultaneous positivity for all three markers. (B–D) Immunohistochemistry of a HCC sample positive for K19 (B), EPCAM
(C) and AFP (D). K19 showed a submembranous positivity and EPCAM a membranous one, whereas, AFP showed a diffuse cytoplasmic positivity.
Scale bars 250 mm.
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Table 1 Correlation of K19, EPCAM and α-fetoprotein (AFP) expression with clinicopathological features of surgical hepatocellular carcinoma (HCC) samples (resection and explant) obtained from
167 patients

K19-positive HCCs K19-negative HCCs EPCAM-positive HCCs EPCAM-negative HCCs AFP-positive HCCs AFP-negative HCCs

Immunopositivity 11.38% (19/167) 88.62%(148/167) 14.97% (25/167) 85.03% (142/167) 10.78% (18/167) 89.22% (149/167)
Age (years) (mean) 60.05 (ns) 62.04 (ns) 58.2 (ns) 62.45 (ns) 58.94 (ns) 62.16 (ns)
Gender

Male 63.16% (12/19; ns) 74.32% (110/148; ns) 68% (17/25; ns) 63.94% (105/142; ns) 77.78% (14/18; ns) 72.48% (108/149; ns)
Female 36.84% (7/19; ns) 25.68% (38/148; ns) 32% (8/25; ns) 26.06% (37/142; ns) 22.22% (4/18; ns) 27.52% (41/149; ns)

Aetiology
HBV 15.79% (3/19; ns) 7.43% (11/148; ns) 20% (5/25; ns) 6.34% (9/142; ns) 22.22% (4/18; ns) 6.04% (9/149; ns)
HCV 5.26% (1/19; ns) 29.73% (44/148; ns) 12% (3/25; ns) 29.58% (42/142; ns) 22.22% (4/18; ns) 27.52% (41/149; ns)
HBV+HCV 0% (0/19; ns) 2.70% (4/148; ns) 0% (0/25; ns) 2.82% (4/142; ns) 0% (0/18; ns) 2.69% (4/149%; ns)
ALD 10.52% (2/19; ns) 16.22% (24; ns) 16% (4/25;ns) 15.49% (22/142; ns) 16.67% (3/18; ns) 15.44% (23/149; ns)
ALD+viral infection 5.26% (1/19; ns) 2.03% (3/148; ns) 4% (1/25; ns) 2.11% (3/142; ns) 0% (0/18; ns) 2.01% (3/149; ns)
Other 36.84% (7/19; ns) 27.70% (41/148; ns) 36% (9/36; ns) 27.46% (39/142; ns) 27.78% (5/18; ns) 30.2% (45/149; ns)
Unknown 26.32% (5/19; ns) 14.19% (21/148; ns) 12% (3/25; ns) 16.2% (23/142; ns) 11.11% (2/18; ns) 16.11% (24/149; ns)

Microvascular Invasion 100% (19/19; p=0.0001) 52.03% (77/148; ns) 76% (19/25; p=0.0423) 54.23% (77/142; ns) 100% (18/18; p=0.0001) 52.35% (78/149; ns)
Metastasis 83.33% (10/12; p=0.0207) 48.25% (55/114; ns) 58.82% (10/17; ns) 50.46% (55/109; ns) 76.92% (10/13; ns) 48.67% (55/113; ns)
Tumour size (cm. mean) 6.77 (p=0.0077) 4.5 5.27 (ns) 4.72 4.92 (ns) 4.79
Differentiation grade

Well 5.26% (1/19) 45.27% (67/148) 32% (8/25) 42.25% (60/142) 5.56% (1/18) 44.97% (67/149)
Moderate 36.84% (7/19) 36.84% (54/148) 28% (7/25) 38.03% (54/142) 38.89% (7/18) 36.24% (54/149)
Poorly 57.89% (11/19; p=0.0001) 18.24% (27/148; ns) 40% (10/25; ns) 19.72% (28/142; ns) 55.56% (10/18; p=0.0004) 18.79% (28/149; ns)

Cirrhosis
No 31.58% (6/19;ns) 23.65% (35/148; ns) 44% (11/25; ns) 21.13% (30/142; ns) 27.78% (5/18; ns) 24.16% (36/149; ns)
Yes 68.42% (13/19;ns) 75% (111/148; ns) 56% (14/25; ns) 77.46 % (110/142; ns) 72.22% (13/18. ns) 74.5% (111/149; ns)
Unknown 0% (0/19; ns) 1.35% (2/148; ns) 0% (0/25; ns) 1.41% (2/142; ns) 0% (0/18; ns) 1.34% (2/149; ns)

Correlation of K19 expression with clinicopathological features of needle biospies obtained from 75 patients.

K19 positive HCCs K19 negative HCCs

Immunopositivity 20% (15/75) 80% (60/75)
Age (years) (mean) 63.93 (ns) 64.13 (ns)
Gender

Male 66.67% (10/15; ns) 73.33% (44/60; ns)
Female 33.33% (5/15; ns) 26.67% (16/60; ns)

Microvascular Invasion 66.67% (10/15; p=0.007) 21.67% (13/60; ns)
Metastasis 100% (5/5; p=0.0048) 25% (3/12; ns)
Differentiation grade

Continued
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ECM layer and cling to the bottom of a polycarbonate mem-
brane. After 48 h, cells from human primary K19-positive HCCs
showed a higher invasiveness than cells from K19-negative
HCCs (p<0.01; n=12). Interestingly, especially the
K19-positive tumour cells invaded through the basement mem-
brane, as found by immunostaining (figure 3A).

To investigate the functional role of K19, we performed
siRNA knockdown experiments in three different HCC cell
lines: the Huh-7D12 cell line was characterised as a cell line
showing 100% K19 positivity, whereas HepG2 cells showed a
weak focal positivity in about 20% of the cells and the PLC/
PRF/5 cell line was negative (figure 3B). Using an invasion assay,
transient knockdown of KRT19 reduced the invasiveness of
Huh-7D12 after 72 h by 34.7% (p<0.01) when compared with
the negative control (scrambled siRNA). By contrast, no signifi-
cant differences in invasiveness were found in HepG2 and PLC/
PRF/5 (figure 3B). Given the altered invasive potential of
Huh-7D12, we further examined the effect of KRT19 knock-
down on the expression of genes identified above. A significant
reduction in CD133, VASP, LAMB1, IQGAP1, ROCK2 (p<0.05)
and NOTCH2, JAG1, RAB25 (p<0.01) expression was observed
(figure 3B). No significant differences were found in the expres-
sion levels of ANXA3, S100A6, HNF4A, PDGFRA, IQGAP2,
LAMC2, CTBP2 and TACSTD2. In keeping with the results of
the migration assay, stable transduction of Huh-7D12 cells with
the KRT19 shRNA construct resulted in decreased formation of
invadopodia, as tested in a GFP-conjugated gelatin degradation
assay (figure 3C).

In HCC cell lines, SP technique, a method based on the func-
tional ability of ABC transporters to efflux Hoechst33342, has
proven to be useful to isolate a chemoresistant cell fraction with
HPC features.19 In this study, we apply the SP technique to
further functionally characterise K19-positive HCCs in com-
parison with K19-negative HCCs. Results indicate that the SP
comprised a larger proportion in K19-positive HCCs (10.2%
±4.1; n=6) than in K19-negative HCCs (3.3%±2.4; n=6)
(figure 4A,B). Immunohistochemistry of cytospins from sorted
SP cells and bulk tumour cells (main population or MP) showed
that all K19-positive cells were located in the SP (figure 4C).
Additionally, impairing KRT19 expression in Huh-7D12 cells by
stable transduction with KRT19 shRNA constructs, rendered the
cells more sensitive to treatments with either 1 mM doxorubicin,
1 mM fluorouracil or 5 mM sorafenib than Huh-7D12 cells
transduced with the control construct (p<0.05; t=72 h, n=3).
The effect was measured compared with untreated cells, using a
MTTassay, and displayed as % viable cells (figure 4D).

MicroRNA 200 family is linked with KRT19/K19 expression
Finally, an alternative profiling approach based on microRNA
(miRNA/miR) expression was used to identify the K19-positive
HCC phenotype more in detail. K19-positive HCCs exhibited
a significantly higher expression of miR-141, miR-200c, miR-
199a-3p, miR-218, miR-429 and miR-214 than K19-negative
HCCs, whereas, miR-122, miR-885-5p, miR-148a, miR-519a,
miR-148b, miR-556-5p, miR-193b, miR-618, miR-548b-3p, miR-
10b and miR-566 were relatively underexpressed in K19-positive
HCCs (figure 5A).

The baseline expression levels of the most highly upregulated
miRNAs, miR-141 and miR-200c, and the most downregulated,
miR-885-5p and miR-122, were analysed in the HCC cell lines
Huh-7D12, HepG2 and PLC/PRF/5 by qPCR. The members of
the miR-200 family (miR-141/miR-200c) were strongly linked
with KRT19 expression, in particular, miR-141 (figure 5B). To
investigate the effect of these specific miRNAs on KRT19
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mRNA expression and KRT19-related genes, miR-141/
miR-200c mimics were induced in the PLC/PRF/5, a
K19-negative/KRT19-low HCC cell line. Transiently inducing
the expression of miR-141and miR-200c significantly upregu-
lated the expression of LAMC2, KRT19, KRT7, EPCAM, paral-
leling gene expression in K19-positive HCCs themselves, and
significantly reduced the expression of hepatocyte-specific
markers ALB and HNF4A (p<0.01) when compared with the
negative control (figure 5C).

In situ hybridisation confirmed the strong link between
miR-141 and K19 expression in human HCC samples and sur-
rounding tissue. Additional in situ hybridisation for the most
differentially upregulated miRNAs can be found in online sup-
plementary file 5.

DISCUSSION
In this present study, the clinicopathological relevance of K19
was assessed in a prospective Caucasian series of 242 consecu-
tive HCC samples, consisting of 167 surgical specimens and 75
needle biopsies. As reported previously in a South Korean HCC
cohort consisting mainly of samples from hepatitis B
virus-infected patients, we were able to confirm the prognostic
value of K19 expression in our Caucasian cohort with different
underlying aetiologies as it significantly correlated with tumour
size, decreased tumour differentiation, metastasis and micro-
vascular invasion. Despite the possible overestimation or under-
estimation of protein expression, we confirmed the prognostic
value of K19 expression in diagnostic needle biopsies.4 In this
study, EPCAM did not prove to have the same prognostic value
as K19. This could be explained by the fact that in regenerating

liver, EPCAM is a much broader marker than K19, as it also
marks the progeny of the HPCs, the intermediate hepatocytes,
similar to K7.20

In order to better understand the more aggressive behaviour
of K19-positive HCCs, we unravelled the underlying molecular
phenotype. The KRT19-associated gene signature showed a
strong overlap with that of other previously described more
malignant HCC subclasses, such as ‘poor survival HCC
subtype’, ‘proliferation HCC subtype’ and ‘subtype S1 signature
with aberrant Wnt activation’.14 21 22 In addition to the occur-
rence of other HPC/biliary markers (eg, PROM1/CD133,
GSTP1, KRT7), K19-positive HCCs expressed a whole range of
invasion-related/metastasis-related genes, of which some proved
to be present in the surrounding non-neoplastic HPCs (eg,
TACSTD2, VASP, PDGFRA).12 23 24 To date, it is not clear
whether the expression of HPC markers in human HCCs is a
result of dedifferentiation of malignant hepatocytes during con-
tinuous mutagenesis, or whether this is the conserved ‘finger-
print’ of a HPC tumour origin. Direct evidence for the
involvement of HPCs in the histogenesis of HCC has been
found by Dumble et al, by isolating HPCs from p53 null
mice.25 In human chronic liver disease, our group described
that about half the preneoplastic small-cell dysplastic foci con-
sisted almost completely of cells that have the immunophenoty-
pic profile of HPCs and intermediate hepatocyte-like cells,
suggesting that HPCs can give rise to HCCs in human liver.26 In
this present study, the expression of similar markers in HPCs
and K19-positive HCCs is compatible with a HPC origin. The
aberrant expression of the Notch pathway at least insinuates
that HPCs and K19-positive HCC cells share some common

Figure 2 Molecular phenotype of K19-positive hepatocellular carcinomas (HCCs). (A) qPCR validation for a selected number of genes on
K19-positive (n=6) and -negative (n=6) HCCs. Genes were selected based on the Pearson correlation coefficient and/or pathway association. Results
are depicted as fold regulation (n-fold) of K19-positive versus K19-negative samples (**p<0.01; *p<0.05). (B) Immunohistochemical staining for
laminin, VASP, PDGFRA and TACSTD2 (scale bars 100 mm). Left panel shows a representative example of a K19-positive HCC, middle panel a
K19-negative HCC, right panel shows the surrounding tissue with extensive hepatic progenitor cell (HPC) activation (HPC, arrow; bile duct, asterisk).
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activated pathways.27 Our recent insights in the role of Notch
signalling in liver regeneration showed that activation of the
Notch pathway is pivotal for differentiation towards biliary cell
fate.28 Additionally, a strong cytoplasmic expression of laminin
was observed in K19-positive HCCs, as noted in areas of non-
neoplastic HPCs in the surrounding tissue. In human liver
disease, laminin has been reported to be part of the basement
membrane surrounding the HPCs in order to help them remain
in an undifferentiated state, indicating that K19-positive HCCs
might produce laminin to maintain their ‘stemness’.29

MicroRNA profiling and functional validation in cell lines, like-
wise, illustrated how members of the miR-200 family (eg,
miR-141/miR-200c) are strongly linked with K19/KRT19
expression. In vitro modulation of these particular miRNAs in a

K19-negative/KRT19-low HCC cell line actually induced the
expression of biliary/HPC markers and, moreover, the expres-
sion of LAMC2. It is possible that miR-141 and miR-200c con-
tribute to the HPC microenvironment and ‘stemness’ through
modulation of laminin.

K19-positive HCCs express more invasion-related/metastasis-
related genes compared with the K19-negative HCCs, and they
also showed an increased invasive capacity in vitro. Moreover,
keratin 19 positive tumour cells, in particular, exhibited the highest
invasive capacity. The role of the cytoskeleton and associated pro-
teins as cellular integrators in the neoplastic process has already
been suggested back in 1985.30 Our findings demonstrate func-
tional consequences of K19 expression, since KRT19 knockdown
significantly reduced HCC invasive ability in vitro and

Figure 3 A role for keratin 19 in tumour invasion. The ability of tumour cells to invade is one of the hallmarks of the metastatic phenotype.
(A) Human dissociated hepatocellular carcinomas (HCC) were subjected to an extracellular matrix (ECM) cell invasion assay. After 48 h, cells from
human primary K19-positive HCCs showed a higher invasiveness than cells from K19-negative HCCs (p<0.01; n=12). Immunostaining showed an
increase in K19-positive tumour cells after invasion, as compared with the original tumour. (B) Huh-7D12, PLC/PRF/5 and HepG2 HCC cell lines were
characterised by means of immunocytochemistry (left panel, scale bars 100 mm). After 72 h, the MTT assay showed no significant differences in
proliferation between KRT19/K19 knockdown and control (n=3); the knockdown only significantly reduced relative invasiveness of Huh-7D12 with
34.7%. Immunohistochemistry for K19 shows the decline of expression in transfected Huh-7D12 cells (scale bars 100 mm).The effect of the transient
knockdown on the expression of KRT19-associated genes was done by qPCR (displayed as relative fold expression) (**p<0.01; *p<0.05). (C) Stably
transduced Huh-7D12 cells were submitted to a QCM Gelatin Invadopodia Assay (24 h). The transduced cells were seeded onto green
fluorescein-conjugated gelatin substrates and after 24 h visualised with wide-spectrum cytokeratin (red) and DAPI (blue). Gelatin degradation
demonstrated that both the KRT19 knockdown as the negative control still possess invasive capacity, although cells transduced with a construct
against KRT19 showed less intense positivity for cytokeratin wide-spectrum screening (left panel, scale bars 100 mm). Invaded cells with reduced
KRT19/K19 expression demonstrated a decreased formation of invadopodia and regular cell morphology, compared with the negative control (right
panel, scale bars 50 mm).
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compromised the formation of invadopodia. A possible explan-
ation could be found in the influence of K19 on VASP and LAMB1.
VASP, a regulator of filopodia formation, has been reported to play
a role in adhesion dynamics and migration by actively linking the
cytoskeleton to the ECM in an integrin-dependent manner,
whereas LAMB1, known to interact with integrin receptors, has
been associated with tumour invasion.31 32 Considering the effect
of K19 on these specific genes, we hypothesise that K19 is a key
element in the transmembrane crosstalk between the cytoskeleton,
filopodia formation and the ECM.

Resistance to chemotherapy is commonly seen in the treat-
ment of HCC and is associated with cancer relapse and metasta-
sis. Multidrug resistance is frequently due to high ABC
transporter expression, enabling resistant cells to efflux poten-
tially harmful substances; thereby conferring a survival advan-
tage. SP analysis is an isolation technique that differentiates cell
populations based on ABC transporter function.33 This

technique was first reported by Goodell et al34 for the isolation
of murine haematopoietic stem cells with long-term multilineage
repopulating potential. In human HCC cell lines, SP isolation
has proven to be a useful approach to sort cells with a ‘stemness’
signature with increased tumour-initiation capacity and a higher
resistance to cytotoxic agents (eg, doxorubicin, 5-fluorouracil
and gemcitabine) compared with the non-SP fraction.19 35 36

These stem cell-like cancer cells are believed to provide hetero-
geneity to the cancer cell system. This cancer stem cell concept
has enormous implications for cancer therapy. Most treatments
target the rapidly dividing differentiating cells that comprise
the major bulk of tumours, often leading to significant reduction
in tumour size, although without eliminating the driving
force in tumour progression, the resistant cancer stem cells. In
this study, the SP fraction was significantly larger in the
K19-positive HCCs compared with K19-negative HCC, and,
most importantly, contained all the cells expressing K19. This

Figure 4 Keratin 19 and treatment resistance. Side population (SP) is based on the ability of stem-like cells to efflux the fluorescent DNA-binding
dye Hoechst 33342. The phenotype was obtained using the ATP-binding cassette-transporter blocker verapamil. (A) Using flow cytometric analysis,
a SP was cell sorted from the rest of the main population (MP), differing from an average of 3.3% (±2.4) in human K19-negative hepatocellular
carcinomas (HCC) (n=6) to 10.2% (±4.1) in human K19-positive HCCs (n=6) of the total viable cells. (B) A representative example of the SP plot
of a human K19-positive and K19-negative HCC. (C) Immunocytochemistry on cytospins of sorted cells showed that all the K19-positive cells were
located in the SP (scale bar formalin-fixed paraffin-embedded (FFPE) sample 200 mm; scale bars cytospins 100 mm). (D) Stably transduced
Huh-7D12 cells were treated with either 1 mM doxorubicin, 1 mM fluorouracil or 5 mM sorafenib (n=3) for 72 h. The effect was measured compared
with untreated cells, using a MTT assay, and displayed as % viable cells. Cells stably transduced against KRT19/K19 show a decreased viability when
treated for the selected agents as compared with the negative control (*p<0.05).
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Figure 5 MicroRNA profiling of K19-positive hepatocellular carcinomas (HCC). (A) MiRNA profiling of K19-positive (n=6) and -negative HCCs
(n=6). Results are depicted as fold regulation (n-fold) of K19-positive versus K19-negative samples (**p<0.01; *p<0.05). (B) Characterisation of
Huh-7D12, PLC/PRF/5 and HepG2 HCC cell lines for KRT19 and the most differentially expressed miRNAs found in the human samples (eg,
hsa-miR-141, hsa-miR-200c, hsa-miR-122 and has-miR-885-5p) was done by means of qPCR. Results are depicted as fold expression compared to
housekeeping genes/nuclear microRNAs (*p<0.05). (C) In vitro modulation of the function of hsa-miR-141 and hsa-miR-200c was done by inducing
synthetic mimic locked nucleic acid probes in the K19 negative PLC/PRF/5 HCC cell line. Target read-out of the induced miRNA expression was
done by means of qPCR and the data is presented as a log2 scale of the fold regulation of mimic/hairpin to negative control (**p<0.01; *p<0.05).
(D) Immunohistochemistry and in situ hybridisation on human HCC formalin-fixed paraffin-embedded samples for keratin 19 and miR-141. Left
panel shows the invading front of a K19-positive HCC, middle panel shows the center bulk of the K19-positive HCC, right panel shows the
surrounding tissue. Scale bars 200 mm. miR-141 expression strongly correlated with K19 expression in HCCs, and in the bile ducts (asterisk)/hepatic
progenitor cells (arrow) of the surrounding.
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could explain why K19 immunopositivity in HCC is clinically
relevant starting from only five per cent cell positivity, as those
K19-positive cells may be responsible for the chemoresistant/
stemness phenotype in these cancers.7 Moreover, disrupting the
HPC/biliary phenotype by diminishing K19/KRT19 expression,
rendered HCC cells more sensitive to cytotoxic agents as doxo-
rubicin, fluorouracil and sorafenib in vitro.

K19 by itself is neither an oncogene (as it is expressed in non-
malignant cells as well) nor is it a protein directly involved in
chemoresistance, but our data clearly showed that K19 is a crit-
ical player in the invasive and resistant behaviour of these sub-
types of HCCs. Additional partners are probably necessary to
support this specific function of K19. VASP and LAMB1 are
potential candidates, but also the presence of PDGFRA provides
us a possible explanation for the increased malignancy of
K19-positive HCCs. Several PDGFRA activation mutations have
been described to contribute to tumour initiation and progres-
sion. Identification and further understanding of K19-associated
genes might open horizons for a more patient-specific treatment,
for example, PDGFRA targeting by treatment with imatinib.24

Viewing the different molecular and epigenetic profile as well
as the distinct invasive properties of K19-positive HCCs, this
subclass of HCCs with adverse clinical outcome should be con-
sidered as a separate entity from the K19-negative HCCs in
daily clinical practice. Diagnostic pathology based on immuno-
histochemistry offers a fast, cheap and widely accessible method
to recognise this particular subclass of HCCs.
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Supplementary File 1. 

 

Correlation of KRT19 mRNA expression with clinicopathological characteristics 

For microarray experiments, 139 HCC samples were included from individuals undergoing surgical treatment 

(resection or transplantation) from two ethnic groups (61 Chinese and 78 Caucasian) as previously published. 
1,2

 

Overall survival time (n=113) was determined from the date of the histopathological diagnosis to the end of the 

study, when the status of the patient was ascertained from the medical records and by consulting municipality 

registers. Out of the 78 Caucasian patients treated at the University Hospitals Leuven Belgium a detailed periodic 

follow-up for local or remote recurrence of disease after resection was assessed for 66 patients until the patient’s 

death or the end of the study by clinical assessment, chest X-rays and abdominal ultrasonography or computed 

tomography as previously reported.
3
The gene expression profile was generated at the Advanced Technology 

Centre at the National Cancer Institute, USA. Data transformation and normalization of gene expression was 

performed as previously reported.
1,2

 

 

From a total of 21,329 the genes associated with KRT19 expression were identified using Pearson’s correlation. A 

cut-off of more than 0.5 correlation or less than -0.5 correlation was applied. The relationship between the KRT19 

expression, as a continuous variable, and various clinicopathological parameters was analyzed using the Mann-

Whitney test. KRT19 expression was also dichotomized, using a cut-off value of 1, 1.5 and 2 in log2-transformed 

scale of gene expression ratios, to allow application of the Mann-Whitney test for a continuous variable, i.e. age, 

and the use of Kaplan-Meier method. The prognostic relevance of KRT19 expression was assessed using the log 

rank test and the univariate and multivariate Cox proportional hazards model. The tests were two-sided. The 

probabilities of overall survival and recurrence were also estimated according to the Kaplan-Meier method. The 

statistical analyzes were performed in StatView 5.0.1 software (SAS institute Inc., Cary, USA). Network analyzes 

were performed using the MetaCore™ software algorithm (GeneGo Inc., St. Joseph, MI, USA).  

 

The relationship between KRT19 expression and clinicopathological parameters was analysed using the Mann-

Whitney test and prognostic relevance using the multivariate Cox proportional-hazards model. KRT19 expression, 

as a continuous variable, is significantly associated with high serum AFP (> 300 ng/ml) (p=0,027), poor tumour 

differentiation (Edmondson Steiner differentiation grade III and IV versus I-II, p=0,0018), and with a larger tumour 

size (tumours ≥ 5cm) (p=0,041) (Mann-Whitney test). No significant association of KRT19 expression with gender, 

proportion of patients with cirrhosis or former contact with Hepatitis B or C was observed (see Table and Fig 

below). 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

Table . Clinical and pathological features of HCC patients with correlation to KRT19 expression. 

 Amount 

(percentage) 

Correlation  

p-value 

Age (years) (median 57, range 19-85)   

 >60 61 (43.9%) NS 

 <60 78 (56.1%) NS 

Gender    

 Male 102 (73.4%) NS 

 Female 37 (26.1%) NS 

Aetiology    

 HBV 58 (41.7%) NS 

 HCV 14 (10.1%) NS 

 HBV + HCV 4 (2.9%) NS 

 ALD 15 (10.8%) NS 

 ALD + viral infection 4 (2.9%) NS 

 Other 9 (6.5%) NS 

 Unknown 35 (25.2%) NS 

AFP(ng/ml)   

 >300 55 (39.6%) p=0,027 

 <300 73 (52.5%) NS 

 NA 11 (7.9%) NS 

Tumour size   

 ≥ 5 cm 82 (59.0%) p=0,041 

 < 5 cm 57 (41.0%) NS 

Edmondson Steiner differentiation grade    

 I 2 (1.4%) NS 

 II 57 (41.0%) NS 

 III 74 (53.2%) p=0,0018 

 IV 6 (4.3%) NS 

Cirrhosis    

 NO 70 (50.4%) NS 

  YES 69 (49.6%) NS 

HBV, Hepatitis B Virus 

HCV, Hepatitis C Virus 

ALD, Alcoholic Liver Disease 

NA, not available 

NS, not significant 



 

 

Fig. Correlation of KRT19 mRNA expression with clinicopathological characteristics.  

Panel A: KRT19 mRNA expression and cumulative recurrence. Dichotomized according to KRT19 expression 

using a cut-off value of 1.5 in log2 transformed scale of gene expression ratios (n=66). KRT19 negative,  <1.5: 

n=57, Events n=34, Censored n=23, KRT19 positive, ≥ 1.5: n=9, Events n=9, Censored n=0.  

Panel B: KRT19 mRNA expression and cumulative survival. Dichotomized according to KRT19 expression using 

a cut-off value of 1.5 in log2 transformed scale of gene expression ratios (n=113). KRT19 negative HCCs, < 1.5: 

n=93, Events n=54, Censored n=39, KRT19 positive ≥ 1.5 : n=20, Events n=20, Censored n=0).  

Panel C: Multivariate Cox analysis shows that KRT19 expression is an independent predictor of tumor recurrence 

(Log rank test, p=0,007; HR, 1.70) when corrected for serum AFP, tumor size and differentiation. 
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Supplementary File 2. 

Out of 21,329 genes in the arrays, 132 genes correlated positively and 203 genes correlated negatively with 

KRT19 expression, using a total of 139 HCC samples. 

 

Genes (n=132) positively correlated to KRT19 expression: 

Gene Pearson Name 

KRT19 1.00 keratin 19 (KRT19), mRNA.  

CTBP2 0.73 C-terminal binding protein 2 (CTBP2), transcript variant 1, mRNA.  

S100A6 0.73 S100 calcium binding protein A6 (calcyclin) (S100A6), mRNA.  

PROM1 0.69 prominin 1 (PROM1), mRNA.  

LRRC16 0.69 leucine rich repeat containing 16 (LRRC16), mRNA.  

KIAA1363 0.68 KIAA1363 protein (KIAA1363), mRNA.  

VASP 0.67 Vasodilator-stimulated phosphoprotein  

C12orf14 0.65 chromosome 12 open reading frame 14 (C12orf14), mRNA.  

ANXA3 0.65 annexin A3 (ANXA3), mRNA.  

RAB25 0.65 RAB25, member RAS oncogene family (RAB25), mRNA.  

CTHRC1 0.64 collagen triple helix repeat containing 1 (CTHRC1), mRNA.  

SPINT1 0.64 serine protease inhibitor, Kunitz type 1 (SPINT1), transcript variant 2, mRNA.  

LAMC2 0.63 laminin, gamma 2 (LAMC2), transcript variant 1, mRNA.  

TACSTD2 0.63 tumor-associated calcium signal transducer 2 (TACSTD2), mRNA. 

CT120 0.63 membrane protein expressed in epithelial-like lung adenocarcinoma (CT120), mRNA. 

COL10A1 0.62 collagen, type X, alpha 1(Schmid metaphyseal chondrodysplasia) (COL10A1), mRNA. 

S100A14 0.61 S100 calcium binding protein A14 (S100A14), mRNA. 

DDR1 0.61 discoidin domain receptor family, member 1 (DDR1), transcript variant 2, mRNA. 

C20orf35 0.61 chromosome 20 open reading frame 35 (C20orf35), mRNA. 

CDK2AP1 0.61 CDK2-associated protein 1 (CDK2AP1), mRNA. 

GRB7 0.60 growth factor receptor-bound protein 7 (GRB7), mRNA. 

GSTP1 0.60 glutathione S-transferase pi (GSTP1), mRNA. 

HRMT1L1 0.60 
HMT1 hnRNP methyltransferase-like 1 (S. cerevisiae) (HRMT1L1), transcript variant 2, 
mRNA. 

VEZATIN 0.59 transmembrane protein vezatin (VEZATIN), mRNA. 

ADAM8 0.59 a disintegrin and metalloproteinase domain 8 (ADAM8), mRNA. 

CEACAM6 0.59 
carcinoembryonic antigen-related cell adhesion molecule 6 (non-specific cross reacting 
antigen) (CEACAM6), mRNA. 

C6orf29 0.59 chromosome 6 open reading frame 29 (C6orf29), mRNA. 

TRIP10 0.59 thyroid hormone receptor interactor 10 (TRIP10), mRNA. 

C6orf83 0.59 chromosome 6 open reading frame 83 (C6orf83), mRNA. 

RMSA1 0.59 Regulator of mitotic spindle assembly 1 

SPINT2 0.58 serine protease inhibitor, Kunitz type, 2 (SPINT2), mRNA. 

SLC9A2 0.58 solute carrier family 9 (sodium/hydrogen exchanger), isoform 2 (SLC9A2), mRNA. 

ITPR3 0.58 inositol 1,4,5-triphosphate receptor, type 3 (ITPR3), mRNA. 

PRKCD 0.58 protein kinase C, delta (PRKCD), transcript variant 2, mRNA. 

TM4SF1 0.58 Transmembrane 4 superfamily member 1 

HK1 0.58 hexokinase 1 (HK1), nuclear gene encoding mitochondrial protein, transcript variant 1, mRNA. 

MAPK13 0.58 mitogen-activated protein kinase 13 (MAPK13), mRNA. 

GALNT7 0.58 
UDP-N-acetyl-alpha-D-galactosamine:polypeptide N-acetylgalactosaminyltransferase 7 
(GalNAc-T7) (GALNT7), mRNA. 

LAMB1 0.58 laminin, beta 1 (LAMB1), mRNA. 

IQGAP1 0.58 IQ motif containing GTPase activating protein 1 (IQGAP1), mRNA. 

SULF2 0.57 sulfatase 2 (SULF2), transcript variant 2, mRNA. 

ISYNA1 0.57 myo-inositol 1-phosphate synthase A1 (ISYNA1), mRNA. 

SEMA3C 0.57 sema domain, immunoglobulin domain (Ig), short basic domain, secreted, (semaphorin) 3C 



(SEMA3C), mRNA. 

CSDA 0.57 cold shock domain protein A (CSDA), mRNA. 

ITIH5 0.57 inter-alpha (globulin) inhibitor H5 (ITIH5), transcript variant 2, mRNA. 

RBMS1 0.57 RNA binding motif, single stranded interacting protein 1 

RBMS1 0.57 RNA binding motif, single stranded interacting protein 1 (RBMS1), transcript variant 3, mRNA. 

PLSCR1 0.57 phospholipid scramblase 1 (PLSCR1), mRNA. 

LOC91461 0.57 PREDICTED: Homo sapiens hypothetical protein BC007901 (LOC91461), mRNA. 

RAB27B 0.57 RAB27B, member RAS oncogene family 

KLF5 0.56 Kruppel-like factor 5 (intestinal) (KLF5), mRNA. 

FXYD3 0.56 FXYD domain containing ion transport regulator 3 (FXYD3), transcript variant 1, mRNA. 

VCL 0.56 vinculin (VCL), transcript variant 2, mRNA. 

NFE2L3 0.56 nuclear factor (erythroid-derived 2)-like 3 (NFE2L3), mRNA. 

PDE4A 0.56 
phosphodiesterase 4A, cAMP-specific (phosphodiesterase E2 dunce homolog, Drosophila) 
(PDE4A), mRNA. 

AREG 0.56 amphiregulin (schwannoma-derived growth factor) (AREG), mRNA. 

HUMPPA 0.56 Paraneoplastic antigen 

HOP 0.56 homeodomain-only protein (HOP), transcript variant 2, mRNA. 

TRIM29 0.56 tripartite motif-containing 29 (TRIM29), transcript variant 2, mRNA. 

KIAA0540 0.55 PREDICTED: Homo sapiens KIAA0540 protein (KIAA0540), mRNA. 

LOC253981 0.55 Hypothetical protein LOC253981 

ELF4 0.55 E74-like factor 4 (ets domain transcription factor) (ELF4), mRNA. 

F3 0.55 coagulation factor III (thromboplastin, tissue factor) (F3), mRNA. 

TM4SF1 0.55 transmembrane 4 superfamily member 1 (TM4SF1), mRNA. 

D2S448 0.55 PREDICTED: Homo sapiens Melanoma associated gene (D2S448), mRNA. 

TNFRSF21 0.55 tumor necrosis factor receptor superfamily, member 21 (TNFRSF21), mRNA. 

ADD3 0.55 adducin 3 (gamma) (ADD3), transcript variant 2, mRNA. 

NEDD5 0.54 neural precursor cell expressed, developmentally down-regulated 5 (NEDD5), mRNA. 

SLC9A1 0.54 
solute carrier family 9 (sodium/hydrogen exchanger), isoform 1 (antiporter, Na+/H+, amiloride 
sensitive) (SLC9A1), mRNA. 

KIAA1411 0.54 PREDICTED: Homo sapiens KIAA1411 (KIAA1411), mRNA. 

C20orf103 0.54 chromosome 20 open reading frame 103 (C20orf103), mRNA. 

TEAD4 0.54 TEA domain family member 4 (TEAD4), transcript variant 3, mRNA. 

TUBB6 0.54 tubulin beta MGC4083 (MGC4083), mRNA. 

LOC146439 0.54 PREDICTED: Homo sapiens hypothetical LOC146439 (LOC146439), mRNA. 

SLC25A6 0.54 
solute carrier family 25 (mitochondrial carrier; adenine nucleotide translocator), member 6 
(SLC25A6), mRNA. 

MTHFD2 0.54 
methylene tetrahydrofolate dehydrogenase (NAD+ dependent), methenyltetrahydrofolate 
cyclohydrolase (MTHFD2),  mRNA. 

TMSB10 0.54 thymosin, beta 10 (TMSB10), mRNA. 

S100A14 0.53 S100 calcium binding protein A14 (calgizzarin) 

RGS2 0.53 regulator of G-protein signalling 2, 24kDa (RGS2), mRNA. 

C7orf23 0.53 chromosome 7 open reading frame 23 (C7orf23), mRNA. 

ITGA3 0.53 
integrin, alpha 3 (antigen CD49C, alpha 3 subunit of VLA-3 receptor) (ITGA3), transcript 
variant b, mRNA. 

KRT7 0.53 keratin 7 (KRT7), mRNA. 

PKM2 0.53 pyruvate kinase, muscle (PKM2), transcript variant 1, mRNA. 

SLC6A14 0.53 solute carrier family 6 (neurotransmitter transporter), member 14 (SLC6A14), mRNA. 

MDFI 0.53 MyoD family inhibitor (MDFI), mRNA. 

AGRN 0.53 PREDICTED: Homo sapiens agrin (AGRN), mRNA. 

ARHGAP18 0.53 Rho GTPase activating protein 18 (ARHGAP18), mRNA. 

TSC 0.53 hypothetical protein FLJ20607 (TSC), mRNA. 

PLEKHB1 0.53 pleckstrin homology domain containing, family B (evectins) member 1 (PLEKHB1), mRNA. 

HES4 0.53 hairy and enhancer of split 4 (Drosophila) (HES4), mRNA. 

MAPRE1 0.53 microtubule-associated protein, RP/EB family, member 1 (MAPRE1), mRNA. 

C15orf22 0.52 chromosome 15 open reading frame 22 (C15orf22), mRNA. 

JAG1 0.52 jagged 1 (Alagille syndrome) (JAG1), mRNA. 



DSC2 0.52 desmocollin 2 (DSC2), transcript variant Dsc2a, mRNA. 

HDAC7A 0.52 histone deacetylase 7A (HDAC7A), transcript variant 2, mRNA. 

HMGA2 0.52 high mobility group AT-hook 2 (HMGA2), mRNA. 

FGD6 0.52 FYVE, RhoGEF and PH domain containing 6 

KRT17 0.52 keratin 17 (KRT17), mRNA. 

LTBP1 0.52 latent transforming growth factor beta binding protein 1 (LTBP1), transcript variant 2, mRNA. 

FLJ20171 0.52 hypothetical protein FLJ20171 (FLJ20171), mRNA. 

SERPINH1 0.52 
serine (or cysteine) proteinase inhibitor, clade H (heat shock protein 47), member 1, (collagen 
binding protein 1), mRNA. 

MGC11242 0.52 hypothetical protein MGC11242 (MGC11242), mRNA. 

NCK2 0.52 NCK adaptor protein 2 

SEPW1 0.52 selenoprotein W, 1 (SEPW1), mRNA. 

MC3R 0.52 melanocortin 3 receptor (MC3R), mRNA. 

MAL2 0.52 mal, T-cell differentiation protein 2 (MAL2), mRNA. 

CDCP1 0.52 CUB domain-containing protein 1 (CDCP1), transcript variant 1, mRNA. 

SLC4A7 0.51 solute carrier family 4, sodium bicarbonate cotransporter, member 7 (SLC4A7), mRNA. 

GPR56 0.51 G protein-coupled receptor 56 (GPR56), transcript variant 3, mRNA. 

CRIP1 0.51 cysteine-rich protein 1 (intestinal) (CRIP1), mRNA. 

ZNF267 0.51 zinc finger protein 267 (ZNF267), transcript variant 498723, mRNA. 

AGR2 0.51 anterior gradient 2 homolog (Xenopus laevis) (AGR2), mRNA. 

TD-60 0.51 RCC1-like (TD-60), mRNA. 

SARG 0.51 Specifically androgen-regulated protein 

LOC387882 0.51 hypothetical protein (LOC387882), mRNA. 

CLIC1 0.51 chloride intracellular channel 1 (CLIC1), mRNA. 

TM4SF14 0.51 tetraspanin similar to TM4SF9 (DC-TM4F2), mRNA. 

MYO10 0.51 myosin X (MYO10), mRNA. 

ITGB6 0.51 integrin, beta 6 (ITGB6), mRNA. 

SPHK1 0.51 sphingosine kinase 1 (SPHK1), mRNA. 

LOC144501 0.51 hypothetical protein LOC144501 (LOC144501), mRNA. 

DYRK2 0.51 
dual-specificity tyrosine-(Y)-phosphorylation regulated kinase 2 (DYRK2), transcript variant 1, 
mRNA. 

FLJ10901 0.51 hypothetical protein FLJ10901 (FLJ10901), mRNA. 

OSBPL10 0.51 oxysterol binding protein-like 10 (OSBPL10), mRNA. 

CGI-62 0.51 CGI-62 protein (CGI-62), mRNA. 

MARVELD1 0.50 MARVEL domain containing 1 (MARVELD1), mRNA. 

CSNK1E 0.50 casein kinase 1, epsilon (CSNK1E), transcript variant 2, mRNA. 

LHFPL2 0.50 lipoma HMGIC fusion partner-like 2 (LHFPL2), mRNA. 

ANXA1 0.50 annexin A1 (ANXA1), mRNA. 

TAX1BP3 0.50 Tax1 (human T-cell leukemia virus type I) binding protein 3 (TAX1BP3), mRNA. 

CSNK1G2 0.50 casein kinase 1, gamma 2 (CSNK1G2), mRNA. 

LMCD1 0.50 LIM and cysteine-rich domains 1 (LMCD1), mRNA. 
 

 

Genes (n=203) negatively correlated to KRT19 expression: 

Gene Pearson Name 

ABAT -0.50 
4-aminobutyrate aminotransferase (ABAT), nuclear gene encoding mitochondrial protein, 
transcript variant 2, mRNA. 

F12 -0.50 coagulation factor XII (Hageman factor) (F12), mRNA. 

FLJ20581 -0.50 hypothetical protein FLJ20581 (FLJ20581), mRNA. 

FLCN -0.50 folliculin (FLCN), transcript variant 1, mRNA. 

ABCC6 -0.50 ATP-binding cassette, sub-family C (CFTR/MRP), member 6 (ABCC6), mRNA. 

ACOX1 -0.50 acyl-Coenzyme A oxidase 1, palmitoyl (ACOX1), transcript variant 1, mRNA. 

PON3 -0.50 Paraoxonase 3 



NR1I2 -0.50 nuclear receptor subfamily 1, group I, member 2 (NR1I2), transcript variant 2, mRNA. 

SLC25A20 -0.50 
solute carrier family 25 (carnitine/acylcarnitine translocase), member 20, nuclear gene encoding 
mitochondrial protein, mRNA. 

KLKB1 -0.50 kallikrein B, plasma (Fletcher factor) 1 (KLKB1), mRNA. 

APOE -0.50 apolipoprotein E (APOE), mRNA. 

C6 -0.50 complement component 6 (C6), mRNA. 

CYP3A43 -0.50 
cytochrome P450, family 3, subfamily A, polypeptide 43 (CYP3A43), transcript variant 3, 
mRNA. 

RRH -0.50 retinal pigment epithelium-derived rhodopsin homolog (RRH), mRNA. 

AMBP -0.51 alpha-1-microglobulin/bikunin precursor (AMBP), mRNA. 

CABC1 -0.51 chaperone, ABC1 activity of bc1 complex like (S. pombe) (CABC1), mRNA. 

APCS -0.51 amyloid P component, serum (APCS), mRNA. 

SELENBP1 -0.51 Selenium binding protein 1 

ANAPC2 -0.51 anaphase promoting complex subunit 2 (ANAPC2), mRNA. 

GGCX -0.51 gamma-glutamyl carboxylase (GGCX), mRNA. 

SLC27A5 -0.51 solute carrier family 27 (fatty acid transporter), member 5 (SLC27A5), mRNA. 

FLJ20054 -0.51 Family with sequence similarity 31, member B 

HNF4A -0.51 hepatocyte nuclear factor 4, alpha (HNF4A), transcript variant 2, mRNA. 

HADHSC -0.51 L-3-hydroxyacyl-Coenzyme A dehydrogenase, short chain (HADHSC), mRNA. 

LEAP-2 -0.51 liver-expressed antimicrobial peptide 2 (LEAP-2), mRNA. 

DHCR24 -0.51 24-dehydrocholesterol reductase (DHCR24), mRNA. 

ECHS1 -0.51 
enoyl Coenzyme A hydratase, short chain, 1, mitochondrial (ECHS1), nuclear gene encoding 
mitochondrial protein, mRNA. 

ACMSD -0.51 aminocarboxymuconate semialdehyde decarboxylase (ACMSD), mRNA. 

OGDHL -0.51 oxoglutarate dehydrogenase-like (OGDHL), mRNA. 

CBR1 -0.51 carbonyl reductase 1 (CBR1), mRNA. 

SLC35D1 -0.51 
Solute carrier family 35 (UDP-glucuronic acid/UDP-N-acetylgalactosamine dual transporter), 
member D1 

WDR23 -0.51 WD repeat domain 23 (WDR23), transcript variant 2, mRNA. 

GJB1 -0.51 Gap junction protein, beta 1, 32kDa (connexin 32, Charcot-Marie-Tooth neuropathy, X-linked) 

ALDH1A1 -0.51 aldehyde dehydrogenase 1 family, member A1 (ALDH1A1), mRNA. 

SLC31A1 -0.51 solute carrier family 31 (copper transporters), member 1 (SLC31A1), mRNA. 

MTCBP-1 -0.51 
membrane-type 1 matrix metalloproteinase cytoplasmic tail binding protein-1 (MTCBP-1), 
mRNA. 

PLA2G12B -0.52 phospholipase A2, group XIIB (PLA2G12B), mRNA. 

LOC339263 -0.52 PREDICTED: Homo sapiens hypothetical protein LOC339263 (LOC339263), mRNA. 

SFXN5 -0.52 sideroflexin 5 (SFXN5), mRNA. 

SNX15 -0.52 sorting nexin 15 (SNX15), transcript variant B, mRNA. 

PHYH -0.52 phytanoyl-CoA hydroxylase (Refsum disease) (PHYH), mRNA. 

PDCD8 -0.52 
programmed cell death 8 (apoptosis-inducing factor), nuclear gene encoding mitochondrial 
protein, transcript variant 3, mRNA. 

SDC1 -0.52 syndecan 1 (SDC1), mRNA. 

APOC2 -0.52 apolipoprotein C-II (APOC2), mRNA. 

HRG -0.52 histidine-rich glycoprotein (HRG), mRNA. 

MGC15937 -0.52 similar to RIKEN cDNA 0610008P16 gene (MGC15937), mRNA. 

GGH -0.52 gamma-glutamyl hydrolase (conjugase, folylpolygammaglutamyl hydrolase) (GGH), mRNA. 

AGXT -0.52 
Alanine-glyoxylate aminotransferase (oxalosis I; hyperoxaluria I; glycolicaciduria; serine-
pyruvate aminotransferase) 

MAP4K1 -0.52 mitogen-activated protein kinase kinase kinase kinase 1 (MAP4K1), mRNA. 

AKR1C1 -0.52 
aldo-keto reductase family 1, member C1 (dihydrodiol dehydrogenase (DH) 1; 20-alpha (3-
alpha)-hydroxysteroid DH), mRNA. 

DMGDH -0.52 
dimethylglycine dehydrogenase (DMGDH), nuclear gene encoding mitochondrial protein, 
mRNA. 

H6PD -0.52 Hexose-6-phosphate dehydrogenase (glucose 1-dehydrogenase) 

DECR2 -0.52 2,4-dienoyl CoA reductase 2, peroxisomal (DECR2), mRNA. 

SYVN1 -0.52 synovial apoptosis inhibitor 1, synoviolin (SYVN1), transcript variant 1, mRNA. 

ATF3 -0.52 activating transcription factor 3 (ATF3), mRNA. 

PDXP -0.52 pyridoxal (pyridoxine, vitamin B6) phosphatase (PDXP), mRNA. 



SERPING1 -0.52 
serine (or cysteine) proteinase inhibitor, clade G (C1 inhibitor), member 1, (angioedema, 
hereditary) (SERPING1), mRNA. 

SEPX1 -0.52 selenoprotein X, 1 (SEPX1), mRNA. 

SIAH2 -0.52 seven in absentia homolog 2 (Drosophila) (SIAH2), mRNA. 

RODH -0.52 3-hydroxysteroid epimerase 

DHRS3 -0.52 dehydrogenase/reductase (SDR family) member 3 (DHRS3), mRNA. 

ACOX2 -0.52 acyl-Coenzyme A oxidase 2, branched chain (ACOX2), mRNA. 

AGT -0.52 
angiotensinogen (serine (or cysteine) proteinase inhibitor, clade A (alpha-1 antiproteinase, 
antitrypsin), member 8), mRNA. 

LPA -0.52 lipoprotein, Lp(a) (LPA), mRNA. 

DCXR -0.53 dicarbonyl/L-xylulose reductase (DCXR), mRNA. 

ACSL1 -0.53 Acyl-CoA synthetase long-chain family member 1 

SLC27A2 -0.53 solute carrier family 27 (fatty acid transporter), member 2 (SLC27A2), mRNA. 

C5 -0.53 complement component 5 (C5), mRNA. 

HSDL2 -0.53 chromosome 9 open reading frame 99 (C9orf99), mRNA. 

CFHL3 -0.53 complement factor H-related 3 (CFHL3), mRNA. 

SLC38A4 -0.53 solute carrier family 38, member 4 (SLC38A4), mRNA. 

CCR4 -0.53 Chemokine (C-C motif) receptor 4 

GATM -0.53 glycine amidinotransferase (L-arginine:glycine amidinotransferase) (GATM), mRNA. 

TCEA3 -0.53 transcription elongation factor A (SII), 3 (TCEA3), mRNA. 

F5 -0.53 coagulation factor V (proaccelerin, labile factor) (F5), mRNA. 

ABCB4 -0.53 
ATP-binding cassette, sub-family B (MDR/TAP), member 4 (ABCB4), transcript variant B, 
mRNA. 

AQP9 -0.53 aquaporin 9 (AQP9), mRNA. 

ALDOB -0.53 aldolase B, fructose-bisphosphate (ALDOB), mRNA. 

SEC22L3 -0.53 SEC22 vesicle trafficking protein-like 3 (S. cerevisiae) (SEC22L3), transcript variant 2, mRNA. 

CYP4F2 -0.53 cytochrome P450, family 4, subfamily F, polypeptide 2 (CYP4F2), mRNA. 

IF -0.53 I factor (complement) (IF), mRNA. 

SERPINF1 -0.53 
serine (or cysteine) proteinase inhibitor, clade F (alpha-2 antiplasmin, pigment epithelium 
derived factor), member 1, mRNA. 

FLJ14146 -0.53 hypothetical protein FLJ14146 (FLJ14146), mRNA. 

FMO3 -0.54 flavin containing monooxygenase 3 (FMO3), transcript variant 1, mRNA. 

CRYM -0.54 crystallin, mu (CRYM), mRNA. 

POR -0.54 P450 (cytochrome) oxidoreductase (POR), mRNA. 

WBSCR14 -0.54 Williams Beuren syndrome chromosome region 14 (WBSCR14), transcript variant 5, mRNA. 

GLRA3 -0.54 glycine receptor, alpha 3 (GLRA3), mRNA. 

C1QTNF4 -0.54 C1q and tumor necrosis factor related protein 4 (C1QTNF4), mRNA. 

PAH -0.54 phenylalanine hydroxylase (PAH), mRNA. 

C6orf80 -0.54 chromosome 6 open reading frame 80 (C6orf80), mRNA. 

SOD1 -0.54 superoxide dismutase 1, soluble (amyotrophic lateral sclerosis 1 (adult)) (SOD1), mRNA. 

ABCG8 -0.54 ATP-binding cassette, sub-family G (WHITE), member 8 (sterolin 2) (ABCG8), mRNA. 

C1S -0.54 complement component 1, s subcomponent (C1S), transcript variant 1, mRNA. 

HSD11B1 -0.54 hydroxysteroid (11-beta) dehydrogenase 1 (HSD11B1), transcript variant 1, mRNA. 

ABCG5 -0.54 ATP-binding cassette, sub-family G (WHITE), member 5 (sterolin 1) (ABCG5), mRNA. 

CHPT1 -0.54 choline phosphotransferase 1 (CHPT1), mRNA. 

FLJ20699 -0.54 hypothetical protein FLJ20699 (FLJ20699), mRNA. 

PEX19 -0.54 peroxisomal biogenesis factor 19 (PEX19), mRNA. 

LOC150383 -0.54 Similar to RIKEN cDNA 2210021J22 

PC -0.54 
pyruvate carboxylase (PC), nuclear gene encoding mitochondrial protein, transcript variant 2, 
mRNA. 

ARG1 -0.54 arginase, liver (ARG1), mRNA. 

CRYL1 -0.54 crystallin, lambda 1 (CRYL1), mRNA. 

LOC123876 -0.55 PREDICTED: Homo sapiens hypothetical protein LOC123876 (LOC123876), mRNA. 

GPX3 -0.55 glutathione peroxidase 3 (plasma) (GPX3), mRNA. 

RXRA -0.55 retinoid X receptor, alpha (RXRA), mRNA. 

C6orf60 -0.55 Chromosome 6 open reading frame 60 



SLC38A3 -0.55 solute carrier family 38, member 3 (SLC38A3), mRNA. 

ABCB1 -0.55 ATP-binding cassette, sub-family B (MDR/TAP), member 1 (ABCB1), mRNA. 

ARMC7 -0.55 armadillo repeat containing 7 (ARMC7), mRNA. 

CYP27A1 -0.55 
cytochrome P450, family 27, subfamily A, polypeptide 1 (CYP27A1), nuclear gene encoding 
mitochondrial protein, mRNA. 

UGT1A1 -0.55 UDP glycosyltransferase 1 family, polypeptide A1 (UGT1A1), mRNA. 

VTN -0.55 vitronectin (serum spreading factor, somatomedin B, complement S-protein) (VTN), mRNA. 

HYAL1 -0.55 hyaluronoglucosaminidase 1 (HYAL1), transcript variant 6, mRNA. 

IL6R -0.55 interleukin 6 receptor (IL6R), transcript variant 2, mRNA. 

BTD -0.56 biotinidase (BTD), mRNA. 

CES3 -0.56 Carboxylesterase 3 (brain) 

MAOA -0.56 monoamine oxidase A (MAOA), nuclear gene encoding mitochondrial protein, mRNA. 

CES2 -0.56 carboxylesterase 2 (intestine, liver) (CES2), transcript variant 1, mRNA. 

COQ6 -0.56 Coenzyme Q6 homolog (yeast) 

PKLR -0.56 
pyruvate kinase, liver and RBC (PKLR), nuclear gene encoding mitochondrial protein, transcript 
variant 2, mRNA. 

FAM20A -0.56 family with sequence similarity 20, member A (FAM20A), mRNA. 

AKR1C4 -0.56 
aldo-keto reductase family 1, member C4 (chlordecone reductase; 3-alpha hydroxysteroid 
dehydrogenase (DH), type I; dihydrodiol DH4), mRNA. 

TIP120B -0.56 PREDICTED: Homo sapiens TBP-interacting protein (TIP120B), mRNA. 

MUT -0.56 
methylmalonyl Coenzyme A mutase (MUT), nuclear gene encoding mitochondrial protein, 
mRNA. 

PMVK -0.56 phosphomevalonate kinase (PMVK), mRNA. 

FLJ22578 -0.56 hypothetical protein FLJ22578 (FLJ22578), mRNA. 

SLC30A1 -0.56 Solute carrier family 30 (zinc transporter), member 1 

ITIH4 -0.56 inter-alpha (globulin) inhibitor H4 (plasma Kallikrein-sensitive glycoprotein) (ITIH4), mRNA. 

IL3 -0.56 interleukin 3 (colony-stimulating factor, multiple) (IL3), mRNA. 

GAMT -0.57 guanidinoacetate N-methyltransferase (GAMT), transcript variant 1, mRNA. 

PLG -0.57 plasminogen (PLG), mRNA. 

CES1 -0.57 carboxylesterase 1 (monocyte/macrophage serine esterase 1) (CES1), mRNA. 

RARRES2 -0.57 retinoic acid receptor responder (tazarotene induced) 2 (RARRES2), mRNA. 

CRAT -0.57 carnitine acetyltransferase (CRAT), transcript variant 3, mRNA. 

F2 -0.57 coagulation factor II (thrombin) (F2), mRNA. 

AZGP1 -0.57 alpha-2-glycoprotein 1, zinc (AZGP1), mRNA. 

CYP2D6 -0.57 Cytochrome P450, family 2, subfamily D, polypeptide 6 

ASGR1 -0.57 asialoglycoprotein receptor 1 (ASGR1), mRNA. 

DPYS -0.57 dihydropyrimidinase (DPYS), mRNA. 

ITIH3 -0.57 inter-alpha (globulin) inhibitor H3 (ITIH3), mRNA. 

OTC -0.57 Ornithine carbamoyltransferase 

HAO1 -0.57 hydroxyacid oxidase (glycolate oxidase) 1 (HAO1), mRNA. 

CGREF1 -0.57 Cell growth regulator with EF hand domain 1 

FAH -0.57 fumarylacetoacetate hydrolase (fumarylacetoacetase) (FAH), mRNA. 

CGI-49 -0.57 CGI-49 protein (CGI-49), mRNA. 

HGD -0.58 homogentisate 1,2-dioxygenase (homogentisate oxidase) (HGD), mRNA. 

PPARA -0.58 peroxisome proliferative activated receptor, alpha (PPARA), transcript variant 3, mRNA. 

HCA112 -0.58 hepatocellular carcinoma-associated antigen 112 (HCA112), mRNA. 

LOC162427 -0.58 hypothetical protein LOC162427 (LOC162427), mRNA. 

ENTPD5 -0.58 ectonucleoside triphosphate diphosphohydrolase 5 (ENTPD5), mRNA. 

ITIH1 -0.58 inter-alpha (globulin) inhibitor H1 (ITIH1), mRNA. 

PROS1 -0.58 protein S (alpha) (PROS1), mRNA. 

PGRMC1 -0.58 progesterone receptor membrane component 1 (PGRMC1), mRNA. 

HMGCS2 -0.59 3-hydroxy-3-methylglutaryl-Coenzyme A synthase 2 (mitochondrial) (HMGCS2), mRNA. 

KHK -0.59 ketohexokinase (fructokinase) (KHK), transcript variant a, mRNA. 

BHMT2 -0.59 betaine-homocysteine methyltransferase 2 (BHMT2), mRNA. 

GC -0.59 Group-specific component (vitamin D binding protein) 

TFR2 -0.59 transferrin receptor 2 (TFR2), mRNA. 



CDO1 -0.59 cysteine dioxygenase, type I (CDO1), mRNA. 

HAGH -0.59 hydroxyacylglutathione hydrolase (HAGH), mRNA. 

BAAT -0.59 
bile acid Coenzyme A: amino acid N-acyltransferase (glycine N-choloyltransferase) (BAAT), 
mRNA. 

LASS2 -0.59 LAG1 longevity assurance homolog 2 (S. cerevisiae) (LASS2), transcript variant 3, mRNA. 

RGN -0.59 regucalcin (senescence marker protein-30) (RGN), transcript variant 2, mRNA. 

ABCC2 -0.59 ATP-binding cassette, sub-family C (CFTR/MRP), member 2 (ABCC2), mRNA. 

DEFB126 -0.60 defensin, beta 126 (DEFB126), mRNA. 

APOC3 -0.60 apolipoprotein C-III (APOC3), mRNA. 

NS5ATP13TP2 -0.60 NS5ATP13TP2 protein (NS5ATP13TP2), mRNA. 

TF -0.60 transferrin (TF), mRNA. 

C8G -0.60 complement component 8, gamma polypeptide (C8G), mRNA. 

SLC2A2 -0.60 solute carrier family 2 (facilitated glucose transporter), member 2 (SLC2A2), mRNA. 

PCCB -0.60 propionyl Coenzyme A carboxylase, beta polypeptide (PCCB), mRNA. 

ACF -0.60 apobec-1 complementation factor (ACF), transcript variant 1, mRNA. 

FLJ14665 -0.61 Hypothetical protein FLJ14665 

PECI -0.61 Peroxisomal D3,D2-enoyl-CoA isomerase 

SEPP1 -0.61 selenoprotein P, plasma, 1 (SEPP1), mRNA. 

ACAT1 -0.61 
acetyl-Coenzyme A acetyltransferase 1 (acetoacetyl Coenz. A thiolase), nuclear gene encoding 
mitochondrial protein, mRNA. 

UGT2B4 -0.61 UDP glycosyltransferase 2 family, polypeptide B4 (UGT2B4), mRNA. 

INSIG1 -0.61 insulin induced gene 1 (INSIG1), transcript variant 3, mRNA. 

SERPIND1 -0.61 
serine (or cysteine) proteinase inhibitor, clade D (heparin cofactor), member 1 (SERPIND1), 
mRNA. 

UNKL -0.62 Unkempt-like (Drosophila) 

SSBP1 -0.62 single-stranded DNA binding protein 1 (SSBP1), mRNA. 

ALDH4A1 -0.62 Aldehyde dehydrogenase 4 family, member A1 

ACSL1 -0.62 acyl-CoA synthetase long-chain family member 1 (ACSL1), mRNA. 

CFH -0.62 complement factor H (CFH), mRNA. 

CAT -0.62 catalase (CAT), mRNA. 

CYB5 -0.62 cytochrome b-5 (CYB5), mRNA. 

FH -0.62 fumarate hydratase (FH), nuclear gene encoding mitochondrial protein, mRNA. 

SERPINC1 -0.63 serine (or cysteine) proteinase inhibitor, clade C (antithrombin), member 1 (SERPINC1), mRNA. 

FLJ30679 -0.64 Hypothetical protein FLJ30679 

PCSK6 -0.64 proprotein convertase subtilisin/kexin type 6 (PCSK6), transcript variant 2, mRNA. 

CPB2 -0.64 carboxypeptidase B2 (plasma, carboxypeptidase U) (CPB2), transcript variant 2, mRNA. 

HSD17B4 -0.64 hydroxysteroid (17-beta) dehydrogenase 4 (HSD17B4), mRNA. 

F13B -0.64 coagulation factor XIII, B polypeptide (F13B), mRNA. 

EPHX1 -0.64 epoxide hydrolase 1, microsomal (xenobiotic) (EPHX1), mRNA. 

APOH -0.65 apolipoprotein H (beta-2-glycoprotein I) (APOH), mRNA. 

C2 -0.65 complement component 2 (C2), mRNA. 

C4BPB -0.66 complement component 4 binding protein, beta (C4BPB), mRNA. 

IQGAP2 -0.66 IQ motif containing GTPase activating protein 2 (IQGAP2), mRNA. 

CFHL2 -0.68 complement factor H-related 2 (CFHL2), mRNA. 

MGC10993 -0.69 Hypothetical protein MGC10993 

KNG1 -0.69 kininogen 1 (KNG1), mRNA. 

MTSS1 -0.70 metastasis suppressor 1 (MTSS1), mRNA. 
 

 

 



Supplementary File 3. 

Out of 21,329 genes in the arrays, 132 genes correlated positively and 203 genes correlated negatively with 

KRT19 expression, using a total of 139 HCC samples. Gene Set Enrichment Analysis, a computational web 

based analysis method, was used to statistically analyse the overlap with previous published gene expression 

signatures (see tables below) 
1,2

.  Additionally, STRING analysis was performed to predict protein interactions, 

either direct (physical) or indirect (functional) associations (see pictures below) 
3
. 

Table. Gene Set Enrichment Analysis of genes positively correlated with KRT19 (n=132) 

Gene Set Name [# Genes (K)] Description 

# Genes 
in 

Overlap 
(k) 

k/K p value  Source 

ONDER_CDH1_TARGETS_2_DN 

Genes down-regulated in HMLE 
cells (immortalized nontransformed 
mammary epithelium) after E-
cadhedrin (CDH1) [Gene ID=999] 
knockdown by RNAi. 

25 0.0529 0,00E+00 
Pubmed 

18483246   

DELYS_THYROID_CANCER_UP 
Genes up-regulated in papillary 
thyroid carcinoma (PTC) compared 
to normal tissue. 

24 0.0600 0,00E+00 
Pubmed 

17621275   

WU_CELL_MIGRATION 
Genes associated with migration 
rate of 40 human bladder cancer 
cells. 

18 0.0968 0,00E+00 
Pubmed 

18724390  

LEE_LIVER_CANCER_SURVIVAL_DN 
Genes highly expressed in 
hepatocellular carcinoma with poor 
survival. 

18 0.1452 0,00E+00 
Pubmed 

15349906  

CHIANG_LIVER_CANCER_SUBCLASS_PROLIFERATION
_UP 

Top 200 marker genes up-regulated 
in the 'proliferation' subclass of 
hepatocellular carcinoma (HCC); 
characterized by increased 
proliferation, high levels of serum 
AFP [Gene ID=174], and 
chromosomal instability. 

14 0.1022 3.77E-15 
Pubmed 

18701503  

SMID_BREAST_CANCER_BASAL_UP 
Genes up-regulated in basal subtype 
of breast cancer samles. 

24 0.0355 9.66E-15 
Pubmed 

18451135   

CHARAFE_BREAST_CANCER_LUMINAL_VS_BASAL_DN 
Genes down-regulated in luminal-
like breast cancer cell lines 
compared to the basal-like ones. 

20 0.0439 4.39E-14 
Pubmed 

16288205  

JAEGER_METASTASIS_DN 

Genes down-regulated in 
metastases from malignant 
melanoma compared to the primary 
tumors. 

16 0.0606 1.41E-13 
Pubmed 

17289871  

GRUETZMANN_PANCREATIC_CANCER_UP 

Genes up-regulated in pancreatic 
ductal adenocarcinoma (PDAC) 
identified in a meta analysis across 
four independent studies. 

17 0.0491 6.93E-13 
Pubmed 

15897887   

WOO_LIVER_CANCER_RECURRENCE_UP 

Genes positively correlated with 
recurrence free survival in patients 
with hepatitis B-related (HBV) 
hepatocellular carcinoma (HCC). 

11 0.1048 2.93E-12 
Pubmed 

18381945  

HOSHIDA_LIVER_CANCER_SUBCLASS_S1 

Genes from 'subtype S1' signature of 
hepatocellular carcinoma (HCC): 
aberrant activation of the WNT 
signaling pathway. 

14 0.0591 7.4E-12 
Pubmed 

19723656  

MCBRYAN_PUBERTAL_BREAST_4_5WK_UP 
Genes up-regulated during pubertal 
mammary gland development 
between week 4 and 5. 

14 0.0502 6.55E-11 
Pubmed 

17486082  

COLDREN_GEFITINIB_RESISTANCE_DN 

Genes down-regulated in NSCLC 
(non-small cell lung carcinoma) cell 
lines resistant to gefitinib 
[PubChem=123631] compared to the 
sensitive ones. 

13 0.0570 6.77E-11 
Pubmed 

16877703  

http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?CMD=search&CrntRpt=DocSum&DB=pubmed&cmd=search&db=pubmed&term=18483246
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?CMD=search&CrntRpt=DocSum&DB=pubmed&cmd=search&db=pubmed&term=18483246
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?CMD=search&CrntRpt=DocSum&DB=pubmed&cmd=search&db=pubmed&term=17621275
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?CMD=search&CrntRpt=DocSum&DB=pubmed&cmd=search&db=pubmed&term=17621275
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?CMD=search&CrntRpt=DocSum&DB=pubmed&cmd=search&db=pubmed&term=18724390
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?CMD=search&CrntRpt=DocSum&DB=pubmed&cmd=search&db=pubmed&term=18724390
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?CMD=search&CrntRpt=DocSum&DB=pubmed&cmd=search&db=pubmed&term=15349906
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?CMD=search&CrntRpt=DocSum&DB=pubmed&cmd=search&db=pubmed&term=15349906
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?CMD=search&CrntRpt=DocSum&DB=pubmed&cmd=search&db=pubmed&term=18701503
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?CMD=search&CrntRpt=DocSum&DB=pubmed&cmd=search&db=pubmed&term=18701503
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?CMD=search&CrntRpt=DocSum&DB=pubmed&cmd=search&db=pubmed&term=18451135
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?CMD=search&CrntRpt=DocSum&DB=pubmed&cmd=search&db=pubmed&term=18451135
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?CMD=search&CrntRpt=DocSum&DB=pubmed&cmd=search&db=pubmed&term=16288205
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?CMD=search&CrntRpt=DocSum&DB=pubmed&cmd=search&db=pubmed&term=16288205
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?CMD=search&CrntRpt=DocSum&DB=pubmed&cmd=search&db=pubmed&term=17289871
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?CMD=search&CrntRpt=DocSum&DB=pubmed&cmd=search&db=pubmed&term=17289871
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?CMD=search&CrntRpt=DocSum&DB=pubmed&cmd=search&db=pubmed&term=15897887
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?CMD=search&CrntRpt=DocSum&DB=pubmed&cmd=search&db=pubmed&term=15897887
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?CMD=search&CrntRpt=DocSum&DB=pubmed&cmd=search&db=pubmed&term=18381945
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?CMD=search&CrntRpt=DocSum&DB=pubmed&cmd=search&db=pubmed&term=18381945
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?CMD=search&CrntRpt=DocSum&DB=pubmed&cmd=search&db=pubmed&term=19723656
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?CMD=search&CrntRpt=DocSum&DB=pubmed&cmd=search&db=pubmed&term=19723656
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?CMD=search&CrntRpt=DocSum&DB=pubmed&cmd=search&db=pubmed&term=17486082
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?CMD=search&CrntRpt=DocSum&DB=pubmed&cmd=search&db=pubmed&term=17486082
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?CMD=search&CrntRpt=DocSum&DB=pubmed&cmd=search&db=pubmed&term=16877703
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?CMD=search&CrntRpt=DocSum&DB=pubmed&cmd=search&db=pubmed&term=16877703


NUYTTEN_NIPP1_TARGETS_DN 
Genes down-regulated in PC3 cells 
(prostate cancer) after knockdown of 

NIPP1 [Gene ID=5511] by RNAi. 

21 0.0270 9.56E-11 
Pubmed 

17724462  

LIU_PROSTATE_CANCER_DN 
Genes down-regulated in prostate 
cancer samples. 

17 0.0357 1.07E-10 
Pubmed 

16618720  

SMID_BREAST_CANCER_LUMINAL_B_DN 
Genes down-regulated in the luminal 
B subtype of breast cancer. 

18 0.0301 4.63E-10 
Pubmed 

18451135  

FARMER_BREAST_CANCER_BASAL_VS_LULMINAL 

Genes which best discriminated 
between two groups of breast cancer 
according to the status of ESR1 and 
AR [Gene ID=2099, 367]: basal 
(ESR1- AR-) and luminal (ESR1+ 
AR+). 

14 0.0418 7.21E-10 
Pubmed 

15897907  

CHARAFE_BREAST_CANCER_BASAL_VS_MESENCHYM
AL_UP 

Genes up-regulated in basal-like 
breast cancer cell lines as compared 
to the mesenchymal-like ones. 

9 0.0732 7.58E-9 
Pubmed 

16288205  

VANTVEER_BREAST_CANCER_ESR1_DN 

Down-regulated genes from the 
optimal set of 550 markers 
discriminating breast cancer 
samples by ESR1 [Gene ID=2099] 
expression: ER(+) vs ER(-) tumors. 

11 0.0493 9.77E-9 
Pubmed 

11823860   

CHARAFE_BREAST_CANCER_LUMINAL_VS_MESENCH
YMAL_UP 

Genes up-regulated in luminal-like 
breast cancer cell lines compared to 
the mesenchymal-like ones. 

14 0.0307 3.63E-8 
Pubmed 

16288205   

 

 

Table. Gene Set Enrichment Analysis of genes negatively correlated with KRT19 (n=203) 

Gene Set Name [# Genes (K)] Description 

# Genes 
in 

Overlap 
(k) 

k/K p value  Source 

FLECHNER_BIOPSY_KIDNEY_TRANSPLANT
_REJECTED_VS_OK_DN 

Genes differentially expressed in kidney 
biopsies from patients with acute transplant 
rejection compared to the biopsies from 
patients with well functioning kidneys more than 
1-year post transplant. 

40 0.0718 0,00E+00 
Pubmed 

15307835  

CAIRO_LIVER_DEVELOPMENT_DN 

Genes down-regulated at early fetal liver stage 
(embryonic days  E11.5 - E12.5) compared to 
the late fetal liver stage (embryonic days E14.5 
- E16.5). 

41 0.1806 0,00E+00 
Pubmed 

19061838  

LEE_LIVER_CANCER_DENA_DN 
Genes down-regulated in hepatocellular 
carcinoma (HCC) induced by diethylnitrosamine 
(DENA) [PubChem=5921]. 

15 0.2083 0,00E+00 
Pubmed 

15565109  

YAMASHITA_LIVER_CANCER_STEM_CELL_
DN 

Genes down-regulated in hepatocellular 
carcinoma (HCC) cells with hepatic stem cell 
properties. 

18 0.2400 0,00E+00 
Pubmed 

19150350  

SU_LIVER 
Genes up-regulated specifically in human liver 
tissue. 

14 0.2414 0,00E+00 
Pubmed 

11904358  

CHIANG_LIVER_CANCER_SUBCLASS_PROL
IFERATION_DN 

Top 200 marker genes down-regulated in the 
'proliferation' subclass of hepatocellular 
carcinoma (HCC); characterized by increased 
proliferation, high levels of serum AFP [Gene 
ID=174], and chromosomal instability. 

38 0.2452 0,00E+00 
Pubmed 

18701503  

HOSHIDA_LIVER_CANCER_SUBCLASS_S3 
Genes from 'subtype S3' signature of 
hepatocellular carcinoma (HCC): hepatocyte 
differentiation. 

66 0.2481 0,00E+00 
Pubmed 

19723656  

WOO_LIVER_CANCER_RECURRENCE_DN 
Genes negatively correlated with recurrence 
free survival in patients with hepatitis B-related 
(HBV) hepatocellular carcinoma (HCC). 

21 0.2625 0,00E+00 
Pubmed 

18381945   
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BOYAULT_LIVER_CANCER_SUBCLASS_G3_
DN 

Down-regulated genes in hepatocellular 
carcinoma (HCC) subclass G3, defined by 

unsupervised clustering. 

16 0.3019 0,00E+00 
Pubmed 

17187432  

HSIAO_LIVER_SPECIFIC_GENES Liver selective genes 77 0.3020 0,00E+00 
Pubmed 

11773596  

LEE_LIVER_CANCER_SURVIVAL_UP 
Genes highly expressed in hepatocellular 
carcinoma with good survival. 

59 0.4504 0,00E+00 
Pubmed 

15349906  
  

CAIRO_HEPATOBLASTOMA_DN 
Genes down-regulated in hepatoblastoma 
samples compared to normal liver tissue. 

23 0.0846 1.11E-16 
Pubmed 

19061838  

ACEVEDO_LIVER_CANCER_DN 
Genes down-regulated in hepatocellular 
carcinoma (HCC) compared to normal liver 
samples. 

28 0.0519 7.11E-15 
Pubmed 

18413731  

LEE_LIVER_CANCER_ACOX1_DN 
Genes down-regulated in hepatocellular 
carcinoma of ACOX1 [Gene ID=51] knockout 
mice. 

12 0.1875 1.5E-13 
Pubmed 

15565109  

CAIRO_HEPATOBLASTOMA_CLASSES_DN 
Genes down-regulated in robust Cluster 2 (rC2) 
of hepatoblastoma samples compared to those 
in the robust Cluster 1 (rC1). 

17 0.0798 2.33E-12 
Pubmed 

19061838  

LEE_LIVER_CANCER_MYC_TGFA_DN 
Genes down-regulated in hepatocellular 
carcinoma (HCC) tissue of MYC and TGFA 
[Gene ID=4609, 7039] double transgenic mice. 

11 0.1774 3.03E-12 
Pubmed 

15565109  

IIZUKA_LIVER_CANCER_PROGRESSION_G2
_G3_UP 

Genes up-regulated during transition from G2 
(moderately differentiated tumor, infected with 
HCV) to G3 (poorly differentiated tumor, 
infected with HCV) in the development of 
hepatocellular carcinoma. 

8 0.3810 3.33E-12 
Pubmed 

15710396   

MOOTHA_MITOCHONDRIA Mitochondrial genes 22 0.0484 2.8E-11 
Pubmed 

12808457  

LEE_LIVER_CANCER_E2F1_DN 
Genes down-regulated in hepatocellular 
carcinoma (HCC) induced by overexpression of 
E2F1 [Gene ID=1869]. 

10 0.1724 4.09E-11 
Pubmed 

15565109  

GRUETZMANN_PANCREATIC_CANCER_DN 
Genes down-regulated in pancreatic ductal 
adenocarcinoma (PDAC) identified in a meta 
analysis across four independent studies. 

15 0.0765 8.7E-11 
Pubmed 

15897887  
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Fig. STRING analysis of genes positively correlated with KRT19 (n=132) 

  

This is the evidence view. Different line colors represent the types of evidence for the association. 



Fig. STRING analysis of genes negatively correlated with KRT19 (n=203)

 

This is the evidence view. Different line colors represent the types of evidence for the association.  
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Supplementary File 4 

 

Primer sequence overview 

Primers were custom made with the software Perlprimer (http://perlprimer.sourceforge.net/) or obtained from the 

RT Primer Database (http://medgen.ugent.be/rtprimerdb/), and are listed below. For normalization the following 

reference genes were used: beta-2-microglobulin, glyceraldehyde 3-phosphate dehydrogenase, hypoxanthine 

phosphoribosyltransferase 1 and ribosomal protein L19. The nonparametric Mann-Whitney test was used for all 

statistical comparisons. A p-value of less than 0.05 was considered significant.  

Gene Symbol Name Forward Primer Position Length Tm Reverse Primer Position Length Tm Amplicon Size 

KRT19 keratin 19 CTTCCGAACCAAGTTTGAGAC 633 21 61.48 AGCGTACTGATTTCCTCCTC 815 20 61.36 182 

KRT7 keratin 7 GGACATCGAGATCGCCACCT 1281 20 60 ACCGCCACTGCTACTGCCA 1386 19 60 124 

PROM1 prominin 1 TGGATGCAGAACTTGACAACGT 1049 22 60 ATACCTGCTACGACAGTCGTGGT 1159 23 60 133 

GSTP1 glutathione S-transferase pi 1 TGTCGGGTGGGTAAGGAGATAG 583 22 60 TTGCCCTTAGGAGACTCCAAAC 788 22 60 225 

HNF4A hepatocyte nuclear factor 4, alpha GTACTCCTGCAGATTTAGCC 367 20 60.20 CTGTCCTCATAGCTTGACCT 528 20 61.01 161 

ABCC2 ATP-binding cassette, sub-family C (CFTR/MRP), member 2 TACCACCAAACTCTATCTTGCTAAGC 318 26 60 AGTACAAGGGCCAGCTCTATGG 377 22 60 81 

JAG1 jagged 1 (Alagille syndrome) AATGGGTGGAAAGGAAAGAC 2495 20 60.20 TGTTTCGGGCTATGTTACAG 2648 20 60.05 153 

JAG2 jagged 2 CTGGAGGGTGACTATTACTG 1949 20 58.88 AGTCGTCAATGTTCTCATGG 2207 20 60.05 258 

NOTCH1 Notch homolog 1, translocation-associated (Drosophila) GTGACTGCTCCCTCAACTTCAAT 4429 23 60 CTGTCACAGTGGCCGTCACT 4500 20 60 91 

NOTCH2 Notch homolog 2 (Drosophila) GTCTCAGTGGATATAAGTGTCTC 2465 23 59.78 ACCAGATTGTCACAAGTTCCT 2582 21 61.67 117 

NOTCH3 Notch homolog 3 (Drosophila) TCTTCCAGATTCTCATCCGA 5735 20 60.05 CATCCACAGCATTGACATCAG 5884 21 61.69 149 

S100A6 S100 calcium binding protein A6 CTGCAGGATGCTGAAATTGC 455 20 60 GGAAGTTCACCTCCTGGTCCTT 503 22 60 70 

CTBP2 C-terminal binding protein 2 CATCAGCGCCTTGGTCAGTA 1524 20 60 TGCCTGGCGGATATCTGTATG 1584 21 60 81 

FAM57A family with sequence similarity 57, member A ACTCTTCGAAACTTCCTAAGTC 365 22 59.78 CTTTAGCTGAATCAGAACCCT 550 21 59.77 185 

TACSTD2 tumor-associated calcium signal transducer 2 GTAGCCTCATTTACCATCGT 1794 20 59.55 TCCTCAAAGACATCCAAACTG 1895 21 60.26 101 

MTSS1 metastasis suppressor 1 TAGTGTTTAAGAAAGCAAGCAAGTC 4156 25 60 GAGGGTTCGGTCAGAAATGTG 4206 21 60 71 

ANXA3 annexin A3 GACATTAGTTCCGAAACATCTG 736 22 59.40 TTTCATCTCTTCTGCCATCTG 808 21 60.12 72 

VASP vasodilator-stimulated phosphoprotein GAGAAGAACAGCACAACCT 1272 19 59.83 GAAGCTCCTGTTTCACCC 1395 18 60.23 123 

RAB25 RAB25, member RAS oncogene family GACCAATCTACTCTCCCGA 300 19 60.06 CACGATAGTACGCCGAG 475 17 59.19 175 

RAB27B RAB27B, member RAS oncogene family GACCAATCTACTCTCCCGA 300 19 60.06 CACGATAGTACGCCGAG 475 17 59.19 175 

PDGFRA platelet-derived growth factor receptor, alpha polypeptide GGCATTCTTTGCAATACTGCTTAA 5518 24 60 CATCTGCCGATAGCACAGTGA 5586 21 60 89 

LAMB1 laminin, beta 1 TTCCAAGTTGCCAGCCC 2916 17 60.28 GCCAAGCACCTTTCACAG 3033 18 59.40 117 

LAMC2 laminin, gamma 2 GAAACACTAACATTCCTGCCTC 2526 22 59.75 TTCCGCTTCCGACTCCT 2726 17 60.37 200 

IQGAP1 IQ motif containing GTPase activating protein 1 GAAAGCCCAGGAAATCCAG 1867 19 60.67 TCCATACAAGCCAACATCAG 2065 20 60.05 198 

IQGAP2 IQ motif containing GTPase activating protein 2 AGTGGTTAAGAGCGATGGA 565 19 60.60 GATTTCCTCCTCTGTGAAGTC 758 21 60.12 193 

B2M beta-2-microglobulin ACAGCCCAAGATAGTTAAGTG 383 21 59.77 ATCTTCAAACCTCCATGATGC 443 21 60.74 60 

GAPDH glyceraldehyde-3-phosphate dehydrogenase CAAGATCATCAGCAATGCCT 533 20 60.78 CAGGGATGATGTTCTGGAGAG 726 21 61.99 193 

HPRT1 hypoxanthine phosphoribosyltransferase 1 ATAAGCCAGACTTTGTTGGA 605 20 59.23 CTCAACTTGAACTCTCATCTTAGG 760 24 60.76 155 

RPL19 ribosomal protein L19 ATGAGTATGCTCAGGCTTCAG 62 21 61.99 GATCAGCCCATCTTTGATGAG 211 21 60.88 149 

           

  
http://medgen.ugent.be/rtprimerdb  
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Method Side Population analysis 

Immediately after surgical removal of the tumour (resection samples), part of the tissue was fixed in 6% formalin 

and embedded in paraffin (FFPE), while the other part was freshly cut in small blocks of 1mm by 1mm to be 

frozen overnight in Recovery™ Cell Culture Freezing Medium (Invitrogen, Carlsbad, CA, USA) on -80°C and 

subsequently stored in liquid nitrogen. The histopathological diagnosis of HCC was done according to the World 

Health Organization criteria and were were further subdivided into keratin (K) 19 negative and K19 positive HCCs 

based on immunohistochemical stainings for K19 (1/25; Dako, Glostrup, Denmark) on the FFPE samples. Frozen 

samples were thawed at 37°C, washed with Hank’s balanced salt solution (Invitrogen, Carlsbad, CA, USA), and 

dissociated using Liberase Blendzyme 3 (Roche, Basel, Switzerland) at a concentration of 0.8 Wunsch unit/ml 

during 1,5 hours at 37°C. The samples were filtered using a 70 μm nylon mesh filter (BD Biosciences, Franklin 

Lakes NJ, USA) and a 15% Percoll/ Hanks’ Balanced Salt Solution (100g for 15min). The cells were finally 

resuspended in Hepatozyme-SFM, containing 1% Penicillin/Streptomycin (Invitrogen) and incubated with 5 μg/ml 

Hoechst33342 (Sigma-Aldrich, St Louis MO, USA) for exactly 90 min at 37°C under continuous agitation.  To 

assess active efflux and side population phenotype, cells were incubated with the transport blockers verapamil 

(100 μM; Sigma-Aldrich), 20 minutes prior to the Hoechst33342 incubation. Propidium iodide (2 µg/ml; Sigma-

Aldrich) was added to exclude dead cells. The cell suspensions were analysed using a FACSAriaII (BD 

Biosciences). The SP was visualized after UV excitation on the basis of blue emission through a 424/44 filter and 

of red emission through a 630/22 filter (Omega Optical, Brattleboro, VT). Within the living cell population 

(propidium iodide negative), the side and main population (MP) were sorted separately and collected in 

Hepatozyme-SFM. Part of the sorted cells was fixated in BD CytoRich™ System (BD Biosciences) and processed 

into cytospins. Immunohistochemistry was performed on the cytospins to assess K19 expression in the sorted 

samples. Statistical analysis to determine significant differences in the size of the Side Population fraction was 

performed using the non-parametric Man-Whitney U test, with Graphpad Prism 5.02 (GraphPad Software, Inc., La 

Jolla, CA, USA). All analysis was two-tailed. In all cases, p < 0.05 was considered significant. 

 



Supplementary File 5 

 
Additional pictures of immunohistochemical stainings performed for laminin, vasodilator-stimulated phosphoprotein 

(VASP), platelet-derived growth factor receptor alpha (PDGFRA) and tumor-associated calcium signal transducer 2 

(TACSTD2/TROP2) (Figure 1), and In Situ Hybridisation for hsa-miR-141 and hsa-miR-200c (Figure 2). 

 

 

Figure 1. Laminin, VASP, PDGFRa and TACSTD2 are strongly linked with K19 expression in human hepatocellular 

HCCs (first column). In the non-tumoural surrounding tissue, TACSTD2, VASP and laminin were found to be mainly 

expressed by the hepatic progenitor cells  and the smaller bile ducts (second column) whereas the larger bile ducts 

showed a variable, focal positivity for these proteins (third column). VASP can also be seen in intermediate 

hepatocytes with irregular form, possibly migrating into the parenchyma (second column, asterix). PDGFRa, in 

contrast, was expressed by all the biliary epithelial cells and the hepatic progenitor cells (arrows). Scale bars 50 µm. 

 



 

 

 
Figure 2. In Situ Hybridisation for hsa-miR-141 and hsa-miR-200c. MiR-141 and miR-200c are highly expressed by 
human K19-positive HCCs (blue purple colour) when compared to K19-negative HCCs (first and second column). 
MiR-200c is still weakly present in K19-negative HCCs while no miR-141 positivity can be noted (second column). In 
the non-tumoural surrounding tissue the expression of miR-141 and miR-200c is strongly linked with epithelial cells 
expressing K19: the hepatic progenitor cells and the cholangiocytes (third column).  Scale bars 50 µm.    


