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ABSTRACT
Objective TgF-β2 (TgF-β, transforming growth 
factor beta), the less- investigated sibling of TgF-β1, 
is deregulated in rodent and human liver diseases. 
Former data from bile duct ligated and MDr2 knockout 
(KO) mouse models for human cholestatic liver disease 
suggested an involvement of TgF-β2 in biliary- derived 
liver diseases.
Design as we also found upregulated TGFB2 in liver 
tissue of patients with primary sclerosing cholangitis 
(Psc) and primary biliary cholangitis (PBc), we now 
fathomed the positive prospects of targeting TgF-β2 
in early stage biliary liver disease using the MDr2- KO 
mice. specifically, the influence of TgfB2 silencing on 
the fibrotic and inflammatory niche was analysed on 
molecular, cellular and tissue levels.
Results TgfB2- induced expression of fibrotic genes in 
cholangiocytes and hepatic stellate cellswas detected. 
TgfB2 expression in MDr2- KO mice was blunted using 
TgfB2- directed antisense oligonucleotides (aOn). 
Upon aOn treatment, reduced collagen deposition, 
hydroxyproline content and αsMa expression as well 
as induced PparG expression reflected a significant 
reduction of fibrogenesis without adverse effects 
on healthy livers. expression analyses of fibrotic and 
inflammatory genes revealed aOn- specific regulatory 
effects on Ccl3, Ccl4, Ccl5, Mki67 and Notch3 
expression. Further, aOn treatment of MDr2- KO mice 
increased tissue infiltration by F4/80- positive cells 
including eosinophils, whereas the number of cD45- 
positive inflammatory cells decreased. in line, TGFB2 
and cD45 expression correlated positively in Psc/PBc 
patients and localised in similar areas of the diseased 
liver tissue.
Conclusions Taken together, our data suggest a new 
mechanistic explanation for amelioration of fibrogenesis 
by TgF-β2 silencing and provide a direct rationale for 
TgF-β2- directed drug development.

InTRODuCTIOn
Primary sclerosing cholangitis (PSC) and primary 
biliary cholangitis (PBC) are rare chronic auto-
immune liver diseases, which are initiated by 

inflammatory attacks towards the biliary system.1 
Parenchymal damage, unresolved inflamma-
tion, compensatory hepatocyte proliferation and 
matrix deposition by hepatic stellate cells (HSCs) 
and portal myofibroblasts lead to fibrosis and 
subsequent cirrhosis.2 Of note, 15%–25% of PBC 

Significance of this study

What is already known on this subject?
 ► Chronic liver diseases (CLDs) are a major 
global health issue developing from fibrosis, 
via cirrhosis to hepatocellular carcinoma, the 
second deadliest cancer worldwide.

 ► Fibrotic rearrangements are reversible and thus 
offer a well- druggable disease stage.

 ► We recently described isoform TGF-β2 (TGF-β, 
transforming growth factor beta) to be 
deregulated in human and rodent CLDs with a 
probably special impact in biliary- derived CLDs.

What are the new findings?
 ► We here describe for the first time the 
antifibrotic and immune- regulative prospects of 
TgfB2 silencing in multidrug resistance gene 2 
knockout (MDR2- KO) mice.

 ► TgfB2- specific antisense oligonucleotides 
(AONs) target liver sinusoidal endothelial 
cells as well as activated fibroblasts and 
macrophages.

 ► TgfB2 silencing by AONs specifically reduces 
collagen deposition and αSMA (SMA, 
smooth muscle actin) expression, but induces 
antifibrotic PparG (PPAR, peroxisome 
proliferator- activated receptor) expression.

 ► TgfB2- specific AONs reduce CD45- positive 
immune cell infiltration in MDR2- KO mouse 
livers.

 ► In patients suffering from primary sclerosing 
cholangitis (PSC) and primary biliary cholangitis 
(PBC), rare non- curable CLDs, TGF-β2 levels 
are elevated and correlate with CD45- positive 
immune cell infiltration.
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Box 2 Significance of this study

How might it impact on clinical practice in the foreseeable 
future?

 ► Our data directly suggest the use of TGF-β2 silencing in PSC 
and PBC patients to ameliorate or reverse fibrogenesis.

 ► Given the general safety of TGFB2/TgfB2- specific AONs for 
patients (currently phase 1 clinical trial for glaucoma), a 
clinical trial for fibrotic PSC and PBC patients seems feasible 
in the near future based on our data.

patients progress to liver failure,3 4 while PSC patients exhibit 
a 10%–15% lifetime risk to develop cholangiocarcinoma 
(CCA).5 6 Besides liver transplantation, curative treatment is not 
possible so far for both diseases. Hence, lifelong treatment with 
ursodeoxycholic acid (UDCA) is the gold standard to achieve 
normalisation of liver serum parameters such as alkaline phos-
phatase and gamma glutamyltransferase and to minimise disease 
symptoms such as pruritus and hyperbilirubinaemia.7 Although 
potential to slow down progression to cirrhosis is discussed, 
fibrotic rearrangements are not improved from such treatment. 
Together, this highlights the need for the development of new 
treatment options in the management of PSC and PBC.

In mammals, three different isoforms of TGF-β are described 
(TGF-β1, TGF-β2 and TGF-β3; transforming growth factor beta) 
to regulate apoptosis, proliferation, differentiation, migration and 
invasion processes utilising overlapping but not redundant mech-
anisms. All three isoforms are expressed in the liver, but their 
expression is differentially distributed among liver cell types.8 
TGF-β1 has been extensively studied in healthy and chronically 
injured liver and is proposed as treatment target in multiple clinical 
studies.9

TGF-β2 expression in different liver cell types was described 
nearly 30 years ago,10 11 and was also associated with develop-
mental defects and fibrotic diseases in mice.12–14 In human chronic 
liver diseases (CLDs), few details are known about its functions. 
TGF-β2 was shown to correlate with bad prognosis in intrahepatic 
CCAs and hepatocellular carcinoma.15–18 Mechanistically, canon-
ical Smad signalling as well as crosstalk with Yap, Hippo, Wnt and 
β-catenin signalling have been demonstrated in the liver and other 
organs.19–24 Recently, we have shown that TGF-β2 expression is 
significantly dysregulated during progression of CLDs.25 While 
expression dynamics were mostly similar, a special impact of 
TGF-β2 in biliary- derived CLDs was obvious. Here, the regulation 
of TGF-β1 and TGF-β2 differed pronouncedly, suggesting TGF-β2 
as a promising target to specifically tackle biliary CLDs, such as 
PSC or PBC. The multidrug resistance gene 2 knockout (MDR2- 
KO) mouse model reliably mimicks features of human cholestatic 
liver disease. Knockout of the multidrug resistance gene 2 (Mdr2) 
in mice leads to the absence of biliary phospholipids and the accu-
mulation of toxic bile acids resulting in cholestatic liver injury. This 
injury is accompanied by chronic portal inflammation as well as 
intrahepatic and extrahepatic fibrosis of bile ducts, finally leading 
to biliary cirrhosis and cancer.26

Despite many unsolved questions, such as specificity and transla-
tion into the clinics, interest in antisense oligonucleotides (AONs) 
as small compounds with therapeutic potential is still eminent. 
Major advantages are their easy design, low production costs and 
the possibility to target nearly any cellular process or ‘gene’ wanted.

In this report, we assessed TGFB2 expression in PSC and PBC 
patients and determined the potential of TgfB2 silencing to atten-
uate or inhibit fibrogenesis in cholestatic MDR2- KO mice using 

specific AONs. Taken together, our data indicate that silencing 
TgfB2 in non- parenchymal cells (NPC) attenuates fibrogenic and 
inflammatory responses in MDR2- KO mouse livers and thus 
provides therapeutic potential against inflamed cholestatic liver 
fibrosis with increased TGF-β2 levels.

MATeRIAlS AnD MeTHODS
Human patient samples
The investigation was conducted in accordance with ethical 
standards, with the Declaration of Helsinki and according to 
national and international guidelines.

AOn treatment of MDR2-KO mice (cholestatic fibrosis model)
MDR2- KO mice were kindly provided by F. Lammert 
(Homburg),27 and were maintained in a specific pathogen- free 
environment. The experiments were performed with gender- 
matched mice at the age of 14 weeks. Of note, 50% male and 
50% female mice were used for each experimental setup. Geno-
typing was done as described elsewhere.28 In the first week, all 
animals received either 15 mg/kg29 body weight scramble control 
oligo C3_0047 (Co) or ISTH0047 (AON) each day for 5 days 
(oligo push). The subsequent treatment was applied once per 
week for 3 further weeks. Six groups of animals were defined: 
(1) Balb/c untreated for 4 weeks (n=6), (2) Balb/c control oligo 
(n=10, received 15 mg/kg body weight of Co); (3) Balb/c AON 
(n=10, received 15 mg/kg body weight of AON); (4) MDR2- KO 
untreated (n=10, untreated for 4 weeks); (5) MDR2- KO 
control oligo (n=10, received 15 mg/kg body weight of Co) and 
(6) MDR2- KO AON (n=9, received 15 mg/kg body weight of 
AON). Mice were sacrificed 72 hours after the last treatment 
and specimens sampled for further analysis.

Statistical analysis
Error bars indicate SD in cell culture experiments. For evalua-
tion of mouse and patient data, error bars indicate SEM. Two- 
tailed Student- t tests or one- way analysis of variance were used 
to calculate the p- values. Differences were considered to be 
significant if the calculated p- value was *p≤0.05, **p≤0.01, 
***p≤0.001, ****p≤0.0001; p- values were not significant if 
not indicated or assigned ns. Significance of differences between 
Balb/c and MDR2- KO was only calculated for untreated animals. 
Additionally, Pearson correlation or Fisher’s exact test for clini-
copathological data were performed.

Additional methodology is provided as online supplemental 
information.

ReSulTS
TGFB2 is upregulated in the liver of PSC and PBC patients
TgfB2 is predominantly upregulated in biliary- derived CLDs in 
mice,25 but less in other etiologies (online supplementary figure 
1). We investigated TGFB2 mRNA expression in human liver 
tissue samples of PSC and PBC patients, and liver diseases of other 
etiologies. While TGFB2 was not deregulated in four out of five 
non- alcoholic fatty liver disease (NAFLD) patient cohorts (online 
supplementary figure 2), we confirmed upregulation of TGFB2 
in biliary- derived liver damage in three PSC and PBC patient 
cohorts (figure 1A, p=0.0013; figure 1B, p=0.007; figure 1C, 
pPSC=0.0065 and pPBC=0.0084) and one cohort with intrahepatic 
cholestasis and biliary atresia patients (figure 1D, p=1,79e-07) 
compared with normal liver controls; online supplementary figure 
3 shows a separate graphical presentation of PSC and PBC patients 
from the Regensburg cohort and GSE61260. Thus, our data point 
towards significant TGFB2 upregulation, especially in PSC.
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Figure 1 Patient resolved expression of TGFB2 in tissue of cholestatic liver disease patients compared with healthy individuals. Expression changes 
of TGFB2 in liver tissue of individual patients represented as single dots in (A) the PSC/PBC cohort from Regensburg, (B) the collective GSE61260, 
(C) the PBC and PSC cohort from Poland, (D) the cohort GSE46960 and (E) in low- risk and high- risk patients described in GSE79850 as determined 
in comparison to non- diseased control livers. In (E), low- risk patients responded fully to UDCA treatment. High risk was assigned to the need of liver 
transplantation in the course of disease. Grey dots: PBC; black dots: PSC; **p≤0.01; ***p≤0.001; ****p≤0.0001; NL, normal liver; PBC, primary 
biliary cholangitis; PSC, primary sclerosing cholangitis; TGFB, transforming growth factor beta; UDCA, ursodeoxycholic acid.

Interestingly, TGFB2 expression displayed a significant correla-
tion with the inflammatory grade in the patient cohort from 
Regensburg (online supplementary table 1, p=0.045). From the 
GSE61260 cohort, no such clinical data were available to confirm 
this correlation. TGFB2 was also remarkably upregulated in a 
cohort of nine ‘high risk’ PBC patients who eventually needed 
liver transplantation as compared with seven ‘low risk’ patients, 
who responded to UDCA treatment (GSE79850) (figure 1E, phigh 

vs co=0.0046, phigh vs low=0.0026, online supplementary tables 2 and 
3). These data suggest a predictive ability of TGFB2 expression 
regarding patients’ treatment response. In GSE79850, high TGFB2 
was also significantly associated with higher Scheuer grades (III and 
IV; p=0.0047), which might explain the worse treatment response 
of these patients compared with the patients of milder disease 
stages (online supplementary table 4). High TGFB2 expression was 

also associated with the diagnosis of ductopenia (p=0.0256), but 
not with the inflammation grade in this cohort.

As TGFB2 was also upregulated in liver tissue of alcoholic 
hepatitis patients (online supplementary figure 2), we conclude 
that TGFB2 plays a predominant, but not exclusive role in biliary 
liver disease, and may also contribute to other liver diseases, for 
example, in an inflammatory context.

TgfB2/TGFB2 is localied in areas of ductular reaction and 
fibrotic rearrangement
In situ hybridisation of TgfB2/TGFB2 revealed localisation near 
portal tracts and in areas of fibrogenic rearrangements in PSC 
and PBC patients, as well as in MDR2- KO mice (figure 2A,B). 
This is in line with former work describing TgfB2/TGFB2 
expression in cirrhosis of undefined origin predominantly in 
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Figure 2 Localisation of TgfB2/TGFB2 in human and murine liver tissue and TGF-β2 treatment of primary mouse HSCs as well as mouse and human 
cholangiocyte cell lines. In situ hybridisation was performed to assess TGFB2/TgfB2 localisation in (A) healthy liver tissue and PSC/PBC patients as 
well as (B) wild- type and MDR2- KO mice. In PSC and PBC patients as well as MDR2- KO mice, TGFB2 was localised in portal tracts (green arrow heads) 
and fibrotic rearranged tissue areas. Additional staining was detected in sinusoids (red arrow heads) of the patients’ tissue. Lower panels represent 
enlarged images of boxed areas in the upper panel. Scale bars indicate 200 µm. Expression of fibrotic marker genes was induced in (C) murine 603B, 
(D) human MMNK1 cells and (E) primary mouse hepatic stellate cells on treatment with TGF-β2. Fold expression is given as referred to the correlating 
untreated control of each time point. Error bars indicate SD. *p≤0.05;**p≤0.01. Acta2, actin alpha 2 or alpha smooth muscle actin; Col1a1, collagen 
type I alpha 1; HSC, hepatic stellate cells; MDR2- KO, multidrug resistance gene 2 knockout; NL, normal liver; PBC, primary biliary cirrhosis; PdgfrB, 
platelet- derived growth factor receptor beta; PSC, primary sclerosing cholangitis; TGFB, transforming growth factor beta; TIMP, tissue inhibitor of 
metalloproteinase.
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Figure 3 Study design and AON- mediated TgfB2 downregulation. 
(A) Schedule of animal treatment with control or TgfB2- specific AONs. 
TgfB2 expression was significantly downregulated in Balb/c and 
MDR2- KO animals treated with AONs as (B) analysed by qPCR and (C) 
visualised by in situ hybridisation. *p≤0.05, ***p≤0.001. Scale bars 
indicate 200 µm. AON, antisense oligonucleotides; MDR2- KO, multidrug 
resistance gene 2 knockout; TGFB, transforming growth factor beta.

biliary epithelial cells.10 In agreement, treatment of murine or 
human cholangiocyte cell lines 603B and MMNK1 with TGF-β2 
results in upregulation of fibrogenic marker genes. In 603B 
cells, Acta2 (alpha smooth muscle actin gene), Col1A1 (collagen 
type I alpha 1), fibronectin and PdgfrB (platelet- derived growth 
factor receptor beta) were induced as compared with untreated 
controls (figure 2C). In MMNK1 cells, TGFB1 was significantly 
induced after 6 hours treatment, while TIMP1 (tissue inhibitor of 
metalloproteinases) was induced after 1 hour, but reduced there-
after (figure 2D). In MMNK1 cells, some of the targets show a 
very fast response already after 5 min, suggesting an immediate 
early and direct response probably to a Smad- dependent signal. 
ACTA2, COL1A1 and PDGFRB are as well induced transiently, 
but not significantly.

As a secretory cytokine, TGF-β2 also acts on other liver cell 
types. Accordingly, we demonstrate induction of fibrogenic 
genes in HSCs (figure 2E). Together, these data demonstrate 
profibrogenic activity of TGF-β2 in the liver, including the 
biliary compartment.

TgfB2-specific AOns target liver tissue without adverse 
effects on liver parameters
Driven by these findings and the lack of sufficient treatment 
options for PSC and PBC patients, we aimed to analyse the effect 
of TgfB2 silencing on CLD parameters in MDR2- KO mice on 
treatment with TgfB2- specific AONs. These were engineered as 
17- mer full phosphorothioate LNA- modified antisense oligode-
oxynucleotides ‘4+4’ gapmers (primary sequence in online 
supplementary figure 4). As published by Huber- Ruano et al,30 
after subcutaneous (s.c.) injection, the AONs rapidly translocate 
from the blood circulation predominantly to livers (37.52% of 
total signal) and kidneys (38.06% of total signal) of wild- type 
mice where they are stably present for 2 weeks.

TgfB2-specific AOns downregulate TgfB2 expression in 
healthy and diseased liver
Based on drug delivery and safety testing data, we s.c. applied 
the AON or Co at a dose of 15 mg/kg body weight,29 30 to 14 
weeks old MDR2- KO mice according to the protocol depicted in 
figure 3A. In untreated MDR2- KO mice, TgfB2 expression was 
markedly elevated as compared with wild- type animals (~8.7 
fold). On AON treatment, significant downregulation of TgfB2 
expression was observed in Balb/c wild- type control animals (5.2 
fold) as well as in MDR2- KO animals (12.5- fold) (figure 3B) with 
no negative impact on liver parameters or body weight in both 
strains (online supplementary figure 5A, B). Remarkably, AON 
treatment reduced TgfB2 levels in MDR2- KO mice to normal as 
seen in healthy Balb/c. Upon AON treatment, reduced staining 
of TgfB2 in MDR2- KO mouse tissue compared with untreated 
controls was also visualised by in situ hybridisation (figure 3C).

TgfB2-directed AOns accumulate in nPC
We were interested to identify the target cell type(s) of the AONs 
in the liver. Immunohistochemical staining of Dig- labelled 
AONs revealed that they did not localise to hepatocytes or chol-
angiocytes after s.c. application, but rather accumulated in NPCs 
located in the space of Disse (online supplementary figure 6A). 
Using coimmunofluorescence analysis of labelled AONs and 
marker proteins of different liver cell types, the oligos colocal-
ised with αSMA (SMA, smooth muscle actin), CD31, elastin 
and S100A4 (FSP1) in MDR2- KO liver tissue, indicating uptake 
into activated HSCs, liver sinusoidal endothelial cells (LSECs), 
portal fibroblasts and to a lower extent into macrophages 

(online supplementary figure 6B, colocalisation indicated by 
white arrows). Interestingly, in wild- type mice, AONs colocal-
ised with CD31 positive LSECs only for so far unknown reasons. 
Confirming data from more than 20 years ago, showing TgfB2 
mainly in activated biliary epithelial cells, but also in Kupffer 
cells and other liver cell types in rat and human tissue,8 10 11 
we demonstrate by cell isolation TgfB2 expression in the non- 
parenchymal liver cell fractions HSCs, LSECs and Kupffer cells 
of Balb/c and MDR2- KO mice (online supplementary figure 6C). 
We conclude that AON- mediated TgfB2- downregulation in the 
liver occurs predominantly in NPCs and not in cholangiocytes.

TgfB2-specific AOns decrease ductular reaction and biliary 
damage markers
MDR2- KO mice exhibit periductular onion- skin fibrosis 
and pronounced ductular reactions (DR).31 AON treatment 
improved biliary damage and reduced DR as demonstrated by 
significantly downregulated Muc1 (Mucin 1) mRNA expression 
levels and reduced CK19 (cytokeratin 19), Sox9 (SRY- box 9), 
panCK and Epcam (epithelial cell adhesion molecule) staining of 
the liver tissue (figure 4A–E).
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Figure 4 TgfB2- silencing by AONs reduced biliary damage and ductular reactions (DR). Immunohistochemical staining of (A) CK19, (B) Sox9, (C) 
and panCK, as well as (D) immunofluorescence- based detection of Epcam as a markers of DR and (E) qPCR of Muc1 as a marker of biliary damage 
revealed significant downregulation in AON- treated MDR2- KO mice. *p≤0.05, **p≤0.01, ***p≤0.001, ****p≤0.0001; scale bars indicate 50 µm for 
CK19, and 100 µm for Sox9, panCK and Epcam. AON, antisense oligonucleotides; MDR2- KO, multidrug resistance gene 2 knockout; Muc, Mucin; TGFB, 
transforming growth factor beta.
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TgfB2-specific AOns decreased hydroxyproline content, 
collagen deposition and αSMA expression in MDR2-KO mouse 
livers
In line with data demonstrating that DR correlates with fibrosis 
in experimental models of liver disease,32 we next analysed the 
consequences of TGF-β2 downregulation on liver fibrogenesis. 
In MDR2- KO mice, hydroxyproline content, collagen deposi-
tion and αSMA expression were elevated compared with Balb/c 
controls. AON treatment significantly decreased hydroxypro-
line content and Sirius Red stained areas of liver tissue (~56%) 
compared with untreated MDR2- KO mice (figure 5A,B). Further, 
periductular αSMA staining was significantly reduced (~35%) 
on AON- treatment in MDR2- KO mice, which was confirmed by 
immunoblot (figure 5C,D). Hydroxyproline did not change in 
wild- type Balb/c mice on AON treatment and rather no collagen 
deposition or αSMA was present.

These data suggest for the first time an antifibrotic effect of 
TgfB2- directed AON treatment in liver.

TgfB2-directed AOns elevate PparG and chemokine 
expression in MDR2-KO mouse livers
We next examined fibrosis marker expression. In contrast to 
TgfB2, TgfB1 was not induced in MDR2- KO compared with wild- 
type mice,25 underlining the predominant role of TGF-β2 in this 
model. AON treatment did not change TgfB1 and Ctgf (connec-
tive tissue growth factor) expression (figure 6A). In MDR2- KO 
animals, Timp1 expression was increased as published before,33 
but AON treatment showed no reducing effect (figure 6A). 
Expression of PparG (inversely associated with fibrosis and 
inflammation before34 35) was significantly induced by AON- 
treatment in MDR2- KO mice, supporting an antifibrotic effect 
of TgfB2 silencing (figure 6B). TGF-β2 treatment reduced PparG 
expression in mouse JS-1 cells and primary mouse HSCs (online 
supplementary figure 7, figure 6B) underlining the profibrotic 
capacity of TGF-β2.

Since we did not find significant AON effects on genes usually 
altered in fibrosis despite improvement of collagen deposition 
and αSMA expression, we attempted to get a broader insight 
on AON- dependent gene expression changes and performed 
a fluidigm- based real- time PCR analysis of selected fibrosis 
and inflammation associated genes (see online supplemen-
tary table 6). AON- treatment of MDR2- KO mice upregulated 
Mki67, Notch3, Ccl3 (C- C motif chemokine ligand), Ccl4 and 
Ccl5 in liver tissue compared with untreated and oligo- treated 
MDR2- KO mice (figure 6. online supplementary table 5). 
Except for Notch3, the AON effect was also present in Balb/c 
mice, suggesting a context- independent influence of the AON 
on TGF-β2 target genes.

These data argue for increased (compensatory) proliferation 
and modulated immune response in AON- treated mice; an AON- 
dependent increase in number of Ki67- positive nuclei as shown 
by immunohistochemistry, especially in hepatocytes, as well as 
PCNA induction as demonstrated by immunoblot confirmed this 
outcome (figure 6D,E).

We also report an off- target C3-0047 control oligonucleotide 
effect.36 In MDR2- KO mice, but not Balb/c mice, the control 
oligo caused downregulation of the chemokine receptors Ccr2 
(C- C motif chemokine receptor), Ccr3, Ccr5 and Cxcr1 (C- X- C 
motif chemokine receptor) similar to the specific oligo. Both 
also affected the expression of Ifna1 (interferon alpha), Ifnb1, 
Ch25h, Rps18, Notch1, Il10rb and Mrc1. In this respect, we 
also mention the control oligo- dependent decrease of Sirius red 
staining in MDR2- KO mice (figure 5B).

TgfB2-specific AOns modulates the inflammatory niche of 
MDR2-KO mouse livers
Inflammation contributes to the development of chronic 
cholestatic liver disease.26 Accordingly, F4/80 positive cell 
numbers were increased in MDR2- KO mice (figure 7A, online 
supplementary figure 8A). Interestingly, TgfB2- directed AON- 
treatment further increased the F4/80- positive cell population 
in the tissue within the myeloid compartment (CD3/CD19/
NKp46/DX5negCD11b+). No significant changes in expres-
sion of Il1B (interleukin1 beta), TnfA (tumour necrosis factor 
alpha) and Il6 (M1 phenotype) or Il13, Il4 and Arg1 (arginase 1) 
(M2 phenotype) occurred in MDR2- KO mice after AON treat-
ment (figure 7B,C). FACS analysis revealed an AON- dependent 
enrichment of infiltrating eosinophils (online supplementary 
figure 8B left column) rather than macrophages in five out of 
six mice. Eosinophils express F4/80,37 (online supplementary 
figure 8B middle column), which may explain our findings. The 
remaining myeloid cells in AON- treated mice mainly comprised 
Ly6G lymphocyte antigen 6 complex locus G6D)+neutrophils 
and Ly6C+monocytes, whose numbers did not significantly 
increase on treatment (online supplementary figure 8B right 
column).

We also analysed the inflammatory status of the mice by 
staining the panleukocyte marker CD45 (figure 7D) and found 
a significant decrease of infiltrating inflammatory cells in AON- 
treated MDR2- KO mice. Further analysis of lymphoid cell infil-
trates (online supplementary figure 8C) revealed a significant 
AON- dependent increase in numbers of cytotoxic CD8+ T cells 
(online supplementary figure 8D). Numbers of other lymphoid 
immune cells did not change significantly, although in tendency, 
numbers of CD4+ T cells and Tregs were reduced by AON treat-
ment. These findings in total point towards ameliorated inflam-
mation in the livers of AON- treated MDR2- KO mice.

Which exact cell type can be accounted for the overall down-
regulation of the CD45+ compartment needs further investiga-
tion and is essential to allow detailed mechanistic and functional 
explanation of our finding.

CD45 and TGFB2 expression levels correlate in PSC and pBC 
patients
In PSC and PBC patients, CD45 mRNA is upregulated by trend 
in comparison to normal liver (figure 8A), while no significant 
elevation of PPARG expression was detected (figure 8B). Inter-
estingly, CD45 expression correlated with TGFB2 expression 
in PSC/PBC patients from the Regensburg cohort (figure 8C, 
p=0.0255). Immunohistochemical staining confirmed high 
TGF-β2 expression in liver tissue of patients with high CD45+ 
cell infiltration (figure 8D). In patients with low numbers of 
CD45+ cells, only little TGF-β2 was detected. Thus, patients’ 
data confirmed a possible mechanistic link between the number 
of CD45+ cells and TGFB2/TGF-β2 levels, as shown in mice.

DISCuSSIOn
The TGF-β superfamily has been shown to be a promising field to 
tackle human diseases from fibrosis to oncogenesis by experts of 
all areas including cardiology, nephrology and gastroenterology 
in research and clinics.38 Accordingly, members of the TGF-β 
superfamily are currently analysed in clinical and preclinical 
studies as therapeutic targets for several diseases using different 
approaches of interference.38 Although in some cases, pan- 
TGF-β reagents targeting all three isoforms are applied, meth-
odologies specifically directed towards TGF-β2 are rare. Rabbits 
receiving subconjunctival injections of a TGF-β2- neutralising 

 on M
ay 22, 2023 by guest. P

rotected by copyright.
http://gut.bm

j.com
/

G
ut: first published as 10.1136/gutjnl-2019-319091 on 28 January 2020. D

ow
nloaded from

 

https://dx.doi.org/10.1136/gutjnl-2019-319091
https://dx.doi.org/10.1136/gutjnl-2019-319091
https://dx.doi.org/10.1136/gutjnl-2019-319091
https://dx.doi.org/10.1136/gutjnl-2019-319091
https://dx.doi.org/10.1136/gutjnl-2019-319091
https://dx.doi.org/10.1136/gutjnl-2019-319091
https://dx.doi.org/10.1136/gutjnl-2019-319091
https://dx.doi.org/10.1136/gutjnl-2019-319091
https://dx.doi.org/10.1136/gutjnl-2019-319091
https://dx.doi.org/10.1136/gutjnl-2019-319091
https://dx.doi.org/10.1136/gutjnl-2019-319091
https://dx.doi.org/10.1136/gutjnl-2019-319091
https://dx.doi.org/10.1136/gutjnl-2019-319091
https://dx.doi.org/10.1136/gutjnl-2019-319091
http://gut.bmj.com/


1684 Dropmann a, et al. Gut 2020;69:1677–1690. doi:10.1136/gutjnl-2019-319091

Hepatology

Figure 5 Impact of AON- mediated TgfB2 silencing on collagen expression and deposition as well as αSMA expression in MDR2- KO mice. (A) 
Hydroxyproline (HYP) content in the liver of AON- treated MDR2- KO mice was significantly downregulated compared with untreated and control 
oligo- treated animals. (B) Sirius red staining (pSR) revealed significant downregulation (~56%) of collagen deposition in the tissue of AON- treated 
compared with untreated MDR2- KO mice. Scale bars indicate 500 µm. (C) Immunohistochemical staining demonstrated a decrease of αSMA 
expression in AON- treated animals of 35% compared with untreated animals and 43% compared with animals treated with control oligos. Scale bars 
indicate 200 µm. (D) Reduction was verified by immunoblot analysis. *p≤0.05, **p≤0.01, ***p≤0.001. AON, antisense oligonucleotides; MDR2- KO, 
multidrug resistance gene 2 knockout; SMA, smooth muscle actin; TGFB, transforming growth factor beta.
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Figure 6 Regulation of fibrosis marker gene expression by TgfB2 silencing. (A) TgfB1, Ctgf and Timp1 mRNA expression was not considerably 
changed by TgfB2- directed AON treatment. (B) Expression of antifibrotic and anti- inflammatory PparG was markedly upregulated by AONs in 
MDR2- KO mice. According to a profibrotic role of TGF-β2, TGF-β2 treatment of primary mHSCs inhibited PparG expression. Error bars represent SD 
for the mHSC experiment. ***p≤0.001. (C) Fluidigm analysis of fibrotic and inflammation- related marker genes (see online supplementary table 
6) revealed specific AON- based effects of TgfB2 downregulation as well as placebo- associated effects of oligo treatment in MDR2- KO mice (also 
see online supplementary table 5) presented as 3D plot. Log2FC values are shown. Changes were considered significant, if Log2FC was >0.5 or 
<−0.5 and one- way analysis of variance plus Tukey analysis revealed p- values<0.05, here shown as *; ns=non- significant. (D) Ki67 expression was 
detected by immunohistochemistry in liver tissue of treated and untreated Balb/c and MDR2- KO mice. Quantification was performed for all cells as 
well as separated for hepatocytes (HC) and non- parenchymal cells (NPC). *p≤0.05, **p≤0.01. Scale bars indicate 200 µm. (E) Immunoblot analysis 
of PCNA expression. AON, antisense oligonucleotides; Ctgf, connective tissue growth factor; MDR2- KO, multidrug resistance gene 2 knockout; PCNA, 
proliferating cell nuclear antigen; Ppar, peroxisome proliferator- activated receptor; TGFB, transforming growth factor beta; Timp, tissue inhibitor of 
metalloproteinases.
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Figure 7 Infiltration of immune cells into the liver tissue of AON- treated MDR2- KO mice compared with controls. An anti- inflammatory role of 
TGF-β2 was suggested. (A) In AON- treated MDR2- KO mice, increased amounts of resident F4/80- positive macrophages were detected. These are 
probably not polarised to typical M1 or M2 phenotypes as levels of (B) TnfA, Il6 and Il1B and (C) Il13, Il4 and Arg1 were not changed by AON 
treatment. (D) Immunohistochemical staining of CD45 revealed significant downregulation in AON- treated MDR2- KO mice. *p≤0.05, **p≤0.01, 
***p≤0.001. Scale bars indicate (A) 50 µm or (D) 200 µm. AON, antisense oligonucleotides; Arg, arginase; Il, interleucin; MDR2- KO, multidrug 
resistance gene 2 knockout; TGFB, transforming growth factor beta; Tnfa, tumour necrosis factor- alpha.
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Figure 8 Analysis of inflammation marker expression with respect to TGFB2 expression in PSC and PBC patients (Regensburg cohort). Expression 
of (A) CD45 and (B) PPARG in liver tissue of PSC and PBC patients was determined. (C) CD45 expression levels correlated with TGFB2 expression 
levels of the same patients (left: Pearson Correlation pTGFB2/CD45=0.0255; rTGFB2/CD45=0.61). (D) Immunohistochemical staining of TGF-β2 and CD45 in 
liver tissue of PSC patients with low (patient 3) and high (patient 4) CD45 levels as well as healthy controls (patient 1, 2=NL). Scale bars indicate 200 
µm for NL, for PSC scale bars indicate 100 µm. NL, normal liver; PBC, primary biliary cirrhosis; PPAR, peroxisome proliferator- activated receptor; PSC, 
primary sclerosing cholangitis; TGFB, transforming growth factor beta.
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antibody (CAT-152) after glaucoma surgery display significantly 
improved outcome, and in accordance with our data in liver, 
present reduced subconjunctival collagen deposition.39 40

Based on results on TGFB2/TgfB2 deregulation in animal 
models of biliary- derived diseases and its profibrogenic effects 
in HSCs and cholangiocytes, we are interested in its potential 
role in PSC and PBC patients also presenting elevated TGF-β2 
levels. To get further insight, we targeted TGF-β2 in early stage 
biliary liver disease of MDR2 knockout mice in order to atten-
uate or reverse disease parameters related to fibrogenesis and 
inflammation.

Clinical trials as well as in vivo studies using AONs delineating 
the function of specific genes have already been reviewed back 
in the 90s of the last century.41 42 Despite remaining obstacles, 
these molecules have been developed into next generations 
including backbone modifications to optimise, for example, 
half- life, cellular uptake and binding affinities and have been 
proven to be valuable tools since then.43–45 Accordingly, AONs 
used in this study were designed to meet these state- of- the- art 
requirements and were subsequently approved to be well toler-
ated with respect to well- being and liver parameters in mice and 
to selectively downregulate TgfB2 in the livers. Our data argue 
for increased AON uptake into activated NPC such as fibroblasts 
and macrophages in damaged livers as compared with quiescent 
cell populations in healthy livers, where AONs predominantly 
target LSECs. To this state, we cannot explain the mechanistic 
background and the physiological meaning of this finding. 
Control oligo- associated deregulation of chemokine receptors 
and few other genes (placebo effect) in MDR2- KO but not in 
Balb/c mice could for example be due to different uptake modal-
ities in wild- type versus disease- activated liver cells.

Tumour growth reducing effects of TgfB2- targeting AONs 
were reported in malignant mesotheliomas,46 highlighting 
TGF-β2 as a druggable target. In animal models, fibrotic diseases 
have been successfully tackled using AONs against TGF-β signal-
ling components and other fibrogenic drivers in the past. For 
example, Timp2 downregulation by AONs ameliorated fibro-
genesis in rats and in line with our model reported here, signifi-
cantly reduced collagen deposition, while in contrast to us, HSC 
activation (αSMA expression) remained unchanged.47 Likewise, 
Uchio et al48 described mild preventive effects of TgfB1 and 
Ctgf- directed AON treatment in CCl4- induced liver fibrosis as 
measured by procollagen mRNA expression.

Smad7, endogenous inhibitor of TGF-β, was also successfully 
targeted by AONs in different diseases. Oral administration of 
Smad7- directed AONs ameliorated colitis in mice which pres-
ents with high TGF-β1 levels but defective signalling due to 
high SMAD7 levels.49 Further, higher remission rates and clin-
ical responses were shown in Crohn’s disease patients receiving 
Smad7- specific AONs.50

Our data demonstrate attenuation of fibrogenesis in 
MDR2- KO mice by silencing TgfB2 accompanied by significant 
downregulation of CD45- postive cell infiltration and upregula-
tion of at least one anti- inflammatory component (PparG). A link 
between TGF-β2 function and inflammation has been described 
before for different organs and pathologies. However, here it 
is discussed for the first time in the context of liver fibrosis. 
Maleszewska et al described that costimulation of human umbil-
ical vein endothelial cell cells with IL-1β and TGF-β2 resulted 
in EndMT (endothelial to mesenchymal transition) mediated by 
upregulation of inflammatory NFκB signalling.51 In liver, our 
data also suggest proinflammatory effects of TGF-β2; if silenced, 
reduction of inflammatory cells occurred which probably subse-
quently attenuated fibrosis. Opposing our data, TGF-β2 inhibits 

LPS- induced cytokine production of macrophages in intestinal 
tissue characterising the cytokine as an anti- inflammatory factor 
in this organ.52

Just recently, TgfB2 silencing in mice using the same AONs 
avoided lung metastasis induced by kidney, breast and lung tumor- 
derived cell lines.30 It is concluded that this in part would be due 
to induction of CD86 expression in tumour associated macro-
phages, influencing the immunological niche. Here, we also found 
a prominent modulatory effect of TgfB2 (silencing) on the complex 
fibrotic and immunological fate in MDR2- KO mouse livers.

It seems obvious, that TGF-β2 as other regulatory cytokines 
has multiple cell- type as well as context- dependent and inflam-
mation modulatory roles. Thus, it remains to be explored for 
any tissue, cell type and disease stage whether TGF-β2 has 
beneficial or adverse effects on disease development or progres-
sion. Our data indicate that downregulation of inflammatory 
cell infiltrations by TgfB2- targeting AONs in inflammation- 
associated biliary fibrosis is of advantage for the diseased animal. 
Further, TgfB2- silencing modulated F4/80- positive cell numbers. 
F4/80- positive macrophages can be activated to an M1 pheno-
type associated with an increased secretion of inflammatory 
cytokines such as Il1β, Tnfα and Il6,53 or can be polarised to 
an M2 status with, for example, Il13, Il4 or Arg1 expression 
taking part in Th2 responses such as inflammation dampening 
and tissue remodelling.53–55 We could not find any regulation of 
these markers from AON treatment, indicating that liver resi-
dent macrophages rather present with mixed and subsequently 
context- dependent specialised phenotypes instead of expressing 
exclusive M1 or M2 marker profiles.56–58 To get detailed insight, 
a thorough characterisation of the F4/80 positive population 
in MDR2- KO animals before and after AON treatment could 
be performed taking into account findings of Guicciardi et al 
published in May 2018.59 Interestingly, our analysis suggests 
that within the F4/80+ myeloid compartment rather eosinophils 
than liver resident macrophages are affected by AON treatment. 
Eosinophils express CCR3 and based on our data, we suggest 
that AON treatment may recruit eosinophils via CCR3 by 
inducing CCL5 expression in the liver tissue. Eosinophils may 
support liver regeneration,60 which is in accordance with our 
data showing PCNA and Ki67 upregulation and PparG down-
regulation on AON treatment.61 We conclude that improved, 
regenerative processes contribute to the beneficial AON effects 
in MDR2- KO mice.

When analysing the lymphoid compartment, we demonstrated 
increased numbers of CD8+ T cells as well as lower numbers of 
CD4+ T cells and Tregs by trend. The latter two together may 
account for overall significant reduction of CD45+ cell infiltra-
tion which is in line with less CD45- positive staining in healthy 
human liver tissue and patients with low TGF-β2 levels. According 
to current knowledge, TGF-β1 is involved in generation/matura-
tion of Tregs and Th17 cell populations. The decrease in Tregs on 
AON treatment would be in line with a potentially similar func-
tion of TGF-β2. How this integrates in detail in the disease- related 
inflammatory, NPC and parenchymal cell communication,62 
and accounts for the net effect on disease parameters warrants 
further investigations. The specific role of Tregs and Th17 cells 
is still controversially debated in the field of autoimmune hepa-
titis, including in PSC and PBC.63 We can speculate that in line 
with a recent study, Tregs, instead of being anti- inflammatory, may 
suppress NK cells (M1) Kupffer cells and CD8+ T cells, but not 
CD4+ cells in fibrotic mouse liver, there being also able to promote 
a proinflammatory microenvironment and enhance fibrogenesis.64 
Antifibrotic effects of TGF-β2- directed AONs could be explained 
by reduced Treg infiltration rates providing an anti- inflammatory 
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niche. However, final conclusions are difficult to draw at this point 
and further studies are warranted.

Of note, no gender differences for AON specificity and effec-
tiveness were detected in our mouse model with respect to TgfB2 
expression as well as CD45 and αSMA staining quantification 
(data not shown).

To our knowledge for the first time, we demonstrate bene-
ficial effects of TgfB2 silencing in the development of rodent 
liver fibrosis. Safe application, tolerability and antifibrotic and 
immune- modulatory effects of TgfB2- directed AONs in a biliary- 
derived fibrosis model, as well as the upregulated TGFB2 levels 
in PSC or PBC patients suggest testing AON efficacy in the treat-
ment of patients with biliary cholestatic fibrosis, especially if 
associated with increased CD45+ cell infiltration. As no healing 
treatment for these rare but detrimental diseases are available 
yet, clinical trials targeting TGF-β2 would possibly offer positive 
prospect for the patients.
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SUPPLEMENTAL MATERIALS AND METHODS 

Reagents 

All general chemicals were purchased from Carl Roth GmbH (Karlsruhe, Germany) or 

from Sigma-Aldrich Co. (USA), unless otherwise stated, and were of the highest quality.  

 

Cell culture 

The murine HSC cell line JS1,[1], freshly isolated primary hepatic stellate cells, (isolation 

method see below), the murine cholangiocyte cell line 603B and human MMNK-1 cells 

were cultured in Dulbecco’s modified Eagle’s medium (Lonza, Basel) with 10% fetal 

bovine serum, 1% penicillin (100 IU/ml)/streptomycin (100 μg/ml), and 2 mM glutamine. 

The cells were maintained in a 37°C humidified atmosphere containing 5% CO2. 

24 hours prior to treatment with 10 ng/ml TGF-β2 (PeproTech GmbH, Hamburg, 

Germany), medium was changed to ‘starvation medium’ with 0.5% FBS.  

 
 

Animal models 

Animals were housed under specific-pathogen–free conditions in the animal facility of the 

Medical Faculty Mannheim, Heidelberg University, received humane care and water and 

food ad libitum. All animal protocols were in full compliance with the guidelines for animal 

care and approved by the government’s Animal Care Committee (35-9185.81/G-138/13, 

Regierungspräsidium Karlsruhe).  

 
 
Mouse models of non-biliary liver diseases 
 

PHx and CCl4 treatment for acute liver damage was performed as described [2]. To induce 

liver fibrosis by chronic CCl4-treatment of C57BL6/N mice were exposed to 1.6g/kg CCl4 

dissolved in olive oil (twice/week) as described [3]. STAM mouse (background C57BL6/j) 

livers were purchased from Stelic Institute and Co., Inc. (Japan),[4]. 
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These models were used for data presented in supplementary figure 1. 
 

Human Patient samples 

As PSC and PBC are rare diseases, we were restricted to relatively small sample cohorts. 

Four distinct PSC/PBC patient cohorts were used for the analysis: 1. The Regensburg 

cohort including tissue and RNA of 10 PSC and 3 PBC patients and 5 control livers. Liver 

tissue specimens were collected from patients who underwent liver transplantation (n=7) 

or liver resection (hemihepatectomy, n=6). Normal (control) liver tissues were obtained 

from liver resections of hepatic metastases of extrahepatic tumors and with no 

microscopic changes of liver disease identified by a pathologist. Tissue samples and 

annotated data were obtained and experimental procedures were performed within the 

framework of the non-profit foundation Human Tissue and Cell Research (HTCR, 

Regensburg, Germany) 2. Expression and clinical data from 17 patients in part published 

as GSE79850. 3. PSC/PBC patient cohort with 25 patients´ and 38 control liver tissues 

published as GSE61260. 4. The Polish cohort includes cirrhotic liver samples of patients 

with PBC (n=10) and PSC (n=10) who underwent liver transplantation. Control liver 

tissues (n=5) were acquired from large margin liver resections of patients with colorectal 

metastases with no microscopic signs of liver disease as estimated by a pathologist, all 

collected in the Department of General, Transplant and Liver Surgery, Medical University 

of Warsaw, ,[5]. Additionally, a patient cohort GSE46960 comprising samples from biliary 

atresia patients (n = 64) was analyzed. Normal samples (n = 7) are liver biopsies from 

deceased-donor children. Additionally, 14 samples from patients with liver disease 

associated with intrahepatic cholestasis are included. 

 

Cohorts of non-biliary derived liver disease patients 

The following cohorts of patients with liver diseases of non-biliary associated etiologies 

were analyzed: E-GEOD-59045, E-GEOD-48452, E-GEOD-61256, E-MTAB-4856. In 

GSE31308 and E-GEDO-28619. 
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Plasma analysis for liver function parameters 
 
Whole blood was obtained by retrobulbar blood draw in mice and collected in Lithium-

Heparin microvettes. After centrifugation, plasma was transferred to an Eppendorf tube 

and either stored at −80°C or used for immediate analysis. Alanine aminotransferase 

(ALT), aspartate aminotransferase (AST), alkaline phosphatase (AP), glucose, 

cholesterol, triglycerides, proteins, bilirubin and glutamate dehydrogenase (GLDH) 

plasma contents were measured with the Cobas® 8000 analyzer (Roche, Mannheim, 

Germany). 

 

Determination of TgfB2-specific antisense oligonucleotide biodistribution 

(ISTH0047, AON) in livers of wild type and MDR2-KO mice 

TgfB2-specific antisense oligonucleotide (ISTH0047, AON hereafter) distribution, was 

determined in 16-week-old male and female Balb/c wildtype and MDR2-KO mice. Balb/c 

mice were injected subcutaneously (s.c.) with a single dose of 10 mg/kg body weight FAM-

labelled AON. Cell-type specific distribution of FAM-labelled AON in liver tissue of Balb/c 

mice was determined by confocal microscopy. Cell type-resolved AON biodistribution was 

further determined in Balb/c and MDR2-KO mice. Balb/c and MDR2-KO mice were 

injected s.c. with a single dose of 10 mg/kg body weight digoxigenin-labelled AON. All 

mice were sacrificed 72h after AON administration and livers samples were immediately 

snap-frozen in liquid nitrogen or paraffin-embedded according to standard operation 

procedures. Specimen sampling was performed for immunofluorescence analyses and 

immunohistochemistry. 

 
 
 
Simultaneous isolation of four liver cell types based on magnetic bead separation 

Primary liver cells were isolated from Balb/c wild-type and MDR2-KO mice by collagenase 

perfusion followed by liver tissue separation with the autoMACS® Pro Separator (Milteny) 

and cell-type-specific magnetic beads (Microbeads, Milteny). Mice were anesthetized with 
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an intraperitoneal injection of a Ketamine/ Xylazine hydrochloride mixture and livers 

perfused by a flow-through with EGTA solution and then Collagenase D solution. 

Removed livers were placed in the autoMACS® Pro Separator (Milteny) for tissue 

dissociation. Hepatocyte separation was done using low-speed centrifugation and 

purification by Percoll (VWR). The single-cell suspension was labeled with cell-type-

specific MicroBeads for ~15-30 min, transferred to a MACS Column and placed in the 

MACS Separator which induced a magnetic field and created a high gradient in the 

column. While positive-labeled cells were retained in the magnetic field, unlabeled cells 

passed through the column (negative fraction). These steps were repeated using the 

respective negative fraction sequentially for all different cell-types with specific magnetic 

beads from Milteny (for Kupfer cells CD11b, for LSEC CD146, for stellate cells CD271). 

Cell viability was determined by counting with Trypan blue and purity was assessed either 

by immunofluorescence or qPCR.  

 
RNA isolation and cDNA synthesis 
 
Total RNA was extracted according to the manufacturer’s instructions using InviTrap Spin 

Universal RNA Mini Kit, Berlin, Germany) or with Trizol reagent (LifeTechnologies) and 

were purified via chloroform extraction. The RNA concentration was determined with the 

Tecan infinite M200 microplate reader (Tecan, Switzerland) and subsequently reversely 

transcribed with RevertAid H Minus M-MuLV Reverse Transcriptase (200 u/μl) to 

synthesize cDNA from from 0.5 -1 μg total RNA according to the manufacturer's protocol. 

 
 
Quantitative real-time PCR 
 

Real-time polymerase chain reaction (qPCR) was carried out with Power SYBR Green 

(Life Technologies) using the Stratagene MX 3005 P system or Abiprism StepOne Plus 

system. The primers and probes are listed below. A dissociation curve was analyzed to 

guarantee primer specificity. Only primers with a unique dissociation peak were selected. 

To compensate for the variation between qPCR runs, the target gene expression was 

normalized to the expression of the endogenous, unregulated reference gene PPIA. The 

relative quantity of target genes was determined according to the ΔΔCt method,[6]. 
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The following probes and reagents for Taqman (Thermoscientific) RT-PCR analysis of 

TgfB2 expression in STAM mouse samples was used: Mm03024009_m1, (TgfB2), 

Mm02342429_g1 (Ppia) as housekeeping gene, TaqMan® Universal Master Mix II. 

 

qPCR primers used in combination with SybrGreen  

Gene name Forward Reverse species 

Ppia GAGCTGTTTGCAGACAAAGTC CCCTGGCACATGAATCCTGG mouse 

TgfB1 AGGGCTACCATGCCAACTTC CCACGTAGTAGACGATGGC mouse 

TgfB2 GCAGATCCTGAGCAAGCTG GTAGGGTCTGTAGAAAGTGG mouse 

Col1a1 ACGTGGAAACCCGAGGTATG TTGGGTCCCTCGACTCCTAC mouse 

Col3a1 ACGTAAGCACTGGTGGACAG GGAGGGCCATAGCTGAACTG mouse 
Acta2 TTCGCTGTCTACCTTCCAGC GAGGCGCTGATCCACAAAAC mouse 

PparG TCCAGCATTTCTGCTCCACA ACAGACTCGGCACTCAATGG mouse 

TnfA CCCTCACACTCACAAACCAC ATAGCAAATCGGCTGACGGT mouse 

Timp1 CGAGACCACCTTATACCAGCG ATGACTGGGGTGTAGGCGTA mouse 

Il6 TAGTCCTTCCTACCCCAATTTCC TTGGTCCTTAGCCACTCCTTC mouse 

Il1B CCCAACTGGTACATCAGCACCTC GACACGGATTCCATGGTGAAGTC mouse 

Ctgf AGATTGGAGTGTGCACTGCCAAAG TCCAGGCAAGTGCATTGGTATTTG mouse 

Muc1 CCAAGCGTAGCCCCTATGAG GTGGGGTGACTTGCTCCTAC mouse 

Fibronectin ATACCGTTGTCCCAGCTGTC AGCTCTGCAACGTCCTCTTC mouse 

PdgfBr GTTGTACCTTCCGCAGAGAATG GTCACCCAAGGTACGGTTGT mouse 

ErrG TCAAAGCCCTCACCACACTCT TCCTGCTCAACCCCTAGTAGATTC mouse 

    

rS18  AAACGGCTACCACATCCAAG CCTCCAATGGATCCTCGTTA human 

HPRT CCTGGCGTCGTGATTAGTGA CGAGCAAGACGTTCAGTCCT human 

TGFB1 TGGTGGAAACCCACAACGAA GAGCAACACGGGTTCAGGA human 

TGFB2 GCAGATCCTGAGCAAGCTG GTAGGGTCTGTAGAAAGTGG human 

CD45 GATGCCTACCTTAATGCCTCTG TCCACATTCCACATTCTCATTAAC human 

PPARG GTGGCCGCAGAAATGACC CCACGGAGCTGATCCCAA human 

FIBRONECTIN ACAAGCATGTCTCTCTGCCAA TCAGGAAACTCCCAGGGTGA human 

PDGFBR CCCTTATCATCCTCATCATGC CCTTCCATCGGATCTCGTAA human 

ACTA2 AAGAGCATCCGACACTGCTGAC AGCACAGCCTGAATAGCCACATAC human 

COL1A1 CGGACGACCTGGTGAGAGA CATTGTGTCCCCTAATGCCTT human 

TIMP1 GCACTCATTGCTTGTGGACG CGGGCAGGATTCAGGCTATC  

 

 

 
Genome-wide expression analyses and bioinformatics 
 
Affymetrix gene array analysis of acute liver damage (CCl4 and partial hepatectomy (pHx)) 

was performed using the Affymetrix GeneChip® Mouse Genome A430 2.0 (Santa Clara, 

CA, USA). Detailed analysis was described in,[2]. In addition, mRNA from NASH livers 

(STAM mice) was retrieved and Affymetrix gene expression analysis was done using 

Affymetrix GeneChip® Mouse Gene 2.0 ST Arrays (902118).  
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Immunohistochemistry and immunofluorescent staining 

 

Liver sections of 4 µm thickness fixed in 4% paraformaldehyde buffered with PBS were 

used for staining. Heat-induced antigen retrieval was either performed in EDTA or Tris-

NaCitrate-Dihydrate buffer and endogenous peroxidase activity was blocked using Dako 

blocking reagent. Primary antibody (αSMA ab5694, Abcam; Digoxigenin ab76907, 

Abcam; TGF-β2 ab36495, Abcam; CD45 ab10558, Abcam; CK19 #149657-AP, 

Proteintech ; Pan-cytokeratin (panCK) Z0622, Dako; and Sox9 AB5535, Merck Milipore) 

incubation was performed at 4°C overnight followed by streptavidin-conjugated 

horseradish peroxidase antibody incubation. Staining was visualized with 

diaminobenzidine (DAB) and counterstained with hematoxylin. Quantification 

(determination of the percentage of stained area) was performed from 5-9 medium-sized 

non-overlapping 10x magnified fields of each liver sample and expressed as mean 

percentage ± SEM of the total liver area using ImageJ software 1.48v. 

Biodistribution of the AON in the liver was analyzed performing immunofluorescent co-

localisation of digoxigenin- (in MDR2-KO) or FAM-labeled (in Balb/c) AONs and specific 

liver cell type markers, i.e. desmin (ab15200, Abcam), αSMA (ab5694, Abcam), S100A4 

(FSP1) (A5114, Dako), elastin (orb13391, Biorbyt) CD31 (ab28364, Abcam) CK19 

(Proteintech 149657-AP) and EpCam (Abcam ab71916)  of cryo sections. Nuclei were 

stained with TO-PRO®-3 (T3605, Thermo Fisher Scientific). Secondary antibodies for 

immunofluorescence analyses were Cy™3 AffiniPure F(ab')₂ fragment donkey anti-rabbit 

IgG (#711-166-152, Jackson Immuno Research Laboratories), Cy™3 AffiniPure F(ab')₂ 
fragment donkey anti-mouse IgG (#715-166-151, Jackson Immuno Research 

Laboratories), Alexa Fluor® 488 AffiniPure F(ab')₂ fragment donkey anti-rabbit IgG (#711-

546-152, Jackson Immuno Research Laboratories) and goat anti-rabbit IgG highly cross-

adsorbed secondary antibody, Alexa Fluor Plus 555 (Cat #: A32732, Invitrogen).  

pSR, αSMA, CD45, F4/80 and CK19 quantification was performed by determination of the 

percentage of stained area in 6 medium-sized non-overlapping 10x magnified fields of 

each liver sample and expressed as mean percentage ± SEM of the total liver area using 

ImageJ software 1.48v. In order to quantify Ki-67 positive hepatocytes (HC) and non-

parenchymal cells (NPCs), the number of positive nuclei was counted in 6 representative 

images per liver/mouse. Average number of positive cells per liver/mouse liver is 
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presented. Analysis was performed using 4-6 mice per group. To quantify positive PanCK, 

EpCam and Sox9 signals, 5 portal fields per mouse were randomly chosen. Then number 

of positive bile ducts (BD) were counted. Analysis was performed using 4-6 mice per 

group. 

 

 
Immunoblot 
 
Approximately 10-20 mg of liver tissue were transferred to 2 ml Precellys® tubes filled 

with 1.4 mm and 2.8 mm ceramic beads and ice-cold RIPA buffer (supplemented with PIC 

and PMSF). Samples were then homogenized using Precellys® Evolution device at 5000 

rpm for 40 s (one cycle). After 30 min incubation on ice lysates were centrifuged and 

supernatants used for BC Protein assay (Bio-Rad) protein measurement in a microplate 

reader (Tecan). 20 µg protein lysate were separated using the NuPAGE® Novex® 4-12% 

Bis-Tris Gel and system and immobilized on nitrocellulose membranes. Membranes were 

blocked with 5% non-fat dried milk and incubated with aSMA antibody (ab5694, Abcam), 

PCNA (ab#2586S, Cell signaling), GAPDH (ab9485, abcam) as a loading control 

overnight at 4ºC. HRP-conjugated secondary antibodies were anti-rabbit IgG-HRP 

secondary antibody (sc-2301, Santa Cruz Biotechnologgy). Protein detection was 

performed using Western Lightning® Plus-ECL Substrate. 

 
Picro-Sirius Red Staining for Collagen 
 
For the detection of collagen, paraffin-embedded liver sections were stained with Sirius 

red as described in,[7 8]. 

 
 

Hydroxyproline assay 

Liver collagen content was quantified colorimetrically as total hydroxyproline (HYP) as 

described elsewhere,[9 10].  
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In situ hybridization 

In situ hybridization of TgfB2-mRNA was performed as described,[11] using the following 

nucleotide sequence as probe:  

Mouse: 

forward: CAGTGAATTGATTTAGGTGACACTATAGAAGTGGCTTCACCACAAAGACAGGAACCTG;  

reverse: CAGTGAATTGTAATACGACTCACTATAGGGAGAAGGTGAGATGCAGACTAACGCCTTC. 

TgfB2 mouse NCBI Reference Sequence is NM_001329107.1 

Human: 

forward: TGCTCTGTGGGTACCTTGATGCCAT 

reverse: CGGTTGGTCTGTTGTGACTCAAGTC 

TGFB2 human NCBI Reference Sequence is NM_001135599.2 

 

 

High-throughput gene expression analysis  

High-throughput gene expression analysis was performed by real-time PCR on Fluidigm’s 

Biomark HD quantitative chip platform (Fluidigm) as described in Dropmann et al.,[12]. 

 

 

FACS analysis 

Livers of 6 control oligo and 6 AON treated MDR2-KO mice (treatment as described in 

Materials and Methods section AON treatment of MDR2-KO mice (cholestatic fibrosis 

model) were perfused with PBS, dissected and processed in digestion buffer using 

gentleMACS™ Dissociator (Miltenyi Biotec). Immune cells were enriched by 

centrifugation in 33% Percoll (GE Healthcare), counted and used for analysis by flow 

cytometry. Briefly, dead cells were labelled with Zombie Aqua™ fluorescent dye 

(Biolegend), followed by incubation with a supernatant of a CD16/32-producing hybridoma 

cells. Upon staining of surface markers, cells were fixed and permeabilized using 

eBioscience™ Foxp3 / Transcription Factor Staining Buffer Set (Thermo Fisher), and 
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intracellular staining was performed according to manufacturer’s instructions. Antibodies 

for surface and intracellular staining were purchased form BD and Biolegend.   
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SUPPLEMENTAL FIGURE LEGENDS 

Supplemental Figure 1: TfgB2 expression in non-biliary derived mouse liver 

damage. TgfB2 expression was not changed significantly (A) in C57BL6/j STAM mice, 

(B) after partial hepatectomy (PHx) or (C) upon acute or (D) chronic CCl4 treatment of 

C57BL/6N mice. h=hours, d= days, w = weeks, m=months 

 

Supplemental Figure 2: TGFB2 expression in patients with liver disease of different 

etiology. TGFB2 expression was not significantly altered in steatosis, NASH and NAFLD 

patient cohorts (A) E-GEOD-59045, (B) E-GEOD-48452, (C) E-GEOD-61256, (D) E-

MTAB-4856. (E) In GSE31803 advanced fibrosis samples, higher TGFB2 levels were 

detected as compared to mild fibrosis. (F) However, significant elevation of TGFB2 was 

detected in alcoholic hepatitis (AH) as compared to control tissue in the cohort E-GEOD-

28619. * p ≤ 0.05, ****p ≤ 0.0001.  

 

Supplemental Figure 3: Patient resolved expression of TGFB2 in tissue of PSC and 

PBC patients compared to healthy individuals separated by entity.  

Expression changes of TGFB2 in liver tissue of individual patients represented as single 

dots (A) in the PSC/PBC cohort from Regensburg (B) in the collective GSE61260. PSC 

and PBC patients are presented separately. 

 

Supplemental Figure 4: Design of TgfB2-directed AONs. (A) TgfB2/TGFB2 

complementary sequence of the TgfB2-directed AON ISTH0047 which was finally 

engineered as a 17-mer full phosphorothioate LNA-modified antisense 

oligodeoxynucleotide ‘4+4’ gapmer. A scramble control oligo C3_0047 (Co) was used to 

control for nonsequence-specific biological effects of oligonucleotides.  

 

Supplemental Figure 5: (A) Liver parameters of Balb/c and MDR2-KO mice after 

administration of control oligos (Co) as compared to TgfB2-specific AONs (AON) 

compared to untreated (ut) animals. 15mg AON/kg body weight were administered. ALT, 

AST and Alkaline phosphatase levels were higher in MDR2-KO mice than in Balb/c wild-

type animals. Treatment with specific or control AON did not alter liver parameters. (B) 
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The body weight of all animals was not altered by treatment with control or TgfB2-specific 

AONs. ** p ≤ 0.01, *** p ≤ 0.001, ****p ≤ 0.0001. 

 

Supplemental Figure 6: Localization of TgfB2-directed AONs by 

immunohistochemistry and co-immunofluorescence and TgfB2 expression in liver 

cell types. In wild-type and MDR2-KO mice, the TgfB2-specific AONs were enriched in 

sinusoidal areas of the liver tissue as confirmed by (A) immunohistochemical staining of 

Digoxigenin-labelled AONs (first panel). (B) Immunofluorescence revealed colocalization 

of the AONs (red) with non-parenchymal cell markers, i.e. αSMA, desmin, elastin, S100A4 

and CD31 (each green). No co-localization was detected with the cholangiocyte marker 

CK19. Hepatocyte nuclei are stained in blue by TO-PRO®-3. White scale bars indicate 

50µm, red scale bars indicate 25µm. The second and forth column represent 

magnifications of parts of the image in column 1 and 3, respectively, to highlight 

representative stainings. (C) TgfB2 was expressed in non-parenchymal liver cells, i.e. 

HSCs, LSECs, and KC as confirmed by qPCR following 4 cell type-specific cell isolation 

from Balb/c and MDR2-KO mouse livers. Relative expression was referred to the mean 

value of all cell types in Balb/c. Error bars indicate SD. 

 

Supplemental Figure 7: Regulation of PparG in JS-1 cells upon TGF-β2 treatment. 

According to a pro-fibrotic role of TGF-β2, TGF-β2 treatment of JS-1 cells inhibited PparG 

expression. Error bars indicate SD. 

 

Supplemental Figure 8: FACS analysis of the myeloid compartment revealed 

increased F4/80 expression and eosinophil frequencies in AON-treated MDR2-KO 

mice (A) Histograms depict F4/80 expression on gated myeloid cells 

(CD3/CD19/NKp46/DX5negCD11b+) in livers of 3 representative control oligo or AON 

treated MDR2-KO mice. Graphs show quantification of F4/80 expression and frequency 

of F4/80-expressing cells within gated myeloid compartment of 6 control oligo treated and 

5 AON treated MDR2-KO mice, **p<0.01, Mann-Whitney test. (B) Dot-

plots displaying gated myeloid cells in livers of representative control oligo or AON treated 

MDR2-KO mice, depicting Ly6G+SiglecF neg neutrophils (left) and SiglecF and F4/80 

expressing eosinophils (middle). The remaining cells comprise mainly Ly6C expressing 
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monocytes (right). (C) Gating strategy used for analysis of myeloid and lymphoid cells in 

liver. (D) Fold change of absolute cell numbers per mg of liver tissue of indicated immune 

cell subsets relative to the mean value of control-treated animals (left), and absolute CD8+ 

T cell numbers per mg of liver tissue, as well as their frequencies among total immune 

cells (right) are shown.  *p<0.05, Mann-Whitney test. 
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SUPPLEMENTAL TABLES 

Supplemental Table 1: Correlation between TGFB2 expression and clinicopathological 

characteristics of 15 PSC/PBC patients analyzed from the Regensburg collective. Expression levels 

of TGFB2 mRNA were compared to 5 normal human liver samples. By Fisher’s exact test a significant 

correlation with inflammation was observed (p ≤ 0.05). No other correlation with age, gender, grade of 

steatosis and fibrosis was observed. High TGFB2 was defined as a fold change of > 1.5, low was defined 

as less. 

Correlation of high vs low TGFB2 expression with clinical characteristics 

Clinicopathological parameters High TGFB2 (n=11,%) Low TGFB2 (n=4,%) p-value 

Age (years) 
  

1 

<50 4 (36.36) 1 (25) 
 

≥50 7 (63.64) 3 (75) 
 

Gender 
  

1 

Male 4 (36.36) 1 (25) 
 

Female 7 (63.64) 3 (75) 
 

Type of fatty degeneration 
  

1 

0 8 (72.73) 3 (75) 
 

3 1 (9.09) 0 (0) 
 

4 2 (18.18) 1 (25) 
 

Grade of steatosis 
  

1 

0 9 (81.82) 3 (75) 
 

4 2 (18.18) 1 (25) 
 

Fibrosis 
  

0.28 

0 6 (54.55) 1 (25) 
 

1 1 (9.09) 0 (0) 
 

3 1 (9.09) 1 (25) 
 

4 3 (27.27) 2 (50) 
 

Inflammation 
  

0.045 

0 2 (18.18) 3 (75) 
 

1 2 (18.18) 1 (25) 
 

4 7 (63.64) 0 (0) 
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Supplemental Table 2: TGFB2 expression changes in the PBC cohort GSE79850 comparing 

high and low risk patients to non-diseased control livers. 

Samples Etiology GEO2R Analysis adj. p-value 
Mean log2 

(Fold 
Change) 

9 High risk 
and 

7 Low risk 
patients 

8 control 
livers 

high risk (n=9, who went on to 
require liver transplantation) 
and low risk (n=7, who 
responded fully to UDCA) 
patient material was processed 
along with non-diseased control 
liver (n=8) 

High vs Control 0.004556 2,089 

Low vs Control 0.217 -0.55 

High vs low 0.0026 2.645 
Number and classification of patients, p-values and fold change of TGFB2 expression in the patient cohorts 

are listed. High TGFB2 is associated with bad prognosis (liver transplantation) instead of therapy response. 
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Supplemental Table 3: Clinicopathological characteristics of 17 PBC patients included in 

GSE79850.  

clinicopathologic characteristics (n= 17) 

Scheuer grade  

I+II 7 

III+IV 7 

Portal inflammation                

none 3 

mild 7 

moderate 7 

Interface hepatitis             

none 9 

mild 4 

moderate 4 

Ductopenia  

(+) 9 

(─) 8 
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Supplemental Table 4: Correlation between TGFB2 expression and clinicopathological 

characteristics of the 17 PBC patients analyzed and described in GSE79850. Expression levels of 

TGFB2 mRNA were compared between high risk patients, who underwent liver transplantation as in 

comparison to low risk patients displaying full response to UDCA treatment. By Fisher’s exact t-test, 

significant correlations were observed with Scheuer grade and Ductopenia (p ≤ 0.05). No correlation with 

portal inflammation and diagnosis of interphase hepatitis was observed. 

Correlation of high risk vs low risk classification with clinical characteristics 

 High risk (n= ) Low risk (n= ) p-value 

Scheuer grade   0,0047 
 

I+II 1 6  

III+IV 7 0  

    

Portal inflammation                0,1026 

mild 2 5  

moderate 6 1  

    

Interface hepatitis              0,5804 

none-mild 5 5  

moderate 3 1  

    

Ductopenia   0,0256 

(+) 7 1  

(─) 1 5  
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Supplemental Table 5: Inflammation- and fibrosis-associated marker genes regulated by AON-

treatment in MDR2-KO mice. Selection criteria were applied as follows: 1. Log2FC in AON-treated MDR2-

KO mice (AON) compared to untreated MDR2-KO mice (ut) was -0.5<Log2FC>0.5 and 2. p-values ≤ 0.05, 

i.e. * ≤0.05, ** ≤0.01, *** ≤0.001, ****<0.0001 comparing AON with ut. p-values comparing AON with control 

oligo treated MDR2-KO mice (Co) and comparing Co with ut are also given for these genes. Ct-values were 

normalized to beta actin and untreated animals of MDR2-KO, using the Ct-method ,[6]. Green: p-values 

≤ 0.05 for ut vs AON and ut vs Co, i.e. Placebo effect; Red: p ≤ 0.05 for ut vs AON and Co vs AON, i.e. 

significant AON effect. ns: not significant. 

 

  ANOVA p-values  

targets Log2FC 
ut vs 
AON 

Co vs 
AON ut vs Co 

Ifnb1 -7,0071 **** ns **** 

Ch25h -6,9784 **** ns **** 

Ifna1 -6,7997 **** ns **** 

Acta2 -6,4616 **** ns **** 

Cxcr1 -6,2092 **** ns **** 

Ccr5 -5,8665 **** ns **** 

Ccr3 -4,6940 **** ns **** 

Ccr2 -2,6257 **** ns **** 

TgfB2 -1,3555 ns ** ns 

Gapdh -1,1487 **** ns *** 

Cav1 -0,9961 ns ns ns 

Egfr -0,9728 ns ns ns 

Rps18 -0,9208 *** ns * 

Col4a3 -0,6004 ns ns ns 

Twist1 -0,5664 ns ns ns 

CD133 0,5132 ns ns ns 

Egf 0,5154 ns ns ns 

Nes 0,5392 ns ns ns 

TgfB1 0,5903 ** ns ns 

Smad7 0,5933 ns ns ns 

Col1a1 0,6561 ns ns ns 

Notch1 0,6594 * ns ** 

TbetaRII 0,7012 ns ns *** 

Il10rb 0,7361 *** ns ** 

BMP-9 0,7535 * ns ns 

SparcA  0,7715 * ns ns 

Mrc1 0,8170 * ns * 

Mki67 0,8279 * * ns 

Cxcl10 0,8891 ns ns ns 
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Birc5 0,9568 * ns ns 

Notch3 0,9896 *** ** ns 

Cyp2e1 1,0137 ** ns * 

Ifng 1,2211 ns ns ns 

Lama1 1,3519 **** * * 

Ccl3 1,4114 **** ** ns 

Ccl4 1,5082 **** *** ns 

Ccl5 1,5261 *** *** ns 
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Supplemental Table 6: 

Inflammation- and fibrosis-associated marker genes were chosen as described by 

Abshagen et al. ,[13]. 

 

Acta2 Cdh2 Ifna1 Pde4a 

Alb Ch25h Ifnb1 Pde4b 

Bad Col1a1 Ifng  * Pde4d 

Bax Col3a1 Igf1 Pdgfb 

Bcl2/Bak1 Col4a3 Il10rb Pparg 

beta-actin Col6a6 Il12a  * Prrx1 

Bim/Bcl2l11 Col8a1 Il13  * Pten 

Birc5 Ctgf Il1b Rarres1 

BMP-9/Gdf2 Cxcl1 Il1rn Rps18 

Cat Cxcl10 Il2  * Six1  * 

Cav1 Cxcl12 Il4  * Smad6 

Ccl3 Cxcl2 Il6  * Smad7 

Ccl4 Cxcl3  * Il6st SparcÂ  

Ccl5 Cxcl5 Lama1 TbetaRII/Tgfbr2 

Ccl7 Cxcr1 Met Tgfb1 

Ccl8  * Cxcr2 Mki67 Tgfb2 

Ccr2 Cyp2e1 Mmp10  * Timp1 

Ccr3 Edn1 Mmp9 Timp2 

Ccr5 Egf Mrc1 Tnc 

CD133/Prom1  Egfr Nes Tnf 

Cd14 FasL Notch1 Tnfrsf1a 

Cd69 Fn1 Notch3 Twist1 

Cd86 Gapdh Osm  * Wisp1 

Cdh1 Hgf Osmr Xiap 

*: no Ct values obtained and thus excluded from the evaluation 
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SUPPLEMENTAL MATERIALS AND METHODS 

Reagents 

All general chemicals were purchased from Carl Roth GmbH (Karlsruhe, Germany) or 

from Sigma-Aldrich Co. (USA), unless otherwise stated, and were of the highest quality.  

 

Cell culture 

The murine HSC cell line JS1,[1], freshly isolated primary hepatic stellate cells, (isolation 

method see below), the murine cholangiocyte cell line 603B and human MMNK-1 cells 

were cultured in Dulbecco’s modified Eagle’s medium (Lonza, Basel) with 10% fetal 

bovine serum, 1% penicillin (100 IU/ml)/streptomycin (100 μg/ml), and 2 mM glutamine. 

The cells were maintained in a 37°C humidified atmosphere containing 5% CO2. 

24 hours prior to treatment with 10 ng/ml TGF-β2 (PeproTech GmbH, Hamburg, 

Germany), medium was changed to ‘starvation medium’ with 0.5% FBS.  

 
 

Animal models 

Animals were housed under specific-pathogen–free conditions in the animal facility of the 

Medical Faculty Mannheim, Heidelberg University, received humane care and water and 

food ad libitum. All animal protocols were in full compliance with the guidelines for animal 

care and approved by the government’s Animal Care Committee (35-9185.81/G-138/13, 

Regierungspräsidium Karlsruhe).  

 
 
Mouse models of non-biliary liver diseases 
 

PHx and CCl4 treatment for acute liver damage was performed as described [2]. To induce 

liver fibrosis by chronic CCl4-treatment of C57BL6/N mice were exposed to 1.6g/kg CCl4 

dissolved in olive oil (twice/week) as described [3]. STAM mouse (background C57BL6/j) 

livers were purchased from Stelic Institute and Co., Inc. (Japan),[4]. 
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These models were used for data presented in supplementary figure 1. 
 

Human Patient samples 

As PSC and PBC are rare diseases, we were restricted to relatively small sample cohorts. 

Four distinct PSC/PBC patient cohorts were used for the analysis: 1. The Regensburg 

cohort including tissue and RNA of 10 PSC and 3 PBC patients and 5 control livers. Liver 

tissue specimens were collected from patients who underwent liver transplantation (n=7) 

or liver resection (hemihepatectomy, n=6). Normal (control) liver tissues were obtained 

from liver resections of hepatic metastases of extrahepatic tumors and with no 

microscopic changes of liver disease identified by a pathologist. Tissue samples and 

annotated data were obtained and experimental procedures were performed within the 

framework of the non-profit foundation Human Tissue and Cell Research (HTCR, 

Regensburg, Germany) 2. Expression and clinical data from 17 patients in part published 

as GSE79850. 3. PSC/PBC patient cohort with 25 patients´ and 38 control liver tissues 

published as GSE61260. 4. The Polish cohort includes cirrhotic liver samples of patients 

with PBC (n=10) and PSC (n=10) who underwent liver transplantation. Control liver 

tissues (n=5) were acquired from large margin liver resections of patients with colorectal 

metastases with no microscopic signs of liver disease as estimated by a pathologist, all 

collected in the Department of General, Transplant and Liver Surgery, Medical University 

of Warsaw, ,[5]. Additionally, a patient cohort GSE46960 comprising samples from biliary 

atresia patients (n = 64) was analyzed. Normal samples (n = 7) are liver biopsies from 

deceased-donor children. Additionally, 14 samples from patients with liver disease 

associated with intrahepatic cholestasis are included. 

 

Cohorts of non-biliary derived liver disease patients 

The following cohorts of patients with liver diseases of non-biliary associated etiologies 

were analyzed: E-GEOD-59045, E-GEOD-48452, E-GEOD-61256, E-MTAB-4856. In 

GSE31308 and E-GEDO-28619. 
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Plasma analysis for liver function parameters 
 
Whole blood was obtained by retrobulbar blood draw in mice and collected in Lithium-

Heparin microvettes. After centrifugation, plasma was transferred to an Eppendorf tube 

and either stored at −80°C or used for immediate analysis. Alanine aminotransferase 

(ALT), aspartate aminotransferase (AST), alkaline phosphatase (AP), glucose, 

cholesterol, triglycerides, proteins, bilirubin and glutamate dehydrogenase (GLDH) 

plasma contents were measured with the Cobas® 8000 analyzer (Roche, Mannheim, 

Germany). 

 

Determination of TgfB2-specific antisense oligonucleotide biodistribution 

(ISTH0047, AON) in livers of wild type and MDR2-KO mice 

TgfB2-specific antisense oligonucleotide (ISTH0047, AON hereafter) distribution, was 

determined in 16-week-old male and female Balb/c wildtype and MDR2-KO mice. Balb/c 

mice were injected subcutaneously (s.c.) with a single dose of 10 mg/kg body weight FAM-

labelled AON. Cell-type specific distribution of FAM-labelled AON in liver tissue of Balb/c 

mice was determined by confocal microscopy. Cell type-resolved AON biodistribution was 

further determined in Balb/c and MDR2-KO mice. Balb/c and MDR2-KO mice were 

injected s.c. with a single dose of 10 mg/kg body weight digoxigenin-labelled AON. All 

mice were sacrificed 72h after AON administration and livers samples were immediately 

snap-frozen in liquid nitrogen or paraffin-embedded according to standard operation 

procedures. Specimen sampling was performed for immunofluorescence analyses and 

immunohistochemistry. 

 
 
 
Simultaneous isolation of four liver cell types based on magnetic bead separation 

Primary liver cells were isolated from Balb/c wild-type and MDR2-KO mice by collagenase 

perfusion followed by liver tissue separation with the autoMACS® Pro Separator (Milteny) 

and cell-type-specific magnetic beads (Microbeads, Milteny). Mice were anesthetized with 
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an intraperitoneal injection of a Ketamine/ Xylazine hydrochloride mixture and livers 

perfused by a flow-through with EGTA solution and then Collagenase D solution. 

Removed livers were placed in the autoMACS® Pro Separator (Milteny) for tissue 

dissociation. Hepatocyte separation was done using low-speed centrifugation and 

purification by Percoll (VWR). The single-cell suspension was labeled with cell-type-

specific MicroBeads for ~15-30 min, transferred to a MACS Column and placed in the 

MACS Separator which induced a magnetic field and created a high gradient in the 

column. While positive-labeled cells were retained in the magnetic field, unlabeled cells 

passed through the column (negative fraction). These steps were repeated using the 

respective negative fraction sequentially for all different cell-types with specific magnetic 

beads from Milteny (for Kupfer cells CD11b, for LSEC CD146, for stellate cells CD271). 

Cell viability was determined by counting with Trypan blue and purity was assessed either 

by immunofluorescence or qPCR.  

 
RNA isolation and cDNA synthesis 
 
Total RNA was extracted according to the manufacturer’s instructions using InviTrap Spin 

Universal RNA Mini Kit, Berlin, Germany) or with Trizol reagent (LifeTechnologies) and 

were purified via chloroform extraction. The RNA concentration was determined with the 

Tecan infinite M200 microplate reader (Tecan, Switzerland) and subsequently reversely 

transcribed with RevertAid H Minus M-MuLV Reverse Transcriptase (200 u/μl) to 

synthesize cDNA from from 0.5 -1 μg total RNA according to the manufacturer's protocol. 

 
 
Quantitative real-time PCR 
 

Real-time polymerase chain reaction (qPCR) was carried out with Power SYBR Green 

(Life Technologies) using the Stratagene MX 3005 P system or Abiprism StepOne Plus 

system. The primers and probes are listed below. A dissociation curve was analyzed to 

guarantee primer specificity. Only primers with a unique dissociation peak were selected. 

To compensate for the variation between qPCR runs, the target gene expression was 

normalized to the expression of the endogenous, unregulated reference gene PPIA. The 

relative quantity of target genes was determined according to the ΔΔCt method,[6]. 
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The following probes and reagents for Taqman (Thermoscientific) RT-PCR analysis of 

TgfB2 expression in STAM mouse samples was used: Mm03024009_m1, (TgfB2), 

Mm02342429_g1 (Ppia) as housekeeping gene, TaqMan® Universal Master Mix II. 

 

qPCR primers used in combination with SybrGreen  

Gene name Forward Reverse species 

Ppia GAGCTGTTTGCAGACAAAGTC CCCTGGCACATGAATCCTGG mouse 

TgfB1 AGGGCTACCATGCCAACTTC CCACGTAGTAGACGATGGC mouse 

TgfB2 GCAGATCCTGAGCAAGCTG GTAGGGTCTGTAGAAAGTGG mouse 

Col1a1 ACGTGGAAACCCGAGGTATG TTGGGTCCCTCGACTCCTAC mouse 

Col3a1 ACGTAAGCACTGGTGGACAG GGAGGGCCATAGCTGAACTG mouse 
Acta2 TTCGCTGTCTACCTTCCAGC GAGGCGCTGATCCACAAAAC mouse 

PparG TCCAGCATTTCTGCTCCACA ACAGACTCGGCACTCAATGG mouse 

TnfA CCCTCACACTCACAAACCAC ATAGCAAATCGGCTGACGGT mouse 

Timp1 CGAGACCACCTTATACCAGCG ATGACTGGGGTGTAGGCGTA mouse 

Il6 TAGTCCTTCCTACCCCAATTTCC TTGGTCCTTAGCCACTCCTTC mouse 

Il1B CCCAACTGGTACATCAGCACCTC GACACGGATTCCATGGTGAAGTC mouse 

Ctgf AGATTGGAGTGTGCACTGCCAAAG TCCAGGCAAGTGCATTGGTATTTG mouse 

Muc1 CCAAGCGTAGCCCCTATGAG GTGGGGTGACTTGCTCCTAC mouse 

Fibronectin ATACCGTTGTCCCAGCTGTC AGCTCTGCAACGTCCTCTTC mouse 

PdgfBr GTTGTACCTTCCGCAGAGAATG GTCACCCAAGGTACGGTTGT mouse 

ErrG TCAAAGCCCTCACCACACTCT TCCTGCTCAACCCCTAGTAGATTC mouse 

    

rS18  AAACGGCTACCACATCCAAG CCTCCAATGGATCCTCGTTA human 

HPRT CCTGGCGTCGTGATTAGTGA CGAGCAAGACGTTCAGTCCT human 

TGFB1 TGGTGGAAACCCACAACGAA GAGCAACACGGGTTCAGGA human 

TGFB2 GCAGATCCTGAGCAAGCTG GTAGGGTCTGTAGAAAGTGG human 

CD45 GATGCCTACCTTAATGCCTCTG TCCACATTCCACATTCTCATTAAC human 

PPARG GTGGCCGCAGAAATGACC CCACGGAGCTGATCCCAA human 

FIBRONECTIN ACAAGCATGTCTCTCTGCCAA TCAGGAAACTCCCAGGGTGA human 

PDGFBR CCCTTATCATCCTCATCATGC CCTTCCATCGGATCTCGTAA human 

ACTA2 AAGAGCATCCGACACTGCTGAC AGCACAGCCTGAATAGCCACATAC human 

COL1A1 CGGACGACCTGGTGAGAGA CATTGTGTCCCCTAATGCCTT human 

TIMP1 GCACTCATTGCTTGTGGACG CGGGCAGGATTCAGGCTATC  

 

 

 
Genome-wide expression analyses and bioinformatics 
 
Affymetrix gene array analysis of acute liver damage (CCl4 and partial hepatectomy (pHx)) 

was performed using the Affymetrix GeneChip® Mouse Genome A430 2.0 (Santa Clara, 

CA, USA). Detailed analysis was described in,[2]. In addition, mRNA from NASH livers 

(STAM mice) was retrieved and Affymetrix gene expression analysis was done using 

Affymetrix GeneChip® Mouse Gene 2.0 ST Arrays (902118).  

 

Supplementary material Gut

 doi: 10.1136/gutjnl-2019-319091–14.:10 2020;Gut, et al. Dropmann A



 
Immunohistochemistry and immunofluorescent staining 

 

Liver sections of 4 µm thickness fixed in 4% paraformaldehyde buffered with PBS were 

used for staining. Heat-induced antigen retrieval was either performed in EDTA or Tris-

NaCitrate-Dihydrate buffer and endogenous peroxidase activity was blocked using Dako 

blocking reagent. Primary antibody (αSMA ab5694, Abcam; Digoxigenin ab76907, 

Abcam; TGF-β2 ab36495, Abcam; CD45 ab10558, Abcam; CK19 #149657-AP, 

Proteintech ; Pan-cytokeratin (panCK) Z0622, Dako; and Sox9 AB5535, Merck Milipore) 

incubation was performed at 4°C overnight followed by streptavidin-conjugated 

horseradish peroxidase antibody incubation. Staining was visualized with 

diaminobenzidine (DAB) and counterstained with hematoxylin. Quantification 

(determination of the percentage of stained area) was performed from 5-9 medium-sized 

non-overlapping 10x magnified fields of each liver sample and expressed as mean 

percentage ± SEM of the total liver area using ImageJ software 1.48v. 

Biodistribution of the AON in the liver was analyzed performing immunofluorescent co-

localisation of digoxigenin- (in MDR2-KO) or FAM-labeled (in Balb/c) AONs and specific 

liver cell type markers, i.e. desmin (ab15200, Abcam), αSMA (ab5694, Abcam), S100A4 

(FSP1) (A5114, Dako), elastin (orb13391, Biorbyt) CD31 (ab28364, Abcam) CK19 

(Proteintech 149657-AP) and EpCam (Abcam ab71916)  of cryo sections. Nuclei were 

stained with TO-PRO®-3 (T3605, Thermo Fisher Scientific). Secondary antibodies for 

immunofluorescence analyses were Cy™3 AffiniPure F(ab')₂ fragment donkey anti-rabbit 

IgG (#711-166-152, Jackson Immuno Research Laboratories), Cy™3 AffiniPure F(ab')₂ 
fragment donkey anti-mouse IgG (#715-166-151, Jackson Immuno Research 

Laboratories), Alexa Fluor® 488 AffiniPure F(ab')₂ fragment donkey anti-rabbit IgG (#711-

546-152, Jackson Immuno Research Laboratories) and goat anti-rabbit IgG highly cross-

adsorbed secondary antibody, Alexa Fluor Plus 555 (Cat #: A32732, Invitrogen).  

pSR, αSMA, CD45, F4/80 and CK19 quantification was performed by determination of the 

percentage of stained area in 6 medium-sized non-overlapping 10x magnified fields of 

each liver sample and expressed as mean percentage ± SEM of the total liver area using 

ImageJ software 1.48v. In order to quantify Ki-67 positive hepatocytes (HC) and non-

parenchymal cells (NPCs), the number of positive nuclei was counted in 6 representative 

images per liver/mouse. Average number of positive cells per liver/mouse liver is 

Supplementary material Gut

 doi: 10.1136/gutjnl-2019-319091–14.:10 2020;Gut, et al. Dropmann A



presented. Analysis was performed using 4-6 mice per group. To quantify positive PanCK, 

EpCam and Sox9 signals, 5 portal fields per mouse were randomly chosen. Then number 

of positive bile ducts (BD) were counted. Analysis was performed using 4-6 mice per 

group. 

 

 
Immunoblot 
 
Approximately 10-20 mg of liver tissue were transferred to 2 ml Precellys® tubes filled 

with 1.4 mm and 2.8 mm ceramic beads and ice-cold RIPA buffer (supplemented with PIC 

and PMSF). Samples were then homogenized using Precellys® Evolution device at 5000 

rpm for 40 s (one cycle). After 30 min incubation on ice lysates were centrifuged and 

supernatants used for BC Protein assay (Bio-Rad) protein measurement in a microplate 

reader (Tecan). 20 µg protein lysate were separated using the NuPAGE® Novex® 4-12% 

Bis-Tris Gel and system and immobilized on nitrocellulose membranes. Membranes were 

blocked with 5% non-fat dried milk and incubated with aSMA antibody (ab5694, Abcam), 

PCNA (ab#2586S, Cell signaling), GAPDH (ab9485, abcam) as a loading control 

overnight at 4ºC. HRP-conjugated secondary antibodies were anti-rabbit IgG-HRP 

secondary antibody (sc-2301, Santa Cruz Biotechnologgy). Protein detection was 

performed using Western Lightning® Plus-ECL Substrate. 

 
Picro-Sirius Red Staining for Collagen 
 
For the detection of collagen, paraffin-embedded liver sections were stained with Sirius 

red as described in,[7 8]. 

 
 

Hydroxyproline assay 

Liver collagen content was quantified colorimetrically as total hydroxyproline (HYP) as 

described elsewhere,[9 10].  
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In situ hybridization 

In situ hybridization of TgfB2-mRNA was performed as described,[11] using the following 

nucleotide sequence as probe:  

Mouse: 

forward: CAGTGAATTGATTTAGGTGACACTATAGAAGTGGCTTCACCACAAAGACAGGAACCTG;  

reverse: CAGTGAATTGTAATACGACTCACTATAGGGAGAAGGTGAGATGCAGACTAACGCCTTC. 

TgfB2 mouse NCBI Reference Sequence is NM_001329107.1 

Human: 

forward: TGCTCTGTGGGTACCTTGATGCCAT 

reverse: CGGTTGGTCTGTTGTGACTCAAGTC 

TGFB2 human NCBI Reference Sequence is NM_001135599.2 

 

 

High-throughput gene expression analysis  

High-throughput gene expression analysis was performed by real-time PCR on Fluidigm’s 

Biomark HD quantitative chip platform (Fluidigm) as described in Dropmann et al.,[12]. 

 

 

FACS analysis 

Livers of 6 control oligo and 6 AON treated MDR2-KO mice (treatment as described in 

Materials and Methods section AON treatment of MDR2-KO mice (cholestatic fibrosis 

model) were perfused with PBS, dissected and processed in digestion buffer using 

gentleMACS™ Dissociator (Miltenyi Biotec). Immune cells were enriched by 

centrifugation in 33% Percoll (GE Healthcare), counted and used for analysis by flow 

cytometry. Briefly, dead cells were labelled with Zombie Aqua™ fluorescent dye 

(Biolegend), followed by incubation with a supernatant of a CD16/32-producing hybridoma 

cells. Upon staining of surface markers, cells were fixed and permeabilized using 

eBioscience™ Foxp3 / Transcription Factor Staining Buffer Set (Thermo Fisher), and 
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intracellular staining was performed according to manufacturer’s instructions. Antibodies 

for surface and intracellular staining were purchased form BD and Biolegend.   
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SUPPLEMENTAL FIGURE LEGENDS 

Supplemental Figure 1: TfgB2 expression in non-biliary derived mouse liver 

damage. TgfB2 expression was not changed significantly (A) in C57BL6/j STAM mice, 

(B) after partial hepatectomy (PHx) or (C) upon acute or (D) chronic CCl4 treatment of 

C57BL/6N mice. h=hours, d= days, w = weeks, m=months 

 

Supplemental Figure 2: TGFB2 expression in patients with liver disease of different 

etiology. TGFB2 expression was not significantly altered in steatosis, NASH and NAFLD 

patient cohorts (A) E-GEOD-59045, (B) E-GEOD-48452, (C) E-GEOD-61256, (D) E-

MTAB-4856. (E) In GSE31803 advanced fibrosis samples, higher TGFB2 levels were 

detected as compared to mild fibrosis. (F) However, significant elevation of TGFB2 was 

detected in alcoholic hepatitis (AH) as compared to control tissue in the cohort E-GEOD-

28619. * p ≤ 0.05, ****p ≤ 0.0001.  

 

Supplemental Figure 3: Patient resolved expression of TGFB2 in tissue of PSC and 

PBC patients compared to healthy individuals separated by entity.  

Expression changes of TGFB2 in liver tissue of individual patients represented as single 

dots (A) in the PSC/PBC cohort from Regensburg (B) in the collective GSE61260. PSC 

and PBC patients are presented separately. 

 

Supplemental Figure 4: Design of TgfB2-directed AONs. (A) TgfB2/TGFB2 

complementary sequence of the TgfB2-directed AON ISTH0047 which was finally 

engineered as a 17-mer full phosphorothioate LNA-modified antisense 

oligodeoxynucleotide ‘4+4’ gapmer. A scramble control oligo C3_0047 (Co) was used to 

control for nonsequence-specific biological effects of oligonucleotides.  

 

Supplemental Figure 5: (A) Liver parameters of Balb/c and MDR2-KO mice after 

administration of control oligos (Co) as compared to TgfB2-specific AONs (AON) 

compared to untreated (ut) animals. 15mg AON/kg body weight were administered. ALT, 

AST and Alkaline phosphatase levels were higher in MDR2-KO mice than in Balb/c wild-

type animals. Treatment with specific or control AON did not alter liver parameters. (B) 
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The body weight of all animals was not altered by treatment with control or TgfB2-specific 

AONs. ** p ≤ 0.01, *** p ≤ 0.001, ****p ≤ 0.0001. 

 

Supplemental Figure 6: Localization of TgfB2-directed AONs by 

immunohistochemistry and co-immunofluorescence and TgfB2 expression in liver 

cell types. In wild-type and MDR2-KO mice, the TgfB2-specific AONs were enriched in 

sinusoidal areas of the liver tissue as confirmed by (A) immunohistochemical staining of 

Digoxigenin-labelled AONs (first panel). (B) Immunofluorescence revealed colocalization 

of the AONs (red) with non-parenchymal cell markers, i.e. αSMA, desmin, elastin, S100A4 

and CD31 (each green). No co-localization was detected with the cholangiocyte marker 

CK19. Hepatocyte nuclei are stained in blue by TO-PRO®-3. White scale bars indicate 

50µm, red scale bars indicate 25µm. The second and forth column represent 

magnifications of parts of the image in column 1 and 3, respectively, to highlight 

representative stainings. (C) TgfB2 was expressed in non-parenchymal liver cells, i.e. 

HSCs, LSECs, and KC as confirmed by qPCR following 4 cell type-specific cell isolation 

from Balb/c and MDR2-KO mouse livers. Relative expression was referred to the mean 

value of all cell types in Balb/c. Error bars indicate SD. 

 

Supplemental Figure 7: Regulation of PparG in JS-1 cells upon TGF-β2 treatment. 

According to a pro-fibrotic role of TGF-β2, TGF-β2 treatment of JS-1 cells inhibited PparG 

expression. Error bars indicate SD. 

 

Supplemental Figure 8: FACS analysis of the myeloid compartment revealed 

increased F4/80 expression and eosinophil frequencies in AON-treated MDR2-KO 

mice (A) Histograms depict F4/80 expression on gated myeloid cells 

(CD3/CD19/NKp46/DX5negCD11b+) in livers of 3 representative control oligo or AON 

treated MDR2-KO mice. Graphs show quantification of F4/80 expression and frequency 

of F4/80-expressing cells within gated myeloid compartment of 6 control oligo treated and 

5 AON treated MDR2-KO mice, **p<0.01, Mann-Whitney test. (B) Dot-

plots displaying gated myeloid cells in livers of representative control oligo or AON treated 

MDR2-KO mice, depicting Ly6G+SiglecF neg neutrophils (left) and SiglecF and F4/80 

expressing eosinophils (middle). The remaining cells comprise mainly Ly6C expressing 
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monocytes (right). (C) Gating strategy used for analysis of myeloid and lymphoid cells in 

liver. (D) Fold change of absolute cell numbers per mg of liver tissue of indicated immune 

cell subsets relative to the mean value of control-treated animals (left), and absolute CD8+ 

T cell numbers per mg of liver tissue, as well as their frequencies among total immune 

cells (right) are shown.  *p<0.05, Mann-Whitney test. 
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SUPPLEMENTAL TABLES 

Supplemental Table 1: Correlation between TGFB2 expression and clinicopathological 

characteristics of 15 PSC/PBC patients analyzed from the Regensburg collective. Expression levels 

of TGFB2 mRNA were compared to 5 normal human liver samples. By Fisher’s exact test a significant 

correlation with inflammation was observed (p ≤ 0.05). No other correlation with age, gender, grade of 

steatosis and fibrosis was observed. High TGFB2 was defined as a fold change of > 1.5, low was defined 

as less. 

Correlation of high vs low TGFB2 expression with clinical characteristics 

Clinicopathological parameters High TGFB2 (n=11,%) Low TGFB2 (n=4,%) p-value 

Age (years) 
  

1 

<50 4 (36.36) 1 (25) 
 

≥50 7 (63.64) 3 (75) 
 

Gender 
  

1 

Male 4 (36.36) 1 (25) 
 

Female 7 (63.64) 3 (75) 
 

Type of fatty degeneration 
  

1 

0 8 (72.73) 3 (75) 
 

3 1 (9.09) 0 (0) 
 

4 2 (18.18) 1 (25) 
 

Grade of steatosis 
  

1 

0 9 (81.82) 3 (75) 
 

4 2 (18.18) 1 (25) 
 

Fibrosis 
  

0.28 

0 6 (54.55) 1 (25) 
 

1 1 (9.09) 0 (0) 
 

3 1 (9.09) 1 (25) 
 

4 3 (27.27) 2 (50) 
 

Inflammation 
  

0.045 

0 2 (18.18) 3 (75) 
 

1 2 (18.18) 1 (25) 
 

4 7 (63.64) 0 (0) 
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Supplemental Table 2: TGFB2 expression changes in the PBC cohort GSE79850 comparing 

high and low risk patients to non-diseased control livers. 

Samples Etiology GEO2R Analysis adj. p-value 
Mean log2 

(Fold 
Change) 

9 High risk 
and 

7 Low risk 
patients 

8 control 
livers 

high risk (n=9, who went on to 
require liver transplantation) 
and low risk (n=7, who 
responded fully to UDCA) 
patient material was processed 
along with non-diseased control 
liver (n=8) 

High vs Control 0.004556 2,089 

Low vs Control 0.217 -0.55 

High vs low 0.0026 2.645 
Number and classification of patients, p-values and fold change of TGFB2 expression in the patient cohorts 

are listed. High TGFB2 is associated with bad prognosis (liver transplantation) instead of therapy response. 
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Supplemental Table 3: Clinicopathological characteristics of 17 PBC patients included in 

GSE79850.  

clinicopathologic characteristics (n= 17) 

Scheuer grade  

I+II 7 

III+IV 7 

Portal inflammation                

none 3 

mild 7 

moderate 7 

Interface hepatitis             

none 9 

mild 4 

moderate 4 

Ductopenia  

(+) 9 

(─) 8 
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Supplemental Table 4: Correlation between TGFB2 expression and clinicopathological 

characteristics of the 17 PBC patients analyzed and described in GSE79850. Expression levels of 

TGFB2 mRNA were compared between high risk patients, who underwent liver transplantation as in 

comparison to low risk patients displaying full response to UDCA treatment. By Fisher’s exact t-test, 

significant correlations were observed with Scheuer grade and Ductopenia (p ≤ 0.05). No correlation with 

portal inflammation and diagnosis of interphase hepatitis was observed. 

Correlation of high risk vs low risk classification with clinical characteristics 

 High risk (n= ) Low risk (n= ) p-value 

Scheuer grade   0,0047 
 

I+II 1 6  

III+IV 7 0  

    

Portal inflammation                0,1026 

mild 2 5  

moderate 6 1  

    

Interface hepatitis              0,5804 

none-mild 5 5  

moderate 3 1  

    

Ductopenia   0,0256 

(+) 7 1  

(─) 1 5  
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Supplemental Table 5: Inflammation- and fibrosis-associated marker genes regulated by AON-

treatment in MDR2-KO mice. Selection criteria were applied as follows: 1. Log2FC in AON-treated MDR2-

KO mice (AON) compared to untreated MDR2-KO mice (ut) was -0.5<Log2FC>0.5 and 2. p-values ≤ 0.05, 

i.e. * ≤0.05, ** ≤0.01, *** ≤0.001, ****<0.0001 comparing AON with ut. p-values comparing AON with control 

oligo treated MDR2-KO mice (Co) and comparing Co with ut are also given for these genes. Ct-values were 

normalized to beta actin and untreated animals of MDR2-KO, using the Ct-method ,[6]. Green: p-values 

≤ 0.05 for ut vs AON and ut vs Co, i.e. Placebo effect; Red: p ≤ 0.05 for ut vs AON and Co vs AON, i.e. 

significant AON effect. ns: not significant. 

 

  ANOVA p-values  

targets Log2FC 
ut vs 
AON 

Co vs 
AON ut vs Co 

Ifnb1 -7,0071 **** ns **** 

Ch25h -6,9784 **** ns **** 

Ifna1 -6,7997 **** ns **** 

Acta2 -6,4616 **** ns **** 

Cxcr1 -6,2092 **** ns **** 

Ccr5 -5,8665 **** ns **** 

Ccr3 -4,6940 **** ns **** 

Ccr2 -2,6257 **** ns **** 

TgfB2 -1,3555 ns ** ns 

Gapdh -1,1487 **** ns *** 

Cav1 -0,9961 ns ns ns 

Egfr -0,9728 ns ns ns 

Rps18 -0,9208 *** ns * 

Col4a3 -0,6004 ns ns ns 

Twist1 -0,5664 ns ns ns 

CD133 0,5132 ns ns ns 

Egf 0,5154 ns ns ns 

Nes 0,5392 ns ns ns 

TgfB1 0,5903 ** ns ns 

Smad7 0,5933 ns ns ns 

Col1a1 0,6561 ns ns ns 

Notch1 0,6594 * ns ** 

TbetaRII 0,7012 ns ns *** 

Il10rb 0,7361 *** ns ** 

BMP-9 0,7535 * ns ns 

SparcA  0,7715 * ns ns 

Mrc1 0,8170 * ns * 

Mki67 0,8279 * * ns 

Cxcl10 0,8891 ns ns ns 
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Birc5 0,9568 * ns ns 

Notch3 0,9896 *** ** ns 

Cyp2e1 1,0137 ** ns * 

Ifng 1,2211 ns ns ns 

Lama1 1,3519 **** * * 

Ccl3 1,4114 **** ** ns 

Ccl4 1,5082 **** *** ns 

Ccl5 1,5261 *** *** ns 
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Supplemental Table 6: 

Inflammation- and fibrosis-associated marker genes were chosen as described by 

Abshagen et al. ,[13]. 

 

Acta2 Cdh2 Ifna1 Pde4a 

Alb Ch25h Ifnb1 Pde4b 

Bad Col1a1 Ifng  * Pde4d 

Bax Col3a1 Igf1 Pdgfb 

Bcl2/Bak1 Col4a3 Il10rb Pparg 

beta-actin Col6a6 Il12a  * Prrx1 

Bim/Bcl2l11 Col8a1 Il13  * Pten 

Birc5 Ctgf Il1b Rarres1 

BMP-9/Gdf2 Cxcl1 Il1rn Rps18 

Cat Cxcl10 Il2  * Six1  * 

Cav1 Cxcl12 Il4  * Smad6 

Ccl3 Cxcl2 Il6  * Smad7 

Ccl4 Cxcl3  * Il6st SparcÂ  

Ccl5 Cxcl5 Lama1 TbetaRII/Tgfbr2 

Ccl7 Cxcr1 Met Tgfb1 

Ccl8  * Cxcr2 Mki67 Tgfb2 

Ccr2 Cyp2e1 Mmp10  * Timp1 

Ccr3 Edn1 Mmp9 Timp2 

Ccr5 Egf Mrc1 Tnc 

CD133/Prom1  Egfr Nes Tnf 

Cd14 FasL Notch1 Tnfrsf1a 

Cd69 Fn1 Notch3 Twist1 

Cd86 Gapdh Osm  * Wisp1 

Cdh1 Hgf Osmr Xiap 

*: no Ct values obtained and thus excluded from the evaluation 
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