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Page 49, paragraph 2, line 10: …TAg cells… 
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1.  Introduction 
 

1.1 The immune system 
The immune system has developed to protect the host against pathogens like bacteria, viruses and 

parasites. It is a system comprised of both cellular and humoral components, which are 

interdependable to fight the invading organisms. An important feature is the possibility to 

discriminate between self and foreign, which is the reason why the immune system normally 

does not attack the body’s own proteins or polysaccharides. The immune system in vertebrates 

consists of an innate and an adaptive part [1]. The innate immune system is a primary defense 

mechanism, acting less specific but faster than the adaptive immune system. Cells of the innate 

immune system, e.g. macrophages and granulocytes, recognize pathogens via pattern recognition 

receptors, binding to pathogen-associated molecular patterns. Among these receptors the Toll-

like receptors are of high importance [2], binding e.g. lipopolysaccharides (LPS). These receptors 

are germline-encoded, which results in less divergence among the pattern recognition receptors 

compared to the receptors of the adaptive immune system. The innate immune system is essential 

in activating and instructing the adaptive immune response. 

 

The adaptive immune system targets the pathogens broader and more flexible due to its high-

affinity receptors, which are tailor-made for each antigen through recombination and somatic 

hypermutation (SHM) [3]. Another important feature of the adaptive immune system is the 

development of memory cells that persist in the body and facilitate a quick response to re-

infections [4;5]. However, the adaptive immunity needs time to develop and it needs to be 

activated and directed by the innate immune system [6]. The cellular components of the adaptive 

immune system are T cells and B cells. T cells can further be divided into CD4+ helper T cells 

and CD8+ cytotoxic T cells [3]. The helper T cells are needed to support and activate B cells 

when they have encountered their antigen.  

 

1.1.1 B cells 
B cells have several roles in the immune system. They are antigen-presenting cells, presenting 

antigens to T cells, but their main function is to produce immunoglobulins (Igs), the humoral 
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component of the adaptive immune system. Different B-cell subtypes have been detected. The B-

1 B lymphocytes account for ca. 5% of the B cells and are localized to serous cavities, and the B-

2 marginal zone B lymphocytes are localized in the spleen. However, in the scope of this thesis 

the focus will be on the B-2 follicular B lymphocytes, the major group of the B cells [7].  

 

1.1.1.1 B-cell development: From stem cell to naive B cell 
The B-cell development in adults starts in the bone marrow, where a hematopoietic stem cell 

differentiates into early lymphoid progenitor cells, which can develop into immature B cells 

through distinct well-characterized steps [7;8]. From early lymphoid progenitor onwards through 

the pre-B cell stage the gene rearrangements occur to successfully produce an Ig heavy chain 

(IgH). The genes encoding for the heavy chain consists of three regions, the variable (V), 

diversity (D) and joining (J) regions with different gene segments. The V-D-J segments in the 

genome need to be recombined before the pre-B cell can express the pre-B-cell receptor (pre-

BCR) on its surface. Signaling through the pre-BCR, which consists of the rearranged µ heavy 

chain and the surrogate light-chain proteins VpreB and λ5, induces gene expression that allows 

the pre-B cells to further differentiate. This process is known to be antigen-independent. Next, the 

B-cell receptor (BCR) light chain is recombined. The expression of a functional BCR together 

with Igα and Igβ, which are the signaling proteins of the BCR complex, is a prerequisite for the B 

cells to leave the bone marrow. When the B cells are released into the blood stream they are 

called immature B cells. They have Ig of type M and later also type D expressed on their cell 

surfaces. The immature B cells traffic to the spleen, where they develop further into naive B cells. 

During the developmental process from immature B cells to naive B cells the negative selection 

of self-reactive B cells occurs. In this process, B cells that bind to a self protein with their BCR 

and create a sufficient signal will undergo apoptosis. This diminishes the risk for autoimmunity. 

 

1.1.1.2 B-cell antigen encounter 
The naive B cells circulate the body via blood and lymph vessels. They survey secondary 

lymphatic tissues, e.g. lymph nodes, and the periphery on the search for their antigen. Upon 

antigen encounter in the periphery, the B cells move to the nearest lymph node [9;10]. The cell 

types in the lymph node are enriched in different areas, e.g. B cells and T cells are located in their 
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respective B-cell zones and T-cell zones. After antigen-binding the B cell surveys the T cells at 

the border between the T-cell zone and the B-cell zone, searching for a T cell that has high 

affinity for the same antigen. Only this T cell is able to activate the B cell. Once a B cell has 

encountered its corresponding T cell, they communicate via surface molecules, e.g. CD40 (B 

cell) and CD40L/CD154 (T cell), and different cytokines. Many of the proteins involved belong 

to the tumor necrosis factor (TNF) or tumor necrosis factor receptor (TNFR) superfamily. After 

activation, the B cell has two potential fates: 1) It migrates to extrafollicular areas in the lymph 

node where it proliferates and differentiates into transient plasmablasts and later plasma cells, 

which are both Ig-secreting cells, or 2) The activation of a B cell leads to formation of germinal 

centers (GCs) [9]. The GC is the site where B cells proliferate, go through SHM and Ig class 

switch recombination (CSR) and mature to memory B cells or plasma cells (Fig. 1). These 

plasma cells secrete Igs with higher affinity than the initial transient plasmablasts and plasma 

cells.  

 

1.1.1.3 Germinal centers 
A mature GC is constituted of a dark zone and a light zone [9;10], and the B cells can migrate 

between these zones. The dark zone is situated close to the T-cell zone, and harbors proliferating 

B cells without Ig cell-surface expression, termed centroblasts. The light zone consists of a 

network of follicular dendritic cells, follicular helper T cells (TFH) and B cells, which no longer 

are mitotic and express Igs on their surface, called centrocytes (Fig. 1). The transcription factor 

B-cell lymphoma (BCL) 6 is upregulated in GC B cells and also in TFH cells, and is known as the 

master regulator of the GC reaction [11;12]. BCL6 negatively regulates the transcription of target 

genes involved in apoptosis and cell-cycle control and further differentiation of the B cells. In 

this way, BCL6 hinders the differentiation of a GC B cell into a plasma cell until the Ig has 

completed class switch, affinity maturation and has been found not to be autoreactive.  

 

During the GC reaction, specific regions of the rearranged BCR locus undergo SHM and CSR. In 

the process of SHM, point mutations occur on rearranged genes encoding primarily the variable 

region of the heavy and light chains [13], and during CSR the heavy chain of the BCR is 

substituted to either γ, α or ε [14]. For both processes the enzyme activation-induced deaminase 
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(AID) is essential. The centrocytes’ Ig-affinity to their specific antigen increases dramatically 

during the GC reaction. In the light zone, the affinity of the Igs is tested, and B cells that fail to 

produce a proper Ig or which Igs’ affinity is not sufficiently high, undergo apoptosis. 

 

 

 

Figure 1. B-cell differentiation in the germinal center 

Antigen-activated B cells enter the GC in the dark zone, where they start to proliferate and undergo 

somatic hypermutation (SHM). In this state the B cells are termed centroblasts. Later they migrate into the 

light zone for selection by follicular dendritic cells, with help from follicular helper T (TFH) cells, and are 

now termed centrocytes. In the light zone cells can undergo class switch recombination (CSR). The 

centrocytes can cycle back to the dark zone for further rounds of proliferation. Centrocytes are either 

neglected and undergo apoptosis, or they are selected to become memory B cells or plasmablasts/plasma 

cells. The B-cell fate depends on the affinity of their receptor. After differentiation to either memory B 

cells or plasma cells the B cells leave the GC. (Modified from Klein and Dalla-Favera, 2008 [10]). 
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1.2 Lymphoma 
A number of processes are common to cancer development in most cell types [15]. These 

hallmarks of cancer are sustained proliferative signaling, evasion of growth suppressors, invasion 

and metastasis, replicative immortality, induction of angiogenesis and resistance to cell death. 

The hallmarks are acquired via distinct mechanisms in different cancer types. However, what 

makes it possible is the genomic instability in the cancerous cells that might cause mutations, and 

the inflammatory state created by cells of the immune system, which can be tumor promoting. 

Lymphoma is a neoplastic malignancy in lymphocytes, which presents as a solid tumor in a 

lymph node [16]. Lymphomas are classified as Hodgkin’s or Non-Hodgkin lymphoma (NHL), 

where NHL represents the largest group. There are several subtypes of both Hodgkin’s 

lymphoma and NHL. Lymphoma can develop from B cells, T cells and natural killer (NK) cells. 

B-cell lymphomas are more common, accounting for about 95% of the incidences [17]. 

 

1.2.1 Non-Hodgkin B-cell lymphomagenesis 
A hallmark of many B-cell lymphoma subtypes is the translocation of an oncogene, where the 

oncogene is subjected to the control of the Ig promoter. This leaves the oncogene constitutively 

expressed [17;18]. During VH-DH-JH-recombination in the bone marrow and, in addition, during 

SHM and CSR in the lymph nodes, mutations in non-Ig genes may also arise. The location of the 

breakpoint indicates during which process the translocations have occurred. First, breakpoints 

directly adjacent to the JH gene segments or adjacent to the DH-JH joining, are typical mutations 

from the VH-DH-JH-recombination, e.g. the BCL2 t(14;18) translocation in follicular lymphoma 

(FL). Second, breakpoints found adjacent to or within the rearranged VDJ genes, which are 

somatically mutated, are typical of SHM. Third, breakpoints found in the IgH constant switch 

regions have typically occurred during CSR, often found in certain diffuse large B-cell 

lymphomas (DLBCLs) which overexpress activation-induced deaminase (AID) (Fig. 2). These 

single mutations are considered to be the initial event, but they are not sufficient for lymphoma to 

develop as some of the known lymphoma translocations and mutations, e.g. BCL2 and BCL6, are 

also found in healthy individuals [19;20]. Translocations not involving the Ig loci or mutations of 

other genes, e.g. c-Myc and Pim1, have also been reported in NHL [17;18]. In addition, viruses 

can be the cause of translocations in certain NHL subtypes. 
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Whereas lymphomas previously were thought to be autonomous, recent investigations have 

unraveled the role of the surrounding microenvironment in promoting survival of the lymphoma 

cells [21]. Many lymphomas, as their normal counterparts, are dependent on key survival factors 

and signaling through their BCR to survive [17]. 

 

 

 

Figure 2. Molecular mechanisms of lymphomagenesis 

Mistakes can occur at several steps during B-cell development. In general, the molecular mechanisms 

behind either promote proliferation or inhibit apoptosis or differentiation. Overexpression of c-Myc or 

BCL6 leads to enhanced proliferation. Upregulation of BCL2 or nuclear factor κB (NF-κB) can block 

apoptosis and mutations in BCL6 or deregulation of positive-regulatory-domain-containing 1(PRDM1) 

can block differentiation. (Modified from Klein and Dalla-Favera, 2008 [10]). 
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1.2.2 B-cell lymphoma subtypes 
Several B-cell lymphoma subtypes have been described as new tools for classification have been 

developed [16]. The different lymphoma subtypes are defined by morphologic, 

immunophenotypic, genetic and clinical features. Many different subtypes of lymphoma can 

develop. The different lymphoma subtypes can be seen as frozen stages in the development of a 

naive B cell [17]. Most tumors are classified according to their normal counterparts; however, 

this has proven difficult for some lymphoma subtypes, as their normal counterparts are not found. 

The new classification of lymphoma subtypes has revealed distinct prognostic outcomes, thus, it 

harbors the potential of a more suited therapy regime for each subtype [22].  

 

1.2.2.1         Diffuse large B-cell lymphoma 
DLBCL is the most common NHL in the Western world, accounting for 30-40% of new 

lymphoma cases [18]. It is an aggressive type of lymphoma. DLBCL can further be divided into 

the subtypes germinal center B-cell like (GCB), activated B-cell like (ABC) and, less frequent, 

primary mediastinal B-cell lymphoma, as identified by gene expression profiling [18;23;24]. 

They differ highly in their genetic abnormalities and arise from distinct stages in the B-cell 

differentiation. However, deregulation of BCL6 expression is found in all subtypes, although 

more frequently in the ABC subtype. BCL6 is the main regulator of GC B-cell differentiation, 

and deregulation of its expression may facilitate lymphomagenesis [12]. In GCB DLBCL, the 

cells still undergo SHM, and typically have completed CSR, thus, they resemble the GC B cell 

[18;23]. The BCL2 t(14;18) translocation and deletion of the tumor suppressor phosphatase and 

tensin homolog (PTEN) are other classical molecular features. In ABC DLBCL, the cells 

resemble plasmablasts, e.g. through expression of the X-box binding protein 1 (XBP1); however, 

they have not completed class switch [18]. Constitutive activation of the nuclear factor κB (NF-

κB), overexpression of BCL2 or deletions of loci for p16 and p53, typical tumor suppressors, are 

common for many ABC DLBCLs [18;23]. In a fraction of ABC DLBCL, positive-regulatory-

domain-containing 1 (PRDM1), the gene coding for the protein B-lymphocyte-induced 

maturation protein 1 (BLIMP1) is inactivated [10]. This protein is important for the 

differentiation of GC B cells. 

 



16 
 

1.2.2.2 Follicular lymphoma 
FL represents the second most common lymphoid tumor and accounts for about 20% of the B-

cell lymphoma cases [25]. The tumor consists of a mixture of neoplastic centroblasts and 

centrocytes, resembling a GC. The typical molecular feature in FL is the t(14;18) translocation, 

where BCL2 is regulated by the IgH-promoter; blocking apoptosis in these cells. However, this is 

not sufficient to develop FL, as the translocation also can be found in healthy individuals [19]. FL 

is an indolent lymphoma, but can transform into the more aggressive DLBCL. 

 

1.2.2.3 Burkitt’s lymphoma 
Burkitt’s lymphoma (BL) can be divided into Epstein-Barr virus (EBV)-positive or -negative BL. 

EBV-positive BL is more common in equatorial Africa [26]. EBV-positive BL has also been 

referred to as endemic BL, as opposed to sporadic or immunodeficient BL, although sporadic BL 

also can be EBV-positive [27]. Immunodeficient BL is often associated with human 

immunodeficiency virus (HIV) infection. EBV-positive BL has also been associated with malaria 

infection, and one theory is that a dysregulation of the immune system leads to B cells that are 

more prone to infection by EBV. BL is an aggressive lymphoma, more commonly present in 

children and young adults. The c-Myc t(8;14) translocation and constitutive activation is present 

in both EBV-positive and -negative BL [26;27]. 

 

1.3 The transforming growth factor β superfamily of cytokines 
The transforming growth factor β (TGF-β) superfamily of cytokines is a large family comprised, 

in humans, of at least 30 related polypeptides, including TGF-βs, activins/inhibins, bone 

morphogenetic proteins (BMPs) and growth and differentiation factors (GDFs) (Fig. 3) [28].  A 

common structural motif in these cytokines is the presence of a cysteine knot formed by 

disulphide bonds between six conserved cysteine residues. Typically the mature protein presents 

as a dimer with intermolecular disulphide bonds. 
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Figure 3. Phylogenetic tree of the TGF-β superfamily of cytokines 

This figure shows a phylogenetic tree of the members of the TGF-β superfamily of cytokines in mammals 

(black) and Drosophila (grey). Subfamilies like the BMP family or activin family can be discriminated 

from the TGF-β family. (Modified from Schmierer and Hill, 2007 [28]). 

 

All members of the TGF-β superfamily are highly conserved during evolution, and exert their 

many effects both during embryogenesis and in adult tissue homeostasis [29-31]. Some of the 

effects include regulation of cell growth, adhesion, migration, apoptosis and differentiation. TGF-

β is one of the most potent growth-inhibitory morphogens in humans, inducing cell-cycle arrest 

or apoptosis in several different cell types. Members of the TGF-β superfamily are expressed in 

most cell types [32]. In addition, TGF-β superfamily receptors and intracellular signaling proteins 

are widely expressed, demonstrating the importance of this cytokine superfamily.
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1.3.1 TGF-β 
Three different TGF-βs are known in mammals, TGF-β1, 2 and 3 [28]. Among those, TGF-β1 is 

the most common cytokine, and will be the focus of this thesis, referred to as TGF-β. The TGFs 

were discovered in 1978, when growth factors, called sarcoma growth factors, were isolated from 

murine sarcoma virus-transformed cells [33], and later, in 1980, the TGFs were defined as a class 

of proteins with similar properties [34]. The name TGF originated from the discovery that the 

cytokine was produced by transformed cells and could induce transformation of untransformed 

cells by inducing soft agar colony growth. Anzano and colleagues later isolated both 

transforming growth factor α (TGF-α) and TGF-β from conditioned medium from sarcoma virus-

transformed cells [35]. 

 

TGF-β is secreted as a dimer and as part of a large latent complex, which normally interacts with 

the extracellular matrix. In this complex, TGF-β is non-covalently attached to its pro-peptide, the 

latency-associated protein (LAP), which again is attached to latent TGF-β-binding protein [36-

38]. This renders TGF-β biologically inactive. BMP-1, a proteinase, has been proposed to cleave 

off the latent TGF-β-binding protein part of the complex [39]. In addition, the latency-associated 

protein (LAP) needs to be cleaved off, and several mechanisms have been proposed for this 

cleavage, e.g. different matrix metalloproteinases (MMPs) [40;41]. 

 

1.3.1.1 Receptor binding 
In humans, there are in total five type II receptors and seven type I receptors (the type I receptors 

are also referred to as activin receptor-like kinase (Alk) 1 to 7) facilitating signaling by the TGF-

β superfamily [28]. TGF-β only binds to the TGF-β receptor II (TβRII) and Alk-5 (TβRI) or Alk-

1. Alk-1 is primarily expressed on endothelial cells [42;43], thus, Alk-5 represents the most 

common TGF-β type I receptor. TGF-β induces signaling from a heterotetrameric receptor 

complex [44], comprised of two TβRIIs and two TβRIs. TGF-β binds to the type II receptor, 

which then recruits the type I receptor and signaling can be induced [44].  
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Internalization of the TβRs occurs independently of ligand binding [45;46]. However, there are 

contradictions in the findings regarding whether the signaling is induced from the cell surface 

[47], or whether the whole complex is internalized via clathrin-coated pits to early endosomes 

and generates signaling from there [48;49]. Most likely, signaling can be induced both from the 

cell surface and from endosomes. It is unclear whether both of these signaling modes are 

essential or not. Caveolin-1-mediated and lipid-raft-mediated endocytosis has been proposed to 

be involved in receptor degradation [49]. In addition to the main receptors, several co-receptors 

are known, which either facilitate or inhibit signaling [28;32]. Known TGF-β co-receptors are 

betaglycan (TβRIII) and endoglin. Both have been demonstrated to bind TGF-β, but there is no 

signaling emerging from these co-receptors. Nevertheless, the binding to co-receptors facilitates 

the binding to the TβRs, thus the co-receptors promote signaling in an indirect fashion. 

 

1.3.1.2 Smad proteins 
The Smads are the intracellular signaling proteins common to the TGF-β superfamily of 

cytokines. Several different Smads exist and they can be divided into three groups [28;32;50]. 

The receptor-regulated Smads (R-Smads) comprise the largest group, with Smad1, 2, 3, 5 and 8. 

The common Smad (Co-Smad), Smad4, is shared by all members of the TGF-β superfamily. The 

last group is the inhibitory Smads (I-Smads), which consists of Smad6 and 7. The R-Smads and 

Co-Smad are proteins with high homology, and they are highly conserved throughout species. 

They are constituted of three domains, the MH1- and MH2-domains, situated at the amino- and 

carboxy-terminal ends, respectively, and the less homolog linker region, which links MH1 to 

MH2. The unphosphorylated Smad proteins constitutively translocate between the cytoplasm and 

the nucleus [51;52]. The MH2-domain in R-Smads mediates the Smad-receptor interaction and 

comprises the site for the receptor phosphorylation. Receptor-mediated phosphorylation occurs 

on the carboxy-terminal SSXS-motif where the serine residues 465 and 467 are phosphorylated 

[53;54]. Furthermore, the MH2-domain mediates the hetero-oligomerization with the other Smad 

proteins, the nuclear import and the binding of cofactors in the nucleus [28;32;50]. The MH1-

domain of both R-Smads and Co-Smad is important for the nuclear localization, DNA-binding 

and also the binding of cofactors in the nucleus. The linker region can be phosphorylated by 

different kinases, and integrates input from other signaling pathways (see chapter 1.3.1.5). I-
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Smads contain an MH2-domain, but the rest of the molecule is divergent from the other Smads, 

and they are not phosphorylated to become active. However, acetylation and ubiquitylation can 

modulate their activity [55;56]. The I-Smads have been implicated as transcription factors, 

regulating the expression of e.g. inhibitor of differentiation 1 (ID1) [32]. In addition, Smad7 has 

been demonstrated to bind the activated TβRs as an adaptor protein and to facilitate non-Smad 

signaling [57]. 

  

1.3.1.3 TGF-β-induced Smad signaling 
Upon binding of TGF-β to TβRII, which is a constitutively active serine-threonine kinase, TβRI 

is recruited and TβRII phosphorylates TβRI on a distinct glycine-serine-rich repeats (GS) domain 

[58]. In an unphosphorylated state the TβRI is known to interact with FKBP12, which blocks 

further signaling in the absence of ligand [59]. In addition, the TβRI remains in an inactive 

conformation, where the GS domain masks the kinase domain [60]. GS-domain phosphorylation 

reveals the masking of the kinase domain, thus makes further signaling possible [61]. FKBP12 

stabilizes the inactive conformation of TβRI. Upon TβRI phosphorylation FKBP12 is released, 

and the TβRI can interact with and phosphorylate the intracellular signaling proteins. Crucial for 

the interaction between TβRI and R-Smads is the L45 loop in the kinase domain of the receptor 

[62] and the L3 loop in the MH2 domain of the R-Smads [63]. The affinity of the different Smad 

proteins in their interaction with the different type I receptors decides which Smads are activated. 

Generally, Smad2/3 are activated upon TGF-β stimulation [64;65], but Smad1 is shown to be 

activated via Alk-1 upon TGF-β stimulation in e.g. endothelial cells [66].  When the R-Smads are 

phosphorylated they dissociate from the receptors, cluster together in a heteromeric fashion [67], 

and form a complex with Smad4. This complex translocates to the nucleus, where it facilitates or 

inhibits gene transcription (Fig. 4) [28;32;50]. 
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Figure 4. The canonical TGF-β signaling pathway 

Dimeric TGF-β binds to a heterotetrameric receptor comprised of two type II receptors and two type I 

receptors. Upon ligand binding the type II receptors phosphorylate the type I receptors. This leads to 

activation of the intracellular Smad proteins, Smad2/3. Phosphorylated Smad2/3 can form a complex with 

Smad4. This complex translocates to the nucleus where it binds DNA together with different cofactors to 

regulate gene expression. (Modified from Schmierer and Hill, 2007 [28]). 

 

1.3.1.4 Smads as transcription factors 
The Smad complex binds to distinct DNA sequences situated at promoters or enhancers [28;32]. 

The DNA binding affinity of the complex is low, and Smad2 is not able to bind directly to the 

DNA due to an inserted sequence in the DNA-binding domain [68;69]. Smad3 has the highest 

affinity for the Smad-binding element (SBE), but can also bind to other sequences [28;32]. 

Several other transcription factors and co-activators in the nucleus are involved to initiate Smad-
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dependent transcription. In addition, co-repressors can bind to the Smad complex, repressing 

transcription. The duration and strength of the signaling determines which genes are activated. 

The Smad proteins affect transcription of several target genes, by both up- and downregulation, 

to enable the many effects induced by the members of the TGF-β superfamily [32]. Important 

target genes are the IDs, which encode for inhibitory helix-loop-helix (HLH) proteins that can 

inhibit other basic HLH proteins [70]. The Id proteins lack a DNA-binding domain, but form 

heterodimers with other basic HLH proteins, thus inhibiting their function. Typical basic HLH 

proteins which are inhibited by the Ids are the E-proteins, e.g. E2A, and Ets and Retinoblastoma 

(Rb). Several of the Id target proteins are involved in the control of cell-cycle progression. 

Further TGF-β target genes include Pai-1 [71], c-Myc, p15 and p21, all of which, among other 

effects, affect cell proliferation [32]. In addition, inhibitors like Smad7 represent target genes that 

are upregulated in an autoinhibitory loop. 

 

1.3.1.5 Regulation of the TGF-β signaling pathway 
The TGF-β signaling pathway is thoroughly regulated to facilitate the fine-tuned mechanisms of 

TGF-β-mediated effects (Fig. 5). This is necessary for a potent morphogen. Post-translational 

modifications occur both at the receptor level [72] and in Smad proteins, of which 

phosphorylation and sumoylation primarily enhance and ubiquitylation primarily terminates the 

signaling [50]. Whether phosphorylation acts to enhance or inhibit signaling depends on which 

residues are phosphorylated. For example it has been suggested that phosphorylation of the linker 

region in R-Smads can inhibit further signal transduction [73]. In addition, these modifications 

are reversible, e.g. through protein phosphatases, which dephosphorylate phosphorylated residues 

to either terminate or facilitate signaling [74]. 

 

Several proteins have been found to bind to TGF-β or to the signaling proteins, e.g. the receptors 

(see chapter 1.3.1, 1.3.1.3 and 1.3.1.4 for examples). Of importance, the adaptor protein Smad 

anchor for receptor activation (SARA or ZFYVE9) is thought to play a role in bridging between 

the TβRs and the R-Smads, thus facilitating R-Smad phosphorylation [75]. SARA, which harbors 

a FYVE domain, has been demonstrated to localize to early endosomes. The FYVE domain is a 

double zink-finger motif that preferentially binds to phosphatidylinositol-3-phosphate 
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(PtdIns(3)P), which is enriched in endosomal membranes [76]. Disruption of this localization 

inhibits TGF-β-induced Smad2 nuclear translocation in HeLa cells [77]. It has therefore been 

suggested that internalization of the TGF-β receptor complex is important to induce signaling.  

 

 

 

Figure 5. Regulation of the TGF-β signaling pathway 

The TGF-β signaling pathway is tightly regulated. Smad7 is an inhibitory Smad that can inhibit the 

pathway at several levels. Smad7 also cooperates with Smurf1/2, which are ubiquitin ligases. This 

cooperation facilitates degradation of the TGF-β receptors. Furthermore, phosphatases can 

dephosphorylate the phosphorylated signaling components and this terminates the signaling. Kinases can 

phosphorylate residues in the linker region of Smad proteins, which hinders translocation of R-Smads to 

the nucleus. (Modified from Schmierer and Hill, 2007 [28]). 

 

The I-Smads can act at several levels in the signaling pathway [78;79]. Smad6 is shown to 

preferentially inhibit BMP signaling [80], whereas Smad7 inhibits the signaling induced by 
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several of the TGF-β superfamily cytokines [81;82]. Smad7 can facilitate ubiquitylation of the 

TβRs through the E3 ubiquitin ligases Smurf1 and Smurf2, compete with the R-Smads for 

binding to the type I receptors or inhibit the R-Smad-Smad4 complex formation [83]. 

Furthermore, Smad7 has been found in the nucleus preventing transcription of target genes by 

interfering with the DNA-binding of the Smad complex [50]. 

  

In addition to the intrinsic regulatory elements, other signaling pathways influence the TGF-β 

pathway on several levels [84]. This cross-talk is of high importance during embryogenesis, but 

also in tissue homeostasis in adults. Wnt, Notch, Hedgehog, PI3K/Akt and different mitogen-

activated protein kinases (MAPKs), i.e. ERK1/2, p38 and Jnk, can phosphorylate proteins of the 

TGF-β signaling cascade. They have been found to phosphorylate the linker region of the R-

Smads, which is rich in proline, serine and threonine residues. This can lead to attenuation but 

also to enhancement of signaling, depending on the kinase, which residue is modified and where 

in the signaling cascade the modification occurs. Thus, there can be different outcomes of e.g. 

Smad3 linker phosphorylation in the cytoplasm compared to in the nucleus [84]. Multiple 

phosphorylation can also lead to recruitment of Smurf1 and subsequent ubiquitination and 

degradation, as is known from Smad1 [85]. 

 

1.3.1.6 Non-canonical TGF-β signaling 
In addition to the canonical TGF-β Smad signaling, TGF-β can also induce signaling through 

other molecules like p38 and ERK1/2 MAPKs (Fig. 6) [86;87]. Activation of ERK1/2 MAPK has 

been demonstrated to be important for epithelial-to-mesenchymal transition (EMT) [31], one of 

the tumor-promoting effects of TGF-β (see chapter 1.3.4.1). In addition, as discussed in chapter 

1.3.1.5, ERK1/2 activation inhibits the canonical TGF-β signaling pathway [86;87]. Activation of 

p38 MAPK has been demonstrated to be important in the induction of apoptosis, together with 

the Smad proteins, and in the regulation of EMT. The activation of the MAPKs is found to be 

Smad independent. TGF-β-induced ERK phosphorylation occurs either rapidly, through direct 

activation of Ras, or more slowly, hours after TGF-β stimulation. This is proposed to be cell-type 

dependent. The direct activation of Ras is facilitated by tyrosine-phosphorylation of the TβRs, 

recruitment of adaptor proteins like Grb2 and Shc, which subsequently activate Ras, a MAPK 
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kinase kinase, triggering the MAPK cascade [86;87].  p38 MAPK is activated via the MAPK 

kinase MKK3/6, which in turn is activated by TAK1, a MAPK kinase kinase that directly 

interacts with the TβRII together with tumor necrosis factor receptor-associated factor 6 (TRAF6) 

[86;87]. TRAF6, together with protein kinase Cζ (PKCζ) and tumor necrosis factor-α converting 

enzyme (TACE), has recently also been implicated in cleavage of TβRI, leading to nuclear 

translocation of the cleaved intracellular domain [88]. This has been implicated to play a role in 

TGF-β-induced tumor promotion (see chapter 1.3.4.1). 

 

 

 

Figure 6. Non-canonical TGF-β signaling 

This figure schematically depicts some of the non-canonical TGF-β signaling pathways. Upregulation of 

ERK1/2 and p38 MAPKs is independent of the Smad proteins. Adaptor proteins like Shc and Grb2 

activate Ras, which in turn activates the MAPK signaling cascade, culminating in activation of ERK1/2 

MAPK. p38 MAPK is activated via TAK1, TRAF6 and MKK3/6. (Modified from Schmierer and Hill, 

2007 [28] and Zhang, 2009 [86]). 
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In addition to the Smad-independent signaling, the R-Smads, but not Smad4, have recently been 

implicated in microRNA (miRNA) processing in the nucleus [89]. Both TGF-β- and BMP-

specific R-Smads have been shown to interact with the p68 protein, a subunit of the DROSHA 

RNase III, which is an important complex in the miRNA processing machinery. 

 

1.3.2 Bone morphogenetic proteins 
More than 20 members of the BMP subfamily exist in humans, making this the largest group 

within the TGF-β superfamily [90]. These proteins are highly conserved throughout species. All 

members have homologies, but some are more closely related. BMP-2 and -4 are cytokines with 

similar effects, which constitute one group, whereas BMP-6 and -7, together with BMP-5 and -

8a/b, comprise another group within the family. The BMPs were discovered in 1965 by Urist, 

who demonstrated that new bone was able to grow from autoinduction of proliferating cells 

differentiating to osteocytes [91], hence the name BMP. BMPs are secreted as homodimers, with 

a few exceptions. As for TGF-β, some BMPs are non-covalently attached to its prodomain [90], 

and the attached prodomain can influence the bioactivity of the BMPs.  

  

1.3.2.1 BMP-mediated Smad signaling 
BMPs can bind to several of the superfamily receptors [90;92;93]. BMPs bind to BMP type II 

(BMPIIR), Activin type IIa (ActRIIa) and Activin type IIb (ActRIIb) of the type II receptors, and 

to Alk-1, Alk-2 (ActRI), Alk-3 (BMPRIa), Alk-4 (ActRIb) and Alk-6 (BMPRIb) of the type I 

receptors. The BMPs have different affinities for their receptors, and the type I and type II 

receptors can be combined in several ways. This contributes to the versatility of the BMP 

signaling. In contrast to TGF-β, most BMPs have higher affinity for the type I receptor, and the 

initial binding primarily occurs between a BMP and the type I receptor. However, binding to a 

preformed heterotetrameric receptor complex has been reported, e.g. for BMP-2 [94]. Binding of 

ligand to either a pre-formed receptor complex or a single receptor dimer is likely to induce 

different signaling pathways. In addition to the main receptors, several co-receptors are known, 

which either facilitate or inhibit signaling [90;92;93]. Decoy-receptors, e.g. BMP and activin 

membrane-bound protein (BAMBI), have extracellular domains resembling the type I receptors, 
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but they cannot signal as they lack the intracellular kinase domain, thus, they inhibit BMP 

activity. 

 

 

 

Figure 7. Canonical BMP signaling 

This figure illustrates a simplified BMP signaling pathway. BMPs bind to a heterotetrameric receptor 

complex consisting of two type II and two type I receptors. The type II receptors phosphorylate the type I 

receptors, thus activating them. The type I receptors subsequently phosphorylate the intracellular R-

Smads, Smad1/5/8, which can form a complex with Smad4. The complex translocates to the nucleus 

where it regulates gene transcription in concert with several cofactors. (Modified from Schmierer and Hill, 

2007 [28]). 
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Upon ligand binding, the type II receptors phosphorylate the type I receptors [90;92;93] (Fig. 7). 

Among the R-Smads, Smad1/5/8 are important for BMP signaling [95-97]. However, as for TGF-

β, certain BMPs have been demonstrated to induce phosphorylation of Smad2/3 [90]. The R-

Smads form a complex with Smad4, and translocate to the nucleus. Smad1/5/8 preferably bind to 

guanine-cytosine-rich DNA sequences, but can also bind to the Smad-binding element (SBE) 

[92]. BMPs regulate many of the same target genes as TGF-β, and the ID genes are of high 

importance [98;99]. The negative feedback loop in this pathway includes upregulation of 

antagonists like Noggin, which is a target gene for many BMPs [93]. 

 

As for the TβRs, the BMP receptors are internalized ligand-independently, but internalization 

with ligand via clathrin-coated pits and caveolae has also been demonstrated [90;93]. Whether 

signaling occurs from the cell surface, the endosomes, or both, is still unclear. It seems likely, 

that signaling is feasible both from the cell surface and from endosomes, however; more research 

is needed to elucidate the importance of both signaling modes. Internalization via clathrin-coated 

pits has been linked to the canonical Smad signaling, whereas internalization via caveolae has 

been linked to the non-canonical BMP signaling pathways. Whether this is strictly segregated is 

not known.  

 

The BMP signaling pathway is under tight control, and many of the control mechanisms known 

from the TGF-β signaling pathway are involved (Fig. 8). Endofin (or ZFYVE16), another FYVE 

domain-containing protein, has been described as an adaptor protein facilitating BMP signaling 

[100]. BMP bioactivity is highly regulated by antagonists of which 15 are currently known, e.g. 

Noggin and Follistatin. The antagonists are divided into three subfamilies based on their cysteine-

knot motif. They bind to BMPs, masking the epitopes which are responsible for receptor binding. 

Intracellularly, the I-Smads are important as a regulatory mechanism. Smad6 preferentially 

regulates BMP signaling, e.g. through interaction with type I receptors [80;101]. Smad7 also 

regulates the BMP pathway. In general, most regulatory elements are common for the BMP and 

TGF-β signaling pathways (see chapter 1.3.1.5). 
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Figure 8. Regulation of the BMP signaling pathway 

The BMP signaling pathway is highly regulated. Extracellular regulation of the BMPs’ bioavailability is 

enabled by antagonists such as Noggin. Intracellular regulation is controlled by Smad6/7, which inhibit 

the pathway at several levels. In addition, kinases can phosphorylate the Smad proteins on residues in their 

linker regions; which hinders translocation of the R-Smads to the nucleus. (Modified from Schmierer and 

Hill, 2007 [28]). 

 

BMPs can also induce non-canonical signaling, resulting in activation of many of the same 

proteins as for TGF-β [90;93]. However, some of the adaptor proteins differ. X-linked inhibitor 

of apoptosis protein (XIAP) and BMP receptor-associated molecule 1 (BRAM1) have been 

reported to bind BMP receptors and induce e.g. p38 and Jnk MAPKs activation. 
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1.3.3 Activins and their signaling 
Activins are also secreted as dimers, constituted of two β-subunits [102]. In humans four different 

β-subunits have been identified, of which all can be combined as dimers. A range of different 

types of active activin dimers have been described. They can bind two distinct type II receptors, 

ActRIIa or ActRIIb, and two distinct type I receptors, Alk-4 or Alk-7, of which Alk-4 is the most 

common receptor. Activation of these receptors generates signaling through Smad2/3 and Smad4. 

Like other TGF-β superfamily cytokines, non-canonical signaling through activation of p38 and 

Jnk MAPKs has been demonstrated. As activins are also major regulators of cell proliferation and 

apoptosis, many of their target genes are identical to those of TGF-β and BMPs. Regulation of 

the bioavailability is mediated by antagonists like Follistatin in the extracellular space. 

Regulation of the signaling pathway involves many of the same mechanisms as for TGF-β and 

BMPs, e.g. Smad7 and modifications exerted by proteins from other pathways. 

 

1.3.4 The TGF-β superfamily consists of morphogens with pleiotropic effects 
All members of the TGF-β superfamily are highly conserved throughout species, and exert their 

many effects on a vast range of cell types, including development of hematopoietic cells [103] 

and immune cells in adults [104]. The effects of TGF-β on immunity depend on the differential 

state of the cells affected and on the cytokine milieu affecting the same cells. Generally, TGF-β 

inhibits T-cell differentiation, induces regulatory T (Treg) cells and hampers antigen presentation 

as a negative regulator of inflammatory immune responses. However, recruitment of leukocytes 

in the initial phase of an immune response and pro-survival effects on differentiated T cells are 

also known outcomes. Less is known about the effects of BMPs on T cells. BMPs have been 

demonstrated to inhibit early thymocyte differentiation [105] and BMP-6 induced growth-

inhibitory effects on mature T cells [106]. 

 

TGF-β-induced effects on B lymphocytes include growth inhibition through cell-cycle arrest and 

induction of apoptosis in addition to a general inhibitory function on antibody production 

[104;107]. However, TGF-β is also known to induce IgA class switching in B cells. In more 

detail, TGF-β is known to inhibit cell growth through inhibition of G1- to S-phase transition 

[108], and to induce apoptosis by regulating members of the intrinsic apoptotic pathway [109]. 
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Induction of apoptosis has also been reported to occur via the lipid phosphatase Src homology 2 

domain-containing 5’ inositol phosphatase (SHIP) [110]. Regarding the BMPs, BMP-6 has been 

shown to inhibit the growth of mature human B cells [111] and to inhibit human bone marrow B 

lymphopoiesis [112]. Moreover, Huse and colleagues demonstrated that several BMPs inhibit the 

Ig-production of B cells [113]. From the general inhibitory effects of TGF-β on the immune 

system follows an inhibition of the host tumor immune surveillance, which is favorable for tumor 

progression [114]. This is in addition to the development of resistance to TGF-β and BMPs in the 

malignant cells. 

         

1.3.4.1 TGF-β and BMPs – tumor suppression and tumor promotion 
As TGF-β and BMPs exert effects to inhibit cell growth, they are important cytokines to fight the 

development and growth of cancers [115;116]. However, many cancer types have developed 

ways to escape the growth inhibition. The escape mechanisms range from bi-allelic inactivation 

of central components of the signaling pathways, e.g. TβRII, to upregulation of inhibitors, like 

Smad7. Mutations in the TβRII gene, which lead to either a truncated or a kinase-dead protein, 

have been demonstrated in several cancer types, e.g. colon and ovarian cancer [115;116]. These 

mutations are frequently found in cancers with microsatellite instability. Microsatellite instability 

is a high mutation rate in certain short repetitive DNA sequences spread throughout the genome, 

called microsatellites [117]. Mutations in the type I receptors Alk-3, Alk-4 and Alk-5 are found 

in colon, pancreatic and breast cancer, respectively, but alterations in the type II receptors are 

more common [115;116]. Smad4 mutations or deletion of one Smad4 allele are highly present in 

many cancer forms, such as pancreatic and colorectal cancer types. R-Smad mutations are less 

frequent, but deletion of Smad3 has been demonstrated in gastric cancer [115;116]. 

Overexpression of Smad7, as seen in the colonic mucosa, can be associated with chronic 

inflammation, rendering the tissue predisposed to develop cancer. 

 

At a certain point in the development of cancer, TGF-β can promote cancer growth [118;119]. 

The switch in responsiveness leads to lack of growth inhibition and other TGF-β effects become 

more pronounced, e.g. EMT, motility, invasion and immunosuppression [118;119]. Many of 

these effects can lead to the development of metastasis, e.g. EMT, which is the process where 
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epithelial cells lose their anchorage to other cells and gain the ability to move to a different 

location. The mechanisms behind the switch in TGF-β responsiveness involve both genetic and 

epigenetic changes. Mutant p53 and oncogenic Ras have been demonstrated to enable TGF-β-

induced metastasis via repression of p63 in breast cancer cells [120]. Another mechanism 

involves loss of Smad4 in colon cancer cells, which facilitates liver metastases [121]. Restoring 

Smad4 expression promotes the TGF-β tumor-suppressive effects in these cells. In addition, the 

process of EMT leads to cells with “stem-cell properties” [122]. This is a possible answer to the 

question of how metastasizing cells are able to colonize new tissue. Non-stem cells have only 

limited proliferative potential; however, when the EMT program induces “stem cell-properties”, 

the growth of metastases is explainable. Overexpression of TGF-β has been found in different 

cancers, e.g. breast and colon, and is linked to metastasis [115]. TGF-β can be secreted by tumor 

cells, stromal cells or tumor-infiltrating cells, thus there are many sources of TGF-β in a tumor 

setting. BMPs have also been implicated to have dual roles in cancer; however, additional 

research is needed to address this issue more thoroughly [123;124]. High expression of BMP-6 in 

myeloma patients has been linked to superior survival compared to the low BMP-6-expression 

group [125]. On the contrary, another study demonstrated that BMP-6 protected against apoptosis 

in myeloma cell lines, thus promoting survival of myeloma cells [126]. This indicates that BMPs 

can have tumor-suppressing and tumor-promoting effects in hematologic malignancies.  

 

1.3.4.2 Roles in hematologic malignancies – resistance to BMPs and TGF-β 
In leukemia or lymphoma cell lines, resistance to the antiproliferative effects of TGF-β and 

BMPs is frequently seen. Mutations in central components, e.g. receptors or Smad proteins, are 

rare, although reported in some cases of T-cell lymphomas and anaplastic large-cell lymphomas 

[127;128]. Reduced expression of central signaling components or overexpression of oncogenes 

is more common. In BL, resistance to TGF-β has been linked to a reduction in the TβRII cell-

surface expression [129;130]. This was most abundant in BL cell lines expressing all the EBV 

genes, and it was not due to a mutation [129]. These cell lines were found refractory both to the 

antiproliferative and apoptotic effects of TGF-β. Importantly, EBV has previously been 

associated with loss of TGF-β responsiveness [131]. Reduced Smad3 protein level has been 

demonstrated in patients with T-cell lymphoblastic leukemia [132]. Moreover, loss of one Smad3 
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allele in mice was linked to impaired TGF-β antiproliferative effects. Loss of Smad3 together 

with inactivation of the p27 gene was demonstrated to promote leukemogenesis in mice. 

Promoter methylation of the BMP-6 gene has been found in malignant lymphoma and adult T-

cell leukemia [133;134]. This may be a predisposition for developing malignant disease, and can 

be associated with aggressiveness of the malignancy. In addition, promoter methylation of TβRII 

was suggested in a DLBCL cell line, as treatment with demethylating reagents restored the 

expression and functionality of the receptor [135]. This demonstrates that epigenetic silencing 

through DNA methylation is a factor in the resistance to members of the TGF-β superfamily in 

hematologic malignancies. 

 

1.4 Epidermal growth factors 
Epidermal growth factor (EGF) is a mitogenic factor that plays an important role in the regulation 

of cell growth, proliferation and differentiation [136;137]. EGF was first discovered in mice and 

later the equivalent was detected in humans. The EGF family of growth factors consists of seven 

different growth factors, e.g. EGF and TGF-α. There is limited homology within the family; 

however, they all have an EGF-like domain and bind the same family of receptors. 

 

1.4.1 EGF receptor activation and internalization 
EGF binds to the epidermal growth factor receptor (EGFR, also known as ErbB1), a tyrosine-

kinase receptor belonging to the ErbB family of receptors [138]. Upon ligand binding the 

receptors form either hetero- or homodimers and are autophosphorylated on tyrosine residues. 

Following activation, the receptor complex is internalized via clathrin-coated pits to early 

endosomes, where its fate is decided [138]. Either it is recycled back to the cell surface, or, more 

commonly, ubiquitinated and sorted into multivesicular bodies and targeted for degradation in the 

lysosomes. Signaling can occur both from the cell surface and from the endosomes [139;140].  
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2.  Aims of the present study 
The TGF-β and BMP signaling pathways seem, at first glance, straightforward. However, 

research over the past years has revealed several control mechanisms and also non-canonical 

signaling, clarifying some of the complexity of these pathways. In cancer, alterations in the 

signaling pathways occur to give growth advantage to the cancerous cells and understanding the 

mechanisms behind these alterations are of high importance. 

  

The overall aim of our studies was to elucidate the TGF-β and BMP signaling pathways in B-cell 

lymphoma, focusing on the mechanisms behind development of resistance and revealing the role 

of key players in these pathways. In more detail, the aims of the studies were to: 

� Investigate whether B-cell lymphomas can escape the growth control of BMPs, and, if 

found, elucidate the molecular mechanisms behind the resistance. 

� Study the mechanisms behind resistance and sensitivity to TGF-β-induced growth 

inhibition in B-cell lymphomas. 

� Elucidate the role of Smad anchor for receptor activation (SARA) in the TGF-β signaling 

pathway. 
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3.  Summary of included papers 
Paper I: Mechanistic basis for resistance to BMP-induced growth inhibition in B-cell 

lymphoma 

BMP expression and signaling are altered in a variety of cancers but the functional impact of 

these alterations is uncertain. In this study we investigated the impact of expression of BMP-2, -

4, -6 and -7 and their signaling pathway components in human B-cell lymphoma. BMP mRNA 

levels were determined with real-time RT-PCR. High levels of BMP-7 mRNA were detected in 

both normal GC B cells and malignant B cells. In addition, some BMP-6 mRNA was detected. 

Furthermore, we tested the functional effects of the BMPs on B-cell lymphoma cells. Addition of 

exogenous BMPs inhibited DNA synthesis in most lymphoma cell lines examined but some cell 

lines were completely resistant. Notably, BMP-7 had little if any effect in all lymphoma cells 

tested. Primary tumor specimens from three out of five lymphoma patients examined were 

resistant to BMPs, as determined by a lack of activation of the BMP effectors Smad1/5/8. BMP-

resistance mechanisms were investigated by a comparison of sensitive and resistant cell lines. In 

this respect we investigated the levels of Smad1/5/8 phosphorylation in the sensitive and resistant 

cell lines through Western immunoblotting. We found a positive correlation between activation 

of Smad1/5/8 and inhibition of DNA synthesis. This suggests that the mechanism behind 

resistance is situated upstream of Smad activation. While BMP receptors are downregulated in 

many cancers, we documented similar receptor levels in both resistant and sensitive lymphoma 

cells. We investigated whether Smad levels could be a general resistance mechanism; however, 

only one of the resistant cell lines displayed downregulated Smad1/5 levels. Upregulation of I-

Smad proteins has been demonstrated as a mechanism behind resistance in different cancer types. 

In primary lymphoma specimens from patients, analysis of two independent gene expression data 

sets confirmed elevated expression of Smad7. In the resistant cell line ROS-50 we observed 

elevated levels of Smad7 mRNA; however, we did not detect the same difference on the protein 

level. Overexpression of Smad7 in the highly sensitive cell line SUDHL-6 rendered the cells 

resistant to the growth-inhibitory effects of BMPs, thus, Smad7 upregulation is a potential 

mechanism behind resistance to BMPs in B-cell lymphoma. Our findings define a mechanism of 

escape from inhibitory BMP signaling in B-cell lymphomas expressing BMPs that is correlated 

to reduced activation of Smad1/5/8.   
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Paper II: TGF-β-induced growth inhibition in B-cell lymphoma correlates with Smad1/5 

signalling and constitutively active p38 MAPK  

In this paper we compared the TGF-β-related signaling properties in B-cell lymphoma cell lines 

that were sensitive or resistant to TGF-β-induced antiproliferative effects. TGF-β-sensitive cell 

lines expressed higher cell-surface levels of Alk-5, determined by flow cytometry. The 

expression levels of the other TGF-β and BMP receptors were comparable in the different cell 

lines. Furthermore, we investigated the levels of Smad2 and Smad1/5 phosphorylation upon 

TGF-β treatment by Western immunoblotting. TGF-β-induced phosphorylation of Smad2 was 

similar in TGF-β-sensitive and -resistant cell lines. In contrast, activation of Smad1/5 was 

restricted to cells that were sensitive to growth inhibition by TGF-β. Moreover, with activin A we 

detected limited antiproliferative effects, strong phosphorylation of Smad2, but no Smad1/5 

phosphorylation. Upregulation of the TGF-β target genes Id-1 and Pai-1 was identified in the 

TGF-β-sensitive cell lines. The importance of the non-canonical TGF-β signaling pathways has 

recently emerged, thus, we wanted to examine whether these pathways could play a role in the 

sensitivity and resistance to TGF-β. Constitutive phosphorylation of p38 MAPK was restricted to 

the TGF-β-sensitive cell lines. Inhibition of p38 MAPK led to reduced sensitivity to TGF-β. In 

addition, we demonstrated constitutive active ERK1/2 MAPK expression in the TGF-β-resistant 

cell lines. We suggest that phosphorylation of Smad1/5 is important for the antiproliferative 

effects of TGF-β in B-cell lymphoma. Alk-5 was highly expressed in the sensitive cell lines, and 

might be important for signaling through Smad1/5. Our results further indicate a role for p38 

MAPK in the regulation of TGF-β-induced antiproliferative effects. 
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Paper III: SARA has a role in EGF receptor trafficking, but is not essential in TGF-β 
signaling 

Signaling through receptors of the TGF-β superfamily is mediated by Smad proteins. It has been 

suggested that the FYVE-finger domain-containing protein SARA influences TGF-β signaling by 

direct interaction with the non-activated Smad proteins and the TGF-β receptors, thus forming a 

bridge between the receptors and R-Smads to facilitate signaling. The specific role of SARA in 

TGF-β-mediated Smad signaling remains poorly understood. We studied SARA protein 

expression in different B-cell lymphoma cell lines by Western immunoblotting, but did not find 

any correlation between SARA expression levels and the levels of TGF-β-induced 

phosphorylation of Smad proteins. Knockdown of SARA in HeLa cells by two different siRNAs 

did not interfere with the TGF-β-induced Smad activation or Smad nuclear translocation. 

Furthermore, we performed real-time RT-PCR to investigate the levels of target-gene induction, 

and detected no difference in the induction of TGF-β target genes ID1, ID2 and ID3 between 

control and SARA knockdown cells. As determined by a [3H]-thymidine-incorporation assay and 

live-cell microscopy, ablation of SARA resulted in reduced cell proliferation and cell count, 

which led us to investigate a potential role of SARA in regulation of EGFR trafficking. We did 

confocal microscopy looking at the uptake and sorting of rhodamine (Rh)-EGF. Knockdown of 

SARA showed significant impact on the sorting of Rh-EGF. Furthermore, EGF-induced 

internalization and degradation of the EGFR was reduced in SARA knockdown cells compared 

to control cells, as determined by flow cytometry and Western immunoblotting, respectively. Our 

results fail to support that SARA is essential for TGF-β-mediated signaling, but instead suggest a 

novel role for SARA in the regulation of EGFR trafficking. 
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4.  Discussion 
 

4.1 Methodological considerations 
 

4.1.1 Cell systems 
We have used primary tumor material, centroblasts and centrocytes isolated from human tonsils, 

B cells isolated from peripheral blood from healthy donors and B-cell lymphoma cell lines. These 

cell systems have advantages and disadvantages with respect to being good models for B-cell 

lymphomas and their corresponding normal controls and, at the same time, rendering it possible 

to use them for laboratory work. Primary tumor material is undoubtedly the best model for B-cell 

lymphoma; however, tumor material is not easily accessible, the cells are fragile and the amount 

of cells from each biopsy is scarce, which limits the experiments that can be conducted. In 

primary tumor material non-tumor cells are always present, and purification of tumor cells 

reduces the viability of the cells and leads to a possible further selection of the cells. In addition, 

primary cells need to be stimulated with survival factors, e.g. CD40L and different cytokines, to 

survive. Moreover, there are ethical and juridical considerations when working with patient 

material. In this respect, the work done on patient material, cells isolated from human tonsils and 

B cells derived from healthy donors was approved by the regional Committee for Medical 

Research Ethics, Region Eastern Norway. Informed consent from each donor was obtained, in 

accordance with the Declaration of Helsinki [141]. Primary tumor cells can be used to confirm 

results obtained from cell lines to ensure the physiological importance of the findings, which we 

did in paper I. 

 

In paper I we used centroblasts and centrocytes as controls, and in paper II we used peripheral 

blood bulk B cells. Centroblasts and centrocytes from tonsils are considered to be the normal 

counterparts for certain lymphoma subtypes, e.g. BL, FL and GCB DLBCL. However, these cells 

are more difficult to get access to, compared to e.g. peripheral blood B cells, and as tonsils are 

removed only when patients are suffering from inflammation, the cells might not be considered 

“normal”. Interestingly, Alizadeh and colleagues defined that the ABC DLBCL corresponds to 
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the activated peripheral B cells [24], rendering peripheral blood bulk B cells suited as a normal 

counterpart. 

 

Several of the cell lines that we have used have been thoroughly tested and are considered good 

models for B-cell lymphoma subtypes, including SUDHL-4, SUDHL-6, Oci-Ly 3, Oci-Ly 7 and 

Oci-Ly 10 [24;142-144]. Others, like the FL cell lines, might not be as representative for the 

primary tumor. In vivo, FL cells are dependent on stromal cells to grow and the 

microenvironment has been demonstrated to be of high importance in the FL pathogenesis 

[25;145]. In vitro they grow without stromal cells; which means the cells must have obtained 

novel features compared to their cells of origin. Nevertheless, cell lines are easy to culture, the 

amount of cells is almost unlimited, cell lines are generally stable, which means the results are 

reproducible, and the cells are often easy to manipulate genetically. Thus, cell lines are good 

tools for researchers. However, their physiological relevance is debatable, and results often need 

to be confirmed in primary cells. Generally, there is a need for carefulness when working with 

cell lines, especially considering cross-contaminations and misidentification [146]. During this 

study, we have checked all the applied cell lines and have not experienced problems with e.g. 

mycoplasma contamination. As a rule, we only maintained our cell lines in culture for two 

months before new cells were thawed, to avoid genotypic and phenotypic changes. The cell lines 

SUDHL-4, SUDHL-6, ROS-50, K-422, BL-41 and Ramos were authenticated in February 2011 

through DNA profiling by RT-PCR of 16 polymorphic markers. Regarding Oci-Ly 3, Oci-Ly 7 

and Oci-Ly 10, these cell lines are not commercially available; thus, there is no cell-line 

identification profile available. However, we obtained these cell lines from Louis Staudt’s lab, 

and they have profiled and classified them.  

 

4.1.2 Manipulation of B cells and B-cell lymphoma cell lines 
Transfection of normal B cells and several of the B-cell lymphoma cell lines used in this study 

has proven difficult. When attempting to transfect normal B cells using the nucleofection 

technique by Amaxa, we experienced low transfection efficacies and high proportions of cell 

death, despite the fact that others have succeeded in transfecting primary human B cells and B-

cell chronic lymphocytic leukemia cells [147]. In addition, we experienced the same difficulties 
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with several of the B-cell lymphoma cell lines. This left us with few choices considering 

manipulation of the cells. Inhibitors can to some degree replace the use of siRNAs, but the 

inhibition achieved is not as good over time. In addition, small-molecule inhibitors are generally 

less specific compared to siRNA. The degree of off-target effects often correlates with the 

concentration of the applied inhibitor. Nevertheless, we successfully used the p38-inhibitor 

SB203580 in paper II, showing that p38 MAPK is important for the effects of TGF-β on cell 

death. We have recently established retroviral transduction in our lab, and this will open up more 

possibilities when it comes to manipulation of B cells and B-cell lymphoma cell lines. 

  

In paper III we decided to apply the epithelial cancer cell line HeLa when elucidating the role of 

SARA in the TGF-β signaling pathway. These cells are easy to transfect using lipofectamin. In 

addition, they express higher levels of SARA compared to B-cell lymphoma cell lines, and they 

respond to TGF-β via both Smad2 and Smad1/5 phosphorylation. HeLa cells have a favorable 

morphology with a large cytoplasm, which is ideal for confocal microscopy, one of the 

techniques used in paper III.  

 

4.1.3 Confocal microscopy 
Antibodies applied to confocal microscopy need to be tested, as unspecific staining easily can 

occur. The rabbit anti-Smad2 antibody which we applied for confocal microscopy in paper III has 

been used for Western immunoblotting analysis as well, and is a specific antibody. We used 

rabbit antiserum as a negative control for the Smad2 staining. 

  

4.1.4 Western immunoblotting quantification 
The use of Western immunoblotting analysis relies on having antibodies with high specificity. 

The advantage of the method is that the proteins are separated by electrofocusing, thereby giving 

size information. Quantification of the protein bands is a method to objectively quantify the 

expression levels. However, it is important to be precautious when quantifying blots. It is crucial 

to use a good loading control that the protein band of interest can be normalized to. We have used 

PGK-1, Actin, β-tubulin or the unphosphorylated corresponding protein as loading controls for 
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our Western blots. PGK-1, Actin and β-tubulin are housekeeping genes, and these are normally 

expressed at a constant level [148]. Greer and colleagues concluded that Actin, together with 

heat-shock protein 90 (Hsp-90), are among the more stably expressed housekeeping genes. It is 

also essential not to expose the Western blot film more than necessary, as the bands quickly may 

reach a point of saturation. Beyond this point the peaks of the bands are cut off, which leaves the 

differences smaller when compared to unsaturated bands. We have used a GS-300 densitometer 

(BioRad) and the software Quantity One when quantifying the protein bands. This software can 

be programmed to detect saturated bands upon scanning the films. Note that none of the protein 

bands we have quantified were saturated. In addition, it is important to repeat the experiments 

several times to be able to draw a reliable conclusion. 

 

Many of the proteins in the BMP and TGF-β signaling pathways, including the cytokines 

themselves and the I-Smads, Smad6/7, are highly conserved throughout species. This reduces the 

immunogenicity of the proteins; therefore, the production of specific antibodies is challenging. 

We have experienced that several of the BMP-6, BMP-7 and Smad7 antibodies commercially 

available were not specific. We have tested the specificity of several of the antibodies used via 

pre-incubation with a blocking peptide or overexpression of a tagged protein. We used the latter 

experimental design to validate anti-human Smad7 and BMP-7 antibodies. 

 

4.2 Elucidating the TGF-β and BMP signaling pathways in hematologic 
malignancies – sensitivity or resistance to the growth-inhibitory effects 

Understanding the TGF-β and BMP signaling pathways in malignant cells is of high importance, 

and might identify aberrant expression levels of proteins that can represent new targets for 

therapeutic interventions in malignancies, including B-cell lymphomas. TGF-β and BMPs induce 

pleiotropic effects on a plethora of cell types, and the functional outcome is highly cell-type and 

context dependent. Research over the past years has revealed layers of control mechanisms that 

regulate the many effects. In paper I-III we have aimed to elucidate the BMP and TGF-β 

signaling pathways and how malignant B cells can develop resistance to these cytokines. 

Malignant cells often develop resistance to growth-inhibitory cytokines like TGF-β and BMPs. 

Both in paper I and II we demonstrated resistance to the growth-inhibitory effects of BMPs and 
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TGF-β, respectively. Three out of ten B-cell lymphoma cell lines were resistant to BMPs growth 

inhibition, whereas three were classified as sensitive and four displayed intermediate sensitivity. 

Five out of eight B-cell lymphoma cell lines were sensitive to TGF-β growth inhibition, albeit not 

as sensitive as normal B cells, whereas three were completely resistant. Upon further 

investigations we concluded that BMP and TGF-β resistances could be mediated by different 

aberrations in the signaling proteins.  

 

4.2.1 Receptor downregulation is not a general mechanism behind the BMP and 
TGF-β resistances in B-cell lymphoma  

In paper I and II we detected moderate levels of most BMP and TGF-β receptors; however, at 

least one type I and one type II receptor were detected in all cell lines. The receptor expression 

differed throughout the cell lines; however, we did not detect a pattern in sensitive compared to 

resistant cell lines, indicating that receptor downregulation is not a general mechanism behind the 

resistance to BMPs and TGF-β. Loss of TGF-β receptor expression has been reported in some 

cases of BL and ABC DLBCL [129;130;135]. We detected very low BMP receptor levels in 

some cell lines (paper I), especially of the type II receptors. Raji, a BMP-sensitive cell line, 

expressed low levels of type II receptors; however, it must be sufficient for signaling, as we 

detected Smad phosphorylation and growth-inhibiting effects after addition of BMPs to this cell 

line. Of note, we used flow cytometry to examine the levels of endogenous receptors. This 

method has detection limits, so most likely there are receptors expressed on the cells that were 

not detected in these experiments. However, we previously obtained similar results when 

comparing protein detection with flow cytometry to Western immunoblotting [106], thus 

verifying that flow cytometry can be used to detect BMP and TGF-β receptors. In paper II we 

show that Alk-5 and TβRII are expressed in the cell lines, and, most likely, features signaling via 

both Smad2 and Smad1/5. The expression of Alk-5 correlated with sensitivity to TGF-β as the 

sensitive cell lines expressed higher surface levels of Alk-5 compared to the resistant cell lines. 

Regarding the BMPs, research over the past decades has demonstrated that each BMP has 

binding preferences to certain receptor types, which they bind to with higher affinity [90]. 

Therefore, each cell’s composition of the type I and II receptors will affect the functional 

outcome of different BMPs in that cell. BMP-2 has been shown to induce proliferation of 

different cell types, including prostate cancer cells, possibly due to the type I receptor present on 
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the cells, as upregulation of BMPRIB led to antiproliferative BMP-2-induced effects. [149]. It is 

probably dependent on the cell type and the levels of both receptors and ligand. The BMPs that 

have been used in this study all bind to Alk-2, Alk-3 and Alk-6, and to BMPRII, ActRIIa and 

ActRIIb; however, with different affinities [90;92].  

 

We detected BMP- and TGF-β-receptor expression in our lymphoma cell lines, and concluded 

that downregulation of receptors is not the reason for development of resistance. However, we 

did not elucidate whether the expressed receptors harbored mutations. This is likely in cell lines 

expressing receptors without being able to induce phosphorylation of R-Smads. Taken together, 

downregulation of receptors is not a general mechanism behind the resistance to BMPs and TGF-

β in B-cell lymphoma. 

 

4.2.2 Smad1/5/8 signaling is linked to the antiproliferative effects of BMPs and TGF-
β 

Different adaptor proteins, e.g. SARA, have been proposed to have important roles in facilitating 

Smad phosphorylation by the TβRI, and loss of SARA expression could be a potential 

mechanism of resistance to the growth-inhibitory effects of TGF-β. We demonstrated that SARA 

expression does not correlate to TGF-β-induced antiproliferative effects or Smad phosphorylation 

in B-cell lymphoma cell lines (paper III). Therefore, loss of SARA is not a mechanism behind 

resistance to TGF-β. In addition, knockdown of SARA did not affect TGF-β signaling in HeLa 

cells. Whether loss of Endofin or other adaptor proteins might be linked to resistance to BMPs or 

TGF-β in B-cell lymphoma has to our knowledge never been elucidated and needs to be further 

investigated. The role of SARA and other adaptor proteins will be further discussed in chapters 

4.4 and 4.5. 

 

The canonical TGF-β-induced signaling is generated through Smad2/3; however, recent research 

has demonstrated that TGF-β also can activate Smad1 or 5 in several cell types [150;151].  In 

paper II and III we revealed that TGF-β could induce phosphorylation of Smad1/5 in normal and 

neoplastic B cells. The TGF-β-resistant cell lines signaled through Smad2 only, whereas the 
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sensitive cell lines signaled through both Smad2 and Smad1/5. In addition, in paper I we 

demonstrated a correlation between Smad1/5/8 signaling and the antiproliferative effects of 

BMPs on B-cell lymphoma cell lines. Thus, the Smad1/5/8 signaling is of importance to the 

growth-inhibitory effects of both BMPs and TGF-β. Munoz and colleagues also discovered that 

Smad1 is important for TGF-β signaling in FL and DLBCL cell lines [152]. They observed that 

TGF-β signaling involving TβRII can phosphorylate Smad1, and that this phosphorylation is 

important for cell proliferation of one FL cell line as the antiproliferative effects of TGF-β were 

diminished after transfection of siRNA against Smad1. In addition, Rai and colleagues 

demonstrated that Smad5 is inhibited via miRNA miR-155, and this affects the TGF-β 

antiproliferative effects [153], showing that signaling through Smad5 is important for the 

functionality of TGF-β. Another study confirmed TGF-β Smad1/5 signaling in mammary 

epithelial cell lines; however, they detected a correlation to the migratory effects of TGF-β, not to 

the antiproliferative effects [154]. 

 

In paper I and II we demonstrated that the applied B-cell lymphoma cell lines expressed both R-

Smads and Smad4 at levels sufficient to signal. Although the R-Smad levels differed, we did not 

detect expression patterns distinguishing between resistant and sensitive cell lines. In K-422 cells 

the combined expression of Smad1/5 was lower than in the other cell lines (paper I). We 

succeeded to overexpress Smad1 via electroporation of K-422 cells, but Smad1/5 

phosphorylation was not restored, and the cells did not become sensitive to BMPs (unpublished 

data). However, electroporation might alter the signaling capacity of the cells, which makes it 

more difficult to interpret the results. In conclusion, altered Smad levels is most likely not the 

mechanism behind resistance to BMPs or TGF-β in K-422 cells; however, cannot be excluded as 

a mechanism as we observed downregulation of Smad1 in some B-cell lymphomas (paper I).  

 

Resistance to the growth-inhibitory effects of BMPs and TGF-β has been linked to the Smad 

proteins. Mutations in Smad proteins are rarely found in B-cell lymphoma; however, suppression 

of Smad signaling has been demonstrated both via miRNA targeting Smad5 and upregulation of 

BCL6 [153;155]. BCL6 is frequently upregulated in FL and DLBCL, and Wang and colleagues 
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detected that upregulation of BCL6 correlated with resistance to TGF-β-induced growth 

inhibition [155]. BCL6 was found to interact with Smad4, thus repressing TGF-β signaling. We 

tried to elucidate the role of BCL6 in TGF-β signaling in B-cell lymphoma. From our preliminary 

studies we came to the conclusion that BCL6 most likely is not involved in abrogation of TGF-β 

signaling in our cell lines (unpublished data). In recent years, the role of miRNAs has become 

more and more clear, and changes in miRNA expression are often linked to malignancies. Rai 

and colleagues demonstrated that miR-155 targeted Smad5, and thus limited the cytostatic 

activity of both BMPs and TGF-β [153]. We did not elucidate the role of miRNAs in B-cell 

lymphoma. 

 

In myeloma cells, a distinct mechanism for TGF-β resistance was demonstrated. Cyclin-

dependent kinase 2 (CDK2) was found to phosphorylate Smad2 on a threonine residue (T8) in 

the amino-terminal end, leading to inhibition of Smad2-Smad4 complex formation and abrogated 

nuclear translocation [156]. Baughn and colleagues stated that they detected Smad2 

phosphorylated on the T8 residue in the two lymphoma cell lines Ramos and BJAB [156]. 

However, in paper II we show that Ramos cells are sensitive to TGF-β antiproliferative effects, 

albeit not to the same degree as normal B cells. It is not clear whether Baughn and colleagues 

tested the functional effects of TGF-β on lymphoma cell lines, or just examined the T8 

phosphorylation status of Smad2. Nevertheless, phosphorylation of T8 might contribute to the 

reduced sensitivity to TGF-β that we see in Ramos cells. Studies of other cell types have 

demonstrated that phosphorylation of Smad3 by both CDK2 and CDK4 also attenuates TGF-β 

signaling, and leads to resistance to the antiproliferative effects of TGF-β [157]. We have not 

explored the role of R-Smad phosphorylation by CDKs in our cell lines. Taken together, 

downregulation of Smad proteins is not a general mechanism behind loss of the antiproliferative 

effects of BMPs and TGF-β in B-cell lymphoma; however, might play a role in certain B-cell 

lymphomas. In addition, signaling through Smad1/5/8 is crucial for the growth-inhibitory effects 

of BMPs as well as TGF-β in B-cell lymphoma. The mechanisms behind the resistance to BMPs 

are most likely situated early in the signaling cascade, as we detected a correlation between 

Smad1/5/8 phosphorylation and sensitivity to BMP-induced growth inhibition (paper I).  
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4.2.3 Inhibitory Smad proteins and antagonists are potential mechanisms behind 
BMP and TGF-β resistances 

As seen in solid cancers, upregulation of Smad7 has been found in adult T-cell 

leukemia/lymphoma [158]. Nakahata and colleagues demonstrated that overexpression of Smad7 

together with downregulation of the transcription factor ZEB1 were the mechanisms behind 

resistance to TGF-β in adult T-cell leukemia/lymphoma. In paper I differences in the mRNA 

expression level for Smad7 were detected; however, we could not detect protein expression 

patterns distinguishing between resistant and sensitive cell lines. The correlation between the 

mRNA and protein data was poor. This is probably due to post-transcriptional regulation, as is 

known from e.g. TGF-β transcription [159]. SUDHL-6 cells showed slightly lower Smad7 

protein levels compared to the other cell lines. In addition, these cells were by far the most BMP 

sensitive; therefore, we used these cells to stably overexpress Smad7. Smad7 overexpression 

rendered the cells BMP resistant (paper I), thus, Smad7 upregulation is a potential mechanism 

behind both BMP and TGF-β resistances in B-cell lymphoma.  

 

Another mechanism implicated in the escape from BMP-mediated growth inhibition is 

upregulation of the soluble antagonist Noggin. In association with Paper I we determined the 

mRNA levels of Noggin and other BMP-inhibitors in B-cell lymphoma cell lines. We did not 

detect increased levels of any of the tested inhibitors; rendering it unlikely that upregulation of 

inhibitors is a mechanism behind escape from BMP-induced growth inhibition in lymphoma cells 

(unpublished data). However, upregulation of Noggin has been demonstrated as a mechanism 

behind resistance to BMPs in different cancer types. Hsu and colleagues detected upregulation of 

Noggin in aggressive melanoma cells that were refractory to the BMP-7-induced antiproliferative 

effects [160]. In some melanoma cell lines, overexpression of Noggin led to reduced BMP-7-

induced growth inhibition, which correlated with induced expression of two growth factors, 

Nodal and Vascular endothelial growth factor (VEGF). This can in part be responsible for the 

reduced antiproliferative effects. Taken together, the upregulation of inhibitors is a potential 

mechanism behind the resistance to the BMP- and TGF-β-induced growth inhibition. However, 

in B-cell lymphoma we did not detect high levels of antagonists like Noggin. Moreover, we 

demonstrated that Smad7 overexpression can render a cell line BMP resistant, thus, Smad7 

upregulation is a potential mechanism behind BMP and TGF-β resistances.  
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4.2.4 Non-Smad signaling pathways are involved in sensitivity and resistance to 
BMPs and TGF-β  

Research over the past years has revealed the important role of the non-Smad signaling pathways 

for both BMP- and TGF-β-induced effects. These non-Smad pathways contribute to many of the 

known effects of BMPs and TGF-β, e.g. induction of apoptosis and EMT, in addition to their role 

in regulating the Smad pathway through e.g. Smad linker-region phosphorylation. We 

demonstrated constitutive active p38 MAPK in the TGF-β-sensitive cell lines (paper II), and 

showed that inhibition of p38 MAPK could reduce the induction of cell death by TGF-β 

compared to control cells. In accordance with this, other studies have shown the involvement of 

p-p38 in TGF-β-mediated apoptosis [161] and that p-p38 can enhance sumoylation of Smad4, 

which positively contributes to both TGF-β and BMP target-gene induction [162]. 

 

In paper II we detected constitutive active ERK1/2 MAPK in the TGF-β-resistant cell lines. Our 

data implied that constitutively active ERK1/2 might be important for resistance to TGF-β. We 

hypothesized that pERK1/2 would phosphorylate the linker region of Smad2, as is known from 

the literature, thus hindering pSmad2 nuclear translocation and inducing TGF-β resistance. 

However, we did not detect increased Smad2 linker phosphorylation in the resistant cell lines 

compared to the sensitive cell lines. In addition, treatment with the specific MEK inhibitor 

(UO126) did not sensitize the resistant cell lines to TGF-β. It has been demonstrated that TGF-β-

resistant hepatocytes expressed constitutive active ERK1/2 MAPK [163], and that ERK1/2 

inhibition or knockdown rendered the cells sensitive to TGF-β-induced apoptosis. Furthermore, 

pERK1/2 impaired the upregulation of NOX4, an NADPH oxidase vital for the mitochondrial-

dependent apoptosis. Our study indicated that ERK1/2 MAPK is not involved in the mechanism 

behind TGF-β resistance in B-cell lymphoma cell lines. However, we cannot completely reject 

our hypothesis, as the inhibitor used did not fully block pERK activation, and we did not test 

ERK1/2 knockdown by siRNA treatment. 

 

BMP-2 was demonstrated to induce proliferation of ROS-50 cells (paper I) and TGF-β induced 

proliferation of Raji cells (paper II). Raji represents an EBV-positive BL cell line, and EBV-

positive BLs have previously been demonstrated to be either refractory to TGF-β growth 
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inhibition, or to react by growth stimulation [131]. The EBV-protein latent membrane protein 1 

(LMP-1) has been implicated to be responsible for the altered TGF-β response, as knockdown of 

LMP-1 rendered the EBV-positive B cells sensitive to TGF-β [164]. In addition, p38 MAPK 

inhibition led to increased apoptosis after TGF-β stimulation of Raji cells, indicating that p38 is 

activated by LMP-1 and protects against apoptosis [165]. This is contradictory to the suggested 

role of p38 in TGF-β-sensitive cell lines, presented in paper II and by others [161], where p38 is 

linked to the apoptotic effects of TGF-β in Ramos (paper II) and BL-41 [161]. These cell lines 

are also of BL origin, but they are not EBV-positive BL. BMP-2 has been shown to induce 

proliferation of different cell types, including prostate cancer and non-small cell lung carcinoma 

(NSCLC); the latter result obtained in vivo [166;167]. Langenfeld and colleagues reported that 

BMP-2 induced growth stimulation in an NSCLC cell line, albeit only transiently in vitro and in 

the presence of 5% FCS [167]. These effects were possibly due to upregulation of Ras-ERK 

MAPK or other contextual influences. Under serum-free conditions, BMP-2 stimulation 

decreased cell growth by 50%. Taken together, non-Smad signaling pathways are important for 

the effects of BMPs and TGF-β in B-cell lymphoma. In addition, constitutive active p38 MAPK 

is involved in the sensitivity to TGF-β in B-cell lymphoma. 

 

4.3 ID1 is a common target gene for BMPs and TGF-β 
The Id proteins are HLH proteins, which inhibit other basic HLH proteins (see chapter 1.3.1.4). 

BMPs and TGF-β are known to regulate the expression of ID1 [70]. BMPs have been 

demonstrated to upregulate ID1 in several cell types, whereas for TGF-β, downregulation of ID1 

has been demonstrated in many cell types [168]. Kang and colleagues reported that all ID genes 

were downregulated in epithelial cell lines upon TGF-β stimulation, as seen by a microarray 

study. The repression was demonstrated to be mediated by Activating transcription factor 3 

(ATF3), together with Smad3. ATF3 can be upregulated by TGF-β. However, several papers 

have reported induction of ID1 upon TGF-β stimulation [169;170], and we have demonstrated Id-

1 protein upregulation after TGF-β stimulation in both paper II and III, in B-cell lymphoma cell 

lines as well as in an epithelial cell line (HeLa). Upregulation of Id-1 by TGF-β might be 

facilitated via Smad1/5, as we only detected upregulation of Id-1 in cell lines where TGF-β 

induced phosphorylation of Smad1/5 in addition to Smad2. ATF3 is capable of binding Smad3, 
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but not Smad1 [168]. However, Liang and colleagues demonstrated that Smad3 is responsible for 

upregulation of ID1 by TGF-β in a human mammary epithelial cell line [170].  

 

Id-1 is described as a negative regulator of differentiation and, interestingly, a positive regulator 

of proliferation [70]. It was demonstrated to be induced upon growth-factor stimulation of mouse 

3T3 cells [171], and to be required for the G0- to S-phase transition in human fibroblasts, as 

knockdown inhibited DNA synthesis in these cells [172]. Important is the Id-induced suppression 

of p16, a negative regulator of the cell cycle, known to induce senescence [173;174]. The 

suppression of p16 is probably mediated by direct physical interaction with and repression of the 

transcription factor Ets2. In addition, knockdown of ID1 in several other cell types, e.g. lung and 

prostate cancer, leads to growth suppression [175;176]. However, Sivertsen and colleagues 

demonstrated that ID1 knockdown abrogated the growth-inhibitory function of BMP-6 in Jurkat 

TAg cells [106], and others have also demonstrated that Id-1 and other Id proteins are important 

for growth inhibition [177-179]. We did not knock down ID1 to test whether it is essential for the 

growth inhibition induced by BMPs and TGF-β, as seen in paper I and II. However, in paper II, 

Id-1 was only upregulated in TGF-β-sensitive cell lines, indicating that Id-1 could be one 

possible mediator of growth inhibition in these cells. Nevertheless, Id proteins mediate pro-

proliferative effects in most cell types, and are implicated as a target for therapy in many cancer 

types [180]. Interestingly, the studies showing that Id proteins can have growth-inhibitory effects 

are all conducted on cells of hematological origin, suggesting that Id-induced effects are cell-type 

dependent. In addition, as Id-1 is induced by different stimuli; both growth-inducing and growth-

inhibiting cytokines, this might determine the outcome of Id-1 induction. Possibly, growth factors 

inducing Id-1 would lead to proproliferative effects, whereas growth inhibitors inducing Id-1 

would lead to the contrary. This could be explained by the basic HLH transcription factors 

available that Id-1 can bind to. In this respect, Pillai and colleagues evidenced that Id-1 facilitates 

the growth and metastasis of NSCLC in response to EGF [175], and Sivertsen and colleagues 

demonstrated that Id-1 facilitates the growth-inhibiting effects of BMP-6 [106]. In addition, Kee 

and colleagues showed that Id-3 was responsible for the growth inhibition of TGF-β on B-

lymphocyte progenitor cells [178]. Taken together, Id-1 induces both pro-proliferative and anti-

proliferative effects, and this is probably cell-type and context dependent. 
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4.4 The role of receptor internalization and adaptor proteins 
Recent investigations have shown that TGF-β and BMP receptors are internalized in the absence 

of ligand, but also after binding of ligand, and this might be of importance for the signaling. 

Hartung and colleagues reported that BMP-induced Smad1/5 phosphorylation is not dependent 

on internalization via clathrin-coated pits, but that induction of the BMP-responsive element 

(BRE)-luc reporter construct was suppressed upon inhibition of internalization [181]. This 

suggests that internalization via clathrin-coated pits is important for the biological effects of 

BMPs. Internalization of Alk-6 has been shown to depend on TβRIII and β-arrestin2, which was 

not the case for Alk-3 [182]. This demonstrates that the different BMP receptors are regulated in 

specific manners, which can influence the functional outcome of the signaling. Regarding TGF-β, 

several studies have shown the importance of internalization for signaling [48;49;183;184], 

whereas others demonstrated that internalization is not required [47;185]. Doré and colleagues 

reported that the mechanisms of receptor endocytosis differ between fibroblasts and epithelial 

cells [186], thus raising the possibility that internalization requirements differ between cells of 

different origin. More research on this area is needed to understand the mechanisms of 

internalization; whether this is an essential part of the receptor signaling and whether this is 

differently regulated in different cell types. Compared to other signaling pathways, e.g. EGFR, 

where internalization is dependent on and regulated by ligand binding, internalization of TGF-β 

superfamily receptors might be differently regulated.  

 

In paper III we aimed to investigate the role of SARA in TGF-β signaling in B-cell lymphoma 

cell lines, as SARA has been proposed as an essential adaptor protein in this signaling pathway 

[75]. We did not see any correlation between the SARA expression level and the level of TGF-β-

induced phosphorylation of Smad2 or Smad1/5 in B-cell lymphoma cell lines. Due to this 

observation we decided to further elucidate the role of SARA. As B-cell lymphoma cell lines are 

difficult to manipulate, we performed the mechanistical studies in HeLa cells. We succeeded to 

efficiently downregulate SARA with siRNA. Quantification of Western blots demonstrated that 

approximately only 1% SARA protein was left in the siRNA-treated cells compared to cells 

treated with non-coding siRNA (unpublished data). We found no indications that SARA is 

essential for TGF-β signaling in B-cell lymphoma cell lines and HeLa cells (paper III). This is in 
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contrast to the conclusions drawn by other groups, although the literature is not in agreement 

considering the specific role of SARA [47;75;187]. Generally, it has been proposed that SARA is 

localized to the early endosomes and can bind to TGF-β type I and type II receptors, Smad2 and 

Smad4, and therefore that SARA is essential for facilitating Smad phosphorylation. However, 

many of the studies have used overexpression of either wild-type (WT) or mutated versions of 

SARA. Of importance, overexpression of FYVE domain proteins has led to morphological 

changes in endosomes. This also includes overexpression of SARA, which has been shown to 

induce gross enlargement of endosomes [188-190]. This will most likely affect any signaling 

pathway induced via early endosomes, as has been proposed for the TGF-β signaling pathway. 

Taken together, we believe that the conclusions drawn from these prior studies might be biased 

due to the effects the overexpression per se has on the morphology of the endosomes, and should 

be interpreted with caution. None of the other studies have used knockdown of SARA as a tool to 

study the role of SARA in TGF-β signaling. The only study where SARA knockdown has been 

studied was published by Runyan and colleagues [191]. In this study the role of SARA in cell 

adhesion was analyzed, and they proposed that SARA downregulation is important during EMT.  

 

The fact that we do not see an essential role for SARA in TGF-β signaling in B-cell lymphoma or 

HeLa cells could be due to redundancy. Homologues proteins could rescue the role of SARA in 

the signaling pathway. Therefore, in addition to knocking down SARA, we also knocked down 

Endofin to investigate whether Endofin could rescue the role of SARA in TGF-β signaling (paper 

III). Endofin is another FYVE domain-containing protein that has approximately 50% homology 

with SARA and has been suggested to have a role in BMP signaling. We demonstrated that 

Endofin could not rescue the role of SARA as TGF-β signaling was not influenced by Endofin 

knockdown, either alone or in combination with SARA knockdown (paper III). However, we 

cannot rule out that other adaptor proteins could rescue SARA upon knockdown, as we only 

tested Endofin for this purpose. A potential candidate might be Hrs, an essential component of 

the endosomal sorting complex required for transport (ESCRT) machinery, as Hrs was 

demonstrated to cooperate with SARA in recruiting Smad2/3 to the activin receptor complex in 

mouse embryonic cells [192]. Endofin has been proposed as an adaptor protein for BMP-

mediated Smad phosphorylation [100]. We did, to date, not examine the role of Endofin in BMP 
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signaling in B-cell lymphoma. Overexpression of Endofin has also been shown to induce 

morphological changes of early endosomes [189].  

  

SARA expression or its role in a cancerous setting has, to our knowledge, never been explored. 

Regarding cells of the immune system, one study has been conducted on CD4+ T cells [193]. 

Kunzmann and colleagues have shown that SARA expression is induced upon TGF-β 

stimulation, and that SARA WT overexpression attenuated the effects of TGF-β on activated T 

cells, although activated T cells respond stronger to TGF-β compared to naive T cells. They 

proposed that SARA is a negative regulator of TGF-β signaling. We did not see enhanced 

expression of SARA protein in B-cell lymphoma cell lines upon TGF-β stimulation (paper III). 

  

Adaptor proteins other than SARA and Endofin, which can influence TGF-β signaling, have also 

been described. Cytoplasmic promyelocytic leukaemia (cPML) tumor suppressor was 

demonstrated to mediate the potential interaction between SARA and R-Smads, and could also 

bind TGF-β type I and II receptors [194]. In addition, PML competitor for TG-interaction factor 

(TGIF)-association (PCTA) was proposed to further induce the effects of TGF-β by binding to 

TGIF [195]. TGIF is a repressor of TGF-β signaling in the nucleus. It is known to bind cPML in 

the nucleus, thereby preventing Smad2 phosphorylation [196]. We did not investigate the role of 

these adaptor proteins in B-cell lymphoma. 

 

4.5 Epidermal growth factor receptor sorting and degradation  
Upon binding of EGF to its receptors, the whole complex is internalized to early endosomes and 

further sorted either for recycling or for degradation, the latter being the common pathway [138]. 

In the sorting process several adaptor proteins play an important role, e.g. the ESCRT machinery 

[197;198]. In our study we have demonstrated that SARA, which localizes to early endosomes, 

has a role in the sorting and degradation of EGFR (paper III). Knockdown of SARA led to 

reduced EGFR internalization and degradation. It is likely that the different adaptor proteins 

present are located at different stages in the sorting process and play slightly different roles, as is 

known for Hrs, Vps22 and Vps24 [199]. This leads to different effects upon knockdown. Raiborg 
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and colleagues demonstrated that neither Hrs nor other ESCRT subunits were required for 

endocytosis of EGFR; however, depletion of Hrs or Tsg101 led to enhanced recycling of EGFR 

whereas depletion of Vps22 and Vps24 did not [199]. Knockdown of SARA did not influence the 

EGFR recycling rate (unpublished data). Moreover, knockdown of Hrs and other ESCRT 

subunits strongly inhibited EGFR degradation [199]. Endofin has recently been implicated to 

have a role in EGFR signaling from endosomes [200]. Toy and colleagues demonstrated that 

mislocalization of Endofin through mutations in the FYVE domain led to enhanced pERK 

signaling. They did not investigate whether Endofin has a role in EGFR sorting and degradation. 

However, since knockdown of Endofin did not affect Rh-EGF uptake to the same extent as 

SARA knockdown (paper III), this is unlikely. On the other hand, SARA knockdown could 

possibly influence EGFR signaling, as we see effects on sorting and degradation. This needs to 

be further investigated. Due to the fact that both SARA and Endofin have been proposed roles in 

the EGFR sorting or signaling, respectively, in addition to their proposed roles in TGF-β and 

BMP signaling, they might possibly be involved in several trafficking and signaling pathways 

induced from early endosomes. In this regard, Coumailleau and colleagues have reported a role 

of SARA endosomes in Delta and Notch trafficking during asymmetric cell division in 

Drosophila development [201]. 

 

4.6 TGF-β and BMP signaling pathways as targets for therapies 
Many studies, including paper I and II in this study, demonstrate the resistance to both BMP and 

TGF-β growth-inhibitory effects that is developed in cancers of highly different origin. In 

addition, these cytokines can act as tumor promoters. This is a rationale for developing therapies 

directed against the cytokines themselves or their signaling pathways. Initially, it was thought 

that TGF-β in itself could be used as a treatment for cancer, considering its growth-inhibitory 

features [202]. However, as the knowledge of TGF-β’s tumor-promoting role in cancer settings 

increased, it became clear that inhibitors of the TGF-β signaling pathway could be a better way to 

treat cancer. Nevertheless, the dual role of TGF-β led to the rise of skepticism towards inhibition 

of the TGF-β signaling pathway in cancer patients, as it was thought that this could fuel up under 

neoplastic cells by blocking the suppressive effects of TGF-β on normal and early-staged 

cancerous cells. However, research showed the value of inhibiting the TGF-β pathway in cancer, 
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and to date several compounds are investigated either in preclinical or clinical trials [203;204]. 

Antisense oligonucleotides, antibodies, peptide aptamers, receptor kinase inhibitors and soluble 

TGF-β receptors are among the therapies that currently are in development. Some of them have 

shown promising results, e.g. antisense oligonucleotides against TGF-β2 or antibodies against 

different TGF-β isoforms, and are now tested in phase II- or III-studies in patients suffering from 

pancreatic cancer, high-grade glioma and other cancer types. Many of these compounds can be 

used in combination with conventional chemotherapy [202]. Surprisingly, very little side-effects 

have been unraveled during the conducted studies [203]. Although knockdown of TGF-β 

receptors in mouse models led to inflammation, these toxic effects have not been observed in 

patients. This is most likely due to the fact that the inhibitors are not capable of totally blocking 

the signaling pathway, and the time frame in which the inhibitors are used is relatively short. 

Therapies targeting BMPs or BMP signaling have been implicated to have potential in cancers 

that primarily metastasize to bone, e.g. prostate or breast cancer [205;206]. None of the therapies 

under development have, to our knowledge, been tested on hematologic malignancies. Naka and 

colleagues implicated that TGF-β inhibitors could be used in the therapy of chronic myeloid 

leukemia (CML) [207]. Both in vitro and in vivo data demonstrated that blocking the TGF-β 

pathway led to less leukaemia-initiating cells. In conclusion, because TGF-β can act both as a 

tumor suppressor and as a tumor promoter, the usage of TGF-β inhibitors in hematologic 

malignancies needs to be carefully considered. 
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5.  Conclusion 
In this study we have elucidated important aspects of the BMP and TGF-β signaling pathways in 

B-cell lymphoma. We have demonstrated that several B-cell lymphoma cell lines have developed 

resistance to BMPs and TGF-β, and that the sensitivity to the antiproliferative effects correlates 

with Smad1/5 signaling. Furthermore, we have revealed that the expression of BMP and TGF-β 

receptors are not reduced and therefore cannot be the mechanism behind the BMP and TGF-β 

resistances in B-cell lymphoma. However, Smad7 upregulation is a potential mechanism behind 

the resistances. In addition, we have demonstrated that SARA is not an essential part of the TGF-

β signaling pathway in B-cell lymphoma or HeLa cells. In more detail this study demonstrates 

that: 

� The mechanisms behind resistance to BMPs in B-cell lymphoma are most likely situated 

early in the pathway, as the resistance correlates with lower levels of Smad1/5/8 

signaling. The receptors are not downregulated in the resistant cell lines; however, we 

cannot rule out that mutations are present that render the receptors unable to induce 

signaling but do not interfere with the cell-surface expression.  

� Overexpression of Smad7 rendered the SUDHL-6 cells resistant to BMPs, thus, 

upregulation of Smad7 is a potential mechanism behind resistance in B-cell lymphoma. 

� TGF-β signals through Smad2 in both resistant and sensitive B-cell lymphoma cell lines, 

hence, Smad2 phosphorylation alone cannot be essential for the antiproliferative effects of 

TGF-β in B-cell lymphoma. We propose that phosphorylated Smad1/5 is important for 

the antiproliferative effects of TGF-β demonstrated in certain B-cell lymphoma cell lines. 

� Constitutively active p38 MAPK is, at least in part, important for the sensitivity to TGF-β 

in B-cell lymphoma cell lines.  

� The adaptor protein SARA is not essential for the TGF-β signaling pathway, as almost 

complete knockdown did not affect the signaling at any level. Endofin, another FYVE 

domain protein, does not rescue SARA upon SARA knockdown.  

� We propose a more general role for SARA in regulating the sorting of receptors via the 

early endosomes. Importantly, SARA is involved in the sorting of the EGFR, and SARA 

knockdown affects receptor degradation.   
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6.  Future studies 
In general, further studies are needed to elucidate the mechanisms behind the resistances to BMPs 

and TGF-β in B-cell lymphoma. However, as discussed in chapter 4.1.2, genetic manipulations of 

B-cell lymphoma cell lines or their normal counterparts have proven difficult. The establishment 

of retroviral transduction in our lab may nevertheless render it possible to conduct some of our 

planned experiments in the near future. Knockdown of receptors, Smad1/5 or Id-1 in the TGF-β-

sensitive cell lines would provide evidence whether these proteins are important for the 

antiproliferative effects of TGF-β. Other possible mechanisms that we have not investigated are 

the presence of mutations in receptors or downstream signaling components or the role of other 

adaptor proteins, phosphatases or miRNAs. In addition to in vitro studies, animal models could 

be feasible to see the physiological importance of e.g. TGF-β-mediated signaling via Smad1/5 or 

the role of SARA in TGF-β signaling and other signaling pathways. 
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TGF-b-induced growth inhibition in B-cell lymphoma
correlates with Smad1/5 signalling and constitutively
active p38 MAPK
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Abstract

Background: Cytokines of the transforming growth factor b (TGF-b) superfamily exert effects on proliferation,
apoptosis and differentiation in various cell types. Cancer cells frequently acquire resistance to the anti-proliferative
signals of TGF-b, which can be due to mutations in proteins of the signalling cascade. We compared the TGF-b-
related signalling properties in B-cell lymphoma cell lines that were sensitive or resistant to TGF-b-induced anti-
proliferative effects.

Results: TGF-b sensitive cell lines expressed higher cell surface levels of the activin receptor-like kinase 5 (Alk-5), a
TGF-b receptor type 1. The expression levels of the other TGF-b and bone morphogenetic protein receptors were
comparable in the different cell lines. TGF-b-induced phosphorylation of Smad2 was similar in TGF-b sensitive and
resistant cell lines. In contrast, activation of Smad1/5 was restricted to cells that were sensitive to growth inhibition
by TGF-b. Moreover, with activin A we detected limited anti-proliferative effects, strong phosphorylation of Smad2,
but no Smad1/5 phosphorylation. Up-regulation of the TGF-b target genes Id1 and Pai-1 was identified in the
TGF-b sensitive cell lines. Constitutive phosphorylation of MAPK p38 was restricted to the TGF-b sensitive cell lines.
Inhibition of p38 MAPK led to reduced sensitivity to TGF-b.
Conclusions: We suggest that phosphorylation of Smad1/5 is important for the anti-proliferative effects of TGF-b
in B-cell lymphoma. Alk-5 was highly expressed in the sensitive cell lines, and might be important for signalling
through Smad1/5. Our results indicate a role for p38 MAPK in the regulation of TGF-b-induced anti-proliferative
effects.

Background
The members of the TGF-b superfamily of cytokines,
which consists of TGF-bs, bone morphogenetic proteins
(BMPs) and activins, exert potent effects on prolifera-
tion, apoptosis and differentiation on many different cell
types, including primary B cells [1,2]. The signalling is
initiated through heterotetrameric complexes of type I
and type II receptors. The cytokines bind to a type II
receptor, and type I is recruited and activated through
phosphorylation. There are five type II and seven type I
receptors which form complexes with the TGF-b super-
family of cytokines. TGF-b induces signalling through
TGF-b receptor type II (TbRII) and Alk-5 (type I),

whereas activin A and B induce signalling through acti-
vin receptor type II (ActRII), activin receptor type II b
(ActRIIb), Alk-4 and Alk-7 (type I) [3]. The intracellular
receptor regulated Smad proteins (R-Smads) are phos-
phorylated by the type I receptors. Smad2 and 3 are the
main R-Smads involved in TGF-b and activin signalling
[4]; although several recent reports have shown that
TGF-b can induce Smad1/5/8 signalling as well [5,6].
BMPs activate Smad1/5/8. R-Smads interact with the
common Smad, Smad4, and translocate to the nucleus,
where the complex, together with other transcription
factors, regulates gene expression of e.g. Pai-1. Pai-1
plays an important role throughout many cell systems,
and is involved in cell motility, angiogenesis and cancer
progression [7] in addition to anti-proliferative activity
[8]. It has been shown that inhibitory Smads,
Smad6 and 7, inhibit the pathway at several levels,
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i.e. interaction between R-Smad and receptor or
between R-Smads and Smad4 [3]. There is extensive
crosstalk with other signalling pathways, such as p38,
ERK1/2, JNK, PI3K and Wnt [9]. It is suggested that
this regulation often occurs through phosphorylation of
the linker region of R-Smads, which can be activating or
inhibitory to the effects of TGF-bs, activins or BMPs.
In cancer, TGF-b frequently loses its anti-prolifera-

tive effects, and sometimes gains pro-proliferative fea-
tures, often associated with epithelial-to-mesenchymal-
transition and metastasis of epithelial cells. Loss of
anti-proliferative effects can be due to mutations, gene
silencing or over-expression of inhibitors [10,11]. In
lymphoma and other haematological malignancies,
aberrant expression of receptors and mutations in
Smads have been found, although the reported fre-
quencies of aberrations involving the TGF-b pathway
in lymphoma are lower than in many other cancer
types [12,13]. For example, down-regulation of TbRII
RNA has been demonstrated in Burkitt lymphoma
(BL) cell lines which express the full range of latent
EBV genes [14].
Our aim was to elucidate the effects of TGF-b and

activin A on lymphoma cell lines, to study the signalling
pathways involved and to look for possible mechanisms
behind sensitivity or resistance to these cytokines. We
suggest that signalling through Smad1/5 can be impor-
tant for maintaining sensitivity to TGF-b growth inhibi-
tory effects. In addition, constitutively active p38 MAPK
indicates a role for this kinase in the regulation of TGF-
b-induced anti-proliferative effects.

Results
B-cell lymphoma show reduced sensitivity to TGF-b
compared to primary B cells
Many cancer types develop resistance to TGF-b-induced
growth inhibition. We tested the anti-proliferative effects
of TGF-b on 11 different B-cell lymphoma cell lines, and
compared these results to human peripheral blood CD19+

B cells. For further studies on signalling we selected five of
these cell lines; three of these showed high sensitivity to
TGF-b treatment; although not to the same extent as pri-
mary B cells, whereas two were resistant to the growth
inhibiting effects of TGF-b (Figure 1A). In line with pre-
viously published data, TGF-b treatment of primary B
cells inhibited proliferation by 85% compared to non-trea-
ted control B cells (Figure 1A). More data on additional
cell lines are included in Additional file 1, Fig. S1 (two sen-
sitive cell lines, Oci-Ly 3 and Oci-Ly 10, and one resistant
cell line, Raji).
In addition to TGF-b, we tested the anti-proliferative

effects of activin A and B, and detected no major effects
on proliferation by these cytokines (Figure 1B and data
not shown). Primary B cells were partly inhibited by

activin A, with a mean inhibition of 34% (n = 3, data
not shown).
Additionally, we measured cell division to compare

the effects of TGF-b in sensitive and resistant cells. In
the resistant SUDHL-4 cells no inhibition of cell division
was detected. In contrast, TGF-b induced a clear inhibi-
tion in BL-41 cells after three days, as evidenced by the
CFSE histograms (Figure 1C).

TGF-b sensitive cell lines express high cell surface levels
of Alk-5
To determine the role of the different TGF-b receptors
during Smad signalling in B-cell lymphoma, we measured
endogenous cell surface levels of the receptors Alk-1,
Alk-5 and TbRII by flow cytometry on lymphoma cell
lines and primary B cells. The TGF-b sensitive cell lines
expressed higher levels of Alk-5 compared to the resis-
tant cell lines and primary B cells (Figure 2A and 2B).
The specificity of the anti-Alk-5 antibody was tested by
blocking with the peptide used for immunization before

Figure 1 B-cell lymphoma cell lines show reduced sensitivity to
growth inhibition by TGF-b. B-cell lymphoma cell lines and
primary B cells were treated with or without TGF-b (A) and B-cell
lymphoma cell lines were treated with or without activin A (B) and
[3H]-thymidine incorporation was determined after 72 h. [3H]-
thymidine was added for the last 4 or 16 h, for cell lines and
primary cells, respectively. Depicted is relative [3H]-thymidine
incorporation in percentage, compared to controls of each cell type
(mean ± SEM, n = 6 (A), n = 3 - 4 (B)). Treated vs. control groups (A)
were subjected to Wilcoxon non-parametric test. TGF-b-treated cells
significantly different from the control group are indicated by
asterisk (*), p < 0.05. (C) SUDHL-4 and BL-41 cells were labelled with
5 μM CFSE for 10 min and grown for three days with and without
TGF-b. CFSE staining intensity was measured by flow cytometry. The
data is representative of three similar experiments.
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flow cytometry (data not shown). TbRII was expressed in
all cell lines tested and in primary B cells, with no strik-
ing differences between TGF-b sensitive and resistant
cell lines (Figure 2A and 2B). Alk-1 was expressed at low
levels (Figure 2A). Furthermore, the type I and type II
activin receptors (Alk-4, Alk-7, ActRII and ActRIIb) were
similarly expressed in all cell lines (data not shown). It
has been shown that TGF-b can signal through the BMP-
receptors Alk-2 and Alk-3 [5]. We therefore examined
the expression levels of these two BMP type I receptors.
Of the sensitive cell lines, only ROS-50 expressed low
levels of Alk-2 and Alk-3, whereas Ramos expressed

some Alk-2 and higher levels of Alk-3 (Huse, K. et al.,
submitted).

Activation of Smad1/5 in TGF-b sensitive cells
To investigate signalling pathways triggered by TGF-b,
Western immunoblotting analysis was performed. TGF-
b induced activation of the canonical Smad2 pathway in
primary B cells (data not shown) and in all cell lines,
except K-422 (Figure 3A, Additional file 2, Fig. S2 and
Additional file 3, Fig. S3). However, we detected no
major differences in levels of Smad2 phosphorylation
between sensitive and resistant cell lines. Recently, there

Figure 2 Expression of cell surface TGF-b receptors. Endogenous levels of the receptors Alk-5, TbRII and Alk-1 were determined by flow
cytometry. Illustrated is (A) median fluorescence intensity relative to irrelevant control for primary B cells and five cell lines (mean ± SEM, n = 3)
and (B) dot plot for BL-41 and SUDHL-4 (one representative of three). For Alk-1 and TbRII, biotinylated goat IgG is used as control, for Alk-5, goat
IgG is used as control.

Bakkebø et al. BMC Immunology 2010, 11:57
http://www.biomedcentral.com/1471-2172/11/57

Page 3 of 10



has been focus on TGF-b signalling through Smad1/5 in
addition to Smad2/3 [5,6]. Interestingly, in the sensitive
cell lines as well as in primary B cells, TGF-b induced
Smad1/5 phosphorylation (Figure 3A and 3B and
Additional file 2, Fig. S2). Immunoblotting with anti-

pSmad1/5/8 and anti-pSmad1/5 was comparable,
indicating that Smad8 is not important in TGF-b signal-
ling in B-cell lymphoma (data not shown). Activin A,
which had limited effects on proliferation, induced phos-
phorylation of Smad2 only in the TGF-b sensitive cell
lines. Phosphorylation of Smad1/5 was not detected
after activin A treatment (Figure 3C). We examined
endogenous levels of Smad1 and Smad2 proteins, and
found that Ramos and ROS-50 cells expressed higher
levels of Smad1 compared to the other cell lines. No
major differences in Smad2 levels were observed (Figure
3A). Taken together, the data suggest that Smad1/5 is
involved in controlling the anti-proliferative effects of
TGF-b in B-cell lymphoma cell lines.
To check whether inhibitory Smads play a role in

resistance to TGF-b, we assessed the endogenous pro-
tein levels of Smad6 and 7. However, only minor differ-
ences in expression levels were seen when comparing
the different cell lines (data not shown).

Activation of TGF-b target genes
To investigate whether the TGF-b-induced signalling
continued into the nucleus and up-regulated known
TGF-b target genes, we measured Pai-1 mRNA. Inter-
estingly, TGF-b induced up-regulation of Pai-1 in two of
the sensitive cell lines (Figure 4A). In addition, we
demonstrated that Id1, a known BMP target gene, was
induced to different degrees upon TGF-b treatment in
the sensitive cell lines (Figure 4B). The resistant cell
lines showed no up-regulation of either of these target
genes (Figure 4A and 4B). These data imply that there
are differences between TGF-b sensitive and resistant
cell lines regarding induction of TGF-b target genes.

p38 MAPK is constitutive active in TGF-b sensitive cells
We further investigated other signalling pathways
known to crosstalk with the canonical Smad pathway.
Of interest, we found high constitutive levels of phos-
phorylated p38 MAPK (Thr180/Tyr182) in the TGF-b
sensitive cell lines (Figure 5A and Additional file 4, Fig.
S4). The resistant cell lines expressed minimal levels of
active p38 MAPK compared to the sensitive cell lines.
We also found high constitutive levels of phosphorylated
ERK1/2 MAPK (Thr202/Tyr204) in the TGF-b resistant
cell lines, but also in one of the sensitive cell lines
(Figure 5A). TGF-b did not affect the level of phos-
phorylated ERK1/2. Screening of other activated signal-
ling molecules, i.e. phosphorylated Akt, JNK MAPK,
TAK and MKK 3/6 did not reveal any correlation to
sensitivity or resistance to TGF-b (data not shown).
Due to high levels of activated ERK1/2 MAPK in the

resistant cell lines, and the fact that this can alter the
canonical Smad signalling pathway through phosphoryla-
tion of the linker region, we investigated phosphorylation

Figure 3 TGF-b sensitive cell lines signal through Smad1/5 in
addition to Smad2. Cell lines were stimulated with or without
TGF-b (A) and with activin A or TGF-b (C) for 1 h, and primary B
cells were stimulated with or without TGF-b for 30 min, 1, 2, 4, 6
and 24 h (B), lysed, and subjected to western immunoblotting
analysis, with the indicated primary antibodies. Staining with an
anti-phospho-Smad1/5 antibody was applied to confirm that Smad8
was not involved (data not shown). The positive control (Ctr) in
Fig. 3B is BL-41 total cell lysate. Presented is one representative blot
out of three with one representative actin loading control.
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levels of the Smad2 (Ser245/Ser250/Ser255) and Smad1
(Ser206) linker regions. Smad1 linker phosphorylation
was detectable in two TGF-b sensitive cell lines, and
TGF-b only slightly altered the level of linker phosphory-
lation in these cell lines (Figure 5B). In contrast, no
major differences in Smad2 linker region phosphorylation
were observed between the sensitive and resistant cell
lines. These results imply that activated ERK1/2 MAPK
could be involved in resistance to TGF-b in B-cell lym-
phoma cell lines, although phosphorylation of the linker
region of Smad2 seems not to be the mechanism. We
suggest that activated p38 MAPK could be important for
sensitivity to TGF-b.

Inhibition of p38 MAPK leads to reduced sensitivity
to TGF-b
To test whether p38 contributes to TGF-b sensitivity,
we used the p38-specific inhibitor SB203580 in the
TGF-b sensitive cell line Ramos. When phosphorylation
of p38 was inhibited, we observed reduced sensitivity to
TGF-b-induced anti-proliferative effects compared to
the control group (Figure 6). TGF-b induced cell death
in 39% of the cells, whereas TGF-b together with
SB203580 differed significantly with 29% cell death (p <
0.05, Figure 6). The p38 inhibitor also reduced TGF-b-
induced apoptosis as determined by TUNEL analysis
(data not shown). Inhibition of ERK1/2 MAPK did not

Figure 4 Pai-1 and Id1 are up-regulated upon TGF-b treatment. (A) Cell lines were stimulated with or without TGF-b for 1, 6 or 24 h, before
total RNA was isolated, cDNA was synthesized and real-time RT-PCR was conducted with Pai-1 as target gene. Illustrated is relative Pai-1 mRNA
expression (one representative experiment of three, ± SD). (B) Cells were stimulated without or with TGF-b for 3 h, lysed, and subjected to
western immunoblotting analysis, with anti-Id1 Ab, and anti-actin Ab as loading control. Shown is one representative blot out of three.
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alter the effects of TGF-b on the resistant cell lines
(data not shown). Thus, inhibition of p38 MAPK par-
tially counteracts TGF-b-induced growth suppression in
Ramos cells, suggesting a role for p38 MAPK in the reg-
ulation of TGF-b-induced anti-proliferative effects.

Discussion
It is known from several cancer types that TGF-b loses
its anti-proliferative effects, often due to mutations in
receptors or Smad proteins [15,16]. Haematological
malignancies, especially B-cell lymphoma, have received
less attention regarding TGF-b signalling. We sought to
elucidate the effects of TGF-b on cell lines from differ-
ent B-cell lymphoma subtypes, working with endogen-
ous levels of gene expression. We found that the B-cell
lymphoma cell lines examined displayed reduced sensi-
tivity to TGF-b compared to primary B cells. This indi-
cates that loss of sensitivity towards the growth
inhibitory effects of TGF-b can be of importance for the
development of B-cell lymphoma.
Although Smad2 and 3 are the main R-Smads for

TGF-b signalling, we found no clear differences in TGF-
b-induced Smad2 signalling when comparing sensitive
and resistant cell lines. Moreover, we detected that acti-
vin A and B exerted limited anti-proliferative effects on
the B-cell lymphoma cell lines, even though clear
Smad2 signalling was observed in the TGF-b-sensitive
cell lines upon activin A stimulation. This further indi-
cates that Smad2 phosphorylation is not directly corre-
lated to inhibition of proliferation. Of note, recent
studies have revealed that TGF-b can also activate the
Smad1/5/8 pathway. Interestingly, we observed a clear
correlation between sensitivity to TGF-b and Smad1/5
phosphorylation as TGF-b induced phosphorylation of
Smad1/5 in sensitive cell lines only. Smad1/5 signalling
upon TGF-b treatment has to our knowledge previously
not been reported in primary B cells. These data suggest
that signalling through Smad1/5 is important for the
functional effects of TGF-b on B-cell lymphoma cell
lines of different origin. In agreement with our data,
Munoz et al. have previously reported induction of
Smad1 phosphorylation upon TGF-b treatment in folli-
cular lymphoma cell lines and one diffuse large B-cell
lymphoma cell line [17]. Moreover, they demonstrated
that the functional effects of TGF-b were diminished
upon treatment with Smad1 siRNA. Taken together,
available data suggest that Smad1/5 is crucial for the
anti-proliferative effects of TGF-b.
We found that sensitive cell lines showed higher

endogenous Alk-5 levels and this expression correlated
to Smad1/5 activation, as it was highly expressed in the
cell lines where TGF-b induced phosphorylation of

Figure 6 Inhibition of p38 MAPK leads to less TGF-b-induced
cell death. Ramos cells were treated with or without the p38 MAPK
specific inhibitor SB203580 for 1 h, followed by incubation with or
without TGF-b, stained with PI after 72 h and analyzed by flow
cytometry. Presented is percentage of PI-positive cells (mean ± SEM,
n = 6). Treatment with p38 MAPK inhibitor and TGF-b together
were subjected to Wilcoxon non-parametric test against treatment
with TGF-b alone. Significance is indicated with asterisk (*), p < 0.05.

Figure 5 Expression of phosphorylated ERK1/2 and p38 MAPK.
Cells were stimulated with or without TGF-b for 1 h (A) or 30 min
(B), lysed, and subjected to western immunoblotting analysis with
the indicated primary antibodies. Shown is one representative blot
out of three.
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Smad1/5. Similar results have been found in other cell
systems [6]. Data by Wrighton et al. suggest that Alk-5
has the ability to phosphorylate Smad1, and that Smad1
can co-precipitate Alk-5 in HEK293T cells. In other cell
systems, additional receptors have been demonstrated to
be necessary. Daly et al. proved that TbRII and Alk-5
were required, but not sufficient for Smad1/5 phosphor-
ylation [5]. They found that Alk-2 or Alk-3 can co-
precipitate with TbRII and Alk-5, and that forming of
the receptor complexes is dependent on cell type.
Among the cell lines which induced Smad1/5 signalling,
only Ramos expressed some Alk-2 and higher levels of
Alk-3. Alk-1 was expressed at such low levels that it is
unlikely to be involved. This was expected, because Alk-
1 is believed to be present only in endothelial cells
[18,19]. TbRII is most likely involved in Smad2 and
Smad1/5 signalling in our cell lines, as it is the only
known type II receptor for TGF-b [3]. However, the
TbRII expression level differed in both sensitive and
resistant cell lines. Smad2 signalling upon activin A sti-
mulation is detected in Ramos, ROS-50 and BL-41 cells.
Abrogated Smad2 signalling in the other cell lines is
most likely not due to reduced expression of receptors,
as we detected nearly equal expression of all known
activin receptors in our cell lines. Thus, Alk-5 might be
the receptor which is crucial for Smad1/5 signalling and
TGF-b-induced anti-proliferative effects.
Previous work has shown a correlation between acti-

vated p38 MAPK and the apoptotic effects of TGF-b in
BL-41 cells [20]. In accordance with this study, we
found that p38 was constitutively phosphorylated in cell
lines sensitive to growth inhibition by TGF-b. In con-
trast, TGF-b resistant cell lines expressed high levels of
phosphorylated ERK1/2 MAPK. We successfully inhib-
ited p38 in Ramos cells, and showed that the anti-
apoptotic effects of TGF-b is dependent, at least to
some degree, on the activity of p38. It is possible that
p38-induced sumoylation of Smad4, which enhances
TGF-b and BMP target gene activation, could explain
the positive effect of phosphorylated p38 on TGF-b
growth inhibition, as suggested by Ohshima et al. [21].
Possibly, one needs to induce ERK1/2 in addition to
inhibiting p38 to diminish the effects of TGF-b. Inter-
estingly, we detected phosphorylated ERK1/2 in Ramos
cells, whereas in BL-41 and ROS-50 cells this phosphor-
ylation was not seen. This might explain why the effects
of TGF-b were reduced only in Ramos cells and not in
BL-41 and ROS-50 cells (data not shown) upon adding
the p38 inhibitor. Phosphorylation of the R-Smad linker
region may inhibit translocation of activated Smad-com-
plexes to the nucleus. It is demonstrated that ERK1/2
phosphorylates the linker region of Smad1 and Smad2,
and this can inhibit signal transduction and the anti-
proliferative effects of TGF-b [22,23]. However, the

consequences of linker-phosphorylation remain contro-
versial [24], and we did not detect any higher levels of
phosphorylation of the Smad2 linker region in TGF-b
resistant compared to sensitive cell lines. The Smad1
linker region was phosphorylated in Ramos and ROS-50
cells, and this might even induce Smad1/5 signalling by
TGF-b in these cells.
Id1 is a known BMP-responsive gene, which is up-

regulated upon Smad1/5/8 signalling [25,26]. However,
TGF-b-induction of Id proteins has previously been
found in a BL cell line, CA46 [27], although it was not
investigated whether Smad1/5 signalling was involved.
We demonstrate induction of Id1 protein in the TGF-b
sensitive cell lines (BL-41, Ramos and ROS-50) after 3 h
of TGF-b stimulation. Opposed to that, Daly et al. did
not detect induction of a luciferase reporter containing
two repeats of a BMP response element in cell types
where TGF-b also signals through Smad1/5 [5]. Induc-
tion of Id1 is possibly dependent on the cell type. It has
been reported that TGF-b represses Id expression in
epithelial cells [28].

Conclusion
To summarize, three B-cell lymphoma cell lines showed
sensitivity to the TGF-b anti-proliferative effects. Sensi-
tivity to growth inhibition by TGF-b might depend on
Smad1/5 signalling in lymphoma cell lines, which possi-
bly initiates via Alk-5 and terminates in up-regulation of
Id1 and other target genes. We suggest that the regula-
tion of proliferation by TGF-b is at least partly depen-
dent on activated p38 MAPK. Further knock-down
studies need to be assessed to confirm this theory. In
the future, therapies which can restore sensitivity of
lymphoma cells to TGF-b growth control by inducing
Smad1/5 signalling can be helpful in treatment of B-cell
lymphoma patients.

Methods
Cell culture
BL cell lines Ramos, BL-41 and Raji, diffuse large B-cell
lymphoma cell lines of germinal centre B type SUDHL-
4 and of activated B cell type Oci-Ly 3 and Oci-Ly 10
and follicular lymphoma cell lines K-422 and ROS-50
were cultured in RPMI (PAA Laboratories, Austria) with
100 Units/ml penicillin and 0.1 mg/ml streptomycin
(PAA Laboratories) and 10% fetal calf serum (PAA
Laboratories), except for the Oci Ly-cells, which were
cultured in IMDM (Invitrogen, CA, USA) with 55 μM
b-Mercaptoethanol (Invitrogen), 100 Units/ml penicillin
and 0,1 mg/ml streptomycin (PAA Laboratories) and
10% human plasma (SeraCare Life Sciences, Inc.,
California, USA), at 37°C with 5% CO2 in air. Prior to
all experiments, cells were grown under serum free con-
ditions over night in X-VIVO 15 (BioWhittaker,
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Switzerland). Primary human B cells from peripheral
blood were isolated using CD19+ Dynabeads (Invitro-
gen), as described by Rasmussen et al. [29]. Peripheral
blood was provided by the Blood Bank at Ullevål Uni-
versity Hospital with formal agreement by the blood
donors, and approval by the regional ethics committee.

Reagents
Carrier-free huTGF-b1 (10 ng/ml) and activin A and B
(10 ng/ml) were purchased from R&D Systems (MN,
USA). Anti-IgM (10 μg/ml) was obtained from Jackson
Immuno Research (PA, USA). [3H]-thymidine was pur-
chased from American Radiolabeled Chemicals (MO,
USA). The following Ab were used: Anti-phospho-
Smad2, -phospho-Smad1/5/8, -phospho-Smad1/5,
-Smad1, -Smad2, -Smad6, -phospho-p38 MAPK, -p38
MAPK, -phospho-ERK1/2 MAPK -phospho-TAK 1,
-phospho-MKK3/MKK6 and -phospho-JNK MAPK Ab
(Cell Signalling Technology, MA, USA), anti-actin, -ERK
MAPK and -Id1 Ab (Santa Cruz, CA, USA), anti-Smad7
Ab (Abcam, MA, USA), biotinylated anti-Alk-1, -TbRII,
-ActRII and -ActRIIb Ab and anti-Alk-4 and -Alk-5 Ab
(R&D systems), anti-Alk-7 Ab (Millipore, MA, USA)
and HRP-coupled secondary anti-rabbit, -mouse and
-goat IgG Ab (DakoCytomation, Denmark). ERK inhibi-
tors FR180204 and UO126 and p38 inhibitor SB203580
were purchased from Calbiochem (Darmstadt,
Germany). The Alk-5 peptide used for blocking of anti-
Alk-5 antibody was obtained from R&D systems.

Cell proliferation assays
Cells were harvested after 72 h using an automated cell
harvester (Filtermate 196, Packard Instrument Company
Inc., CT, USA), and [3H]-thymidine incorporation into
DNA was measured on a scintillation counter (Top-
Count, Packard Instrument Company Inc.). Assays were
performed in triplicates in round bottom 96-well plates,
200 μl per well; 0.1 × 106 cells/ml for cell lines and
0.375 × 106 cells/ml for B cells. [3H]-thymidine was
added 4 or 16 h before measurement, respectively.
To monitor cell death, 5 μg/ml PI was used for analy-

sis by flow cytometry (Becton Dickinson, FACSCalibur,
NJ, USA). Cell death was measured for every functional
experiment conducted.
For CFSE proliferation analysis cells were labeled with

5 μM CFSE (Molecular Probes, OR, USA) in PBS with
0.1% BSA for 10 min at 37°C. The labeling reaction was
quenched by addition of cold PBS with 20% FCS. Cells
were incubated in pre-warmed X-VIVO 15 and cultured
over night before cells with identical CFSE staining
intensity was sorted. The CFSE sorted cells were cul-
tured for up to 3 days with or without TGF-b. FACS
analysis allowed gating on individual CFSE generations
(Becton Dickinson, FACS CantoII).

Apoptosis assay
Cells were harvested after 3 days and stained with TUNEL
(Roche, Switzerland) according to the manufacture’s pro-
tocol. Cells were analyzed by flow cytometry (Becton Dick-
inson, FACSCalibur).

Western immunoblotting analysis
Cells were lysed in Tris lysis buffer, pH 6.8 (62.7 mM
Tris-HCl, 10% (v/v) glycerol, 2.3% (w/v) SDS, 5% b-Mer-
captoethanol, 1× protease inhibitor mixture (Complete
Mini, Roche) and 1× phosphatase inhibitor mixture
(PhosSTOP, Roche)). Lysates were incubated at 95°C for
10 min, cleared by centrifugation at 15700 g for 5 min
and protein concentrations were determined with the
BioRad (CA, USA) protein assay. Samples (30-40 μg/
lane) were run on 10% or 12% SDS-polyacrylamide gels
(Pierce, IL, USA) or 10% Tris-HCl Criterion gels
(BioRad) and transferred to PVDF membranes (Milli-
pore). Membranes were blocked in 5% non-fat dry milk
or 5% BSA (Sigma-Aldrich, MO, USA) in TBST buffer
pH 7.6, according to the antibody manufacturer’s proto-
col. PVDF membranes were incubated over night at 4°C
with antibody diluted in 5% non-fat dry milk or 5% BSA
in TBST buffer. HRP-conjugated anti-mouse, -goat and
-rabbit IgG antibodies incubated for 60 min at room
temperature were used followed by detection using ECL
or ECL-plus (GE Healthcare, NJ, USA).

Detection of cell surface receptor expression
Cells were blocked in 1 mg/ml g-globulin (aggregated at
63°C, 20 min (Sigma-Aldrich)) for 10 min on ice, prior
to staining with anti-Alk-1, -Alk-5 or -TbRII antibodies
for 30 min at 4°C. Avidin-PE (BioRad) was used as sec-
ond layer. Goat Ig and biotinylated Goat Ig were used
as controls. Cells were washed in PBS. Receptor levels
were detected by flow cytometry (Becton Dickinson,
FACSCalibur and FACS CantoII).

Real time RT-PCR analysis
RNA was isolated using the Absolutely RNA Miniprep
kit (Stratagene, CA, USA) following the manufacturer’s
instructions. RNA concentration was obtained using
NanoDrop-1000 Spectrophotometer (Thermo Fisher
Scientific Inc., MA, USA), and quality was assessed by
gel electrophoresis using 1.5% agarose gel. RNA was
stored at -80°C. Using the TaqMan kit (Applied Biosys-
tems, CA, USA), cDNA was obtained from 1 μg RNA
for each sample and 400 ng RNA for the minus reverse
transcriptase (-RT) negative controls. Conditions: 10
min at 25°C, 40 min at 42°C and 10 min at 95°C.
Real-time RT-PCR was conducted with TaqMan Uni-

versal PCR master mix (Applied Biosystems) with Pai-1
(Applied Biosystems) as the target gene and PGK-1
(Applied Biosystems) as the control gene. The cDNA
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used assembled a total of 10 ng RNA per reaction. The
samples had a total volume of 25 μl, and were run on
ABI Prism 7000 Sequence Detection System. Conditions:
2 min at 50°C, 10 min at 95°C and 40 cycles of 15 s at
95°C and 1 min at 60°C. Relative expression levels were
calculated using the threshold cycle ΔΔCt-method as
described by the manufacturers’ protocol. Instead of
calibrating the samples to a control sample, samples
were calibrated to the number 10.

Statistical analysis
Wilcoxon non-parametric test was used for all statistical
measurements, with p-value less than 0.05 considered as
significant. The statistical significance analysis in Figure
1A has been conducted on primary data, although the
data depicted in the figure are normalized.

Additional material

Additional file 1: Fig. S1. B-cell lymphoma cell lines show reduced
sensitivity to growth inhibition by TGF-b. B-cell lymphoma cell lines
were treated with or without TGF-b and [3H]-thymidine incorporation
was determined after 72 h. [3H]-thymidine was added for the last 4 h.
Depicted is relative [3H]-thymidine incorporation in percentage,
compared to controls of each cell type (mean ± SEM, n = 6).

Additional file 2: Fig. S2. TGF-b sensitive cell lines signal through
Smad1/5 in addition to Smad2. Cell lines were stimulated with or
without TGF-b for 1 h, lysed, and subjected to western immunoblotting
analysis, with the indicated primary antibodies. Presented is one
representative blot out of three. Actin was used as loading control.

Additional file 3: Fig. S3. Both TGF-b sensitive and resistant cell
lines signal through Smad2. The volume of each band from Western
immunoblots with pSmad2 and actin antibodies was calculated using
Quantity One Analysis Software to quantify the phosphorylation of
Smad2 upon TGF-b stimulation. The measured values were normalized
against actin and the relative expression in TGF-b-treated BL-41 cells.
Shown is relative pSmad2 expression in both sensitive and resistant cell
lines, n = 6 (mean ± SEM).

Additional file 4: Fig. S4. Sensitive cell lines express activated
p-p38. Cells were stimulated with or without TGF-b for 1 h, lysed and
subjected to western immunoblotting analysis with p-p38 and actin as
primary antibodies. Shown is one representative blot out of three, and
one representative actin control.
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Additional files to paper II 

 

Additional file 1, Fig. S1. 

Title: B-cell lymphoma cell lines show reduced sensitivity to growth inhibition by 

TGF-β. 

Description: B-cell lymphoma cell lines were treated with or without TGF-β and 

[3H]-thymidine incorporation was determined after 72 h. [3H]-thymidine was added for the 

last 4 h. Depicted is relative [3H]-thymidine incorporation in percentage, compared to 

controls of each cell type (mean ± SEM, n = 6). 

 

Additional file 2, Fig. S2. 

Title: TGF-β sensitive cell lines signal through Smad1/5 in addition to Smad2. 

Description: Cell lines were stimulated with or without TGF-β for 1 h, lysed, and subjected 

to western immunoblotting analysis, with the indicated primary antibodies. Presented is one 

representative blot out of three. Actin was used as loading control.  

 

Additional file 3, Fig. S3. 

Title: Both TGF-β sensitive and resistant cell lines signal through Smad2. 

Description: The volume of each band from Western immunoblots with pSmad2 and actin 

antibodies was calculated using Quantity One Analysis Software to quantify the 

phosphorylation of Smad2 upon TGF-β stimulation. The measured values were normalized 

against actin and the relative expression in TGF-β-treated BL-41 cells. Shown is relative 

pSmad2 expression in both sensitive and resistant cell lines, n = 6 (mean ± SEM). 
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Additional file 4, Fig. S4. 

Title: Sensitive cell lines express activated p-p38. 

Description: Cells were stimulated with or without TGF-β for 1 h, lysed and subjected to 

western immunoblotting analysis with p-p38 and actin as primary antibodies. Shown is one 

representative blot out of three, and one representative actin control. 

 

  



3 
 

Additional file 1, Fig. S1. 
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Additional file 3, Fig. S3. 

 

 
 

Additional file 4, Fig. S4. 

 

 
 



III





<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<

    /BGR <>
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000410064006f006200650020005000440046002065876863900275284e8e9ad88d2891cf76845370524d53705237300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef69069752865bc9ad854c18cea76845370524d5370523786557406300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /CZE <>
    /DAN <>
    /DEU <>
    /ESP <>
    /ETI <>
    /FRA <>
    /GRE <>

    /HRV (Za stvaranje Adobe PDF dokumenata najpogodnijih za visokokvalitetni ispis prije tiskanja koristite ove postavke.  Stvoreni PDF dokumenti mogu se otvoriti Acrobat i Adobe Reader 5.0 i kasnijim verzijama.)
    /HUN <>
    /ITA <>
    /JPN <FEFF9ad854c18cea306a30d730ea30d730ec30b951fa529b7528002000410064006f0062006500200050004400460020658766f8306e4f5c6210306b4f7f75283057307e305930023053306e8a2d5b9a30674f5c62103055308c305f0020005000440046002030d530a130a430eb306f3001004100630072006f0062006100740020304a30883073002000410064006f00620065002000520065006100640065007200200035002e003000204ee5964d3067958b304f30533068304c3067304d307e305930023053306e8a2d5b9a306b306f30d530a930f330c8306e57cb30818fbc307f304c5fc59808306730593002>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020ace0d488c9c80020c2dcd5d80020c778c1c4c5d00020ac00c7a50020c801d569d55c002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /LTH <>
    /LVI <>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken die zijn geoptimaliseerd voor prepress-afdrukken van hoge kwaliteit. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /POL <>
    /PTB <>
    /RUM <>
    /RUS <>
    /SKY <>
    /SLV <>
    /SUO <>
    /SVE <>
    /TUR <>
    /UKR <>
    /ENU (Use these settings to create Adobe PDF documents best suited for high-quality prepress printing.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /ConvertToCMYK
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure false
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


