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Abstract: Diffuse large B-cell lymphoma (DLBCL) is the most common type of non-Hodgkin lym-
phoma. The disease is very heterogeneous, with distinct genetic alterations in subtypes. The WHO
2022 5th edition classification identifies several minor groups of large B-cell lymphoma where the
pathogenetic role of viruses (like EBV and HHV-8) is identified. Still, most cases fall into the group of
DLBCL not otherwise specified (NOS). No review focuses only on this specific lymphoma type in
the literature. The pathogenesis of this entity is still not fully understood, but several viruses and
bacteria may have a role in the development of the disease. The authors review critical pathogenetic
events in the development of DLBCL (NOS) and summarize the data available on several patho-
genetic viruses and bacteria that have a proven or may have a potential role in the development
of this lymphoma type. The possible role of B-cell receptor signaling in the microenvironment is
also discussed. The causative role of the Epstein–Barr virus (EBV), human herpesvirus-8 (HHV-8),
Hepatitis C virus (HCV), human immunodeficiency virus (HIV), Hepatitis B virus (HBV), and other
viruses are explored. Bacterial infections, such as Helicobacter pylori, Campylobacter jejuni, Chlamydia
psittaci, Borrelia burgdorferi, and other bacteria, are also reviewed.

Keywords: DLBCL; pathogenesis; B-Cell Receptor; microenvironment; pathogens; EBV; HHV8; HCV;
HBV; HIV; retrovirus; helicobacter; campylobacter

1. Introduction

Diffuse large B-cell lymphoma (DLBCL) is the most common aggressive non-Hodgkin
lymphoma in the WHO large B-cell lymphoma category. There are several published
reviews on pathogens and signaling mechanisms, but no concise review is found in the lit-
erature focusing on only the most common aggressive lymphoma, DLBCL. Some pathogens
have a proven association with DLBCL, but others have only reported cases and postulated
roles in the development of this lymphoma. The authors provide a review of the essential
signaling pathways and possible pathogens involved in the development of this disease.

The histological picture of DLBCL is characteristic of large, activated B-cells, so-called
centroblasts, and centrocytes in the Kiel classification. During the last 50 years, several
classification systems were developed to characterize this entity, and in the latest 2022
WHO classification, more than 25 subtypes were listed [1]. Despite all these entities,
most are minor groups with distinct clinical characteristics, but most cases fall within the
DLBCL NOS (not otherwise specified) group. This is still a very heterogeneous group
with different outcomes for individual patients. Alizadeh and colleagues described two
significant subgroups based on gene expression profiling in 2000 [2]: the germinal center
type (GCB) and the activated B-cell type (ABC), where the latter had a worse clinical
outcome, as only 16% of patients were alive at 5 years compared to 76% in the GCB group.
Utilizing these two groups could still not significantly improve the treatment results; only
the addition of rituximab improved survival in both subgroups, but the difference was still
significant. Several clinical trials with novel agents addressed these two subgroups with
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no significant improvement over the standard R-CHOP (rituximab-cyclophosphamide-
adriablastine-vincristine-prednisone) treatment.

In 2018, at least five distinct subgroups were identified by next-generation sequenc-
ing in two separate publications [3,4]. The subgroup divisions mainly focused on the
pathogenic mutations like MYD88, EZH2, NOTCH1, NOTCH2, BCL-6, BCL-2, CD79B, and
TP53, showing different survival outcomes in each group. With all these data available,
we are gathering more and more knowledge on the pathogenetic mutations beyond the
malignant B-cell proliferation, and groups that were previously homogenous are subdi-
vided into distinct subgroups with specific mutations that novel drugs can target. The
technique is not widely used in routine clinical practice. This constant evolution is slowly
improving the survival of DLBCL patients. The selection of available targeted treatments is
not based on these identified mutations as they are not universally tested in all patients,
and we need clinical trials proving the benefits of specific targeted therapies in particular
mutation-bearing subgroups. Besides all these data, we still need an understanding of the
initial pathogenesis and possible pathogens involved in developing this disease. This may
enable us to identify this lymphoma early and treat it with more specific therapy, preventing
progression into more aggressive forms that still cannot be treated with 100% efficacy.

The authors try to summarize the critical pathogenetic events in the initial develop-
ment of DLBCL NOS that may have a role in pathogen-associated lymphomas. The authors
did an extensive literature search to explore all published cases where infections were
documented in the pathogenesis of DLBCL. Only infections with a possible role in disease
development were included; no cases were included where infection occurred during
therapy and may have been associated with therapy-induced immune suppression. The
authors provide data on whether each found pathogen has a proven role or if its association
is documented. However, the role still has to be confirmed, as only a few cases are reported,
and the association may be accidental. They highlight likely pathogens in the evolution of
this lymphoma type.

The survival of malignant B-cells is a complex multifactorial process but requires
mutations and alteration in signaling mechanisms involved in the pathogenesis of DLBCL.
The review cannot list all pathogens, but the authors try to list pathogens that have been
documented to be present in this lymphoma type. Also, possible pathogens are mentioned.
However, some associations are only postulated based on a few reported cases; thus, later
reports may alter these findings. Pathogens with a likely association are also mentioned,
but no reported cases are mentioned in the literature.

2. B-Cell Receptor Signaling and the Germinal Center Reaction

The B-cell receptor (BCR) consists of two immunoglobulin heavy and light chains
linked to the CD79A and CD79B complexes. It is the primary functional receptor of B-
cells, helping them mature into antigen-specific immune cells of the adaptive immune
response. The immunoglobulin receptor alone can only induce low-level “tonic” signal-
ing required for B cell survival, but upon engaging the immunoglobulin complex to the
CD79A/B transmembrane molecules, the intracellular immunoreceptor tyrosine-based
activation motif (ITAM) domains initiate a phosphorylation cascade that produces a strong
signal through phosphoinositol-3 kinase and mTOR (mammalian target of rapamycin), the
CARD11-BCL10-MALT1 (CBM) complex, and the IkappaB-kinase (IKK) complex, even-
tually leading to nuclear-factor-kappaB (NF-kappaB) signaling and proliferation [5]. The
expression of the surface CD10 helps B-cells remain in the germinal center, where bcl-6
expression augments low-level BCR signaling. This is called the germinal center reaction,
where the B-cells are selected based on the receptor antigen specificity. Leaving the germi-
nal center, the expression of CD10 is lost, bcl-6 is downregulated, and only B-cells that do
not react with self-antigens survive in normal conditions. This reaction is crucial in normal
B-cell development, and any disturbance in the very complex process may result in patho-
logic B-cells leaving the germinal center and proliferating [6]. The NF-kappaB-induced
upregulation of interferon regulatory factor-4 (IRF-4) transcriptional factor is crucial in
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downregulating the bcl-6 (B-cell lymphoma 6) expression [7]. The pathogenesis of germinal
center type DLBCL mostly depends on tonogenic BCR signaling, as the cells maintain the
germinal center phenotype and have molecules augmenting the low-level B-cell receptor
signaling, which is not antigen-dependent. However, in the activated B-cell type, the BCR
signaling alone is not enough for survival; CD79A and CD79B signaling are also required
for the survival of pathologic B cells. This signaling requires antigens to be recognized by
the B-cells. In the case of CD79A and B gain of function mutations, a constant signal is
produced without antigenic stimulation, thus making the B cells antigen-independent [6].
Downstream mutations of the signaling cascade (MYD88, CARD11) may also maintain
constant B-cell activation without antigenic signaling.

3. Toll Receptor Signaling

Toll receptors on the surface of B-cells are the critical elements of the innate immune
system. They recognize conservative pathogen-associated molecular patterns and alter-
natively activate the B cells mainly through the MYD88 (myeloid differentiation primary
response 88) and interleukine-1 receptor-associated kinase 4 (IRAK4), eventually inter-
acting with the nuclear-factor kappaB kinase (IKK) complex. Elements of downstream
signaling are shared with the BCR-initiated cascade signaling. The Toll-receptor signal-
ing also initiates cytokine production and T-B cell interactions to promote the immune
response. The Toll-4-like receptor recognizes the surface glycosylphosphatidylinositol (GPI)
anchor of pathogens. Its overexpression in some DLBCL lines has been described [8]. Its
importance is that it has the most robust intracellular signaling mechanism, producing a
solid proliferating signal. The most important is the Toll-9-like receptor that recognizes con-
servative cytosine–phosphate–guanine (CpG) dideoxynucleotide motif sequences present
in many pathogens (Gram-positive and negative bacteria, DNA viruses), making it the
most important universal Toll-like receptor in innate immunity. Its signaling is also through
the MYD88 complex. The TLR-3 receptor binds to double-stranded RNA, and TLR-7/8
recognizes single-stranded RNA. The schematic pathways in TLR signaling are presented
in Figure 1. The constant Toll-like signaling maintains an MYD88 activation, making way
for possible MYD88 mutation in the CBM complex, which is present in several DLBCL
cases [9,10].
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Figure 1. Schematic representation of Toll-like-receptor (TLR) pathways. The basic elements of
the mentioned TLR signaling pathways are shown in the figure. The top row lists the recognized
damage-associated molecular patterns (DAMPs). Below is the corresponding TLR. The main signal-
ing molecules are listed as the most important terminal complex. CpG—cytosine-phosphate-guanine
dideoxynucleotide motif, ssRNA—single-stranded ribonucleic acid, LPS—lipopolyscaccharide,
dsRNA—double-stranded ribonucleic acid, MYD88—myeloid differentiation primary response
88, TRIF—TIR domain-containing adaptor protein, IRAK—interleukin-1 receptor-associated ki-
nase, TRAF—tumor necorsis factor-associated factor, IRF—interferon regulatory factor, p38—p38-
mitogen-activated protein kinase, ERK—extracellular signal-regulated kinase, NfKappa-B—nuclear
factor kappaB.
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4. Microenvironment and the Role of Macrophages

It has been shown that increased CD68 positive macrophage infiltration in DLBCL
represents a worse prognosis [11]. The resting M0 macrophages can be activated in a
classical way by the Th1 cells to become M1 macrophages that promote the immune
response through antigen presentation and cytokine production. The alternatively activated
M2 macrophages through the Th2 cells are immunosuppressive, helping to control the
immune response. IL-4 and IL-13 are the most critical cytokines for M2 macrophage
activation and presence. The increased number of M0/M1 CD68-positive macrophages
correlates with a worse prognosis in DLBCL [12]. The checkpoint molecules programmed
death protein 1 and its ligand (PD-1, PD-L1) modulate the immune clearance of malignant
B-cells. The T-cell immunoreceptor with Ig and ITIM domain (TIGIT) expression has
recently been described in DLBCL, as PD1 expression is low in DLBCL. It is known that
blocking the PD-1–PD-L1 axis in DLBCL has little clinical benefit, but agents blocking the
TIGIT in the animal model have a more potent effect [13].

The TIGIT on T-cells binds to CD155 on dendritic cells and macrophages with high
affinity. The TIGIT pathway is complementary to the PD1 / PD-L1 inhibitory pathway.
Some pathogens may increase the TIGIT expression on T-cells, directly paralyzing them
to eradicate the infected cells. Tumor-infiltrating T-cells have increased TIGIT expression,
inhibiting their interaction with the malignant cells. The microenvironment of DLBCL
is mainly maintained by the malignant B-cells paralyzing the immune-effector T-cells,
making them unable to eradicate the disease effectively. This is maintained mostly through
cytokines, but adenosine levels also paralyze the T-cells through their adenosine recep-
tors. The JAK/STAT signaling of cytokine receptors that involves Janus-kinases (JAK),
the signal transducer, and the activator of transcription proteins (STAT) enzymes through
the IL-10 receptor family (IL-10RA and IL-10RB), the IL-6 receptor, and interferon alpha
and gamma receptors modulates the interacting of B-cells with the cytokines in the mi-
croenvironment [5]. There are several different STATs (STAT1–STAT6) and three JAKs
(JAK1, JAK2, JAK3). Upon activation, the phosphorylated STATs form homodimers and
heterodimers and translocate to the nucleus, where they interact with other transcriptional
factors and regulate the cell proliferation/apoptosis mechanisms, maintaining or suppress-
ing the constant proliferation of the B-cells [14]. This can lead to B-cell activation or an
induction of apoptosis. The signaling through intact JAK/STAT modulates B-cells through
the cytokines, but mutations in the JAK/STAT complex can also initiate signaling without
cytokines attaching to the receptor. Several pathogens can utilize this signaling to alter the
host’s immune response.

5. Pathogens in the Development of Diffuse Large B-Cell Lymphoma

Table 1 lists the large B-cell lymphomas, with the reported frequency of a pathogen
identified as it is associated with the disease. Table 2 lists the pathogens covered below
in the review, with their proven (+) or possible (+/−) pathogenetic role of action in the
development of lymphoma. A proven role is established if several cases are documented
and pathogenetic mechanisms are explored. A possible role is postulated where cases have
been published with postulated pathogenesis, but more data are required to confirm this
mechanism. A detailed explanation of Table 2’s statements is in the text below.

Table 1. Association of Pathogens with DLBCL.

Pathogen WHO 2022 Category,
Lymphoma Type

Frequency
(Cases Reported) References

EBV

EBV positive DLBCL
DLBCL (NOS)
DLBCL (NOS)—gastric lymphoma
EBV positive mucocutaneous ulcer

80–100%
4–5%
11%
100%

[1]
[15,16]
[17]
[1]
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Table 1. Cont.

Pathogen WHO 2022 Category,
Lymphoma Type

Frequency
(Cases Reported) References

KSHV/HHV8

Primary effusion lymphoma
KSHV/HHV8-positive DLBCL
KSHV/HHV8-positive germinotrophic
lymphoproliferative ulcer
DLBCL (NOS)

100%
100%

100%
0.1%

[1,18]
[1]

[1]
[19]

HCV B-cell NHL (non MALT)
DLBCL

13%
36% of HCV+ lymphomas

[20]
[21]

HBV DLBCL (NOS) 16.8% (serological test) [22]

HIV DLBCL (NOS) 5.4%
7.8%

[23]
[24]

SARS-CoV-2 DLBCL (NOS) Severe COVID: OR:1.765
(no percentage reported) [25]

GBV-C NHL (all types) 4.5% [26]

Helicobacter pylori DLBCL (NOS) gastric
MALT/DLBCL gastric

36%
75%

[27]
[27]

Campylobacter jejuni DLBCL (NOS) 1 case reported [28]

Borrelia burgdorferi DLBCL-like proliferation in the skin 5 cases reported [29]

Coxiella burnetti DLBCL (NOS) Among Q-fever cases: 0.48% [30]

Achomobacter xylosoxidans DLBCL (NOS) 2 cases reported [31]

The association of pathogens with diffuse large B-cell lymphoma (DLBCL). The table lists all reported associations
with references and frequency or number of cases. EBV—Epstein–Barr virus, KSHV/HHV8—Kaposi sarcoma
herpesvirus/human herpesvirus 8, HCV—Hepatitis C virus, HBV—Hepatitis B virus, HIV—human immun-
odeficiency virus, SARS-CoV-2—coronavirus 2 causing the severe respiratory syndroma of 2019/severe acute
respiratory syndrome of 2019, GBV-C—GB virus C, NOS—not otherwise specified, MALT—mucosa-associated
lymphoid tissue, NHL—Non-Hodgkin lymphoma.

Table 2. Pathogens and their possible pathogenetic role in diffuse large B-cell lymphoma development.

Pathogen Inflammation BCR Signaling Microenvironment
Modulation

Interaction with
Cytoplasmic

Signaling

Genetic
Alteration

Genome
Integration

EBV + [32–35] +/− [36] + [37,38] + [32,38] + [34,36] + [33]

HHV8 - - - + [39] + [39] +/− [18]

HCV + [40] +/− [41] + [40–42] +/− [43] - -

HBV - - +/− [20,44] +/− [45] +/− [20] + [20,35]

HIV - - + [46] + [47] +/− [22,48] -

SARS-CoV-2 + [49] - + [25,50] +[25] - -

JCPyV, BKPyV - - - - +/− [51] +/− [51]

HHV6 - - - - +/− [51] +/− [51]

GBV-C +/− [52] - - - - -

endogenous
retroviruses - - - - +/− [53,54] + [53,54]

Helicobacter
pylori + [55] + [56] + [55] + [55,57] - -

Campylobacter
jejuni + [28,58,59] - +/− [59] +/− [59] - -
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Table 2. Cont.

Pathogen Inflammation BCR Signaling Microenvironment
Modulation

Interaction with
Cytoplasmic

Signaling

Genetic
Alteration

Genome
Integration

Borrelia
burgdorferi + [29] - +/− [29] - - -

Chlamydia
psittaci + [60] +/− [61] - +/− [61] - -

Coxiella burnetti +/− [30] - - - - -

Escherischia coli +/− [62] - - - - -

Achromobacter
xylosoxidans +/− [63] - - - - -

The table lists possible pathogens involved in the development of diffuse large B-cell lymphoma. The asso-
ciation is marked with “+” where it is likely, and there is enough literature data to support the postulation.
The corresponding reference number is provided in parentheses. The mark “-” indicates that the association
is unlikely and not proven. “+/−” indicates a possible association, but no sufficient data are available to con-
firm it, and later research may confirm the association. The references for the associations are provided in the
table. BCR—B cell receptor, EBV—Epstein–Barr virus, HHV8—human herpesvirus 8, HCV—Hepatitis C virus,
HBV—Hepatitis B virus, HIV—human immunodeficiency virus, SARS-CoV-2—Coronavirus 2, causing severe
respiratory syndrome of 2019, JCPyV—human polyomavirus 2 (John Cunnigham virus), BKPyv—human poly-
omavirus 1, HHV6—human herpesvirus 6, GBV-C—Hepatitis G virus.

6. Viral Infections

Viral infections can cause malignant diseases by utilizing elements of the viral genome,
modulating normal cell cycle and repair mechanisms, constantly keeping the cells in an
activated state, and disrupting the normal cell cycle regulation and repair mechanisms
needed for genome integrity. Several viruses persist in the host in a latent form, modu-
lating the normal cell cycle and maintaining a constantly altered immune phenotype and
activation. Viruses may not only be causative agents, but their presence may also change
the biology of the DLBCL.

6.1. Epstein–Barr Virus (EBV)

The human gamma-herpesvirus 4 (Epstein–Barr virus, EBV) is the most important
in DLBCL pathogenesis. EBV positivity in DLBCL is first described in the WHO 2008
classification. In the recent WHO 2022 5th classification, there are separate entities where
the presence of EBV infection is the hallmark of the disease in the EBV-positive DLBCL [1].
The EBV-positive DLBCL is separated from the DLBCL (NOS) category in all cases where
the presence of EBV is detected in most of the malignant cells. This is a new category and an
evolution from the EBV-positive DLBCL of the elderly [32]. EBV is a relatively large double-
stranded DNA virus with a 172kb-long genome. It is protected by a protein nucleocapsid
and an outer glycoprotein envelope. During active infection, the viral gp350/220 envelope
glycoprotein binds to CD21 on B-cells, and gp42 promotes viral entry into the cells by
forming a complex with MHC II [33]. After active infection during the latent phase, the
viral genome may persist in the host cells, primarily in episomes, and viral glycoproteins
may be expressed in infected cells [34–36]. Reactivation may occur later, primarily due
to reduced immune function. About 95% of the population is infected with the virus,
usually in childhood or young adulthood. The persistence of EBV may result in latent
ongoing EBV infection, which is clinically undetectable but causes a variety of diseases.
The Type I latent EBV infection is characterized by the expression of EBNA1 antigen only,
and these cells contain a large, primarily functional virus, mainly causing endemic Burkitt
lymphoma. Type II infections mostly express LMP1 and EBNA1, which are the default
persistence programs. Latency Type III infections express more viral proteins that promote a
proliferation signal (EBNA1-2-3A-3B-3C, EBNA-LP, and LMP1-2A-2B) [37,64]. The latency
Type 0 infection is only detectable by EBER; no other antigens are present [33].
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Viral persistence regulates B-cell proliferation through direct genetic modifications and
epigenetic reprogramming mechanisms, eventually leading to several malignant diseases.

Type III infections are the most common cause of DLBCL pathogenesis by several
distinct mechanisms. It has been shown that the EBNA2 expression (present in Type III
infections only) increases the PD-L1 expression of cells by miR-34a upregulation [38]. This
increased expression of PD-L1 makes the cells immune to T-cell-mediated clearance, pro-
moting tumor survival. The expression of miR-155 is also increased in infected cells, leading
to mTOR activation and significantly augmenting the Toll-receptor (TLR) signaling [39].
Upon immune recognition of infected cells, they escape by undergoing a germinal center
reaction, temporarily reverting to a latency Type II phenotype.

The pathogenesis of EBV-associated malignancies is very complex. However, the
critical factor in this process is the EBNA glycoproteins. EBNA1 is resistant to proteasomal
degradation and can inhibit the p53/TP53 complex and MDM2, increasing cell survival.
EBNA2 is a nuclear transcriptional factor essential for the viral program to work, but it
also upregulates c-myc and CD23. Together with EBNA-LP, it can replace the intracellular
part of Notch, repressing the regulatory signaling and escaping from the innate immune
system [33]. Common to all DNA tumor viruses, they can interfere with the cell’s DNA
damage-repair mechanism (DDR), promoting the disruption of the host cells’ integrity and
making possible oncogenic mutations [65].

Recently, a novel lymphoma type was reported, the breast implant-associated EBV-
positive DLBCL; it has not been determined whether this is a separate entity or can be
categorized into the EBV-positive DLBCL group [66].

The complexity of latent EBV infection and its role in the malignant transformation
of B cells is far more complex than described, but these are the primary mechanisms.
Besides the two described entities in the WHO 2022 classification, the EBV-positive DLBCL
NOS (not otherwise specified) and the EBV-positive mucocutaneous ulcer, most DLBCL
patients are seropositive for EBV, indicating a previous primary infection. Based on the
geographic region, the frequency of EBV-positive NOS within the DLBCL cases ranges
from 2% to 15%. The association is tested with EBV-associated RNA1 (EBER) FISH testing
on histological samples [67,68]. It has been documented that EBV positivity confers a
significantly worse prognosis, so clinicians should be alerted. Where possible, a more
aggressive therapeutic approach can be considered [69]. The endemic type of Burkitt-
lymphoma is proven to be associated with EBV, but different gene expression patterns are
present and have different prognoses [64]. Recently, fibrin-associated DLBCL has been
described as associated with EBV infection [70]. Pyothorax-associated DLBCL belongs to
the group of chronic inflammation-associated DLBCL cases. Its association with EBV is
documented in some instances [71].

Further studies are required to clarify the exact role of EBV in the latter two entities.
The pathogenetic role of the virus is documented in several entities listed above. Still, due
to the complexity of EBV-associated altered immune cells, a more detailed analysis of these
cases is needed to explore this virus further. However, it can be stated that based on the
published results cited above, the presence of EBV infection at diagnosis indicates a worse
prognosis for the patient compared to the EBV-negative cases. It has to be emphasized that
the infection is detected on the histological sample using EBER FISH and immuno-staining
of EBNA1, 2, and LMP1-2.

The prevalence of detectable EBV in DLBCL (NOS) cases varies. In a large meta-
analysis, 11% of gastric DLBCL cases were associated with EBV [17]. However, among all
DLBCL (NOS) cases, 4–5% were detected to be positive for the presence of EBV [15,16].

6.2. Human Herpesvirus 8 (HHV8)

Human herpesvirus 8 is a large double-stranded DNA virus with a genome length
of 165 Kb. It is the primary cause of Kaposi sarcoma, often called the Kaposi sarcoma
herpesvirus (KSHV). In the WHO 2002 classification, there are three separate entities for
HHV8-associated DLBCL: the primary effusion lymphoma, the KSHV/HHV8 positive
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diffuse large B-cell lymphoma, and the KSHV/HHV8 germinotropic lymphoproliferative
disorder [1,18,72]. HHV8-positive DLBCL (NOS) is mainly seen after the multicentric
Castleman disease [72]. The pathogenesis of viral infection is complex, but one of the
critical regulators is the latency-associated nuclear antigen (LANA). It is required for viral
replication in the S phase, and it is a transcriptional regulator that modulates several
ubiquitin ligases. It is also required for viral genome-containing episomes to attach to
chromatin. This antigen is the critical modulator of viral persistence in cells, which is
typical for this infection [73]. LANA directly interacts with p53 and Rb, disrupting genomic
repair mechanisms [65]. Another viral protein, vIRF1, negatively regulates the ATM-
dependent activation of p53 [65]. The critical element of latent HHV8 infection is through
the DNA damage-response (DDR) modulation. This negative regulation alters the cell’s
ability to repair detected DNA damage, which is required for viral persistence. However,
disrupting these mechanisms makes the B-cells more susceptible to acquiring additional
mutations and survival, which is a critical first step of malignant clone evolution [65]. The
KSHV/HHV8 positive DLBCL is a rare entity that accounts for 0.1% of DLBCL cases [19].
In a recent publication, the detailed characteristics of the disease were reported, where the
presence of HHV8 was detected with immunofluorescent staining on histological samples
in 77 patients. The survival rate with immuno-chemotherapy first-line treatment is similar
to conventional DLBCL patients. The 5-year overall survival rate was reported to be 56.3%.
However, patients under 60 had significantly better survival than older patients [42].

6.3. Hepatitis C Virus (HCV)

The Hepatitis C virus is a small single-stranded RNA virus from the Flaviviridae
family. It is primarily hepatotrophic, causing hepatic diseases like cirrhosis and cancer.
However, its association with B-cell malignancy is also known in specific marginal zone B-
cell lymphoma cases. The virus has two glycoproteins, E1 and E2, that play a crucial role in
viral persistence by inhibiting its detection by the immune system. E2 binds to surface CD81
and modulates viral entry into the infected cells. It has been documented that HCV attaches
to low-density lipoproteins (LDL) and utilizes the LDL receptor for cellular entry, escaping
the immune recognition [40]. It has been shown that HCV can infect B-cells, altering their
immunogenicity and making them monoclonal to produce a particular rheumatoid factor
in Type II cryoglobulinemia. The early detection of these circulating B-cells in Hepatitis
C-infected patients may predict later lymphoma development [41,43]. These monoclonal
B-cells show an overexpression of bcl-2, which can be effectively modulated by interferon–
alpha treatment [74]. The expression of the Hepatitis C virus non-structural 3 (NS3) protein
is found positive in 46% of HCV-associated B-cell non-Hodgkin lymphomas, where most
cases were DLBCL, comprising 36% of cases investigated [21]). The effective treatment
of Hepatitis C completely reverses the B-cell clonality. Lymphoma can be prevented if
treatment is started in early infection. The outcome of HCV-associated DLBCL is similar to
the HCV-negative cases using anti-CD20 immunotherapy with the first-line polychemother-
apy [75,76]. However, the HCV viral load at the diagnosis has a negative prognostic impact
on survival [77]. The widespread use of direct-acting antiviral (DAA) drugs that effectively
treat HCV infection is effective in indolent lymphomas caused by HCV. However, DLBCL
cases acquired additional mutations and require the standard immuno-chemotherapy treat-
ment, but the direct-acting antiviral therapy is safe and recommended in all patients [78].
DAA drugs effectively and safely reduce the HCV load, eradicate the underlying disease,
and improve the prognosis of DLBCL patients [79]. The frequency of HCV infection in
B-cell NHL varies from 6.4% to 20%, with an average of 13% calculated from a large
meta-analysis [20].

6.4. Hepatitis B Virus (HBV)

The Hepatitis B virus is a circular, partially double-stranded small DNA virus be-
longing to the hepadnavirus family. The viral DNA polymerase enzyme has a reverse
transcriptase activity like the retroviruses [44]. It is a hepatotropic virus, but recently, it has
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been documented that HBV can directly infect B-cells. The viral DNA is integrated into
the lymphocyte genome, where cellular DNA polymerase enzymes make a full double-
stranded DNA copy from the viral semi-double-stranded genome [36]. This integration
causes the cis activation of specific genes and a distinct pattern of genetic alterations. This
integration is possible due to the reverse transcriptase activity of viral DNA polymerase.
The frequency of DLBCL in HBV-infected individuals is increased, and these cases occur
primarily in younger adults [80,81]. It has been reported that not only chronic Hepatitis
B-infected patients have an increased likelihood of developing DLBCL, but individuals who
underwent HBV infection and fully recovered have an increased risk of B-cell lymphoma
development as well. This is a unique finding [82]. Several authors report the possible
association between Hepatitis B infection and DLBCL, and a large meta-analysis summa-
rizing all published data reported an odds ratio of 2.06 (1.48–2.88) of DLBCL in Hepatitis
B-infected individuals [83] A case of DLBCL is reported where HBV reactivation possibly
triggered the onset of DLBCL [84]. The prognosis is worse than that of HBV-negative cases,
highlighting the importance of viral persistence in constantly keeping the B-cell prolif-
erative [85]. The inferior survival of HBV-infected patients with DLBCL is documented
due to different biology and impaired hepatic function [45]. It has been reported that
ongoing HBV infection can potentiate the resistance to S-phase arrest, causing a resistance
to chemotherapeutic agents [86]. The frequency of past HBV infections in a large DLBCL
cohort is reported to be 16.8% by an Italian study [22]. It has been documented that past
HBV infection increases the chances of developing DLBCL with an odds ratio of 2.25 [82].

6.5. Human Immunodeficiency Virus (HIV)

Human immunodeficiency virus is a single-positive-strand retrovirus belonging to
the lentivirus family. The virus infects the B-cells, macrophages, and microglia cells. The
infection causes a characteristic immune deficiency, acquired immune deficiency syndrome
(AIDS), leading to several complications. The virus can cause several B-cell lymphomas;
most of the cases are DLBCL. A characteristic predilection site is the central nervous system
(CNS), but several cases of systemic lymphoma have also been described. Pathogenesis is a
result of the viral modulation of Bcl-2 expression, making cells resistant to apoptosis and
susceptible to additional mutations. Also, the DNA damage-response (DDR) mechanism is
directly altered, promotes the mutations, and also makes cells more resistant to conventional
chemotherapeutic agents, resulting in worse survival of HIV-positive DLBCL cases [46,48].
Infected T-cells also present high levels of TIGIT and PD-1, making them unable to function
normally and making B-cell malignancies possible [47]. The infection increases the c-myc
expression level, possibly contributing to the lymphomagenesis [87]. Since the widespread
use of highly active antiretroviral therapy (HAART), there has been a decline in HIV-
associated DLBCL. However, HIV infection confers a worse prognosis for DLBCL patients
due to several factors. These lymphomas usually bear the germinal-center phenotype with
myc alterations.

Also, patients may have a decreased CD4 count, making them more susceptible to
infections during the lymphoma treatment [87]. In a sizeable Chinese cohort of HIV-
positive DLBCL patients, it has been reported that by administering the standard immuno-
chemotherapy to these patients with the combination antiretroviral therapy (cART), the
results are comparable to the HIV-negative patients’ data [46]. The 2-year PFS in HIV
patients can be similar to the HIV-negative group with 75% by using cART and immuno-
chemotherapy [88]. In contrast, in a recent Spanish cohort of patients from the cART era,
HIV-positive DLBCL patients had a worse prognosis with decreased overall survival at
5 years of 56% compared to 74% in HIV-negative patients [89]. A recent Australian study
of HIV-positive lymphoma patients reported an excellent 2-year PFS of 77% and an OS of
81% using curative immuno-chemotherapy together with cART [90]. The frequency of HIV
infection in a large cohort of DLBCL patients is 5.4% in US patients [23]. The HIV infection
is associated with an advanced stage in DLBCL patients, and a worse overall survival was
detected in this large retrospective database study as well [23]. Another large database
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study reported on 115,643 NHL patients from the US; 5.9% of patients were HIV positive,
but this percentage was higher in DLBCL: 7.8% [24] A SEER database study investigated
HIV-associated death in non-Hodgkin lymphomas. Among all NHL-related deaths, there
was a 4.6% rate in HIV-infected patients, but this was higher in DLBCL (7.3%) and in CNS
lymphoma (17.6%) [91].

6.6. Coronavirus (SARS-CoV-2)

The human SARS-CoV-2 virus is a single-stranded RNA virus. During the recent
coronavirus disease pandemic, a significant portion of the population was infected with
this virus. The association of the SARS-CoV-2 infection and lymphoma is investigated, but
most papers focus on COVID-19 infection and severity in lymphoma patients. There are few
reports focusing on the possible pathogenic role of the virus. It has been shown that SARS-
CoV-2 infection with severe respiratory symptoms is predisposed to B-cell lymphoma and
DLBCL [25]. One potential mechanism is the virus-induced upregulation of miR-155, which
alters the cell’s activation [49]. The virus-induced ongoing inflammation and cytokines may
facilitate B-cell proliferation in these patients [50]. The infected T-cells increase TIGIT and
PD-1 expression, possibly leading to a more severe form of COVID-19 [92]. This negatively
impacts the immune system, making way for possible B-cell malignancies. The constant
activation of the JAK/STAT-signaling pathway has been documented in patients with the
SARS-CoV-2 infection, which may also contribute to malignant B-cell evolution [14]. These
pathogenetic events will likely cause lymphoma, but the reported data cannot fully support
this hypothesis. Besides the one study that postulates that SARS-CoV-2 infection-induced
inflammation is associated with DLBCL, the virus has a clear impact on the survival of
patients. Several publications highlight the importance of co-infection with SARS-CoV-2
during the treatment of lymphoma to negatively impact patients’ survival [93]. During and
after the anti-CD20 treatment of these lymphomas, the impaired B-cell function negatively
affects the efficacy of vaccination against SARS-CoV-2 [94].

6.7. Other Viruses

Human herpesvirus 6 (HHV6) and several polyomaviruses (JCPyV, BKPyV) have
a role in certain diseases and malignant transformations. However, their direct role in
B-cell malignancies has not been documented [51,95,96]. It has been shown that increased
JCPyV and BKPyV frequency is found in the gut of DLBCL patients [97]. HHV6 is not
directly linked to lymphoma, but its prevalence increases in B-cell lymphomas. Whether
this is due to immunosuppression or a direct interaction of HHV6 with the B-cells is still a
question. Due to the complexity of these infections, and since they all persist in human cells,
expressing the surviving set of molecules, they also have a theoretical role in developing
malignancy in the immune system.

GB virus-C is a single-positive-stranded RNA virus belonging to the flaviviridae
group. Its association with B-cell NHL is questionable. Some reports indicate an increased
incidence of lymphoma and DLBCL in infected individuals, but others could not confirm
it [26,52,98].

An exciting field is the endogenous retroviruses, which may persist in the human
genome during evolution. They contain transposable elements (TE), and their genome is in-
corporated into the human chromosomes and vertically transmitted. However, the genome
is usually silenced and can only be activated by additional signals. In several documented
cases, an integrated element of human endogenous retrovirus element (HREV) is detected
and may be functional, making B-cells more resistant to apoptosis. The reactivation of these
viruses can occur under certain conditions, and activated genomes may contain viral genes
directly responsible for the malignant transformation of cells [53,54].

7. Bacterial Infections

Bacterial infections may cause malignancy by maintaining constant immune activation,
keeping the immune system in a proliferating state and making way for possible second-
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step pathological mutations over time. They may also modulate the host’s immune cells,
maintaining constant activation. These events require a chronic ongoing bacterial infection
that may be asymptomatic; only the provoked lymphoma causes the symptoms. The
chronic asymptomatic persistence of these bacteria requires that the bacterial infection
alters the functional immune system. These associations are weak except for the H.pylori
infection. Usually, case series are reported, and pathogenesis is only postulated based on
chronic inflammation and immune activation. Thus, further studies are needed to clarify
the association of these infections with lymphomas, especially DLBCL.

7.1. Helicobacter pylori

Helicobacter pylori is a Gram-negative flagellated bacteria that causes the typical in-
fection of gastric mucosa, which causes gastric ulcers. Some cases evolve into the typical
gastric mucosa-associated B-cell non-Hodgkin lymphoma (MALT). The interaction between
helicobacter and B-cells is indirect; chronic inflammation leads to the lymphoma-genesis.
This is proven by the fact that early stages of lymphoma can be effectively cured by eradi-
cating the helicobacter infection with antibiotics. In about 1% of Helicobacter pylori-infected
individuals, low-grade gastric MALT lymphoma develops, but in some cases, it progresses
into gastric diffuse large B-cell lymphoma [55]. The CagA bacterial protein that induces
IL-8 secretion via Nf-kappaB activation is the most critical factor in infections. It also
increases Bcl-2 and Bcl-XL through p38 mitogen-activated protein kinases (MAPK) and
endoplasmic reticulum kinase (ERK) [55]. This process leads to a decreased apoptosis of
B-cells with activation and proliferation. The other factor, VacA toxin from helicobacter
pylori, is also essential, as it induces the cytolysis of cells but also activates the JAK–STAT
signaling [55]. The AKT-signaling pathway is a crucial element in developing gastric
DLBCL. The CagA protein in the B-cell induces genetic abnormalities, a loss of PTEN
signaling, and cyclin A2 overexpression. These B-cells have nuclear Nf-kappaB, Bcl-10, and
CagA overexpression [57]. Once gastric DLBCL has lost the helicobacter pylori dependence,
B-cells acquire additional mutations, and these patients have a worse prognosis. The most
common mutation is EZH2, which confers a worse prognosis in the mostly germinal-center
Type DLBCL [99]. Other reports confirmed that once BCR signaling is affected, H. plyori
eradication alone cannot cure the disease [56]. The association of gastric MALT/DLBCL
is high with H. pylori; as much as 75% of cases are positive compared to de novo gastric
DLBCL, where only 36% positivity was found [27]. It has been reported that de novo H.
pylori-associated gastric DLBCL has better survival than transformed DLBCL from MALT
lymphoma [100].

7.2. Campylobacter jejuni

Campylobacter jejuni is a Gram-negative bacteria. The infection is broad, ranging
from asymptomatic carriers to acute gastroenteritis symptoms. The chronic, asymptomatic
infection causes the characteristic immunoproliferative small intestine disease (IPSID),
sometimes called the heavy-chain disease [58]. The infection causes plasmocytic infiltration
in the mucosa, and several cases of DLBCL have been described [28,55,101]. The course
of this lymphoma is very indolent and often challenging to treat. The pathogenesis is not
fully understood, but the bacteria’s CDT toxin causes cell vacuolization, enabling B-cells to
invade the whole mucosa. The toxin also causes DNA damage in cells, exposing these frag-
ments to the immune system, primarily through innate Toll receptors [28,59,102]. Treating
the infection with antibiotics (macrolides, tetracycline) can stop lymphoid proliferation in
the small intestine [103]. Only a few cases are reported in this entity’s literature [58]. Thus,
no precise data are present on the frequency of DLBCL in this infection and the disease
outcome. The association is based on possible associations based on the immune dysreg-
ulation caused by the infection and a few reported cases. Besides eradication, standard
immune chemotherapy can be used, but further study is needed to clarify the role of this
pathogen in DLBCL and characterize the outcome of the possibly associated disease.
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7.3. Borrelia burgdorferi

Borrelia burgdorferi is an obligate anaerob spirochete bacterium. The characteristic
Lyme disease caused by this bacterium is zoonotic, transmitted to humans with a tick
bite. If not treated, the infection progresses into a chronic form that may cause typical
cutaneous lymphoid proliferation and lymphomas. Several DLBCL cases have also been
described [29,104]. However, a study from Italy could not confirm any Borrelia in cutaneous
B-cell lymphoma patients [105]. Thus, the association is questionable, and the pathogenesis
is unclear but relies primarily on chronic inflammation. The treatment of Borrelia with
antibiotics eradicates the early-stage lymphomas, just as in Helicobacter-associated gastric
lymphoma. During the disease, atypical lymphoid follicles form in the skin. The B-cells
acquire Bcl-2 upregulation, making them constantly active, which may lead to additional
mutations and lymphoma [29,55]. There are no clinical data on the prognosis of this disease,
as only a few cases are reported. Most cases are MALT lymphoma, and only a few DLBCL-
like cases have been identified. As for all infection-associated MALT lymphomas, antibiotic
treatment with lymphoma-directed immuno-chemotherapy is recommended [106].

7.4. Chlamydia psittaci

Chlamydia psittaci is an intracellular bacteria acquired mainly through inhalation. It is
associated with the ocular adnexal B-cell MALT lymphoma, but some cases may evolve
into DLBCL [107]. However, no association of DLBCL cases was found in this reported
cohort with chlamydia infection [107]. A recent Japanese study also found no correlation
in a cohort of 150 patients [108]. Thus, the association of Chlamydia psittaci infection
with DLBCL is still questionable. The possible hypothetical pathogenesis is based on
the fact that marginal zone lymphomas may eventually evolve into DLBCL as chronic
antigenic stimulation helps B-cells acquire additional mutations [60]. One study extensively
investigated the mutational profile of these cases and found DLBCL-specific mutations,
which affected the NFkappa-B pathway in most cases. Still, these cases were negative for
chlamydia infection [107]. In a study, 36% of lymphoma cases were positive for the MYD88
mutation [61]. The detected mutations may promote the progression of the marginal zone
lymphoma into DLBCL, but this still has to be confirmed. Based on the available literature,
the role of this pathogen is only hypothesized and has to be further analyzed in additional
clinical trials [109]. The clinical course of cases needs to be clarified; there needs to be
consistent data on cases so that concise information can be provided on the prognosis
and pathogenesis.

7.5. Other Bacteria

Coxiella burnetti is a Gram-negative obligate intracellular bacterium. It usually spreads
with inhalation and causes the typical Q-fever. However, recently, it has been reported
that chronic infection may lead to B-cell lymphomas. Cases of DLBCL have also been
described [110]. In an extensive database of Q-fever patients, 0.48% developed DLBCL [30].
No data are available on the frequency of Coxiella burnetti in DLBCL patients. The path-
omechanism is unclear, but it is postulated that the disease maintains a polarized Th1-type
immune response with IFN-gamma downregulation. The overt production of proinflam-
matory IL-10 and IL-6 may maintain a constant B-cell activation, causing lymphomas [111].

Recently, it has been demonstrated that chronic Escherichia coli infection in the bladder
may cause MALT lymphoma [62]. No cases of DLBCL have been described so far. Still, due
to the constant inflammation, bladder DLBCL is likely to be identified in some instances, as
it has been shown that MALT lymphomas can eventually transform into DLBCL [112,113].
It has to be emphasized that E. coli is a widespread bacterium that is often found in the
urine, so further studies are needed to clarify its role in this lymphoma type.

Achromobacter xylosoxidans is a Gram-negative bacterium. It may be associated with
pulmonary MALT lymphoma, as reported in one cohort, with some cases developing into
DLBCL [63]. However, this has to be further analyzed, as other reports found only a few
cases in Japanese patients. Only two cases of DLBCL are confirmed in this cohort [31].
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The pathomechanism is unknown; it is possibly a chronic infection with constant immune
stimulation leading to B-cell proliferation and lymphoma.

8. Conclusions

The pathogenesis of DLBCL is a very complex process that still needs to be fully
understood. Infections may play a role in some cases. The authors provide a comprehensive
review of all possible and proven pathogens involved in this disease’s etiology and highlight
the essential pathways for the interaction of the B-cells with these infectious agents. As
described in this review, several viral and bacterial pathogenic agents have already been
identified as having a possible role in lymphomagenesis by understanding the genetics of
distinct subtypes of DLBCL. Utilizing next-generation sequencing (NGS) in tumor tissue
and liquid biopsy samples, the mutations involved in DLBCL are better characterized,
defining very different prognostic groups with distinct pathological processes beyond. This
can be correlated with the possible pathogenetic events in viral and bacterial infections
and their effect on the tumor cells and the immune system. These techniques may help
us explore whether more pathogenetic agents can initiate this heterogeneous lymphoma
type. However, this type of data associated with pathogens is not available in the literature;
future studies are needed to explore this field. Another interesting question is, due to
the several subtypes of DLBCL, is there a role of any pathogen in one DLBCL subtype
converting to another? It has been proven that these pathogens initially may cause indolent
lymphomas but later progress into aggressive lymphoma, mostly DLBCL. However, no data
are reported in the literature on pathogens involved in the dynamics of DLBCL, converting
between different subtypes of the disease. This postulated event is possibly due to the
direct interaction of the pathogen with the B-cells, and the maintained immune activation
leads to additional mutations, but further studies are required to confirm this hypothesis.
The listed viral infections, especially EBV, HIV, KSHV/HHV8, HCV, and HBV, are proven
to be involved in the pathogenesis of DLBCL by not only inflammatory processes but also
viral components directly interacting with the host immune cells altering their function.
The association of the SARS-CoV-2 infection is confirmed in one retrospective study. Due
to the fact that millions of people were infected with SARS-CoV-2, the association with
DLBCL would be observable by increasing incidence worldwide if causality is present.
This has to be explored in future studies.

The association of bacterial infection with DLBCL is mainly based on chronic inflam-
mation and chronic immune stimulation by the bacterial components. Whether chronic
inflammation alone may facilitate lymphoma or whether a direct interaction is needed
between bacteria and the B-cells is still a question. Immune activation and BCR signaling
may lead to lymphoma. Further studies are required to understand these pathogens’ exact
role better and how they may cause lymphoma. Our group documented that lymphoma
incidence is higher in autoimmune diseases [114], highlighting the importance of chronic
immune stimulation in lymphomagenesis. This finding is further supported by detecting
increased DLBCL frequency in B-cell-mediated autoimmune conditions, like Sjögren’s
syndrome, systemic lupus erythematosus, and rheumatoid arthritis.

Interestingly, this association was only with DLBCL and marginal-zone lymphoma,
and follicular lymphoma’s association could not be detected [115]. One interesting study
demonstrated an altered mutational profile in B-cells of Sjögren’s syndrome patients,
leading to DLBCL 2 years later in a case [116]. A case of DLBCL has been reported based
on chronic inflammation and lobar atelectasis of the lung [117]. On the other side, it
has been documented that in B-cell lymphoma patients, the antinuclear antibody titer is
elevated [118,119]. Recently, it has been reported that the interferon regulatory factor 8
(IRF-8) is involved in the initial pathogenesis of DLBCL [120]). An exciting finding is that
microscopic DLBCL was found in the wall of pseudocysts, highlighting the association of
chronic infection with lymphomagenesis [121]. These findings highly support the idea that
constant B-cell activation may eventually lead to perturbances of immune regulation and
B-cell lymphoma. This mechanism may be the pathogenic process of DLBCL evolution in
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the listed bacterial infections. Whether this continuous activation is through a recognized
self or foreign target antigen or due to alteration in the cell’s regulatory mechanisms
is still a question. Still, possibly both or either mechanism is sufficient for lymphoma
evolution. The authors included E. coli infection, which was documented to cause urinary
MALT lymphoma, but no DLBCL was reported. However, transforming marginal zone
lymphomas to DLBCL is a documented event [113,122]. Thus, there is a likelihood that this
bacterium can cause DLBCL.

Some pathogens contribute to the pathogenesis of DLBCL and alter the prognosis of
the disease. It has been documented that HIV, EBV, and HBV infection negatively impact
patients’ prognoses. In contrast, HCV infection has no negative prognostic impact since
using direct-acting antiviral agents [48,67,75,85]. Infection with SARS-CoV-2 does not
directly alter the prognosis, but due to complications of the infection, the prognosis is
worse [93].

The review highlighted the complexity of DLBCL pathogenesis and possible and
proven pathogens involved in this process. Some of these associations may be incidental,
and further investigation is needed. More data is required to clarify the role and patho-
genetic events on SARS-CoV-2 infection in the context of DLBCL development. A systemic
study is necessary to investigate the role of ongoing chronic bacterial infection and the
possible development of B-cell non-Hodgkin’s lymphoma.

Author Contributions: L.G. writing and original draft preparation, review editing, M.U. writing
and review editing, A.I. supervision. All authors have read and agreed to the published version of
the manuscript.

Funding: This research received no external funding.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. Alaggio, R.; Amador, C.; Anagnostopoulos, I.; Attygalle, A.D.; Araujo, I.B.O.; Berti, E.; Bhagat, G.; Borges, A.M.; Boyer, D.;

Calaminici, M.; et al. The 5th edition of the World Health Organization Classification of Haematolymphoid Tumours: Lymphoid
Neoplasms. Leukemia 2022, 36, 1720–1748. [CrossRef] [PubMed]

2. Alizadeh, A.A.; Eisen, M.B.; Davis, R.E.; Ma, C.; Lossos, I.S.; Rosenwald, A.; Boldrick, J.C.; Sabet, H.; Tran, T.; Yu, X.; et al. Distinct
types of diffuse large B-cell lymphoma identified by gene expression profiling. Nature 2000, 403, 503–511. [CrossRef] [PubMed]

3. Chapuy, B.; Stewart, C.; Dunford, A.J.; Kim, J.; Kamburov, A.; Redd, R.A.; Lawrence, M.S.; Roemer, M.G.M.; Li, A.J.; Ziepert, M.;
et al. Molecular subtypes of diffuse large B cell lymphoma are associated with distinct pathogenic mechanisms and outcomes.
Nat. Med. 2018, 24, 679–690. [CrossRef] [PubMed]

4. Schmitz, R.; Wright, G.W.; Huang, D.W.; Johnson, C.A.; Phelan, J.D.; Wang, J.Q.; Roulland, S.; Kasbekar, M.; Young, R.M.; Shaffer,
A.L.; et al. Genetics and Pathogenesis of Diffuse Large B-Cell Lymphoma. N. Engl. J. Med. 2018, 378, 1396–1407. [CrossRef]
[PubMed]

5. Phelan, J.D.; Young, R.M.; Webster, D.E.; Roulland, S.; Wright, G.W.; Kasbekar, M.; Shaffer, A.L.; Ceribelli, M.; Wang, J.Q.; Schmitz,
R.; et al. A multiprotein supercomplex controlling oncogenic signalling in lymphoma. Nature 2018, 560, 387–391. [CrossRef]
[PubMed]

6. Young, R.M.; Phelan, J.D.; Wilson, W.H.; Staudt, L.M. Pathogenic B-cell receptor signaling in lymphoid malignancies: New
insights to improve treatment. Immunol. Rev. 2019, 291, 190–213. [CrossRef] [PubMed]

7. Lossos, I.S. The endless complexity of lymphocyte differentiation and lymphomagenesis: IRF-4 downregulates BCL6 expression.
Cancer Cell 2007, 12, 189–191. [CrossRef] [PubMed]

8. Wang, X.; Li, X.; Zhang, X.; Zang, L.; Yang, H.; Zhao, W.; Zhao, H.; Li, Q.; Xia, B.; Yu, Y.; et al. Toll-like receptor 4-induced
inflammatory responses contribute to the tumor-associated macrophages formation and infiltration in patients with diffuse large
B-cell lymphoma. Ann. Diagn. Pathol. 2015, 19, 232–238. [CrossRef]

9. Huang, W.T.; Weng, S.W.; Huang, C.C.; Lin, H.C.; Tsai, P.C.; Chuang, J.H. Expression of Toll-like receptor9 in diffuse large B-cell
lymphoma: Further exploring CpG oligodeoxynucleotide in NFκB pathway. APMIS 2012, 120, 872–881. [CrossRef]

10. Mandato, E.; Yan, Q.; Ouyang, J.; Paczkowska, J.; Qin, Y.; Hao, Y.; Bojarczuk, K.; Hansen, J.; Chapuy, B.; Rodig, S.J.; et al.
MYD88L265P augments proximal B-cell receptor signaling in large B-cell lymphomas via an interaction with DOCK8. Blood 2023,
142, 1219–1232. [CrossRef]

11. Cai, Q.C.; Liao, H.; Lin, S.X.; Xia, Y.; Wang, X.X.; Gao, Y.; Lin, Z.X.; Lu, J.B.; Huang, H.Q. High expression of tumor-infiltrating
macrophages correlates with poor prognosis in patients with diffuse large B-cell lymphoma. Med. Oncol. 2012, 29, 2317–2322.
[CrossRef]

https://doi.org/10.1038/s41375-022-01620-2
https://www.ncbi.nlm.nih.gov/pubmed/35732829
https://doi.org/10.1038/35000501
https://www.ncbi.nlm.nih.gov/pubmed/10676951
https://doi.org/10.1038/s41591-018-0016-8
https://www.ncbi.nlm.nih.gov/pubmed/29713087
https://doi.org/10.1056/NEJMoa1801445
https://www.ncbi.nlm.nih.gov/pubmed/29641966
https://doi.org/10.1038/s41586-018-0290-0
https://www.ncbi.nlm.nih.gov/pubmed/29925955
https://doi.org/10.1111/imr.12792
https://www.ncbi.nlm.nih.gov/pubmed/31402495
https://doi.org/10.1016/j.ccr.2007.08.012
https://www.ncbi.nlm.nih.gov/pubmed/17785200
https://doi.org/10.1016/j.anndiagpath.2015.04.008
https://doi.org/10.1111/j.1600-0463.2012.02915.x
https://doi.org/10.1182/blood.2023019865
https://doi.org/10.1007/s12032-011-0123-6


Biomedicines 2024, 12, 648 15 of 19

12. Serna, L.; Azcoaga, P.; Brahmachary, M.; Caffarel, M.M.; Braza, M.S. Diffuse large B-cell lymphoma microenvironment displays a
predominant macrophage infiltrate marked by a strong inflammatory signature. Front. Immunol. 2023, 14, 1048567. [CrossRef]

13. Godfrey, J.; Chen, X.; Sunseri, N.; Cooper, A.; Yu, J.; Varlamova, A.; Zarubin, D.; Popov, Y.; Jacobson, C.; Postovalova, E.; et al.
TIGIT is a key inhibitory checkpoint receptor in lymphoma. J. Immunother. Cancer 2023, 11, e006582. [CrossRef]

14. Li, W.; Zhuang, Y.; Shao, S.J.; Trivedi, P.; Zheng, B.; Huang, G.L.; He, Z.; Zhang, X. Essential contribution of the JAK/STAT
pathway to carcinogenesis, lytic infection of herpesviruses and pathogenesis of COVID-19 (Review). Mol Med Rep. 2024, 29, 39.
[CrossRef]

15. Ok, C.Y.; Li, L.; Xu-Monette, Z.Y.; Visco, C.; Tzankov, A.; Manyam, G.C.; Montes-Moreno, S.; Dybkaer, K.; Chiu, A.; Orazi, A.; et al.
Prevalence and clinical implications of epstein-barr virus infection in de novo diffuse large B-cell lymphoma in Western countries.
Clin. Cancer Res. 2014, 20, 2338–2349. [CrossRef] [PubMed]

16. Uner, A.; Akyurek, N.; Saglam, A.; Abdullazade, S.; Uzum, N.; Onder, S.; Barista, I.; Benekli, M. The presence of Epstein-Barr
virus (EBV) in diffuse large B-cell lymphomas (DLBCLs) in Turkey: Special emphasis on ‘EBV-positive DLBCL of the elderly’.
APMIS 2011, 119, 309–316. [CrossRef] [PubMed]

17. Hirabayashi, M.; Traverse-Glehen, A.; Combes, J.D.; Clifford, G.M.; de Martel, C. Estimating the prevalence of Epstein-Barr virus
in primary gastric lymphoma: A systematic review and meta-analysis. Infect. Agents Cancer 2023, 18, 8. [CrossRef] [PubMed]

18. Di Napoli, A.; Soma, L.; Quintanilla-Martinez, L.; de Leval, L.; Leoncini, L.; Zamò, A.; Ng, S.B.; Ondrejka, S.L.; Climent, F.;
Wotherspoon, A.; et al. Cavity-based lymphomas: Challenges and novel concepts. A report of the 2022 EA4HP/SH lymphoma
workshop. Virchows Arch. 2023, 483, 299–316. [CrossRef] [PubMed]

19. Qunaj, L.; Castillo, J.J.; Olszewski, A.J. Survival of patients with CD20-negative variants of large B-cell lymphoma: An analysis of
the National Cancer Data Base. Leuk. Lymphoma 2018, 59, 1375–1383. [CrossRef] [PubMed]

20. Gisbert, J.P.; García-Buey, L.; Pajares, J.M.; Moreno-Otero, R. Prevalence of hepatitis C virus infection in B-cell non-Hodgkin’s
lymphoma: Systematic review and meta-analysis. Gastroenterology 2003, 125, 1723–1732. [CrossRef] [PubMed]

21. Canioni, D.; Michot, J.M.; Rabiega, P.; Molina, T.J.; Charlotte, F.; Lazure, T.; Davi, F.; Settegrana, C.; Berger, F.; Alric, L.; et al. In
Situ Hepatitis C NS3 Protein Detection Is Associated with High Grade Features in Hepatitis C-Associated B-Cell Non-Hodgkin
Lymphomas. PLoS ONE 2016, 11, e0156384. [CrossRef] [PubMed]

22. Visentini, M.; Pica, A.; D’Ippolito, G.; Sculco, E.; La Gualana, F.; Gragnani, L.; Miglionico, M.; Mazzaro, C.; Fiorilli, M.; Basili, S.;
et al. High prevalence of past hepatitis B virus infection in diffuse large B cell lymphoma: A retrospective study from Italy. Ann.
Hematol. 2023, 102, 3457–3463. [CrossRef] [PubMed]

23. Han, X.; Jemal, A.; Hulland, E.; Simard, E.P.; Nastoupil, L.; Ward, E.; Flowers, C.R. HIV Infection and Survival of Lymphoma
Patients in the Era of Highly Active Antiretroviral Therapy. Cancer Epidemiol. Biomarkers Prev. 2017, 26, 303–311. [CrossRef]

24. Shiels, M.S.; Engels, E.A.; Linet, M.S.; Clarke, C.A.; Li, J.; Hall, H.I.; Hartge, P.; Morton, L.M. The epidemic of non-Hodgkin
lymphoma in the United States: Disentangling the effect of HIV, 1992–2009. Cancer Epidemiol. Biomark. Prev. 2013, 22, 1069–1078.
[CrossRef]

25. Chen, Q.; Lu, C.; Jiang, F.; Wang, C.; Yu, L. The association of COVID-19 with diffuse large B-cell lymphoma: A Mendelian
randomization study. Int. J. Environ. Health Res. 2023, 27, 1–9. [CrossRef] [PubMed]

26. Krajden, M.; Yu, A.; Braybrook, H.; Lai, A.S.; Mak, A.; Chow, R.; Cook, D.; Tellier, R.; Petric, M.; Gascoyne, R.D.; et al.
GBV-C/hepatitis G virus infection and non-Hodgkin lymphoma: A case control study. Int. J. Cancer 2010, 126, 2885–2892.
[CrossRef]

27. Li, X.; Xia, B.; Guo, S.; Zhan, Z.; Zhang, L.; Zhao, D.; Wu, X.; Zhang, Y. A retrospective analysis of primary gastric diffuse
large B-cell lymphoma with or without concomitant mucosa-associated lymphoid tissue (MALT) lymphoma components. Ann.
Hematol. 2013, 92, 807–815. [CrossRef] [PubMed]

28. Ewers, E.C.; Sheffler, R.L.; Wang, J.; Ngauy, V. Immunoproliferative Small Intestinal Disease Associated with Overwhelming
Polymicrobial Gastrointestinal Infection with Transformation to Diffuse Large B-cell Lymphoma. Am. J. Trop. Med. Hyg. 2016, 94,
1177–1181. [CrossRef]

29. Colli, C.; Leinweber, B.; Müllegger, R.; Chott, A.; Kerl, H.; Cerroni, L. Borrelia burgdorferi-associated lymphocytoma cutis:
Clinicopathologic, immunophenotypic, and molecular study of 106 cases. J. Cutan. Pathol. 2004, 31, 232–240. [CrossRef]

30. Melenotte, C.; Million, M.; Audoly, G.; Gorse, A.; Dutronc, H.; Roland, G.; Dekel, M.; Moreno, A.; Cammilleri, S.; Carrieri, M.P.;
et al. B-cell non-Hodgkin lymphoma linked to Coxiella burnetii. Blood 2016, 127, 113–121. [CrossRef]

31. Aoyama, S.; Masaki, A.; Sakamoto, Y.; Takino, H.; Murase, T.; Ohshima, K.; Yoshino, T.; Kato, S.; Inagaki, H. Achromobacter
Infection Is Rare in Japanese Patients with Pulmonary B-cell Lymphoma. Intern. Med. 2018, 57, 789–794. [CrossRef] [PubMed]

32. Ross, A.M.; Leahy, C.I.; Neylon, F.; Steigerova, J.; Flodr, P.; Navratilova, M.; Urbankova, H.; Vrzalikova, K.; Mundo, L.; Lazzi, S.;
et al. Epstein-Barr Virus and the Pathogenesis of Diffuse Large B-Cell Lymphoma. Life 2023, 13, 521. [CrossRef] [PubMed]

33. Yu, H.; Robertson, E.S. Epstein-Barr Virus History and Pathogenesis. Viruses 2023, 15, 714. [CrossRef] [PubMed]
34. Kim, E.T.; Kim, K.D. Topological implications of DNA tumor viral episomes. BMB Rep. 2022, 55, 587–594. [CrossRef]
35. Gebauer, N.; Künstner, A.; Ketzer, J.; Witte, H.M.; Rausch, T.; Benes, V.; Zimmermann, J.; Gebauer, J.; Merz, H.; Bernard, V.; et al.

Genomic insights into the pathogenesis of Epstein-Barr virus-associated diffuse large B-cell lymphoma by whole-genome and
targeted amplicon sequencing. Blood Cancer J. 2021, 11, 102. [CrossRef] [PubMed]

36. Zapatka, M.; Borozan, I.; Brewer, D.S.; Iskar, M.; Grundhoff, A.; Alawi, M.; Desai, N.; Sültmann, H.; Moch, H.; PCAWG Pathogens;
et al. The landscape of viral associations in human cancers. Nat. Genet. 2020, 52, 320–330. [CrossRef]

https://doi.org/10.3389/fimmu.2023.1048567
https://doi.org/10.1136/jitc-2022-006582
https://doi.org/10.3892/mmr.2024.13163
https://doi.org/10.1158/1078-0432.CCR-13-3157
https://www.ncbi.nlm.nih.gov/pubmed/24583797
https://doi.org/10.1111/j.1600-0463.2011.02736.x
https://www.ncbi.nlm.nih.gov/pubmed/21492232
https://doi.org/10.1186/s13027-023-00482-2
https://www.ncbi.nlm.nih.gov/pubmed/36765388
https://doi.org/10.1007/s00428-023-03599-2
https://www.ncbi.nlm.nih.gov/pubmed/37555981
https://doi.org/10.1080/10428194.2017.1387912
https://www.ncbi.nlm.nih.gov/pubmed/29019447
https://doi.org/10.1053/j.gastro.2003.09.025
https://www.ncbi.nlm.nih.gov/pubmed/14724825
https://doi.org/10.1371/journal.pone.0156384
https://www.ncbi.nlm.nih.gov/pubmed/27257992
https://doi.org/10.1007/s00277-023-05412-1
https://www.ncbi.nlm.nih.gov/pubmed/37650886
https://doi.org/10.1158/1055-9965.EPI-16-0595
https://doi.org/10.1158/1055-9965.EPI-13-0040
https://doi.org/10.1080/09603123.2023.2251406
https://www.ncbi.nlm.nih.gov/pubmed/37634141
https://doi.org/10.1002/ijc.25035
https://doi.org/10.1007/s00277-013-1701-9
https://www.ncbi.nlm.nih.gov/pubmed/23417758
https://doi.org/10.4269/ajtmh.15-0831
https://doi.org/10.1111/j.0303-6987.2003.00167.x
https://doi.org/10.1182/blood-2015-04-639617
https://doi.org/10.2169/internalmedicine.9430-17
https://www.ncbi.nlm.nih.gov/pubmed/29151525
https://doi.org/10.3390/life13020521
https://www.ncbi.nlm.nih.gov/pubmed/36836878
https://doi.org/10.3390/v15030714
https://www.ncbi.nlm.nih.gov/pubmed/36992423
https://doi.org/10.5483/BMBRep.2022.55.12.154
https://doi.org/10.1038/s41408-021-00493-5
https://www.ncbi.nlm.nih.gov/pubmed/34039950
https://doi.org/10.1038/s41588-019-0558-9


Biomedicines 2024, 12, 648 16 of 19

37. Murata, T.; Noda, C.; Narita, Y.; Watanabe, T.; Yoshida, M.; Ashio, K.; Sato, Y.; Goshima, F.; Kanda, T.; Yoshiyama, H.; et al.
Induction of Epstein-Barr Virus Oncoprotein LMP1 by Transcription Factors AP-2 and Early B Cell Factor. J. Virol. 2016, 90,
3873–3889. [CrossRef]

38. Anastasiadou, E.; Stroopinsky, D.; Alimperti, S.; Jiao, A.L.; Pyzer, A.R.; Cippitelli, C.; Pepe, G.; Severa, M.; Rosenblatt, J.; Etna,
M.P.; et al. Epstein-Barr virus-encoded EBNA2 alters immune checkpoint PD-L1 expression by downregulating miR-34a in B-cell
lymphomas. Leukemia 2019, 33, 132–147. [CrossRef]

39. Huang, W.T.; Kuo, S.H.; Kuo, Y.C.; Lin, C.W. miR-155-regulated mTOR and Toll-like receptor 5 in gastric diffuse large B-cell
lymphoma. Cancer Med. 2022, 11, 555–570. [CrossRef]

40. Triyatni, M.; Saunier, B.; Maruvada, P.; Davis, A.R.; Ulianich, L.; Heller, T.; Patel, A.; Kohn, L.D.; Liang, T.J. Interaction of hepatitis
C virus-like particles and cells: A model system for studying viral binding and entry. J. Virol. 2002, 76, 9335–9344. [CrossRef]

41. Knight, G.B.; Gao, L.; Gragnani, L.; Elfahal, M.M.; De Rosa, F.G.; Gordon, F.D.; Agnello, V. Detection of WA B cells in hepatitis C
virus infection: A potential prognostic marker for cryoglobulinemic vasculitis and B cell malignancies. Arthritis Rheum. 2010, 62,
2152–2159. [CrossRef] [PubMed]

42. Wang, F.; Du, Z. Demographic characteristics and prognosis of HHV8-positive diffuse large B-cell lymphoma, not otherwise
specified: Insights from a population-based study with a 10-year follow-up. Medicine 2023, 102, e36464. [CrossRef] [PubMed]

43. Cacoub, P.; Comarmond, C.; Vieira, M.; Régnier, P.; Saadoun, D. HCV-related lymphoproliferative disorders in the direct-acting
antiviral era: From mixed cryoglobulinaemia to B-cell lymphoma. J. Hepatol. 2022, 76, 174–185. [CrossRef]

44. Locarnini, S. Molecular virology of hepatitis B virus. Semin. Liver Dis. 2004, 24 (Suppl. 1), 3–10. [CrossRef]
45. Zhang, M.Y.; Gao, F.; Zhao, Y.W.; Ni, B.W.; Huang, H.H.; Hou, J. Inferior survival and frequent hepatic dysfunction in non-

Hodgkin’s lymphoma patients with HBV infection: A systematic review and meta-analysis. Hematology 2022, 27, 70–79. [CrossRef]
[PubMed]

46. Wang, C.; Liu, J.; Lei, H.; Li, Y.; Wu, J.; Guo, B.; Hu, R.; Liu, T.; Wu, J.; Ding, Y.; et al. Clinical characteristics and outcomes of
newly diagnosed patients with HIV-associated aggressive B-cell NHL in China. J. Cell. Mol. Med. 2022, 26, 5067–5077. [CrossRef]

47. Yin, X.; Liu, T.; Wang, Z.; Ma, M.; Lei, J.; Zhang, Z.; Fu, S.; Fu, Y.; Hu, Q.; Ding, H.; et al. Expression of the Inhibitory Receptor
TIGIT Is Up-Regulated Specifically on NK Cells With CD226 Activating Receptor From HIV-Infected Individuals. Front. Immunol.
2018, 9, 2341. [CrossRef]

48. Maguire, A.; Chen, X.; Wisner, L.; Malasi, S.; Ramsower, C.; Kendrick, S.; Barrett, M.T.; Glinsmann-Gibson, B.; McGrath, M.;
Rimsza, L.M. Enhanced DNA repair and genomic stability identify a novel HIV-related diffuse large B-cell lymphoma signature.
Int. J. Cancer 2019, 145, 3078–3088. [CrossRef]

49. Mahdavi Anari, S.R.; Kheirkhah, B.; Amini, K.; Roozafzai, F. Expression of MicroRNA-155 in Patients with Non-Hodgkin
Lymphoma, Coronavirus Disease 2019, or Both: A Cross-Sectional Study. Iran J. Med. Sci. 2023, 48, 26–34.

50. Acosta-Ampudia, Y.; Monsalve, D.M.; Rojas, M.; Rodríguez, Y.; Zapata, E.; Ramírez-Santana, C.; Anaya, J.M. Persistent
Autoimmune Activation and Proinflammatory State in Post-Coronavirus Disease 2019 Syndrome. J. Infect Dis. 2022, 225,
2155–2162. [CrossRef]

51. Chen, X.; Kost, J.; Sulovari, A.; Wong, N.; Liang, W.S.; Cao, J.; Li, D. A virome-wide clonal integration analysis platform for
discovering cancer viral etiology. Genome Res. 2019, 29, 819–830. [CrossRef]

52. Chang, C.M.; Stapleton, J.T.; Klinzman, D.; McLinden, J.H.; Purdue, M.P.; Katki, H.A.; Engels, E.A. GBV-C infection and risk of
NHL among U.S. adults. Cancer Res. 2014, 74, 5553–5560. [CrossRef] [PubMed]

53. Belshaw, R.; Pereira, V.; Katzourakis, A.; Talbot, G.; Paces, J.; Burt, A.; Tristem, M. Long-term reinfection of the human genome by
endogenous retroviruses. Proc. Natl. Acad. Sci. USA 2004, 101, 4894–4899. [CrossRef] [PubMed]

54. Singh, B.; Dopkins, N.; Fei, T.; Marston, J.L.; Michael, S.; Reyes-Gopar, H.; Curty, G.; Heymann, J.J.; Chadburn, A.; Martin, P.; et al.
Locus specific human endogenous retroviruses reveal new lymphoma subtypes. bioRxiv 2023. [CrossRef]

55. Biernat, M.M.; Wróbel, T. Bacterial Infection and Non-Hodgkin B-Cell Lymphoma: Interactions between Pathogen, Host and the
Tumor Environment. Int. J. Mol. Sci. 2021, 22, 7372. [CrossRef] [PubMed]

56. Torisu, T.; Kawano, S.; Miyawaki, K.; Yamamoto, H.; Ihara, Y.; Matsuno, Y.; Torisu, K.; Sugio, T.; Sasaki, K.; Shimakawa, T.; et al. B
cell receptor signaling related to resistance to Helicobacter pylori eradication therapy in gastric diffuse large B cell lymphoma.
Hematol. Oncol. 2021, 39, 145–147. [CrossRef]

57. Ben Younes, K.; Doghri, R.; Mrad, K.; Bedhiafi, W.; Benammar-Elgaaied, A.; Sola, B.; Ben Aissa-Fennira, F. PTENLoss Cyclin A2
Upregulation Define a PI3K/AKTPathway Activation in Helicobacter pylori-induced MALT and DLBCL Gastric Lymphoma
with Features of MALT. Appl. Immunohistochem. Mol. Morphol. 2021, 29, 56–61. [CrossRef]

58. Al-Saleem, T.; Al-Mondhiry, H. Immunoproliferative small intestinal disease (IPSID): A model for mature B-cell neoplasms. Blood
2005, 105, 2274–2280. [CrossRef]

59. Kreling, V.; Falcone, F.H.; Kehrenberg, C.; Hensel, A. Campylobacter sp.: Pathogenicity factors and prevention methods-new
molecular targets for innovative antivirulence drugs. Appl. Microbiol. Biotechnol. 2020, 104, 10409–10436. [CrossRef]

60. Kalogeropoulos, D.; Papoudou-Bai, A.; Kanavaros, P.; Kalogeropoulos, C. Ocular adnexal marginal zone lymphoma of mucosa-
associated lymphoid tissue. Clin. Exp. Med. 2018, 18, 151–163. [CrossRef]

61. Behdad, A.; Zhou, X.Y.; Gao, J.; Raparia, K.; Dittman, D.; Green, S.J.; Qi, C.; Betz, B.; Bryar, P.; Chen, Q.; et al. High Frequency of
MYD88 L265P Mutation in Primary Ocular Adnexal Marginal Zone Lymphoma and Its Clinicopathologic Correlation: A Study
From a Single Institution. Arch. Pathol. Lab. Med. 2019, 143, 483–493. [CrossRef] [PubMed]

https://doi.org/10.1128/JVI.03227-15
https://doi.org/10.1038/s41375-018-0178-x
https://doi.org/10.1002/cam4.4466
https://doi.org/10.1128/JVI.76.18.9335-9344.2002
https://doi.org/10.1002/art.27490
https://www.ncbi.nlm.nih.gov/pubmed/20506150
https://doi.org/10.1097/MD.0000000000036464
https://www.ncbi.nlm.nih.gov/pubmed/38115350
https://doi.org/10.1016/j.jhep.2021.09.023
https://doi.org/10.1055/s-2004-828672
https://doi.org/10.1080/16078454.2021.2011546
https://www.ncbi.nlm.nih.gov/pubmed/34957924
https://doi.org/10.1111/jcmm.17534
https://doi.org/10.3389/fimmu.2018.02341
https://doi.org/10.1002/ijc.32381
https://doi.org/10.1093/infdis/jiac017
https://doi.org/10.1101/gr.242529.118
https://doi.org/10.1158/0008-5472.CAN-14-0209
https://www.ncbi.nlm.nih.gov/pubmed/25115299
https://doi.org/10.1073/pnas.0307800101
https://www.ncbi.nlm.nih.gov/pubmed/15044706
https://doi.org/10.1101/2023.06.08.544208
https://doi.org/10.3390/ijms22147372
https://www.ncbi.nlm.nih.gov/pubmed/34298992
https://doi.org/10.1002/hon.2816
https://doi.org/10.1097/PAI.0000000000000839
https://doi.org/10.1182/blood-2004-07-2755
https://doi.org/10.1007/s00253-020-10974-5
https://doi.org/10.1007/s10238-017-0474-1
https://doi.org/10.5858/arpa.2018-0092-OA
https://www.ncbi.nlm.nih.gov/pubmed/30444439


Biomedicines 2024, 12, 648 17 of 19

62. Lyapichev, K.A.; Ivashkevich, Y.; Chernov, Y.; Chinenov, D.; Shpot, E.; Bessonov, A.A.; Dabaja, B.S.; Konoplev, S. MALT Lymphoma
of the Urinary Bladder Shows a Dramatic Female Predominance, Uneven Geographic Distribution, and Possible Infectious
Etiology. Res. Rep. Urol. 2021, 13, 49–62. [CrossRef] [PubMed]

63. Adam, P.; Czapiewski, P.; Colak, S.; Kosmidis, P.; Tousseyn, T.; Sagaert, X.; Boudova, L.; Okoń, K.; Morresi-Hauf, A.; Agostinelli,
C.; et al. Prevalence of Achromobacter xylosoxidans in pulmonary mucosa-associated lymphoid tissue lymphoma in different
regions of Europe. Br. J. Haematol. 2014, 164, 804–810. [CrossRef] [PubMed]

64. Kelly, G.L.; Stylianou, J.; Rasaiyaah, J.; Wei, W.; Thomas, W.; Croom-Carter, D.; Kohler, C.; Spang, R.; Woodman, C.; Kellam, P.;
et al. Different patterns of Epstein-Barr virus latency in endemic Burkitt lymphoma (BL) lead to distinct variants within the
BL-associated gene expression signature. J. Virol. 2013, 87, 2882–2894. [CrossRef] [PubMed]

65. Studstill, C.J.; Mac, M.; Moody, C.A. Interplay between the DNA damage response and the life cycle of DNA tumor viruses.
Tumour Virus Res. 2023, 16, 200272. [CrossRef] [PubMed]

66. Vets, J.; Marcelis, L.; Schepers, C.; Dorreman, Y.; Verbeek, S.; Vanwalleghem, L.; Gieraerts, K.; Meylaerts, L.; Lesaffer, J.; Devos, H.;
et al. Breast implant associated EBV-positive Diffuse Large B-cell lymphoma: An underrecognized entity. Diagn. Pathol. 2023, 18,
52. [CrossRef]

67. Beltran, B.E.; Castro, D.; Paredes, S.; Miranda, R.N.; Castillo, J.J. EBV-positive diffuse large B-cell lymphoma, not otherwise
specified: 2020 update on diagnosis, risk-stratification and management. Am. J. Hematol. 2020, 95, 435–445. [CrossRef]

68. Hofscheier, A.; Ponciano, A.; Bonzheim, I.; Adam, P.; Lome-Maldonado, C.; Vela, T.; Cortes, E.; Ortiz-Hidalgo, C.; Fend, F.;
Quintanilla-Martinez, L. Geographic variation in the prevalence of Epstein-Barr virus-positive diffuse large B-cell lymphoma of
the elderly: A comparative analysis of a Mexican and a German population. Mod. Pathol. 2011, 24, 1046–1054. [CrossRef]

69. Park, S.; Lee, J.; Ko, Y.H.; Han, A.; Jun, H.J.; Lee, S.C.; Hwang, I.G.; Park, Y.H.; Ahn, J.S.; Jung, C.W.; et al. The impact of
Epstein-Barr virus status on clinical outcome in diffuse large B-cell lymphoma. Blood 2007, 110, 972–978. [CrossRef]

70. Boyer, D.F.; McKelvie, P.A.; de Leval, L.; Edlefsen, K.L.; Ko, Y.H.; Aberman, Z.A.; Kovach, A.E.; Masih, A.; Nishino, H.T.; Weiss,
L.M.; et al. Fibrin-associated EBV-positive Large B-Cell Lymphoma: An Indolent Neoplasm With Features Distinct From Diffuse
Large B-Cell Lymphoma Associated With Chronic Inflammation. Am. J. Surg. Pathol. 2017, 41, 299–312. [CrossRef]

71. Higuchi, T.; Hashida, Y.; Matsuo, K.; Kitahata, K.; Ujihara, T.; Murakami, I.; Nakayama, T.; Daibata, M. EBV-positive pyothorax-
associated lymphoma expresses CXCL9 and CXCL10 chemokines that attract cytotoxic lymphocytes via CXCR3. Cancer Sci. 2023,
114, 2622–2633. [CrossRef]

72. Calabrò, M.L.; Sarid, R. Human Herpesvirus 8 and Lymphoproliferative Disorders. Mediterr. J. Hematol. Infect. Dis. 2018, 10,
e2018061. [CrossRef] [PubMed]

73. Schulz, T.F.; Freise, A.; Stein, S.C. Kaposi sarcoma-associated herpesvirus latency-associated nuclear antigen: More than a key
mediator of viral persistence. Curr. Opin. Virol. 2023, 61, 101336. [CrossRef] [PubMed]

74. Casato, M.; Mecucci, C.; Agnello, V.; Fiorilli, M.; Knight, G.B.; Matteucci, C.; Gao, L.; Kay, J. Regression of lymphoproliferative
disorder after treatment for hepatitis C virus infection in a patient with partial trisomy 3, Bcl-2 overexpression, and type II
cryoglobulinemia. Blood 2002, 99, 2259–2261. [CrossRef]

75. Arcari, A.; Tabanelli, V.; Merli, F.; Marcheselli, L.; Merli, M.; Balzarotti, M.; Zilioli, V.R.; Fabbri, A.; Cavallo, F.; Casaluci, G.M.; et al.
Biological features and outcome of diffuse large B-cell lymphoma associated with hepatitis C virus in elderly patients: Results of
the prospective ‘Elderly Project’ by the Fondazione Italiana Linfomi. Br. J. Haematol. 2023, 201, 653–662. [CrossRef] [PubMed]

76. Visco, C.; Finotto, S. Hepatitis C virus and diffuse large B-cell lymphoma: Pathogenesis, behavior and treatment. World J.
Gastroenterol. 2014, 20, 11054–11061. [CrossRef] [PubMed]

77. Merli, M.; Visco, C.; Spina, M.; Luminari, S.; Ferretti, V.V.; Gotti, M.; Rattotti, S.; Fiaccadori, V.; Rusconi, C.; Targhetta, C.; et al.
Outcome prediction of diffuse large B-cell lymphomas associated with hepatitis C virus infection: A study on behalf of the
Fondazione Italiana Linfomi. Haematologica 2014, 99, 489–496. [CrossRef]

78. Persico, M.; Aglitti, A.; Caruso, R.; De Renzo, A.; Selleri, C.; Califano, C.; Abenavoli, L.; Federico, A.; Masarone, M. Efficacy and
safety of new direct antiviral agents in hepatitis C virus-infected patients with diffuse large B-cell non-Hodgkin’s lymphoma.
Hepatology 2018, 67, 48–55. [CrossRef]

79. Masarone, M.; Persico, M. Hepatitis C virus infection and non-hepatocellular malignancies in the DAA era: A systematic review
and meta-analysis. Liver Int. 2019, 39, 1292–1306. [CrossRef]

80. Rosenberg, M.; Poluch, M.; Thomas, C.; Sindaco, P.; Khoo, A.; Porcu, P. Hepatitis B Virus and B-cell lymphoma: Evidence, unmet
need, clinical impact, and opportunities. Front. Oncol. 2023, 13, 1275800. [CrossRef]

81. Li, M.; Shen, Y.; Chen, Y.; Gao, H.; Zhou, J.; Wang, Q.; Fan, C.; Zhang, W.; Li, J.; Cong, H.; et al. Characterization of hepatitis B
virus infection and viral DNA integration in non-Hodgkin lymphoma. Int. J. Cancer 2020, 147, 2199–2209. [CrossRef]

82. Zhou, X.; Pan, H.; Yang, P.; Ye, P.; Cao, H.; Zhou, H. Both chronic HBV infection and naturally acquired HBV immunity confer
increased risks of B-cell non-Hodgkin lymphoma. BMC Cancer 2019, 19, 477. [CrossRef]

83. Li, M.; Gan, Y.; Fan, C.; Yuan, H.; Zhang, X.; Shen, Y.; Wang, Q.; Meng, Z.; Xu, D.; Tu, H. Hepatitis B virus and risk of non-Hodgkin
lymphoma: An updated meta-analysis of 58 studies. J. Viral Hepat. 2018, 25, 894–903. [CrossRef]

84. Sato, K.; Imamura, H.; Watahiki, Y.; Hazama, H.; Hashimoto, T.; Mukae, S.; Ohhira, H. A Hepatitis B Virus Reactivation Case
Potentially Triggered by the Onset of Diffuse Large B Cell Lymphoma. Intern. Med. 2023, 62, 1611–1615. [CrossRef]

https://doi.org/10.2147/RRU.S283366
https://www.ncbi.nlm.nih.gov/pubmed/33575225
https://doi.org/10.1111/bjh.12703
https://www.ncbi.nlm.nih.gov/pubmed/24372375
https://doi.org/10.1128/JVI.03003-12
https://www.ncbi.nlm.nih.gov/pubmed/23269792
https://doi.org/10.1016/j.tvr.2023.200272
https://www.ncbi.nlm.nih.gov/pubmed/37918513
https://doi.org/10.1186/s13000-023-01337-5
https://doi.org/10.1002/ajh.25760
https://doi.org/10.1038/modpathol.2011.62
https://doi.org/10.1182/blood-2007-01-067769
https://doi.org/10.1097/PAS.0000000000000775
https://doi.org/10.1111/cas.15782
https://doi.org/10.4084/mjhid.2018.061
https://www.ncbi.nlm.nih.gov/pubmed/30416693
https://doi.org/10.1016/j.coviro.2023.101336
https://www.ncbi.nlm.nih.gov/pubmed/37331160
https://doi.org/10.1182/blood.V99.6.2259
https://doi.org/10.1111/bjh.18678
https://www.ncbi.nlm.nih.gov/pubmed/36733229
https://doi.org/10.3748/wjg.v20.i32.11054
https://www.ncbi.nlm.nih.gov/pubmed/25170194
https://doi.org/10.3324/haematol.2013.094318
https://doi.org/10.1002/hep.29364
https://doi.org/10.1111/liv.14119
https://doi.org/10.3389/fonc.2023.1275800
https://doi.org/10.1002/ijc.33027
https://doi.org/10.1186/s12885-019-5718-x
https://doi.org/10.1111/jvh.12892
https://doi.org/10.2169/internalmedicine.0420-22


Biomedicines 2024, 12, 648 18 of 19

85. Deng, L.; Song, Y.; Young, K.H.; Hu, S.; Ding, N.; Song, W.; Li, X.; Shi, Y.; Huang, H.; Liu, W.; et al. Hepatitis B virus-associated
diffuse large B-cell lymphoma: Unique clinical features, poor outcome, and hepatitis B surface antigen-driven origin. Oncotarget
2015, 6, 25061–25073. [CrossRef]

86. Zhao, X.; Guo, X.; Xing, L.; Yue, W.; Yin, H.; He, M.; Wang, J.; Yang, J.; Chen, J. HBV infection potentiates resistance to S-phase
arrest-inducing chemotherapeutics by inhibiting CHK2 pathway in diffuse large B-cell lymphoma. Cell Death Dis. 2018, 9, 61.
[CrossRef]

87. Pather, S.; Patel, M. HIV-associated DLBCL: Clinicopathological factors including dual-colour chromogenic in situ hybridisation
to assess MYC gene copies. Ann. Diagn. Pathol. 2022, 58, 151913. [CrossRef] [PubMed]

88. Besson, C.; Lancar, R.; Prevot, S.; Algarte-Genin, M.; Delobel, P.; Bonnet, F.; Meyohas, M.C.; Partisani, M.; Oberic, L.; Gabarre, J.;
et al. Outcomes for HIV-associated diffuse large B-cell lymphoma in the modern combined antiretroviral therapy era. AIDS 2017,
31, 2493–2501. [CrossRef] [PubMed]

89. Baptista, M.J.; Garcia, O.; Morgades, M.; Gonzalez-Barca, E.; Miralles, P.; Lopez-Guillermo, A.; Abella, E.; Moreno, M.; Sancho,
J.M.; Feliu, E.; et al. HIV-infection impact on clinical-biological features and outcome of diffuse large B-cell lymphoma treated
with R-CHOP in the combination antiretroviral therapy era. AIDS 2015, 29, 811–818. [CrossRef] [PubMed]

90. Lim, K.J.C.; Di Ciaccio, P.; Polizzotto, M.N.; Milliken, S.; Cochrane, T.; Goh, Z.; Shaw, B.; Perry, E.; Gilbertson, M.; Kermode, W.;
et al. Outcomes of human immunodeficiency virus-associated Burkitt lymphoma and diffuse large B-cell lymphoma treated in
Australia: A report from the Australasian Lymphoma Alliance. Br. J. Haematol. 2023, 201, 865–873. [CrossRef] [PubMed]

91. Howlader, N.; Shiels, M.S.; Mariotto, A.B.; Engels, E.A. Contributions of HIV to Non-Hodgkin Lymphoma Mortality Trends in
the United States. Cancer Epidemiol. Biomark. Prev. 2016, 25, 1289–1296. [CrossRef]

92. Lenart, M.; Górecka, M.; Bochenek, M.; Barreto-Duran, E.; Szczepański, A.; Gałuszka-Bulaga, A.; Mazur-Panasiuk, N.; Węglarczyk,
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