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1.1. Introduction to DNA viruses 

Our fundamental understanding of cellular biology has accelerated due to decades 
of research investigating the diverse mechanisms that DNA viruses have adapted to, in 
order to survive and exploit their host cells for survival. DNA viruses exhibit immense 
diversity, from the types of cells that DNA viruses infect to the DNA virions’ size and 
shape. DNA viruses infect every domain of life including bacteria, archaea and 
eukaryotes. In the early stages of virology as a field, research on DNA viruses that 
infect bacteria (bacteriophages) profoundly contributed to establishing modern 
molecular biology. Specifically, the small DNA genomes that encode a limited 
number of genes made DNA bacteriophages ideal tools to examine the processes that 
govern DNA replication and transcription. In fact, the 1969 Nobel Prize in Physiology 
of Medicine honored researchers whose phage research contributed to the discovery 
that protein expression is mediated by messenger RNA and mRNA (Cobb 2015), as 
well as identifying the essential steps required for phage and viral reproduction: the 
separation of capsid and genome, replication of viral genomes, expression of viral 
proteins and formation of new viral progeny (NobelPrize.org 2019). To date, viral 
research has been recognized by the Nobel Committee on six different occasions. 
Notably, the 2008, 1975 and 1969 recognized research and breakthroughs studying 
DNA viruses, human papilloma virus, simian virus 40 (SV40) and DNA 
bacteriophage, respectively. 
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The first DNA bacteriophage was discovered at the turn of the 20th Century. 
Thirty-five years later, in 1940, the first image visualizing a bacteriophage was 
captured (Ruska 1940; Ackermann 2011) using the then newly developed electron 
microscope. Even today, electron microscopy along with sequencing methods are 
routinely used to discover and characterize new viruses. The most recently cited 
DNA virus discovery is from the newest class of so-called mega-viruses, viruses 
whose particles are larger than 250 nanometers in diameter and are known to infect 
amoeba, a unicellular eukaryote (Aherfi et al. 2016). The Medusavirus was isolated 
from some hot springs in Japan and like other megaviruses, infects Acanthamoeba 
castellanii (Yoshikawa et al. 2019). A single-particle cryo-electron microscopy 
revealed that the surface of the icosahedral capsid includes unique spike-like 
projections that extend approximately 14 nanometers from the surface. This newly 
characterized virus measures 260 nanometers in diameter, with a 381-kilobase DNA 
genome, which encodes 461 proteins. Of particular interest, the Medusavirus 
genome encodes genes for five histones and various DNA synthesis and 
transcriptional proteins, providing a clearer evolutionary connection between viruses 
and eukaryotic cells (Yoshikawa et al. 2019). 

 

Figure 1.1. Representative electron micrographs of small, medium and large DNA 
viruses. Hepatitis B virus (HBV) and Polyomavirus are relatively small viruses, 
approximately 40 nanometers in diameter, Adenoviruses are 90 nanometers and 
Vaccinia virus ranges between 220 and 400 nanometers in diameter. Images are at 
different magnifications. Images courtesy of Dr. Erskine Palmer and Dr. G. Williams 
Gary, Jr. available at the CDC Public Health Library 

1.1.1. What are the most abundant DNA viruses? 

This is a challenging question. DNA viruses are everywhere, on animals, plants, 
soil, and fresh and salt water. However, in the last decade, significant effort has been 
focused on the human microbiome, with the expectation that by understanding the 
communities of microorganisms that call the human body their home, the scientific 
and medical communities may better address and potentially treat diseases (Human 
Microbiome Project Consortium 2012). The initial efforts were heavily focused on 
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microbial communities, specifically those organisms that possess 16S ribosomal 
genes. As a result, viruses were excluded from the primary analysis. However, this 
was only temporary and the importance and abundance of viruses has since been an 
area of growing research interest.  

Commonly known as the human virome, which is the viral component of the 
human microbiome, many researchers are invested in identifying the viruses that not 
only infect human cells, but also the microorganisms that live in and on our cells. 
The human virome includes viruses that infect human cells as well as accounting for 
viruses that infect non-human cells found associated with humans. It also includes 
viruses that infect bacteria, eukaryotes, and the sequences of viruses that have 
integrated into the human genome (Wylie et al. 2012). 

To evaluate the viral diversity of the human body, researchers currently use  
high-throughput, deep sequencing approaches to identify unique non-human 
sequences from various samples taken from the digestive and respiratory tracts, 
blood, stool, skin and many other body sites (Rascovan et al. 2016). Viruses that 
infect both eukaryotes and prokaryotes have been identified. Statistically, the most 
abundant viruses are bacteriophages (Rascovan et al. 2016), which infect the 
estimated 4 trillion bacterial cells (Sender et al. 2016) that colonize the human body. 
One of the first studies examining the DNA viral communities of the respiratory 
tract analyzed airway samples from cystic fibrosis (CF) patients compared to  
non-diseased individuals. Interestingly, the DNA phage communities from the CF 
patient samples were less varied than those of control non-diseased individuals 
(Willner et al. 2009). These and similar studies underscore the ever-changing 
viewpoint that the complex interplay between eukaryotic cells, bacterial cells and 
viruses has significant implications on human health. 

Generally, there are numerous challenges that emerge when using sequencing 
methods to identify the presence of viruses (Wylie et al. 2012). Chiefly, the high 
variability in genome size, confirmation and the abundance of viral genomes in 
tested samples may lead to an inherent bias, or underrepresent the number of viruses 
detected. The greatest challenge is the number of viruses that are yet to be 
discovered, which have no available reference sequences to compare new viral 
sequences with. Regardless of these and other challenges, significant discoveries 
have been made in the attempts to characterize the complete human virome. 

One of the abundant DNA viruses detected in samples from the gut are 
Anelloviruses (Rascovan et al. 2016). The Anelloviridae family of viruses includes 
the torque teno virus (TTV), which is ubiquitous in all humans. At present, TTV  
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is not known to cause any specific disease. Anelloviruses are relatively small,  
30–32 nanometers diameter, non-enveloped viruses that encode a 3.8-kilobase 
negative-sense single-stranded DNA (ssDNA) circular genome. TTV was the first 
ssDNA virus identified to infect humans (Brajão de Oliveira 2015). 

Human virome analysis of the eukaryotic double-stranded DNA (dsDNA) 
sequences (and ssDNA virus sequences that have a known dsDNA intermediate) 
from 102 individuals at a five body site samples identified the presence of DNA 
viruses from nine different families: Geminiviridae, Herpesviridae, Nanoviridae, 
Papillomaviridae, Poxviridae, Parvoviridae, Polyomaviridae, Adenoviridae and 
Circoviridae (Rascovan et al. 2016) and specifically revealed a high abundance of 
herpesviruses as well as numerous papillomaviruses (Wylie et al. 2014). Moreover, 
in individuals who were sampled over two time points, there was a persistent 
detection of both herpesviruses and papillomaviruses. In a recent study analyzing 
over 8,000 human blood samples, 42% of the samples included DNA-virus DNA 
(Moustafa et al. 2017). Of the DNA viruses, both human herpesviruses and 
papilloma viruses were detected. These measurements represent underestimates of 
these viruses in the human virome due to the nature and viral tropism, and the fact 
that latent (dormant, not actively replicating) and non-productive infections would 
not be detectable; however, these results indicate the prevalence of the two viruses 
featured in this chapter.   

Although our focus is primarily on DNA viruses infecting humans, if we 
consider the Earth’s proportion of land to ocean, it is unsurprising that most viruses 
reside in the oceans and infect aquatic prokaryotic, archaeal and eukaryotic cells. It 
has been estimated that 1031 virions are found in the oceans (Suttle 2007). A 
majority of the discovered marine bacteriophage (viruses that infect bacteria that 
reside in oceans) contain double-stranded DNA genomes in a tailed phage structure 
(Ackermann 2007). In the non-human DNA viruses, there are also viruses that  
infect archaea, prokaryotic cells that live in extreme environments that may have 
high temperatures, salinity and pressure. These represent an interesting subtype of 
viruses and could provide clues to the evolution of viruses. For example, studies 
comparing common protein folds have identified conserved structures in major 
capsid proteins (the viral protein that forms the protein shell around the viral 
genome), and discovered a possible evolutionary link between viruses known to 
infect archaea, prokaryotes or eukaryotes (Krupovic and Bamford 2011). 

1.1.2. Human DNA viruses 

Even for the subset of DNA viruses that specifically infect humans, the virion 
structures, genome architectures and infectious cycles are highly variable. 
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Consequently, DNA viruses evolved distinct tactics for viral reproduction and 
pathogenesis in human cells. This chapter primarily focuses on two human viruses 
as a means to explore the conserved similarities and unique differences of DNA 
viruses. Human papilloma viruses (HPV) and Kaposi’s sarcoma-associated 
herpesvirus (KSHV), also known as human herpesvirus-8 (HHV-8), are of particular 
interest because both viruses are causative agents of several human cancers, and 
therefore represent a subset of DNA viruses that are highly relevant to human 
disease (Walboomers et al. 1999).  

Current estimates predict that viruses cause 15–20% of worldwide human 
cancers. It is important to note that viral infections do not always lead to cancer 
development; in fact, the majority of individuals infected with an oncogenic virus 
will not develop cancer. However, for the cancer-associated DNA viruses discussed, 
viral infection is a necessary step in cancer progression. Of the seven oncogenic 
human viruses currently identified, five are DNA viruses. HPV, Hepatitis B (HBV), 
Merkel cell polyomavirus (MCV), Epstein–Barr virus (EBV) and KSHV are all 
oncogenic viruses. In populations that are at the highest risk of developing HPV, 
HBV, EBV and KSHV-associated cancers, a combination of chronic infection and 
added risk factors (co-infection, inflammation, smoking, alcohol drinking, and 
exposure to a high concentration of chemical pollutants) contributes to the onset of 
cancer. In addition, infected individuals in developing countries are at a higher risk 
for viral-associated cancers. HPV strains are classified as “high risk” or “low risk”. 
Several types of high-risk HPVs are associated with cervical, anal, penile, vaginal 
and oropharyngeal cancers. Persistent HBV infection is linked to liver cancer. EBV 
is most commonly associated with Hodgkin and Burkitt lymphomas. KSHV is the 
causative agent of Kaposi’s sarcoma, multicentric Castleman’s disease and primary 
effusion lymphoma (Chang et al. 1994).  

Although this chapter focuses primarily on two human DNA viruses (HPV and 
KSHV), the common viral themes of all DNA viruses will be highlighted, including: 
members of Geminiviridae, Herpesviridae, Nanoviridae, Papillomaviridae, 
Poxviridae, Parvoviridae, Polyomaviridae, Adenoviridae and Circoviridae, 
specifically T4 bacteriophage, various large nucleocytoplasmic large DNA viruses, 
torque teno virus, HBV, EBV, pox viruses, Simian virus-40 and variola virus. 
Numerous books and reviews have also focused on the world of DNA viruses and 
oncogenic DNA viruses. For additional resources the authors recommend (IARC 
2006; Lukac and Yuan 2007; Damania and Pipas 2009; Mesri et al. 2014; Winther 
et al. 2018; Rohrmann 2019). 
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1.2. Taxonomy and structure 

Historically, scientists have used many criteria to classify viruses. They have 
been grouped into families by virion size, capsid geometry, nucleocapsid 
conformation (whether nucleocapsids are naked or enveloped by a lipid membrane), 
type of viral genome (RNA or DNA), genome nucleotide conformation (linear, 
circular, gapped, segmented) as well as via the Baltimore system (I–VII), which 
classifies viruses according to the steps required to generate mRNA from different 
viral genome types. By grouping viruses on the basis of these standards, the DNA 
viruses discovered to date have virions with icosahedral, helical or other complex 
symmetries, and include both naked or non-enveloped and enveloped (host  
cell-derived lipid bilayer acquired during viral assemble or egress) capsids 
(metastable viral protein structure that protects and transports the viral genome), with 
either linear or circular single-stranded DNA (ssDNA) or double-stranded DNA 
(dsDNA) genomes. In the Baltimore classification, DNA viruses appear as class I, II 
or VII viruses. HBV is classified as a class VII, reverse transcribing virus that 
contains a partial dsDNA circular genome encased in an enveloped spherical capsid.  

Of the currently identified DNA viruses, the dimensions of DNA virus particles 
can range from the smallest Porcine circovirus-1, with a 17 nanometer diameter, to 
the largest Pandoravirus salinus DNA virus, measuring 1 micron in length by  
0.5 micron in width. By comparison, this size difference roughly equals the diameter 
of a soccer ball (approximately 22 cm) compared to an inflated hot-air balloon  
(15 meters). The size of the genome is linked to the size and shape of the particle: 
large genomes are packaged into large particles, while small genomes are packaged 
into smaller particles. During new particle formation, newly synthesized genomes 
must be compressed in order to be packaged into viral capsids. DNA viral capsids 
often have icosahedral geometry. Others do not. For example, the largest DNA virus 
particle, pandoravirus (Philippe et al. 2013) is a group I DNA virus, with a genome 
that is approximately 2,500 kilobases in length, encoding an estimated 2,556 open 
reading frames (ORFs) contained in an enveloped ovoid particle. The largest virus 
particles were initially thought to be bacteria. The mimivirus (La Scola et al. 2003) 
(Microbe Mimicking virus) was the first giant eukaryote-infecting virus to be 
discovered. Since then, many more viruses with large genomes packaged into large 
particles have been discovered. These viruses include Marselleviridae, 
Pandoraviridae, Pithovirus, Faustovirus and Mollivirus (Aherfi et al. 2016). The 
distinctive size of these virus particles is large enough that they are visible with 
standard light microscopy techniques. By contrast, most virus particles (with 
diameters less than 200 nanometers) can only be viewed using electron microscopy.  
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Therefore, the classification of virion geometry and structure is primarily done using 
electron microscopy (Figure 1.1). Alternatively, if the purified virus is non-enveloped, 
small, and forms crystals, the virus geometry can be examined using X-ray 
crystallography. The HPV and KSHV particles are representative of relatively small 
and large human DNA viruses with dsDNA genomes and icosahedral capsid 
geometry. The high-resolution structure of the KSHV capsid was captured using  
Cryo-electron microscopy (Cryo-EM) (Dai et al. 2018), while multiple HPV-16  
capsid structures were captured using time-lapse Cryo-EM, to determine capsid 
structural differences during HPV virion maturation (Cardone et al. 2014). Data from 
structural studies can promote greater understanding of viral nucleocapsid  
(viral genome in the capsid structure) assembly and disassembly, thereby enhancing 
the likelihood of identifying mechanisms to inhibit assembly during the later steps of 
the viral infectious cycle to prevent spread or disassembly during viral entry, to 
prevent initial infection.  

1.2.1. Small DNA tumor virus, e.g. human papillomavirus 

The HPV virion is 60 nanometers in diameter assembled with icosahedral 
symmetry and has no membrane envelope (i.e. it is “naked”). It contains an 8 kb 
double-stranded, circular DNA genome. HPV is a member of the Papillomaviridae 
family. The Papillomaviridae also include viruses that infect birds and reptiles, as 
well as other mammals. This family is subdivided, based on the sequence similarity 
of the major capsid protein, L1 ORF, into five genera: alpha-, beta-, gamma-,  
mupa- and nupapapillomaviruses (de Villiers 2013; Van Doorslaer et al. 2018).  
The papillomavirus genera are categorized further into species (i.e. Alpha-1-14), 
which are in turn subdivided into types, denoted by numbers, for example, HPV-16, 
where the numbers follow the historical order in which the genome of each HPV 
type was fully sequenced (Bzhalava et al. 2015). HPV types can also be considered 
as high-risk or low-risk based on their association with aggressive and less 
aggressive cancers. The World Health Organization (WHO) International Agency 
for Research on Cancer (IARC) has categorized 12 HPV types as group 1 
carcinogens (causing human cancers), which have been cited to cause 90% of 
cervical cancers. To date, more than 150 species of Papillomaviridae have been 
described (Van Doorslaer et al. 2018).  

1.2.2. Large DNA tumor virus, e.g. Kaposi’s sarcoma-associated  
herpesvirus 

KSHV is the most recent of the eight human Herpesviridae known family 
members to be identified (Chang et al. 1994). The family Herpesviridae is divided 
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into sub-families, named alpha-, beta-, and gamma-, based on the amino acid 
sequence alignment of highly conserved herpesvirus genes (McGeoch et al. 1995). 
KSHV is a gamma-herpesvirus, and more specifically, a gamma-2-lymphotropic 
virus. KSHV virions are enveloped, and the capsids are relatively large with 
icosahedral symmetry. The KSHV genome packaged in the capsid is linear dsDNA. 
A complex layer of proteins and RNA called the tegument lies just under the 
membrane and outside of the capsid. The tegument is formed during new virus 
particle assembly and egress. Several of the KSHV tegument proteins have 
functional roles in viral assembly, primary infection, inhibiting host antiviral 
responses and inducing cell signaling (Sathish et al. 2012). These features are shared 
by the 100 known herpesviruses that infect invertebrates or vertebrates, eight 
infecting humans and two, EBV and KSHV, are considered group 1 carcinogens by 
the WHO. Worldwide EBV prevalence is high, greater than 90%, with the majority 
of infections being asymptomatic. 

1.3. Genomes 

Viral genomes encode the genes necessary for viral replication, expression, the 
assembly of new virions, proteins that regulate the timing of viral processes, as  
well as proteins that modulate host cells and promote the spread to new cells, and 
evasion of host cell surveillance. In addition to being single- or double-stranded, 
DNA virus genomes can be linear or circular, or may have more complex 
configurations, similar to the gapped DNA genomes of the hepadnaviruses (like 
HBV). Of the known viruses with linear ssDNA genomes, most are small, with 
lengths ranging from 4 to 12.5 kilobases, encoding less than five gene products. 
Those with circular ssDNA genomes range from 1.8 to 24.9 kilobases and encode 
less than five gene products. Those with circular dsDNA genomes can be from  
4.5 to 610 kilobases in size (Hulo et al. 2011). Those with linear dsDNA viral 
genomes fall between 14.5 and 2,500 kilobases in size. Overall, linear dsDNA 
genomes are usually longer than ssDNA genomes and as such, encode a greater 
number of genes. 

Viral particles that carry smaller viral genomes tend to encode fewer genes and 
rely heavily on the host cell machinery for the expression and replication of their 
genomes. DNA viruses with large genomes are often less reliant on the host cell for 
replication. But all viral genomes, large or small, must produce mRNA that can be 
translated by host ribosomes. 
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Figure 1.2. DNA viral genomes can be linear, circular, single- and double-stranded. 
In virus particles, the small double-stranded HPV genome is decorated with host 
histones. Certain HPV strains are known to integrate into the host genome, 
converting from a circular to linear integrated state. The KSHV genome in virus 
particles is linear; during latency, the KSHV genome becomes circularized and 
decorated with viral proteins and cellular histone proteins to form the KSHV episome. 
Created with BioRender 

1.3.1. HPV, a small DNA tumor virus genome 

The HPV circular dsDNA genome is approximately 8 kilobases in size. The 
genome encodes eight viral proteins. Ninety percent of the entire HPV genome 
encodes the eight ORFs. The remaining 10% includes two polyadenylation sites (the  
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early, pAE and late, pAL) and the so-called long control region (LCR). The LCR 
contains the origin of replication and binding sites for transcriptional regulators. It 
does not contain protein-coding sequences. During the assembly of new virions, the 
HPV genome is associated with cellular histones to create a circular chromatin-like 
structure in the virions. The position of the cellular histones bound to viral genomes 
plays a role in regulating viral gene expression in newly infected cells.  

In rare events, the HPV genome can integrate into the cellular genome of 
infected cells via a non-specific recombination event with a preference for fragile 
sites (Smith et al. 1992). HeLa cells, one of the most widely used immortalized cell 
culture cell lines, harbors an integrated partial copy of the HPV genome (Adey et al. 
2013). Papers published citing HeLa cells, immortalized human cervical cancer cell 
line, isolated from Henrietta Lacks in the 1950s, number close to 110,000 PubMed 
citations. Over 70 years later, the widespread usage of this cell culture cell line 
continues, which is in part due to the presence of the HPV genome encoded in these 
cells. 

1.3.2. KSHV, a large DNA tumor virus genome 

The linear KSHV dsDNA genome is approximately 160–175 kilobases, 
composed of 145 kilobases, encoding viral genes plus terminal sequences of  
20–35 kilobases of GC-rich DNA (85% GC-rich). These sequences are often called 
terminal repeats. The KSHV genome forms a chromatinized episome (circularized 
genome covered with nucleosomes) tethered to the host chromatin by viral proteins in 
the nucleus of infected cells during the latent or dormant phase. The terminal repeat 
regions are joined together via viral proteins to form the viral episome. To date, the 
KSHV genome is not known to integrate into the host cell chromosomes. In addition 
to protein coding genes, the KSHV genome also encodes microRNAs and long  
non-coding RNAs (lncRNA). The KSHV genome codes for more than 90 proteins 
(20 ORFs are unique to KSHV and are not conserved among other herpesviruses) and  
12 microRNAs. The KSHV genome also contains two origins of replication denoted 
as left and right, each more than 1 kilobase in length, that dictate the starting location 
for the viral replication machinery to initiate viral DNA replication.  

1.4. Gene expression and regulation 

Transcription of DNA viral genes is regulated at multiple levels, including: (1) the 
location of transcription in the cell; (2) usage of cellular or viral transcriptional 
machinery; (3) open (transcriptionally active) or closed (repressive) DNA 
conformations; and (4) transcriptional inhibitors and activators that restrict or promote 
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the expression of viral proteins. Transcription may ensue as soon as the 
transcriptional machinery and viral genome co-localize. When transcription relies on 
cellular RNA polymerases like polymerase II, the viral DNA must be double-stranded. 
For viruses with ssDNA or gapped DNA genomes, repair and synthesis of the 
complementary strand must precede transcription. Parvoviruses are one of the two 
potentially known ssDNA viruses that infect humans and contain a linear ssDNA 
genome, with DNA hairpin structures at both ends of the genome. These hairpin 
structures contain self-complementary DNA sequences, which serve as primers and 
sites where DNA synthesis is initiated to generate the fully dsDNA genome. After the 
parvovirus genome is fully synthesized into dsDNA, viral gene expression proceeds. 
Therefore, the presence and localization of cellular DNA synthesis proteins are a  
pre-requirement to viral protein transcription.  

DNA viruses that rely on the cellular RNA polymerases for mRNA synthesis 
have evolved mechanisms to successfully transport the viral genomes to the nucleus 
of the infected eukaryotic cells. However, a particular subset of DNA virus genomes 
replicates in the cytoplasm and encode a viral DNA-dependent RNA polymerase; 
these viruses are often called “nucleocytoplasmic large DNA viruses” or NCLDV. 
They include the poxviruses, mimivirus, pandoravirus, etc. In the example of the 
pox virus, vaccinia virus, when new virus particles assemble, the viral components 
required for transcription and RNA processing of viral mRNAs are packaged in 
virions, and are therefore present when a virus infects a new cell. After entry, the 
vaccinia virus DNA-dependent RNA polymerase begins viral transcription in the 
cytoplasm, which eliminates the requirement for the viral genome to traffic into the 
nucleus. 

The expression of genes encoded by DNA viruses occurs in a stepwise, temporal 
manner, whereby the expression of a subset of initial genes occurs first, and once 
viral DNA replication ensues, the expression of the majority of viral genes occurs. 
This latter phase of gene expression typically corresponds to the viral proteins required 
for viral assembly, which includes capsid subunit proteins. Viral DNA expression  
can also be subdivided into phases. The initial phase typically ensures the expression 
of viral activators, whose gene products ensure viral reproduction. This phase is 
followed by the expression of the genes needed to replicate the viral genome, and 
finally, the gene products that are required in the highest abundances will be expressed 
later. The temporal regulation of gene expression is one mechanism that ensures 
successful viral reproduction. For example, the genes that encode the viral capsid 
subunits must be made in quantity in order to produce the subunits required to 
assemble new virus particles. Therefore, if newly replicated viral genomes act as 
transcriptional templates prior to packaging, greater amounts of mRNA encoding viral 
structural proteins will be translated. The strict temporal control needed to achieve 



12     Virology 

both the high abundance of viral capsids and structural proteins and the copies of the 
newly replicated viral genomes is essential for efficient replication and transmission. 

1.4.1. Small DNA tumor virus gene expression, the HPV example 

Successful viral reproduction is also controlled by the absence or presence of 
certain cellular transcription factors and, for certain viruses, the presence or absence 
of certain epigenetic modifications involving nucleosomes. The HPV genome is 
covered with cellular histones and is also methylated on CpG residues in the 
genome, the functional consequences of which – as well as the correlation to the 
viral stage of replication – are not well characterized. However, the fact remains that 
activating (opened) and repressive (closed) histone modifications, as well as 
epigenetic changes such as methylation to the viral genomes, play an important role 
in governing when viral genes may be expressed. 

Viruses with small DNA genomes usually encode multiple proteins in a single 
mRNA. Accordingly, these viruses rely in part on the cellular RNA processing and 
splicing machinery to express the proteins. This reliance provides tissue and  
cell-based control of viral gene expression. For example, HPV protein expression is 
dependent on the infected cell type and the localization in the epithelial layers of the 
skin. The temporal expression of HPV proteins is subdivided into early and late 
episodes. Early (E) genes are composed of six non-structural genes (E1, E2, E4, E5, 
E6 and E7), while late genes (L1 and L2) encode two structural genes. The E genes 
are further categorized by protein functions; proteins involved in (1) replication of 
viral genomes, (2) transcription of viral genes and (3) modulation of host cell 
processes, such as the enhancement of cellular proliferation and inhibition of 
apoptosis. E1 and E2 are involved in viral DNA replication and the regulation of early 
transcriptional events. E4, E5, E6 and E7 are viral oncogenes that affect the cell 
cycle. More specifically, E1 and E2 ensure the HPV genome segregates into 
progeny daughter cells during cellular division. E2 accomplishes this by tethering 
the HPV mini-chromosome to the host chromatin. E1 is a DNA helicase, and E4 
enhances DNA replication. E5 is a transmembrane protein that inhibits apoptosis 
and stimulates proliferation. HPV E6 and E7 are the major drivers of cellular 
transformation and are highly associated with carcinogenesis. The L genes encode 
the two capsid proteins that assemble to form the HPV capsid. L1 is the major 
capsid protein, and L2 is the minor capsid protein. The HPV capsid is composed of 
360 L1 copies arranged into pentameric capsomeres that associate with 
approximately 12 L2 monomers. L2 is important for both the entry and egress of HPV. 
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Figure 1.3. Time line of viral gene expression for HPV and KSHV. The HPV and 
KSHV genomes have been color-coded to indicate the proteins that are expressed 
during early (insert color) or late (insert color) gene expression. The KSHV genes are 
further subdivided into latent and lytic. The lytic genes of KSHV are coded into 
immediate early (IE), early (E) and late (L) genes (insert colors associated) 

1.4.2. Large DNA tumor virus gene expression, the KSHV example 

Like HPV, epigenetic modification of the viral genomes dictates viral gene 
expression and the stage of the viral life cycle of KSHV. The genome of latent KSHV 
is an episome covered with histones and is also heavily CpG methylated. During 
latency, the majority of the KSHV genome is maintained in a closed chromatin 
confirmation, thereby restricting gene expression to the latency proteins, by 
maintaining nucleosome-free promoters or histones with activating modifications. 

The approximately 165-kilobase dsDNA genomes from many strains of KSHV 
have been completely sequenced. Nearly 80% of the KSHV genome is in the coding 
region, which corresponds to about 140 kilobases. In the coding region there are 75 
highly conserved genes found in closely related alpha- and beta-herpesviruses and 
15 genes unique to KSHV, denoted with a K as part of the gene name. The KSHV 
transcripts detected during latency include K1, vIL6 (K2), Kaposin (K12), LANA 
(ORF73), v-Cyclin (ORF72) and vFLIP (ORF71). In addition to the latency 
proteins, 25 microRNAs (miRNAs) encoded by 12 precursor miRNA, known as 
miR-K1-12, can be detected during the KSHV latent phase. During the productive 
phase of the KSHV replication cycle, the remaining viral genes are expressed in a 
temporally regulated manner and are categorized into immediate early (IE), early (E) 
and late (L) proteins (Zhong et al. 1997). IE mRNAs include transcripts encoding 
RTA (ORF50), ORF45 and ORFK4.2. RTA is an essential KSHV protein that is 
required for the shift from latency into the productive phase (Lukac et al. 1998). 
Once expressed and in the presence of other IE proteins, the E genes include 
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transcripts encoding the polyadenylated nuclear RNA (PAN RNA), Kaposin, 
ORF57, k-bZIP (K8), K5, K9, K14, K15, ORF6, ORF21 and ORF74. Finally, the  
L gene transcripts, such as the major capsid protein (MCP, ORF25) and small viral 
capsid (ORF65), are produced. KSHV encodes viral DNA replication proteins 
(ORF6, ORF9, ORF40/41, ORF44, ORF56, ORF59). The transcriptional cascade 
produces the KSHV-encoded DNA replication proteins that replicate and produce 
the KSHV genome copies, which are assembled into new virions in the nucleus. 
Before being packaged, these copies may act as transcriptional templates for the 
generation of high levels of structural proteins.  

The KSHV gene expression profile of de novo infection includes transcripts of 
latent and lytic genes. The lytic genes aid in establishing the initial infection; then, 
shortly after primary infection, the latency program is initiated. At this phase of the 
KSHV life cycle, viral proteins create a favorable environment to evade host 
surveillance that ensures the KSHV genome is maintained throughout cellular 
division. Over the course of a lifelong infection, KSHV will sporadically reactivate 
to begin productive replication. During reactivation from latency, the temporal 
transcription program results in the expression of all KSHV proteins required to 
produce new virions. Recent reexamination of the KSHV genome, transcriptome 
and proteome has confirmed previously identified traditional cis-regulatory elements 
and has revealed novel strategies, including alterative transcriptional start sites and 
novel small open reading frames (less than 100 amino acids long) (Arias et al. 2014).  

1.4.3. DNA virus inhibition of cellular gene expression 

Viral genomes have evolved unique strategies that favor viral gene expression 
over cellular gene expression. DNA viral genomes may encode genes that 
preferentially eliminate or reduce cellular mRNAs via exo- and endonuclease 
activity. This action enables viral transcripts to outcompete host mRNAs so that 
cellular translation machinery will translate larger amounts of viral protein. KSHV, 
ORF37 (SOX), a viral exonuclease, shuts off host cell gene expression in order to 
promote viral protein translation (Glaunsinger and Ganem 2004). DNA viruses have 
evolved many tactics to accomplish the initial induction of viral transcription during 
primary infection to ensure the establishment of viral genomes.  

The next section expands on the functions of DNA virus proteins, including not 
only the viral proteins necessary for viral reproduction, but also the proteins that alter 
host cell functions and function to evade or modulate host cell defenses. Viral  
protein functions are divided into three major categories: (1) viral proteins required 
for the formation of new virus particles; (2) the proteins necessary to modulate 
cellular pathways; and (3) a unique class of viral proteins that mimic cellular proteins. 
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The last category has important implications about viral–host cell co-evolution. The 
discussion of viral proteins and their functions will be framed according to how they 
function during viral infection. Viral glycoproteins on the surface of virions and 
capsid proteins are the first to engage the host cell. Viral proteins that function 
immediately after entry are packaged in virions, and no transcription or translation is 
required, as they are released to function in the host cell. In addition to promoting the 
entry and delivery of the viral genome into the nucleus, viral proteins present and 
functioning at the time of primary infection promote the initiation of the transcription 
of additional viral genes. The viral proteins that promote transcription can do so by 
directly binding DNA sequences and serve to coactivate viral gene transcription by 
host RNA polymerase II. Alternatively, these viral proteins may function indirectly 
by promoting cellular proteins to coactivate the transcription of viral genes. 
Subsequent viral proteins promote viral genome replication, translation and the 
assembly of new virions. Simultaneously, with these essential replication proteins, 
viral genomes also express proteins that modulate host processes to evade host 
detection and establish an environment conducive to the virus infection. 

1.5. Infectious cycle 

The complete infectious cycle for a virus includes attachment, entry, replication, 
assembly and egress. Together, the viral reproduction cycle promotes the assembly 
of new virions and the consequent infection of new cells. The first step is attachment 
and entry into permissive cells, i.e. those expressing the necessary cellular surface 
proteins needed for entry. Following the initial steps of entry, new copies of the viral 
genomes are synthesized, while new viral proteins are produced, together these and 
additional viral proteins unite to assemble into new virus particles. The subcellular 
localization of the steps in the viral replication cycle is virus dependent. Typically, 
for DNA viruses that infect eukaryotic cells, the viral replication process begins in 
the nucleus and is followed by intracellular trafficking and the release of new virions 
from the infected cell.  

The infectious cycle of the human hepatitis B virus (HBV) is known to produce 
structurally different viral particles; only 5% of the viral replication cycle 
successfully results in a mature virus particle including a viral genome, while the 
other 95% of particles lack a copy of the HBV genome. In addition, the assembly 
steps of the HBV reproductive cycle represent one of the more diverse ways DNA 
viruses may replicate in host cells. HBV is a relatively small DNA virus with a 
circular genome that is not completely double-stranded. During new particle 
assembly, the viral pregenomic RNA is packaged with the viral reverse transcriptase 
in the newly formed capsid. Once inside the capsid, the pregenomic RNA is  
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reverse-transcribed into an ssDNA copy, and subsequently, the second incomplete 
DNA strand is synthesized. This viral strategy requires a high abundance of capsid 
proteins prior to DNA replication. Both HPV and KSHV initiate genome 
amplification prior to capsid protein expression. 

1.5.1. Small DNA tumor virus life cycle, the HPV example 

HPV is primarily transmitted though skin-to-skin and sexual contact. HPV 
infects basal epithelial cells by penetrating through the stratified epidermis to the 
basal cells, usually at the site of a damaged epithelium, which enables the virus particles 
to reach the lower level of the epithelium (Kines et al. 2009). At the cell surface, 
HPV L1 and L2 proteins interact with heparan sulfate proteoglycans at the basal 
membrane and subsequently, with receptors found on the surface of keratinocytes. 
The alpha-6 integrin has been implicated as a potential cellular receptor in studies 
examining HPV-16 virus-like particles’ entry in vitro (Yoon et al. 2001). A 
proteolytic event in the L2 capsid protein via furin, a cellular protease, is required 
for virus attachment (Richards et al. 2006). Viral entry via endocytosis, capsid 
uncoating and transport of the HPV genome into the nucleus, occurs in basal cells.  

After acute primary infection, persistent infection of HPV occurs in the basal 
cells, during which episomal copies of the genome are maintained in the nucleus of 
infected cells and low levels of early proteins (E1 and E2) are expressed. Genome 
maintenance in the basal cells is essential to the HPV life cycle (McBride et al. 
2006). Infected basal epithelial cells divide and give rise to new daughter cells 
harboring the HPV genome. HPV viral genome replication initiation is governed by 
E1/E2 binding to the HPV origin of replication. The helicase activity of E1 is 
essential to initiate viral DNA replication. The function of E2, the viral 
transcriptional regulator, varies in the different layers of the stratified epithelium, due 
to wide-ranging levels of the E2 protein. In the basal epithelium, E2 together with 
bromodomain containing protein 4 (Brd4), tethers the HPV genome to the cellular 
chromatin in order to maintain viral genomes during cell division (McBride et al. 
2006). Competition between HPV E2 and cellular Sp1 controls the expression of E6 
and E7 proteins. When E2 abundance is low, Sp1 binding promotes transcriptional 
activation and the expression of E6 and E7, leading to the inactivation of p53 and 
pRb and promoting cellular DNA replication and activity of the cellular DNA 
polymerase. Enhanced polymerase activity drives HPV genome amplification. The 
balance between the abundance of E6 and E7 with E1 and E2 is pivotal to 
determining whether infected cells remain undifferentiated or continuously divide. 
Once cells switch and maintain a lower abundance of E6 and E7, the expression of 
the late (L1 and L2) proteins promotes the epithelial cells at the granular layer to 
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terminally differentiate into cornified epithelium, stimulating the final steps of the 
viral replication cycle of HPV. 

During transcription of the HPV genome, the activity of either the early or late 
promoter produces the primary transcriptions encoding multiple viral genes. 
Subsequent RNA processing yields mRNA for each viral gene. The abundance of 
RNA processing factors governs early or late mRNA processing with 
undifferentiated or differentiated infected cells. High E2 expression promotes early 
promoter gene expression and E1, E2, E4, E5, E6 and E7, while lowering the E6 and 
E7 levels drives proteins expressed from the late promoter, L1 and L2. L2, via the 
E2 protein, associates with newly synthesized copies of the HPV genome. New 
virion assembly occurs in the nuclei of cells, in the topmost layer of the stratified 
epithelium. It is thought that the oxidizing environment of terminally differentiated 
keratinocytes is required for this process. Terminal keratinocytes have decreased 
mitochondrial oxidative phosphorylation, causing a switch from reducing to 
oxidizing the cellular environment. The now oxidizing environment is conducive to 
the formation of the L1 disulfide bonds necessary for the stabilization of newly 
formed icosahedral capsids. New virus particles are released when the surface 
keratinocytes are shed.  

HPV may also induce a non-productive pathway (where no new virus particles 
are produced), that promotes cellular transformation and potentially, cancer 
progression. This pathway does not produce infectious HPV particles, but rather 
changes the infected cell’s expression profile via the upregulation and overexpression 
of HPV proteins E6 and E7. HPV E6 and E7 are examples of some of the first viral 
oncogenes discovered and studied. The HPV E6 and E7 proteins enhance cell 
division, inhibit apoptosis and increase chromosomal instability, primarily by the 
inactivation of two tumor suppressor proteins, p53 and retinoblastoma protein  
(pRb) (Moody and Laimins 2010). The E6 protein is a ubiquitin ligase and has been 
shown to ubiquitinate p53 (Scheffner et al., 1990). Degradation and low levels of 
p53 promote progression through cell division without repairing potential DNA 
damage. E6 has also been shown to activate telomerase, which promotes the 
lengthening and continued division of HPV-infected cells. E7 binds pRb, which 
causes pRb to release E2F, and promotes the signals for the cell cycle to progress  
and uncontrolled proliferation to proceed (Dyson et al. 1989). These virally  
induced cellular changes are examples of viral proteins that function to alter normal 
cellular processes and, in the case of HPV oncogenes, promote cellular 
transformation. 
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Figure 1.4. The life cycle of HPV. HPV infects human stratified epithelium. In the 
stratified epithelium are layers, at the base is the basal membrane on which the basal 
cells are attached, on top of the basal cells and moving towards the tissue surface 
are the spinous layer, granular layer and finally the cornified layer (top most layer). 
Each layer of cells is characterized by a specific gene expression pattern. The 
distinct cellular layers of the stratified epithelium promote the early viral protein 
expression in the spinous layer, late protein gene expression in the granular layer 
and finally virion assembly and shedding to occur in the upper most layer of the 
cornified epithelium. Created with BioRender 

1.5.2. Large DNA tumor virus life cycle, the KSHV example 

KSHV is known to infect monocytes, macrophages, dendritic cells, epithelial 
cells, endothelial cells and B lymphocytes cells. B cells serve as the KSHV latency 
reservoir, harboring the KSHV viral episome and promoting virally infected B cells 
to proliferate by inhibiting apoptosis and promoting cell division. 
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KSHV is primarily transmitted via saliva, but sexual transmission and infection 
via blood transfusions and organ transplants have been documented (Martin et al. 
1998). The primary step of viral replication involves a subset of the KSHV 
glycoproteins initiating attachment. KSHV expresses five herpesvirus-conserved 
glycoproteins (gB, gH, gL, gM and gN) and five unique KSHV glycoproteins 
(gpK8.1A, gpK8.1B, K1, K14 and K15). Many human herpesviruses receptor–viral 
protein interactions involve the binding of viral glycoprotein B (gB), interaction 
with heparin sulfate to target lymphocytes, epithelial, endothelial and monocytes. 
Heparan sulfate is ubiquitously expressed on the surface of many cells and may 
aggregate KSHV particles on the surface of cells (Akula et al. 2001). Based on the 
presence of conserved heparin binding domains, gpK8.1A and gB likely mediate 
this initial interaction, and gH and ORF4 bind heparan sulfate. Following heparin 
sulfate binding, gB–integrin interactions suggest additional co-receptors involved in 
KSHV entry into lymphocytes, endothelial and epithelial cells (Akula et al. 2002). 
Cells that express the dendritic cell-specific intracellular adhesion molecule  
3-grabbing non-integrin, DC-SIGN, such as macrophages and activated B cells on 
their surface, will bind KSHV (Rappocciolo et al. 2006). Furthermore, KSHV 
attachment and infection into adherent cells can be mediated by xCT (Kaleeba and 
Berger 2006), a cellular transmembrane transporter protein and ephrin receptor, 
receptor protein–tyrosine kinase, EphA2 (Hahn et al. 2012). The multiple cell 
surface proteins identified to be involved in KSHV attachment and entry indicate 
that the cell-specific expression of different cell surface proteins may enable viral 
attachment of different cell types. The general consensus is that heparan sulfate 
binding (since ubiquitously found on cells) may serve to increase the concentration 
of viral particles on the surface of cells, in order to enhance the likelihood of 
encountering the actual entry receptors. Future investigations comparing the 
similarities and differences in different KSHV-permissible cell types will likely 
reveal additional details about the mechanisms that control KSHV entry. After 
attachment, KSHV enter cells via endocytosis into clathrin-coated vesicles. 
Accordingly, the inhibition of clathrin mediated endocytosis and acidification block 
KSHV entry. In the cytoplasm, the KSHV-nucleocapsid traffics to the nucleus along 
microtubules to reach the nuclear pores and gain the cell nucleus. From here, the 
KSHV genome can be actively transcribed, enable the expression of KSHV proteins 
or be circularized to form the viral episome. The former indicates the lytic or active 
phase of KSHV infection, while the latter is indicative of viral latency. 

The KSHV reproduction cycle begins with primary infection, and cycles between 
latency and lytic phases. KSHV, like all herpesviruses, establishes a lifelong infection 
in an infected host. During primary infection, it follows a typical viral life cycle, 
beginning with attachment, entry, and then followed by the KSHV genome localizing 
to the nucleus. The two-stage life cycle is largely controlled by two key KSHV 
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proteins, Latency-associated nuclear antigen (LANA) and replication and 
transcription activator (ORF50/RTA). Shortly after infection, the primary default 
pathway for KSHV is latency. Latency is the dormant phase in which no new virions 
are produced, and the genome is maintained with each cell division. Over the course 
of KSHV infection, RTA-driven reactivation and re-entry into the lytic cycle will 
result in the release of new infectious particles. In the lytic phase and during 
reactivation, the IE proteins promote the activation of E genes necessary for the 
synthesis of new copies of the genome. As the L proteins become abundant, including 
the capsid proteins and the glycoproteins, new KSHV nucleocapsids are assembled 
and exit the nucleus. The major components of the KSHV capsid are the major and 
minor capsid proteins (ORF25 and ORF26), and ORF62, which is required for capsid 
assembly and binds viral DNA.  

The KSHV infectious particle has a complex structure: the assembled 
nucleocapsid must exit the infected cell nucleus to acquire the necessary lipid 
bilayer with viral glycoproteins, as well as the tegument-associated proteins from 
cytoplasmic localized vesicles. There are multiple budding events during the 
maturation of the virus particle. First, the assembled nucleocapsid buds through the 
nuclear envelope, after which the nucleocapsid interacts with vesicles that are likely 
derived from the Golgi complex. At this stage, the nucleocapsid acquires a primary 
membrane with the viral glycoproteins and tegument layer. The virus particle is 
trafficked to the cellular membrane and released via a lipid raft-mediated process 
(Wang et al. 2015).  

1.6. Viral-induced cellular survival  

DNA viruses have evolved mechanisms to alter normal cell functions in order to 
maintain viral genomes and produce new virus particles. The Simian virus 40 (SV40), 
a small DNA virus, encodes nine proteins including the large and small T-antigen 
proteins – arguably one of the most well-known viral proteins that alter cellular 
behavior. Results of early SV40 research identified the cellular transformation 
capabilities of large T antigens. This discovery has advanced cell biology research by 
enabling primary mammalian fibroblast immortalization (i.e. mouse embryotic 
fibroblasts, MEFs). In SV40-infected cells, large and small T-antigen proteins drive 
cell cycle progression into S-phase. Once in S-phase, SV-40 replication proceeds, 
producing new progeny. Productive infection of SV-40 normally results in cell death. 
However, in a low percentage of infected cells, the integration of T-antigen genes into 
host cell chromosomes causes unregulated cell division via blocking cellular pRB and 
p53, in order to promote proliferation and evasion of apoptosis (Ahuja et al. 2005). 
Today, commercially available kits and vectors encoding large T-antigens are sold for 
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the purpose of immortalizing primary mammalian cells. In order to orchestrate both 
viral survival and oncogenesis, both KSHV and HPV encode proteins that specifically 
target cellular signaling cascades that promote cell proliferation and inhibit cell death.  

1.6.1. Small DNA tumor virus enhancement of cell survival, e.g. HPV 

Pivotal to the HPV replication cycle and viral oncogenesis, are the activities of 
E6 and E7. As previously described (section 1.5.1), these viral proteins make direct 
interactions with cellular proteins such as pRb and p53 to enhance cell cycle 
progression and pro-proliferation signaling (Hoppe-Seyler et al. 2018). A third 
oncogenic viral protein, HPV E5, is a membrane protein that associates with Golgi, 
endoplasmic reticulum and nuclear envelope membranes. The E5 protein is reported 
to transform cells by modulating epidermal growth factor receptor (EGFR) 
signaling, thereby enhancing cell proliferation, angiogenesis and cell survival (Kim 
et al. 2010). 

1.6.2. Large DNA tumor virus enhancement of cell survival, e.g. KSHV 

Several KSHV proteins are homologous to cellular host proteins. The expression 
of these viral proteins is known to modulate immune pathways, regulate cell cycles 
and inhibit apoptotic signaling. Additionally, a growing body of evidence indicates 
that the KSHV miRNAs not only regulate the viral life cycle, but also affect the cell 
cycle, apoptosis, angiogenesis and host immune surveillance. Over 2,000 cellular 
targets of the KSHV miRNAs have been identified (Gottwein and Cullen 2008),  
and continuing studies seek to validate these targets.  

The KSHV viral interleukin-6 protein, vIL-6, a homolog of cellular IL-6, 
effectively blocks the antiviral interferon pathway that would ordinarily cause cell 
cycle arrest and thereby inhibit viral replication. In response to increases in IFN-α, 
vIL-6 expression is induced, which binds gp130 to the interleukin transducer, to 
promote proliferation and cell survival signals (Chatterjee et al. 2002). The KSHV 
homologue to cellular cyclin D, vCyclin, has been shown to interact with cellular 
cyclin-dependent kinases and cyclins and phosphorylate pRb to promote cell cycle 
progression (Chang et al. 1996). LANA, the major KSHV latency protein, has no 
cellular homolog. The major function of LANA is to ensure the viral episome and 
latency is maintained. LANA also interacts with many cellular proteins and has been 
shown to inhibit p53 and inactivate pRb, blocking cell death and enhancing cell 
division (Uppal et al. 2014). This section highlights a few of the KSHV protein 
activities and downstream cellular impacts. Overall, the activities of these and other 
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KSHV proteins ensures KSHV survival and contributes to the development of 
KSHV-associated diseases (Giffin and Damania 2014).  

1.7. Disease prevalence and prevention 

The pathogenesis of DNA virus infections can range greatly in severity. Many of 
them cause no obvious disease symptoms, while others induce severe disease and 
potentially death. To prevent the most severe diseases and mortality, identifying 
effective methods to prevent and treat viral infections is a high priority. To date, one 
of the most frequently cited examples of vaccination-based eradication of a virus is 
the variola virus, the DNA virus that causes small pox. In 1980, small pox was said to 
be eradicated on the basis of a worldwide vaccination (WHO 1980). A major factor 
that contributed to this victory against an infectious agent was due to the fact that 
variola virus is transmitted directly between humans and has no animal reservoir; 
therefore, with the successful administration of an effective vaccine, small pox is the 
first human virus to be eradicated (Parrino and Graham 2006). The strategies to  
both preemptively prevent and treat HPV and KSHV infections have had varying 
levels of success. 

1.7.1. HPV, a small tumor DNA virus and disease associations 

HPV infections are common and are most often cleared within two years of 
primary infection. The majority of HPV infections go undetected because most result 
in the development of benign warts in infected cutaneous or mucosal stratified 
epithelium that are resolved by the host’s normal immune system. Recurrent 
respiratory papillomatosis (RRP) is associated with low-risk HPV types 6 and 11. 
RRP can occur in adults and children and results in benign squamous papilloma in 
the respiratory tract (Mounts et al. 1982). However, infections with high-risk types, 
HPV-16 and HPV-18, are associated with squamous cell carcinomas; additionally, 
HPV-18 is associated with adenocarcinoma in the cervix. A second striking 
difference observed between HPV types, in the majority of HPV-18-infected 
individuals that develop cancer, is that the HPV-18 genome is found to integrate into 
the host genome; however, this is not observed in all HPV-induced cancers. Cervical 
cancer accounts for an estimated 5% of worldwide cancers, according to the 
International Agency for Research on Cancer (IARC) and the World Health 
Organization (WHO). HPV is known to cause squamous cell carcinoma in the cells of 
the anogenital tract, specifically cervical, penial, anus, vulva and vagina. In addition, 
HPV is associated with head and neck carcinomas, including cancers in the 
oropharynx, oral cavity and larynx. HPV cancer progression is associated with a 
persistent infection and constitutive expression of the HPV oncogenes. Cellular 
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transformation induced by HPV infection and the subsequent expression of viral 
oncoproteins promotes cellular genome instability and the increased likelihood of 
compounding mutations that promote cell proliferation and inhibit cell death. 

1.7.1.1. Vaccinations and recommended treatments for HPV 

Currently, there are three vaccines available for HPV. They target a combination 
of papilloma viral types, including a quadrivalent HPV (effective against types: 
HPV-6, -11, -16 and -18), a bivalent HPV (HPV-16 and -18) and most recently, a 
vaccine protecting against nine types (HPV-6, -11, -16, -18, -31, -33, -45, -52 and -58). 
All three vaccines, which were approved by the FDA and are recommended by the 
CDC, target HPV-16 and HPV-18, the two types predicted to cause 70% of cervical 
cancers. The first HPV vaccines began to be administered in 2006 and although 
highly effective in individuals who received the vaccine, those who did not receive 
the vaccine prior to exposure remained at risk of HPV infection. Unfortunately, the 
highest at-risk populations are in developing countries and in 2018, accounted for 
approximately 570,000 new cases of cervical cancer and 311,000 deaths, making 
cervical cancer the second most common cancer in underdeveloped countries 
(Ferlay et al. 2019; Okunade 2019). The availability of the current HPV vaccines is 
the lowest in underdeveloped countries; therefore, the risks of HPV infection and 
carcinogenic risk are still high in these areas. 

In addition to efforts to advance prophylactic treatments, the CDC and WHO 
recommendations include effective screening methods to detect infection and 
monitor disease progression. Even in cases when consistent monitoring is in place, 
the frequency and consistency of testing can be sporadic between different patient 
cohorts and thus produces differing levels of successful early detection. 

There are many open questions that remain about HPV infection and the onset of 
subsequent diseases (Woodman et al. 2007). For example, how the persistence of 
the infection and varying levels of viral load influences disease progression, the 
requirement of viral genome integration prior to disease onset, the timing of 
epigenetic changes (i.e. methylation of the viral genome) varies throughout HPV 
infection and how these modifications contribute to cancer progression. Addressing 
these and other areas will provide insights into the HPV life cycle and could 
potentially lead to the identification of improved diagnostics to differentiate the 
onset of benign infections from the instances that have a high risk of developing into 
cancer. 
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1.7.2. KSHV, a large DNA tumor virus and disease associations 

Herpesvirus infections are most severe in immunocompromised individuals. 
KSHV infection can be detected in peripheral blood mononuclear cells, saliva, 
oropharyngeal mucosa, semen, vaginal secretions and prostate glands. KSHV is 
endemic to African and Mediterranean regions, ranging from 20% to 80% 
seropositive in adult populations, while in North America and Northern Europe, 
seroprevalence is relatively low with estimates predicting less than 10% (Minhas 
and Wood 2014). In China, KSHV prevalence ranges from 7% to 16% (Minhas and 
Wood 2014). In non-endemic areas, such as in the United States, KSHV infections 
are highest among men who have sex with men.  

 

Figure 1.5. KSHV permissive cells and potential mechanism for KSHV infection to 
distal body sites. KSHV is transmitted primarily through the saliva and will encounter 
oral epithelial cells, and the infected epithelial cells will produce new virions that 
disseminate throughout the lymphatic tissues to infect B cells. KSHV-infected B cells 
and KSHV will circulate throughout the body and infect endothelial cells. Created with 
BioRender 

KSHV is associated with three human diseases, Kaposi’s sarcoma (KS), primary 
effusion lymphoma (PEL) and Multicentric Castleman’s disease (MCD). KS lesions 
develop from KSHV-infected endothelial cells. Infected cells undergo an 
endothelial-to-mesenchymal transition into spindle cells. There are four classes of 
KS: (1) classical, (2) endemic or African, (3) iatrogenic (transplant-associated) and 
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(4) AIDS-associated. KS lesions present as dark patches and can be present on the 
skin and internal organs (lungs, liver and gastrointestinal organs). PEL is 
characterized by the proliferation of infected B cells into the pericardium, pleura or 
peritoneum spaces. Frequently, PEL is observed in patients co-infected with KSHV 
and EBV. Like AID-associated KS, PEL frequency is higher in HIV-positive 
individuals. MCD is a rare, polyclonal lymphoproliferative disease. 

1.7.2.1. Vaccinations and recommended treatments for KSHV 

There are neither vaccines nor treatments that can prevent KSHV infection. 
Standard KS treatments include anti-cancer drugs that inhibit topoisomerase 
(doxorubicin) and inhibit microtubule function (taxol). Much effort has been applied 
to deciphering the most potent antiviral targets specific to KSHV protein activities 
(Dittmer et al. 2012; Coen et al. 2014). Current strategies to treat KSHV-induced 
cancers include attempts to inhibit the upregulation of the cellular angiogenic, 
inflammatory, proliferation pathways (Dittmer and Damania 2016). Alternatively,  
in AIDS-associated cases of KS, treatments with anti-retroviral therapies have had 
mixed outcomes. Efforts seek to identify the most effective strategy and timing of 
treatments to ensure that combinational therapeutic success is ongoing.  

As with any virus without a definitive cure, a targeted therapeutic approach to 
prevent viral replication and the spread of infection in host cells is the primary goal. 
In large DNA tumor viruses that cycle into a latent state, this approach is further 
complicated when the virus persists in a dormant state at levels below detection. 
Therefore, identifying a preventative, such as a vaccine would be highly efficacious 
in preventing KSHV infection and associated cancers. 

1.8. Conclusion 

Historically, DNA virus research has laid the foundations for the basic biology of 
cellular processes. As more DNA viruses are identified, there are increasing 
opportunities to ascertain the evolutionarily conserved mechanisms that DNA viruses 
have evolved in order to modulate or bypass host cell pathways, as well as the 
molecular processes and protein activities that pre-date the first cell. Presently, there 
is a growing appreciation for the contributions of viruses to the human microbiome, 
many of which are bacteriophages that infect our gut bacteria. Finally, as 
increasingly more viruses are identified as contributing factors to the development 
of some human cancers, the mechanisms to prevent and inhibit DNA viral infections 
will likely garner additional focus.  
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KSHV and HPV were emphasized here to compare two major families of DNA 
viruses, Herpesviridae and Papillomaviridae, that infect humans. Herpes and 
papilloma viruses infect the majority of the worldwide population. The KSHV- and 
HPV-specific sections serve to provide the reader with details about these two 
viruses and emphasize the molecular differences in viral reproduction cycles and 
modes of pathogenesis. Other DNA virus families are not featured as predominantly, 
but are rather included as examples to highlight key differences and discoveries in 
virology.  

In closing, it is imperative to reiterate that the oncogenic viruses described in this 
chapter have cancer as a possible pathogenic outcome, and by no means an absolute 
outcome of viral infection.  
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