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ABSTRACT Until fairly recently, genome-wide evolutionary dynamics and within-
host diversity were more commonly examined in the context of small viruses than in
the context of large double-stranded DNA viruses such as herpesviruses. The high
mutation rates and more compact genomes of RNA viruses have inspired the inves-
tigation of population dynamics for these species, and recent data now suggest that
herpesviruses might also be considered candidates for population modeling. High-
throughput sequencing (HTS) and bioinformatics have expanded our understanding
of herpesviruses through genome-wide comparisons of sequence diversity, recombi-
nation, allele frequency, and selective pressures. Here we discuss recent data on the
mechanisms that generate herpesvirus genomic diversity and underlie the evolution
of these virus families. We focus on human herpesviruses, with key insights drawn
from veterinary herpesviruses and other large DNA virus families. We consider the
impacts of cell culture on herpesvirus genomes and how to accurately describe the
viral populations under study. The need for a strong foundation of high-quality ge-
nomes is also discussed, since it underlies all secondary genomic analyses such as
RNA sequencing (RNA-Seq), chromatin immunoprecipitation, and ribosome profiling.
Areas where we foresee future progress, such as the linking of viral genetic differ-
ences to phenotypic or clinical outcomes, are highlighted as well.
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Herpesviruses infect and affect every human on the planet, with a universally
penetrant global public health impact (1–4). Most adult humans carry one or more

members of the nine herpesvirus families that infect our species. These include the
alpha-subfamily members herpes simplex virus 1 and 2 (HSV-1/2 or human herpesvirus
1 and 2 [HHV-1/2]) and varicella-zoster virus (VZV or HHV-3); the beta-subfamily of
human cytomegalovirus (HCMV or HHV-5) and human herpesviruses 6A, 6B, and 7
(HHV-6A/6B/7); and the gamma-subfamily of Epstein-Barr virus (EBV or HHV-4) and
Kaposi’s sarcoma-associated herpesvirus (KSHV or HHV-8) (5). Advances in our under-
standing of the molecular biology and evolution of these herpesviruses have been
informed and advanced by work on other large DNA viruses such as poxviruses of
humans and animals; multiple families of bacteriophage, baculoviruses, and other
insect viruses; and amoebal giant viruses such as mimivirus (6).

Here we review recent studies that have used high-throughput sequencing (HTS)
and genome-wide analyses to explore the diversity and evolution of herpesviruses. In
the first half of this review, we examine data suggesting that the diversity and evolution
of herpesviruses are impacted by mechanisms extending beyond the usual consider-
ation of polymerase fidelity. These include the influence of minority alleles and stand-
ing variation in the virus population, recombination between viral genomes, horizontal
gene transfer, and nontemplated mechanisms such as ribosome frameshifting and RNA
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editing (Fig. 1 and 2). We also consider how these mechanisms of variation impact our
ability to manipulate herpesviruses in culture. In the second half of this review, we
summarize the tremendous gains in identifying the genetic diversity found among the
members of each species of human herpesvirus. We explore how to accurately describe
the viral populations that researchers handle experimentally. The necessity for a strong
foundation of high-quality genomes—and the bioinformatics tools that enable their
production—are also discussed. Many new insights have been enabled by the appli-
cation of HTS and bioinformatics to herpesvirus genomes, and we end with the
challenges that lie ahead.

(IN)STABILITY OF LARGE DNA VIRUSES

The perception of most virologists is that RNA viruses are inherently variable and
that DNA viruses are inherently stable (7, 8). At the molecular level, this view stems from
the lack of error correction by most RNA-dependent RNA polymerases. In contrast to
RNA viruses, most DNA viruses display high polymerase fidelity and error correction. For
herpesviruses such as HSV-1, early studies of mutation rates focused on single genes
and detected mutation rates in the range of �1 � 10�7 or �1 � 10�8 mutations per
base per infectious cycle (9, 10). These rates are often quoted in comparisons of RNA
viruses to DNA viruses (7, 8, 11) and are matched by restriction-fragment length
polymorphism (RFLP) analyses comparing herpesviruses from disparate geographic
locations (12). However, these data fail to explain the surprising ease with which
herpesvirus variants can be selected or revealed (Fig. 1). For instance, drug-resistant
mutations can be selected from drug-sensitive HSV-1 and HSV-2 populations at a rate
of 1 in 104 or 1 in 103 PFU (13). This suggests that the rate of standing variation in the
population in herpesviruses may be higher than previously appreciated (14) and/or that
the different time scales of experimental settings versus evolutionary comparisons are
at odds (15).

There are data to support both the hypothesis of standing variation and that of
differing time scales. Using HTS approaches, several studies have described the exis-
tence and expansion of standing variation in HCMV populations in nonimmunocom-
petent hosts, such as congenitally infected infants and immunosuppressed or trans-
plant patients (16–20). In a short-time-scale investigation of Muller’s ratchet—the
hypothesis that small asexual populations accumulate deleterious mutations—Jara-
millo et al. took 10 individual subclones of HSV-1 and subjected each to repeated
population bottlenecks through sequential plaque-to-plaque transfers (21). Two clonal
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FIG 1 Opportunities for change in a given viral population arise both in vivo and in vitro. (A) The viral
population in an infected individual (represented by red or red-shaded virion) may change over time due
to immune selection or the accumulation of genetic drift. Bottlenecks at transmission to a new host or
during introduction to tissue culture may allow a new genotype to become prevalent, akin to a genetic
shift. (B) A viral stock grown in culture is also a viral population, which may undergo changes during
introduction to an animal model or through plaque purification. See Fig. 2 for an expanded view of the
genomes contained in the viral population.
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lineages were completely lost during this process, and single-gene analysis of the
remaining clones revealed a mutation frequency of 3.6 � 10�4 substitutions per base
per plaque transfer. The authors also found reduced mortality after intracerebral
inoculation into mice for these serially passaged clones (21). Even in the absence of
intentional selective pressure, genome-wide HTS comparisons of HSV-1 and HCMV
subclones have revealed nucleotide variations in up to 3% to 4% of the genome
(22–25). A higher-than-expected frequency of observed mutations in herpesvirus pop-
ulations was also found in a recent application of phylodynamic inference to DNA
viruses, which estimated the substitution rate of HSV-1 to be �1 � 10�5 or �1 � 10�4

mutations per base per year (15). Many of the studies cited above have focused on
HSV-1 as a model herpesvirus, but there may well be subfamily- or species-specific
differences in the amount of standing variation in the population, the number of
replicative cycles per year, and/or the selection pressures faced during viral transmis-
sion in real-world settings. Innovative combinations of genome-wide HTS applications,
with models that account for positive selection and standing variation, will be needed
to bring these diverse data into synchrony.

RECOMBINATION AS A DRIVING FORCE IN DNA VIRUS EVOLUTION

Mutation and evolution in herpesviruses result not only from base substitutions but
also from recombination between strains and, to a lesser extent, between species.
Recombination in herpesviruses can provide a driving force for evolutionary shifts, akin
to that associated with reassortment in segmented RNA viruses (26). HTS studies of
laboratory-generated recombinants of HSV-1 have revealed a bias toward breakpoints
being detected in repetitive tracts, intergenic regions, and areas of higher G�C content
(27). However, most studies of recombination in human herpesviruses have focused on
naturally circulating variants and have inferred historical sites of recombination and
phylogenetic relationships from the comparison of disparate strains. For example,
increased genomic surveillance of VZV has expanded the number of known phyloge-
netic clades for this species in recent years; this has provided evidence for ancient,
interclade recombination as well as for modern recombination between individual
strains (28–32). For the beta-herpesvirus HCMV, multiple groups have confirmed the
finding of rampant genome-wide recombination among different HCMV strains (19, 33,
34). Lassalle et al. focused most deeply on this aspect of HCMV evolution and found
that particular sections or islands of the HCMV genome appeared to cosegregate,
whereas widespread recombination between strains was detected everywhere else in
the genome (34). The authors postulated that genes in these islands are codependent,
thus enabling higher fitness and a selective advantage for genomes that lack recom-
bination events inside these regions.

In the case of the alpha-herpesvirus HSV-1, there is evidence of rampant recombi-
nation between different isolates or strains, but not yet sufficient data to discern
whether the recombination events are ancient or extant (35, 36). Evidence for ancient
recombination between HSV-1 and the distantly related species HSV-2 has been found
by two separate groups (37, 38), who recently described several loci in the HSV-2
genome that contained HSV-1-like DNA. This inference is based on the high similarity
of these regions to extant HSV-1 genomes and on their divergence from a unique and
apparently historical HSV-2 genotype that has thus far been found only in Africa (39,
40). Additional evidence of modern recombination in natural settings stems from the
veterinary herpesvirus literature (41). In 2012, Lee and colleagues demonstrated that a
virulent avian herpesvirus that had created an outbreak in Australian poultry was in fact
a spontaneous recombinant resulting from two live-attenuated vaccines that were both
in use (42). This example is bolstered by multiple others among the veterinary herpes-
viruses which have been reviewed recently elsewhere (41). The next challenge for
understanding herpesvirus recombination events is to address where and how often
they occur in vivo, since recombination requires the co-occurrence of two distinct viral
genomes in a single cell of the same host—an event which may be rare and difficult to
detect in clinical or field settings.
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LOSING OR GAINING GENE FUNCTIONS IN CULTURE

Our ability to conduct experimental studies of herpesviruses, and to develop
therapeutics and vaccines, depends vitally on cell culture techniques. However, cell
culture can induce unintentional selective pressure on viral populations, as has been
recognized most notably in the case of HCMV. Prior studies revealed that laboratory
strains of HCMV such as AD169 and Towne had not only accumulated minor changes
associated with genetic drift but also lost multiple genes during their adaptation to cell
culture (22, 24, 43). The regions lost in vitro had functions associated with cell tropism
and immune evasion in vivo. Although no similar link between frequent deletions and
loss of in vivo-specific functions has yet been discovered for other herpesviruses, a
tendency for loss of specific genomic regions has been observed. Frequent deletion of
the UL55-UL56 region has been observed in cultured HSV-1 strains, although the
phenotypic impact of this loss is unknown (36). The loss of genomic regions has also
been demonstrated in other large DNA viruses such as mimivirus, which undergoes
gene loss from its termini during repeated passage in amoebal culture (44). There is a
pressing need to document the nature of any changes that occur during herpesvirus
introduction to culture and subsequent passages thereafter, so that the accumulation
of genetic drift and/or the selective pressures of cell culture can be better understood.

Although viral propagation in cell culture can induce the loss of gene functions
required for in vivo growth, it can also facilitate experimental insights by revealing
transient genome intermediates in the process of viral adaptation. This was demon-
strated in a recent study using HTS and comparative genomics in the poxvirus vaccinia
virus (VACV), which relies on two viral antagonists to combat the host antiviral protein
kinase R (PKR) (45). After experimental deletion of one viral PKR inhibitor, the viral
genome population developed an accordion-like expansion of the other inhibitor (Fig.
2B). Variations then arose and were positively selected in the extra copies of this PKR
antagonist. These variants tended to remain in the progeny viral population even when
the accordion-like gene array collapsed. The examination of genome content after each
round of viral replication in culture revealed the existence of these intermediates in
viral evolution. These data raise the intriguing question of whether similar mechanisms
could occur in herpesviruses. Further investigation of herpesvirus adaptation to selec-
tive pressure, with analyses performed at frequent intervals throughout positive selec-
tion, will be required to test whether intermediates of viral evolution can be detected
for herpesviruses as well.

HOST-VIRUS HORIZONTAL GENE TRANSFER

Horizontal gene transfer (HGT), or the movement of genetic material between
unrelated organisms, provides another avenue for evolutionary adaptation. In the case
of herpesviruses, at least 20% of the core genes shared by all herpesvirus subfamilies
are surmised to have cellular origins, while others appear to have originated in another
viral species (46–50). The specific source, mechanism, and timing of these ancient HGT
events in herpesvirus evolutionary history are not known. Most herpesviruses do not
integrate into the host genome during replication. The gamma-herpesvirus EBV can be
found occasionally in an integrated state, although it is not a required aspect of its life
cycle (51, 52). However, human HHV-6A and HHV-6B and Marek’s disease virus, an
alpha-herpesvirus of poultry, do integrate into host telomeres as a regular part of their
life cycle (53–56). The germ line or chromosomal integration of human herpesviruses
(ciHHV), usually HHV6A, is detected in about 1% of the human population (51, 53–56).
Recent data from baculovirus-moth model systems indicate that HGT between host and
virus does not require viral integration and excision from the host genome (57, 58).
Instead, Gilbert et al. found that HGT can be mediated by transposable elements (TEs)
that move between host and viral genomes (57) and that recombination of host DNA
into viral progeny can occur at sites of microhomology between the host and viral
genomes (58). Baculovirus genomes with integrated host DNA constituted only about
5% of the viral progeny and did not remain in the population beyond a few cycles of
replication, suggesting that these are transient intermediates with deleterious fitness
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effects (58). Nonetheless, these data illustrate a potential avenue for evolutionary HGT
in nonintegrating viruses and suggest that it may be of interest to screen for signs of
host DNA integration into progeny herpesvirus genomes.

OTHER CONTRIBUTIONS TO FUNCTIONAL DIVERSITY

Mechanisms of genetic variation such as single-nucleotide changes, recombination,
and horizontal gene transfer are well accepted for their roles in the evolution of
herpesviruses. Limited but exciting data suggest that other mechanisms, including
several that are more often associated with RNA viruses, may also contribute to the
diversity of herpesvirus coding potential. These include ribosome slippage, RNA editing,
and novel transcripts revealed by RNA sequencing (RNA-Seq) and ribosome profiling or
footprinting. These mechanisms may not be revealed by examining populations of viral
genomes but may nonetheless influence phenotypes observed in vivo.

Ribosome frameshifting and RNA editing are two mechanisms by which herpesvi-
ruses can achieve a phenotypic outcome different from the outcome that would be
predicted by analysis of the nucleotides encoded in their genome. These outcomes can
be detected by examining viral transcripts or proteins but may otherwise go unde-
tected in the comparison of genome sequences. Ribosome frameshifting is a regular
feature of translation for retroviruses such as HIV, where it enables the production of
nucleocapsid and polymerase from the same RNA transcript. Although it is less fre-
quent, ribosome frameshifting has been demonstrated to occur on transcripts of
thymidine kinase (TK) in HSV-1 (59, 60). Microdeletions at homopolymers in the TK or
polymerase genes of HSV-1 are a common route of viral escape from the activity of the
antiviral drug acyclovir (61, 62), and ribosome frameshifting of defective transcripts in
these drug-resistant genomes allows production of a low level of functional protein (59,
60). RNA editing or transcriptional stuttering is another mechanism better associated
with RNA viruses which is used to generate more than one transcript from a single open
reading frame. RNA editing has recently been demonstrated to occur in the gamma-
herpesviruses EBV and KSHV, where it affects microRNAs (EBV) or viral protein-coding
genes (KSHV) (63, 64). The phenotypic impacts of these RNA editing events remain to
be determined.

Finally, HTS approaches have highlighted the presence of previously unrecognized
coding potential in herpesvirus genomes, through the use of RNA-Seq and ribosome
profiling approaches that demonstrate the shift from host to viral transcriptional and
translational control during infection (64–68). These approaches have illuminated new
transcripts and coding potential in HCMV, EBV, and KSHV (64–67) and demonstrated
the disruption of transcript termination in HSV-1 (68). The novel transcripts found in
these studies are too new to have been considered in prior comparative genomics
analyses, but future studies may reveal their influence on the biology and evolution of
these herpesviruses.

CAPTURING AND CATALOGING THE DIVERSITY OF HERPESVIRUSES

Early applications of HTS to herpesvirus genomes focused on just one or two
examples of a given species (69), using viral strains that had been previously charac-
terized in cell culture. The norm for HTS studies has now shifted to include either
comparisons of a large number of viral strains at a time or a deeper investigation of viral
setting or outbreak. This expansion of known diversity has driven the definition of new
phylogenetic clades and facilitated the reconstruction of the evolutionary history of
VZV (28, 30–32), HSV-1 (23, 36, 70–72), HSV-2 (73–76), HCMV (20, 33, 34, 77), HHV 6A/6B
(119), EBV (78, 79), and KSHV (80), as well as animal herpesviruses (41). While it is clear
that increasing the number of fully sequenced genomes for each species widens our
knowledge of viral diversity, the next challenge lies in dissecting the phenotypic
impacts of the observed genetic differences in these viral populations. Achieving that
goal will require the integration of phenotypic measures of viral fitness, with fully
sequenced viruses and comparative genomics, to infer how specific genetic differences
influence the outcome of infection.

Minireview Journal of Virology

January 2018 Volume 92 Issue 1 e00908-17 jvi.asm.org 5

http://jvi.asm.org


As the genomic comparison of large DNA viruses from cultured stocks became more
tractable, the goal of achieving similar resolution from uncultured viruses became a
priority. The development of oligonucleotide enrichment methods has facilitated this
goal for herpesviruses (29, 37, 77, 81). Oligonucleotide enrichment uses the known
genomes of cultured viruses to design small RNA- or DNA-based probes or baits that
can hybridize with sparse amounts of the targeted viral genomes in any mixed sample.
These hybridized fragments are then isolated using a tag such as biotin on the synthetic
oligonucleotide baits. Once enriched from a mixed source sample, the viral genome
fragments can be amplified and sequenced using standard HTS approaches. Oligonu-
cleotide enrichment has enabled the capture of herpesvirus genomes from saliva,
blood, skin swabs, vesicle fluid, and more (29, 37, 81). Improvements in the isolation
and handling of ancient DNA, combined with oligonucleotide enrichment, have even
demonstrated the feasibility of recovering historical samples, such as the recent
genome sequencing of 17th century smallpox (variola) DNA from mummified human
remains (82). This type of ancient viral genome recovery has not yet been attempted for
a herpesvirus, but if the challenge is surmounted it may similarly illuminate the rate of
evolution and local adaptation seen in these viruses.

THE CONSENSUS VERSUS THE MINORITY

Many of the studies described above that catalogued herpesvirus diversity have
focused on defining the consensus genome of each new sample. The consensus
genome represents the most common allele or nucleotide at each position (Fig. 2). In
the simplest case, the consensus genome is derived from the most common member
of the viral population. However, the consensus genome may not exist in nature as the
most common genome format—in other words, it may be an amalgamation of several
genotypes that exist separately but not together on a single genome (Fig. 2A). For small
viruses, the ability to clone and determine the genotypes of individual genomes has
enabled the modeling of viral populations and the development of software that can
infer likely haplotypes from HTS data (see reference 83 for a review). Barcoded HTS
methods offer the potential to improve haplotype linking for large DNA viruses, but these
have not yet been widely applied to human herpesviruses. Thus far, no HTS method has
proven capable of sequencing individual strands of DNA viruses that are �100 kb in length
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Recombination creates new genotype
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FIG 2 Viral genomes with subtle variations contribute to the overall viral population and enable change over time.
A viral population may contain minor variants (A) that remain unnoticed until selective pressures or bottlenecks
reveal them (B). Deep sequencing approaches can reveal minor variants in the overall viral population, but most
HTS approaches report only the consensus genome population. The consensus genome is a summary of the most
common variants (e.g., those indicated by orange and blue stars) found in a majority of the sequenced genomes,
but that exact genotype does not necessarily predominate in nature. As shown in the exaggerated example in
panel A, the consensus genome (thick gray line) contains variants that are found in the majority of genomes (thin
gray lines) but that are found only rarely in the same genome. Minor variants or alleles (e.g., those indicated by
green or orange stars) are not included in the consensus genome at all, but a transmission bottleneck or
subsequent selective pressure may lead to a minor variant becoming the majority genotype in the future (B).
Recombination can also create entirely new genotypes, which can become dominant through bottlenecks or
external selective pressures. Gene accordions, as demonstrated in vaccinia virus, result from expansion and
subsequent variation of a gene under strong selective pressure.
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with sufficient accuracy and reproducibility to make enable the comparison of individual
genomes in a viral population. Limited applications of nanopore-based sequencing (Min-
ION; Oxford Nanopore) or single-molecule real-time sequencing (SMRT; Pacific Biosystems)
to herpesviruses have demonstrated the potential of these methods (71, 84, 85). However,
both technologies currently suffer from error-prone sequence reads, leading to limited
applications during this phase of technical development. For these reasons, most research-
ers using Illumina or other short-read HTS platforms have focused on detecting the location
and prevalence of minority variants, without attempting to link their co-occurrence on
individual genomes (i.e., determining haplotypes).

As for RNA virus genomes, deep coverage of large DNA virus genomes has enabled the
detection of minority variants, or heterogeneous alleles, and their potential expansion in
different environments (Fig. 2). It was recently demonstrated that bottlenecks and selective
sweeps occur during human congenital infection by the beta-herpesvirus HCMV. In a series
of papers, Renzette et al. showed that HCMV genomes sequenced from the urine of
congenitally infected infants harbored multiple loci with minority variants (17–19). While
the authors initially posited that HCMV diversity approached the level of a quasispecies,
their subsequent modeling suggested that viral diversity in these congenitally infected
infants resulted from a combination of sources such as reinfection, recombination, positive
selection, and bottlenecks during intrahost transmission between body sites (19, 86, 87)
(Fig. 2B). Other groups have found a lower level of intrahost diversity in the context of
noncongenital HCMV infections (16, 20, 33, 34, 77), suggesting that congenital infections
may represent a special case for viral diversification. Recently, HTS was applied to detect
low-frequency drug resistance mutations in the HCMV genome, which has confirmed the
potential impacts of intrahost viral diversity on clinically important outcomes such as drug
resistance (20). Although the study was conducted retrospectively, after patient treatment,
the potential application for real-time HTS screening of viral populations during patient
treatment is clear (88, 89).

VIRAL ISOLATES, STRAINS, VARIANTS, AND SUBCLONES

HTS methods have brought the issue of viral population diversity to the fore. Almost
all experiments conducted with herpesviruses utilize a population of genome-
containing virions (Fig. 2). The same is true of most samples collected from a host
source. Because viral populations can shift over time or through handling (Fig. 1), it is
crucial to clearly define each viral population under study and to know its history (24).
A virus collected from a point source at a specific time is often called an isolate, and it
may be referred to as a strain after its growth and expansion in culture. Even after being
established as a strain in cell culture, a viral population may still undergo further change
(Fig. 1). This can occur through random genetic drift, during intentional bottlenecks
such as plaque purification, or through the generation of transgenic or mutant sub-
clones. A viral strain can thus consist of a mixed population of viruses, or it may have
undergone a bottleneck that led to the creation of a homogeneous population. For
instance, the HSV-1 strain KOS has developed variants by genetic drift over passages in
culture, as well as through intentional plaque purification of subclones (25, 90–94).
These variants and subclones differ in observable phenotypes such as their ability to
elicit Toll-like-receptor (TLR)-dependent immune responses (93), pathogenesis in ani-
mal models of HSV encephalitis (91), and expression of antigenic proteins (90, 92). This
example emphasizes the importance of knowing the identity and history of the viral
populations used in all laboratory experiments.

A more consistent standard of description for viral populations would benefit the
herpesvirus community. Descriptive terms such as “clinical isolate” and “laboratory
strain” are often used to refer to the low (clinical) versus high (laboratory strain) number
of passages that a viral population has undergone in cell culture—though in practice
these terms are interpreted differently by every research group (5, 24). There is no
historical standard for whether or not a herpesvirus isolate should be plaque purified
before it can be called a strain. There is no common term used to describe viral
genomes that are collected and sequenced directly from a host, without amplification
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in culture—these are often referred to simply as genomes, sequences, or genotypes
(29, 75, 77, 95). The VZV research community and others have moved toward a viral
naming system, akin to those utilized for RNA viruses and bacteria, which includes both
virus species and host species and preserves data on sample origin (e.g., geographic
location), year of isolation, and the name(s) of the strain, variant, or subclone (96, 97).
Following on the HSV-1 KOS example above, one variant of the strain is named HSV-1
Homo sapiens/Texas, USA/1963/KOS-KOS63, indicating both the year and location of its
origin (25, 94). This approach may help to alleviate current issues in comparing data
across laboratories, where viruses of the same common name (e.g., HSV-1 KOS or HCMV
AD169) may differ in both genotype and phenotype (24, 25, 94).

BIOINFORMATICS AND THE FOUNDATION OF HIGH-QUALITY GENOMES

The ability to rapidly sequence and assemble large DNA virus genomes has been
facilitated by advances in software and computational workflows, although the diversity of
options and different standards of publication have led to a wide variety of finished-
genome qualities. One major choice underlying all HTS genome analysis is whether to build
new viral genomes by alignment of reads to a prior reference genome or by de novo
assembly. Alignment-based approaches utilize prior genome knowledge to achieve a faster
outcome, but these are prone to miscalling of minority and structural variants (83). De novo
assembly is unbiased by prior data and can more easily detect new variants and structural
differences, but it is more computationally intensive and can entail the need for more input
to curate the genomes thereafter (83). Open-source options for viral genome analysis and
annotation include Web-based platforms and those using command-line (Unix-like) inter-
faces. The vast majority of viral de novo assembly algorithms have been developed and
tested only for RNA viruses (see reference 83 for a review of options). We developed the
Web-based viral de novo assembly workflow VirAmp specifically for herpesviruses (98),
using the Galaxy framework of Web-accessible bioinformatics tools (99, 100). Most other
options for viral genome assembly, alignment, annotation, and comparison rely on a Unix
command-line interface, which requires more skill to operate. Unix-based software options
are freely available through repositories such as BitBucket and GitHub and include pro-
grams such as the de novo viral genome assembly workflow VirGA (23), the aligners Bowtie
and BWA (83), and the structural variant detector Wham (101). Researchers can also choose
from commercial packages that offer one-button solutions for alignment or de novo
assembly, such as Geneious (Biomatters) and CLC Bio (Qiagen) (99, 100). These options have
made complex bioinformatics tasks accessible to a wider audience, to the extent that
whole-genome sequencing and comparisons of diverse bacteriophage are now part of the
undergraduate science education curriculum at many universities (102, 103).

The rationale for a strong foundation of high-quality genomes has been well
established by the human genome project and multiple microbial genome projects
(104). A wide range of secondary HTS applications, such as RNA-Seq, ribosome profiling,
chromatin-immunoprecipitation (ChIP) sequencing, and chromatin conformation cap-
ture (CCC or 3C) assays, rely on the accuracy of initial genome sequences (105). Use of
a misassembled or poorly annotated viral genome leads to errors in these secondary
analyses. Similarly, mapping data from downstream analyses of one viral strain onto the
reference genome of another strain can produce misleading outcomes. Gaps or unfin-
ished regions in genome assemblies also create an issue, since these create missing
data in all subsequent comparative genomics approaches. Publications occasionally
omit the deposition of intact genome sequences, limiting future comparisons of these
data (35, 71, 106). The failure to complete the sequence of genes with complex tandem
repeats or G/C-rich sequences means that these genes are often excluded from
comparative genomics studies or are represented by a far smaller number of examples
(see, for example, references 36, 73, 75, and 107). Incomplete intergenic regions can
skew the assessment of overall genomic diversity, since genetic drift tends to accumu-
late in intergenic regions. Unresolved gaps also prohibit any insight from secondary
analyses such as RNA-Seq or ChIP in these regions, since data cannot be mapped to
these areas. The tremendous insights to be gained from HTS technologies and all of

Minireview Journal of Virology

January 2018 Volume 92 Issue 1 e00908-17 jvi.asm.org 8

http://jvi.asm.org


their secondary applications thus rely on a strong foundation in the initial deciphering
of viral genome populations.

FUTURE DIRECTIONS

Here we have focused on the several areas of recent progress in understanding the
genomic diversity and evolution of human herpesviruses. These advances have been
driven by the rapid expansion and application of HTS, bioinformatics, and comparative
genomics in virology. Together, these data have reshaped our sense of the stability of
herpesvirus genomes. While these viruses possess high-fidelity polymerases, their
ability to accrue standing variation, and to undergo recombination with neighboring
genomes, creates many opportunities for selective pressures to induce rapid genetic
shifts. Examples of this include the expansion of minority variants in niche locations in
congenitally infected infants and the selection of drug-resistant variants during antiviral
therapy (16, 19, 20, 86). In addition to these recent advances and insights, we foresee
several areas of future promise.

First, we foresee the improvement and extension of third-generation sequencing
and genome editing technologies to herpesviruses. Early applications of MinION and
SMRT long-read sequencing to herpesvirology have shown promise in revealing novel
transcriptional networks (67, 85) and in confirming a new synthetic genome approach
to introduce multiple simultaneous changes to a herpesvirus genome (84). These
third-generation sequencing methods may also enable the detection of methylated
bases, secondary structures, and even substrates besides DNA (105). As the accuracy of
these methods improves, we foresee their use to advance the detection of recombinant
genomes and structural variants, as well as to define haplotypes in mixed populations
(Fig. 2). The advances in clustered regularly interspaced short palindromic repeat
(CRISPR)-Cas systems for genetic engineering of herpesviruses also represent an excit-
ing area for future expansion (108–110). CRISPR-Cas approaches promise to speed the
construction of viral mutants for reverse genetic studies (108, 109) and may have
therapeutic potential for herpesvirus genome clearance (110). We also anticipate that
HTS and genomic analyses of CRISPR-engineered viruses will be a fruitful way to
confirm the desired genomic edits and rule out any off-target or bystander changes.

Finally, we consider the linking of viral genetic variation to observable phenotypes to be
one of the greatest challenges for virology. The advance of HTS and genomics has begun
to enable the application of genome-wide association studies (GWAS) and quantitative trait
locus (QTL) approaches to herpesviruses (111, 112). Brandt and colleagues recently dem-
onstrated the application of viral QTL mapping to HSV-1, by examining how specific viral
genotypes contributed to phenotypes of ocular infection in mice (113, 114). That QTL study
used the recombinant viral progeny of two attenuated strains of HSV-1, with the differing
genetic composition of each recombinant being mapped to the nucleotide resolution level
using HTS and comparative genomics (27). These forward genetic approaches complement
prior decades of reverse genetic approaches, which established the function of herpesvirus
genes and began to dissect the impacts of individual genetic variants (115, 116). However,
the occurrence of gene deletions and genetic variations in living humans can be quite
distinct from those seen in laboratory-constructed mutants (33, 75, 78), and there is
significant interest in determining if and how these viral genetic variants may impact
human clinical outcomes (79, 117, 118). This motivates the future extension of GWAS
analyses to naturally circulating viral variants and clinical isolates. This will shed light on
how viral genetic diversity intersects with human genetic differences to produce the
spectrum of observed disease.
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M, Boldogkői Z. 20 June 2017. Long-read isoform sequencing reveals a
hidden complexity of the transcriptional landscape of herpes simplex
virus type 1. Front Microbiol https://doi.org/10.3389/fmicb.2017.01079.

86. Renzette N, Kowalik TF, Jensen JD. 2016. On the relative roles of

background selection and genetic hitchhiking in shaping human cyto-
megalovirus genetic diversity. Mol Ecol 25:403– 413. https://doi.org/10
.1111/mec.13331.

87. Pokalyuk C, Renzette N, Irwin KK, Pfeifer SP, Gibson L, Britt WJ,
Yamamoto AY, Mussi-Pinhata MM, Kowalik TF, Jensen JD. 8 February
2017. Characterizing human cytomegalovirus reinfection in congeni-
tally infected infants: an evolutionary perspective. Mol Ecol https://doi
.org/10.1111/mec.13953.

88. Köser CU, Ellington MJ, Cartwright EJP, Gillespie SH, Brown NM, Far-
rington M, Holden MTG, Dougan G, Bentley SD, Parkhill J, Peacock SJ.
2012. Routine use of microbial whole genome sequencing in diagnostic
and public health microbiology. PLoS Pathog 8:e1002824. https://doi
.org/10.1371/journal.ppat.1002824.

89. Houldcroft CJ, Beale MA, Breuer J. 2017. Clinical and biological insights
from viral genome sequencing. Nat Rev Microbiol 15:183–192. https://
doi.org/10.1038/nrmicro.2016.182.

90. Holland TC, Marlin SD, Levine M, Glorioso J. 1983. Antigenic variants of
herpes simplex virus selected with glycoprotein-specific monoclonal
antibodies. J Virol 45:672– 682.

91. Dix RD, McKendall RR, Baringer JR. 1983. Comparative neurovirulence
of herpes simplex virus type 1 strains after peripheral or intracerebral
inoculation of BALB/c mice. Infect Immun 40:103–112.

92. Norberg P, Bergstrom T, Rekabdar E, Lindh M. 2004. Phylogenetic
analysis of clinical herpes simplex virus type 1 isolates identified three
genetic groups and recombinant viruses. J Virol 78:10755–10764.
https://doi.org/10.1128/JVI.78.19.10755-10764.2004.

93. Sato A, Linehan MM, Iwasaki A. 2006. Dual recognition of herpes
simplex viruses by TLR2 and TLR9 in dendritic cells. Proc Natl Acad Sci
U S A 103:17343–17348. https://doi.org/10.1073/pnas.0605102103.

94. Colgrove RC, Liu X, Griffiths A, Raja P, Deluca NA, Newman RM, Coen
DM, Knipe DM. 2016. History and genomic sequence analysis of the
herpes simplex virus 1 KOS and KOS1.1 sub-strains. Virology 487:
215–221. https://doi.org/10.1016/j.virol.2015.09.026.

95. Pandey U, Bell AS, Renner DW, Kennedy DA, Shreve JT, Cairns CL, Jones
MJ, Dunn PA, Read AF, Szpara ML. 2016. DNA from dust: comparative
genomics of large DNA viruses in field surveillance samples. mSphere
1:e00132-16. https://doi.org/10.1128/mSphere.00132-16.

96. Breuer J, Grose C, Norberg P, Tipples G, Schmid DS. 2010. A proposal for
a common nomenclature for viral clades that form the species varicella-
zoster virus: summary of VZV Nomenclature Meeting 2008, Barts and
the London School of Medicine and Dentistry, 24 –25 July 2008. J Gen
Virol 91:821– 828. https://doi.org/10.1099/vir.0.017814-0.

97. Kuhn JH, Bao Y, Bavari S, Becker S, Bradfute S, Brister JR, Bukreyev AA,
Chandran K, Davey RA, Dolnik O, Dye JM, Enterlein S, Hensley LE, Honko
AN, Jahrling PB, Johnson KM, Kobinger G, Leroy EM, Lever MS, Mühl-
berger E, Netesov SV, Olinger GG, Palacios G, Patterson JL, Paweska JT,
Pitt L, Radoshitzky SR, Saphire EO, Smither SJ, Swanepoel R, Towner JS,
van der Groen G, Volchkov VE, Wahl-Jensen V, Warren TK, Weidmann
M, Nichol ST. 2013. Virus nomenclature below the species level: a
standardized nomenclature for natural variants of viruses assigned to
the family Filoviridae. Arch Virol 158:301–311. https://doi.org/10.1007/
s00705-012-1454-0.

98. Wan Y, Renner DW, Albert I, Szpara ML. 28 April 2015. VirAmp: a
galaxy-based viral genome assembly pipeline. GigaScience https://doi
.org/10.1186/s13742-015-0060-y.

99. Giardine B, Riemer C, Hardison RC, Burhans R, Elnitski L, Shah P, Zhang
Y, Blankenberg D, Albert I, Taylor J, Miller W, Kent WJ, Nekrutenko A.
2005. Galaxy: a platform for interactive large-scale genome analysis.
Genome Res 15:1451–1455. https://doi.org/10.1101/gr.4086505.

100. Blankenberg D, Von Kuster G, Coraor N, Ananda G, Lazarus R, Mangan
M, Nekrutenko A, Taylor J. 2010. Galaxy: a web-based genome analysis
tool for experimentalists. Curr Protoc Mol Biol Chapter 19:Unit
19.10.1–21. https://doi.org/10.1002/0471142727.mb1910s89.

101. Kronenberg ZN, Osborne EJ, Cone KR, Kennedy BJ, Domyan ET, Shapiro
MD, Elde NC, Yandell M. 2015. Wham: identifying structural variants of
biological consequence. PLoS Comput Biol 11:e1004572. https://doi
.org/10.1371/journal.pcbi.1004572.

102. Jordan TC, Burnett SH, Carson S, Caruso SM, Clase K, DeJong RJ,
Dennehy JJ, Denver DR, Dunbar D, Elgin SCR, Findley AM, Gissendanner
CR, Golebiewska UP, Guild N, Hartzog GA, Grillo WH, Hollowell GP,
Hughes LE, Johnson A, King RA, Lewis LO, Li W, Rosenzweig F, Rubin
MR, Saha MS, Sandoz J, Shaffer CD, Taylor B, Temple L, Vazquez E, Ware
VC, Barker LP, Bradley KW, Jacobs-Sera D, Pope WH, Russell DA, Cre-
sawn SG, Lopatto D, Bailey CP, Hatfull GF. 2014. A broadly implement-

Minireview Journal of Virology

January 2018 Volume 92 Issue 1 e00908-17 jvi.asm.org 12

https://doi.org/10.1099/jgv.0.000589
https://doi.org/10.1371/journal.pone.0157600
https://doi.org/10.1371/journal.pone.0157600
https://doi.org/10.1172/jci.insight.88529
https://doi.org/10.1172/jci.insight.88529
https://doi.org/10.1128/JVI.01303-15
https://doi.org/10.1128/JVI.00416-15
https://doi.org/10.1016/j.virol.2017.06.031
https://doi.org/10.1128/JVI.00942-17
https://doi.org/10.1093/infdis/jix157
https://doi.org/10.1128/JVI.03614-14
https://doi.org/10.1128/JVI.00301-17
https://doi.org/10.1128/JVI.01712-15
https://doi.org/10.1371/journal.pone.0027805
https://doi.org/10.1016/j.cub.2016.10.061
https://doi.org/10.1016/j.virusres.2016.09.016
https://doi.org/10.1073/pnas.1700534114
https://doi.org/10.1073/pnas.1700534114
https://doi.org/10.3389/fmicb.2017.01079
https://doi.org/10.1111/mec.13331
https://doi.org/10.1111/mec.13331
https://doi.org/10.1111/mec.13953
https://doi.org/10.1111/mec.13953
https://doi.org/10.1371/journal.ppat.1002824
https://doi.org/10.1371/journal.ppat.1002824
https://doi.org/10.1038/nrmicro.2016.182
https://doi.org/10.1038/nrmicro.2016.182
https://doi.org/10.1128/JVI.78.19.10755-10764.2004
https://doi.org/10.1073/pnas.0605102103
https://doi.org/10.1016/j.virol.2015.09.026
https://doi.org/10.1128/mSphere.00132-16
https://doi.org/10.1099/vir.0.017814-0
https://doi.org/10.1007/s00705-012-1454-0
https://doi.org/10.1007/s00705-012-1454-0
https://doi.org/10.1186/s13742-015-0060-y
https://doi.org/10.1186/s13742-015-0060-y
https://doi.org/10.1101/gr.4086505
https://doi.org/10.1002/0471142727.mb1910s89
https://doi.org/10.1371/journal.pcbi.1004572
https://doi.org/10.1371/journal.pcbi.1004572
http://jvi.asm.org


able research course in phage discovery and genomics for first-year
undergraduate students. mBio 5:e01051-13. https://doi.org/10.1128/
mBio.01051-13.

103. Hatfull GF, Racaniello V. 2014. PHIRE and TWiV: experiences in bringing
virology to new audiences. Annu Rev Virol 1:37–53. https://doi.org/10
.1146/annurev-virology-031413-085449.

104. Fraser CM, Eisen JA, Nelson KE, Paulsen IT, Salzberg SL. 2002. The
value of complete microbial genome sequencing (you get what you
pay for). J Bacteriol 184:6403– 6405. https://doi.org/10.1128/JB.184
.23.6403-6405.2002.

105. Reuter JA, Spacek DV, Snyder MP. 2015. High-throughput sequencing
technologies. Mol Cell 58:586 –597. https://doi.org/10.1016/j.molcel
.2015.05.004.

106. Danaher RJ, Fouts DE, Chan AP, Choi Y, DePew J, McCorrison JM, Nelson
KE, Wang C, Miller CS. 13 October 2016. HSV-1 clinical isolates with
unique in vivo and in vitro phenotypes and insight into genomic
differences. J Neurovirol https://doi.org/10.1007/s13365-016-0485-9.

107. Kolb AW, Adams M, Cabot EL, Craven M, Brandt CR. 2011. Multiplex
sequencing of seven ocular herpes simplex virus type-1 genomes:
phylogeny, sequence variability, and SNP distribution. Invest Ophthal-
mol Vis Sci 52:9061–9073. https://doi.org/10.1167/iovs.11-7812.

108. Suenaga T, Kohyama M, Hirayasu K, Arase H. 2014. Engineering large
viral DNA genomes using the CRISPR-Cas9 system: editing of viral
genomes with CRISPR-Cas9. Microbiol Immunol 58:513–522. https://doi
.org/10.1111/1348-0421.12180.

109. Russell TA, Stefanovic T, Tscharke DC. 2015. Engineering herpes simplex
viruses by infection-transfection methods including recombination site
targeting by CRISPR/Cas9 nucleases. J Virol Methods 213:18 –25.
https://doi.org/10.1016/j.jviromet.2014.11.009.

110. van Diemen FR, Kruse EM, Hooykaas MJG, Bruggeling CE, Schürch AC,
van Ham PM, Imhof SM, Nijhuis M, Wiertz EJHJ, Lebbink RJ. 2016.
CRISPR/Cas9-mediated genome editing of herpesviruses limits produc-
tive and latent infections. PLoS Pathog 12:e1005701. https://doi.org/10
.1371/journal.ppat.1005701.

111. Dutilh BE, Backus L, Edwards RA, Wels M, Bayjanov JR, van Hijum SAFT.
2013. Explaining microbial phenotypes on a genomic scale: GWAS for
microbes. Brief Funct Genomics 12:366 –380. https://doi.org/10.1093/
bfgp/elt008.

112. Power RA, Parkhill J, de Oliveira T. 2017. Microbial genome-wide asso-
ciation studies: lessons from human GWAS. Nat Rev Genet 18:41–50.
https://doi.org/10.1038/nrg.2016.132.

113. Kolb AW, Lee K, Larsen I, Craven M, Brandt CR. 2016. Quantitative trait
locus based virulence determinant mapping of the HSV-1 genome in
murine ocular infection: genes involved in viral regulatory and innate
immune networks contribute to virulence. PLoS Pathog 12:e1005499.
https://doi.org/10.1371/journal.ppat.1005499.

114. Lee K, Kolb AW, Larsen I, Craven M, Brandt CR. 2016. Mapping murine
corneal neovascularization and weight loss virulence determinants in
the herpes simplex virus 1 genome and the detection of an epistatic
interaction between the UL and IRS/US regions. J Virol 90:8115– 8131.
https://doi.org/10.1128/JVI.00821-16.

115. Roizman B, Campadelli-Fiume G. 2007. Alphaherpes viral genes and
their functions, p 70 – 83. In Human Herpesviruses: Biology, Therapy,
and Immunoprophylaxis . Cambridge University Press, Cambridge,
United Kingdom.

116. Dunn W, Chou C, Li H, Hai R, Patterson D, Stolc V, Zhu H, Liu F. 2003.
Functional profiling of a human cytomegalovirus genome. Proc Natl
Acad Sci U S A 100:14223–14228. https://doi.org/10.1073/pnas
.2334032100.

117. Arav-Boger R. 2015. Strain variation and disease severity in congenital
cytomegalovirus infection. Infect Dis Clin North Am 29:401– 414.
https://doi.org/10.1016/j.idc.2015.05.009.

118. Mechelli R, Manzari C, Policano C, Annese A, Picardi E, Umeton R,
Fornasiero A, D’erchia AM, Buscarinu MC, Agliardi C, Annibali V,
Serafini B, Rosicarelli B, Romano S, Angelini DF, Ricigliano VA, Buttari
F, Battistini L, Centonze D, Guerini FR, D’Alfonso S, Pesole G, Salvetti
M, Ristori G. 2015. Epstein-Barr virus genetic variants are associated
with multiple sclerosis. Neurology 84:1362–1368. https://doi.org/10
.1212/WNL.0000000000001420.

119. Zhang E, Bell AJ, Wilkie GS, Suárez NM, Batini C, Veal CD,
Armendáriz-Castillo I, Neumann R, Cotton VE, Huang Y, Porteous DJ,
Jarrett RF, Davison AJ, Royle NJ. 2017. Inherited chromosomally
integrated human herpesvirus 6 genomes are ancient, intact, and
potentially able to reactivate from telomeres. J Virol 91:e01137-17.
https://doi.org/10.1128/JVI.01137-17.

Daniel W. Renner earned Bachelor of Sci-
ence and Masters of Bioinformatics degrees
at the Virginia Commonwealth University in
Richmond, VA. As an undergraduate, Renner
participated in the Science Education Alli-
ance—Phage Hunters Advancing Genomes
and Evolutionary Science (SEA-PHAGES) pro-
gram and later served as a teaching assistant
for both the wet laboratory and viral assem-
bly/genomics components of the program.
SEA-PHAGES, along with an internship at the
Bioinformatics Core Computational Laboratory, inspired his current in-
terest in viral comparative genomics and assembly, which continues
with his ongoing research. Mr. Renner joined the Szpara laboratory at
the Pennsylvania State University as a Computational Scientist in Oc-
tober 2014. He now leads the laboratory’s computational and bioinfor-
matics analyses with a focus on viral assembly, diversity, and genetic
links to virulence. Mr. Renner also helped to produce and continues to
support the Szpara laboratory’s public open-source workflows for ge-
nome assembly and comparison.

Moriah L. Szpara earned a Bachelor of Sci-
ence degree at the Pennsylvania State Uni-
versity and a PhD in Molecular and Cell
Biology at the University of California, Berke-
ley. Dr. Szpara trained as a postdoctoral fel-
low with Dr. Lynn Enquist at Princeton Uni-
versity. Dr. Szpara now leads a laboratory as
an Assistant Professor at the Pennsylvania
State University in the Department of Bio-
chemistry and Molecular Biology, Center for
Infectious Disease Dynamics, and the Huck
Institutes for the Life Sciences. Dr. Szpara initiated her research in viral
comparative genomics in the collaborative environment of the Lewis-
Sigler Institute for Integrative Genomics at Princeton University. Dr.
Szpara’s laboratory at Penn State is focused on dissecting viral genetic
contributions to virulence, the nature of viral diversity in clinical set-
tings, and the molecular interactions of viruses with neurons. The
Szpara laboratory has also produced open-source software packages to
facilitate herpesvirus genome assembly and comparison, including
VirGA and VirAmp (http://szparalab.psu.edu/).

Minireview Journal of Virology

January 2018 Volume 92 Issue 1 e00908-17 jvi.asm.org 13

https://doi.org/10.1128/mBio.01051-13
https://doi.org/10.1128/mBio.01051-13
https://doi.org/10.1146/annurev-virology-031413-085449
https://doi.org/10.1146/annurev-virology-031413-085449
https://doi.org/10.1128/JB.184.23.6403-6405.2002
https://doi.org/10.1128/JB.184.23.6403-6405.2002
https://doi.org/10.1016/j.molcel.2015.05.004
https://doi.org/10.1016/j.molcel.2015.05.004
https://doi.org/10.1007/s13365-016-0485-9
https://doi.org/10.1167/iovs.11-7812
https://doi.org/10.1111/1348-0421.12180
https://doi.org/10.1111/1348-0421.12180
https://doi.org/10.1016/j.jviromet.2014.11.009
https://doi.org/10.1371/journal.ppat.1005701
https://doi.org/10.1371/journal.ppat.1005701
https://doi.org/10.1093/bfgp/elt008
https://doi.org/10.1093/bfgp/elt008
https://doi.org/10.1038/nrg.2016.132
https://doi.org/10.1371/journal.ppat.1005499
https://doi.org/10.1128/JVI.00821-16
https://doi.org/10.1073/pnas.2334032100
https://doi.org/10.1073/pnas.2334032100
https://doi.org/10.1016/j.idc.2015.05.009
https://doi.org/10.1212/WNL.0000000000001420
https://doi.org/10.1212/WNL.0000000000001420
https://doi.org/10.1128/JVI.01137-17
http://szparalab.psu.edu/
http://jvi.asm.org

	(IN)STABILITY OF LARGE DNA VIRUSES
	RECOMBINATION AS A DRIVING FORCE IN DNA VIRUS EVOLUTION
	LOSING OR GAINING GENE FUNCTIONS IN CULTURE
	HOST-VIRUS HORIZONTAL GENE TRANSFER
	OTHER CONTRIBUTIONS TO FUNCTIONAL DIVERSITY
	CAPTURING AND CATALOGING THE DIVERSITY OF HERPESVIRUSES
	THE CONSENSUS VERSUS THE MINORITY
	VIRAL ISOLATES, STRAINS, VARIANTS, AND SUBCLONES
	BIOINFORMATICS AND THE FOUNDATION OF HIGH-QUALITY GENOMES
	FUTURE DIRECTIONS
	ACKNOWLEDGMENTS
	REFERENCES

