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Abstract

Human herpesvirus type 1 (HHV-1) has a large double-stranded DNA genome of approxi-
mately 152 kbp that is structurally complex and GC-rich. This makes the assembly of HHV-
1 whole genomes from short-read sequencing data technically challenging. To improve the
assembly of HHV-1 genomes we have employed a hybrid genome assembly protocol using
data from two sequencing technologies: the short-read Roche 454 and the long-read Oxford
Nanopore MinlON sequencers. We sequenced 18 HHV-1 cell culture-isolated clinical speci-
mens collected from immunocompromised patients undergoing antiviral therapy. The sus-
ceptibility of the samples to several antivirals was determined by plaque reduction assay.
Hybrid genome assembly resulted in a decrease in the number of contigs in 6 out of 7 sam-
ples and an increase in N(G)50 and N(G)75 of all 7 samples sequenced by both technolo-
gies. The approach also enhanced the detection of non-canonical contigs including a
rearrangement between the unique (UL) and repeat (T/IRL) sequence regions of one sam-
ple that was not detectable by assembly of 454 reads alone. We detected several known
and novel resistance-associated mutations in UL23 and UL30 genes. Genome-wide
genetic variability ranged from <1% to 53% of amino acids in each gene exhibiting at least
one substitution within the pool of samples. The UL23 gene had one of the highest genetic
variabilities at 35.2% in keeping with its role in development of drug resistance. The assem-
bly of accurate, full-length HHV-1 genomes will be useful in determining genetic determi-
nants of drug resistance, virulence, pathogenesis and viral evolution. The numerous,
complex repeat regions of the HHV-1 genome currently remain a barrier towards this goal.
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Introduction

Human herpesvirus type 1 (HHV-1), also known as Herpes simplex virus type 1 (HSV-1), has
seroprevalence that ranges from 60 to 90% in the general population [1]. Despite the majority
of the infections being asymptomatic, 15 to 45% of the adult population suffers from recurrent
labial lesions [2]. In addition, encephalitis and corneal keratitis occur in one per 500,000 and in
30 per 100,000 people per year, respectively [3, 4]. The virus is also increasingly being associ-
ated with genital lesions [5-7] but no effective vaccine is available at the moment [8].

However, several drugs are licensed for the treatment of recurrent HHV-1 infection in immu-
nocompromised individuals as well as prophylaxis in patients undergoing bone marrow or solid
organ transplantation. Antiviral drugs used include the nucleoside analogs acyclovir (ACV)-the
drug of choice -, and penciclovir (PCV), as well as foscarnet (FOS), a pyrophosphate analog [9].
The mechanism of these drugs is through inhibition of the viral DNA polymerase (Pol) by acting
as competitive inhibitors and/or as chain polymerization terminators. The mono-phosphorylated
nucleoside analog Cidofovir (CDV) also inhibits Pol, but is not approved for the treatment of
HHYV-1 infections [10]. All of them are prone to the selection of resistance mutations within the
viral pol gene, but ACV and PCV can mainly become ineffective due to the selection of mutations
within the thymidine kinase (TK) gene, which is essential for their initial activation [11, 12].
Mutations that are selected in TK are normally insertions or deletions in homopolymeric regions
(runs of Gs or Cs) that result in frameshift mutations and premature stop codons [13].

The genome of HHV-1 is a long -152kbp-, double-stranded DNA molecule with a high G/C
content of 68%. It is unequally divided into one long (L) and one short (S) region. Each region
contains a unique sequence, called unique long (UL) and unique short (US), which have only
one copy per genome and are both flanked by terminal -T- and internal -I- repeated sequences
(TLR/ILR, ISR/TSR). These repeats are characterized by low conservation rates, incorporating
numerous microsatellite loci, known as Variable Number Tandem Repeats (VNTRs) and pal-
indrome stem loops (oriL and oriS) omnipresent among the genome. A terminal redundancy
of approximately 400 bp, known as a’ sequence, is located at the ends of this linear genome, but
also merges the L and the S segments [14, 15]. The inverted repeats and the a’ sequence domain
play a pivotal role in the recombination events that occur between the L and the S segments [16,
17]. These events are thought to be essential for the viral replication and the in-vivo infection [18,
19]. HHV-1 strains vary by geographic region, between individuals but also over sequential iso-
lates from the same individual [20, 21]. The repetitive elements are mainly responsible for this
heterogeneity and make the full HHV-1 genome-determination a real challenge, even with the
use of high-throughput sequencing technology [22]. The need to address these sequencing limi-
tations is obvious due to the fact that the repetitive elements are also located within coding
regions and, in some cases, are well conserved among different strains [22]

To date, several genome sequences of HHV-1, including strain 17 [14, 15], strain KOS [23,
24] and strain McKrae [25, 26], have been described in detail [27-29]. Studies of larger HHV-1
genomes pools (n = 7) [30] have implemented a map-to-reference assembly approach. De novo
assembling approaches generally fail to construct full-length genomes [22]. A larger set of
genomes (n = 20) has been successfully described recently, where reference sequences were
used only for the mapping-orientation of the de novo generated contigs [27]. To date, only
Sanger and short-read NGS technology have been used in these studies, with the former
thought to be impractical for a genome on these dimensions and the latter, to have issues
regards genome assembly especially with the resolution of repetitive elements [22].

Oxford Nanopore Technologies (ONT) recently released “MinION”, a USB3.0-interfaced
sequencer -initially available only to the participants of ONT’s Minion Access Program
(MAP)- which is capable of producing hundreds of megabases of data per run, delivering
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extra-long reads, exceeding 100,000bp in length. These reads, despite their low accuracy which
did not exceed 72% for the double-strand sequenced reads (2D) in the first version of the
sequencer [31], have been used in combination with other sequencing platforms that deliver
shorter reads of higher accuracy, to improve the hybrid de novo assembly of genomic regions
that are difficult to be resolved [32].

In the present study we employ culture-isolated HHV-1 clinical samples, that were pheno-
typically characterized for antiviral drug susceptibility, and longer read-lengths derived from
both Roche 454 GS Junior and Minion sequencing platforms to prove that MinION is capable
of improving the reference-free de novo assembly of the viral genome and to pass through
repetitive elements that terminate the contigs generated by the 454 platform alone. We also
show that the use of longer reads reveals rearrangement phenomena in de novo assembled con-
tigs that suggest the existence of non-canonical HHV-1 genomes in our cultures.

Results
Experimental design

We used two different NGS technologies, these being Roche 454 and MinION, to sequence 18
HHYV-1 genomes from cell culture-isolated clinical samples derived from 13 patients. Multiple
-sequential- samples were obtained from 3 patients. Seven isolates from 4 patients in total were
sequenced by both technologies (Table 1). Each technology required different protocols for
library preparation and sequencing. We conceived a hybrid pipeline to filter, combine and eval-
uate the 454 and the MinION data using MIRA assembler [33] and LINKS [34] as described in

Table 1. Solo-454 vs. hybrid 454-MinlON de novo assembly metrics.

Statistics without reference Genome statistics

Contigs Contigs Largest Total N50 N75 GC Genome Duplication Largest NG50 NG75
(>1000bp) contig length (%) fraction ratio alignment
(%)

p1A_454 21 9 62,373 136,935 45352 45352 66.75 89.85 1.099 62,312 45,352 5,665
p1A_454_minion 18 6 111,746 136,978 111,746 111,746 66.65 87.78 1.065 107,664 111,746 6,270
p2A_454 26 10 55,661 148,323 45,492 14,325 67.23 95.05 1.126 53,278 45,492 14,325
p2A_454_minion 29 10 108,432 149,533 108,432 13,725 67.28 96.68 1.143 108,421 108,432 13,725
p2B_454 39 11 111,943 163,752 111,943 12,873 67.74 95.80 1.204 111,943 111,943 12,873
p2B_454_minion 34 11 111,940 161,088 111,940 15,115 67.56 95.87 1.179 111,940 111,940 15,115
p2C_454 22 10 54,727 147,080 30,026 16,316 67.49 92.23 1.087 54,727 30,026 16,316
p2C_454_minion 20 9 76,134 148,065 76,134 17,656 67.53 92.00 1.092 76,133 76,134 17,656
p5A_454 66 33 19,559 163,748 5,915 2,005 66.4 91.77 1.272 19,559 7,362 2,339
p5A_454_minion 58 31 20,635 159,894 8,585 2,037 66.59 91.10 1.274 20,635 8,685 2,318
p5B_454 39 21 20,715 147,686 8,954 5,706 66.59 90.68 1.181 20,715 8,954 5577
p5B_454_minion 37 19 26,999 147,043 13,669 5,707 66.58 90.74 1.171 26,999 13,669 5,577
p17_454 31 9 62,781 150,948 45598 13298 67.7 94.82 1.114 62,778 45598 13,298
p17_454_minion 29 7 62,781 150,940 45598 16,151 67.7 91.39 1.111 62,778 45598 16,151
doi:10.1371/journal.pone.0157600.t001
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the materials and methods section. Using “bedtools”[35] we found that the 454 read coverage
across the genome varied. There was a drop in the average normalized coverage observed over
genomic regions with higher GC content and vice versa (Fig 1A). This phenomenon was con-
sistent across all samples tested and more pronounced over the terminal and internal repeated
sequences (TLR/ILR, ISR/TSR). Most of the discontinuous contigs were also observed over
these regions (Fig 1B). For 454 sequencing, the read lengths ranged up to 1,090bp with a mean
of 378.96bp + 45.81. In contrast, for Minion sequencing, the read lengths ranged up to
210,511bp with a mean of 930.62bp * 526.30 (S1 Fig).

The hybrid de novo assembly of HHV-1 genomes using 454 and MinlON
data

We found that the de novo assembly of the 454-derived HHV-1 genomes was improved by the
use of MinION reads through a hybrid assembly protocol. In detail, the number of contigs was
reduced while the N(G)50 and the N(G)75 increased across all the 7 samples sequenced by both
technologies, with the exception of sample p2A, where the number of the hybrid 454-MinION
contigs increased (29 vs. 26 for the 454 contigs). This was probably due to the increased host
(VERO cells) contaminating genomic DNA in this particular sample, since only 0.77% of the total
MinION reads were mapped on HHV-1 reference (S1 Fig). As the extra contigs were smaller than
1,000bp, they only influenced the N75 value of the hybrid assembly (13,725 vs. 14,325 for the 454
contigs), while two larger contigs were merged, leading to an increased N50 value (108,432 vs.
45,492 for the 454 contigs). No other association between the host genomic DNA and the out-
come of the assemblies was observed. The generation of the larger contigs was also assisted by the
MinION reads in all but 2 cases, where the larger contig was not improved (samples p2B and
p17). The genome coverage remained almost unchanged in most of the samples, while it was
reduced by 2.1% and 3.4% in the hybrid assemblies of samples p1A and p17 (Table 1 and Fig 2).

The effect of hybrid assembly on deciphering structural variability and
non-canonical contigs of HHV-1 genomes

To investigate if MinION sequencer is capable of enhancing the mining of non-canonical HHV-
1 genomes, we used MAUVE [36] to compare misaligned contigs (those that are not aligned in a
canonical way to the reference during the assembly evaluation with QUAST [37]) generated
from solo-454 and hybrid 454-MinION assemblies. We identified a total of 8 non-canonical con-
tigs in 5 out of 7 samples that were used in the hybrid assemblies. One of these contigs was identi-
fied only in the hybrid assembly of sample p2B and not in the solo-454 assembly. The remaining
non-canonical contigs were identified in both the solo-454 and the hybrid assemblies. We con-
firmed these contigs by using them as reference sequences and mapping the 454 reads against
them, to visually inspect the continuity of the mapping assembly over the rearrangement junc-
tions. Detailed analysis revealed possible rearrangement events only within the UL region of sam-
ples p1A, p17 and in one contig of p2A while the second identified contig of sample p2A and the
contigs found in sample p5A suggested rearrangements between the UL and the T/IRS regions.
In the case of sample p2B the identified contigs suggested rearrangements between the UL and
the T/IRL regions but also between the T/IRL and the T/IRS regions (Fig 3).

Genetic variability and detection of mutations associated with antiviral
resistance across the HHV-1 genome

Full genome sequencing of HHV-1 samples will be useful in understanding the full extent of
the natural intra- and inter-host sequence variability as well as variability resulting from
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doi:10.1371/journal.pone.0157600.g001
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Fig 2. Evaluation of solo 454 and hybrid 454/MinlON de-novo assemblies. Contigs Generated by 454 reads are in red while hybrid contigs
generated by 454 and MinlON reads are in blue. Left column: Cumulative assembly length plotted against the number of the contigs of each individual
assembly. Right column: NGx value resulted by the alignment of the contigs on the reference HHV-1 genome.

doi:10.1371/journal.pone.0157600.9002

selective pressure e.g. antiviral therapy. Using samtools package [38] snpEft (v3.6¢) [39] and
snpSift (v3.6¢) [40] for variation calling and filtering, and R scripts for basic computations, we
estimated the average mutation rate per gene across the HHV-1 genome in these samples
taken from patients undergoing antiviral therapy. We omitted the three genes (RL1, RL2, RS1)
included in the TLR/ILR and ISR/TSR regions from this analysis due to the lower read coverage

IRS gsTT

usio
us1i1
usiz
144119—
-145194
—145490
~-146135
resp.

ee IR

uLzos
58409-62053

usi1i
132098-133960

0000 20000 20000 40000 50000 60000 70000 80000 90000 100000 110000 120000 130000 14000C
-62384 . "Tl
|
‘HSV1_ref_NC_001806.1 k Y
T 4R
| ’3'&»?‘1/ [ ”‘4)
p2A I \id ¥ 1LI ~ i

FAETEED EET T [ IS © O INTEES PEE Y

IRL

UL46 98726-100998

UL47 98726—-103116

RL2Z2 120673-124285

98600 98700 98B00 98900 99000 99100 99200

122000 122100 122200 122300 122400 122500
" - W o

£

HSV1_ref_NC_001806.1 - ‘L&O\
23
p28 & oY 100 200

i~ | g ] -

(MinlON) of 2 ,_]_\ _ 300 B abog?5be— 600 )fw
Py = s

e T =

10 20 30

0 20 30 . 40 5 60 70 80 . 9 100 110 120 _ 130 . 140 = 150

“TRL IRL IRST US " TRS

Fig 3. Detection of non-canonical contigs. Similarity plots between 2 representative non-canonical contigs (middle panel of each
screenshot) and the reference genome (strain 17) (top panel of each screenshot). Plots below the base line indicate inverted sequences (plus/
minus strand alignment). The coordinates of the edges of each rearranged fragment are below while the coordinates of the disrupted/nearby
genes are above the reference plots. Confirmative 454-mapping alignments and coverage of the respective supporting reads are shown below
each contig.
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over these regions which resulted in fragmented open reading frames. UL15, UL20, UL45,
UL55 and UL32 were the 5 most conserved genes as only 0.1%, 0.8%, 1.1%, 1.6% and 2.0% of
their amino acids had been mutated at least once within the sample pool, while UL1, UL43,
US7, UL23 and UL49A genes accumulated the majority of the non-synonymous mutations
across the genome, with 53.3%, 48.7%, 40.1%, 35.2% and 33.6% amino acid changes respec-
tively (Fig 4).

Next, we investigated amino acid changes and genetic variability that could be associated
with the development of antiviral resistance. We identified several known and novel mutations
in the TK and/or DNA polymerase genes of the samples exhibiting reduced phenotypic antivi-
ral drug susceptibility (Table 2). Previously identified mutations that were detected include
A719V and S724N in UL30; A93V, H58R, Q250stop and several single nucleotide insertions
resulting in a premature stop codon in UL23 [9, 13, 41-43]. Two novel mutations were identi-
fied in UL23, these being V204G and Y172S. The former is located in a non-conserved region
of the gene whereas the latter is located within the nucleotide-binding site and C and F substi-
tutions at that position have been previously described to result in ACV resistance [41, 42].

Multiple comparisons among the available sequential samples of patients 1, 2 and 5 did not
reveal any difference in their genomic variability, but we were able to identify cooption and
also loss of drug resistance mutations during the follow-up (Table 2).

Discussion

The de novo assembly of HHV-1, and other herpesviruses, is challenging due to the increased
length and the unique structure of the genome, which incorporates extended regions that are
repeated (internal and terminal inverted repeats) and omnipresent VNTRs that usually exceed
the read length of existing next generation sequencing platforms [22, 44, 45]. In this study we
investigated the potential of a newly released sequencer, the MinION, to improve the de novo
assembly pipeline of HHV-1 by assisting with the length of contigs generated by the Roche 454
GS Junior Sequencer. We also present relevant information about the structural variability of
the samples and we describe how the GC content poses one more barrier towards the full
genome sequencing of the HHV-1 genome.

To date, only platforms that deliver shorter read lengths have been used to sequence the
HHV-1 genome [22, 46]. The MinION sequencer has been used to successfully improve the de
novo assemblies of data generated by Illumina HiSeq platforms through the increased length of
reads that it produces [32]. Our results suggest for the first time that MinION sequencer is
capable of improving the de novo assemblies derived from Roche 454 GS Junior sequencer,
which delivers increased read lengths (up to ~600bp) compared to Illumina platforms. 454 GS
Junior has higher accuracy (reaching 99%) compared to the MinION sequencer (~80%) [32,
47], but the error-profile largely depends on the sequence composition of the template—being
less effective over homo-polymeric regions [48], which are quite common across HHV-1
genome.

We used MIRA, a whole genome sequence assembler, in all our de novo assemblies as it pro-
vides the option of hybrid assembly and it has been reported to deliver longer contigs
(N50~120,000bp) for Roche 454 GS Junior reads [48]. In most of the samples tested in this
study there was an overall improvement in the hybrid assemblies with regards to the N(G)50/
75 values and the larger contig generated, compared to the corresponding solo-454 assemblies.
The minor drop in the genome coverage observed in some cases, maybe due to multiple map-
pings of -small- 454 contigs that were merged into larger ones in the hybrid assemblies. This is
highly likely due to the repetitive nature of the HHV-1 genome that gives the opportunity for
smaller contigs to map into multiple positions. For samples p2A and p2C, we managed to
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merge the two largest contigs of the 454 assemblies, as the MinION reads transverse the oriL
palindrome sequence (62,403-62,547bp in strain 17) (Figs 2 and 5). This region of the HHV1
genome is difficult to read through, as most of the 454-generated assemblies failed to generate
a continuous contig through it. A possible reason for this failure is the lower read coverage that
was consistently observed over the palindrome (Fig 1), which might be caused by the inability
to read sequence over the secondary structure that it forms. Secondary structures are a com-
mon problem in Pyrosequencing as they give alternative priming sites on the template and
thereby generate high background noise [49]. This is not the case for the MinION sequencer,
which has specially developed chemistry for analysing only single-stranded DNA molecules
through its nanopores, thus denaturing secondary structures. The extensive length of the Min-
ION reads allowed the merging of contigs that were disrupted by repetitive elements across the
HHV-1 genome (Fig 1 and S2 Fig).

Based on the technique of molecular combing, structural variances and non-canonical
genomes that incorporate internal duplications, deletions or rearrangements are shown to be
present in HHV-1 cultures [50]. Here we identify these events, based on non-canonical contigs
that are generated from the reference-free, de novo assembly of 454 and MinION reads. One of
these contigs was identified only in the hybrid 454/MinION assembly of sample p2B (Fig 3).
The reference-free approach allows the mining of minority reads that correspond to the struc-
tural variances of the viral genome, which would otherwise have been ignored using the refer-
ence sequence. We provide strong evidence of the existence of these structural variances by
using the identified non-canonical contigs as reference sequences and by re-mapping the 454
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Fig 5. Mapping of 454-Roche (A) and Nanopore-MinlON (B) reads over the oriL palindrome sequence (id38, 62403 — 62547bp in strain 17). Long
MinlON reads (in red, blue, green) assist the bridging of discontinuous 454 contigs. (C): genome annotation.

doi:10.1371/journal.pone.0157600.g005
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reads against them. This allowed the mapping of 454 reads that had been ignored during the
reference mapping assembly of the respective samples. Visual inspection of the original align-
ments over the coordinates that correspond to the recombination points of the non-canonical
contigs, confirmed the continuity of the alignments, suggesting the co-existence of the canoni-
cal and non-canonical genomes in the same sample. This observation is also supported by a
recent study [27].

The GC content across the HHV-1 genome has been correlated with reduced read coverage
regions in mapping assemblies [30]. Most of the times these regions were the inverted IRS and
TRS, which also incorporate numerous VNTRs. Our analysis is consistent with the study of
Szpara et al [22] which demonstrated that VNTRs were responsible for disrupting the de novo
assembly of contigs both for strain F and for the clinical isolate H129. The relative normalized
read coverage in our mapping assemblies tended to be reduced wherever the relative GC con-
tent across the reference genome was increased in all of the 18 454-sequenced samples (Fig 1,
only the seven 454- and MinION-sequenced samples presented). MinION reads did not sub-
stantially assist the merging of contigs within the demanding inverted repeats, especially the
IRS and the TRS. These regions are characterised by low complexity, which in combination
with the low accuracy of MinION reads, may have resulted in conflicting assemblies. It is also
possible that these regions might by polymorphic among quasispecies within the same sample,
which would then produce conflicting assemblies. This will probably be improved by the new
MinION sequencer version, which has decreased sequencing error rates and improved
sequencing accuracy.

Although nucleotide differences are dispersed throughout the HHV-1 genome, the genes
are not equally conserved. The filtered non-synonymous mutations mined from 18 samples in
this study, revealed that some genes differ substantially from the reference (cumulative up to
53.3%) while others were extremely conserved (cumulative down to 0.1%). Ushijima et al [28],
describing HHV-1 mutant HF10, also showed a relatively high divergence in proteins UL1, UL2,
UL11, UL44, US1, US7, US8.5, US10 and US12. Kolb et al [30] sequenced 7 samples in a multi-
plex format and reported UL43, UL1, UL49A, UL11, US4 and US7 as the most variable genes.
Our observations were similar, with the exception of US4 gene, which demonstrated only moder-
ate variation in our samples and UL23 gene, which was the 4™ most variable in our samples but
had moderate variation in the same study (yet still, within the 10 more variable genes). UL23 (TK
gene) is where the majority (>90%) of the drug resistance mutations occur. This might be corre-
lated with the fact that the cohort studied here is of patients undergoing antiviral therapy. The
size and the demographic characteristics of the sample pools but also the different informatics
pipelines used for the variation calling may explain the differences observed between the two
studies. Genes UL16, UL15, UL45, UL28 and UL3, which were reported among the most con-
served, also demonstrated low variation levels (up to 5.2%) in our study (Fig 4).

Our results indicate that future relevant studies focusing on the resolution of the VNTRs
and the repetitive regions of the genome should make use of longer reads derived from 3™ gen-
eration sequencers like MinION. Hopefully, increased accuracy of the long-read technology, in
combination with the depth of short-read platforms, will improve the full genome de novo
assembly of HHV-1, which remains a challenging task.

Materials and Methods

Cell culture isolation and phenotypic drug susceptibility testing of HHV-1
clinical samples

In this study, we used a total of 18 HHV-1 isolates from 13 different patients (Table 2). The
viruses were isolated from clinical swabs taken from patient lesions by the attending clinician
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and sent to the National Reference Laboratory at Public Health England for routine diagnosis
and characterization of drug resistance. The viruses were isolated and titrated using monolay-
ers of African green monkey kidney cells (Vero cells). Phenotypic antiviral susceptibility testing
for HHV-1 was performed as previously described [51]. Briefly, viral isolates were used to
infect a sub-confluent monolayer of Vero cells at a concentration of 75 plaque forming units
(PFU) per well. After 1 hour incubation at 37°C cells were overlaid with CMC medium (4%
Carboxymethyl cellulose in PBS) containing a serial dilution of the antiviral drugs acyclovir
(ACV), pencyclovir (PCV), cidofovir (CDV) and foscarnet (FOS) or CMC alone, as a no drug
control, and incubated for a further 72 hours until plaques became apparent. Cells were fixed
with 10% formalin and stained with crystal violet before enumeration of the plaques. The data
was then used to determine ICs, values for all four drugs using linear regression. Definitions of
phenotypic drug susceptibility classification as sensitive or resistant were as follows: ACV,
<3uM or >40uM; PCV, <10uM or >40uM; CDV, <24uM or >30uM; FOS, <250uM or
>400uM, respectively. Any ICs, values falling in between these sensitive and resistant cut-offs
were reported as intermediate resistance.

The samples were anonymized by removal of any patient identifiable information and
assignment of a non-specific project number before being subjected to genetic characterization
as described below.

Preparation of viral DNA for sequencing

To prepare viral DNA for sequencing we infected confluent monolayers of Vero cells at 5
PFUs/cell for 24 to 48 hours, until cytopathic effect became apparent.

Viral supernatants were harvested by freeze-thawing and passed through a 0.45 pM filter.
Four ml of the virus supernatant was incubated with 20 U/ml DNase (Promega) for 3 hours at
37°C before loading onto a 1.5 ml 20% sucrose cushion and centrifuged at 100,000g for 1 hour.
Viral pellets were re-suspended in TE containing DNase chelator and extracted with the Pure-
Link® Viral RNA/DNA Mini Kit (Invitrogen) following manufacturer’s instructions.

454 and MinlON sequencing

Approximately 500 ng of extracted viral nucleic acid from each sample was processed for
sequencing by the Roche 454 GS Junior NGS platform following the manufacturer’s protocol
for sequencing viral genomic DNA (gDNA). Briefly, the viral gDNA was subjected to fragmen-
tation by nebulization to generate fragments between 500 to 800 base pairs long. The frag-
mented viral DNA was then used to create a library using the Rapid Library Preparation Kit
(Lib-L), which ligates short DNA adaptors. The short DNA adaptors contain unique multiplex
identifiers (MIDs), which allow sequencing of multiple samples in a single run. The DNA was
amplified by emulsion PCR before sequencing and all 18 samples were multiplexed in a single
run on a Roche 454 GS Junior System.

MinION sequencing libraries were prepared according to MAP003-MinION gDNA
Sequencing Kit protocol. Briefly, 1 ug of extracted DNA from 7 -previously 454 sequenced-
samples was sheared to approximately 10,000bp with g-Tubes (520079, Covaris, Woburn, Mas-
sachusetts, USA). After adding the internal control DNA (phage Lambda DNA), we end-
repaired the sheared DNA with NEBNext End-Repair module (New England BioLabs), puri-
fied it with Agencourt AMPure XP PCR Purification beads (Beckman Coulter) and dA-tailed it
with NEBNext dA-tailing module (New England BioLabs). Finally, we ligated the 3’end T-
overhanging hairpin- and Y- formed MinION sequencing adapters to the d-A tailed DNA
using NEBNext Blunt/TA Ligase (New England BioLabs). We conditioned and loaded the
libraries to the sequencer for a 48hours run, renewing them every 12 hours.
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Bioinformatics

Computational analyses were conducted using open source software packages. The.ssf files
derived from Roche 454 GS Junior platform, were converted to.fastq files using sff2fastq utility
v0.9.2 (https://github.com/indraniel/sff2fastq). The.fastq files were quality-controlled with
fastQC v.0.10.1 (http://www.bioinformatics.bbsrc.ac.uk/projects/fastqc) and the reads were
appropriately trimmed using fastx_trimmer from fastx toolkit v0.0.13 (http://hannonlab.cshl.
edu/fastx_toolkit/index.html), as there was an occasional drop in their quality after approxi-
mately the 450™ nucleotide. The reads were mapped against the HSV strain 17 reference
genome [14, 15] using bwa v0.7.12 [52] (default settings) and the resulting alignments were
visualized with the Integrated Genomics Viewer (IGV) v2.3.60 [53].

MinION basecalling was performed via the Metrichor agent (provided by ONT). We con-
verted the.fast5 reads to.fasta files using the poRe v0.5 package for R programming language
[54]. We used “Biostrings” Bioconductor package v2.38 to assess the read-length characteristics
of the MinION sequencer for each individual experiment. The alignment of the reads was per-
formed with LAST v581 [55] setting -T = 1, thus allowing only complete reads to be mapped.
We converted the resulting.maf alignments to.sam using “maf-convert” Python script (https://
github.com/arq5x/nanopore-scripts/blob/master/maf-convert.py).

We performed the de novo assembly of HHV-1 genomes with MIRA [33] using either the
filtered 454 reads alone, or in combination with the MinION reads and configuring the assem-
bler as: job = genome,denovo,accurate \ -GE:not = 12 -SK:mmhr = 1 -NW:cdrn = no -AS:
nop = 3 urd = yes. The hybrid assemblies were further improved using LINKS v1.3 [34] (default
settings). The continuity of the hybrid contigs over discontinuous 454 contigs was verified by
visual inspection of the mapping assemblies of both 454 and MinION reads, setting as a thresh-
old the existence of at least 2 MinION reads spanning the discontinuous 454 contigs for at least
500bp on each side (Fig 5). Unaligned contigs were removed from the output pool and all
assemblies were evaluated with QUAST v2.3 [37]. To identify rearrangement events we filtered
the QUAST-misaligned contigs with BLAST to exclude those suggesting rearrangements at the
beginning or at the end of repetitive regions and the remaining were evaluated by visual inspec-
tion with MAUVE v2.3.1 [36].

We used abacas v1.3.1 [56] to align the 454 de novo generated contigs with the reference
genome, using 100Ns to indicate the assembly gaps. We annotated the assemblies using prokka
v1.11 [57] and we converted the.gbk outputs to.embl formatted flat files using Artemis v16.0.0
[58].

We performed the SNP/INDEL and the consensus calling with the samtools package v1.2
[38] filtering-in variations with at least 80% read support per position. Using snpEff v3.6¢ [39]
the.vcf files where annotated to the reference genome and non-synonymous SNPS/INDELS
were further filtered with snpSift v3.6¢ [40] to meet the quality and coverage thresholds of >20
and >5, respectively. Using R for basic calculations, we estimated the per-gene mutation fre-
quency by counting the total number of the per-gene variations observed, divided by the length
of each protein, using as reference the HSV1 strain 17.

To calculate the mean coverage of 454 reads across the genome, we used bedtools coverage
v2.24.0 [35]. We calculated the normalised coverage after dividing the per position coverage by
the total mapped reads of each.bam file. We visualised the coverage plots in comparison to GC
content across the genome using DNAplotter v10.2 [59].

Supporting Information

S1 Fig. Nanopore-MinION read-length histograms (log10 transformed) and proportion of
total reads mapped to the HHV-1 genome (dark grey). The read-lengths' distribution but
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also the total mapped reads varied amongst the MinION runs.
(PDF)

S2 Fig. Comparative analysis of solo (S) 454-Roche and hybrid (H) 454-MinION assemblies
across all the repeat regions of HHV-1 genome (strain17). Regions covered by at least one
contig (+) where more in the hybrid assemblies compared to the solo ones, in 3 out of 5 sam-
ples tested.

(PDEF)

Acknowledgments

We would like to thank Professor Patricia Cane, Dr. Chris Parry, Andros Gavriel, Adriana
Alvarez and other members of the Antiviral Unit in the Virus Reference Department, PHE for
useful contributions to the phenotypic drug susceptibility testing of the HSV isolates. We
would also like to thank Mr. Thanos Mourikis and Dr. Amr Aswad for their assistance in the
bioinformatics analysis.

Author Contributions

Conceived and designed the experiments: TK IH GM JLM. Performed the experiments: TK ITH
RP. Analyzed the data: TK IH RP AK GM JLM. Wrote the paper: TK GM JLM.

References

1. Chayavichitsilp P, Buckwalter JV, Krakowski AC, Friedlander SF. Herpes simplex. Pediatrics in review
/ American Academy of Pediatrics. 2009; 30(4):119-29; quiz 30. doi: 10.1542/pir.30-4-119 PMID:
19339385.

2. Harmenberg J, Oberg B, Spruance S. Prevention of ulcerative lesions by episodic treatment of recur-
rent herpes labialis: A literature review. Acta dermato-venereologica. 2010; 90(2):122-30. doi: 10.
2340/00015555-0806 PMID: 20169294.

3. Whitley RJ. Herpes simplex encephalitis: adolescents and adults. Antiviral research. 2006; 71(2—
3):141-8. doi: 10.1016/j.antiviral.2006.04.002 PMID: 16675036.

4. Labetoulle M, Auquier P, Conrad H, Crochard A, Daniloski M, Bouee S, et al. Incidence of herpes sim-
plex virus keratitis in France. Ophthalmology. 2005; 112(5):888-95. doi: 10.1016/j.ophtha.2004.11.052
PMID: 15878072.

5. Samra Z, Scherf E, Dan M. Herpes simplex virus type 1 is the prevailing cause of genital herpes in the
Tel Aviv area, Israel. Sex Transm Dis. 2003; 30(10):794—6. doi: 10.1097/01.0LQ.0000079517.04451.
79 PMID: 14520180.

6. Garceau R, Leblanc D, Thibault L, Girouard G, Mallet M. Herpes simplex virus type 1 is the leading
cause of genital herpes in New Brunswick. Can J Infect Dis Med Microbiol. 2012; 23(1):15-8. PMID:
23450274; PubMed Central PMCID: PMC3374468.

7. Kortekangas-Savolainen O, Orhanen E, Puodinketo T, Vuorinen T. Epidemiology of genital herpes sim-
plex virus type 1 and 2 infections in southwestern Finland during a 10-year period (2003-2012). Sex
Transm Dis. 2014; 41(4):268-71. doi: 10.1097/0OLQ.0000000000000101 PMID: 24622640.

8. Johnston C, Koelle DM, Wald A. HSV-2: in pursuit of a vaccine. The Journal of clinical investigation.
2011; 121(12):4600-9. doi: 10.1172/JCI57148 PMID: 22133885; PubMed Central PMCID:
PMC3223069.

9. Sauerbrei A, Deinhardt S, Zell R, Wutzler P. Testing of herpes simplex virus for resistance to antiviral
drugs. Virulence. 2010; 1(6):555—-7. PMID: 211785083.

10. Wyles DL, Patel A, Madinger N, Bessesen M, Krause PR, Weinberg A. Development of herpes simplex
virus disease in patients who are receiving cidofovir. Clinical infectious diseases: an official publication
of the Infectious Diseases Society of America. 2005; 41(5):676-80. doi: 10.1086/432477 PMID:
16080090.

11. Larder BA, Darby G. Selection and characterisation of acyclovir-resistant herpes simplex virus type 1
mutants inducing altered DNA polymerase activities. Virology. 1985; 146(2):262—71. PMID: 2996220.

PLOS ONE | DOI:10.1371/journal.pone.0157600 June 16,2016 16/19


http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0157600.s002
http://dx.doi.org/10.1542/pir.30-4-119
http://www.ncbi.nlm.nih.gov/pubmed/19339385
http://dx.doi.org/10.2340/00015555-0806
http://dx.doi.org/10.2340/00015555-0806
http://www.ncbi.nlm.nih.gov/pubmed/20169294
http://dx.doi.org/10.1016/j.antiviral.2006.04.002
http://www.ncbi.nlm.nih.gov/pubmed/16675036
http://dx.doi.org/10.1016/j.ophtha.2004.11.052
http://www.ncbi.nlm.nih.gov/pubmed/15878072
http://dx.doi.org/10.1097/01.OLQ.0000079517.04451.79
http://dx.doi.org/10.1097/01.OLQ.0000079517.04451.79
http://www.ncbi.nlm.nih.gov/pubmed/14520180
http://www.ncbi.nlm.nih.gov/pubmed/23450274
http://dx.doi.org/10.1097/OLQ.0000000000000101
http://www.ncbi.nlm.nih.gov/pubmed/24622640
http://dx.doi.org/10.1172/JCI57148
http://www.ncbi.nlm.nih.gov/pubmed/22133885
http://www.ncbi.nlm.nih.gov/pubmed/21178503
http://dx.doi.org/10.1086/432477
http://www.ncbi.nlm.nih.gov/pubmed/16080090
http://www.ncbi.nlm.nih.gov/pubmed/2996220

@ PLOS | oxe

HHV-1 De Novo Genome Assembly Using Short- and Long-Read NGS Reveals Genome-Wide Variation

12

13.

14.

15.

16.

17.

18.

19.

20.

21.

22,

23.

24.

25.

26.

27.

28.

29.

30.

Morfin F, Thouvenot D. Herpes simplex virus resistance to antiviral drugs. Journal of clinical virology:
the official publication of the Pan American Society for Clinical Virology. 2003; 26(1):29-37. PMID:
12589832.

Piret J, Boivin G. Resistance of herpes simplex viruses to nucleoside analogues: mechanisms, preva-
lence, and management. Antimicrob Agents Chemother. 2011; 55(2):459-72. doi: 10.1128/AAC.
00615-10 PMID: 21078929; PubMed Central PMCID: PMC3028810.

McGeoch DJ, Dalrymple MA, Davison AJ, Dolan A, Frame MC, McNab D, et al. The complete DNA
sequence of the long unique region in the genome of herpes simplex virus type 1. The Journal of gen-
eral virology. 1988; 69 (Pt 7):1531-74. PMID: 2839594.

McGeoch DJ, Dolan A, Donald S, Brauer DH. Complete DNA sequence of the short repeat region in
the genome of herpes simplex virus type 1. Nucleic acids research. 1986; 14(4):1727—45. PMID:
3005980; PubMed Central PMCID: PMC339569.

Smiley JR, Duncan J, Howes M. Sequence requirements for DNA rearrangements induced by the ter-
minal repeat of herpes simplex virus type 1 KOS DNA. Journal of virology. 1990; 64(10):5036-50.
PMID: 2168985; PubMed Central PMCID: PMC247995.

Chou J, Roizman B. Isomerization of herpes simplex virus 1 genome: identification of the cis-acting and
recombination sites within the domain of the a sequence. Cell. 1985; 41(3):803—-11. PMID: 2988789.

Jenkins FJ, Martin JR. Role of the herpes simplex virus 1 internal repeat sequences in pathogenicity.
Intervirology. 1990; 31(2—4):129-38. PMID: 2165040.

Jenkins FJ, Roizman B. Herpes simplex virus 1 recombinants with noninverting genomes frozen in dif-
ferent isomeric arrangements are capable of independent replication. Journal of virology. 1986; 59
(2):494-9. PMID: 3016310; PubMed Central PMCID: PMC253102.

Sakaoka H, Saito H, Sekine K, Aomori T, Grillner L, Wadell G, et al. Genomic comparison of herpes
simplex virus type 1 isolates from Japan, Sweden and Kenya. The Journal of general virology. 1987; 68
(Pt 3):749-64. PMID: 3029302.

Sakaoka H, Aomori T, Gouro T, Kumamoto Y. Demonstration of either endogenous recurrence or exog-
enous reinfection by restriction endonuclease cleavage analysis of herpes simplex virus from patients
with recrudescent genital herpes. Journal of medical virology. 1995; 46(4):387—96. PMID: 7595418.

Szpara ML, Parsons L, Enquist LW. Sequence variability in clinical and laboratory isolates of herpes
simplex virus 1 reveals new mutations. Journal of virology. 2010; 84(10):5303—13. doi: 10.1128/JVI.
00312-10 PMID: 20219902; PubMed Central PMCID: PMC2863834.

Macdonald SJ, Mostafa HH, Morrison LA, Davido DJ. Genome sequence of herpes simplex virus 1
strain KOS. Journal of virology. 2012; 86(11):6371-2. doi: 10.1128/JV1.00646-12 PMID: 22570244;
PubMed Central PMCID: PMC3372216.

Colgrove RC, Liu X, Griffiths A, Raja P, Deluca NA, Newman RM, et al. History and genomic sequence
analysis of the herpes simplex virus 1 KOS and KOS1.1 sub-strains. Virology. 2016; 487:215-21. Epub
2015/11/08. doi: 10.1016/j.virol.2015.09.026 PMID: 26547038; PubMed Central PMCID:
PMCPMC4679709.

Macdonald SJ, Mostafa HH, Morrison LA, Davido DJ. Genome sequence of herpes simplex virus 1
strain McKrae. Journal of virology. 2012; 86(17):9540—-1. Epub 2012/08/11. doi: 10.1128/jvi.01469-12
PMID: 22879612; PubMed Central PMCID: PMCPMC3416131.

Watson G, Xu W, Reed A, Babra B, Putman T, Wick E, et al. Sequence and comparative analysis of the
genome of HSV-1 strain McKrae. Virology. 2012; 433(2):528—-37. Epub 2012/10/02. doi: 10.1016/j.virol.
2012.08.043 PMID: 23021301.

Szpara ML, Gatherer D, Ochoa A, Greenbaum B, Dolan A, Bowden RJ, et al. Evolution and diversity in
human herpes simplex virus genomes. Journal of virology. 2014; 88(2):1209-27. Epub 2013/11/15.
doi: 10.1128/jvi.01987-13 PMID: 24227835; PubMed Central PMCID: PMCPMC3911644.

Ushijima Y, Luo C, Goshima F, Yamauchi Y, Kimura H, Nishiyama Y. Determination and analysis of the
DNA sequence of highly attenuated herpes simplex virus type 1 mutant HF10, a potential oncolytic
virus. Microbes and infection / Institut Pasteur. 2007; 9(2):142—9. Epub 2007/01/16. doi: 10.1016/j.
micinf.2006.10.019 PMID: 17218138.

Takahashi G, Meshii N, Hamada M, Iwai S, Yura Y. Sequence of a fusogenic herpes simplex virus,
RH2, for oncolytic virotherapy. The Journal of general virology. 2013; 94(Pt 4):726—-37. Epub 2012/12/
15. doi: 10.1099/vir.0.044834—-0 PMID: 23239570.

Kolb AW, Adams M, Cabot EL, Craven M, Brandt CR. Multiplex sequencing of seven ocular herpes
simplex virus type-1 genomes: phylogeny, sequence variability, and SNP distribution. Investigative
ophthalmology & visual science. 2011; 52(12):9061-73. doi: 10.1167/iovs.11-7812 PMID: 22016062;
PubMed Central PMCID: PMC3231845.

PLOS ONE | DOI:10.1371/journal.pone.0157600 June 16,2016 17/19


http://www.ncbi.nlm.nih.gov/pubmed/12589832
http://dx.doi.org/10.1128/AAC.00615-10
http://dx.doi.org/10.1128/AAC.00615-10
http://www.ncbi.nlm.nih.gov/pubmed/21078929
http://www.ncbi.nlm.nih.gov/pubmed/2839594
http://www.ncbi.nlm.nih.gov/pubmed/3005980
http://www.ncbi.nlm.nih.gov/pubmed/2168985
http://www.ncbi.nlm.nih.gov/pubmed/2988789
http://www.ncbi.nlm.nih.gov/pubmed/2165040
http://www.ncbi.nlm.nih.gov/pubmed/3016310
http://www.ncbi.nlm.nih.gov/pubmed/3029302
http://www.ncbi.nlm.nih.gov/pubmed/7595418
http://dx.doi.org/10.1128/JVI.00312-10
http://dx.doi.org/10.1128/JVI.00312-10
http://www.ncbi.nlm.nih.gov/pubmed/20219902
http://dx.doi.org/10.1128/JVI.00646-12
http://www.ncbi.nlm.nih.gov/pubmed/22570244
http://dx.doi.org/10.1016/j.virol.2015.09.026
http://www.ncbi.nlm.nih.gov/pubmed/26547038
http://dx.doi.org/10.1128/jvi.01469-12
http://www.ncbi.nlm.nih.gov/pubmed/22879612
http://dx.doi.org/10.1016/j.virol.2012.08.043
http://dx.doi.org/10.1016/j.virol.2012.08.043
http://www.ncbi.nlm.nih.gov/pubmed/23021301
http://dx.doi.org/10.1128/jvi.01987-13
http://www.ncbi.nlm.nih.gov/pubmed/24227835
http://dx.doi.org/10.1016/j.micinf.2006.10.019
http://dx.doi.org/10.1016/j.micinf.2006.10.019
http://www.ncbi.nlm.nih.gov/pubmed/17218138
http://dx.doi.org/10.1099/vir.0.044834&ndash;0
http://www.ncbi.nlm.nih.gov/pubmed/23239570
http://dx.doi.org/10.1167/iovs.11-7812
http://www.ncbi.nlm.nih.gov/pubmed/22016062

@ PLOS | oxe

HHV-1 De Novo Genome Assembly Using Short- and Long-Read NGS Reveals Genome-Wide Variation

31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

42,

43.

44.

45.

46.

47.

48.

49.

Ashton PM, Nair S, Dallman T, Rubino S, Rabsch W, Mwaigwisya S, et al. MinlON nanopore sequenc-
ing identifies the position and structure of a bacterial antibiotic resistance island. Nature biotechnology.
2014: doi: 10.1038/nbt.3103 PMID: 25485618.

Ashton PM, Nair S, Dallman T, Rubino S, Rabsch W, Mwaigwisya S, et al. MinlON nanopore sequenc-
ing identifies the position and structure of a bacterial antibiotic resistance island. Nature biotechnology.
2015; 33(3):296—-300. doi: 10.1038/nbt.3103 PMID: 25485618.

Chevreux B, Wetter T, Suhai S. Genome Sequence Assembly Using Trace Signals and Additional
Sequence Information. Computer Science and Biology Proceedings of the German Conference on Bio-
informatics 1999; 99:45-56.

Warren RL, Yang C, Vandervalk BP, Behsaz B, Lagman A, Jones SJ, et al. LINKS: Scalable, align-
ment-free scaffolding of draft genomes with long reads. Gigascience. 2015; 4:35. doi: 10.1186/s13742-
015-0076-3 PMID: 26244089; PubMed Central PMCID: PMC4524009.

Quinlan AR. BEDTools: The Swiss-Army Tool for Genome Feature Analysis. Curr Protoc Bioinformat-
ics. 2014; 47:11 2 1-2 34. Epub 2014/09/10. doi: 10.1002/0471250953.bi1112s47 PMID: 25199790;
PubMed Central PMCID: PMCPMC4213956.

Darling AC, Mau B, Blattner FR, Perna NT. Mauve: multiple alignment of conserved genomic sequence
with rearrangements. Genome Res. 2004; 14(7):1394—-403. Epub 2004/07/03. doi: 10.1101/gr.
2289704 PMID: 15231754; PubMed Central PMCID: PMCPMC442156.

Gurevich A, Saveliev V, Vyahhi N, Tesler G. QUAST: quality assessment tool for ggnome assemblies.
Bioinformatics. 2013; 29(8):1072-5. Epub 2013/02/21. doi: 10.1093/bioinformatics/btt086 PMID:
23422339; PubMed Central PMCID: PMCPMC3624806.

Li H, Handsaker B, Wysoker A, Fennell T, Ruan J, Homer N, et al. The Sequence Alignment/Map for-
mat and SAMtools. Bioinformatics. 2009; 25(16):2078-9. doi: 10.1093/bioinformatics/btp352 PMID:
19505943; PubMed Central PMCID: PMC2723002.

Cingolani P, Platts A, Wang le L, Coon M, Nguyen T, Wang L, et al. A program for annotating and pre-
dicting the effects of single nucleotide polymorphisms, SnpEff: SNPs in the genome of Drosophila mel-
anogaster strain w1118; iso-2; iso-3. Fly. 2012; 6(2):80-92. doi: 10.4161/fly.19695 PMID: 22728672;
PubMed Central PMCID: PMC3679285.

Cingolani P, Patel VM, Coon M, Nguyen T, Land SJ, Ruden DM, et al. Using Drosophila melanogaster
as a Model for Genotoxic Chemical Mutational Studies with a New Program, SnpSift. Frontiers in genet-
ics. 2012; 3:35. doi: 10.3389/fgene.2012.00035 PMID: 22435069; PubMed Central PMCID:
PMC3304048.

Andrei G, Snoeck R. Herpes simplex virus drug-resistance: new mutations and insights. Curr Opin
Infect Dis. 2013; 26(6):551-60. doi: 10.1097/QC0O.0000000000000015 PMID: 24152761.

Andrei G, Georgala A, Topalis D, Fiten P, Aoun M, Opdenakker G, et al. Heterogeneity and evolution of
thymidine kinase and DNA polymerase mutants of herpes simplex virus type 1: implications for antiviral
therapy. J Infect Dis. 2013; 207(8):1295-305. doi: 10.1093/infdis/jit019 PMID: 23315323.

Schubert A, Gentner E, Bohn K, Schwarz M, Mertens T, Sauerbrei A. Single nucleotide polymorphisms
of thymidine kinase and DNA polymerase genes in clinical herpes simplex virus type 1 isolates associ-
ated with different resistance phenotypes. Antiviral research. 2014; 107:16—22. doi: 10.1016/j.antiviral.
2014.03.015 PMID: 24747042,

Flicek P, Birney E. Sense from sequence reads: methods for alignment and assembly. Nature methods.
2009; 6(11 Suppl):S6-S12. doi: 10.1038/nmeth.1376 PMID: 19844229.

MacLean D, Jones JD, Studholme DJ. Application of 'next-generation' sequencing technologies to
microbial genetics. Nature reviews Microbiology. 2009; 7(4):287-96. doi: 10.1038/nrmicro2122 PMID:
19287448.

Norberg P, Tyler S, Severini A, Whitley R, Liljeqvist JA, Bergstrom T. A genome-wide comparative evo-
lutionary analysis of herpes simplex virus type 1 and varicella zoster virus. PloS one. 2011; 6(7):
€22527. doi: 10.1371/journal.pone.0022527 PMID: 21799886; PubMed Central PMCID: PMC3143153.

Quick J, Quinlan AR, Loman NJ. A reference bacterial genome dataset generated on the MinlON porta-
ble single-molecule nanopore sequencer. GigaScience. 2014; 3:22. doi: 10.1186/2047-217X-3-22
PMID: 25386338; PubMed Central PMCID: PMC4226419.

Loman NJ, Misra RV, Dallman TJ, Constantinidou C, Gharbia SE, Wain J, et al. Performance compari-
son of benchtop high-throughput sequencing platforms. Nature biotechnology. 2012; 30(5):434—9. doi:
10.1038/nbt.2198 PMID: 22522955.

Pielberg G, Andersson L. Gene copy number detection in animal studies. Methods in molecular biology.
2007; 373:147-56. doi: 10.1385/1-59745-377-3:147 PMID: 17185764.

PLOS ONE | DOI:10.1371/journal.pone.0157600 June 16,2016 18/19


http://dx.doi.org/10.1038/nbt.3103
http://www.ncbi.nlm.nih.gov/pubmed/25485618
http://dx.doi.org/10.1038/nbt.3103
http://www.ncbi.nlm.nih.gov/pubmed/25485618
http://dx.doi.org/10.1186/s13742-015-0076-3
http://dx.doi.org/10.1186/s13742-015-0076-3
http://www.ncbi.nlm.nih.gov/pubmed/26244089
http://dx.doi.org/10.1002/0471250953.bi1112s47
http://www.ncbi.nlm.nih.gov/pubmed/25199790
http://dx.doi.org/10.1101/gr.2289704
http://dx.doi.org/10.1101/gr.2289704
http://www.ncbi.nlm.nih.gov/pubmed/15231754
http://dx.doi.org/10.1093/bioinformatics/btt086
http://www.ncbi.nlm.nih.gov/pubmed/23422339
http://dx.doi.org/10.1093/bioinformatics/btp352
http://www.ncbi.nlm.nih.gov/pubmed/19505943
http://dx.doi.org/10.4161/fly.19695
http://www.ncbi.nlm.nih.gov/pubmed/22728672
http://dx.doi.org/10.3389/fgene.2012.00035
http://www.ncbi.nlm.nih.gov/pubmed/22435069
http://dx.doi.org/10.1097/QCO.0000000000000015
http://www.ncbi.nlm.nih.gov/pubmed/24152761
http://dx.doi.org/10.1093/infdis/jit019
http://www.ncbi.nlm.nih.gov/pubmed/23315323
http://dx.doi.org/10.1016/j.antiviral.2014.03.015
http://dx.doi.org/10.1016/j.antiviral.2014.03.015
http://www.ncbi.nlm.nih.gov/pubmed/24747042
http://dx.doi.org/10.1038/nmeth.1376
http://www.ncbi.nlm.nih.gov/pubmed/19844229
http://dx.doi.org/10.1038/nrmicro2122
http://www.ncbi.nlm.nih.gov/pubmed/19287448
http://dx.doi.org/10.1371/journal.pone.0022527
http://www.ncbi.nlm.nih.gov/pubmed/21799886
http://dx.doi.org/10.1186/2047-217X-3-22
http://www.ncbi.nlm.nih.gov/pubmed/25386338
http://dx.doi.org/10.1038/nbt.2198
http://www.ncbi.nlm.nih.gov/pubmed/22522955
http://dx.doi.org/10.1385/1-59745-377-3:147
http://www.ncbi.nlm.nih.gov/pubmed/17185764

@ PLOS | oxe

HHV-1 De Novo Genome Assembly Using Short- and Long-Read NGS Reveals Genome-Wide Variation

50.

51.
52.

53.

54.

55.

56.

57.

58.

59.

Mahiet C, Ergani A, Huot N, Alende N, Azough A, Salvaire F, et al. Structural variability of the herpes
simplex virus 1 genome in vitro and in vivo. Journal of virology. 2012; 86(16):8592—601. doi: 10.1128/
JVI1.00223-12 PMID: 22674981; PubMed Central PMCID: PMC3421737.

Mbisa JL. Antiviral Resistance Testing: eLS; 2013.

Li H, Durbin R. Fast and accurate long-read alignment with Burrows-Wheeler transform. Bioinformatics.
2010; 26(5):589-95. doi: 10.1093/bioinformatics/btp698 PMID: 20080505; PubMed Central PMCID:
PMC2828108.

Thorvaldsdottir H, Robinson JT, Mesirov JP. Integrative Genomics Viewer (IGV): high-performance
genomics data visualization and exploration. Briefings in bioinformatics. 2013; 14(2):178-92. doi: 10.
10983/bib/bbs017 PMID: 22517427; PubMed Central PMCID: PMC3603213.

Watson M, Thomson M, Risse J, Talbot R, Santoyo-Lopez J, Gharbi K, et al. poRe: an R package for
the visualization and analysis of nanopore sequencing data. Bioinformatics. 2014. doi: 10.1093/
bioinformatics/btu590 PMID: 25173419.

Frith MC, Hamada M, Horton P. Parameters for accurate genome alignment. BMC bioinformatics.
2010; 11:80. doi: 10.1186/1471-2105-11-80 PMID: 20144198; PubMed Central PMCID: PMC2829014.

Assefa S, Keane TM, Otto TD, Newbold C, Berriman M. ABACAS: algorithm-based automatic contigua-
tion of assembled sequences. Bioinformatics (Oxford, England). 2009; 25(15):1968-9. PMID:
19497936.

Seemann T. Prokka: rapid prokaryotic genome annotation. Bioinformatics. 2014; 30(14):2068—9. Epub
2014/03/20. doi: 10.1093/bioinformatics/btu153 PMID: 24642063.

Carver T, Berriman M, Tivey A, Patel C, Bbhme U, Barrell BG, et al. Artemis and ACT: viewing, annotat-
ing and comparing sequences stored in a relational database. Bioinformatics (Oxford, England). 2008;
24(23):2672—-6. PMID: 18845581.

Carver T, Thomson N, Bleasby A, Berriman M, Parkhill J. DNAPIotter: circular and linear interactive
genome visualization. Bioinformatics. 2009; 25(1):119-20. doi: 10.1093/bioinformatics/btn578 PMID:
18990721; PubMed Central PMCID: PMC2612626.

PLOS ONE | DOI:10.1371/journal.pone.0157600 June 16,2016 19/19


http://dx.doi.org/10.1128/JVI.00223-12
http://dx.doi.org/10.1128/JVI.00223-12
http://www.ncbi.nlm.nih.gov/pubmed/22674981
http://dx.doi.org/10.1093/bioinformatics/btp698
http://www.ncbi.nlm.nih.gov/pubmed/20080505
http://dx.doi.org/10.1093/bib/bbs017
http://dx.doi.org/10.1093/bib/bbs017
http://www.ncbi.nlm.nih.gov/pubmed/22517427
http://dx.doi.org/10.1093/bioinformatics/btu590
http://dx.doi.org/10.1093/bioinformatics/btu590
http://www.ncbi.nlm.nih.gov/pubmed/25173419
http://dx.doi.org/10.1186/1471-2105-11-80
http://www.ncbi.nlm.nih.gov/pubmed/20144198
http://www.ncbi.nlm.nih.gov/pubmed/19497936
http://dx.doi.org/10.1093/bioinformatics/btu153
http://www.ncbi.nlm.nih.gov/pubmed/24642063
http://www.ncbi.nlm.nih.gov/pubmed/18845581
http://dx.doi.org/10.1093/bioinformatics/btn578
http://www.ncbi.nlm.nih.gov/pubmed/18990721

