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A new approach for detecting adventitious
viruses shows Sf-rhabdovirus-negative
Sf-RVN cells are suitable for safe biologicals
production
Christoph Geisler

Abstract

Background: Adventitious viral contamination in cell substrates used for biologicals production is a major safety
concern. A powerful new approach that can be used to identify adventitious viruses is a combination of
bioinformatics tools with massively parallel sequencing technology. Typically, this involves mapping or BLASTN
searching individual reads against viral nucleotide databases. Although extremely sensitive for known viruses, this
approach can easily miss viruses that are too dissimilar to viruses in the database. Moreover, it is computationally
intensive and requires reference cell genome databases. To avoid these drawbacks, we set out to develop an
alternative approach. We reasoned that searching genome and transcriptome assemblies for adventitious viral
contaminants using TBLASTN with a compact viral protein database covering extant viral diversity as the query
could be fast and sensitive without a requirement for high performance computing hardware.

Results: We tested our approach on Spodoptera frugiperda Sf-RVN, a recently isolated insect cell line, to determine
if it was contaminated with one or more adventitious viruses. We used Illumina reads to assemble the Sf-RVN
genome and transcriptome and searched them for adventitious viral contaminants using TBLASTN with our viral
protein database. We found no evidence of viral contamination, which was substantiated by the fact that our
searches otherwise identified diverse sequences encoding virus-like proteins. These sequences included Maverick,
R1 LINE, and errantivirus transposons, all of which are common in insect genomes. We also identified previously
described as well as novel endogenous viral elements similar to ORFs encoded by diverse insect viruses.

Conclusions: Our results demonstrate TBLASTN searching massively parallel sequencing (MPS) assemblies with a
compact, manually curated viral protein database is more sensitive for adventitious virus detection than BLASTN, as
we identified various sequences that encoded virus-like proteins, but had no similarity to viral sequences at the
nucleotide level. Moreover, searches were fast without requiring high performance computing hardware. Our study
also documents the enhanced biosafety profile of Sf-RVN as compared to other Sf cell lines, and supports the
notion that Sf-RVN is highly suitable for the production of safe biologicals.
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Background
Adventitious viruses have been found to contaminate
cell substrates used in biologicals production on several
occasions, and are considered a major safety concern
[1]. In response, a variety of methods have been devel-
oped to probe for viruses in cell substrates and other
materials used in biologicals production [2, 3]. One
approach that can be used to probe for adventitious
viruses is massively parallel sequencing (MPS) combined
with read mapping or BLASTN searches against viral
nucleotide sequence databases [4–8]. The lack of
sequence bias and depth of sequence coverage provide
compelling arguments for the use of MPS in this
application.
Although this approach is highly suited for the detec-

tion of known viruses, it can easily miss viruses that are
too dissimilar to viruses in the search database. Another
drawback is the requirement for high performance
computing hardware, as it is computationally intensive.
Furthermore, to be effective, host cell reads need to be
filtered from the MPS data prior to further analysis,
leading to a requirement for high quality reference
genome databases [4, 9, 10]. Such databases are only
available for a few select species.
To avoid these drawbacks, we set out to develop an al-

ternative approach to search MPS data for adventitious
viral sequences. We reasoned that TBLASTN searching
genome and transcriptome assemblies, not individual
reads, against a compact custom database comprising a
comprehensive set of viral proteins from an inclusive
range of viruses (viral protein database, VPD) could be
sensitive and computationally relatively non-intensive
without a requirement for high quality reference genome
databases. This workflow is outlined in Fig. 1.
We tested our approach on Sf-RVN, a recently isolated

Spodoptera frugiperda (Sf ) insect cell line [11]. Unlike
other Sf cell lines, Sf-RVN is not persistently infected

with Sf-rhabdovirus [12–14]. Sf-RVN cells lack pheno-
types commonly associated with viral infection, such as
nuclear hypertrophy, inclusion bodies, or syncytia for-
mation. However, insect cell lines known to be persist-
ently infected with adventitious viruses also lack these
phenotypes. Moreover, insects and insect cell lines can
be simultaneously infected with multiple viruses [15, 16].
Thus, we wanted to test the possibility that Sf-RVN cells
are persistently infected with adventitious viruses other
than Sf-rhabdovirus.
We assembled the Sf-RVN cell genome and tran-

scriptome using Illumina MPS reads, and searched
the resulting contigs for sequences encoding virus-like
proteins using TBLASTN with our VPD as the query.
Both the genome and transcriptome were queried to
identify potential latent DNA virus infections, and to
correctly classify transcribed endogenous viral
elements (EVEs) and other transcribed virus-like gen-
omic sequences [17]. Finally, we searched the Sf-RVN
genome and transcriptome for errantiviruses using
previously published Sf cell and lepidopteran erranti-
virus sequences as the query.
Our BLAST searches did not reveal evidence of con-

tamination with Sf-rhabdovirus or any other viruses.
However, they did identify diverse sequences encod-
ing virus-like proteins. These included Maverick and
R1 LINE DNA transposons, as well as several previ-
ously partially described [18] errantiviral sequences.
Our TBLASTN searches also identified previously
described Sf-rhabdovirus-like EVEs [17], as well as
several new EVEs similar to ORFs encoded by diverse
insect viruses.
We conclude that our approach to probe MPS assem-

blies for adventitious viruses using TBLASTN with a
manually curated, compact viral protein database is not
only fast, but also highly sensitive, as we identified vari-
ous sequences that encoded virus-like proteins, but had

Fig. 1 Workflow of the approach presented in this paper
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no similarity to viral sequences at the nucleotide level.
Furthermore, considering these searches identified di-
verse virus-like sequences, but no sequences associated
with typical replication-competent viruses, we conclude
Sf-RVN is not contaminated with Sf-rhabdovirus or any
other viral adventitious agents.

Methods
Cell culture, DNA and RNA extraction, MPS
Sf-RVN cells (GlycoBac, Laramie, WY, USA) were rou-
tinely maintained as previously described [11]. DNA and
RNA were extracted as previously described [17]. DNA
and RNA library preparations, sequencing reactions, and
initial bioinformatics analysis were conducted by Genewiz,
LLC (South Plainfield, NJ, USA), as described below.
For transcriptome sequencing, an RNA library was

prepared using the NEBNext Ultra RNA Library Prep
Kit for Illumina (E7530, New England Biolabs) following
the manufacturer’s recommendations. PolyA+ mRNAs
were enriched from total RNA with oligo d (T) beads, as
kits that selectively degrade rRNA using species-specific
rRNA-complementary DNA probes with RNAseH are
not available for, or are untested with lepidopteran insect
RNA samples. It is conceivable RNAs from the few vi-
ruses that do not produce polyadenylated RNAs were
depleted during the polyA+ enrichment step, and that
such viruses, if present, could consequently escape
detection. Given the circumstances, we felt rRNA deple-
tion through polyA+ enrichment was a necessary com-
promise. However, it should be noted recent research
indicates several viruses previously thought not to pro-
duce polyadenylated RNAs do in fact produce polyA+
RNA at a low frequency [19, 20], suggesting that RNA
from such viruses may still be detected.
Following polyA+ enrichment, RNAs were fragmented

for 15 min at 94 °C. First and second strand cDNA’s
were subsequently synthesized, cDNA fragments were
end repaired and 3′-adenylated, and universal adapters
were ligated to cDNA fragments. For genome sequen-
cing, a DNA library was prepared using the NEBNext
Ultra DNA Library Prep Kit for Illumina (E7370, New
England Biolabs) following the manufacturer’s recom-
mendations. Briefly, the genomic DNA was fragmented
by acoustic shearing with a Covaris S220 ultrasonicator,
end repaired and 3′-adenylated, and universal adapters
were ligated to DNA fragments.
Adapter-ligated DNAs were indexed and enriched by

limited cycle PCR, quantified by real-time PCR, and
multiplexed by equal molar mass. Pooled libraries were
clustered onto a flowcell lane and loaded on the Illumina
HiSeq 2500 instrument according to the manufacturer’s
instructions, and were sequenced using a 2 × 150 paired-
end (PE) Rapid Run configuration. Image analysis and
base calling were conducted by the HiSeq Control

Software (HCS) on the HiSeq2500 instrument and raw
sequence data was converted into the fastq format and
de-multiplexed using the Illumina CASAVA 1.8.2 pro-
gram. One mismatch was allowed for index sequence
identification. FastQ files from each sample were
trimmed to remove adapter sequences and poor quality
reads at the ends. De novo assembly was conducted
using CLC Genomics Server 8.0.3 and the resulting
reads were assembled in CLC Genomics Workbench.
Finally, the resulting assemblies were uploaded to
GenBank (BioProject PRJNA344686).

BLAST searches
Searchable Sf-RVN genome and transcriptome databases
were generated using the NCBI BLAST+ suite, and
queried through the prfectBLAST Java front end [21]
(BLAST+ version 2.4.0) with an in-house viral protein
database (see below) through TBLASTN searches.
Search results with an E-value <0.1 were further investi-
gated by comparing translated sequences to the NCBI
Conserved Domain Database (CDD) [22] to identify do-
mains that could aid in classifying sequences as viral or
insect. Search results were also classified by comparing
contigs to viral and insect proteins in the GenBank data-
base through BLASTX searches. If insect proteins were
much more similar than the most closely related viral
proteins, contigs were classified as insect, not viral
sequences. Typically, if a predicted protein was a
conserved insect protein, proteins from related insect
species had E values tens of orders of magnitude lower
than viral proteins.

Sequence comparison
Amino acid alignments were automatically generated
using ClustalX2 [23] and manually corrected, as
required. Protdist (PHYLIP Version 3.695) was used to
generate distance matrices with the Jones-Taylor-
Thornton model. Unrooted trees were then generated
using the neighbor-joining method (Neighbor; PHYLIP
package) and drawn using the PHYLIP drawtree post-
script generator.

Results
Sf-RVN cell genome and transcriptome assembly
The assembled Sf-RVN cell genome comprised 392 Mb
in 66,319 contigs at approximately 121-fold coverage,
and the assembled Sf-RVN cell transcriptome comprised
39.6 Mb in 22,370 contigs at 548-fold coverage (for
additional details, see Table 1). These numbers are com-
parable to those associated with the previously released
draft genome and transcriptome of S. frugiperda Sf21
cells, which comprised 358 Mb in 37,235 contigs, and
47.4 Mb in 24,016 contigs, respectively [24, 25].
However, our genome assembly had only 0.55% of N’s in
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gaps, whereas the previously released draft had 7.7% of
N’s in gaps. Thus, our genome assembly has fewer and
shorter gaps, although our N50 (12.4 kB) is shorter than
the N50 of the previously released draft genome (53.7
kB). This latter disparity can be at least partially attrib-
uted to the use of three datasets for the previously
released draft genome [24]. These included a short insert
(350 bp) paired end (100 bp) library (Illumina), a single
read (average read length of 300 bp) library (Roche
Titanium), and a long insert (2 kbp) paired end (60 bp)
library (ABI SOLiD). The use of these three libraries
allowed Kakumani et al. [24] to assemble larger super-
contigs than we could using only a single 150 bp paired
end library. For our transcriptome, the N50 (2.6 kb) was
also somewhat shorter than that of the recently
published Sf21 cell transcriptome (3.4 kb). Overall, the
quality of our assembled genome and transcriptome is
comparable to the previously released Sf21 cell draft
genome and transcriptome.

Viral protein database (VPD) construction
As protein sequences are far more highly conserved
than nucleotide sequences, we searched the Sf-RVN
cell genome and transcriptome using TBLASTN
searches [26] with a custom viral protein database
(VPD) as the query. At the time of this writing, the
NCBI GenBank database contained approximately
4.2 million viral protein sequences, as determined by
using (viruses [filter]) as the search term. Using a
VPD containing all these sequences as the query for
TBLASTN searches would be computationally very
intensive. The redundancy introduced by variants
with only minor differences, duplicates and incom-
plete sequences would also complicate interpretation
of the search results.

Thus, we created an in-house VPD containing viral
proteins from at least one representative of all virus fam-
ilies in the Baltimore classification, as described in the
Virus Taxonomy: 2015 Release by the International
Committee on Taxonomy of Viruses (http://www.ictvon-
line.org/virustaxonomy.asp), as well as proteins from at
least one virus for each unclassified virus family. We
used ‘type’ viruses if their whole genome had been se-
quenced. Otherwise, we used another virus whose whole
genome had been sequenced to represent that family.
We also included viruses known to be able to infect S.
frugiperda, such as Sf-rhabdovirus, as well as viruses
known to contaminate insect cell cultures, such as
Bombyx mori macula-like latent virus [27–30].
Finally, we manually curated our VPD to account for

the fact that viral proteins often have sequences similar
to host cell proteins. For example, a comparison of the
B. mori nuclear polyhedrosis virus (BmNPV) and B. mori
proteomes showed 15 of 136 BmNPV proteins (11%)
have significant similarity to B. mori proteins [31], with
BLASTP E values as low as 2e-79. Thus, we removed all
viral protein sequences with close eukaryotic cellular
homologs. Most were proteins or protein subunits con-
taining conserved domains found in DNA and RNA
polymerases, kinases, phosphatases, apoptosis inhibitors,
superoxide dismutases, proteases, nucleases, ubiquitin li-
gases, DNA binding proteins (zinc or ring fingers), and
others. The resulting curated VPD contained 6981 pro-
tein sequences from 363 different viruses.
Next, we used the VPD as the query in TBLASTN

searches against the assembled contigs in the Sf-RVN
cell genome and transcriptome, as described. Our
TBLASTN searches revealed that there was no
homology between a majority of proteins in the VPD
and proteins putatively encoded by assembled Sf-RVN
sequences. However, our TBLASTN searches also
determined that several Sf-RVN sequences encoded
putative proteins with significant homology to proteins
in the VPD.
Based on further bioinformatics analysis, we determined

that these Sf-RVN sequences comprised Maverick/Polinton
elements, R1 LINEs, or endogenous viral elements (EVEs).
In the following sections, we describe the TBLASTN search
results that revealed Sf-RVN sequences encoding putative
proteins with significant similarity to specific viral proteins,
and how we determined they do not constitute (parts of)
replication competent viruses.

Maverick / Polinton elements
Maverick transposable elements [32, 33], also known as
Polintons [34], are a novel class of giant transposable
elements that are distantly related to various DNA
viruses. Although absent from mammals [33], Maverick
elements are widespread in eukaryotes and have been

Table 1 Sf-RVN MPS results summary

Genome Transcriptome

Yield (Gb) 50.8 46.7

Reads × 106 493.4 453.4

Coverage (fold) 120 548

% of Q Scores ≥Q30 92.8 94.6

Mean Q score 37.7 38.2

Contigs/scaffolds 66,319 22,370

Maximum length (bps) 202,654 21,539

Minimum length (bps) 490 436

N50 (bps) 12,380 2576

Average contig length (bps) 5906 1770

Total bases in assembly (Mbps) 391.6 39.6

Total base reads × 109 48.7 24.5

Matched base reads × 109 47.2 21.7
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identified previously in various insect orders including
Lepidoptera [35].
Surprisingly, we were able to identify Mavericks in Sf-

RVN cells through their distant similarity to viral sequences
included in our VPD. TBLASTN searching the Sf-RVN cell
genome and transcriptome using our VPD revealed contigs
with highly significant similarity (E values 4e-67 and higher)
to proteins from C. congregata bracovirus, M. sanguinipes
entomopoxvirus, B. mori densovirus, and other dsDNA vi-
ruses. These contigs could be assembled into supercontigs
containing at least nine putative ORFs (Fig. 2, See
Additional file 1, Sf-Mavericks; Genbank accession num-
bers KY042018 and KY042019). The predicted products of
five of these ORFs were assigned putative functions based
on annotations by the NCBI Conserved Domain Database
(CDD) [22]. Conforming to established nomenclature [34],
these were: (1) ATP, which was similar to the poxvirus A32
ATPase; (2) INT, which was similar to retroviral integrase,
(3) PRO, which was similar to adenoviral cysteine protease,
(4) POLB, which was similar to DNA polymerase B2, and
(5) CAP, which was similar to parvovirus VP1 (Fig. 2). The
presence of five ORFs with these putative functions is a
hallmark of a type of DNA transposon referred to as
Polintons [34] or Mavericks [32, 33], which typically com-
prise a total of six to ten ORFs [33].
Because the assembled supercontigs included a num-

ber of putative ORFs that is typical for Mavericks,
because they contained the five canonical Maverick ORFs,
and because they were similar in size and organization to
previously described Mavericks, we tentatively concluded
Sf-RVN cells contain Maverick elements.
The presence of two distinct Maverick lineages in a

single genome was previously reported to be a common
occurrence [34, 36]. In the present study, we also identi-
fied two distinct lineages of apparently intact Maverick
elements: one with a series of 8 small tandem ORF’s and
a larger ORF encoded by the same DNA strand (‘Sf
Maverick 1’), and a second with a similar series of 8

small tandem ORFs, followed by a larger ORF encoded
by the opposite strand (‘Sf Maverick 2’) (Fig. 2). The 8
smaller tandem ORFs had the same order in the two
lineages. The 9 ORFs encoded by the two Maverick
lineages were related, but clearly distinct, and the pre-
dicted amino acid sequences were only 52% identical on
average (Table 2). We also identified other partial
Maverick sequences closely related to Sf-RVN Maverick
1 or 2 in genomic and transcriptomic contigs, but could
not determine if these were part of intact Maverick
elements.
We initially noticed the predicted translation

products of several Sf-RVN contigs were highly simi-
lar to proteins encoded by C. congregata bracovirus
(Polydnaviridae), which at first led us to believe Sf-RVN
cells contained polydnaviral DNA. However, after
more detailed analysis, we realized this similarity was
caused by the presence of a partial Maverick element
in a C. congregata bracovirus proviral circle [35] that
was similar to the Sf-RVN Mavericks. Thus, we con-
cluded Sf-RVN cells are not persistently infected with
a bracovirus.

B2 DNA polymerase (POLB)
Like previously described Mavericks, Sf Maverick 1 and
2 contain large ORFs (~3500 bps) that appear to encode
proteins with B2 DNA polymerase (POLB) domains be-
tween amino acid residues 500–1000, based on annota-
tion by the NCBI CDD (Table 3). Remarkably,
TBLASTN searches revealed Sf Maverick POLBs were
very similar to Bombyx mori densovirus DNA polymer-
ase (Table 4). However, this similarity did not extend be-
yond the ~500 amino acids of the DNA polymerase B2
domains, and the N-terminal halves of the Sf Maverick
POLBs and densovirus DNA polymerase had no similar-
ity. Finally, we found Sf Maverick POLBs were also
weakly similar to various mammalian adenovirus DNA
polymerases (Table 4).

Fig. 2 Structure and relative sizes of Sf Maverick 1 and 2 elements. ORFs conserved among Sf Maverick 1 and 2 are indicated: ORFs encoding
putative proteins with conserved domains are shaded in light gray (ATP, INT, CAP, PRO and POLB), and ORFs that do not contain identifiable
domains are shaded in dark gray (ORF2, ORF6-8)
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Figure 3a shows an amino acid alignment of the Sf
Maverick 1 and 2 POLB proteins and the B. mori denso-
virus 3 DNA polymerase, with domains based on anno-
tations by the NCBI Conserved Domain Database
(CDD) indicated. Figure 3b shows the results of a phylo-
genetic analysis demonstrating the relationship among
Sf Maverick POLB proteins, other insect and previously
identified vertebrate Maverick POLBs [34], and B. mori
densovirus POLB. Sf Maverick 1 and 2 POLB clustered
closely with other insect Maverick POLBs, whereas ver-
tebrate Maverick and B. mori densovirus POLBs formed
distinct outgroups. Thus, Sf Maverick 1 and 2 POLB are
much more closely related to other insect Maverick
POLBs than to B. mori densovirus POLB, which among
viral proteins is by far the most similar to Sf Maverick
POLBs (Table 4). The close clustering of Sf Maverick 1
and 2 POLB with other putative insect Maverick POLB
proteins supports the conclusion that Sf Maverick
POLBs, though relatively closely related to B. mori den-
sovirus POLB, are not densoviral sequences, but compo-
nents of insect Maverick elements.

ATPase (ATP)
Comparison to the NCBI CDD revealed Sf Mavericks, like
previously described Maverick elements, contain ORFs
encoding putative proteins similar to AAA+ ATPases
(ATP, Table 3). BLAST searches against viral proteins
showed Sf Maverick 1 and 2 ATP were most similar to
mammalian poxvirus A32-like proteins (Table 4), which
are ATPases involved in packaging DNA into viral parti-
cles [37, 38]. Predicted entomopox virus ATPase proteins
also had weak similarity to Sf-Maverick ATPs (Table 4).
Figure 4a shows an amino acid alignment of Sf Maverick
1 and 2 ATPs with a zebrafish Maverick ATP, cowpox
virus A32 ATP, and A. honmai entomopoxvirus ATP.
Amino acids demonstrated to be involved in ATP binding
and coordination (Walker A and B motifs) [39, 40] are
fully conserved among these sequences, suggesting Sf
Maverick 1 and 2 ATP are bona fide ATPases.
Figure 4b shows the results of a phylogenetic analysis

demonstrating the relationship among Sf Maverick ATP
proteins, other insect and previously identified verte-
brate Maverick ATP proteins [34], and viral ATP pro-
teins. Sf Maverick 1 and 2 ATPs clustered closely with
other insect Maverick ATPs. A second cluster contained
the vertebrate Maverick ATPs, as well as two other in-
sect Maverick ATPs. The viral ATP proteins formed a
distinct outgroup, indicating Sf Maverick 1 and 2 ATP
are more closely related to other insect Maverick ATPs
than to poxvirus ATPs, which among viral proteins are
the most similar to Sf Maverick ATPs (Table 4). The
close clustering of Sf Maverick 1 and 2 ATP with other
putative insect Maverick ATPs supports the conclusion
that Sf Maverick ATPs, though related to entomopox
and other viral ATPases, are components of insect Mav-
erick elements.

Capsid-like (CAP)
Surprisingly, Sf Mavericks do not encode a protein hom-
ologous to the Maverick PY protein, which is conserved

Table 2 Similarity among Sf-Maverick 1 and 2 ORFs

Amino
acid
identity

Amino
acid
similarity

BLASTP
amino
acids
aligned

BLASTP
E value

BLASTN
nucleotides
aligned

BLASTN
E value

POLB 52% 72% All / 1162 0 1916 / 3498 1e-102

ATP 59% 79% All / 228 8e-107 471 / 684 3e-49

ORF2 37% 58% All / 305 4e-63 119 / 918 1e-20

INT 60% 75% All / 310 2e-133 748 / 930 2e-56

CAP 55% 69% 250 / 258 3e-90 396 / 774 2e-28

PRO 57% 71% 120 / 133 1e-51 365 / 408 3e-13

ORF6 30% 40% 134 / 148 2e-31 – –

ORF7 59% 77% 391 / 404 0 459 / 1215 1e-28

ORF8 44% 66% 149 / 158 8e-49 – –

Table 3 Sf-Maverick 1 and 2 ORF domains as annotated by
comparison to the CDD

ORF Domain Sf Maverick
1 E value

Sf Maverick
2 E value

ATP AAA ATPase domain 9.76e-04 2.3

Poxvirus A32-like 0.03 –

INT Integrase core domain 4.22e-12 5.86e-16

Chromo domain 6.01e-04 3.45e-04

CAP Parvovirus coat protein VP1 4.23e-04 8.15e-04

Phospholipase A2 (PLA2) 3.52e-04 0.04

PRO Adenovirus endoprotease 6.1 0.58

Serine protease 0.51 –

POLB DNA polymerase B2 2.08e-14 5.92e-17

Recombination endonuclease VII 0.02 0.32

Table 4 Sf Maverick 1 and 2 ORF protein similarity to GenBank
viral proteins: lowest E values are listed

ORF Viruses Sf Maverick
1 E value

Sf Maverick
2 E value

ATP Mammalian poxviruses 2e-05 3e-04

Entomopoxviruses 8e-04 2e-04

INT Mammalian retroviruses 5e-05 1e-09

CAP Entomopoxviruses 3e-10 1e-10

Mammalian parvoviruses 4e-04 5e-06

Insect densoviruses 2e-05 3e-06

PRO Mammalian adenoviruses 4e-04 6e-05

POLB Bombyx mori densovirus 6e-58 4e-67

Mammalian adenoviruses 0.13 0.004
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b

Fig. 3 Sf-RVN cell Maverick 1 and 2 POLB are more similar to homologous proteins encoded by other Mavericks than to related viral proteins.
a Amino acid alignment of the Sf Maverick 1 and 2 POLB proteins and the B. mori densovirus 3 DNA polymerase. The predicted Recombination
Endonuclease VII and DNA POLB2 domains are indicated. b Unrooted tree showing the phylogenetic relationships among Sf Maverick and other
insect and vertebrate Maverick POLB proteins, and B. mori densovirus 3 DNA polymerase. Abbreviations: At, the navel orangeworm Amyelois
transistella; Bm, the silkworm Bombyx mori; Dr, the zebrafish Danio rerio; Px, the diamondback moth Plutella xylostella; Sc, the stable fly Stomoxys
calcitrans; Sf, the fall armyworm Spodoptera frugiperda (this study); Tc, the flour beetle Tribolium castaneum
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among previously described Maverick elements [34] and
has been suggested to contain the double jelly-roll fold
found in the capsid proteins of some viruses [41].
Instead, Sf Mavericks encode a different viral capsid-like
protein. Comparison to the NCBI CDD revealed the
N-terminal region of the putative protein encoded by
the 4th small ORF of Sf Maverick 1 and 2 was similar to
parvovirus VP1 capsid proteins (Table 3). Thus, we
called this protein CAP to distinguish it from previously
described Maverick PY ORFs, which also encode capsid-
like proteins.
Both invertebrate [42, 43] and vertebrate [44] parvo-

virus VP1 capsid proteins encode proteins with phospho-
lipase A2 (PLA2) domains, which were also present in the
the N-terminal regions of Sf Maverick 1 and 2 CAPs
(PLA2, Table 3).

BLAST searches against viral proteins revealed capsid-
like proteins from various entomopoxviruses had the
highest level of similarity to Sf Maverick 1 and 2 CAP,
with the Adoxophyes honmai NPV [45] capsid-like
protein scoring highest (Table 4). Finally, we found Sf
Maverick CAPs were also weakly similar to insect denso-
virus and mammalian parvovirus capsid proteins
(Table 4), which both have PLA2 activity [42–44, 46].
Figure 4c shows an alignment of Sf Maverick CAP

proteins, A. honmai NPV capsid-like protein, B. mori
densovirus 1 capsid protein, and human parvovirus B19
VP1 [47, 48]. Residues of the PLA2-like region associ-
ated with catalysis and cofactor binding [44, 46] are
conserved among Sf Maverick 1 and 2 CAP and the viral
capsid proteins, suggesting Sf Maverick 1 and 2 CAP are
bona fide phospholipases. The results of a phylogenetic

b

c

d

a

Fig. 4 Sf-RVN cell Maverick 1 and 2 ATP and CAP are more similar to homologous proteins encoded by other Mavericks than to related viral proteins.
a Amino acid alignment of the AAA+ ATPase domain regions of Sf Maverick 1 and 2 ATP, vertebrate Maverick ATP, cowpox virus A32 ATPase, and
A. honmai entomopoxvirus ATPase. Conserved amino acid residues that constitute the ATPase Walker A and B motifs are indicated with a filled circle.
b Unrooted tree showing the phylogenetic relationships among Sf Maverick and other insect and vertebrate Maverick ATP proteins, cowpox virus A32
ATPAse and A. honmai entomopoxvirus ATPase. c Amino acid alignment of the N-terminal regions containing the PLA2 domain of Sf Maverick 1 and 2
CAP, human parvovirus B19 capsid, B. mori densovirus 1 capsid, and A. honmai entomopoxvirus capsid-like protein. Conserved amino acids involved in
catalysis are indicated with a filled circle, those involved in Ca2+ cofactor binding with an asterisk, and those that are otherwise conserved with an
plus sign. d Unrooted tree showing the phylogenetic relationships among Sf Maverick and other insect Maverick CAP proteins, human parvovirus B19
capsid, B. mori densovirus 1 capsid, and A. honmai entomopoxvirus capsid-like protein. Abbreviations: Ah, the summer fruit tortix Adoxophyes honmai;
At, the navel orangeworm Amyelois transistella; Bm, the silkworm Bombyx mori; Dr, the zebrafish Danio rerio; Ln, the black garden ant Lasius niger; Px,
the diamondback moth Plutella xylostella; Sf, the fall armyworm Spodoptera frugiperda (this study); Tc, the flour beetle Tribolium castaneum
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analysis of the relationships among Sf Maverick 1 and 2
CAP, various insect Maverick CAP proteins, B. mori denso-
virus 1, A. honmai NPV, and human parvovirus B19 capsid
are shown in Fig. 4d. Insect Maverick CAPs cluster closely
together, supporting the conclusion that Sf Maverick CAPs,
though related to various insect virus capsid proteins, are in
fact components of insect Maverick elements.

Integrase (INT)
Like other Mavericks, Sf Mavericks contain ORFs encod-
ing putative proteins with an integrase (INT) core-like
domain, based on annotation by the NCBI CDD
(Table 3). An amino acid alignment of Sf Maverick 1
and 2 INT with a zebrafish Maverick INT and the HIV
integrase core domain, for which the catalytic amino
acid residues have been mapped [49], is shown in Fig. 5a.
These catalytic amino are conserved in retroviruses and
class I and II transposon integrases [49, 50]. Figure 5a
shows these amino acid residues are also conserved in Sf
Maverick 1 and 2 INT, suggesting they are bona fide
integrases. Both Sf Maverick 1 and 2 INT also contained
a putative chromo domain on their C-termini (Table 3),
which is not present in the zebrafish or other previously
described Maverick INT proteins. Integrase chromo do-
mains are commonly fused to transposon integrases and
have been shown to mediate protein-nucleic acid inter-
actions [51], target site selection [52, 53], and transpos-
ition activity [53–55]. Thus, although chromo domains
have not previously been reported in Maverick integrases,
our finding is not unexpected.
The results of a phylogenetic analysis of the relationships

among Sf Maverick 1 and 2 INT, various insect and verte-
brate Maverick, and HIV INTare shown in Fig. 5b. Sf Mav-
erick 1 and 2 INT clustered closely with the other Maverick
INTs and a viral INT formed a distinct outgroup. This indi-
cates Sf Maverick 1 and 2 INT are much more closely re-
lated to other Maverick INTs than to viral INT (Table 4),
and supports the conclusion that Sf Maverick INTs, though
related to retroviral integrases, are components of insect
Maverick elements.

Protease (PRO)
Like previously described Maverick elements, Sf Maver-
icks also contain ORFs encoding predicted proteins with
an adenovirus cysteine endoprotease-like (PRO) domain
(Table 3). An alignment of Sf Maverick 1 and 2 PRO
with a zebrafish Maverick PRO and the endoprotease
domain from adenovirus adenain is shown in Fig. 5c.
This alignment demonstrates amino acids forming the
catalytic triad in adenain [56] are fully conserved among
these sequences, suggesting Sf Maverick 1 and 2 PRO
are indeed bona fide proteases.
The results of a phylogenetic analysis of the relation-

ships among Sf Maverick 1 and 2 PRO, various insect

and vertebrate Maverick PROs, and adenain are shown
in Fig. 5d. Sf Maverick 1 and 2 PRO clustered closely
with other insect Maverick PROs, and the vertebrate
Maverick PROs and adenovirus adenain formed two dis-
tinct outgroups. This indicates Sf Maverick 1 and 2 PRO
are more closely related to other insect Maverick PROs
than to adenovirus proteases, which among viral pro-
teins are the most similar to Sf Maverick PROs (Table 4).
The close clustering of Sf Maverick 1 and 2 PRO with
other putative insect Maverick PROs supports the con-
clusion that Sf Maverick PROs, though related to adeno-
viral capsid maturation proteases, are components of
insect Maverick elements.

R1 LINEs with virus-like C-terminal superfamily 1 helicase
(S1H) domains
Long interspersed nuclear elements (LINEs) are non-
long terminal repeat (LTR) transposable elements that
are ubiquitous in the genome of many eukaryotes, in-
cluding lepidopteran insects [57, 58].
TBLASTN searching the Sf-RVN cell genome and

transcriptome using our VPD revealed contigs with
highly significant similarity (E values 3e-25 and
higher) to proteins from positive-sense single-stranded
RNA viruses. Surprisingly, proteins from various (+)
ssRNA viruses were similar to the same set of Sf-
RVN sequences. Comparison to the NCBI CDD re-
vealed the similarity between these translated Sf-RVN
sequences and (+) ssRNA virus proteins was limited
to regions predicted to encode superfamily 1 RNA
helicase (S1H) domains [59, 60].
Recently, Lazareva et al. described lepidopteran R1 long

interspersed nuclear elements (LINEs) that were unusual
in that the protein encoded by their second large ORF
contained a C-terminal S1H domain [58]. Lazareva et al.
already noted the extensive similarity of the lepidopteran
R1 LINE S1H domains to plant viruses of the genus Toba-
movirus and concluded these LINE’s had likely acquired
their SH1H domains from (+) ssRNA viruses.
We assembled a complete Sf-RVN R1 LINE se-

quence, with an overall size and structure very similar
to those of the lepidopteran R1 LINE’s with S1H do-
mains previously described by Lazareva et al. [58]
(Fig. 6a, see Additional file 1, Sf-R1 LINEs; Genbank
accession number MF327145). Figure 6b shows an
alignment of the S1H domains of the Sf R1 LINE
ORF2, P. xylostella R1 LINE ORF2 [58], and the
tobacco mosaic virus (TMV) and Negev virus [61]
replicases. The latter two were included because it
was previously noted TMV replicase was similar to
lepidopteran R1 LINEs [58] and Negev virus replicase
was the most similar among viral proteins in the
NCBI database to Sf R1 LINE ORF2. Figure 6b
demonstrates the extensive similarity among the S1H
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domains and conservation of the characteristic S1H
motifs [59], suggesting lepidopteran R1 LINEs contain
bona fide S1H domains.
Figure 6c shows the results of a phylogenetic analysis

demonstrating the relationship among S1H domains of
the TMV and Negev virus replicases, and previously de-
scribed P. xylostella [58] (Px LINE) and Sf-RVN R1
LINE ORF2 proteins identified in this study, including
those from LINEs that could not be completely assem-
bled (Sf LINE 1, 2, 5, 6, and 7, see Additional file 1,
Sf-R1 LINEs). S1H domains of Sf-RVN R1 LINEs and of
the lepidopteran insect P. xylostella clustered closely to-
gether. In contrast, the (+) ssRNA virus S1H domains
formed distant outgroups. These observations further
support the conclusion that Sf cell S1H sequences,

though related to (+) ssRNA viruses, are components of
R1 LINE transposons. Thus, the presence of S1H do-
mains in the SfRVN cell genome and transcriptome does
not indicate viral contamination.

Novel EVEs
Finally, TBLASTN searching the Sf-RVN cell genome and
transcriptome using our VPD revealed contigs that were
highly similar to proteins from various (−) ssRNA viruses
(Table 5, see Additional file 1, Sf-EVEs). Considering (−)
ssRNA viruses do not have a DNA stage in their lifecycle,
and considering the same sequences could be identified in
both the genome and the transcriptome, we classified these
sequences as endogenous viral elements (EVEs). We

a

b

c

d

Fig. 5 Sf-RVN cell Maverick 1 and 2 INT and PRO are more similar to homologous proteins encoded by other Mavericks than to related viral proteins.
a Amino acid alignment of the conserved integrase domain containing regions of Sf Maverick 1 and 2 INT, vertebrate Maverick CAP, and HIV integrase.
Conserved amino acids involved in catalysis are indicated with a filled circle. b Unrooted tree showing the phylogenetic relationships among Sf
Maverick and other insect and vertebrate Maverick INT proteins, and HIV integrase. c Amino acid alignment of the conserved cysteine endoprotease
domain contraining regions of Sf Maverick 1 and 2 PRO, vertebrate Maverick PRO, and adenovirus adenain. Conserved amino acids involved in
catalysis are indicated with a filled circle. d Unrooted tree showing the phylogenetic relationships among Sf Maverick and other insect and vertebrate
Maverick PRO proteins, and adenovirus adenain. Abbreviations: At, the navel orangeworm Amyelois transistella; Bm, the silkworm Bombyx mori; Dr, the
zebrafish Danio rerio; Ln, the black garden ant Lasius niger; Px, the diamondback moth Plutella xylostella; Sc, the stable fly Stomoxys calcitrans; Sf, the fall
armyworm Spodoptera frugiperda (this study); Tc, the flour beetle Tribolium castaneum
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identified five new EVEs in Sf-RVN cells, and also detected
the four EVEs previously described in this cell line [17]
(Table 5).
Two of the newly discovered EVEs encode predicted

translation products similar to mononegaviral L pro-
teins (Table 5). The predicted translation product of
the first L-like EVE (Genbank accession number
MF327146) is most similar to the L protein from
Maraba virus, a vesiculovirus isolated from phleboto-
mine sand flies [62, 63]. This product is also similar
to a large number of rhabdoviral L proteins, as it
comprised a conserved region of this protein. The

predicted translation product of the second L-like
EVE (Genbank accession number MF327147) is most
similar to the L protein of Orinoco virus, a rhabdovi-
rus isolated from the green pug, which is a moth
(Pasiphila rectangulata). This product is also similar
to L proteins from various nyamiviruses and other
mononegaviruses.
The third and fourth novel EVEs identified in our

analysis encode predicted translation products similar
to (−) ssRNA N proteins (Table 5). The predicted
translation product of the first N-like EVE (Genbank
accession number MF327148) is most similar to the

a

c

b

Fig. 6 Sf-RVN cell R1 LINE transposons encode proteins with SF1H domains that are more similar to previously identified insect R1 LINE ORF2 proteins
with C-terminal SF1H helicase domains, than to proteins from (+)ssRNA viruses. a Domain structure and relative size of full-length Sf-RVN and Plutella
xylostella R1 LINE with SF1H domain. The size and order of conserved domains in ORF2 are very similar. b Predicted amino acid sequence alignment of
SF1H domains of Sf-RVN and Plutella xylostella R1 LINEs, and Negev virus (YP_009256205.1) and TMV replicase (NP_597746.1). The shading is proportional
to the degree of amino acid conservation. c Phylogenetic analysis of newly identified Sf-RVN and Plutella xylostella R1 LINE SF1H domains, and Negev virus
and TMV replicase. The LINEs cluster closely together in a group that is distant from ssRNA viruses
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N protein of a rhabdovirus isolated from the speckled
wood butterfly (Pararge aegeria) [64]. This product is
also similar to N proteins of several other insect and
vertebrate rhabdoviruses. The product of the second
N-like EVE (Genbank accession number MF327144)
is most similar to the N protein of Taï virus, a
mosquito bunyavirus [65], and is also similar to N
proteins of several related insect bunyaviruses.
Approximately 492 bps of the 699 bps Taï virus N-
like ORF encodes a translation product that is similar
to bunyaviral N proteins.
We identified homologous ORFs in several lepidopteran

insects, suggesting this ORF may contain a conserved
exapted viral gene. These homologous lepidopteran
ORFs also contained a region that was recognized as a
bunyavirus N-like by comparison to the NCBI CDD.
Figure 7 shows the results of a phylogenetic analysis
demonstrating the relationship among the product of
the Sf ORF containing the Taï virus N-like EVE, related
lepidopteran predicted proteins, and related bunyavirus
N proteins. The lepidopteran gene products clustered
closely together, whereas bunyaviral N proteins formed
a distinct outgroup.
The number of normalized reads mapped (RPKM) to

the Sf Taï virus N-like EVE is much higher than the
number mapped to other EVEs (Table 5). In fact, the
RPKM value is more similar to the value observed with
cellular genes, which supports the idea the Taï virus
N-like EVE may be exapted. Lastly, whereas typical EVEs
are not spliced, the mRNA encoding the Taï virus N-like
EVE comprises three spliced exons (see Genbank acces-
sion number MF327150), further supporting the idea
that the Taï virus N-like EVE is an exapted viral gene, or
partially consists of an exapted viral gene.
Finally, the fifth novel EVE we discovered encodes a pu-

tative protein similar to the C-terminal half of the G pro-
tein of several bunyaviruses, most notably phleboviruses
(Table 5). The predicted translation product of this G-like

EVE (Genbank accession number MF327149) is most
similar to the G protein of Shuangao Insect Virus 3 [66],
and is also similar to G proteins from other bunyaviruses,
including several other insect phleboviruses.

Errantiviruses
Errantiviruses are not actually viruses, but a type of insect-
specific long terminal repeat (LTR) retrotransposon.
Errantiviruses are derived from typical LTR retrotranspo-
sons, which also contain gag and pol genes. However,
errantiviruses have an additional third ORF encoding an
env-like membrane fusion protein [67–74], which makes
them similar to endogenous retroviruses in genome
structure and organization. The Drosophila errantivirus
Gypsy can form particles [75, 76], and it appears Gypsy can
be transmitted horizontally to other individuals of the same
and related species [76–81]. Thus, some errantiviruses can
form particles and can potentially transfer genetic material
to other cells under the right conditions.
FDA regulatory guidelines for the characterization and

qualification of cell substrates specifically mention the
quantity and type of retroviruses should be assessed
[82, 83]. Considering the similarity between erranti-
viruses and endogenous retroviruses, insect cell sub-
strates should also be screened for errantiviruses. This is
underscored by the fact that several biologicals are
produced using baculoviruses infection, which upregu-
lates errantiviral transcripts [84–86].
Menzel and Rohrmann [18] previously identified sev-

eral partial sequences similar to the reverse transcriptase
domain of errantivirus POL proteins in Sf cells.
However, the POL proteins of errantiviruses are very
similar to those of typical LTR retrotransposons lacking
a third env-like ORF. Thus, the partial sequences identi-
fied by Menzel and Rohrmann could be derived from
either errantiviruses with a third env-like ORF, or from
typical LTR retrotransposons lacking a third ORF.
Menzel and Rohrmann also did not determine whether

Table 5 Summary of EVEs in Sf-RVN cells

EVE Highest BLASTN E value Highest TBLASTX
E value

Length (bps) Nonsense/
rameshift
mutations

RPKM Reads
mapped

Maraba virus L-like 6e-39 2e-59 493 1 / 1 0 0

Orinoco virus L-like 4.5 a 3e-42 280 0 / 1 571 105

Taï virus N-like 3.2 a 2e-22 534 0 / 0 29 × 103 13,355

Pararge aegeria rhabdovirus N-like 0.69 a 7e-17 540 4 / 0 0 0

Shuangao insect virus 3 G-like 0.67 a 4e-36 1551 0 / 0 5.6 6

Sf-rhabdovirus N-like 1503 0 / 0 4.0 4

Sf-rhabdovirus P-like 1137 0 / 0 19 14

Sf-rhabdovirus G-like 1131 0 / 0 2.8 2

Sf-rhabdovirus L-like 1259 0 / 0 12 10
ahits were to irrelevant viral sequences
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their partial sequences were associated with intact or
partial, non-autonomous retrotransposons containing in-
sertions, deletions, frameshifts, and/or nonsense muta-
tions. Furthermore, because Menzel and Rohrmann PCR
amplified these partial sequences from genomic DNA, it
was not clear if they were actively transcribed.
The presence or absence of intact errantiviral se-

quences and their transcriptional status are important in
determining their potential impact on the safety of bio-
logicals produced in Sf-RVN cells. As errantiviruses are
not classified as viruses, errantiviral proteins were not
included in our VPD. To determine if Sf-RVN cells con-
tain transcribed, intact errantiviruses, we used Tricho-
plusia ni TED [87] (a lepidopteran errantivirus) protein
sequences and the previously identified partial Sf cell
errantiviral sequences [18] as the query in a separate set
of BLAST searches against the Sf-RVN cell genome and
transcriptome.
We assembled a total of 13 distinct supercontigs con-

taining all nine previously identified partial sequences, as
well as some completely new sequences (See Add-
itional file 1, Sf-Errantiviruses). Several of these super-
contigs contained a (partial) third env-like ORF,
indicating the previously identified sequences [18] were
indeed derived from errantiviral, not typical LTR retro-
transposons. Several of these env-like ORFs were intact
and contained all the structural features required for
functionality, i.e. a signal sequence, a C-terminal

transmembrane domain, and a basic cleavage site. Sev-
eral of the Sf-RVN errantivirus contigs comprised intact
errantiviruses with LTR’s, a putative Ψ sequence, and in-
tact gag, pol and env ORFs (ORFS 1–3) lacking any
frameshifts or internal stop codons. Some contigs could
not be completed, which might be due to either high
similarity to other sequences or incomplete coverage.
Some of these errantivirus sequences could also be par-
tially identified in previously published Sf cell sequences
[24, 25, 88]. We could not distinguish between highly
similar sequences, therefore, it is possible that one or
more of the sequences in our analysis are present in
multiple copies or a number of highly similar variants.
A phylogenetic analysis based on an alignment of

the predicted protein products of the Sf-RVN erranti-
virus sequences containing intact ORFs 1, 2 and 3 is
shown in Fig. 8a. Figure 8b shows a phylogenetic tree
for all identified errantivirus sequences, including
those previously identified [18], based on an align-
ment of their DNA sequences. The relationships
shown in these phylogenetic trees are similar to the
previously reported relationships [18]. Notably, most
Sf errantivirus sequences were closely related to TED,
but two additional distinct clusters were identified. The
first of these comprised Sf ErVs 2 and 12 (containing the
previously identified Sf-70). The second additional cluster
comprised Sf ErV 13, Sf-ErV 8 (containing Sf-20), and
Sf ErV 5 (containing Sf-18). Thus, our data confirm

Fig. 7 Phylogenetic analysis of the Sf cell Taï virus N-like EVE product, homologous lepidopteran gene products, and related bunyavirus N
proteins. The lepidopteran gene products cluster closely together in a group that is distant from the bunyavirus N proteins
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and extend the previous conclusion that Sf cells contain
diverse errantivirus families that are only distantly related
to each other [18].
All the distinct errantivirus sequences we identified

were transcribed, albeit at different levels. Comparison
of the normalized read abundances (reads per 1000 bps
per million reads, RPKM) for errantiviral sequences con-
taining non-interrupted ORFs 1, 2, and 3 showed there
were nearly 100-fold differences in transcription levels
(Fig. 8c). The level of transcription we observed for the
distinct errantivirus sequences appears to correlate with

the frequency at which Menzel and Rohrmann [18] iso-
lated their partial sequences.

Discussion
Sf-RVN cells contain actively transcribed maverick
transposons
We identified several transcribed virus-like sequences that
are part of Maverick transposons, which are a novel class
of giant transposable elements related to DNA viruses.
Maverick elements are widespread in eukaryotes and have
been identified previously in invertebrates including Lepi-
doptera [35]. The fact that Maverick transposons contain
several ORFs encoding putative proteins very similar to
proteins typically found in viruses has been previously
noted and interpreted as evidence for ancient relationships
between Maverick elements and various viral lineages
[33, 89–91]. Our analysis of Sf Maverick elements extends
these previously noted relationships with the observation
that some insect Maverick elements encode a capsid-like
protein (CAP) distinct from the previously described PY
protein. We discovered CAP is related to parvoviral capsid
proteins with an N-terminal PLA2 domain, including the
B. mori densovirus capsid protein, which contains a jelly
roll fold [92] that is also predicted to be present in the
Maverick PY protein. We also uncovered an unexpectedly
close similarity between B. mori densovirus DNA poly-
merases and insect Maverick DNA polymerases. Finally,
we found entomopoxvirus capsid-like and ATPase pro-
teins are similar to putative insect Maverick proteins.
Taken together, our findings confirm and extend the pre-
viously identified close relationships between Maverick
genes and various viral lineages.

Transcribed retrotransposons could account for
previously reported reverse transcriptase activity and
might form particles
Reverse transcriptase (RT) activity was previously detected
in Sf cells using highly sensitive PCR-based reverse tran-
scriptase (PBRT) assays [93–95]. RT activity can indicate
retrovirus contamination, but can alternatively indicate
transcribed retrotransposons, which encode reverse tran-
scriptase. For example, the POL protein encoded by the
errantivirus TED ORF2 has reverse transcriptase activity
[96]. The second ORFs of the related Sf-RVN cell erranti-
virus retroelements also contain RT domains, as deter-
mined by comparison to the CDD [22]. Thus, the
errantivirus sequences we identified likely contribute to
the RT activity detected in Sf cells. Moreover, TBLASTN
searches with proteins from Baltimore Group VI and VII
viruses identified many additional putative retroelements
encoding proteins with RT domains, mostly Ty/Copia1
and Ty3/Gypsy family members. Retrotransposons are
ubiquitous in both prokaryotic and eukaryotic genomes,
and both retrotransposons and endogenous C-type

a

b
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Fig. 8 Sf-RVN cells contain diverse transcribed errantivirus (ErV)
sequences. a Phylogenetic analysis of Sf-RVN errantivirus sequences
containing intact ORFs 1, 2 and 3 based on an alignment of the
predicted protein products. b Normalized read abundances for Sf-RVN
errantivirus sequences containing intact ORFs 1, 2, and 3. c Phylogenetic
analysis of all identified Sf-RVN errantivirus sequences based on an
alignment of their DNA sequences. Parentheses indicate previously
identified sequences [20] found in the larger supercontigs assembled in
this study (See Additional file 1, Sf-Errantiviruses)
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retroviruses are endogenous to mammalian cell lines used
to produce biologicals, such as CHO cells [97, 98]. Thus,
Sf-RVN cells pose no greater biosafety risk than other cell
lines that are use more commonly for biological manufac-
turing, such as CHO cells.
As the newly identified Sf-RVN errantivirus and Maverick

sequences encode putative capsid genes that form particles,
or could be encapsulated in virus-like particles (VLPs) [14],
we suggest steps should be taken to ensure Sf cell-derived
biologicals do not contain particles with intact errantivirus
RNAs or Maverick DNAs. However, considering there is no
evidence errantiviruses or Mavericks can form infectious par-
ticles that can productively infect mammals, including
humans, the risk of horizontal errantivirus or Maverick
transmission vectored through biologicals produced in insect
cells is likely minimal or nonexistent.

Comparison to other workflows
No reference cell genome is required
Workflows developed to probe for viruses in MPS data-
sets typically require a high quality reference cellular gen-
ome that is used to first subtract host cell reads from MPS
datasets [4, 9, 10]. However, a ‘clean’, high quality reference
genome is not always available. The use of parallel genome
and transcriptome sequencing, as performed in this study,
does not provide a reference genome for subtraction, as
sequences from DNA viruses or proviral retroviruses
would be eliminated in this filtering step and would there-
fore go undetected. As our workflow does not require a
genomic subtraction step, it is suitable for species for
which a high quality reference genome is not available.
These include the insect cell lines used in the baculovirus
insect cell system (BICS), such as Sf-RVN.

TBLASTN is more sensitive than BLASTN
Most workflows developed to probe for viruses in MPS
datasets use the BLASTN algorithm as TBLAST searches
are more computationally intensive and the results more
difficult to interpret [6, 9]. However, the nucleotide
sequences of unknown viruses might be only distantly
related to viral sequences in the database, making their
detection by BLASTN difficult, especially if only partial
sequences of less conserved regions are represented.
In the present study, we discovered five novel EVEs.

These are derived from viruses that have not been previ-
ously identified, or are extinct. Of these five novel EVEs,
only one was similar to viral nucleotide sequences in
GenBank, and could thus have been detected by
BLASTN (Maraba virus L-like EVE, Table 5). The other
four EVEs were not significantly similar to viral nucleo-
tide sequences in GenBank, and could only have been
detected by TBLASTN. Hence, the discovery of these
four novel EVEs, which would not have been possible
through BLASTN searches, underscores the utility of

our method of using TBLASTN to detect sequences en-
coding viral-like proteins.

A minimum of 10 reads is required to detect virus-like
sequences
Finding nucleotide sequences that encode predicted
proteins similar to viral proteins by TBLASTN searching
sequence assemblies has a sensitivity threshold deter-
mined by the minimal number of reads required to
assemble contigs. We previously described four tran-
scribed Sf-rhabdovirus-like endogenous viral elements
(EVEs) in Sf9 and Sf-RVN cells [17]. The Sf-RVN cell
genome assembled in this study contained contigs corre-
sponding to these four EVEs. However, the Sf-RVN cell
transcriptome assembled in this study only contained
contigs corresponding to two of these four EVEs.
This apparent discrepancy can be explained by the low

abundance of transcripts derived from these EVEs.
Although only 2 transcribed contigs corresponding to
Sf-rhabdovirus-like EVEs were assembled, read mapping
showed that transcribed reads could be mapped to all
four Sf-rhabdovirus EVEs. Specifically, 4, 14, 2, and 10
reads could be mapped to the N-, P-, G-, and L-like EVEs,
respectively. The higher number of reads mapped to the
P- and L-like EVEs (14 and 10) enabled the assembly of
short contigs, whereas the lower number (4 and 2)
mapped to the N- and G-like EVEs was insufficient for
contig assembly. This demonstrates that as few as 10 reads
can be sufficient to enable the detection of virus-like
sequences in transcriptomic assemblies using our method.
The previously published transcriptome of Sf-

rhabdovirus-contaminated Sf21 cells [25] was assembled
from a total of 230 M reads, including 52,731 reads that
could be mapped to the five Sf-rhabdovirus ORFs
(11.9 kbps total). Considering our MPS data comprised
453.4 M reads, roughly 100,000 reads mapping to
Sf-rhabdovirus ORFs could reasonably be expected if
Sf-RVN cells were contaminated with this adventitious
virus, and infection with another virus would probably
result in a comparable number of reads. In context of
the observation that our TBLASTN-based method has a
sensitivity of ~10 reads, we suggest that if Sf-RVN cells
were infected with one or more other viruses, there
would have been sufficient viral sequence-specific reads
for the assembly of contigs that would have been de-
tected in our TBLASTN searches.

Conclusions
TBLASTN searching genome and transcriptome
assemblies is sensitive and fast
Workflows developed to probe MPS datasets for viruses
typically use very large sequence databases. These can
comprise hundreds of thousands or even millions of se-
quences for use as queries in BLAST searches [4–6]. In
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contrast, our approach used a curated VPD of only a few
thousand sequences specifically selected because they
cover known viral diversity, with additional proteins
from viruses known to infect insect cell cultures and
Spodoptera. The use of this relatively compact dataset
allowed us to manually cull sequences with cellular ho-
mologs. It also avoided the introduction of redundant
sequences, or cellular sequences improperly annotated
as viral. As a result, TBLASTN searches using the entire
VPD against the complete WGS or TSA took only a few
minutes on a typical PC. Furthermore, we were able to
use an E value cut-off as high as 0.1. Thus, searching
MPS assemblies for adventitious viruses with a compact,
manually curated VPD is fast and yields sensitive results
without requiring high performance hardware.

No adventitious viruses were detected in Sf-RVN cells
While we detected various virus-like sequences in the
genome and transcriptome of Sf-RVN cells, all were
found to be components of Type I and II transposons,
or were determined to be EVEs. We also were unable to de-
tect any Sf-rhabdovirus sequences, which we readily detected
in the published Sf21 cell transcriptome [25]. Furthermore,
not a single read could be mapped to the Sf-rhabdovirus N,
P, M, G, and L ORFs. Thus, our analysis confirms the previ-
ous conclusion that Sf-RVN cells are not contaminated with
Sf-rhabdovirus or Sf-rhabdovirus variants.
Moreover, our analysis extends this conclusion by show-

ing Sf-RVN cells are not detectably contaminated with
any other adventitious viruses. The latter conclusion is
strengthened by our discovery of novel short EVEs that
are only distantly related to known viruses, which sup-
ports the notion that sequences derived from replicating
viruses would have been detected, had they been present.
The conclusion that Sf-RVN cells are not contaminated
with any other adventitious viruses is further strengthened
by the demonstration our approach is highly sensitive, re-
quiring far fewer reads for a positive result than would be
expected if Sf-RVN cells were in fact infected with a virus.
Thus, the overall results of this study strongly support

the conclusion that Sf-RVN cells are a superior host for
the production of safe biologicals for veterinary and hu-
man applications, as they harbor no Sf-rhabdovirus and
most likely harbor no other adventitious viruses.

Additional file

Additional file 1: The following supplementary files are part of this
publication. (ZIP 77 kb)

Abbreviations
BICS: Baculovirus insect cell system; CDD: Conserved domain database;
EVE: Endogenous viral element; LINE: Long interspersed nuclear element;
LTR: Long terminal repeat; MPS: Massively parallel sequencing; ORF: Open
reading frame; PBRT: PCR-based reverse transcriptase; RPKM: Reads per

1000 bps of transcript per million mapped reads; RT: Reverse transcriptase;
S1H: Superfamily 1 viral RNA Helicase domain; Sf: Spodoptera frugiperda;
TSA: Transcriptome sequence assembly; VPD: Viral protein database;
WGS: Whole genome shotgun

Acknowledgements
I would like to extend my sincere gratitude and appreciation to Prof. Dr.
Donald Jarvis (University of Wyoming), who devoted many hours helping
me to refine my thinking and improve this manuscript. The content is solely
the responsibility of the author and does not necessarily represent the
official views of the National Institutes of Health, National Institute of General
Medical Sciences or National Institute of Allergy and Infectious Diseases.

Funding
This work was supported by Awards R43 GM102982 and R43 AI112118 from
the National Institutes of Health, Institutes of General Medical Sciences and
Allergy and Infectious Diseases, respectively, and an Institutional
Development Award (IDeA) from the National Institute of General Medical
Sciences of the National Institutes of Health under Grant # 2P20GM103432.

Availability of data and materials
The datasets generated and/or analyzed during the current study are
available in the Genbank repository, with accession numbers as noted above.
Some data generated or analyzed during this study are included in this
published article and its supplementary information files.

Ethics approval and consent to participate
Not applicable.

Consent for publication
Not applicable.

Competing interests
The author is a current employee of GlycoBac, LLC. Sf-RVN cells are available
for licensing from GlycoBac, LLC.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in
published maps and institutional affiliations.

Received: 20 September 2017 Accepted: 28 December 2017

References
1. Petricciani J, Sheets R, Griffiths E, Knezevic I. Adventitious agents in viral

vaccines: lessons learned from 4 case studies. Biologicals. 2014;42(5):223–36.
https://doi.org/10.1016/j.biologicals.2014.07.003.

2. Khan AS. Current testing methods and challenges for detection of
adventitious viruses. PDA J Pharm Sci Technol. 2011;65(6):627–33. https://
doi.org/10.5731/pdajpst.2011.00831.

3. Gombold J, Karakasidis S, Niksa P, Podczasy J, Neumann K, Richardson J,
et al. Systematic evaluation of in vitro and in vivo adventitious virus assays for
the detection of viral contamination of cell banks and biological products.
Vaccine. 2014;32(24):2916–26. https://doi.org/10.1016/j.vaccine.2014.02.021

4. Onions D, Kolman J. Massively parallel sequencing, a new method for
detecting adventitious agents. Biologicals. 2010;38(3):377–80. https://doi.org/
10.1016/j.biologicals.2010.01.003.

5. Onions D, Côté C, Love B, Toms B, Koduri S, Armstrong A, et al. Ensuring
the safety of vaccine cell substrates by massively parallel sequencing of the
transcriptome. Vaccine. 2011;29(41):7117–21. https://doi.org/10.1016/j.
vaccine.2011.05.071.

6. Onions D, Côté C, Love B, Kolman J. Deep sequencing applications for vaccine
development and safety. In: Nunnally BK, Turula VE, Sitrin RD, editors. Vaccine
analysis: strategies, principles, and control. Berlin: Springer; 2015. p. 445–77.

7. McClenahan SD, Uhlenhaut C, Krause PR. Optimization of virus detection in
cells using massively parallel sequencing. Biologicals. 2014;42(1):34–41.
https://doi.org/10.1016/j.biologicals.2013.11.002.

8. McClenahan SD, Uhlenhaut C, Krause PR. Evaluation of cells and biological
reagents for adventitious agents using degenerate primer PCR and
massively parallel sequencing. Vaccine. 2014;32(52):7115–21. https://doi.org/
10.1016/j.vaccine.2014.10.022.

Geisler BMC Biotechnology  (2018) 18:8 Page 16 of 19

dx.doi.org/10.1186/s12896-017-0412-z
http://dx.doi.org/10.1016/j.biologicals.2014.07.003
http://dx.doi.org/10.5731/pdajpst.2011.00831
http://dx.doi.org/10.5731/pdajpst.2011.00831
http://dx.doi.org/10.1016/j.biologicals.2010.01.003
http://dx.doi.org/10.1016/j.biologicals.2010.01.003
http://dx.doi.org/10.1016/j.vaccine.2011.05.071
http://dx.doi.org/10.1016/j.vaccine.2011.05.071
http://dx.doi.org/10.1016/j.biologicals.2013.11.002
http://dx.doi.org/10.1016/j.vaccine.2014.10.022
http://dx.doi.org/10.1016/j.vaccine.2014.10.022


9. Zhao G, Krishnamurthy S, Cai Z, Popov VL, Travassos da Rosa AP, Guzman H,
et al. Identification of novel viruses using VirusHunter - an automated data
analysis pipeline. PLoS One. 2013;8(10):e78470. https://doi.org/10.1371/
journal.pone.0078470.

10. Moore RA, Warren RL, Freeman JD, Gustavsen JA, Chénard C, Friedman JM,
et al. The sensitivity of massively parallel sequencing for detecting
candidate infectious agents associated with human tissue. PLoS One. 2011;
6(5):e19838. https://doi.org/10.1371/journal.pone.0019838.

11. Maghodia AB, Geisler C, Jarvis DL. Characterization of an Sf-rhabdovirus-negative
Spodoptera frugiperda cell line as an alternative host for recombinant protein
production in the baculovirus-insect cell system. Protein Expr Purif. 2016;
122(June):45–55. https://doi.org/10.1016/j.pep.2016.02.014.

12. Ma H, Galvin TA, Glasner DR, Shaheduzzaman S, Khan AS. Identification of a
novel rhabdovirus in Spodoptera frugiperda cell lines. J Virol. 2014;88(12):
6576–85. https://doi.org/10.1128/JVI.00780-14.

13. Haynes J. Inventor; Takeda vaccines, assignee. Methods of detection and
removal of rhabdoviruses from cell lines: WO patent application
WO2015051255. Geneva: World Intellectual Property Organization; 2015.

14. Routh A, Domitrovic T, Johnson JE. Host RNAs, including transposons, are
encapsidated by a eukaryotic single-stranded RNA virus. Proc Natl Acad Sci
U S A. 2012;109(6):1907–12. https://doi.org/10.1073/pnas.1116168109.

15. Pascual L, Jakubowska AK, Blanca JM, Cañizares J, Ferré J, Gloeckner G, et al.
The transcriptome of Spodoptera exigua larvae exposed to different types of
microbes. Insect Biochem Mol Biol. 2012;42(8):557–70. https://doi.org/10.
1016/j.ibmb.2012.04.003.

16. Wu Q, Luo Y, Lu R, Lau N, Lai EC, Li WX, et al. Virus discovery by deep
sequencing and assembly of virus-derived small silencing RNAs. Proc Natl
Acad Sci U S A. 2010;107(4):1606–11. https://doi.org/10.1073/pnas.0911353107.

17. Geisler C, Jarvis DL. Rhabdovirus-like endogenous viral elements in the
genome of Spodoptera frugiperda insect cells are actively transcribed:
implications for adventitious virus detection. Biologicals. 2016;44(4):219–25.
https://doi.org/10.1016/j.biologicals.2016.04.004.

18. Menzel T, Rohrmann GF. Diversity of errantivirus (retrovirus) sequences in
two cell lines used for baculovirus expression, Spodoptera frugiperda and
Trichoplusia ni. Virus Genes. 2008;36(3):583–6. https://doi.org/10.1007/
s11262-008-0221-5.

19. Saitou N, Nei M. The neighbor-joining method: a new method for
reconstructing phylogenetic trees. Mol Biol Evol. 1987;4(4):406–25. https://
doi.org/10.1093/oxfordjournals.molbev.a040454.

20. He M, Jiang Z, Li S, He P. Presence of poly (a) tails at the 3′-termini of some
mRNAs of a double-stranded RNA virus, southern rice black-streaked dwarf
virus. Viruses. 2015;7(4):1642–50. https://doi.org/10.3390/v7041642.

21. Santiago-Sotelo P, Ramirez-Prado JH. prfectBLAST: a platform-
independent portable front end for the command terminal BLAST+
stand-alone suite. BioTechniques. 2012;53(5):299–300. https://doi.org/10.
2144/000113953.

22. Marchler-Bauer A, Derbyshire MK, Gonzales NR, Lu S, Chitsaz F, Geer LY,
et al. CDD: NCBI's conserved domain database. Nucleic Acids Res. 2015;
43(D1):D222–D6. https://doi.org/10.1093/nar/gku1221.

23. Larkin MA, Blackshields G, Brown NP, Chenna R, McGettigan PA, McWilliam
H, et al. Clustal W and Clustal X version 2.0. Bioinformatics. 2007;23(21):
2947–8. https://doi.org/10.1093/bioinformatics/btm404.

24. Kakumani PK, Malhotra P, Mukherjee SK, Bhatnagar RK. A draft genome
assembly of the army worm, Spodoptera frugiperda. Genomics. 2014;104(2):
134–43. https://doi.org/10.1016/j.ygeno.2014.06.005.

25. Kakumani P, Shukla R, Todur V, Malhotra P, Mukherjee S, Bhatnagar R.
De novo transcriptome assembly and analysis of Sf21 cells using
illumina paired end sequencing. Biol Direct. 2015;10(1):1–7. https://doi.
org/10.1186/s13062-015-0072-7.

26. Altschul SF, Madden TL, Schaffer AA, Zhang J, Zhang Z, Miller W, et al.
Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs. Nucleic Acids Res. 1997;25(17):3389–402.

27. Lee J-C, Chen H-H, Chao Y-C. Persistent baculovirus infection results from
deletion of the apoptotic suppressor gene p35. J Virol. 1998;72(11):9157–65.

28. Virto C, Navarro D, Tellez MM, Herrero S, Williams T, Murillo R, et al. Natural
populations of Spodoptera exigua are infected by multiple viruses that are
transmitted to their offspring. J Invertebr Pathol. 2014;122:22–7. https://doi.
org/10.1016/j.jip.2014.07.007.

29. Katsuma S, Tanaka S, Omuro N, Takabuchi L, Daimon T, Imanishi S, et al.
Novel macula-like virus identified in Bombyx mori cultured cells. J Virol.
2005;79(9):5577–84. https://doi.org/10.1128/JVI.79.9.5577-5584.2005.

30. Li T-C, Scotti PD, Miyamura T, Takeda N. Latent infection of a new
alphanodavirus in an insect cell line. J Virol. 2007;81(20):10890–6. https://doi.
org/10.1128/jvi.00807-07.

31. Katsuma S, Kawaoka S, Mita K, Shimada T. Genome-wide survey for
baculoviral host homologs using the Bombyx genome sequence. Insect
Biochem Mol Biol. 2008;38(12):1080–6. https://doi.org/10.1016/j.ibmb.2008.
05.008.

32. Feschotte C, Pritham EJ. Non-mammalian c-integrases are encoded by giant
transposable elements. Trends Genet. 2005;21(10):551–2. https://doi.org/10.
1016/j.tig.2005.07.007.

33. Pritham EJ, Putliwala T, Feschotte C. Mavericks, a novel class of giant
transposable elements widespread in eukaryotes and related to DNA
viruses. Gene. 2007;390(1–2):3–17. https://doi.org/10.1016/j.gene.2006.08.008.

34. Kapitonov VV, Jurka J. Self-synthesizing DNA transposons in eukaryotes. Proc Natl
Acad Sci U S A. 2006;103(12):4540–5. https://doi.org/10.1073/pnas.0600833103.

35. Dupuy C, Periquet G, Serbielle C, Bézier A, Louis F, Drezen J-M. Transfer of a
chromosomal maverick to endogenous bracovirus in a parasitoid wasp.
Genetica. 2011;139(4):489–96. https://doi.org/10.1007/s10709-011-9569-x.

36. Haapa-Paananen S, Wahlberg N, Savilahti H. Phylogenetic analysis of
maverick/Polinton giant transposons across organisms. Mol Phylogenet Evol.
2014;78:271–4. https://doi.org/10.1016/j.ympev.2014.05.024.

37. Cassetti MC, Merchlinsky M, Wolffe EJ, Weisberg AS, Moss B. DNA packaging
mutant: repression of the vaccinia virus A32 gene results in noninfectious,
DNA-deficient, spherical, enveloped particles. J Virol. 1998;72(7):5769–80.

38. Lin F-Y, Chan K-W, Wang H-C, Hsu W-L, Wong M-L. Functional expression of
the recombinant ATPase of orf virus. Arch Virol. 2010;155(10):1701–5. https://
doi.org/10.1007/s00705-010-0754-5.

39. Iyer LM, Leipe DD, Koonin EV, Aravind L. Evolutionary history and higher
order classification of AAA+ ATPases. J Struct Biol. 2004;146(1–2):11–31.
https://doi.org/10.1016/j.jsb.2003.10.010.

40. Hanson PI, Whiteheart SW. AAA+ proteins: have engine, will work. Nat Rev
Mol Cell Biol. 2005;6(7):519–29. https://doi.org/10.1038/nrm1684.

41. Krupovic M, Bamford DH, Koonin EV. Conservation of major and minor jelly-roll
capsid proteins in Polinton (maverick) transposons suggests that they are bona
fide viruses. Biol Direct. 2014;9(1):1–7. https://doi.org/10.1186/1745-6150-9-6.

42. Meng G, Zhang X, Plevka P, Yu Q, Tijssen P, Rossmann MG. The structure
and host entry of an invertebrate parvovirus. J Virol. 2013;87(23):12523–30.
https://doi.org/10.1128/jvi.01822-13.

43. Li Y, Zádori Z, Bando H, Dubuc R, Fédière G, Szelei J, et al. Genome
organization of the densovirus from Bombyx mori (BmDNV-1) and enzyme
activity of its capsid. J Gen Virol. 2001;82(11):2821–5. https://doi.org/10.1099/
0022-1317-82-11-2821.

44. Zádori Z, Szelei J, Lacoste M-C, Li Y, Gariépy S, Raymond P, et al. A viral
phospholipase A2 is required for parvovirus infectivity. Dev Cell. 2001;1(2):
291–302. https://doi.org/10.1016/S1534-5807(01)00031-4.

45. Nakai M, Goto C, Kang W, Shikata M, Luque T, Kunimi Y. Genome sequence
and organization of a nucleopolyhedrovirus isolated from the smaller tea
tortrix, Adoxophyes honmai. Virology. 2003;316(1):171–83. https://doi.org/10.
1016/j.virol.2003.08.002.

46. Deng X, Dong Y, Yi Q, Huang Y, Zhao D, Yang Y, et al. The determinants for
the enzyme activity of human parvovirus B19 Phospholipase A2 (PLA2) and
its influence on cultured cells. PLoS One. 2013;8(4):e61440. https://doi.org/
10.1371/journal.pone.0061440.

47. Kaufmann B, Simpson AA, Rossmann MG. The structure of human
parvovirus B19. Proc Natl Acad Sci U S A. 2004;101(32):11628–33. https://doi.
org/10.1073/pnas.0402992101.

48. Agbandje M, Kajigaya S, McKenna R, Young NS, Rossmann MG. The
structure of human parvovirus B19 at 8 Å resolution. Virology. 1994;203(1):
106–15. https://doi.org/10.1006/viro.1994.1460.

49. Kulkosky J, Jones KS, Katz RA, Mack JP, Skalka AM. Residues critical for
retroviral integrative recombination in a region that is highly conserved
among retroviral/retrotransposon integrases and bacterial insertion
sequence transposases. Mol Cell Biol. 1992;12(5):2331–8.

50. Engelman A, Craigie R. Identification of conserved amino acid residues
critical for human immunodeficiency virus type 1 integrase function in vitro.
J Virol. 1992;66(11):6361–9.

51. Eissenberg JC. Structural biology of the chromodomain: form and function.
Gene. 2012;496(2):69–78. https://doi.org/10.1016/j.gene.2012.01.003.

52. Gao X, Hou Y, Ebina H, Levin HL, Voytas DF. Chromodomains direct
integration of retrotransposons to heterochromatin. Genome Res. 2008;
18(3):359–69. https://doi.org/10.1101/gr.7146408.

Geisler BMC Biotechnology  (2018) 18:8 Page 17 of 19

http://dx.doi.org/10.1371/journal.pone.0078470
http://dx.doi.org/10.1371/journal.pone.0078470
http://dx.doi.org/10.1371/journal.pone.0019838
http://dx.doi.org/10.1016/j.pep.2016.02.014
http://dx.doi.org/10.1128/JVI.00780-14
http://dx.doi.org/10.1073/pnas.1116168109
http://dx.doi.org/10.1016/j.ibmb.2012.04.003
http://dx.doi.org/10.1016/j.ibmb.2012.04.003
http://dx.doi.org/10.1073/pnas.0911353107
http://dx.doi.org/10.1016/j.biologicals.2016.04.004
http://dx.doi.org/10.1007/s11262-008-0221-5
http://dx.doi.org/10.1007/s11262-008-0221-5
http://dx.doi.org/10.1093/oxfordjournals.molbev.a040454
http://dx.doi.org/10.1093/oxfordjournals.molbev.a040454
http://dx.doi.org/10.3390/v7041642
http://dx.doi.org/10.2144/000113953
http://dx.doi.org/10.2144/000113953
http://dx.doi.org/10.1093/nar/gku1221
http://dx.doi.org/10.1093/bioinformatics/btm404
http://dx.doi.org/10.1016/j.ygeno.2014.06.005
http://dx.doi.org/10.1186/s13062-015-0072-7
http://dx.doi.org/10.1186/s13062-015-0072-7
http://dx.doi.org/10.1016/j.jip.2014.07.007
http://dx.doi.org/10.1016/j.jip.2014.07.007
http://dx.doi.org/10.1128/JVI.79.9.5577-5584.2005
http://dx.doi.org/10.1128/jvi.00807-07
http://dx.doi.org/10.1128/jvi.00807-07
http://dx.doi.org/10.1016/j.ibmb.2008.05.008
http://dx.doi.org/10.1016/j.ibmb.2008.05.008
http://dx.doi.org/10.1016/j.tig.2005.07.007
http://dx.doi.org/10.1016/j.tig.2005.07.007
http://dx.doi.org/10.1016/j.gene.2006.08.008
http://dx.doi.org/10.1073/pnas.0600833103
http://dx.doi.org/10.1007/s10709-011-9569-x
http://dx.doi.org/10.1016/j.ympev.2014.05.024
http://dx.doi.org/10.1007/s00705-010-0754-5
http://dx.doi.org/10.1007/s00705-010-0754-5
http://dx.doi.org/10.1016/j.jsb.2003.10.010
http://dx.doi.org/10.1038/nrm1684
http://dx.doi.org/10.1186/1745-6150-9-6
http://dx.doi.org/10.1128/jvi.01822-13
http://dx.doi.org/10.1099/0022-1317-82-11-2821
http://dx.doi.org/10.1099/0022-1317-82-11-2821
http://dx.doi.org/10.1016/S1534-5807(01)00031-4
http://dx.doi.org/10.1016/j.virol.2003.08.002
http://dx.doi.org/10.1016/j.virol.2003.08.002
http://dx.doi.org/10.1371/journal.pone.0061440
http://dx.doi.org/10.1371/journal.pone.0061440
http://dx.doi.org/10.1073/pnas.0402992101
http://dx.doi.org/10.1073/pnas.0402992101
http://dx.doi.org/10.1006/viro.1994.1460
http://dx.doi.org/10.1016/j.gene.2012.01.003
http://dx.doi.org/10.1101/gr.7146408


53. Chatterjee AG, Leem YE, Kelly FD, Levin HL. The chromodomain of Tf1
integrase promotes binding to cDNA and mediates target site selection.
J Virol. 2009;83(6):2675–85. https://doi.org/10.1128/jvi.01588-08.

54. Nakayashiki H, Awa T, Tosa Y, Mayama S. The C-terminal chromodomain-like
module in the integrase domain is crucial for high transposition efficiency
of the retrotransposon MAGGY. FEBS Lett. 2005;579(2):488–92. https://doi.
org/10.1016/j.febslet.2004.12.017.

55. Hizi A, Levin HL. The integrase of the long terminal repeat-retrotransposon
Tf1 has a chromodomain that modulates integrase activities. J Biol Chem.
2005;280(47):39086–94. https://doi.org/10.1074/jbc.M506363200.

56. Ding J, McGrath WJ, Sweet RM, Mangel WF. Crystal structure of the human
adenovirus proteinase with its 11 amino acid cofactor. The EMBO J. 1996;
15(8):1778–83.

57. Kumar S, Nei M, Dudley J, Tamura K. MEGA: a biologist-centric software for
evolutionary analysis of DNA and protein sequences. Brief Bioinform. 2008;9
https://doi.org/10.1093/bib/bbn017.

58. Lazareva E, Lezzhov A, Vassetzky N, Solovyev A, Morozov S. Acquisition of full-
length viral helicase domains by insect retrotransposon-encoded polypeptides.
Front Microbiol. 2015;6:1447. https://doi.org/10.3389/fmicb.2015.01447.

59. Fairman-Williams ME, Guenther U-P, Jankowsky E. SF1 and SF2 helicases:
family matters. Curr Opin Struct Biol. 2010;20(3):313–24. https://doi.org/10.
1016/j.sbi.2010.03.011.

60. Koonin EV, Dolja VV. Virus world as an evolutionary network of viruses and
capsidless selfish elements. Microbiol Mol Biol Rev. 2014;78(2):278–303.
https://doi.org/10.1128/MMBR.00049-13.

61. Vasilakis N, Forrester NL, Palacios G, Nasar F, Savji N, Rossi SL, et al. Negevirus: a
proposed new taxon of insect-specific viruses with wide geographic
distribution. J Virol. 2013;87(5):2475–88. https://doi.org/10.1128/jvi.00776-12.

62. Travassos da Rosa AP, Tesh RB, Travassos da Rosa JF, Herve JP, Main AJ Jr.
Carajas and Maraba viruses, two new vesiculoviruses isolated from
phlebotomine sand flies in Brazil. Am J Trop Med Hyg. 1984;33(5):999–1006.

63. Brun J, McManus D, Lefebvre C, Hu K, Falls T, Atkins H, et al. Identification of
genetically modified Maraba virus as an oncolytic rhabdovirus. Mol Ther.
2010;18(8):1440–9. https://doi.org/10.1038/mt.2010.103.

64. Longdon B, Murray GGR, Palmer WJ, Day JP, Parker DJ, Welch JJ, et al. The
evolution, diversity, and host associations of rhabdoviruses. Virus Evolution.
2015;1(1). https://doi.org/10.1093/ve/vev014.

65. Marklewitz M, Zirkel F, Rwego IB, Heidemann H, Trippner P, Kurth A, et al.
Discovery of a unique novel clade of mosquito-associated bunyaviruses.
J Virol. 2013;87(23):12850–65.

66. Li C-X, Shi M, Tian J-H, Lin X-D, Kang Y-J, Chen L-J, et al. Unprecedented genomic
diversity of RNA viruses in arthropods reveals the ancestry of negative-sense RNA
viruses. elife. 2015;4:e05378. https://doi.org/10.7554/eLife.05378.

67. Rohrmann GF. Baculoviruses, retroviruses, DNA transposons (piggyBac), and
insect cells. Baculovirus molecular biology. 3rd ed. National Center for
Biotechnology Information: Bethesda; 2013.

68. Malik HS, Henikoff S, Eickbush TH. Poised for contagion: evolutionary origins
of the infectious abilities of invertebrate retroviruses. Genome Res. 2000;
10(9):1307–18. https://doi.org/10.1101/gr.145000.

69. Rohrmann G, Karplus PA. Relatedness of baculovirus and gypsy
retrotransposon envelope proteins. BMC Evol Biol. 2001;1(1):1. https://doi.
org/10.1186/1471-2148-1-1.

70. Pearson MN, Rohrmann GF. Conservation of a proteinase cleavage site
between an insect retrovirus (gypsy) Env protein and a baculovirus
envelope fusion protein. Virology. 2004;322(1):61–8. https://doi.org/10.
1016/j.virol.2004.01.012.

71. Teysset L, Burns JC, Shike H, Sullivan BL, Bucheton A, Terzian C. A Moloney
murine leukemia virus-based retroviral vector pseudotyped by the insect
retroviral gypsy envelope can infect Drosophila cells. J Virol. 1998;72(1):853–6.

72. Misseri Y, Cerutti M, Devauchelle G, Bucheton A, Terzian C. Analysis of the
Drosophila gypsy endogenous retrovirus envelope glycoprotein. J Gen Virol.
2004;85(11):3325–31. https://doi.org/10.1099/vir.0.79911-0.

73. Ozers MS, Friesen PD. The env-like open reading frame of the baculovirus-
integrated retrotransposon TED encodes a retrovirus-like envelope protein.
Virology. 1996;226(2):252–9. https://doi.org/10.1006/viro.1996.0653.

74. Pélisson A, Song SU, Prud'homme N, Smith PA, Bucheton A, Corces VG.
Gypsy transposition correlates with the production of a retroviral envelope-
like protein under the tissue-specific control of the Drosophila flamenco
gene. EMBO J. 1994;13(18):4401–11.

75. Lécher P, Bucheton A, Pélisson A. Expression of the Drosophila retrovirus
gypsy as ultrastructurally detectable particles in the ovaries of flies carrying a

permissive flamenco allele. J Gen Virol. 1997;78(9):2379–88. https://doi.org/
10.1099/0022-1317-78-9-2379.

76. Song SU, Gerasimova T, Kurkulos M, Boeke JD, Corces VG. An env-like
protein encoded by a Drosophila retroelement: evidence that gypsy is
an infectious retrovirus. Genes Dev. 1994;8(17):2046–57. https://doi.org/
10.1101/gad.8.17.2046.

77. Kim A, Terzian C, Santamaria P, Pelisson A, Purd’homme N, Bucheton A.
Retroviruses in invertebrates: the gypsy retrotransposon is apparently an
infectious retrovirus of Drosophila melanogaster. Proc Natl Acad Sci U S A.
1994;91(4):1285–9.

78. Llorens JV, Clark JB, Martínez-Garay I, Soriano S, de Frutos R, Martínez-
Sebastián MJ. Gypsy endogenous retrovirus maintains potential infectivity in
several species of Drosophilids. BMC Evol Biol. 2008;8(1):1–11. https://doi.org/
10.1186/1471-2148-8-302.

79. Syomin BV, Fedorova LI, Surkov SA, Ilyin YV. The endogenous Drosophila
melanogaster retrovirus gypsy can propagate in Drosophila hydei cells. Mol
Gen Genet. 2001;264(5):588–94.

80. Terzian C, Ferraz C, Demaille J, Bucheton A. Evolution of the gypsy
endogenous retrovirus in the Drosophila melanogaster subgroup. Mol Biol
Evol. 2000;17 https://doi.org/10.1093/oxfordjournals.molbev.a026371.

81. Alberola TM, de Frutos R. Molecular structure of a gypsy element of
Drosophila subobscura (Gypsyds) constituting a degenerate form of insect
retroviruses. Nucleic Acids Res. 1996;24(5):914–23. https://doi.org/10.1093/
nar/24.5.914.

82. Guidance for Industry - Characterization and Qualification of Cell Substrates
and Other Biological Materials Used in the Production of Viral Vaccines for
Infectious Disease Indications. Center for Biologics Evaluation and Research:
Office of Communication, outreach and development. Rockville: FDA
guidance documents; 2010.

83. Khan AS, Ma H, Taliaferro LP, Galvin TA, Shaheduzzaman S. New
technologies and challenges of novel virus detection. PDA J Pharm Sci
Technol 2014;68(6):661-6. https://doi.org/10.5731/pdajpst.2014.01029.

84. Friesen PD, Rice WC, Miller DW, Miller LK. Bidirectional transcription from a
solo long terminal repeat of the retrotransposon TED: symmetrical RNA start
sites. Mol Cell Biol. 1986;6(5):1599–607.

85. Breitenbach JE, Shelby KS, Popham HJ. Baculovirus induced transcripts in
hemocytes from the larvae of Heliothis virescens. Viruses. 2011;3(11):2047–64.
https://doi.org/10.3390/v3112047.

86. Nguyen Q, Chan LCL, Nielsen LK, Reid S. Genome scale analysis of
differential mRNA expression of Helicoverpa zea insect cells infected with a
H. armigera baculovirus. Virology. 2013;444(1–2):158–70. https://doi.org/10.
1016/j.virol.2013.06.004.

87. Friesen PD, Nissen MS. Gene organization and transcription of TED, a
lepidopteran retrotransposon integrated within the baculovirus genome.
Mol Cell Biol. 1990;10(6):3067–77. https://doi.org/10.1128/mcb.10.6.3067.

88. Negre V, Hotelier T, Volkoff AN, Gimenez S, Cousserans F, Mita K, et al.
SPODOBASE: an EST database for the lepidopteran crop pest
Spodoptera. BMC Bioinformatics. 2006;7(322) https://doi.org/10.1186/
1471-2105-7-322.

89. Krupovic M, Koonin EV. Polintons: a hotbed of eukaryotic virus, transposon
and plasmid evolution. Nat Rev Micro. 2015;13(2):105–15. https://doi.org/10.
1038/nrmicro3389.

90. Fischer MG, Suttle CA. A virophage at the origin of large DNA transposons.
Science. 2011;332(6026):231–4. https://doi.org/10.1126/science.1199412.

91. Yutin N, Shevchenko S, Kapitonov V, Krupovic M, Koonin EV. A novel group
of diverse Polinton-like viruses discovered by metagenome analysis. BMC
Biol. 2015;13(1):1–14. https://doi.org/10.1186/s12915-015-0207-4.

92. Kaufmann B, El-Far M, Plevka P, Bowman VD, Li Y, Tijssen P, et al. Structure
of Bombyx mori densovirus 1, a silkworm pathogen. J Virol. 2011;85(10):
4691–7. https://doi.org/10.1128/jvi.02688-10.

93. McPherson CE. Development of a novel recombinant influenza vaccine in
insect cells. Biologicals. 2008;36(6):350–3. https://doi.org/10.1016/j.
biologicals.2008.08.001.

94. Cox MMJ, Hollister JR. FluBlok, a next generation influenza vaccine
manufactured in insect cells. Biologicals. 2009;37(3):182–9. https://doi.org/10.
1016/j.biologicals.2009.02.014.

95. Lovatt A, Black J, Galbraith D, Doherty I, Moran MW, Shepherd AJ, et al. High
throughput detection of retrovirus-associated reverse transcriptase using an
improved fluorescent product enhanced reverse transcriptase assay and its
comparison to conventional detection methods. J Virol Methods. 1999;82(2):
185–200. https://doi.org/10.1016/S0166-0934(99)00111-1.

Geisler BMC Biotechnology  (2018) 18:8 Page 18 of 19

http://dx.doi.org/10.1128/jvi.01588-08
http://dx.doi.org/10.1016/j.febslet.2004.12.017
http://dx.doi.org/10.1016/j.febslet.2004.12.017
http://dx.doi.org/10.1074/jbc.M506363200
http://dx.doi.org/10.1093/bib/bbn017
http://dx.doi.org/10.3389/fmicb.2015.01447
http://dx.doi.org/10.1016/j.sbi.2010.03.011
http://dx.doi.org/10.1016/j.sbi.2010.03.011
http://dx.doi.org/10.1128/MMBR.00049-13
http://dx.doi.org/10.1128/jvi.00776-12
http://dx.doi.org/10.1038/mt.2010.103
http://dx.doi.org/10.1093/ve/vev014
http://dx.doi.org/10.7554/eLife.05378
http://dx.doi.org/10.1101/gr.145000
http://dx.doi.org/10.1186/1471-2148-1-1
http://dx.doi.org/10.1186/1471-2148-1-1
http://dx.doi.org/10.1016/j.virol.2004.01.012
http://dx.doi.org/10.1016/j.virol.2004.01.012
http://dx.doi.org/10.1099/vir.0.79911-0
http://dx.doi.org/10.1006/viro.1996.0653
http://dx.doi.org/10.1099/0022-1317-78-9-2379
http://dx.doi.org/10.1099/0022-1317-78-9-2379
http://dx.doi.org/10.1101/gad.8.17.2046
http://dx.doi.org/10.1101/gad.8.17.2046
http://dx.doi.org/10.1186/1471-2148-8-302
http://dx.doi.org/10.1186/1471-2148-8-302
http://dx.doi.org/10.1093/oxfordjournals.molbev.a026371
http://dx.doi.org/10.1093/nar/24.5.914
http://dx.doi.org/10.1093/nar/24.5.914
http://dx.doi.org/10.5731/pdajpst.2014.01029
http://dx.doi.org/10.3390/v3112047
http://dx.doi.org/10.1016/j.virol.2013.06.004
http://dx.doi.org/10.1016/j.virol.2013.06.004
http://dx.doi.org/10.1128/mcb.10.6.3067
http://dx.doi.org/10.1186/1471-2105-7-322
http://dx.doi.org/10.1186/1471-2105-7-322
http://dx.doi.org/10.1038/nrmicro3389
http://dx.doi.org/10.1038/nrmicro3389
http://dx.doi.org/10.1126/science.1199412
http://dx.doi.org/10.1186/s12915-015-0207-4
http://dx.doi.org/10.1128/jvi.02688-10
http://dx.doi.org/10.1016/j.biologicals.2008.08.001
http://dx.doi.org/10.1016/j.biologicals.2008.08.001
http://dx.doi.org/10.1016/j.biologicals.2009.02.014
http://dx.doi.org/10.1016/j.biologicals.2009.02.014
http://dx.doi.org/10.1016/S0166-0934(99)00111-1


96. Lerch RA, Friesen PD. The baculovirus-integrated retrotransposon TED
encodes gag and pol proteins that assemble into viruslike particles with
reverse transcriptase. J Virol. 1992;66(3):1590–601.

97. Piskareva O, Clynes M, Barron N. Detection and cloning of LINE-1 elements
in CHO cells. Cytotechnology. 2007;53(1):75–80. https://doi.org/10.1007/
s10616-007-9051-x.

98. Xu X, Nagarajan H, Lewis NE, Pan S, Cai Z, Liu X, et al. The genomic
sequence of the Chinese hamster ovary (CHO)-K1 cell line. Nat Biotech.
2011;29(8):735–41. https://doi.org/10.1038/nbt.1932.

•  We accept pre-submission inquiries 

•  Our selector tool helps you to find the most relevant journal

•  We provide round the clock customer support 

•  Convenient online submission

•  Thorough peer review

•  Inclusion in PubMed and all major indexing services 

•  Maximum visibility for your research

Submit your manuscript at
www.biomedcentral.com/submit

Submit your next manuscript to BioMed Central 
and we will help you at every step:

Geisler BMC Biotechnology  (2018) 18:8 Page 19 of 19

http://dx.doi.org/10.1007/s10616-007-9051-x
http://dx.doi.org/10.1007/s10616-007-9051-x
http://dx.doi.org/10.1038/nbt.1932

	Abstract
	Background
	Results
	Conclusions

	Background
	Methods
	Cell culture, DNA and RNA extraction, MPS
	BLAST searches
	Sequence comparison

	Results
	Sf-RVN cell genome and transcriptome assembly
	Viral protein database (VPD) construction
	Maverick / Polinton elements
	B2 DNA polymerase (POLB)
	ATPase (ATP)
	Capsid-like (CAP)
	Integrase (INT)
	Protease (PRO)

	R1 LINEs with virus-like C-terminal superfamily 1 helicase (S1H) domains
	Novel EVEs
	Errantiviruses

	Discussion
	Sf-RVN cells contain actively transcribed maverick transposons
	Transcribed retrotransposons could account for previously reported reverse transcriptase activity and might form particles
	Comparison to other workflows
	No reference cell genome is required
	TBLASTN is more sensitive than BLASTN
	A minimum of 10 reads is required to detect virus-like sequences


	Conclusions
	TBLASTN searching genome and transcriptome assemblies is sensitive and fast
	No adventitious viruses were detected in Sf-RVN cells

	Additional file
	Abbreviations
	Acknowledgements
	Funding
	Availability of data and materials
	Ethics approval and consent to participate
	Consent for publication
	Competing interests
	Publisher’s Note
	References

