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Horizontal gene transfer commonly occurs from cells to viruses but rarely occurs from viruses to their host
cells, with the exception of retroviruses and some DNA viruses. However, extensive sequence similarity
searches in public genome databases for various organisms showed that the capsid protein and RNA-depen-
dent RNA polymerase genes from totiviruses and partitiviruses have widespread homologs in the nuclear
genomes of eukaryotic organisms, including plants, arthropods, fungi, nematodes, and protozoa. PCR ampli-
fication and sequencing as well as comparative evidence of junction coverage between virus and host sequences
support the conclusion that these viral homologs are real and occur in eukaryotic genomes. Sequence com-
parison and phylogenetic analysis suggest that these genes were likely transferred horizontally from viruses to
eukaryotic genomes. Furthermore, we present evidence showing that some of the transferred genes are
conserved and expressed in eukaryotic organisms and suggesting that these viral genes are also functional in
the recipient genomes. Our findings imply that horizontal transfer of double-stranded RNA viral genes is
widespread among eukaryotes and may give rise to functionally important new genes, thus entailing that RNA
viruses may play significant roles in the evolution of eukaryotes.

Viruses with double-stranded RNA (dsRNA) genomes in-
fect a broad range of hosts, including bacteria, vertebrates,
invertebrates, fungi, plants, and protozoa. They are grouped
into six families: Birnaviridae, Chrysoviridae, Cystoviridae, Par-
titiviridae, Reoviridae, and Totiviridae (23). Viruses in the family
Totiviridae encompass a broad range of viruses that infect
mainly fungi or protozoa and are characterized by a nonseg-
mented dsRNA genome encoding, in most cases, only a capsid
protein (CP) and an RNA-dependent RNA polymerase
(RdRp) (23). Partitiviruses, which usually infect fungi or
plants, have genomes consisting of two linear monocistronic
dsRNA segments; the smaller segment usually encodes the CP,
and the larger one typically codes for the RdRp (23). Although
these RdRps are classified into the reverse transcriptase (RT)-
like superfamily, neither totiviruses nor partitiviruses are
known to have RT activity. They are transmitted in nature via
cell division and cell fusion or, in the case of plant partitivi-
ruses, by ovule and/or pollen transmission. In addition, they
are generally associated with symptomless or persistent infec-
tions of their hosts and have no known natural vectors (22, 65).

Phylogenetic analyses of RdRps of dsRNA viruses suggest

that they have multiple origins from diverse lineages of posi-
tive-strand RNA viruses (1, 20, 35). Recently, based on
genomic comparison and phylogenetic analysis, Koonin and
coworkers (38) found that the RdRps of viruses in the families
Partitiviridae and Totiviridae are related to those of the picorna-
like superfamily of eukaryotic positive-strand RNA viruses,
and they suggested that the diversification of this superfamily
probably evolved in a “Big Bang” that antedated the radiation
of the eukaryotic supergroups.

Horizontal gene transfer (HGT)—the transfer of genes be-
tween distinct evolutionary lineages—has been recognized as a
frequent event occurring from cells to viruses (7, 47, 48, 50) as
well as from viruses to viruses (3, 25, 37, 50). Transfer from
DNA viruses or retroviruses to eukaryotic cells has also been
reported (4, 5, 14, 30, 41, 45). Transfer from nonretroviral
RNA viruses to cells is thought to be extremely rare (5, 19).
However, several very recent cases of eukaryotes in which
nonretroviral integrated RNA viruses (NIRVs) were detected
(17, 27, 36, 60, 61) suggest that transfer from nonretroviral
RNA viruses to cells might be much more common than pre-
viously thought. In the present study, we analyzed eukaryotic
genome databases for the presence of dsRNA virus-related
sequences, and we present evidence that totiviral and partiti-
viral genes are transferred frequently into the nuclear genomes
of eukaryotes and that some transferred genes even have func-
tions in the recipient genomes.

MATERIALS AND METHODS

Data collection and similarity searches. All sequences available for genomes
and encoded proteins of eukaryotic dsRNA viruses were assembled from viral
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genome databases at the NCBI website (http://www.ncbi.nlm.nih.gov/genomes
/GenomesHome.cgi?taxid�10239). To screen for virus-related sequences in eu-
karyotic genomes, each protein sequence was searched using the TBLASTn
algorithm against the following NCBI databases (http://blast.ncbi.nlm.nih.gov
/Blast.cgi): eukaryotic genomic BLAST, nucleotide collection (NT), NCBI ge-
nome (chromosome), reference genomic sequence (refseq_genomic), genomic
survey sequence (GSS), high-throughput genomic sequence (HTGS), and whole-
genome shotgun (WGS) databases. Through an iterative process of screening, all
nonredundant hits from these searches with E values of �1e�5 were extracted.
The relationships between sequences found to be similar in these searches were
determined by reverse BLAST comparisons, using each extracted hit as a
BLASTx query against the nonredundant (NR) protein database.

To examine the presence of potential transposable elements or repetitive
sequences, virus-related sequences in eukaryotic genomes and their flanking
sequences were searched against NCBI databases with BLAST or against the
Repbase database (28) with Censor (34; http://girinst.org/censor/index.php).

All database searches were performed online and were completed by July
2009.

Phylogenetic analyses. Multiple alignments of deduced amino acid (aa)
sequences of virus-related homologs in eukaryotic genomes and of represen-
tative exogenous partitiviruses and totiviruses were constructed using
COBALT (52; http://www.ncbi.nlm.nih.gov/tools/cobalt/cobalt.cgi?link_loc
�BlastHomeAd) and refined by hand. The in-frame stop codons within se-
quences of virus-related homologs in eukaryotic genomes were indicated with
X’s. Protein maximum likelihood (ML) trees were inferred with PhyML mixtures
(24, 40), assuming the EX2 mixture model (40) and using the subtree pruning
and regrafting (SPR) tree topology search strategy (26). Gaps in alignment were
systematically treated as unknown characters. The reliability of internal branches
was evaluated based on approximate likelihood ratio test (aLRT) statistics (2).

Tests for selection. For protein coding sequences, the ratio of nonsynonymous
(Ka) to synonymous (Ks) nucleotide substitution rates has been adopted widely as
a measure of selective pressure. For example, a ratio of �1 indicates purifying
selection to conserve the protein sequence. A Ka/Ks calculator (http://services
.cbu.uib.no/tools/kaks) was used to evaluate the Ka/Ks ratio for every branch in
the phylogenetic trees for virus-related homologs in eukaryotic genomes. GC
contents were estimated from the alignment.

DNA and total RNA extraction. To obtain genomic DNA and total RNA of
Arabidopsis ecotype Col-0, young leaves were collected and ground in liquid
nitrogen with a mortar and pestle. DNA was extracted in cetyltrimethylammo-
nium bromide (CTAB) as described by Sambrook et al. (58). Total RNA was
prepared with Trizol reagent (MBI Fermentas) according to the manufacturer’s
instructions. DNA and RNA samples were stored at �80°C before use.

PCR, RT-PCR, and DNA sequencing. The total volume of each PCR mix was
20 �l and contained 1 �l of DNA template, 2 �l 10� PCR buffer (TaKaRa), 0.4
�l of deoxynucleoside triphosphate (dNTP) mix (10 mM [each dNTP]), 0.2 �l of
each primer (20 �M), and 1 unit of Taq DNA polymerase. The PCR temperature
profile was 94°C for 4 min; 32 cycles of 94°C for 30 s, 55°C for 30 s, and 72°C for
1 min; and final extension at 72°C for 6 min.

RT-PCR detection of transcripts of virus-related homologs in the Arabidopsis
genome was performed using RevertAid. A first-strand cDNA synthesis kit
(Fermentas) was used with DNase-treated total RNA as described by the man-
ufacturer.

PCR products were fractionated by gel electrophoresis on 1% agarose gels and
were stained with ethidium bromide. DNA was sequenced by Sanger methods at
the Beijing Genomics Institute (BGI).

Nucleotide sequence accession numbers. New sequences generated in this
study were deposited in GenBank under accession numbers HM068619 and
HM068620.

RESULTS

A plant protein homolog of a partitiviral CP. We recently
isolated and sequenced the genomic dsRNAs of a partitivirus
from Sclerotinia sclerotiorum, an important plant-pathogenic
fungus, and designated the virus Sclerotinia sclerotiorum parti-
tivirus S (SsPV-S) (H. Liu et al., unpublished data). BLASTp
searches showed that whereas SsPV-S CP has the highest aa
sequence similarity to IAA-leucine-resistant protein 2 (ILR2)
(42) of Arabidopsis (26% amino acid [aa] identity; E value of
�1e�11), its similarity to CPs of other partitiviruses is consid-

erably lower. Furthermore, the proteins encoded by ILR2 and
the CP gene of SsPV-S also share significant sequence similar-
ity with the protein encoded by a cDNA clone of a gem gene of
meadow fescue (Festuca pratensis) (51% and 25% aa identity,
respectively) (62) (Fig. 1). The gem gene is 1,756 bp in length
and contains one open reading frame (ORF) followed by an
interrupted poly(A) tail at the 3� end. These properties are
very similar to those of partitiviruses. Indeed, we found many
cDNA sequences of meadow fescue in the expressed sequence
tag (EST) database that share sequence identity with the gem
gene, and many others share sequence identity with the RdRp
gene of SsPV-S (data not shown). These results suggest the
possibility that gem is indeed of partitiviral CP gene origin,
even though it was reported as a plant gene.

The ILR2 gene is located on chromosome 3 of Arabidopsis
and has two forms, a short form and a long form, among
Arabidopsis sequences (42) (Fig. 1A). The long ILR2 form may
be the ancestral form of the gene and contains one predicted
intron (42). However, the predicted intron of ILR2 is well
aligned with coding regions of gem and the CP gene of SsPV-S
(Fig. 1B; see Fig. S1 in the supplemental material), suggesting
that it is unlikely to be an intron. In fact, many cDNA se-
quences of ILR2 contain the intron region, but no spliced
forms were found in the EST database (Fig. 1A). These results
suggest that HGT occurred from a gem-like partitivirus to the
genome of an Arabidopsis ancestor.

Partitivirus- and totivirus-related homologs in eukaryotic
nuclear genomes. The finding that the Arabidopsis genome
contains a virus-like gene raised our interest in exploring
whether other eukaryotic genomes have viral homologs. For
this purpose, we used the available protein sequences of vari-
ous eukaryotic dsRNA viruses to screen publicly accessible
genome databases (see Materials and Methods). During this
analysis, 22 partitivirus-related and 34 totivirus-related ho-
mologs, ranging from short stretches of viral sequences to
entire viral genomes (�123 to 4,473 bp), were found in nuclear
genomes of diverse eukaryotic organisms, including plants, ar-
thropods, fungi, nematodes, gastropods, and protozoa (Tables
1 and 2; see Table S1 in the supplemental material). We noted
that the presence of NIRVs in Penicillium and three budding
yeast species was reported very recently (17, 60). Although
partitivirus- and totivirus-like NIRVs occurred widely, NIRVs
similar to viruses of other eukaryotic dsRNA families or gen-
era were not detected.

Excluding the possibility that NIRVs are contaminant se-
quences. Because routine DNA sequencing does not involve
the use of reverse transcriptase, there is little chance for con-
tamination of eukaryotic genomic DNA with RNA viral se-
quences. To examine any possible artifacts, we performed the
following tasks. (i) We amplified and sequenced the proposed
junctions of host-virus sequences for two NIRVs in Arabidopsis
(Fig. 2A; see Fig. S2A and B in the supplemental material).
The results revealed that the PCR products were of the ex-
pected sizes and that the experimental sequences had 100%
identity with sequences of the Arabidopsis genome containing
both the expected host sequences and the virus-like sequences.
(ii) We examined all available trace data in the NCBI Trace
Archive for the genomes containing NIRVs and found that in
the genomes whose trace records were available, each junction
between NIRVs and host sequences was covered by at least
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two trace records (�95% nucleotide [nt] identity) (Tables 1
and 2; see examples in Fig. S2C and E in the supplemental
material). This supports the contention that these are not ar-
tifacts. (iii) We searched various NCBI databases (NT, EST,
GSS, HTGS, and WGS) for sequences that included at least
portions of the NIRV loci whose trace records were not avail-
able. We found some sequences that also showed the junctions

between viral and host sequences (see examples in Fig. S2B
and D to G in the supplemental material). (iv) We carefully
examined the NIRVs in contigs which we assembled from
GSSs (see Table S2 in the supplemental material). For each
contig, at least two GSS records containing the junctions be-
tween viral and host sequences were found (Tables 1 and 2; see
examples in Fig. S2H and I in the supplemental material). In

FIG. 1. Schematic representation (A) and multiple sequence alignment of predicted amino acid sequences (B) for ILR2 of Arabidopsis thaliana,
gem of Festuca pratensis, and the capsid protein gene of SsPV-S. (A) Colored rectangular boxes with arrowheads indicate ORFs. The region
indicated by a broken horizontal line is deleted in the Wassilewskija (Ws) and Landsberg erecta (Ler) sequences of Arabidopsis. The matched
regions of expressed sequences and their nt identity are indicated. (B) The red triangle indicates predicted frameshift sites in ILR2, and the region
of the predicted ILR2 intron is marked with a red line. Identical residues between sequences are shaded. F.p_gem, gem of Festuca pratensis;
SsPV-S_CP, capsid protein gene of Sclerotinia sclerotiorum partitivirus S; A.t_ILR2, IAA-leucine-resistant protein 2 of Arabidopsis thaliana; CP,
capsid protein; EST, expressed sequence tag.
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addition, these NIRVs had apparently degenerated, since they
contained frameshifts, internal stop codons, or deletions com-
pared to the viral genes (Tables 1 and 2). Since at least two
GSSs covered these regions, this indicated that mutations
should not be due merely to sequencing errors. (v) We also
compared the NIRVs and their flanking cellular sequences.
For example, the two NIRVs as well as their flanking se-
quences in one clone each of Medicago truncatula (barrel
medic) chromosome 7 and Lotus japonicus chromosome 1 are
homologous (see Fig. S2J in the supplemental material). Like-
wise, the flanking sequences of NIRVs from two other clones
of barrel medic (GenBank accession no. AC196856.3 and
AC233254.1) are also homologous. These results suggest that
genomic segments were probably duplicated after viral inte-
gration.

From these analyses, we believe that these viral integrations
are real rather than being chimeric clones or misassembled
from contaminated sequences of exogenous incidental viral
sequences. A few putative NIRVs have not been confirmed
due to a lack of sufficient sequence information. They are
regarded as candidates for viral integration (listed in Table S1
in the supplemental material), and experimental verification is
pending.

Phylogenetic analysis of NIRVs and exogenous viruses. To
evaluate the genetic relationships of NIRVs and exogenous
viruses, we constructed maximum likelihood phylogenetic trees
for deduced aa sequences of NIRVs, using the RdRp or CP
protein sequences of representative partitiviruses and totivi-
ruses. As shown in Fig. 3, the NIRVs were clearly located
within the partiti- or totiviral phylogenetic trees, suggesting
that they originated from these exogenous viruses. NIRVs
from the same genome clustered within different clades (such
as those with Arabidopsis, tobacco, and pea aphid), implying
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FIG. 2. PCR amplification of total DNA of Arabidopsis ecotype
Col-0 (A) and RT-PCR with DNase-treated total RNA (B). (A) The
sequences of the PCR products were deposited under GenBank ac-
cession numbers HM068619 and HM068620. (B) Reverse transcrip-
tase is marked as either present (�) or absent (�). PCR products were
fractionated by gel electrophoresis on 1% agarose gels and were
stained with ethidium bromide. M, DNA marker DL 2000; NIRV,
nonretroviral integrated RNA virus.
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that integration of different viruses in one genome could have
occurred. The NIRVs from Chinese cabbage and wild mustard
clustered together, and their flanking sequences also shared
sequence identity (see Fig. S2D in the supplemental material),
indicating that NIRV integration preceded the separation of
these two species. In contrast, the Saccharomyces cerevisiae
virus L-A (ScV L-A)-like NIRVs from different fungal ge-
nomes clustered together (Fig. 3B and D), but their phyloge-
netic topologies did not follow species evolution. In addition,
NIRVs were not detected in closely related fungal species.
These results suggested that multiple independent integration

events rather than a single insertion from a common ances-
tor had taken place. Alternatively, HGTs might have oc-
curred among these species. Indeed, we found one sequence
(GenBank accession no. AM669000) of the protozoan Ent-
amoeba terrapinae M that shared sequence identity not only
with the NIRV but also with its flanking sequence (80% nt
identity) in the yeast Debaryomyces hansenii (see Fig. S2F in
the supplemental material). This supports the idea that
HGT occurred between these two species.

Expression and function of transferred genes in recipient
genomes. Comparison of NIRVs and their related viruses sug-

FIG. 3. Phylogenetic analysis of NIRVs and representative partitiviruses and totiviruses. Maximum likelihood trees were estimated for the
aligned amino acid sequences by using PhyML mixtures (24, 40). Gaps in alignment were systematically treated as unknown characters. Because
many of the NIRVs were short, corresponding to different parts of the viral gene, there were only short or no common sites for all sequences
aligned. Phylogenetic trees for the individual NIRVs were also constructed (data not shown), and their topologies were consistent with the trees
presented in this figure. (A and C) RdRp (A) and CP (C) trees for partitiviruses and their related NIRVs. The trees were rooted with the
totivirus-like southern tomato virus. (B and D) RdRp (B) and CP (D) trees for totiviruses and their related NIRVs. The RdRp tree was rooted
with corresponding sequences from the partitivirus Penicillium stoloniferum virus F. The CP tree was not rooted because outgroup sequences were
too divergent. Only P values for the approximate likelihood ratios (SH test) of �0.5 (50%) are indicated. All scale bars correspond to 0.5 amino
acid substitution per site. The NIRV branches and taxa are indicated in red.
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gested that most were 5�- and/or 3�-truncated sequences and
even contained frameshifts, internal stop codons, and/or dele-
tions (Tables 1 and 2; see Table S1 in the supplemental mate-
rial). However, some of the NIRVs retained intact or nearly
intact reading frames of viral genes (Fig. 4 and 5; see Fig. S3 in
the supplemental material). This suggested that they could
have functions when expressed. We performed RT-PCR to
examine the transcripts of NIRVs in the Arabidopsis genome.
We detected transcripts for ILR2 but were unable to detect
those for the chromosome 4 NIRV (Fig. 2B). However, by
searching the EST database with the BLASTn program, it was
clearly shown that the chromosome 4 NIRV was also expressed
in Arabidopsis (Fig. 4A). The expressed sequences for chromo-
some 4 NIRV came from pooled cDNA populations from
Arabidopsis, which were reconstructed from roots, inflores-
cence, calluses, young seedlings, and Arabidopsis plants sub-
jected to various abiotic and biotic stresses (Y. Xiao et al.,

unpublished data). Since we did not detect expression from
Arabidopsis young leaves, this suggests that the expression of
chromosome 4 NIRV may occur in specialized cells or may be
activated by stresses. By searching the translated EST data-
base, we also found that the NIRV in Chinese cabbage was
expressed (Fig. 4B). It is worth noting that the EST from rape-
seed (Brassica napus) corresponded to the 3� part of the NIRV
and the adjacent genomic sequence of Chinese cabbage (Fig. 4B),
indicating that there was a similarly expressed insertion in rape-
seed. ESTs of NIRVs were also found in insects and yeasts (Fig.
4C; see Fig. S2G in the supplemental material). Interestingly, the
southern tomato virus-like NIRV in the Populus genome is a
pseudogene, but its 3� partial cDNA sequence was also found (see
Fig. S2E in the supplemental material). Transcriptions of other
NIRVs were not detected, but the possibility of low levels of
expression could not be ruled out. Alternatively, the currently
available EST data are nevertheless limited.

FIG. 4. Schematic representation of some NIRVs, their expressed sequences, and their most related viruses. Colored rectangular boxes with
arrowheads indicate ORFs. Green rectangular boxes indicate repeated sequences in eukaryotic genomes detected by BLASTn searches. Gray
sectors connect corresponding homologous regions, and the % aa identity is indicated. Similar regions of expressed sequences are identified, and
the % nt identity with NIRVs is indicated. CP, capsid protein; RdRp, RNA-dependent RNA polymerase; EST, expressed sequence tag; aa, amino
acid; nt, nucleotide.
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Partitiviruses in the genera Alphacryptovirus and Betacrypto-
virus are common in plants, and thus plant EST sequences
might be contaminated with such cryptoviral sequences. For
example, the CP sequence of White clover cryptic virus 1 has
been discovered in an EST library of Trifolium repens (51). We
indeed detected numerous viral sequences in various plant
EST data. However, we were convinced that the expressed
sequences from the NIRVs mentioned above were not con-
taminating viral sequences because high levels of nt sequence
identity were detected between the expressed NIRV sequences
and their corresponding genomic NIRVs rather than between
them and partitiviruses. Furthermore, such sequences also in-
cluded flanking nuclear genomic sequences characteristics of
repeated elements (Fig. 4). In contrast, no significant nt se-
quence identity was found between the viral sequences we
detected in the EST database and any NIRVs.

To test whether NIRVs are evolving as functional genes, we
calculated the Ka/Ks ratio for each branch in the phylogenetic
trees of some NIRVs (see Fig. S4 in the supplemental mate-
rial). The ratios for all branches were �1, indicating that evo-
lution of NIRVs was dominated by purifying selection. How-
ever, these Ka/Ks values for NIRVs and viruses were all larger
than is typical for strong purifying selection. This may be due
to the fact that the sequences used for the Ka/Ks test were
highly divergent, and as a consequence, saturation of the num-
ber of Ks may occur. The NIRVs not only were expressed but
also evolved under pressure of purifying selection, suggesting
that they carry functional genes. However, we cannot differ-
entiate between past and present functions or function at the
protein or RNA level. The RdRps from fruit fly and yeast
species retained the conserved residues of these viruses (Fig. 5;
see Fig. S3 in the supplemental material), suggesting that they
may have enzymatic activity when expressed. However, we
cannot rule out the possibility that the NIRVs evolved from the

precise mechanistic function of the viral homolog in subtle
ways by positive selection while still maintaining the broader
function.

DISCUSSION

Direction of HGTs. In this study, we provide evidence that
genes of totiviruses and partitiviruses have widespread ho-
mologs in the nuclear genomes of eukaryotic organisms. Tra-
ditionally, viruses are viewed as pickpockets of cellular genes,
with the direction of gene transfer occurring predominantly
from cell to virus rather than in the opposite direction (50).
With this in mind, it is easier to envision viruses that are
derived from their nuclear homologs as escaped entities from
early eukaryotic or prokaryotic cell environments (16) or as
capturing the relevant genes from the host during infection.
For instance, the protein synthesis-related genes of mimivi-
ruses were acquired from the host by HGT (48, 49). Other
examples include the Hsp70 gene, acquired from host plants by
a common ancestor of closteroviruses (11, 29), and the host
28S rRNA gene sequence, acquired by an influenza virus (32).
Our data, however, support Taylor and Bruenn’s proposal (60)
that the direction of transfer was from virus to cell. First, if toti-
and partitiviruses represented escaped fragments of their host
NIRVs from early cellular chromosomes, one would expect
that the NIRVs would cluster together and that their phyloge-
netic topologies would follow that of species evolution. Our
data showed the phylogenetic distribution of the NIRVs to be
patchy, suggesting that the transfer of relevant genes between
cells and viruses occurred recently. Second, the fact that the
RdRps of many RNA viruses belonging to the picorna-like
superfamily of eukaryotic positive-strand RNA viruses are phy-
logenetically related to those of toti- and partitiviruses (38)
suggests an ancient origin for these viruses. Third, the CP trees

FIG. 5. Alignment of putative amino acid sequences of fruit fly NIRV and its best-matched virus. The alignment was obtained using the
COBALT program. Identical residues between two sequences are shaded. The regions of RdRp conserved motifs of partitiviruses are boxed. The
invariant amino acid residues in partitiviruses are highlighted in red. FsV-1, Fusarium solani virus 1 (GenBank accession no. NP_624350.1).
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of toti- and partitiviruses have similar topologies to their RdRp
trees (6, 21), implying parallel evolution of CPs and RdRps. It
is unlikely that the respective genes were acquired indepen-
dently from the host by HGTs in recent times. In addition,
most of the nuclear viral homologs are pseudogenes. Hence,
the most likely explanation is that these genes were transferred
horizontally from viruses to eukaryotic genomes.

Integration mechanism and integration preference. Both
totiviruses and partitiviruses have no recognized RT and inte-
grase functions. How, then, do viral sequences become inte-
grated? Integration of viral RNA sequences into the nuclear
genome must involve reverse transcription and illegitimate re-
combination events. Recently, Geuking et al. (19) demon-
strated that an endogenous retrotransposon can recombine
with lymphocytic choriomeningitis virus, resulting in its inte-
gration into the mouse genome. We found that the flanking
sequences of many viral insertions within eukaryotic genomes
had the typical traits of transposable elements or multiple
repeat sequences (see Fig. S5 in the supplemental material). It
seems likely that these elements are involved in the integration
of viral genes into eukaryotic genomes (43, 59). However,
integration near an endogenous retrotransposon can also be
explained by a common preference for integrating viral se-
quences into retrotransposable element-rich regions. Given
that these regions are particularly unstable and easily form
double-strand breaks, such integration events also could occur
by double-strand-break repair (55). Indeed, some integrations
(such as those in Ixodes scapularis) (see Fig. S5 in the supple-
mental material) most likely occurred via double-strand-break
repair rather than by a retrotransposon-mediated mechanism.
Hence, it seems likely that there have been different mecha-
nisms of integration.

Frank and Wolfe (17) proposed that double-strand-break
repair is responsible for the capture of sequences of viral or
plasmid origin by the yeast nuclear genome. However, the use
of viral sequences to repair breaks has not been detected in
laboratory experiments associated with double-strand-break
repair in S. cerevisiae (46, 55, 67), even though most laboratory
strains do contain the ScV L-A virus at high copy numbers
(66). In our study, although the ScV L-A-infected S. cerevisiae
genome lacked any related homologs, L-A-related homologs
were found in other eukaryotic species that are not known to
be infected with ScV L-A. In fact, to date, no eukaryotic spe-
cies with integrated viral genes have been reported to be in-
fected by the respective viruses. Likewise, virus-infected eu-
karyotic host species are not subject to integration by the
invading viral sequences. Furthermore, we found by cloning in
silico that at least 40 eukaryotic species contained potential
toti- and partitivirus sequences (Liu et al., unpublished data).
However, none of these eukaryotic species contained inte-
grated viral genes, except for Chinese cabbage, which harbored
viruses distinct from its nuclear viral homologs. Otherwise, we
did not find potential toti- and partitiviruses in the eukaryotic
species with integrated viral genes, except for the expressed
sequences by nuclear homologs discussed above. Considering
that toti- and partitiviruses are intimately associated with their
host cells over long periods of evolutionary time (22), this
persistent association is expected to enhance the likelihood of
their integration into the infected host genome. However, in-
tegration events most likely occurred when the viruses were

first introduced into noninfected species. Hence, it seems fea-
sible that there was a triggering factor for occurrence of inte-
gration.

Potential triggering factors for prevalence of virus-to-eu-
karyote genome HGTs. Toti- and partitiviruses do not have
extracellular routes for infection and are transmitted intracel-
lularly during cell division and sporogenesis (vertical transmis-
sion) or, in the case of plant partitiviruses, via ovule and/or
pollen transmission. Horizontal or lateral transmission of fun-
gal partitiviruses and totiviruses occurs during cell fusion as a
result of hyphal anastomosis. Such horizontal transmission oc-
curs only between individuals within the same species belong-
ing to the same or closely related vegetative compatibility
groups. The natural host ranges of these viruses are therefore
limited to individuals within the same or closely related vege-
tative compatibility groups (20, 65). However, physical contacts
of unicellular eukaryotes that share the same habitats (such as
yeasts and protozoa) can increase the likelihood of interspecies
virus transmission. The pathogenic or endosymbiotic relation-
ship between plants and fungi, insects, protozoa, nematodes,
etc., can also provide an opportunity for interkingdom trans-
mission of viruses. Toti- and partitiviruses are generally asso-
ciated with symptomless or persistent infections of their hosts,
suggesting coevolutionary interactions between viruses and
hosts (20, 64). Hence, they may be recognized as self elements
by the infected host’s pattern recognition receptors (31, 44, 68)
and therefore do not trigger the host’s innate immune system.
However, when these viruses are transferred to noninfected
hosts, or occasionally to nonhost species, the antiviral innate
immune response of the cell is induced (31, 44, 68). Virus
infection can also activate transposable elements (8, 10, 53)
and systemically enhance the frequency of DNA recombina-
tion (12, 39). The cDNA fragments of viruses can be synthe-
sized randomly by RTs encoded by these transposable ele-
ments (18, 33) and subsequently transported to the nuclear
genome. Viral cDNA integration could occur either by hitch-
hiking on retrotransposons (19, 43, 59) or by double-strand-
break repair (17, 54). The integrated viral genes could provide
the species with a new phenotype of an immune system in
order to recognize and prevent similar infections.

Role of NIRVs in antiviral immunity. There is growing ev-
idence that retroviruses and endogenous retroviruses have
played a major role in the evolution of animal and, most
particularly, human adaptive immunity (56, 57, 63, 65). Re-
cently, nonretroviral integration-based immunity was proposed
(5, 15, 36). Our data support the hypothesis that integration of
virus-specific sequences into eukaryotic genomes results in ac-
quired immunity. The integrated NIRVs could provide the
basic elements to recognize and prevent cell infection with
related viruses and therefore might affect host immunity. A
new phenotype of the host immune system may thus have
evolved. This phenomenon might be widespread in diverse
organisms with various viruses. To address this question,
worldwide surveys of other viral gene integration events are
necessary. In fact, we also detected plant positive-strand RNA
virus-like sequences in genomes of insects (Liu et al., unpub-
lished data). Hence, with ongoing eukaryotic genome sequenc-
ing projects and the availability of sequence information for
more viruses, more viral gene integration events will be
brought to light.

VOL. 84, 2010 HGT FROM dsRNA VIRUSES TO EUKARYOTIC NUCLEAR GENOMES 11885



In conclusion, our study provides substantial confirmation
that RNA viruses can donate genetic material horizontally to
wide-ranging eukaryotic species and give rise to functionally
significant new genes. Given that RNA viruses are widespread
(13, 38), they not only may have played important roles in early
cellular evolution (9, 16, 37, 64) but also may continue to do so
in the subsequent evolution of eukaryotes.
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