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Most plant viruses require the assistance of another organism—the vector—to spread from one host to the next (34).
Insects, the main virus vectors, are frequently responsible for
causing severe disease epidemics worldwide. Specialized plant
feeders with piercing-sucking mouthparts from the Homoptera,
particularly aphids, are responsible for transmitting around
half of the ⬎1,000 plant virus species described so far (18). The
specificity of the relationship between aphids and viruses can
vary widely depending on the type of virus-vector interaction,
but it is generally low for the most frequent noncirculative
interactions. The term noncirculative applies to cases of transmission where the virus is simply retained within (and later
released from) the stylets of the vector while feeding on plants
and never replicates or even circulates within the vector body
(15). In fact, most aphid species tested are capable of transmitting any noncirculative virus with various degrees of efficiency, and there are only very few examples reported in the
literature of a given aphid species being unable to act as the
vector for a specific noncirculative virus [e.g., Lypaphis erysimi
(Kaltenbach) and Tobacco etch virus (39), Nasonovia ribisnigri
Mosley and Lettuce mosaic virus (26), or Brachycaudus helichrysi L. and Cauliflower mosaic virus (19)]. Whether this apparent lack of specificity is a viral adaptation to increase the
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chances of transmission by several vector species remains an
open question.
The molecular basis of the specificity (or lack of specificity)
between noncirculative viruses and their vectors is poorly documented. One reported example is that of cucumoviruses,
where minor amino acid changes in the coat protein of Cucumber mosaic virus differentially modify transmission by its
two main vectors, Aphis gossypii (Glover) and Myzus persicae
(Sulzer) (30). In potyviruses, the molecular mechanisms of the
virus-vector interaction have been studied extensively, and
some level of specificity has been reported (36). Although a
highly conserved KITC amino acid motif in the N-terminal
domain of the helper component (HC)-Pro protein is mandatory for all potyvirus/aphid interactions, other protein sequences that affect the efficiency of transmission in a specific
virus/vector couple remain completely unknown (reviewed in
references 32 and 35).
Similarly, for Cauliflower mosaic virus (CaMV, genus Caulimovirus), various aphid species transmit the disease with different efficiencies or even fail to transmit it at all (7, 19, 25).
CaMV is certainly the plant virus for which the molecular
mechanisms of virus/vector interactions have been most thoroughly documented. However, although the biological and biochemical properties of the various viral proteins involved in
aphid transmission are well characterized (for a review, see
references 4 and 18), the exact domains or motifs involved,
directly or indirectly, in specific recognition between the virus
and one or more aphid species are still unidentified and thus
remain totally uncharacterized. Among the six viral genes expressed upon CaMV infection, three (open reading frames
[ORFs] II, III, and IV) are involved in vector transmission.
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Viruses frequently use insect vectors to effect rapid spread through host populations. In plant viruses, vector
transmission is the major mode of transmission, used by nearly 80% of species described to date. Despite the
importance of this phenomenon in epidemiology, the specificity of the virus-vector relationship is poorly
understood at both the molecular and the evolutionary level, and very limited data are available on the precise
viral protein motifs that control specificity. Here, using the aphid-transmitted Cauliflower mosaic virus (CaMV)
as a biological model, we confirm that the “noncirculative” mode of transmission dominant in plant viruses
(designated “mechanical vector transmission” in animal viruses) involves extremely specific virus-vector
recognition, and we identify an amino acid position in the “helper component” (HC) protein of CaMV involved
in such recognition. Site-directed mutagenesis revealed that changing the residue at this position can differentially affect transmission rates obtained with various aphid species, thus modifying the spectrum of vector
species for CaMV. Most interestingly, in a virus line transmitted by a single vector species, we observed the
rapid appearance of a spontaneous mutant specifically losing its transmissibility by another aphid species.
Hence, in addition to the first identification of an HC motif directly involved in specific vector recognition, we
demonstrate that change of a virus to a different vector species requires only a single mutation and can occur
rapidly and spontaneously.
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MATERIALS AND METHODS
Virus, host plants, and vectors. The aphid-transmissible isolate Cabb-S of
CaMV (12) was used as the standard isolate and is hereafter referred to as the
wild type. CaMV Cabb-S and the mutant derivatives described below were
propagated by serial mechanical inoculation in turnip plants (Brassica rapa L. cv.
Just Right).
The aphid species used were previously characterized as being good vectors
(Brevicoryne brassicae L. and Myzus persicae Sulzer), poor vectors (Macrosiphum
euphorbiae Thomas and Nasonovia ribisnigri Mosley), or nonvectors (Brachycaudus helichrysi L.) with respect to transmission of CaMV (7, 19, 25). Laboratory
colonies of all aphid species were initiated from a single viviparous aptera
collected on cauliflower (B. brassicae), pepper (M. persicae), lettuce (N. ribisnigri
and M. euphorbiae), or Senecio vulgaris L. (B. helichrysi) plants in central Spain.
All aphid colonies, except N. ribisnigri, were reared in environmental growth
chambers at temperatures of 23°C (day) and 18°C (night) and a photoperiod of
14 h of light and 10 h of dark. The clone of N. ribisnigri was reared at a constant
temperature of 12°C and a photoperiod of 14 h of light and 10 h of dark. B.
brassicae and M. persicae colonies were reared on Brassica rapa cv. Just Right,
while M. euphorbiae and N. ribisnigri were cultured on lettuce (cv. Cazorla) and
B. helichrysi was cultured on chrysanthemum (Chrysanthemum coronarium L.).

Plasmid construction and mutagenesis. Clone pCa37 is the reference clone for
the CaMV isolate Cabb-S (12); clone ⌬II-S, where the entire coding sequence of
gene II is replaced by the unique restriction site SpeI, was described elsewhere
(13).
CaMV mutants with a substitution at amino acid position 6 of P2 were created
by PCR-directed mutagenesis. Gene II was PCR amplified on the template
pCa37 with reverse and forward primers containing an SpeI restriction site at
their 5⬘ extremities. The PCR products were later digested by SpeI and directly
cloned at the corresponding site in plasmid ⌬II-S. Eight different forward primers were used, each containing a mutation inducing an amino acid change at
position 6 of the P2 protein sequence. The primers were designed to substitute
either glycine (G; codon, GGA), lysine (K; codon, AAA), glutamic acid (E;
codon, GAA), asparagine (N; codon, AAT), methionine (M; codon, ATG),
threonine (T; codon, ACA), tyrosine (Y; codon, TAT), or histidine (H; codon,
CAT) for the original glutamine (Q; wild-type codon, CAA) and, after cloning,
yielded mutant CaMV clones designated Q6G, Q6K, Q6E, Q6N, Q6M, Q6T,
Q6Y, and Q6H, respectively.
Plasmid Top-S, containing the full genome-length CaMV Cabb-S sequence
with an engineered early stop codon at amino acid position 6 of P2, was described
previously (13). This plasmid is not infectious when inoculated into turnip plants
unless the stop codon reverts to a coding nucleotide triplet; that infectious
revertants appear spontaneously upon Top-S inoculation has been reported
previously (13). Several infectious revertants were characterized and are described in Results. To ensure that these revertants were not a mixed population,
viral genomes were extracted from an infected plant as described previously (13)
and cloned in pUC19 using the unique SalI restriction site in the CaMV sequence. The nature of the reversion of the stop codon at amino acid position 6
of P2 was determined by sequencing the various clones produced. The clones
were then inoculated back into plants, and the properties determined for each
revertant were verified on individual clones.
To express P2Rev5 using a baculovirus/insect cell expression system, a DNA
fragment of 621 bp released upon digestion of pTop-S-Rev5 (see Results) with
BamHI and BglII was cloned between the BglII sites in the transfer plasmid p119
(17) to produce p119-P2Rev5. To create a fusion between P2Rev5 and green
fluorescent protein (GFP), the GFP gene was extracted from plasmid pEGFP-C1
(8) by Eco47III-PstI double digestion and inserted into pUC19 using XbaI and
PstI sites to yield pUC-GFP. The P2Rev5 coding sequence was PCR amplified
from the plasmid pTop-S-Rev5 with forward and reverse primers containing
BamHI and BglII sites at their 5⬘ extremities, respectively, with the reverse
primer omitting the stop codon of P2Rev5, and the PCR product was inserted
into the BamHI site of the plasmid pUC-GFP, yielding pUC-P2Rev5-GFP. The
sequence encoding a P2Rev5-GFP fusion was then extracted from pUC-P2Rev5GFP by a double BamHI-BglII digestion and inserted into p119 at the BglII
cloning site to generate p119-P2Rev5-GFP.
Insect cell culture maintenance and infection with p119-P2Rev5 and p119P2Rev5-GFP baculovirus recombinants, as well as production and purification of
recombinant proteins, were as previously described (16). Plasmids containing the
full-length CaMV genome or mutant derivatives were mechanically inoculated
onto host plants as described previously (13).
Protein analysis and microscopy. Accumulation of P2 in turnip plants infected
with Top-S-Rev5 or the CaMV Q6x mutant series was verified by total protein
extraction and 13.5% sodium dodecyl sulfate-polyacrylamide gel electrophoresis,
followed by P2- or P4-specific immunodetection as previously described (13).
Far-Western experiments to detect interaction between P2, P3, and P3-virion
complexes were done precisely as previously described (21). Briefly, membranes
from Western blots of P2 and mutant derivative proteins were incubated either
with P3 alone or with a mixture of P3 and virions. The interaction of P3 and
P3-virion complexes with various forms of P2 on the membrane is revealed using
antibodies against P3 and antibodies against virions, respectively. Electron-lucent inclusion bodies in Top-S-Rev5-infected plants were observed using electron microscopy, as described previously (9). The paracrystals of P2Rev5 produced in the baculovirus/insect cell expression system were observed by negative
staining electron microscopy as described previously (5). The association between P2Rev5-GFP and the microtubular network in insect cells was observed
using an epifluorescence microscope. In this case, insect cells were infected with
the corresponding baculovirus recombinant for 48 h and observed live, directly in
the culture medium, without further processing.
Transmission tests. Infected turnip plants, used as virus source plants, were
selected for consistency between batches and uniformity of symptom appearance. Transmission tests were performed essentially as described previously (11).
Groups of 25 to 30 young-adult aphid apterae were placed inside plastic cages for
1 h for preacquisition starving. Aphids were then released on the upper side of
an infected leaf for virus acquisition. In all cases, the aphids were placed on the
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The coat protein (P4), the product of ORF IV, has long been
known to be incapable of direct interaction with the aphid
mouthparts. Instead, nonstructural proteins, such as those encoded by ORFs II and III (P2 and P3), create a molecular
“bridge” between virus and vector, thus linking the coat protein to attachment sites within the aphid mouthparts. P3 has
been demonstrated to form a complex with the virus particle
(20, 33), but it cannot bind putative receptors in aphids (9). P3,
in the form of P3-virion complexes, attaches to P2 (the helper
component of CaMV), which in turn directly recognizes the
putative receptor sites within the aphid stylet (9). Consistently,
P2 is the only viral product that is retained in the stylets when
acquired alone by aphids, and its acquisition prior to that of
P3-virion complexes is mandatory for successful transmission
(9). Biochemical and biological characterization of P2 has revealed a number of remarkable properties, but no information
on motifs or domains that could be directly involved in binding
to the aphid stylet has been reported. While the C-terminal
␣-helical domain of P2 (from amino acids [AA] 100 to 159) was
shown to be responsible both for P2-P3 binding (21) and for P2
self-association and polymerization (16), a large N-terminal
region (from AA 1 to 100) remains unexplored regarding
structure, biochemical properties, and biological function. It is
thus tempting to hypothesize that the motif that attaches to the
aphid vector resides on this end of the molecule. However, the
lack of naturally nontransmissible variants of CaMV deficient
in P2-aphid binding (2), together with the intrinsic instability of
the N-terminal domain when isolated from the rest of the
molecule (S. Blanc, unpublished results), has so far precluded
further exploration of this possibility.
In this report, we present a series of converging observations
indicating that a domain of P2 recognizing the attachment sites
within the aphid stylets is located at the N terminus of the
protein. More precisely, we identified a single amino acid position that can either abolish transmission or differentially affect transmission efficiency by various aphid species and
thereby change the spectrum of vector species for CaMV.
Interestingly, we also obtained evidence that changes at this
amino acid position can occur spontaneously when a particular
aphid species is used as a vector after a series of successive
passages in host plants, indicating potential for very rapid adaptation to new vector species.
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RESULTS
Identification of a residue in P2 involved in interaction with
the aphid vector. We recently described the CaMV clone
Top-S, which has an engineered stop codon at amino acid
position 6 of P2 and which is not infectious unless this codon
reverts to an amino acid coding triplet (13). Because the amino
acid at position 6 lies in the uncharacterized N-terminal region
of P2, which is possibly involved in mediating the P2-aphid
interaction (see the Introduction), we decided to inoculate
host plants with clone Top-S and systematically test spontaneous revertants for P2 accumulation and aphid transmissibility.
The fifth revertant analyzed, designated Top-S-Rev5, failed to
be transmitted by aphids despite significant P2 accumulation
(data not shown, but see also CaMV mutant Q6Y in Fig. 2 and
3), and cloning and sequencing of the viral DNA revealed a
single nucleotide change, resulting in introduction of Y at
amino acid position 6 of P2 in place of the stop codon.
To understand the reason for the lack of aphid transmissibility of Top-S-Rev5, and hence likely explain why P2Rev5 is
biologically inactive, we examined all of the well-characterized
biological or biochemical features of wild-type P2 for this particular mutant. P2Rev5 was expressed in the baculovirus/insect
cell expression system, and its lack of biological activity was
confirmed by aphid transmission testing (not shown) as previously described (3). Large amounts of P2Rev5 accumulated as
paracrystals (Fig. 1a), similar to those obtained previously with
wild-type P2 (5), thus indicating that the overall structure and
the polymerization of the molecule is not affected. In live Sf9
insect cells, paracrystals of P2Rev5 were clearly associated with
microtubules (not shown), as described earlier for wild-type P2
(6), and a P2Rev5-GFP fusion expressed in the same system
confirmed that the affinity of wild-type P2 for the microtubular
network of the host cell was not abolished in P2Rev5 (Fig. 1b).
Figure 1c shows that, in infected plant cells, P2Rev5 forms
electron-lucent inclusion bodies similar to those formed by
wild-type P2 (9, 10). Finally, we demonstrated that the capacity
of P2 to bind P3 and P3-virion complexes (21) is also unaltered
in P2Rev5 (Fig. 1d). Overall, the characterization of mutant

Top-S-Rev5 presented in Fig. 1 indicates that none of the
previously described properties of P2 are significantly affected
by the mutation “Rev5,” and thus the loss of aphid transmission is most likely due to the loss of an uncharacterized function of P2, such as its capacity to recognize and bind aphid
stylets.
An independent observation later supported this hypothesis.
Indeed, by maintaining the wild-type Cabb-S isolate through 10
serial aphid transmissions using B. brassicae as a vector, we
obtained a variant that was very poorly transmitted by M.
persicae, a species known to transmit wild-type CaMV Cabb-S
with high efficiency (see Fig. 3). The transmission efficiencies
were tested as described in Materials and Methods, using 28
test plants for each vector species, and were 31.7% and 5.5%
for B. brassicae and M. persicae, respectively. We purified the
viral DNA from the final series of infected plants, and DNA
sequencing revealed a single mutation leading to a change
from Q to H at amino acid position 6 of P2. This CaMV variant
confirmed that the amino acid residue at position 6 of P2 is
indeed involved in aphid recognition and, together with the
results obtained with Top-S-Rev5, supports the view that its
substitution by other residues could either totally abolish transmission or cause some alteration in vector specificity.
The amino acid residue at position 6 of P2 determines the
spectrum of vector species of CaMV. To further characterize
this phenomenon and test the above hypothesis, we created a
series of eight mutant clones of CaMV, all with an amino acid
change at position 6 of P2. Plants inoculated with these eight
different CaMV variants showed symptoms of infection 2 to 3
weeks after inoculation, and all accumulated virions and P2
(Fig. 2). Variations in the detected amounts of P2 and virions
in Fig. 2 are similar to variations we routinely observed with a
single CaMV clone. The fact that they do not correlate with
transmission efficiencies reported in Table 1 and Fig. 3 confirm
that they are not significant.
Aphid transmission tests were then performed with all possible combinations between wild-type or mutant CaMV variants and the various aphid species used in this study, and the
results are summarized in Table 1 and Fig. 3. The first striking
observations were that none of the mutations had a positive
effect on transmission efficiency and that different amino acids
at this position had various impacts on the spectrum of aphid
species that could successfully transmit the virus. Variant Q6Y
was never transmitted, whatever the aphid species, confirming
the results obtained with Top-S-Rev5. All of the other variants
were transmitted by at least one aphid species and fell into
three distinct categories: (i) variants that had no effect or only
a minor effect on transmission and behaved as wild-type CaMV
(Q6M, Q6N, and Q6T); (ii) variants for which the transmission
rate by all vector species was dramatically reduced (Q6G, Q6K,
and Q6E); and (iii) variants with transmission rates that were
affected differentially depending on the vector species (best
exemplified by Q6H). Most strikingly for the variant Q6H, the
transmission rate was dramatically and specifically reduced
with M. persicae, and to a lesser extent M. euphorbiae, whereas
it was barely modified, if at all, for other species. For all CaMV
mutants, virus DNA was PCR amplified from aphid-inoculated
plants, and ORF II was sequenced, confirming the absence of
both back mutation to wild type or other sequences at amino
acid position 6 of P2 and second-site reversions.
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last expanded leaf showing vein-clearing symptoms. After a 5-min acquisition
access period, groups of five aphids were transferred onto 15-day-old seedlings of
Brassica rapa cv. Just Right, used as test plants, for a 3-hour inoculation period.
Turnip test plants were finally sprayed with imidacloprid (Confidor, Bayer) and
transferred to an aphid-free growth chamber at 26°C (day) and 20°C (night), with
a photoperiod of 16 h of light and 8 h of dark, where they were checked regularly
for symptom appearance for 3 to 5 weeks.
Transmission tests were conducted using all possible combinations of the
selected five aphid species and the eight CaMV variants described above, as well
as wild-type Cabb-S. Eleven replicates of six plants each were used for each virus
variant-aphid species combination.
Statistical analysis. The ratio corresponding to the number of infected plants
divided by the total number of test plants for each of the treatments used in the
study (all combinations of virus variant-vector species) was subjected to a pairwise comparison using a chi-square test. Furthermore, the transmission rate
obtained in each of the individual tests was transformed by arc sine 公x (where
x is the observed transmission rate) to reduce heterocedasticity. The transformed
data were subjected to an analysis of variance as a factorial design, where the two
factors under study were the type of virus variant and the species of aphid.
Multiple mean comparisons were made between treatments using the Tamhane
T2 test, which allows reliable pairwise comparisons based on a t test, in cases
where the variance between treatments was not the same. All statistical analyses
were made using the statistical package SPSS (version 12.0) for personal computer.
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On examination of the data obtained with different vector
species in Fig. 3 and Table 1, it appears that the transmission
rate observed with a poor vector species is not greatly sensitive
to changes at amino acid position 6 of P2. For example, N.

ribisnigri (dotted line in Fig. 3) transmitted all mutants except
Q6Y and Q6K at a rather constant rate, as indicated by the
lack of statistically significant differences between mutants in
Table 1. In contrast, transmission by very efficient vectors, such
as B. brassicae and, particularly, M. persicae (plain line in Fig.
3), is greatly affected by some of the mutations (statistical
significances in Table 1).
DISCUSSION

FIG. 2. Detection of the coat protein (P4) and P2 in plants infected
with various mutant derivatives of CaMV. The identity of the amino
acid substituted for Q at position 6 of P2 is indicated at the top. The
upper panel shows immunostaining of the coat protein (P4), whereas
the lower panel is P2 specific. The molecular weight scale (in thousands) is indicated on the right.

The amino acid at position 6 of P2 could be directly involved
in aphid binding. Numerous studies on the noncirculative
transmission of plant viruses have repeatedly shown that HC
(for instance, HC-Pro in potyvirus or P2 in caulimovirus) can
be acquired alone, and prior to virus particles, by the vector (3,
9, 14, 24, 38). This simple fact definitively demonstrates that
HCs are viral proteins directly recognizing attachment sites in
the vector mouthparts. In potyviruses, a conserved KITC motif
located in the N-terminal domain of HC-Pro has been shown
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FIG. 1. Characterization of biochemical and biological properties of mutant P2Rev5. (a) Crude extracts of Sf9 insect cells infected with a
baculovirus recombinant expressing P2Rev5, observed by negative staining and electron microscopy. White arrows indicate P2Rev5 paracrystal
bundles. (b) Live Sf9 insect cell infected with a baculovirus recombinant expressing a P2Rev5-GFP fusion observed by epifluorescence microscopy.
(c) Plant cell infected with CaMV Top-S-Rev5. The cell contains both electron-dense (ed) and electron-lucent (el) inclusion bodies; virions are
indicated by black arrows. (d) Far-Western experiments revealing P2-P3 interaction. Ten micrograms of wild-type P2, P2157m (a negative control
that can no longer bind P3 [21, 37]), and P2Rev5 were loaded in lanes 1, 2, and 3, respectively. The proteins are specifically revealed with an anti-P2
serum (3) in the left panel and tested for P3 and P3-virion binding capacity in the middle and right panels, respectively (see Materials and
Methods). Molecular mass marker positions 6.5, 16.5, and 25 kDa are shown on the right. Bars represent 100, 1,000, and 500 m in panels a, b,
and c, respectively.
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TABLE 1. Pairwise comparisons of the transmission rates between the different variants of CaMV by each of the
aphid species used in the studya
No. of plants infected/total no. of plants tested with:
Mutant

Q6Y
Q6K
Q6E
Q6G
Q6H
Q6M
Q6N
Q6T
WT

M. persicae

B. brassicae

M. euphorbiae

N. ribisnigri

B. helychrisi

0/66 a
0/62 a (a)
8/66 bd (ac)
0/65 a (a)
4/62 ad (a)
30/66 c (bc)
36/66 c (bc)
28/66 c (cd)
38/64 c (bd)

0/65 a
2/62 a (a)
3/64 a (a)
3/64 a (a)
23/62 c (b)
31/64 bc (b)
36/66 b (b)
38/65 b (b)
37/64 b (b)

0/66 a
0/62 a (a)
0/66 a (a)
0/66 a (a)
2/62 a (a)
6/66 b (ab)
11/64 b (ab)
9/66 b (ab)
17/63 b (b)

0/66 a
0/62 a (a)
1/66 a (a)
1/66 a (a)
2/62 a (a)
2/66 a (a)
3/66 a (a)
1/65 a (a)
7/64 a (a)

0/66 a
0/62 a (a)
2/66 a (ab)
3/66 a (ab)
10/62 b (b)
6/65 ab (ab)
4/66 ab (ab)
5/66 ab (ab)
11/64 b (ab)

to be involved in aphid binding (1). However, whether this
domain directly recognizes the putative receptor of the vector
or indirectly affects the binding capacity of HC-Pro remains
unclear. Here, in the caulimovirus CaMV, we provide the first
identification of a key amino acid of P2 (Q at amino acid
position 6) that is specifically involved in aphid recognition. A
number of arguments support the hypothesis that we have
characterized an element directly involved in the recognition
of, and binding to, the putative receptor(s) in the insect. (i)
The CaMV variant Top-S-Rev5 produces a mutation (equivalent to P2Q6Y) that is not active in transmission when expressed either in infected plants or in the baculovirus/insect
cell system. Interestingly, P2Rev5 (Q6Y) has biochemical
properties otherwise similar to wild-type P2. If the effect of the
Q6Y mutation on the biological activity of P2 were a structural
and/or indirect effect, one or more of the other features tested
in Fig. 1 would likely also be affected. (ii) Figure 3 and Table

1 show that mutant Q6H is poorly transmitted by Myzus persicae, whereas the effect of this mutation on transmission by
other vector species is less, with some species not being affected at all (i.e., B. brassicae). If the Q6H mutation induced a
change in a distinct domain of P2 governing the interaction
with the aphid, this change should nonspecifically and similarly
affect the interaction with all aphid species. (iii) Based on the
properties of amino acids (22, 23), we could not identify any
structural or biochemical trends predicting the impact of the
various residues tested on the biological activity of P2 (transmission rate in Fig. 3), either in size (cf. Q, N, and T versus E,
which is isometric of Q), polarity (cf. Q/N/T and M versus H),
charge (cf. K and E), or the presence of an aromatic ring (cf.
Y and H). Again, if AA 6 of P2 were acting indirectly, residues
with related biochemical properties would be expected to have
comparable effects. Although direct evidence is still lacking, we
believe that the involvement of AA 6 of P2 in recognizing

FIG. 3. Transmission rates of different CaMV mutants by five aphid species. Means are presented together with standard errors. Bb, Brevicoryne
brassicae; Mp, Myzus persicae; Me, Macrosiphum euphorbiae; Bh, Brachycaudus helichrysi; and Nr, Nasonovia ribisnigri. Note that N. ribisnigri
(dotted line) transmitted all variants at similar rates, while transmission by M. persicae (plain line) varied drastically depending on the type of virus
variant tested. For statistical significances of the observed differences in transmission rates, see Table 1.
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a
Proportions (number of plants infected/total number of plants tested) followed by the same letter within each column indicate no significant differences (P ⬍ 0.05)
according to pairwise comparisons using a chi-square test or a Fisher’s exact test when expected values were lower than 5. The same letters in parentheses within each
column indicate no significant differences (P ⬍ 0.05) on the basis of a multiple-pairwise-comparison Tamhane T2 test. WT, wild type.
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vectors would transmit with low efficiency due solely to the
nonspecific interaction with P2, whereas the good vectors
would engage additional specific residues of P2 (possibly including that at position 6), leading to more stable binding.
One striking observation was that, when compared to wildtype CaMV Cabb-S, none of the mutations tested had a positive effect on transmission efficiency, whatever the aphid species. Although the panel of amino acids tested covers a wide
range of biochemical properties, the transmission rates of all
variants were either unchanged or reduced. This might indicate
that the Q at amino acid position 6 of P2 is optimal for the
interaction of CaMV with its vectors and that the virus has
evolved to maximize its transmission by a wide range of vector
species. Consistently, all of the CaMV isolates that have been
collected from the field and sequenced to date (available in the
GenBank database) have a glutamine at position 6 of P2. This
speculation infers frequent contact in nature between CaMV
populations and several alternating vector species. Indeed, under our experimental conditions, when only one vector species
(B. brassicae) was involved in transmission through several
serial passages, we rapidly produced a spontaneous variant,
Q6H, that was no longer “optimized” and had almost lost its
transmissibility by one of its best vectors (M. persicae).
Whether the above interpretation is correct or not, both the
fact that we induced important changes in the transmission
performance of a spectrum of vector species by mutating a
single amino acid of the CaMV HC and the spontaneous
appearance of a CaMV mutant at the very same position when
using a single vector species certainly demonstrate that adaptation of a plant virus to fluctuations in vector populations is
most likely rapid and likely to occur under field conditions.
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Positive-Strand RNA Virus NTPase/Helicase Is Required To Recruit RNA Replication Templates
Virus-encoded NTPase/helicase proteins are essential for RNA replication by many positive-strand RNA viruses. Wang
et al. (13747–13758) show that an active brome mosaic virus (BMV) NTPase/helicase is required for a late step in
recruiting RNA replication templates into the membrane-associated RNA replication complex. The results suggest that
BMV RNA templates may be translocated by the NTPase/helicase into a preformed RNA replication compartment,
implying possible parallels between assembly of these intracellular RNA replication complexes and nucleic acid packaging into some virions.

Dissection of Hepatitis C Virus Replication Complexes
Hepatitis C virus (HCV) replication takes place at distinct vesicular membrane structures. However, beyond this, little
is known about the architecture of these viral replication complexes. Quinkert et al. (13594–13605) provide a detailed
quantitative analysis of viral RNA and proteins involved in HCV replication. Their data suggest that each active complex
is composed of only a few viral RNAs but multiple copies of the nonstructural proteins, indicating that one or more of
these proteins serve a structural role in replication complex formation. This work has implications for the mechanism of
viral RNA replication and points to novel strategies for the identification of the requisite host factors.

A Novel Host Protein Involved in Hepatitis C Virus Replication
Hepatitis C virus (HCV) nonstructural proteins are associated with various host proteins that are involved in HCV
replication. Hamamoto et al. (13473–13482) show that human vesicle-associated membrane protein-associated protein
subtype B (VAP-B), in addition to VAP-A, plays an important role in the replication of HCV RNA. This work provides
clues about the molecular mechanisms of HCV replication.

Insight into mRNA Cap Methylation in Nonsegmented Negative-Strand RNA Viruses
The 250-kDa large (L) polymerase proteins of the nonsegmented negative-strand (nsNS) RNA viruses possess enzymatic
activities essential for mRNA cap formation. Working with vesicular stomatitis virus, Li et al. (13373–13384) show that
single amino acid substitutions at each of four positions, which are predicted to form the catalytic site of a methyltransferase domain of L protein, disrupt mRNA cap methylation and inhibit viral replication. These findings have implications
for the cap methylation reactions of other nsNS RNA viruses, and they identify a region of the polymerase against which
pharmacologic inhibitors might be targeted.

The Capsid (CA) Domain of Gag Coordinates Retroviral Assembly
Human immunodeficiency virus type 1 (HIV-1) and Rous sarcoma virus (RSV) particles differ in size and morphology.
To assess the role of individual Gag domains in assembly, and to determine the nature of these size and morphology
differences, Ako-Adjei et al. (13463–13472) constructed and characterized chimeric HIV-1 and RSV Gag proteins. The
CA domain was found to be the major determinant of retroviral size and morphology. CA also was found to be the sole
determinant of coassembly, as chimeras containing the same CA domain were capable of forming a single particle. This
finding suggests that the CA domain alone controls the specificity of coassembly.

LANA of KSHV Induces a Bend in DNA upon Binding
Kaposi’s sarcoma-associated herpesvirus (KSHV) replicates its latent genome by using the host DNA synthesis machinery. This process is initiated by the viral latency-associated nuclear antigen (LANA), which binds to two adjacent sites
within the origin sequence found in each terminal repeat. Wong and Wilson (13829–13836) show that binding of two
LANA dimers to a single origin bends the DNA toward the major groove by 110°. These findings bring LANA into line
13197
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with other well-characterized viral origin binding proteins, such as the Epstein-Barr virus EBNA1 protein, and suggest
that viral replication initiator proteins function in part by establishing a specific architecture at the origin.

Evolution of Hepatitis Delta Virus Genome Sequence during Long-Term Replication in Culture
Hepatitis delta virus (HDV) is capable of establishing prolonged infections in vivo. Using cultured cells that provide the
essential small delta protein, Chang et al. (13310–13316) observed that the replication of the HDV RNA genome
continued for at least 1 year. Such persistence is similar to the chronic replication observed for viroid RNAs in plants.
During the 1 year of replication, the HDV genomes underwent many nucleotide sequence changes. These were
predominantly single nucleotide changes, most of which could be explained as a consequence of ADAR editing. Overall,
there were 2.1% changes/nucleotide/year. Remarkably, the replication competence of the surviving genomes was unchanged relative to the original HDV.

A Mouse Model of Dengue Fever
The lack of animal models for dengue fever and dengue hemorrhagic fever has hampered efforts to develop vaccines and
antiviral agents against this mosquito-borne virus. Bente et al (13797–13799) have reconstituted immunosuppressed mice
with human cord blood CD34⫹ cells and infected these mice with dengue virus in a manner mimicking mosquito
transmission. These animals develop clinical signs of dengue fever similar to those observed in humans. This model will
be useful in studies of dengue pathogenesis.

Alpha/Beta Interferon Restricts Tropism and Prolongs Neuron Survival after West Nile Virus Infection
West Nile virus is an important cause of arthropod-borne encephalitis in the U.S. There are currently no proven therapies
for this disease. Samuel and Diamond (13350–13361) demonstrate that alpha/beta interferon is crucial for survival of
mice following West Nile virus infection. Their studies show that interferon restricts viral replication and tropism in
peripheral tissues and independently increases survival of infected neurons. This work has implications for the treatment
of West Nile virus infection, as interferon therapy late in the course of infection could have beneficial effects in mitigating
neuronal injury.

HIV Sequence Diversity Is Substantially Driven by Host CD8ⴙ T-Cell Responses
Sequence diversity of HIV represents a major obstacle to the development of effective vaccines, yet forces influencing the
evolution of HIV remain unclear. Allen et al. (13239–13249) demonstrate that the majority of amino acid substitutions
arising in HIV following acute infection are associated with immune pressures exerted by host CD8⫹ T-cell responses.
Notably, a stereotypic pattern of acquired mutations was observed, suggestive of biochemical constraints limiting this
sequence diversity. Thus, viral evolution following acute HIV infection is not a random process but rather is substantially
influenced by adaptive host immune pressures.

Use of Rodent Hepatitis Virus-Like Particles for Vaccine Design
Because the hepatitis B virus core protein self-assembles into virus-like particles (VLPs) that are highly immunogenic,
this protein has been proposed as a vaccine carrier platform for the delivery of weak immunogens. However, “pre-existing
immunity” and “hybrid-core assembly” problems have limited the application of this technology. Billaud et al. (13656–
13666) developed a combinatorial process that used core proteins from rodent hepatitis viruses to circumvent these
problems. This work demonstrates that optimal combinations of insert position, C-terminal modification, and insert
sequence yield hybrid VLPs useful for vaccine design.

Single Mutations in a Plant Virus Genome Change the Transmitting Vector Species
The most frequent noncirculative transmission of plant viruses involves very specific recognition between the virus and
its vector. Moreno et al. (13587–13593) have identified a single residue in the P2 protein of Cauliflower mosaic virus that
controls the specific recognition of the aphid vector. Using site-directed mutagenesis, the authors show that alteration of
this residue modifies the spectrum of the transmitting aphid species. The fact that one such virus mutant spontaneously
appeared, when using solely one aphid species as a vector, indicates that adaptation to new vector species can be
extremely rapid.

