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Abstract: New isolates of the Bamboo mosaic virus (BaMV) were identified in Bambusa funghomii
bamboo in Vietnam. Sequence analyses revealed that the Vietnam isolates are distinct from all known
BaMV strains, sharing the highest sequence identities (about 77%) with the Yoshi isolates reported in
California, USA. Unique satellite RNAs were also found to be associated with the BaMV Vietnam
isolates. A possible recombination event was detected in the genome of BaMV-VN2. A highly variable
region was identified in the ORF1 gene, in between the methyl transferase domain and helicase
domain. These results revealed the presence of unique BaMV isolates in an additional bamboo species
in one more country, Vietnam, and provided evidence in support of the possible involvement of
environmental or host factors in the diversification and evolution of BaMV.
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1. Introduction
Bamboo mosaic virus (BaMV) is the main viral pathogen known to infect bamboos,
posing serious threats to the bamboo industry. The presence of BaMV infections in different
bamboo species in different plantations has been reported in many regions around the
world, including Brazil [1], Taiwan [2], the United States [3,4], China [5–8], India [9,10], and
Indonesia [11]. However, whether BaMV is also present in other major bamboo production
areas or in additional bamboo species remained to be explored. The knowledge of the
geographical or host distributions and the corresponding sequence variations may provide
further insights into BaMV evolution and divergence.
BaMV is a member of the genus Potexvirus. The single-stranded, positive-sense RNA
genome of BaMV contains a 50 -cap structure, a 30 -poly(A) tail, and five open reading frames
(ORFs). ORF1 encodes the enzyme required for replication/transcription, consisting of three
functional domains, namely the methyl-transferase, helicase, and RNA-dependent RNA
polymerase [12]. ORFs 2–4 are organized into the “Triple-Gene-Block” (TGB) region [13],
encoding three TGB proteins (designated TGBp1~3) involved in viral movement [14–19].
Specifically, TGBp1 may interact with viral RNA, replicase, and coat protein (CP) to form
the viral replication complex (VRC), which is recruited by TGBp2- and TGBp3-containing
vesicles to form the viral movement complex that moves through plasmodesmata (PD) into
neighboring cells [16]. ORF5 is the coding region for CP responsible for virion formation,
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viral movement, replication, and symptom expression [19]. In addition, the 50 - and 30 untranslated regions (50 -UTR and 30 -UTR, respectively) contain essential sequence or
structural information for the replication/transcription of the viral genome [20,21]. Apart
from BaMV genomic and subgenomic RNAs, satellite RNAs (satRNAs) have been shown
to be associated with certain BaMV isolates identified in various regions of the world and
co-evolve with the helper BaMV isolates [9,10,22]. The satRNAs associated with BaMV,
designated satBaMV RNAs, are dependent on BaMV as the helper virus for replication and
encapsidation and harbor an ORF for a P20 protein required for long-distance movement
of satBaMV RNAs in host plants [23,24]. These ORFs and sequence motifs of BaMV and
satBaMV RNA have been extensively characterized; however, whether these different
regions are under similar selection pressure in their interactions with different host species
in different geographical distributions remains to be investigated.
Vietnam is among the top 10 bamboo producers in the world, and the bamboo industry in Vietnam ranks fourth in the market as estimated in 2020 (https://www.inbar.
int/international-bamboo-and-rattan-trade-key-takeaways; accessed on 15 June 2020).
Previous phylo-geography studies have identified at least three main phylogenetic clusters of BaMV and satBaMV RNAs that reflected the geographical origins of the BaMV
isolates [6,7,10]. However, the presence of BaMV or satBaMV RNA in bamboo plantations
in Vietnam has not been officially documented previously. If BaMV is present in Vietnam, the analysis of phylogenetic relationships between Vietnam isolates and those from
other geographical distributions in the world may provide further insight into the genetic
variabilities and evolution of BaMV.
In this study, distinct BaMV isolates were identified from two bamboo leaf samples
collected from an additional bamboo species in Vietnam, designated BaMV-VN1 and BaMVVN2, for the first time to our knowledge. Unique satBaMV RNAs, namely satBaMV-VN1
and satBaMV-VN2, were also identified to be associated with BaMV-VN1 and BaMV-VN2,
respectively. Sequence analyses were performed to examine the relationship between the
Vietnam isolates and those reported in the other regions of the world. A highly variable
region located in between the methyl-transferase and helicase motif of the ORF1 coding
sequence of the BaMV genome was identified, which possibly reflects the interactions
between BaMV and host defense systems. These results provide further hints on the effects
of environment and/or host factors on the divergence of BaMV genomes.
2. Materials and Methods
2.1. Sample Collection
Two samples of leaves of bamboo (Bambusa funghomii), designated VN1 and VN2, that
showed mosaic symptoms were collected from two different bamboo bushes in a bamboo
plantation in Vietnam (Xuan Cam Commune, Hiep Hoa District; GPS coordinates:21.333000,
105.967000). The leaf samples were maintained as dried tissues in the presence of calcium
chloride (CaCl2 ) powders and kept in a refrigerator at 4 ◦ C.
2.2. Cloning, Sequencing, and Inoculation Assays
Total RNAs were extracted from bamboo leaf samples by using TriPure isolation reagent
(Roche Life Science, Germany) following the instruction of the manufacturer. The extracted
RNAs were used as the templates for 50 rapid amplification of cDNA ends (50 -RACE) using
primers derived from consensus sequences of BaMV (Ba652R: 50 -GTGTAGATTTCTGGGTATAG30 ), following the protocol of SMARTerTM. RACE cDNA Amplification Kit (Takara Bio, San
Jose, CA, USA) to obtain the 50 -terminal sequences of the BaMV Vietnam isolates. Then, the 50
primer (50 -GCGATATCGGAAAAGCAATCCAAACAAAC-30 ) was synthesized based on the
above information and used to amplify the full-length genome of the BaMV Vietnam isolates
together with the Oligo-d(T) primer (50 -GCGATATCTCTAGATTTTTTTTTTTTTTTTTTTTT-30 )
by reverse transcription-polymerase chain reaction as described previously [25]. The amplified
full-length genomic cDNAs were then inserted into the StuI site of the pCass vector [26] to
generate infectious clones of the BaMV Vietnam isolates since the purified DNAs of pCass-
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based constructs could be directly used for infectivity assays through carborundum-mediated
mechanical inoculation on Chenopodium quinoa and Nicotiana benthamiana and also the subsequent
sequencing. After verification of the infectivity of the selected clones, the full-length sequences
of each clone were determined by the Sanger sequencing technique as described previously [25].
For convenience in the subsequent inoculation assays, the full-length genomes of BaMV Vietnam
isolates in the infectious pCass-based constructs were sub-cloned into the HindIII-XbaI site
of pKn vector, which allows for Agrobacterium-mediated inoculation on N. benthamiana, as
described previously [27]. Briefly, cultures of A. tumefaciens cells harboring the pKn-based
infectious constructs of BaMV Vietnam isolates were adjusted to a concentration with the optical
density at 600 nm of 0.1 (OD600 = 0.1) and infiltrated into the underside of N. benthamiana leaves
by using a 1 mL syringe without needle. The inoculated plants were cultivated in a growth
room maintained at 25–28 ◦ C with 16/8 h light/dark cycles.
2.3. Sequence Analysis
The nucleotide sequences of BaMV Vietnam isolates and satBaMV RNAs were analyzed using EMBOSS package version 6.5 [28], BioEdit version 7.2.5 [29], and MEGA X
version 10.0.5 [30]. For pair-wise alignments, the tool Needle in the EMBOSS package was
used with default values for gap opening and extension penalties (10 and 0.5, respectively).
For multiple sequence alignments, the program CLUSTAL W [31] provided in the MEGA X
package was used with default parameters, with gap opening/extension penalties of 10/0.1
and 10/0.2 for pair-wise and multiple alignment stages, respectively. The results were
illustrated using the software GeneDoc version 2.7 [32]. Phylogenetic tree reconstructions
were performed using the neighbor-joining and maximum likelihood algorithm provided
in the MEGA X package.
2.4. Data Visualization
To analyze the main variable regions in the BaMV genome that affect the geographical
classification of BaMV, different regions of the Vietnam isolate of BaMV (BaMV-VN2-9)
were used as the query sequence to compare with the corresponding regions of other
known BaMV strains/isolates. The results of sequence comparisons were visualized by the
heat map generated by the heatmap.2 function natively provided in R [33], with column
and row dendrograms to depict the effect of different regions and clustering of BaMV
strains/isolates, respectively.
2.5. Identification of Main Variations in BaMV Genome
To identify the main regions with differences in genomic sequences between the
Vietnam isolates and other known BaMV strains, the consensus sequences for BaMV
strains/isolates from different geographical or host origins were generated using the
software BioEdit [29] and aligned using CLUSTAL W [31]. The highly variable region was
presented using the software GeneDoc [32]. For the analysis of nucleotide polymorphism
and divergence, the software DnaSP 6.0 [34] was used. Selection pressure imposed on
different BaMV ORFs was analyzed using the synonymous/nonsynonymous substitution
analysis in DnaSP 6.0 [34] and the codon-based Z-test for selection in MEGA X [30] software
using default parameters.
2.6. Inference of Phylogenetic Relationships
Phylogenetic analyses on the full-length or partial genomic sequences of BaMV
strains/isolates were performed using the software MEGA X [30]. The phylograms were
generated using the maximum likelihood algorithm, and the resulting topologies were
verified with neighbor-joining and maximum parsimony algorithms.

Viruses 2021, 13, x FOR PEER REVIEW

Viruses 2022, 14, 698

4 of 19

generated using the maximum likelihood algorithm, and the resulting topologies were
verified with neighbor-joining and maximum parsimony algorithms.

4 of 17

3. Results
3.1. Construction of Infectious Clones of BaMV Vietnam Isolates
3. Results
Bamboo plants (B. funghomii) showing severe mosaic symptoms suspected of BaMV
3.1. Construction of Infectious Clones of BaMV Vietnam Isolates
infections were observed in Xuan Cam Commune, Hiep Hoa District, Vietnam (Figure
Bamboo
plants
(B.collected
funghomii)
showing
severe mosaicbamboo
symptoms
suspected
of BaMV
1a). Leaf
samples
were
from
two independent
bushes,
designated
as
infections
were
observed
in
Xuan
Cam
Commune,
Hiep
Hoa
District,
Vietnam
(Figure
1a).
VN1 and VN2. The presence of BaMV in these samples was examined by Western blot
Leaf
samples
were
collected
from
two
independent
bamboo
bushes,
designated
as
VN1
analysis for the expression of BaMV CP as described previously [35] and verified by meand VN2. The presence of BaMV in these samples was examined by Western blot analysis
chanical
inoculation of the leaf saps onto C. quinoa and N. benthamiana. As shown in Figure
for the expression of BaMV CP as described previously [35] and verified by mechanical
1b, protein bands with similar electrophoretic mobility to BaMV CP were detected in both
inoculation of the leaf saps onto C. quinoa and N. benthamiana. As shown in Figure 1b,
the bamboo leaf samples by specific antiserum, suggesting the existence of BaMV in the
protein bands with similar electrophoretic mobility to BaMV CP were detected in both
bamboo leaf samples from Vietnam. Total RNAs were extracted from the bamboo leaf
the bamboo leaf samples by specific antiserum, suggesting the existence of BaMV in
samples and subjected to cDNA synthesis and 5′-RACE using the BaMV consensus primer
the bamboo leaf samples from Vietnam. Total RNAs were extracted from the bamboo
(Ba652R). New primers were designed based on the 5′-terminal
sequences of the Vietnam
leaf samples and subjected to cDNA synthesis and 50 -RACE using the BaMV consensus
isolates of BaMV, and the full-length cDNAs of the Vietnam isolates
of BaMV, designated
0
primer (Ba652R). New primers were designed based on the 5 -terminal sequences of the
BaMV-VN1 and BaMV-VN2 were synthesized and cloned into pCass vector [26] to genVietnam isolates of BaMV, and the full-length cDNAs of the Vietnam isolates of BaMV,
erate infectious clones. Six independent clones for BaMV-VN1 (BaMV-VN1-1 to -6) or
designated BaMV-VN1 and BaMV-VN2 were synthesized and cloned into pCass vector [26]
BaMV-VN2 (BaMV-VN2-1 to -3 and BaMV-VN2-7 to -9) were randomly selected for inocto generate infectious clones. Six independent clones for BaMV-VN1 (BaMV-VN1-1 to -6)
ulation
assays and
sequencing analysis.
full-length
BaMV genomes
or BaMV-VN2
(BaMV-VN2-1
to -3 andSubsequently,
BaMV-VN2-7the
to -9)
were randomly
selectedon
for
the
pCass-based
constructs
were
sub-cloned
into
the
pKn
vector
[27],
which
allows
for
inoculation assays and sequencing analysis. Subsequently, the full-length BaMV
genomes
Agrobacterium-mediated
inoculation,
describedinto
above,
the
convenience
of preparing
on the pCass-based constructs
were as
sub-cloned
the for
pKn
vector
[27], which
allows for
inoculum.
The
results
of
inoculation
assays
using
the
pKn-based
infectious
clones
on N.
Agrobacterium-mediated inoculation, as described above, for the convenience of preparing
benthamiana
showed
that
all
the
clones
of
Vietnam
isolates
of
BaMV
elicited
similar,
butN.
inoculum. The results of inoculation assays using the pKn-based infectious clones on
slightly
milder,
symptoms
onthe
theclones
test plants
as thoseisolates
produced
by theelicited
BaMV-S
[36], the
benthamiana
showed
that all
of Vietnam
of BaMV
similar,
but
type
strain
of
BaMV,
suggesting
the
genome
integrity
of
these
clones.
The
representative
slightly milder, symptoms on the test plants as those produced by the BaMV-S [36], the type
result
inoculation
assay
with BaMV-S
and
is shown
in Figure
1c,d,of
strainof
of the
BaMV,
suggesting
the genome
integrity
ofBaMV-VN2-9
these clones. The
representative
result
respectively.
the inoculation assay with BaMV-S and BaMV-VN2-9 is shown in Figure 1c,d, respectively.

Figure 1. Symptoms on Bambusa funghomii and Nicotiana benthamiana caused by Bamboo mosaic virus
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(BaMV) Vietnam isolates. (a). Leaves of B. funghomii with severe mosaic symptoms in the bamboo
plantations of Xuan Cam Commune, Hiep Hoa District, Vietnam, were presented. (b). Western blot
plantations of Xuan Cam Commune, Hiep Hoa District, Vietnam, were presented. (b). Western blot
analysis of the samples using specific antiserum against BaMV coat protein (CP). M, size marker;
analysis of the samples using specific antiserum against BaMV coat protein (CP). M, size marker; H,
H, protein sample extracted from healthy N. benthamiana; VN-1 and VN-2, samples from the two
independent bamboo bushes, with 2 replicates; P, BaMV virion (50 ng) as the positive control. The
expected position of BaMV CP is indicated by the arrow on the right. (c,d). Inoculation assays on
N. benthamiana. The pKn-based [27] infectious clones of BaMV Vietnam isolates (six independent clones
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each for BaMV-VN1 or BaMV-VN2) were constructed and subjected to inoculation assay on
N. benthamiana through Agrobacterium-mediated infection. All infectious clones of BaMV Vietnam
isolates inflicted similar symptoms milder than that caused by BaMV-S, the type strain of BaMV.
The symptoms caused by BaMV-VN2-9 are shown as an example. Top view of the symptoms on
whole plants (b) and close-up views of the symptoms on the 5th and 6th leaves (c,d) are shown. The
identities of the infectious clones are indicated on the top.

3.2. Sequence Analyses and Phylogeny Reconstruction of the Vietnam Isolates of BaMV
Following the verification of genome infectivity by inoculation assay, the full-length sequences of these infectious clones were obtained with the Sanger sequencing technique [37].
To account for the within-sample variations, all the six infectious clones for each sample
(BaMV-VN1 or BaMV-VN2) were sequenced. Pair-wise sequence comparison revealed
that clones within the same sample source shared over 99% sequence identities, with sporadic point-mutations throughout the genome. The clones from BaMV-VN1 share 95–96%
sequence identities with those from BaMV-VN2. The Vietnam isolates of BaMV are very
distinct from the BaMV strains/isolates from other regions in the world, sharing only
76–78%, 75–78%, and 77–80% of full-length, ORF1, and CP sequence identities, respectively,
indicating that the Vietnam isolates of BaMV may have an evolutionary history different
from those of other known BaMV strains/isolates. To explore the phylogenetic relationships
between the Vietnam isolates and other BaMV strains/isolates, the full-length genomic
sequences available in GenBank (Table S1) were aligned by CLUSTAL W [31], with three
other potexviruses closely related to BaMV [10], namely plantago asiatica mosaic virus
(PlAMV, LC422371), alternanthera mosaic virus (AltMV, MH423501), and foxtail mosaic
virus (FoMV, NC_001483) as the outgroup, and the phylogenetic tree was reconstructed
using the maximum likelihood method and verified by the neighbor-joining method in the
MEGA X package [30]. The result revealed the clustering of the BaMV Vietnam isolates into
BaMV-VN1 and BaMV-VN2 clades, which form the sister clade to the BaMV-Yoshi isolates
(BaMV-MT clade) found in California, USA (Figure 2). As shown in the phylogenetic tree,
the Vietnam and Yoshi isolates of BaMV are distantly related to the other known BaMV
strains/isolates. Based on the species demarcation criteria of the genus Potexvirus [38], the
viruses in two different species should share less than 72% sequence identities
in the coat
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Figure 2. Molecular Phylogenetic analysis of BaMV using the full-length genomic sequences by
Maximum Likelihood method. The full-length genome sequences of BaMV strains/isolates, as listed
in Table S1, were aligned using CLUSTAL W [31] and subjected to phylogenetic relationship inference using the Maximum Likelihood method based on the Tamura-Nei model [39] in the MEGA X
software [30]. The horizontal branch lengths are drawn to scale, relative to the scale bar at the bot-
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Figure 2. Molecular Phylogenetic analysis of BaMV using the full-length genomic sequences by
Maximum Likelihood method. The full-length genome sequences of BaMV strains/isolates, as
listed in Table S1, were aligned using CLUSTAL W [31] and subjected to phylogenetic relationship
inference using the Maximum Likelihood method based on the Tamura-Nei model [39] in the MEGA
X software [30]. The horizontal branch lengths are drawn to scale, relative to the scale bar at the
bottom, representing 0.05 substitutions per site. The major clades formed by BaMV strains/isolates
are indicated on the right, as follows: BaMV-TW, strains/isolates reported in Taiwan and Indonesia;
BaMV-CN, strains/isolates from Fujian Province, China, excluding those within the BaMV-KU and
BaMV-KX clades; BaMV-KU, strains from Ma bamboo (Dendrocalamus latiflorus); BaMV-KX, isolates
recently identified in Fujian [6]; BaMV-MT, isolates identified in California, USA; and BaMV-VN1
and -VN2, Vietnam isolates from the two samples identified in this study. Three potexviruses closely
related to BaMV were used as the outgroup in the phylogenetic analysis.

3.3. Detection of Unique Satellite RNAs Associated with BaMV-VN1 and BaMV-VN2
To test whether satRNAs were also associated with BaMV-VN1 and BaMV-VN2, 50 -RACE
with BaMV satRNA consensus primer (BS-40: BS40: 50 -TCAACTGGTTGGTG-CACGGT-30 ) was
performed using total RNAs extracted from the original bamboo leaf samples as the templates,
and the resulting amplicons with expected length of 399 base-pairs were sequenced as described
above. The result confirmed that satllite RNAs, designated satBaMV-VN1 and SatBaMV-VN2,
were indeed associated with BaMV-VN1 and -VN2, respectively. To analyze the full-length
satRNA sequences, specific 50 primers, (50 -GCAGGCCTGGAAAACCAACAGAA-ACG-30 and
50 -GCAGGCCTGGAAAACCAACGGAACAAAACG-30 , were designed for satBaMV-VN1 and
satBaMV-VN2, respectively, based on the 50 -RACE result and used in RT-PCR with oligo d(T)18
to amplify the full-length cDNAs of satBaMV RNAs. The resulting amplicons were cloned into
the pCass vector and sequenced as described above. Six colonies each were randomly picked
from plates containing Escherichia coli harboring constructs of satBaMV-VN1 or satBaMV-VN2
and subjected to nucleotide sequencing and phylogenetic analysis. The result revealed that
the Vietnam isolates of satBaMV RNAs associated with the same BaMV (either BaMV-VN1 or
BaMV-VN2) share over 98% sequence identities with each other, but only about 91% identities
with those associated with different BaMV Vietnam isolates. Furthermore, the Vietnam satBaMV
RNAs are distinct from the satBaMV RNAs reported previously [9,10], clustering into a unique
clade (Figure 3, clade IV) in the phylogenetic analysis, similar to those observed for BaMV
genomic RNAs (Figure 2). The closest relative to the satBaMV RNAs associated with BaMV-VN1
is the satBaMV-MAZSL1 (Accession number: KU870665, 91% sequence identity) found in Ma
bamboo (Dendrocalamus latiflorus) from China [7], whereas those associated with BaMV-VN2
share the highest sequence identities with satBaMV-Y20 (MT111574, 91% sequence identity)
associated with BaMV-Yoshi found in California, the United States, in accordance with its
helper virus BaMV-VN2. The findings suggest that the satBaMV RNAs currently identified in
Vietnam may have diverged from the other satBaMV RNAs either at an early stage of their
evolutionary history or with much higher mutation rates compared to other satBaMV RNAs.
These observations also confirm that satBaMV RNAs are widely associated with BaMV from
different geographical origins.
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LC223385.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: Dl L-66
LC223403.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: Dl L-108
LC223382.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: Dl L-60
LC223376.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: Dl L-44
47

LC223372.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: Dl L-35
LC223371.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: Dl L-34
LC223368.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: Dl L-31

45

LC223389.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: Dl L-76
LC223360.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: Dl L-1

55

56

LC223369.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: Dl L-32
LC223400.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: Dl L-102

AY205164.1 Satellite RNA of bamboo mosaic potexvirus strain DLI-6 P20 protein gene complete cds

43

AY205200.1 Satellite RNA of bamboo mosaic potexvirus strain DL6V-1 P20 protein gene complete cds
AY205166.1 Satellite RNA of bamboo mosaic potexvirus strain DLI-8 P20 protein gene complete cds
AY205159.1 Satellite RNA of bamboo mosaic potexvirus strain DLI-1 P20 protein gene complete cds
24

AY205187.1 Satellite RNA of bamboo mosaic potexvirus strain DLIV-1 P20 protein gene complete cds
LC223361.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: Dl L-9

21

Clade II

LC223365.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: Dl L-20

45

LC223367.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: Dl L-28
LC223373.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: Dl L-38
20

LC223378.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: Dl L-50
LC223394.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: Dl L-87
AY205161.1 Satellite RNA of bamboo mosaic potexvirus strain DLI-3 P20 protein gene complete cds

12

AY205160.1 Satellite RNA of bamboo mosaic potexvirus strain DLI-2 P20 protein gene complete cds
60

AY205162.1 Satellite RNA of bamboo mosaic potexvirus strain DLI-4 P20 protein gene complete cds
AY205185.1 Satellite RNA of bamboo mosaic potexvirus strain DLIII-8 P20 protein gene complete cds
AY205172.1 Satellite RNA of bamboo mosaic potexvirus strain DLII-4 P20 protein gene complete cds

38
10

AY205171.1 Satellite RNA of bamboo mosaic potexvirus strain DLII-3 P20 protein gene partial cds

34

AY205169.1 Satellite RNA of bamboo mosaic potexvirus strain DLII-1 P20 protein gene complete cds

28

AY205170.1 Satellite RNA of bamboo mosaic potexvirus strain DLII-2 P20 protein gene complete cds

26

AY205180.1 Satellite RNA of bamboo mosaic potexvirus strain DLIII-3 P20 protein gene complete cds

28

AY205182.1 Satellite RNA of bamboo mosaic potexvirus strain DLIII-5 P20 protein gene complete cds
AY205205.1 Satellite RNA of bamboo mosaic potexvirus strain DL6V-4 P20 protein gene complete cds

44

91

AY205209.1 Satellite RNA of bamboo mosaic potexvirus isolate BSL3 P20 protein gene complete cds

AY205173.1 Satellite RNA of bamboo mosaic potexvirus strain DLII-5 P20 protein gene complete cds

47

AY205167.1 Satellite RNA of bamboo mosaic potexvirus strain DLI-9 P20 protein gene complete cds

27

AY205215.1 Satellite RNA of bamboo mosaic potexvirus strain DL23 P20 protein gene complete cds
32

AY205212.1 Satellite RNA of bamboo mosaic potexvirus strain DL12 P20 protein gene complete cds
AY205214.1 Satellite RNA of bamboo mosaic potexvirus strain DL16 P20 protein gene complete cds
AY205211.1 Satellite RNA of bamboo mosaic potexvirus strain DL11 P20 protein gene complete cds

28
30

AY205213.1 Satellite RNA of bamboo mosaic potexvirus strain DL15 P20 protein gene complete cds
KP256115.1 Bamboo mosaic virus satellite RNA isolate satBaMV-CGZ1 P20 protein gene partial cds

58
27

KP256123.1 Bamboo mosaic virus satellite RNA isolate satBaMV-GYT1 P20 protein gene partial cds

39

KP256138.1 Bamboo mosaic virus satellite RNA isolate satBaMV-NIZ1 P20 protein gene partial cds

51

KP256143.1 Bamboo mosaic virus satellite RNA isolate satBaMV-YHB1 P20 protein gene partial cds
KP256136.1 Bamboo mosaic virus satellite RNA isolate satBaMV-MuZ1 P20 protein gene partial cds

28

61

KP256146.1 Bamboo mosaic virus satellite RNA isolate satBaMV-YSZ1 P20 protein gene partial cds

45

MT111573.1 Bamboo mosaic virus isolate Yoshi clone Y11 complete genome
4

MT111572.1 Bamboo mosaic virus isolate Yoshi clone Y4 complete genome

97
82

MT111576.1 Bamboo mosaic virus isolate Yoshi clone Y29 complete genome

KP256110.1 Bamboo mosaic virus satellite RNA isolate satBaMV-PMH1 P20 protein gene partial cds

4

97

KU870665.1 Bamboo mosaic virus satellite RNA isolate satBaMV-MAZSL1 complete sequence
KP256130.1 Bamboo mosaic virus satellite RNA isolate satBaMV-MAZ2 P20 protein gene partial cds

92

KU936347.1 Bamboo mosaic virus satellite RNA isolate TMS1 complete sequence
KP256127.1 Bamboo mosaic virus satellite RNA isolate satBaMV-LZ1 P20 protein gene partial cds

47

77

KP256133.1 Bamboo mosaic virus satellite RNA isolate satBaMV-MJZ1 P20 protein gene partial cds

KP233223.1 Bamboo mosaic virus satellite RNA isolate satBaMV-DYZ1 P20 protein gene partial cds

37

88

Clade I

KP256120.1 Bamboo mosaic virus satellite RNA isolate satBaMV-FDZ1 P20 protein gene partial cds

77

KP256111.1 Bamboo mosaic virus satellite RNA isolate satBaMV-HZ1 P20 protein gene partial cds

16

KP256113.1 Bamboo mosaic virus satellite RNA isolate satBaMV-GJZ1 partial sequence P20 protein gene partial cds

9
84
27

KP256118.1 Bamboo mosaic virus satellite RNA isolate satBaMV-DYF1 P20 protein gene partial cds

KP256119.1 Bamboo mosaic virus satellite RNA isolate satBaMV-DZ1 P20 protein gene partial cds
KP256122.1 Bamboo mosaic virus satellite RNA isolate satBaMV-MHS1 P20 protein gene partial cds
LC223484.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: BvuI I-46

7

LC223460.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: BvuI I-17

47

LC223511.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: BvuI I-79

52

63

LC223447.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: BvuI I-4
LC223488.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: BvuI I-50
LC223446.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: BvuI I-2

68
27

LC223496.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: BvuI I-61
63
86

LC223462.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: BvuI I-19
LC223472.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: BvuI I-30

LC223520.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: BvuI I-91
LC223452.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: BvuI I-9

1

LC223449.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: BvuI I-5

60
64

LC223457.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: BvuI I-14
LC223476.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: BvuI I-36

AY205226.1 Satellite RNA of bamboo mosaic potexvirus strain DL21 P20 protein gene complete cds
99
31

AY205218.1 Satellite RNA of bamboo mosaic potexvirus strain BB25 P20 protein gene complete cds
AY205225.1 Satellite RNA of bamboo mosaic potexvirus strain DL20 P20 protein gene complete cds

19

AY205219.1 Satellite RNA of bamboo mosaic potexvirus strain BB28 P20 protein gene complete cds

85

AY205231.1 Satellite RNA of bamboo mosaic potexvirus isolate BSL1 P20 protein gene complete cds
AY205224.1 Satellite RNA of bamboo mosaic potexvirus strain DL19 P20 protein gene complete cds

49
1

LC223286.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: Bvu a-6

27

AY205216.1 Satellite RNA of bamboo mosaic potexvirus strain BB18 P20 protein gene complete cds
AY205220.1 Satellite RNA of bamboo mosaic potexvirus strain BO20 P20 protein gene complete cds

47
41

AY205229.1 Satellite RNA of bamboo mosaic potexvirus isolate USA1 P20 protein gene complete cds
LC223325.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: Bvu a-61

0

65

AY205223.1 Satellite RNA of bamboo mosaic potexvirus strain DL17 P20 protein gene complete cds
L22762.1 Bamboo mosaic virus satellite RNA 20 kDa protein gene complete cds

25

26

LC223195.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: Bv n-2

Clade III

LC223209.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: Bv n-18
22

AY205221.1 Satellite RNA of bamboo mosaic potexvirus strain BO23 P20 protein gene complete cds
AY205217.1 Satellite RNA of bamboo mosaic potexvirus strain BB23 P20 protein gene complete cds
AY205230.1 Satellite RNA of bamboo mosaic potexvirus isolate BSL2 P20 protein gene complete cds

18

LC223186.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: Bo 91
AY205222.1 Satellite RNA of bamboo mosaic potexvirus strain BV17 P20 protein gene complete cds

45

LC223145.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: Bo 6

40
31
26

LC223142.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: Bo 2
LC223153.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: Bo 18
LC223158.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: Bo 23
LC223171.1 Bamboo mosaic virus satellite RNA genomic RNA complete sequence clone: Bo 53
82
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Figure 3. Phylogenetic analysis of satellite RNAs associated with BaMV (satBaMV RNAs). Nucleotide
sequences of representative satBaMV RNAs from previous reports [9,10] and those associated with
BaMV-VN1 or BaMV-VN2 were subjected to phylogenetic analysis using MEGA X [30], and the
phylogenetic tree generated with the neighbor-joining algorithm is shown. The three main clades
reported previously plus the clade consisting of the satBaMV RNAs associated with BaMV Vietnam
isolates are indicated on the right. The horizontal branches, representing the genetic distances, are
drawn to scale. The scale bar at the lower left represents 0.01 substitutions per site. The topology of
the tree was evaluated with 100 bootstrap replicates. The percentage of replicate trees that maintain
the same clustering in the bootstrap test is indicated on the respective nodes.

3.4. Identification of a Highly Variable Region in BaMV Genome
Several phylogenetic analyses have been performed on BaMV strains/isolates collected
from different regions of the world [5,6,9–11]. However, the mutational hotspots in the
BaMV genome that may demarcate the clustering of different BaMV isolates remain to
be explored. It has been shown that mutational hotspots in the genome, characterized by
the occurrence of mutations at the same region of the genomes of different lineages of a
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species, may reflect the underlying driving force of evolution, which can make evolution
very repeatable [40]. These mutational hotspots may also be observed as the highly variable
region(s) in the genomes of different lineages in a species. To identify such regions, different
ORFs or fragments on the genome of BaMV-VN2-9 were used as the queries to compare with
the corresponding regions of other BaMV strains/isolates. The genomic sequences of three
potexviruses are closely related to BaMV [10], PlAMV (LC422371), AltMV (MH423501),
and FoMV (NC_001483) were also included as outgroup controls.
The results of sequence comparisons are summarized in Table S1. To visually represent
the effects of each region on the grouping of BaMV strains/isolates in phylogenetic analysis,
a heatmap was generated (Figure 4) using the percent identity values in Table S1. As shown
in the hierarchical clustering of different regions (Figure 4, the dendrogram on the top), the
ORF1 coding region exhibited the most similar pattern as that of the full-length genome
and is thus clustered within the same clade with a full-length genome. In contrast, the
30 -UTR is highly conserved among BaMV strains/isolates and thus contributed little to
the grouping of the BaMV strains/isolates. On the other hand, the TGBp3 coding region
is the least conserved among the BaMV strains/isolates; however, the similarity pattern
generated using the TGBp3 coding region does not resemble that generated using fulllength sequences. Likewise, the similarity patterns generated by regions other than ORF1
coding do not reflect well that generated by full-length sequences. Thus, the observations
Viruses 2021, 13, x FOR
PEER REVIEW
9 of key
19
suggested
that ORF1 coding sequences may contain certain mutational hotspots as the
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Figure 4. Heatmap representation of the similarities between different regions of BaMV-VN2-9 and
the corresponding regions of other BaMV strains/isolates or closely related potexviruses. To identify
the region in the BaMV genome that closely represents the divergence of BaMV genomes, different
regions (as indicated at the bottom) of BaMV-VN2-9 were compared with the respective regions in
other BaMV strains/isolates or closely related potexviruses. The sequence similarities were normalized to different regions of the BaMV genome as z-scores [33] and shown in the heatmap, with different colors as indicated on the top-left. The dendrograms on the top and left of the heatmap illustrate the hierarchical clustering based on the different regions or BaMV strains/isolates, respectively.
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Figure 4. Heatmap representation of the similarities between different regions of BaMV-VN2-9 and the
corresponding regions of other BaMV strains/isolates or closely related potexviruses. To identify the
region in the BaMV genome that closely represents the divergence of BaMV genomes, different regions
(as indicated at the bottom) of BaMV-VN2-9 were compared with the respective regions in other
BaMV strains/isolates or closely related potexviruses. The sequence similarities were normalized
to different regions of the BaMV genome as z-scores [33] and shown in the heatmap, with different
colors as indicated on the top-left. The dendrograms on the top and left of the heatmap illustrate the
hierarchical clustering based on the different regions or BaMV strains/isolates, respectively.

To identify the mutational hotspots in the BaMV genome, the nucleotide polymorphism and divergence were analyzed using the program DnaSP 6.0 [34], with a sliding
window length and step size of 100 and 25 nucleotides, respectively, using default parameters. The result of average nucleotide divergence analysis over the genome of all BaMV
isolates revealed the presence of a highly polymorphic region near nucleotide positions
(nts) 1200–1600 (Figure 5a) relative to the multiple sequence alignment. Further analysis
of overall nucleotide divergence between BaMV-VN2 and other different subgroups (as
shown in Figure 2) of BaMV isolates showed that the most divergent region between BaMVViruses 2021, 13, x FOR PEER REVIEW
10 of 19
VN2 isolates and other non-Vietnam subgroups of BaMV resides also approximately
at nts
1200–1600 region (Figure 5b). However, the most divergent region between BaMV-VN2
and BaMV-VN1 isline),
located
in the CP coding region (Figure 5b, light green line), suggesting
suggesting the influence of different evolutionary pressures on Vietnam isolates as
the influence of different
evolutionary
pressures on Vietnam isolates as compared to other
compared to other BaMV isolates.
BaMV isolates.
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Figure 5. Analysis of nucleotide divergence of BaMV genome sequences. (a). Overall nucleotide
diversity of genomic sequences of BaMV isolates. The average number of nucleotide differences per
site between all possible pairs (Pi value) [41] of BaMV genomic sequences is plotted in the line chart.
A sliding window of 100-nt in size and 25-nt in step was used to calculate the Pi value over the
genomic sequences of 38 BaMV isolates (excluding BaMV-Au, GenBank accession number
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Figure 5. Analysis of nucleotide divergence of BaMV genome sequences. (a). Overall nucleotide
diversity of genomic sequences of BaMV isolates. The average number of nucleotide differences
per site between all possible pairs (Pi value) [41] of BaMV genomic sequences is plotted in the line
chart. A sliding window of 100-nt in size and 25-nt in step was used to calculate the Pi value over the
genomic sequences of 38 BaMV isolates (excluding BaMV-Au, GenBank accession number AB636267,
which harbors an abnormally short ORF1 gene of only 1719 nucleotides in length that possibly
resulted from artifacts in the sequencing process). A schematic representation of the BaMV genome
depicting the approximate positions of each ORF is shown below. (b). Overall nucleotide divergence
between BaMV-VN2 group and other BaMV groups. The nucleotide divergence with Jukes and
Cantor correction (K-JC) values [41] between BaMV isolates in the VN2 group and those of other
BaMV groups were calculated and plotted. A sliding window of 100-nt in size and 25-nt in step was
used for the calculation. The intergroup K-JC values between various BaMV groups and BaMV-VN2
group are represented in different colors as indicated on the right. The relative nucleotide positions
are indicated on the x-axis.

To further validate the candidate key region that may determine the clustering of BaMV
isolates, consensus sequences were generated for each clade as shown in Figure 2 and
subjected to multiple sequence alignments. As shown in Figure 6, the region between nts
1300 to 1720, relative to the numbering of the multiple-sequence alignment, was found to be
highly variable, which is in close proximity to the highly polymorphic region identified in
the nucleotide diversity analysis (nts 1200 to 1600, Figure 5a). There appeared to be large
fragments of deletion (nts 1530 to 1562) and insertion (nts 1653 to 1682) in the Vietnam
isolates of BaMV (Figure 6a); however, the alignment of amino acid sequences of ORF1 of
different BaMV did not show large gaps (Figure 6b), suggesting that the length of the region
within ORF1 is important so that the deletion has to be compensated by the insertion nearby
to maintain the length of the coding region. For comparison, phylogenetic analyses were
performed with MEGA X using different ORFs of BaMV. The resulting phylograms generated
by the neighbor-joining method are shown in the Supplementary Figure S1a–e. As shown,
the clustering of BaMV isolates in the phylogenetic tree for ORF1 (Figure S1a) resembles that
for the full-length genome (Figure 2), whereas those generated with nucleotide sequences of
other ORFs contain different clustering patterns (Figure S1b–e, as indicated by the red arrows
on the right) as compared to that for the full-length genome (Figure 2).
To analyze whether this highly variable region was under different selection pressure
compared to the other ORFs of BaMV, synonymous/nonsynonymous substitution analysis
was performed using both the DnaSP 6 [34] and MEGA X [30] software. The result revealed
that all ORFs of BaMV are under selection pressure, with Ka/Ks (also known as dN/dS)
ratios [41] significantly lower than 0.3 (p-value < 0.0001) for all possible pairs of BaMV
isolates. In addition, although the Ka/Ks ratios for the highly variable region are higher,
ranging from 0.1 to 0.86, they are still significantly lower than 1 (p-value < 0.0001), indicating
that the mutations in all ORFs of BaMV, including the highly variable region, are under
strict constraint to maintain the amino acid encoded (i.e., synonymous substitutions).
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compared to the other ORFs of BaMV, synonymous/nonsynonymous substitution analysis was performed using both the DnaSP 6 [34] and MEGA X [30] software. The result
revealed that all ORFs of BaMV are under selection pressure, with Ka/Ks (also known as
dN/dS) ratios [41] significantly lower than 0.3 (p-value < 0.0001) for all possible pairs of
BaMV isolates. In addition, although the Ka/Ks ratios for the highly variable region are
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with that reconstructed using the full-length sequences. To simplify the tree topology for
comparison, consensus sequences were generated for each main clade, as indicated in
Figure 2. BaMV-TW contains BaMV strains/isolates reported in Taiwan and Indonesia;
BaMV-CN represents those found in Fujian Province, China, excluding those within the
BaMV-KU and BaMV-KX clades, which are isolates from Ma bamboo (Dendrocalamus
Viruses 2021, 13, x FOR PEER REVIEW
14 of 19
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tinct clade in the respective phylogenetic analysis. The analysis also revealed a highly variable region in the ORF1 coding region, about 420 nts in length, which may affect the classification of BaMV isolates.
There is a close resemblance between the phylogenetic trees constructed using the
consensus full-genome sequences and the highly variable regions in the ORF1 coding sequence of BaMV isolates from different geographical origins (Figure 7). This observation
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in the ORF1 coding region, about 420 nts in length, which may affect the classification of
BaMV isolates.
There is a close resemblance between the phylogenetic trees constructed using the
consensus full-genome sequences and the highly variable regions in the ORF1 coding
sequence of BaMV isolates from different geographical origins (Figure 7). This observation
suggested that this highly variable region is strongly affected by the evolutionary pressure
and that the sequence variations may have main contributions to the fitness of BaMV in a
specific environment. However, the results of 3D structural modeling analyses using the
Phyre2 tool [44] did not identify acceptable structure templates in this region, suggesting
that this highly variable region might not share significant structural similarity to any
known proteins.
Based on the reported organization of functional domains of ORF1 protein [12], this
highly variable region, amino acid residues 440–520, corresponds to the hydrophilic region in between the methyl transferase (capping enzyme) domain and the helicase-like
domain. Thus, this region may exhibit high structural flexibility, serving as the hinge that
connects two functional domains and thus allowing high sequence variability. The analysis
of selection pressure revealed that all ORFs of BaMV, including the highly variable region,
are under purifying selection pressure. This is consistent with the report that purifying
selection pressure is most prevalent in nature [45,46]. As shown in a recent study, many
human RNA viruses are under strong purifying selective pressure [47]. Here, we provide
evidence supporting that BaMV is also under purifying selection pressure, despite the
presence of a highly variable region in the genome. The highly divergent (Figures 5 and 6)
but synonymous substitutions mutations suggested the functional requirement of the ORF1
protein, which is the major component of BaMV replicase. The reason for the high degree
of divergence in nucleotide sequence but conservation of amino acid sequence may reflect the interaction with the host or environmental factors for better adaptation. It has
been shown that the synonymous mutations might exert their effects on the fitness of an
organism through several mechanisms [48], including the modification of the mRNA structure/stability, alteration of translation efficiency, interactions with small RNAs (including
microRNAs or small interfering RNAs, abbreviated as siRNAs), and change in substrate
specificity. For example, different haplotypes of human catechol-O-methyltransferase may
alter mRNA secondary structure and thus modulate protein expression efficiency [49],
and a synonymous single nucleotide polymorphism in the multidrug resistance 1 gene
may affect the timing of co-translational folding of the mRNA and insertion of the protein
product into the membrane, thereby altering the substrate specificity [50]. Similarly, the
synonymous substitutions in the highly variable region in the BaMV genome may hint
at the interactions between BaMV and the host plants. Different bamboo species may
encode different isoaccepting transfer RNAs (tRNAs), which possess different anticodons
but transfer the same amino acids, for the efficient translation of important viral proteins,
or the bamboo plants may express a subset of tRNAs with different abundances under the
influence of different environmental factors related to geographical distributions. However,
only the hinge region exhibits a high level of nucleotide diversity, suggesting that other
factors may affect the fitness of such synonymous mutations.
The other important candidate driving force for the synonymous substitutions is
the siRNA-based host defense system. A comprehensive analysis of the BaMV-derived
siRNAs in N. benthamiana and Arabidopsis thaliana [51] has demonstrated that most of the
BaMV-related siRNAs in A. thaliana were derived from the 50 -half of the BaMV genome,
with the highest amount of both (+)- and (−)-strand siRNA detected around the region
corresponding to the highly variable region identified in this study (approximately nts
1200–1720) (Figures 5 and 6). In contrast, BaMV siRNAs in N. benthamiana were mainly
derived from the 30 -terminal region (CP and 30 -UTR). The observations indicated that the
RNA silencing systems in different plants, including different bamboo species, may exhibit
preferences against different genomic regions of the invading virus. The reason for the
presence of the mutational hotspot in the ORF1 coding region might be that the genomic
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RNA, which serves as the mRNA for ORF1 protein, is more vulnerable to the attack of
miRNAs or siRNAs of the host defense system, as compared to the viral subgenomic RNAs
that are highly efficiently transcribed from the internal sub-genomic promoters on the
minus-strand complementary to the genomic RNA. Thus, the degradation or sequestration
of viral genomic RNAs might pose a greater threat to the survival and fitness of BaMV or
related potexviruses. In response, BaMV and the related potexviruses might have evolved
the high variability in the ORF1 coding sequence to evade the miRNA- or siRNA-mediated
defense system of the hosts. The observation that the mutational hotspot in Vietnam isolates
of BaMV resides in the CP coding sequence (Figure 5b, light green line) may indicate the
presence of different preferences of siRNA-based defense systems in the different bamboo
species, B. funghomii. The result of the synonymous/nonsynonymous substitution analysis
using the CP coding sequences of BaMV Vietnam isolates showed that the Ka/Ks ratio
ranged from 0 to 0.37 for all possible pairs, significantly lower than 1 (p-value < 0.0001),
suggesting that this region, similar to the coding regions of other BaMV proteins, is also
under purifying selection pressure to maintain the amino acid sequence with variations
of the nucleotide sequence. This observation provided further support for the hypothesis
that the miRNA- or siRNA-based defense systems in different hosts may play a role in the
adaptation of BaMV. However, other possibilities, such as the interactions with other host
or insect factors, could not be ruled out.
It is worth noting that the two BaMV strains in the BaMV-KU group were identified
from a different bamboo host, Ma bamboo (D. latiflorus) [7], within the same Fujian Province
of China as those from other bamboos [6], indicating that Ma bamboo may have posed a
different selection pressure on the variation of BaMV. On the other hand, the BaMV strains
within the BaMV-CN, -KX, -KT groups isolated from the Fujian Province of China were
from bamboo hosts belonging to different genera [7]. For example, the three strains in the
BaMV-KT group were collected from Bambusa rutile, Phyllostachys aureosulcata, and Bambusa
rigida; however, the genomic sequences of the three BaMV strains are highly similar to each
other (90–94.7% identities) and clustered within the same BaMV-CN group with KX648528,
KX648529, and KX648531 collected from Dendrocalamus tsiangii, Neosinocalamus affinis, and
Bambusa xiashanensis, respectively. This observation suggested that both geographical and
host factors may have contributed to the diversification of BaMV.
5. Conclusions
In conclusion, unique Vietnam isolates of BaMV, together with the associated satellite
RNAs, infecting Bambusa funghomii were identified in this study for the first time to our
knowledge. The finding further supported the notion that BaMV is naturally present in the
main plantations of bamboos worldwide and that both geographical and host factors may
contribute to the diversification of BaMV. A highly variable region corresponding to the
hinge between the methyl-transferase and helicase motifs was identified that might reflect
the interactions between BaMV and host plants and/or environment in the evolutionary
history. Altogether, this study provides further information for the comprehension of the
distribution and diversification of BaMV.
Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/v14040698/s1, Figure S1. Phylogenetic analysis of BaMV using
the nucleotide sequences of different open reading frames (ORFs) by Maximum Likelihood method.
The nucleotide sequences of different ORFs of BaMV isolates, as listed in Table S1, were aligned
using CLUSTAL W [23] and subjected to phylogenetic relationship inference using the Maximum
Likelihood method based on the Tamura-Nei model [39] in the MEGA X software [22]. (a) to (e),
phylogenetic tree reconstructed using nucleotide sequences of the ORF1, TGBp1, TGBp2, TGBp3, and
CP genes, respectively. The horizontal branch lengths are drawn to scale, relative to the scale bars at
the bottom representing the numbers of substitutions per site. The major clades formed by BaMV
strains/isolates were indicated on the right, similar to those described in the legend to Figure 2. Three
potexviruses closely related to BaMV were used as the outgroup in the phylogenetic analysis. The
clusters that contain members different from those in the phylogenetic tree based on BaMV full-length
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genome sequences are indicated by the red arrows on the right; Table S1. Percent nucleotide sequence
identities between a selected Bamboo mosaic virus Vietnam isolate (BaMV-VN2-9) and other known
BaMV strains in different regions.
Author Contributions: Conceptualization, Y.-H.H., N.-S.L., H.V.C. and C.-C.H.; methodology,
Y.-W.H., C.-W.L. and C.-C.H.; validation, Y.-H.H. and N.-S.L.; formal analysis, Y.-W.H., C.-W.L.
and C.-C.H.; investigation, Y.-H.H., N.-S.L. and H.V.C.; resources, Y.-H.H., N.-S.L. and H.V.C.; data
curation Y.-W.H., C.-W.L. and C.-C.H.; writing—original draft preparation, Y.-W.H. and C.-C.H.;
writing—review and editing, Y.-H.H., N.-S.L. and C.-C.H.; visualization, Y.-W.H. and C.-C.H.; supervision, Y.-H.H. and N.-S.L.; project administration, Y.-H.H.; funding acquisition, Y.-H.H. and N.-S.L.
All authors have read and agreed to the published version of the manuscript.
Funding: This research was funded by grants MOST-110-2313-B-005-031 from the Ministry of Science
and Technology, Taiwan, and by the Advanced Plant Biotechnology Center from The Featured Areas
Research Center Program within the framework of the Higher Education Sprout Project by the
Ministry of Education (MOE) to Y.-H.H.
Institutional Review Board Statement: Not applicable.
Informed Consent Statement: Not Applicable.
Data Availability Statement: All nucleotide sequences of the Vietnam isolates of BaMV and satBaMV
RNAs have been deposited in GenBank, under the following accession numbers: MZ463301 to
MZ463306 for BaMV-VN1-1 to 6; MZ463307-MZ463309 for BaMV-VN2-1 to 3; MZ463310 to MZ463312
for BaMV-VN2-7 to 9; MZ463313 to MZ463318 for satBaMV-VN1-1 to 6; and MZ463319 to MZ463324
for satBaMV-VN2-1 to 6.
Conflicts of Interest: The authors declare no conflict of interest.

References
1.
2.
3.
4.
5.
6.

7.

8.
9.
10.
11.

12.
13.
14.

Lin, M.T.; Kitajima, E.W.; Cupertino, F.P.; Costa, C.L. Partial purification and some properties of Bamboo mosaic virus. Phytopathology
1977, 67, 1439–1443. [CrossRef]
Lin, N.S.; Chen, C.C. Association of Bamboo mosaic virus (BoMV) and BoMV-specific electron-dense crystalline bodies with
chloroplasts. Phytopathology 1991, 81, 1551–1555. [CrossRef]
Lin, N.S.; Lin, B.Y.; Yeh, T.Y. First report of Bamboo mosaic virus and its associated satellite RNA on bamboo in the U.S. Plant Dis.
1995, 79, 1249. [CrossRef]
Elliott, M.S.; Zettler, F.W. Bamboo mosaic virus detected in ornamental bamboo species in Florida. Proc. Fla. State Hortic. Soc.
1996, 109, 24–25.
Lin, W.; Gao, F.; Yang, W.; Yu, C.; Zhang, J.; Chen, L.; Wu, Z.; Hsu, Y.-H.; Xie, L. Molecular characterization and detection of a
recombinant isolate of bamboo mosaic virus from China. Arch. Virol. 2016, 161, 1091–1094. [CrossRef]
Lin, W.; Wang, L.; Yan, W.; Chen, L.; Chen, H.; Yang, W.; Guo, M.; Wu, Z.; Yang, L.; Xie, L. Identification and characterization of
Bamboo mosaic virus isolates from a naturally occurring coinfection in Bambusa xiashanensis. Arch. Virol. 2017, 162, 1335–1339.
[CrossRef]
Lin, W.; Yan, W.; Yang, W.; Yu, C.; Chen, H.; Zhang, W.; Wu, Z.; Yang, L.; Xie, L. Characterisation of siRNAs derived from new
isolates of bamboo mosaic virus and their associated satellites in infected ma bamboo (Dendrocalamus latiflorus). Arch. Virol. 2017,
162, 505–510. [CrossRef]
Lin, W.W.; Zhang, J.; Yang, W.T.; Liu, Y.Y.; Wan, B.J.; Xu, X.L.; Wu, Z.J. First report of Bamboo mosaic virus infecting bamboo in the
mainland of China. Plant Dis. 2015, 99, 1189. [CrossRef]
Wang, I.-N.; Hu, C.-C.; Lee, C.-W.; Yen, S.-M.; Yeh, W.-B.; Hsu, Y.-H.; Lin, N.-S. Genetic diversity and evolution of satellite RNAs
associated with the bamboo mosaic virus. PLoS ONE 2014, 9, e108015. [CrossRef]
Wang, I.-N.; Yeh, W.-B.; Lin, N.-S. Phylogeography and coevolution of Bamboo mosaic virus and its associated satellite RNA.
Front. Microbiol. 2017, 8, 886. [CrossRef]
Abe, S.; Neriya, Y.; Noguchi, K.; Hartono, S.; Sulandari, S.; Somowiyarjo, S.; Ali, A.; Nishigawa, H.; Natsuaki, T. First report of the
complete genomic sequences from Indonesian isolates of bamboo mosaic virus and detection of genomic recombination events.
J. Gen. Plant Pathol. 2019, 85, 158–161. [CrossRef]
Meng, M.; Lee, C.C. Function and structural organization of the replication protein of Bamboo mosaic virus. Front. Microbiol. 2017,
8, 522. [CrossRef] [PubMed]
Beck, D.L.; Guilford, P.J.; Voot, D.M.; Andersen, M.T.; Forster, R.L. Triple gene block proteins of white clover mosaic potexvirus
are required for transport. Virology 1991, 183, 695–702. [CrossRef]
Hsu, H.T.; Hsu, Y.H.; Bi, I.P.; Lin, N.S.; Chang, B.Y. Biological functions of the cytoplasmic TGBp1 inclusions of bamboo mosaic
potexvirus. Arch. Virol. 2004, 149, 1027–1035. [CrossRef]

Viruses 2022, 14, 698

15.

16.
17.

18.

19.

20.

21.

22.
23.

24.

25.

26.
27.
28.
29.
30.
31.

32.
33.
34.
35.

36.
37.
38.

16 of 17

Lin, M.-K.; Hu, C.-C.; Lin, N.-S.; Chang, B.-Y.; Hsu, Y.-H. Movement of potexviruses requires species-specific interactions among
the cognate triple gene block proteins, as revealed by a trans-complementation assay based on the bamboo mosaic virus satellite
RNA-mediated expression system. J. Gen. Virol. 2006, 87, 1357–1367. [CrossRef]
Huang, Y.-P.; Chen, I.-H.; Tsai, C.-H. Host Factors in the Infection Cycle of Bamboo mosaic virus. Front. Microbiol. 2017, 8, 437.
[CrossRef]
Tseng, Y.H.; Hsu, H.T.; Chou, Y.L.; Hu, C.C.; Lin, N.S.; Hsu, Y.H.; Chang, B.Y. The two conserved cysteine residues of the triple
gene block protein 2 are critical for both cell-to-cell and systemic movement of Bamboo mosaic virus. Mol. Plant-Microbe Interact.
2009, 22, 1379–1388. [CrossRef]
Chou, Y.L.; Hung, Y.J.; Tseng, Y.H.; Hsu, H.T.; Yang, J.Y.; Wung, C.H.; Lin, N.S.; Meng, M.; Hsu, Y.H.; Chang, B.Y. The stable
association of virion with the triple-gene-block protein 3-based complex of Bamboo mosaic virus. PLoS Pathog. 2013, 9, e1003405.
[CrossRef]
Ho, T.L.; Lee, H.C.; Chou, Y.L.; Tseng, Y.H.; Huang, W.C.; Wung, C.H.; Lin, N.S.; Hsu, Y.H.; Chang, B.Y. The cysteine residues at
the C-terminal tail of Bamboo mosaic virus triple gene block protein 2 are critical for efficient plasmodesmata localization of
protein 1 in the same block. Virology 2017, 501, 47–53. [CrossRef]
Huang, Y.W.; Hu, C.C.; Liou, M.R.; Chang, B.Y.; Tsai, C.H.; Meng, M.; Lin, N.S.; Hsu, Y.H. Hsp90 interacts specifically with viral
RNA and differentially regulates replication initiation of Bamboo mosaic virus and associated satellite RNA. PLoS Pathog. 2012,
8, e1002726. [CrossRef]
Chen, I.H.; Chu, C.-H.; Lin, J.-W.; Hsu, Y.-H.; Tsai, C.-H. Maintaining the structural integrity of the Bamboo mosaic virus 30
untranslated region is necessary for retaining the catalytic constant for minus-strand RNA synthesis. Virol. J. 2013, 10, 208.
[CrossRef] [PubMed]
Lin, N.S.; Hsu, Y.H. A satellite RNA associated with bamboo mosaic potexvirus. Virology 1994, 202, 707–714. [CrossRef] [PubMed]
Vijaya Palani, P.; Kasiviswanathan, V.; Chen, J.C.-F.; Chen, W.; Hsu, Y.-H.; Lin, N.-S. The Arginine-Rich Motif of Bamboo mosaic
virus Satellite RNA-Encoded P20 Mediates Self-Interaction, Intracellular Targeting, and Cell-to-Cell Movement. Mol. Plant-Microbe
Interact. 2006, 19, 758–767. [CrossRef] [PubMed]
Chang, C.-H.; Hsu, F.-C.; Lee, S.-C.; Lo, Y.-S.; Wang, J.-D.; Shaw, J.; Taliansky, M.; Chang, B.-Y.; Hsu, Y.-H.; Lin, N.-S. The Nucleolar
Fibrillarin Protein Is Required for Helper Virus-Independent Long-Distance Trafficking of a Subviral Satellite RNA in Plants.
Plant Cell 2016, 28, 2586–2602. [CrossRef] [PubMed]
Yang, C.-D.; Liao, J.-T.; Lai, C.-Y.; Jong, M.-H.; Liang, C.-M.; Lin, Y.-L.; Lin, N.-S.; Hsu, Y.-H.; Liang, S.-M. Induction of protective
immunity in swine by recombinant bamboo mosaic virus expressing foot-and-mouth disease virus epitopes. BMC Biotechnol.
2007, 7, 62. [CrossRef]
Ding, S.W.; Rathjen, J.P.; Li, W.X.; Swanson, R.; Healy, H.; Symons, R.H. Efficient infection from cDNA clones of cucumber mosaic
cucumovirus RNAs in a new plasmid vector. J. Gen. Virol. 1995, 76, 459–464. [CrossRef]
Liou, M.R.; Huang, Y.W.; Hu, C.C.; Lin, N.S.; Hsu, Y.H. A dual gene-silencing vector system for monocot and dicot plants.
Plant Biotechnol. J. 2014, 12, 330–343. [CrossRef]
Rice, P.; Longden, I.; Bleasby, A. EMBOSS: The european molecular biology open software suite. Trends Genet. 2000, 16, 276–277.
[CrossRef]
Hall, T.A. BioEdit: A user-friendly biological sequence alignment editor and analysis program for Windows 95/98/NT.
Nucleic Acids Symp. Ser. 1999, 41, 95–98.
Kumar, S.; Stecher, G.; Li, M.; Knyaz, C.; Tamura, K. MEGA X: Molecular evolutionary genetics analysis across computing
platforms. Mol. Biol. Evol. 2018, 35, 1547–1549. [CrossRef]
Thompson, J.D.; Higgins, D.G.; Gibson, T.J. CLUSTAL W: Improving the sensitivity of progressive multiple sequence alignment
through sequence weighting, position-specific gap penalties and weight matrix choice. Nucleic Acids Res. 1994, 22, 4673–4680.
[CrossRef] [PubMed]
Nicholas, K.; Nicholas, H. GeneDoc: A Tool for Editing and Annotating Multiple Sequence Alignments. 1997. Available online:
www.psc.edu/biomed/genedoc (accessed on 21 November 2019).
R Core Team. R: A language and Environment for Statistical Computing; R Foundation for Statistical Computing: Vienna, Austria,
2013. Available online: https://www.R-project.org/ (accessed on 16 July 2020).
Rozas, J.; Ferrer-Mata, A.; Sánchez-DelBarrio, J.C.; Guirao-Rico, S.; Librado, P.; Ramos-Onsins, S.E.; Sánchez-Gracia, A. DnaSP 6:
DNA sequence polymorphism analysis of large data sets. Mol. Biol. Evol. 2017, 34, 3299–3302. [CrossRef] [PubMed]
Hung, C.J.; Huang, Y.W.; Liou, M.R.; Lee, Y.C.; Lin, N.S.; Meng, M.; Tsai, C.H.; Hu, C.C.; Hsu, Y.H. Phosphorylation of coat
protein by protein kinase CK2 regulates cell-to-cell movement of Bamboo mosaic virus through modulating RNA binding.
Mol. Plant-Microbe Interact. 2014, 27, 1211–1225. [CrossRef] [PubMed]
Yeh, T.Y.; Lin, B.Y.; Chang, Y.C.; Hsu, Y.H.; Lin, N.S. A defective RNA associated with bamboo mosaic virus and the possible
common mechanisms for RNA recombination in potexviruses. Virus Genes 1999, 18, 121–128. [CrossRef]
Sanger, F.; Nicklen, S.; Coulson, A.R. DNA sequencing with chain-terminating inhibitors. Proc. Natl. Acad. Sci. USA 1977, 74,
5463–5467. [CrossRef]
Kreuze, J.F.; Vaira, A.M.; Menzel, W.; Candresse, T.; Zavriev, S.K.; Hammond, J.; Ryu, K.H.; ICTV Report Consortium. ICTV Virus
Taxonomy Profile: Alphaflexivridae. J. Gen. Virol. 2020, 101, 699–700. [CrossRef]

Viruses 2022, 14, 698

39.
40.
41.
42.
43.
44.
45.
46.
47.
48.
49.

50.
51.

17 of 17

Tamura, K.; Nei, M. Estimation of the number of nucleotide substitutions in the control region of mitochondrial DNA in humans
and chimpanzees. Mol. Biol. Evol. 1993, 10, 512–526.
Horton, J.S.; Flanagan, L.M.; Jackson, R.W.; Priest, N.K.; Taylor, T.B. A mutational hotspot that determines highly repeatable
evolution can be built and broken by silent genetic changes. Nat. Commun. 2021, 12, 6092. [CrossRef]
Nei, M. Molecular Evolutionary Genetics; Columbia University Press: New York, NY, USA, 1987.
Lin, N.S.; Chai, Y.J.; Huang, T.Y.; Chang, T.Y.; Hsu, Y.H. Incidence of bamboo mosaic potexvirus in Taiwan. Plant Dis. 1993, 77,
448–450. [CrossRef]
Hsu, Y.H.; Lin, N.S. Virus diseases of bamboos (Bambusa spp.). In Viruses and Virus Disease of Poaceae (Gramineae); Lapierre, H.,
Signoret, P.A., Eds.; Instiut National de la Recherche Agronomique: Paris, France, 2004; pp. 723–726.
Kelley, L.A.; Mezulis, S.; Yates, C.M.; Wass, M.N.; Sternberg, M.J.E. The Phyre2 web portal for protein modeling, prediction and
analysis. Nat. Protoc. 2015, 10, 845–858. [CrossRef]
Sanjuán, R. From molecular genetics to phylodynamics: Evolutionary relevance of mutation rates across viruses. PLoS Pathog.
2012, 8, e1002685. [CrossRef] [PubMed]
Duffy, S.; Shackelton, L.A.; Holmes, E.C. Rates of evolutionary change in viruses: Patterns and determinants. Nat. Rev. Genet.
2008, 9, 267–276. [CrossRef] [PubMed]
Lin, J.-J.; Bhattacharjee, M.J.; Yu, C.-P.; Tseng, Y.Y.; Li, W.-H. Many human RNA viruses show extraordinarily stringent selective
constraints on protein evolution. Proc. Natl. Acad. Sci. USA 2019, 116, 19009–19018. [CrossRef] [PubMed]
Parmley, J.L.; Hurst, L.D. How do synonymous mutations affect fitness? BioEssays 2007, 29, 515–519. [CrossRef]
Nackley, A.G.; Shabalina, S.A.; Tchivileva, I.E.; Satterfield, K.; Korchynskyi, O.; Makarov, S.S.; Maixner, W.; Diatchenko, L.
Human catechol-O-methyltransferase haplotypes modulate protein expression by altering mRNA secondary structure. Science
2006, 314, 1930–1933. [CrossRef]
Kimchi-Sarfaty, C.; Oh, J.M.; Kim, I.W.; Sauna, Z.E.; Calcagno, A.M.; Ambudkar, S.V.; Gottesman, M.M. A “silent” polymorphism
in the MDR1 gene changes substrate specificity. Science 2007, 315, 525–528. [CrossRef]
Lin, K.-Y.; Cheng, C.-P.; Chang, B.C.-H.; Wang, W.-C.; Huang, Y.-W.; Lee, Y.-S.; Huang, H.-D.; Hsu, Y.-H.; Lin, N.-S.
Global analyses of small interfering RNAs derived from bamboo mosaic virus and its associated satellite RNAs in different plants.
PLoS ONE 2010, 5, e11928. [CrossRef]

