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Abstract
A bipartite begomovirus was identified from a Boehmeria leiophylla plant sample exhibiting yellow mosaic symptoms 
collected in Nabanhe National Nature Reserve, Xishuangbanna, Yunnan, China. Five complete DNA-A and four DNA-B 
genome sequences were obtained by rolling-circle amplification (RCA), cloned, and sequenced. All DNA-A sequences were 
determined to be 2759 nucleotides in size, sharing 99.9%–100% nucleotide sequence identity with each other. The DNA-B 
sequences were comprised of 2673 nucleotides, sharing 98.6–100% nucleotide sequence identity with each other. Genomic 
organization of the begomovirus was typical of Old World bipartite begomoviruses. Sequence analysis revealed 81.84% 
nucleotide sequence identity to tomato leaf curl Hsinchu virus (ToLCHsV) from China for the DNA A component and 67.23% 
identity to the squash leaf curl China virus (SLCCNV) from India for the DNA B component. The sequence comparisons sug-
gest that this bipartite begomovirus represents a novel species for which we propose the name “Ramie yellow mosaic virus”.

Begomoviruses (taxonomy: genus Begomovirus, family 
Geminiviridae) have circular single-stranded (ss) DNA 
genomes, which are encapsidated in twinned icosahedral 
particles and transmitted by the whitefly Bemisia tabaci [1]. 
The majority of begomoviruses originating from the New 
World (NW) have bipartite genomes; the genome of many 
begomoviruses from the Old World (OW) are monopar-
tite, although there are a few with bipartite genomes [1, 2]. 
The genomic components of the bipartite viruses, known 
as DNA-A and DNA-B, are approximately 2.5–2.8 kb in 
size, whereas the monopartite genome is homologous to the 
DNA-A component of bipartite begomoviruses [3]. DNA-A 

encodes one or two proteins (CP, V2/AV2) in the virion 
sense, and four in the complementary sense (Rep, REn, 
TrAP, and AC4/C4), while DNA-B encodes two proteins 
(NSP and MP) [3–5]. The DNA-A and DNA-B components 
share a ~ 200 nucleotide sequence with high identity known 
as the common region (CR). The CR contains the nonanu-
cleotide sequence (TAA TAT TAC) that marks the origin of 
virion-strand DNA replication, the TATA box and repeated 
sequences (known as “iterons”) which are sequence spe-
cific binding sites for Rep [6]. The TATA-box with typical 
sequence, TATA, is a regulatory element involved in the 
formation of a transcription initiation complex [7].

Begomoviruses have emerged as damaging pathogens 
that infect a broad range of dicotyledonous plants including 
many economically important crops [8, 9]. Boehmeria leio-
phylla plants are protected plants across China, and are often 
found in rainforests. Begomovirus infections, e.g. tomato 
leaf curl Hsinchu virus (ToLCHsV), of plants of this genus 
were reported in Jiangsu and Zhejiang provinces in 2010 
[10]. ToLCHsV is one of the few bipartite begomoviruses 
in the OW and has mostly been identified from ramie sam-
ples (Boehmeria nivea), and rarely identified in tobacco and 
tomato.

In January 2015, leaves with yellow mosaic symptoms 
were observed on B. leiophylla plants in Nabanhe National 
Nature Reserve in Xishuangbanna, a southern prefecture of 
Yunnan province, China (Fig. 1). Leaf samples (YN4818, 

Handling Editor: Jesús Navas-Castillo.

Electronic supplementary material The online version of this 
article (https ://doi.org/10.1007/s0070 5-018-3802-1) contains 
supplementary material, which is available to authorized users.

 * Ming Ding 
 mingd73@163.com

 * Zhongkai Zhang 
 zhongkai99@sina.com

1 Biotechnology and Germplasm Resources Institute, 
Yunnan Academy of Agricultural Sciences, Yunnan Key 
laboratory of Agricultural Biotechnology, 9# Xueyun 
Rd, Wuhua prefecture, Kunming 650223, Yunnan, 
People’s Republic of China

http://orcid.org/0000-0003-1312-8305
http://crossmark.crossref.org/dialog/?doi=10.1007/s00705-018-3802-1&domain=pdf
https://doi.org/10.1007/s00705-018-3802-1


1990 L. Zhao et al.

1 3

YN4819, and YN4820) were collected from three symp-
tomatic B. leiophylla plants respectively, and total DNA 
was extracted with the CTAB method [11]. Total DNA 
was used for PCR-based detection of begomovirus DNA-
A, DNA-B, betasatellites and alphasatellites using four 
previously reported primer sets to amplify DNA-A, DNA-
B, betasatellites, and alphasatellites [12–15]. All samples 
tested positive with universal degenerate primer pairs PA/
PB (for DNA-A), and PCRc1/PBL1v2040 (for DNA-B), but 
were negative with betasatellite and alphasatellite primer 
sets. Amplification products of the sample YN4819 were 
cloned, and four clones with the expected insert size were 
selected for sequencing at Life Technologies, Shanghai, 
China. Sequence comparisons using the BLASTn algorithm 
revealed that the sequences of the amplicons generated with 
the DNA-A primer set shared 82% identity with the CP gene 
of ToLCHsV-FJSm04, while DNA-B amplicons shared 72% 
identity with a partial DNA-B sequence of tomato leaf curl 
New Delhi virus (ToLCNDV).

Rolling circle amplification (RCA) was performed using 
a TempliPhiTM kit (GE Healthcare, Bucks, UK) to obtain 
enriched circular viral DNA from the YN4819 leaf sam-
ple [16]. RCA fragments of approximately 2.8 kb were 
obtained from this sample by cleaving the circular DNA 
with HindIII or SmaI restriction endonucleases and these 
were cloned into the pGEM®-7Zf (+) plasmid vector 
(Promega, Madison, WI, USA), which was cleaved previ-
ously with the same enzymes. Four DNA sequences of the 
cloned inserts (Hind-1, Hind-3, SmaI-1 and SmaI-7) were 
selected and sequenced using the primer walking strategy. 
Further, specific primer pairs 4819DNA-A-F (5′-ACC TCT 
ATA AAG AAC TTG -3′), 4819DNA-A-R (5′-GTA CAC GCA 
CTA AAT AAG -3′) and 4819DNA-B-F (5′- CAA CCA CTC 
ACG CAT TAA GT-3′), 4819DNA-B-R (5′-CCA GGT GTC 
CCA CTA ACA GT-3′) were designed for amplification of 

the full-length genome of DNA-A and DNA-B, respectively, 
from the RCA product. The amplified fragments (approxi-
mately 2.8 kb) were cloned into the pGEM-T easy vector 
(Promega). Five clones (4819-5, 4819-10, 4819-12, 4819-1 
and 4819-4) were selected and completely sequenced using 
the primer walking strategy. Sequence comparisons using 
the BLASTn algorithm revealed that five DNA-A and four 
DNA-B sequences were obtained. The sequences of the 
five DNA-A clones (KU522485, KU522486, KU522487, 
MG825412, and MG825413) and the four DNA-B clones 
(MG825411, MF319552, MF319553, and MG825414) 
were determined to be 2759 and 2673 nucleotides, respec-
tively. All sequences had a genome organization typical of 
bipartite begomoviruses: two virus-sense genes encoding 
the capsid protein (CP/AV1) and AV2 protein (AV2) and 
four complementary-sense genes encoding the replication-
associated protein (Rep/AC1), a transcriptional activator 
protein (TrAP/AC2), a replication enhancer protein (REn/
AC3), and the AC4 protein (AC4) in the DNA-A, and one 
virus-sense gene encoding the nuclear shuttle protein (BV1) 
and a complementary-sense gene (BC1) in the DNA-B seg-
ment (Table S1). The two components had a common region 
(CR) of 180 nt (96.1% identity), which included the highly 
conserved nonanucleotide sequence (5′-TAA TAT T/AC-3′), 
TATA box, and iteron sequences (GGTGT and GGGGT).

Following the recommendations of the Geminiviridae 
Study Group of the ICTV [17], the pairwise nucleotide 
identities for the viral components were calculated using the 
MUSCLE option in SDT v1.2 [18] using sequences obtained 
from the initial BLASTn analysis. The results demonstrated 
that complete DNA-A sequences identities ranged from 
99.92 to 100% among these five isolates, while the complete 
DNA-B sequences shared 98.62 to 100% sequence identity 
with each other. These results indicate that they are isolates 
representing a single species, based on presently applicable 
species demarcation criteria for begomoviruses [17]. With 
regards to other begomoviruses, the DNA-A component has 
the highest (81.84%) nucleotide (nt) sequence identity with 
ToLCHsV (KC171652) from China, while the DNA-B com-
ponent was most closely related to the DNA-B of SLCCNV 
from India, with 67.23% nt sequence identity. According 
to current recommendations for begomovirus classifica-
tion [17], the begomovirus identified from B. leiophylla is a 
new begomovirus isolate, for which the name ramie yellow 
mosaic virus (RaYMV) is proposed. The proposed species 
name is therefore accordingly “Ramie yellow mosaic virus”.

Phylogenetic trees were constructed using the neighbor-
joining method algorithm with 1000 bootstrap replications 
available in MEGA6 version 6.0 [19]. Phylogenetic analy-
sis revealed that RaYMV DNA-A clustered with DNA-A 
of ToLCHsV from China and within a subclade containing 
monopartite begomoviruses from Philippines and Thailand 
(Fig. 2A). The RaYMV DNA-B was most closely related 

Fig. 1  Yellow mosaicking of leaves observed in Boehmeria leiophylla 
plants in the Nabanhe National Nature Reserve in Xishuangbanna, 
Yunnan Province during 2015
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to ToLCNDV, LYMV, and SLCCNV isolates (Fig. 2B). 
These results showed that the DNA-A and DNA-B com-
ponents of RaYMV grouped into different branches, with 
different species closely related to begomoviruses identi-
fied in Asia.

At present, only a few bipartite begomoviruses have been 
reported in China including Kudzu mosaic virus, cleroden-
drum golden mosaic China virus, and ToLCHsV [10, 20, 
21]. The majority of these viruses are isolated from wild/
non-cultivated plants. In our study, we also identified a novel 
bipartite begomovirus from wild/non-cultivated plants.

Nabanhe National Nature Reserve in Xishuangbanna 
was established nearly 60 years ago. Plants have been 
allowed to grow completely undisturbed by agricultural 
practices within the nature reserve. Since B. leiophylla is 
a perennial shrub, it is likely that these protected plants 
have been coexisting with this distinct virus for a very long 
time. Thus, further studies are required to determine the 
prevalence of this virus in the national nature reserve and 
its potential to cause loss of these protected plants, as well 
as other plant species in the area.

Funding  This work was supported by the National Natural Science 
Foundation of China (U1136606 and 31560501).

Compliance with ethical standards 

 The authors have read and have abided by the statement of ethical 
standards for manuscripts submitted to Archives of Virology.

Ethical approval This article does not contain any studies with human 
participants or animals performed by any of the authors.

Conflict of interest The authors declare that they have no conflict of 
interest.

References

 1. King AMQ, Adams MJ, Carstcns EB, Lefkowitz EJ (2012) Virus 
taxonomy: ninth report of the international committee on taxon-
omy of viruses. Elsevier/Academic Press, San Diego, pp 351–372

 2. Nawaz-ul-Rehman MS, Fauquet CM (2009) Evolution of gemini-
viruses and their satellites. FEBS Lett 583:1825–1832

 3. Harrison BD, Robinson DJ (1999) Natural genomic and antigenic 
variation in whitefly-transmitted geminiviruses (Begomoviruses). 
Annu Rev Phytopathol 37:369–398

 4. Rojas MR, Hagen C, Lucas WJ, Gilbertson RL (2005) Exploiting 
chinks in the plant’s Armor: evolution and emergence of gemini-
viruses. Annu Rev Phytopathol 43:361–394

 5. Hanley-Bowdoin L, Bejarano ER, Robertson D, Mansoor S (2013) 
Geminiviruses: masters at redirecting and reprogramming plant 
processes. Nat Rev Microbiol 11:777–788

 6. Briddon RW, Patil BL, Bagewadi B, Nawaz-ul-Rehman MS, Fau-
quet CM (2010) Distinct evolutionary histories of the DNA-A and 
DNA-B components of bipartite begomoviruses. BMC Evol Biol 
10:97

 7. Bernard V, Brunaud V, Lecharny A (2010) TC-motifs at the 
TATA-box expected position in plant genes: a novel class of 
motifs involved in the transcription regulation. BMC Genom 
11:166

 8. Navas-Castillo J, Fiallo-Olivé E, Sánchez-Campos S (2011) 
Emerging virus diseases transmitted by whiteflies. Annu Rev 
Phytopathol 49:219–248

Fig. 2  Phylogenetic trees based on full-length sequences of begomo-
virus DNA-A components (A) and DNA-B components (B) selected 
from the database. The phylogenetic trees were constructed using 
the neighbor-joining method with MEGA6, using 1,000 bootstrap 
replicates. The sequences generated in this work are labeled with 
black circles. The begomovirus acronyms are as follows: tomato 
leaf curl Hsinchu virus (ToLCHsV), ageratum yellow vein China 
virus (AYVCNV), ageratum yellow vein virus (AYVV), tomato yel-

low leaf curl Kanchanaburi virus (TYLCKaV), clerodendron golden 
mosaic China virus (ClGMCNV), clerodendron golden mosaic virus 
(ClGMV), Sri Lankan cassava mosaic virus (SLCMV), luffa yel-
low mosaic virus (LYMV), squash leaf curl China virus (SLCCNV), 
tomato leaf curl New Delhi virus (ToLCNDV), tobacco curly shoot 
virus (TbCSV), tomato yellow leaf curl China virus (TYLCCNV), 
tomato yellow leaf curl Thailand virus (TYLCTHV) and tomato yel-
low vein streak virus (ToYVSV)



1992 L. Zhao et al.

1 3

 9. Kenyon L, Tsai WS, Shih SL, Lee LM (2014) Emergence and 
diversity of begomoviruses infecting solanaceous crops in East 
and Southeast Asia. Virus Res 186:104–113

 10. Li J, Zhang XY, Qian YJ (2016) Molecular characterization of 
Ramie mosaic virus isolates detected in Jiangsu and Zhejiang 
provinces, China. Acta Virol 54:225–228

 11. Doyle JJ, Doyle JL (1987) A rapid DNA isolation procedure for 
small quantities of fresh tissue. Phytochem Bull 19:11–15

 12. Xie Y, Zhou XP, Zhang ZK, Qi YJ (2002) Tobacco curly shoot 
virus isolated in Yunnan is distinct species of Begomovirus. Chin 
Sci Bull 47:197–200

 13. Rojas MR, Gilbertson RL, Russell DR, Maxwell DP (1993) Use 
of degenerate primers in the polymerase chain-reaction to detect 
whitefly-transmitted geminiviruses. Plant Dis 77:340–347

 14. Briddon RW, Bull SE, Mansoor S, Amin I, Markham PG (2002) 
Universal primers for the PCR-mediated amplification of DNA 
beta-a molecule associated with some monopartite begomovi-
ruses. Mol Biotechnol 20:315–318

 15. Bull SE, Briddon RW, Markham PG (2003) Universal primers 
for the PCR-mediated amplification of DNA 1: a satellite-like 
molecule associated with begomovirus-DNAβ complexes. Mol 
Biotechnol 23:83–86

 16. Guo W, Yang XL, Xie Y, Cui XF, Zhou XP (2009) Tomato yel-
low leaf curl Thailand virus-[Y72] from Yunnan is a monopartite 
begomovirus associated with DNA β. Virus Genes 38:328–333

 17. Brown JK, Zerbini FM, Navas-Castillo J, Moriones E, Ramos-
Sobrinho R, Silva JCF, Fiallo-OlivéE Briddon RW, Hernán-
dezZepeda C, Idris A, Malathi VG, Martin DP, Rivera-Busta-
mante R, Ueda S, Varsani A (2015) Revision of Begomovirus 
taxonomy based on pairwise sequence comparisons. Arch Virol 
160:1593–1619

 18. Muhire B, Varsani A, Martin DP (2014) SDT: a virus classifi-
cation tool based on pairwise sequence alignment and identity 
calculation. PLoS One 9(9):e108277

 19. Tamura K, Peterson D, Peterson N, Stecher G, Nei M, Kumar S 
(2011) MEGA5: Molecular evolutionary genetics analysis using 
maximum likelihood, evolutionary distance, and maximum par-
simony methods. Mol Biol Evol 28:2731–2739

 20. Zhang J, Wu ZJ (2013) First Report of Kudzu mosaic virus on 
Pueraria montana (Kudzu) in China. Plant Dis 97:148

 21. Li J, Zhou XP (2010) Molecular characterization and experimental 
host-range of two begomoviruses infecting Clerodendrum cyrto-
phyllum in China. Virus Genes 41:250–259


	Complete genome sequence of a new bipartite begomovirus infecting Boehmeria leiophylla in China
	Abstract
	References




