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Introduction

Two and a half billion times per day a human hand reaches for a fresh cup of coffee. Although

arguably dispensable for life per se, with an industry value of US$174 billion, coffee provides

the lifeblood that sustains economies of producing countries located in the “coffee belt” situ-

ated between the Tropics of Cancer and Capricorn. As a “solvent” in which many human

interactions take place, coffee is witness to the broad spectrum of human activities from the

mundane to the pleasurable and personal. However, in opposition to its economic, cultural,

and physiological importance, diseases such as coffee rust (caused by the fungus Hemileia vas-
tatrix) dictate activity on stock markets with their periodic epidemics, which in turn affects the

migration patterns of displaced farm workers [1]. Other diseases, such as those caused by cof-

fee ringspot virus (CoRSV), currently fly mostly under the radar of many integrated pest man-

agement systems. The unique biology of this and related viruses offers exciting research

opportunities ranging from cell biology, plant pathology and physiology, conservation ecology,

to climate change-related epidemiology. This review highlights important aspects of CoRSV,

including its unique features, and examines the potential role of climate change in its emer-

gence (Fig 1).

CoRSV: Its genome organization and occurrence

In contrast to the members of the Nucleorhabdovirus genus (Mononegavirales) to which they

are most closely related [2], members of the Dichorhavirus genus have bipartite genomes,

although their coding capacity is about the same as that of the plant-adapted rhabdoviruses

(approzimately 14 kb) [3]. All dichorhaviruses are transmitted by species of false spider mite,

Brevipalpus spp., with orchid fleck virus (OFV) being the type species [3, 4](Fig 2).

CoRSV shares a pattern of emergence observed with numerous other plant viruses in being

described decades ago and then rising into prominence as cultural and environmental condi-

tions conducive to range expansion of their vectors are met with increasing frequency [5, 6].

First documented in 1938 [7], CoRSV is now established over the majority of coffee growing

regions in Brazil [8]. A survey of some of these regions found CoRSV on 100% (n = 45) of the

farms visited. Although the incidence of CoRSV varied greatly from farm to farm, the ease by

which the virus could be found at every location was a significant and surprising finding.

Phylogenetic analyses of the N gene in 45 CoRSV samples were conducted in order to pro-

vide insight into the population structure of this virus within and between farms [8]. These

studies revealed a strong geospatial relationship among isolates, given that the genetic distance

between any two isolates was a function of the distance between collections sites. These data

support the hypothesis that the spread of CoRSV is constrained by expansion of populations of

Brevipalpus, which exist as haploidized females due to commensal interaction with Cardinium
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spp. This fascinating biology makes this arthropod an exciting subject for phylogeography

studies in its own right beyond its impact as an agricultural pest [9].

An important and much under-investigated area in CoRSV research is identification of its

wild reservoir hosts. Much of the coffee growing regions of Brazil are surrounded by wild and

semiwild sections of the Cerrado [10–13], a tropical savannah in which the flora have not been

extensively indexed for viruses, despite the ease with which plants in this region can be found

with virus-like symptoms (Fig 1). Given the range of experimental hosts of CoRSV, it stands to

reason that plants in the Cerrado may serve as reservoir species for CoRSV [8, 14]. Current

virus-discovery-by-sequencing methods [15–17] are ideally suited to mapping the virus popu-

lation structure of the Cerrado, which is the second largest savannah ecosystem in the world,

with exceedingly rich biodiversity—much of which is undescribed—and under threat from

human activity [18].

Is there evidence for reassortment and recombination of the CoRSV

genome?

That the genome of CoRSV, which in all other aspects resembles that of rhabdoviruses with

monopartite genomes, evolved a bipartite organization begs the question whether this

Fig 1. Diverse array of research projects related to understanding the effect of CoRSV on coffee. (A) Whether enjoyed alone or in the company of

others, coffee is an integral component of daily life in all countries around the world. Only one small-scale study has been done to determine the effect of

CoRSV on coffee quality [34]. (B) The effect of CoRSV on the yield of coffee plants has not been examined. (C) No formal investigations have been made to

determine how CoRSV influences the development of coffee cherries. (D) Only one study has investigated the population structure of CoRSV [8, 35]. It

remains to be determined if phylogenetic trees derived from different CoRSV genes or from viral RNA isolated from plants or mites are congruent.

Furthermore, evidence for recombination or reassortment of CoRSV genomes has not been investigated in detail. (E) The reservoir of CoRSV in wild

species, particularly in the Cerrado of Brazil, has not been investigated. It is unknown if the population structure of CoRSV in the wild is similar to that in

coffee plants. (F) The molecular basis for temperature dependent susceptibility to systemic infections has not been determined [23]. (G) The cell biology of

CoRSV beyond generation of protein interaction and localization maps is poorly characterized, particularly with respect to identification of host factors

required for replication and cell-to-cell movement, viroplasm formation, and nucleocytoplasmic trafficking of CoRSV nucleocapsids and proteins [23].

CoRSV, coffee ringspot virus; NPC, nuclear pore complex; VP, viroplasm; XPO1, Exportin 1.

https://doi.org/10.1371/journal.ppat.1007462.g001
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occurred due to the genetic constraints imposed by its unique vector. A bipartite genome may

allow for increased opportunities for reassortment, if not recombination. Further, phyloge-

netic investigations based on whole genome and genes other than the nucleocapsid are

required to provide a detailed phylogeography of this virus and its vector [18–21]. Given the

low genetic diversity observed and the strong geospatial relationship between isolates, it might

be expected that the phylogenetic trees derived from different CoRSV genes would be congru-

ent (Fig 1). Although reassortment of CoRSV genomic segments has not been determined, it is

clear that this mechanism for exchange of genetic material is possible in dichorhaviruses,

based on investigations with OFV [22].

What is the molecular basis for temperature-dependent susceptibility to

CoRSV?

Some plant hosts, Chenopodium quinoa and Nicotiana benthamiana, for example, exhibit a

dramatic temperature-dependent susceptibility to CoRSV [23]. In experiments conducted

with both species, plants must be incubated at 28˚C for at least five days in order for CoRSV to

establish systemic infections. That this phenomenon occurs in two genetically dissimilar plant

species suggests that the temperature-dependence affects some virus-specific process. The 2 to

4˚C increase in ambient temperatures projected by climate change predictions may severely

impact the occurrence of this virus in reservoir species, which in turn may impact the severity

and frequency of CoRSV in coffee production areas.

New resources required to support CoRSV research

Infection of plant cells by dichorhaviruses, or the related nucleorhabdoviruses, results in dra-

matic modification of nuclei without triggering programmed cell death or rendering nuclei

nonfunctional [23](Fig 2). A number of new resources are required to gain insight into the

molecular events that underlie CoRSV–plant interactions. Most important among these is the

ability to recover infectious virus entirely from complementary DNA (cDNA) clones, as has

been accomplished for sonchus yellow net virus (SYNV), after decades of sustained efforts

[24]. Improved cloning strategies are effective for facile construction of infectious clones of

rhabdoviruses and viruses with long RNA genome such as potyviruses. Such approaches

should be applicable to a broad diversity of virus types [25], including dichorhaviruses.

Although recombinant systems will facilitate mechanistic studies of functional domains in

viral RNAs and protein, the study of plant nucleotrophic viruses will be advanced substantially

with a more detailed characterization of plant cell nuclei [26]. With the dramatic remodelling

of nuclei by plant-adapted negative-strand RNA viruses, an essential area that is presently

understudied is the characterization of protein dynamics in response to virus infection. Char-

acterization of the portion of the plant proteome that associates with, or is resident in, nuclei

lags behind that of yeast and mammalian systems. However, in a screen for novel nuclear pro-

teins, the Goodin lab has identified several candidate proteins that will provide vital markers

for mapping the response of nuclei to infection by CoRSV and related viruses [27]. As each of

the plant-adapted negative strand RNA viruses examined to date has a unique protein interac-

tion and localization map [23], it is anticipated that it will require investigation of a spectrum

of viruses to identify common and unique features of plant–virus interactions. Several nucleor-

habdoviruses and CoRSV can be studied in the common host N. benthamiana, for which

genomics, biochemistry, and cell biology resources are rapidly expanding [28]. CoRSV has the

additional advantage given that it has been shown to replicate in the model plant Arabidopsis
thaliana [29].
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Is CoRSV trying to tell us something?

For the foreseeable future, coffee will remain “the best part of waking up” and all that follows

thereafter in the spectrum of human social activities. That said, climate change forecasts prom-

ise little more than hardships for coffee producers [30], due to expansion of the range and

prevalence of warm temperature pests such as the coffee borer [31], and Brevipalpus mites, the

vector of CoRSV, while having a negative impact on beneficial pollinators critical for high

yields [32]. Warmer average temperatures mean that diseases such as coffee rust will be able to

reach higher elevations that are traditionally relatively free of this disease, a fact certainly vital

to organic coffee producers.

Dire predictions aside, it is safe to say that no one associated with any part of the coffee

industry, from grower to barista, is ready to capitulate to forecasts relating to climate change.

To the contrary, the “Third Wave” of coffee is delivering a rapidly expanding diversity of spe-

cialty coffees to the world, and coffee-producing areas are taking on a regional and/or terroir

aspect long associated with wine, as consumers increasingly relish the nuanced variation that

microclimates have on coffee quality, aromas, and flavor, in addition to increasing interest in

the geography and personal well-being of coffee growers per se. The dire outcomes of climate

change on coffee production specifically, and agriculture in general, may not manifest them-

selves if governments of the world exercise the necessary interventions [33]. Otherwise, that

“last drop” of coffee may be realized.

Fig 2. Genome organization of plant-adpated negative-strand RNA viruses. Colors represent proteins of similar function. Each open reading-frame

is flanked by a conserved gene junction (black circle). Gene junctions lacking transcription start sites are located between the polymerase gene and

trailer RNA regions. Note: “Y” is a standardized notation used here to denote movement proteins. (A) PYDV. Type species of the genus

Nucleorhabdovirus. (B) CoRSV. Genus Dichorhavirus, which have bipartite genomes. Beneath the genome maps are overlays of single-plane confocal

micrographs of virus-infected nuclei in leaf epidermal cells of transgenic N. benthamiana plants expressing GFP targeted to endomembranes (green).

Nuclei were stained with DAPI to visualize chromatin (blue). (C) Mock. shown on left of virus-infected nuclei. Nuclei in virus-free cells have a clearly

defined nuclear envelopes, with nuclei being approximately 10 μm at midsection. Scale is 5 μm. (D) CoRSV. Nuclei in these cells contain large

viroplasms that exclude DAPI staining. However, the nuclear envelope is largely intact. Note that virus-infected nuclei are larger than virus-free nuclei.

CoRSV, coffee ringspot virus; DAPI, 40,6-diamidino-2-phenylindole; GFP, green fluorescent protein; ldr, leader; ORF, open reading frame; PYDV,

potato yellow dwarf virus; trl, trailer.

https://doi.org/10.1371/journal.ppat.1007462.g002

PLOS Pathogens | https://doi.org/10.1371/journal.ppat.1007462 January 10, 2019 4 / 6

https://doi.org/10.1371/journal.ppat.1007462.g002
https://doi.org/10.1371/journal.ppat.1007462


Acknowledgments

We wish to thank several colleagues for critical reading and providing constructive commen-

tary of the manuscript prior to submission. We also apologize to other colleagues whose publi-

cations could not be cited here due to space limitations.

References
1. McCook S, Vandermeer J. The Big Rust and the Red Queen: Long-Term Perspectives on Coffee Rust

Research. Phytopathology. 2015; 105(9):1164–73. Epub 2015/09/16. https://doi.org/10.1094/PHYTO-

04-15-0085-RVW PMID: 26371395.

2. Amarasinghe GK, Arechiga Ceballos NG, Banyard AC, Basler CF, Bavari S, Bennett AJ, et al. Taxon-

omy of the order Mononegavirales: update 2018. Archives of virology. 2018. Epub 2018/04/11. https://

doi.org/10.1007/s00705-018-3814-x PMID: 29637429.

3. Dietzgen RG, Kuhn JH, Clawson AN, Freitas-Astua J, Goodin MM, Kitajima EW, et al. Dichorhavirus: a

proposed new genus for Brevipalpus mite-transmitted, nuclear, bacilliform, bipartite, negative-strand

RNA plant viruses. Archives of virology. 2014; 159(3):607–19. Epub 2013/10/02. https://doi.org/10.

1007/s00705-013-1834-0 PMID: 24081823.

4. Kondo H, Maeda T, Shirako Y, Tamada T. Orchid fleck virus is a rhabdovirus with an unusual bipartite

genome. The Journal of general virology. 2006; 87(Pt 8):2413–21. Epub 2006/07/19. https://doi.org/10.

1099/vir.0.81811-0 PMID: 16847138.

5. Gilbertson RL, Batuman O, Webster CG, Adkins S. Role of the Insect Supervectors Bemisia tabaci and

Frankliniella occidentalis in the Emergence and Global Spread of Plant Viruses. Annu Rev Virol. 2015;

2(1):67–93. https://doi.org/10.1146/annurev-virology-031413-085410 PMID: 26958907.

6. Rey C, Vanderschuren H. Cassava Mosaic and Brown Streak Diseases: Current Perspectives and

Beyond. Annu Rev Virol. 2017; 4(1):429–52. Epub 2017/06/25. https://doi.org/10.1146/annurev-

virology-101416-041913 PMID: 28645239.

7. Bittancourt AA. A mancha anular, uma nova ameaça do cafeeiro. O Biológico. 1938; 4:404–5.

8. Ramalho TO, Figueira AR, Wang R, Jones O, Harris LE, Goodin MM. Detection and survey of coffee

ringspot virus in Brazil. Archives of virology. 2015. https://doi.org/10.1007/s00705-015-2663-0 PMID:

26553342.

9. Weeks AR, Marec F, Breeuwer JA. A mite species that consists entirely of haploid females. Science.

2001; 292(5526):2479–82. Epub 2001/06/30. https://doi.org/10.1126/science.1060411 PMID:

11431565.

10. Rehm EM, Olivas P, Stroud J, Feeley KJ. Losing your edge: climate change and the conservation value

of range-edge populations. Ecol Evol. 2015; 5(19):4315–26. https://doi.org/10.1002/ece3.1645 PMID:

26664681; PubMed Central PMCID: PMCPMC4667833.

11. de Oliveira G, Lima-Ribeiro MS, Terribile LC, Dobrovolski R, Telles MP, Diniz-Filho JA. Conservation

biogeography of the Cerrado’s wild edible plants under climate change: Linking biotic stability with agri-

cultural expansion. Am J Bot. 2015; 102(6):870–7. https://doi.org/10.3732/ajb.1400352 PMID:

26101413.

12. de Mello PL, Machado RB, Nogueira Cde C. Conserving Biogeography: Habitat Loss and Vicariant Pat-

terns in Endemic Squamates of the Cerrado Hotspot. PLoS ONE. 2015; 10(8):e0133995. https://doi.

org/10.1371/journal.pone.0133995 PMID: 26252746; PubMed Central PMCID: PMCPMC4529144.

13. Rampelotto PH, de Siqueira Ferreira A, Barboza AD, Roesch LF. Changes in diversity, abundance, and

structure of soil bacterial communities in Brazilian Savanna under different land use systems. Microb

Ecol. 2013; 66(3):593–607. https://doi.org/10.1007/s00248-013-0235-y PMID: 23624541.

14. Kitajima EW, Rodrigues JCV, Freitas-Astua J. An annotated list of ornamentals naturally found infected

by Brevipalpus mite-transmitted viruses. Sci Agr. 2010; 67(3):348–71. ISI:000278958200014.

15. Roossinck MJ. Deep sequencing for discovery and evolutionary analysis of plant viruses. Virus

research. 2017; 239:82–6. Epub 2016/11/24. https://doi.org/10.1016/j.virusres.2016.11.019 PMID:

27876625.

16. Zheng Y, Gao S, Padmanabhan C, Li R, Galvez M, Gutierrez D, et al. VirusDetect: An automated pipe-

line for efficient virus discovery using deep sequencing of small RNAs. Virology. 2017; 500:130–8.

Epub 2016/11/09. https://doi.org/10.1016/j.virol.2016.10.017 PMID: 27825033.

17. Pecman A, Kutnjak D, Gutierrez-Aguirre I, Adams I, Fox A, Boonham N, et al. Next Generation

Sequencing for Detection and Discovery of Plant Viruses and Viroids: Comparison of Two Approaches.

Frontiers in microbiology. 2017; 8:1998. Epub 2017/10/31. https://doi.org/10.3389/fmicb.2017.01998

PMID: 29081770; PubMed Central PMCID: PMCPMC5645528.

PLOS Pathogens | https://doi.org/10.1371/journal.ppat.1007462 January 10, 2019 5 / 6

https://doi.org/10.1094/PHYTO-04-15-0085-RVW
https://doi.org/10.1094/PHYTO-04-15-0085-RVW
http://www.ncbi.nlm.nih.gov/pubmed/26371395
https://doi.org/10.1007/s00705-018-3814-x
https://doi.org/10.1007/s00705-018-3814-x
http://www.ncbi.nlm.nih.gov/pubmed/29637429
https://doi.org/10.1007/s00705-013-1834-0
https://doi.org/10.1007/s00705-013-1834-0
http://www.ncbi.nlm.nih.gov/pubmed/24081823
https://doi.org/10.1099/vir.0.81811-0
https://doi.org/10.1099/vir.0.81811-0
http://www.ncbi.nlm.nih.gov/pubmed/16847138
https://doi.org/10.1146/annurev-virology-031413-085410
http://www.ncbi.nlm.nih.gov/pubmed/26958907
https://doi.org/10.1146/annurev-virology-101416-041913
https://doi.org/10.1146/annurev-virology-101416-041913
http://www.ncbi.nlm.nih.gov/pubmed/28645239
https://doi.org/10.1007/s00705-015-2663-0
http://www.ncbi.nlm.nih.gov/pubmed/26553342
https://doi.org/10.1126/science.1060411
http://www.ncbi.nlm.nih.gov/pubmed/11431565
https://doi.org/10.1002/ece3.1645
http://www.ncbi.nlm.nih.gov/pubmed/26664681
https://doi.org/10.3732/ajb.1400352
http://www.ncbi.nlm.nih.gov/pubmed/26101413
https://doi.org/10.1371/journal.pone.0133995
https://doi.org/10.1371/journal.pone.0133995
http://www.ncbi.nlm.nih.gov/pubmed/26252746
https://doi.org/10.1007/s00248-013-0235-y
http://www.ncbi.nlm.nih.gov/pubmed/23624541
https://doi.org/10.1016/j.virusres.2016.11.019
http://www.ncbi.nlm.nih.gov/pubmed/27876625
https://doi.org/10.1016/j.virol.2016.10.017
http://www.ncbi.nlm.nih.gov/pubmed/27825033
https://doi.org/10.3389/fmicb.2017.01998
http://www.ncbi.nlm.nih.gov/pubmed/29081770
https://doi.org/10.1371/journal.ppat.1007462


18. Andrade-Souza V, Silva JG, Hamada N. Phylogeography and population diversity of Simulium hirtipupa

Lutz (Diptera: Simuliidae) based on mitochondrial COI sequences. PLoS ONE. 2017; 12(12):

e0190091. Epub 2017/12/28. https://doi.org/10.1371/journal.pone.0190091 PMID: 29281704; PubMed

Central PMCID: PMCPMC5744943.

19. Gao R, Xu Y, Candresse T, He Z, Li S, Ma Y, et al. Further insight into genetic variation and haplotype

diversity of Cherry virus A from China. PLoS ONE. 2017; 12(10):e0186273. Epub 2017/10/12. https://

doi.org/10.1371/journal.pone.0186273 PMID: 29020049; PubMed Central PMCID: PMCPMC5636130.

20. Bellec L, Cabon J, Bergmann S, de Boisseson C, Engelsma M, Haenen O, et al. Evolutionary dynamics

and genetic diversity from three genes of Anguillid rhabdovirus. The Journal of general virology. 2014;

95(Pt 11):2390–401. Epub 2014/08/02. https://doi.org/10.1099/vir.0.069443-0 PMID: 25081977.

21. Sanchez-Velazquez EJ, Santillan-Galicia MT, Novelli VM, Nunes MA, Mora-Aguilera G, Valdez-Car-

rasco JM, et al. Diversity and Genetic Variation among Brevipalpus Populations from Brazil and Mexico.

PLoS ONE. 2015; 10(7):e0133861. https://doi.org/10.1371/journal.pone.0133861 PMID: 26207373;

PubMed Central PMCID: PMCPMC4514743.

22. Kondo H, Hirota K, Maruyama K, Andika IB, Suzuki N. A possible occurrence of genome reassortment

among bipartite rhabdoviruses. Virology. 2017; 508:18–25. https://doi.org/10.1016/j.virol.2017.04.027

PMID: 28478311.

23. Ramalho TO, Figueira AR, Sotero AJ, Wang R, Geraldino Duarte PS, Farman M, et al. Characterization

of Coffee ringspot virus-Lavras: A model for an emerging threat to coffee production and quality. Virol-

ogy. 2014; 464-465C:385–96. Epub 2014/08/15. https://doi.org/10.1016/j.virol.2014.07.031 PMID:

25117897.

24. Jackson AO, Li Z. Developments in Plant Negative-Strand RNA Virus Reverse Genetics. Annual review

of phytopathology. 2016; 54:469–98. https://doi.org/10.1146/annurev-phyto-080615-095909 PMID:

27359368.

25. Sun K, Zhao D, Liu Y, Huang C, Zhang W, Li Z. Rapid Construction of Complex Plant RNA Virus Infec-

tious cDNA Clones for Agroinfection Using a Yeast-E. coli-Agrobacterium Shuttle Vector. Viruses.

2017; 9(11). https://doi.org/10.3390/v9110332 PMID: 29112135; PubMed Central PMCID:

PMCPMC5707539.

26. Meier I, Richards EJ, Evans DE. Cell Biology of the Plant Nucleus. Annu Rev Plant Biol. 2017; 68:139–

72. https://doi.org/10.1146/annurev-arplant-042916-041115 PMID: 28226231.

27. Goodin MM. Protein Localization and Interaction Studies in Plants: Toward Defining Complete Prote-

omes by Visualization. Advances in virus research. 2018; 100:117–44. Epub 2018/03/20. https://doi.

org/10.1016/bs.aivir.2017.10.004 PMID: 29551133.

28. Bally J, Jung H, Mortimer C, Naim F, Philips JG, Hellens R, et al. The Rise and Rise of Nicotiana

benthamiana: A Plant for All Reasons. Annual review of phytopathology. 2018; 56:405–26. Epub 2018/

08/29. https://doi.org/10.1146/annurev-phyto-080417-050141 PMID: 30149789.
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