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Cucurbit viruses cause considerable economic losses worldwide. The most common viral diseases affecting this crop
family are Potyviruses, Cucumoviruses, Criniviruses, Ipomoviruses, Tobamoviruses, and the emerging Begomoviruses.
Four main cucurbit crops are grown worldwide, namely melon, cucumber (Cucumis), watermelon (Citrullus), and squash
(Cucurbita). Huge natural variation is also available within each genus, providing valuable sources of genetic resistance to
these diseases. Intraspecific and intrageneric diversity and crossability are key factors to select the optimum breeding
strategies. Melon and cucumber are diverse species for which intraspecific resistance is available. Conversely, in Citrullus
and Cucurbita, wild relatives provide the resistance diversity absent in watermelon and in C. pepo. Some of the classical
sources used by breeders, many of which are multi-resistant, come from corresponding origin centers in Asia, Africa, and
America, as well as from secondary centers of diversity. Genetic studies have identified dominant and recessive and often
complex resistance. Many of the genes identified have been mapped and markers for MAS are available, but higher
mapping resolutions are required to identify the corresponding genes. Only a few genes could be cloned and functionally
characterized. Efforts are underway to use genome mapping and functional genomics to advance toward a genomic-
assisted breeding against viral diseases in cucurbits.
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| 1. General Introduction

Plant viruses are responsible for more than USD 30 billion annual losses in crops &, and the economic impact of these
pathogens is expected to increase under the current global warming scenario [&. Since viruses are obligate intracellular
parasites, the use of chemicals to control the diseases they cause is not an option. Thus, the use of genetic resistances
for breeding is the most reliable and cost-effective alternative to minimize losses.

Cucurbitaceae is one of the largest vegetable families, including four of the crops within the twelve-top horticultural crops
worldwide (FAOSTAT, 2020). The main cucurbits are within three genera: Watermelon (Citrullus lannatus), cucumber, and
melon (Cucumis sativus and Cucumis melo); and zucchini, pumpkin, squash, and gourd (Cucurbita spp). A high number of
minor cucurbits are also largely cultivated in specific regions worldwide, being basic foods in these regions with a positive
effect on human health 1. Cucurbita spp. have different origins, from southern North America to Argentina. Melon, which
was thought to have an Asian origin according to recent studies, was domesticated at least twice in Asia and Africa 4.
Cucumber is originally from India and East Asia, and watermelon has an African origin. For a thorough review on their
origins, domestication, and phylogeny, see 2.

Cucurbit crops may be affected by tens of viruses transmitted either by a diversity of vectors or mechanically worldwide €
[, Aphid-transmitted viruses, such as the potyviruses Zucchini yellow mosaic virus (ZYMV), Watermelon mosaic virus
(WMYV, formerly Watermelon mosaic virus-2), Papaya ringspot virus (PRSV, formerly Watermelon mosaic virus-1), and
Moroccan watermelon mosaic virus (MWMYV); cucumoviruses, such as Cucumber mosaic virus (CMV); and poleoviruses,
such as Cucurbit aphid-borne yellows virus (CABYV) are among the most widely distributed, causing severe epidemics in
major production areas. Also, whitefly transmitted criniviruses, such as Beet pseudo-yellows (BPYV), transmitted by
Trialeurodes vaporariorum, were more important in the past due to the displacement of this whitefly by Bemisia tabaci.
Other B. tabac-transmitted criniviruses (Cucurbit yellow stunting disorder virus, CYSDV, and the emerging Cucurbit
chlorotic yellows virus, CCYV) and ipomoviruses (Cucumber vein yellowing virus, CVYV) are more damaging today.
Among B. tabaci-transmitted viruses, begomoviruses have become a main problem in this crop family in the last decade,
infecting cucurbits with varying degrees of severity. Tomato Leaf Curl New Delhi Virus (TOLCNDV) is currently the most
damaging representative of this group, although Squash leaf curl virus (SqLCV), Watermelon chlorotic stunt virus
(WmCSV), and Melon chlorotic mosaic virus (MeCMV) are also important. The emergence of new races of the carmovirus
Melon necrotic spot virus (MNSV), transmitted by the fungus Olpidium, is also increasing the incidence associated with



this virus. Other viruses transmitted mechanically, such as the tobamoviruses Cucumber green mottle mosaic virus
(CGMMV) and Zucchini green mottle mosaic virus (ZGMMV), are prevalent in specific areas. There are many other
viruses limited to specific areas with a negligible economic impact.

The major viruses affect all the main cucurbit crops, cucumber, melon, watermelon, zucchini, and pumpkin and squash,
but some viruses are more damaging in specific crops. All major cucurbits are susceptible to potyviruses. Also, all are
hosts of CMV, but infections are more important in melon and cucumber, whereas watermelon shows milder infections (81,
Melon and cucumber are also more severely affected by CYSDV, whereas ToOLCNDV is especially damaging in zucchini
and pumpkin &, Cucumber appears to be least affected by begomoviruses, but more susceptible to CGMMV and CVYV
[EI8l9]. MNSV does not affect Cucurbita species and cause only mild symptoms in watermelons 8. Besides, some viruses
are more frequent in specific growing conditions or cycles. For example, mixed infections of ZYMV and CMV are frequent
in open-air fields, affecting melons and squashes and reducing fruit quality. Also, mixed infections of CYSDV and CVYV
are frequent and can increase the mild effect that these viruses cause to Zucchini separately. Mixed infections of
ToLCNDV with CGMMV minimize infections in zucchini and also in cucumbers. TOLCNDV causes up to 30% of
theproduction losses in zucchini greenhouses, and severely affects pumpkin squash under open-field conditions 19,
Diverse cultural practices can reduce the impact of viral epidemics 1, but the use of resistant cultivars, in combination
with actions in an integrated disease management adapted to different agroecological conditions, can be a better and
more sustainable solution.

Genetic studies of resistance to viruses have advanced in the last decade as genetic and genomic information has
become available in cucurbits, with reference genomes being generated for most major cucurbits, melon (454 Mbp),
cucumber (237.5 Mbp), watermelon (425 Mbp), and squash (263 Mpb) LAILSI14I15] Resjstant sources were selected in
the past by screening, and the available collections are now being studied in detail with genetic and genomic tools 261171
(181191 Often, some sources are multi-resistant, displaying resistance to one or more viruses, and even belonging to
different families. Also, as it occurs in other species, race specific resistance has been found for the variable pathogens
(see references below, for each species and virus). The genetics of resistance is diverse, either dominant or recessive,
monogenic, and oligogenic or polygenic, including combinations of all these possibilities. New genetic studies have
allowed the identification of markers appropriated for marker assisted selection and, in some cases, the genes underlying
the resistance. The strategies followed are different for the different crops, depending on the variability of the
species/genus, on the origin of the resistances and on the crossability relationships among the different taxa. The
possibility of mechanical transmission also affects the advance of genetic studies.

Most of the breeding programs performed in the past have used the same multi-resistant sources, such as the Indian PI
414723 and Pl 124112, the Korean Pl 161375 and African TGR-1551 melon accessions, the Chinese TGM-1 and 02245
cucumber genotypes, the Nigerian watermelon accession Pl 595203, and the African accession Nigerian local of
Cucurbita moschata and accessions of the wild Cucurbita species C. ecuadorensis and C. okeechobeensis. Thus, there is
a need to broaden the genetic basis of the resistance to face new viruses and new strains.

| 2. Natural Resistances to Viruses in Cucurbits

The range of resistance sources is diverse in the different cucurbits and in general resistances come from the same
geographical regions, which coincide with the centers of origin, domestication, and diversification of the species. For
example, in melon, which was domesticated at least twice in Asia and Africa, the high intraspecific variability provides
resistances in Asian and African accessions of the subspecies agrestis readily crossable to the elite cultivars and
landraces so that populations with no distorted segregations can be obtained and used for mapping purposes. In
cucumber, which originated in India and East Asia, resistances, also intraspecific, have been found mainly in East Asian
accessions and in minor extension in accessions from America, Europe, and India. Wild Cucumis are also resistant to
many viruses, but crossability barriers prevent their use for breeding melons and cucumbers. For watermelon of African
origin, most of the resistances reported for breeding have been reported in African and Asian accessions of other Citrullus
species which can be crossed to watermelon. Also, in Cucurbita, an American crop, the tropical pumpkin (C. moschata)
and wild Cucurbitas, are the major sources of resistance for breeding the two main crops, zucchini (C. pepo) and pumpkin
(C. maxima). The geographical origin of the resistances to the different viruses in Cucurbits is disperse. For example,
most resistances to CMV have been found in melon and cucumber Asian accessions from Afghanistan to Japan, whereas
resistance to potyviruses has been found all around the world. In all four crops, there are some multi-resistant sources.
Many breeding programs have been based on a few of these multi-resistant sources, which increases the risk of
resistance breakdown. The huge genetic diversity, still unexplored, within these major Cucurbits provide an excellent
opportunity to identify new sources of resistance. For this, the genetic tools available in these Cucurbits, including
genomic and transcriptomic sequences from references, as well as from other varieties, must speed up the search for



new resistances. In fact, cucurbit researchers have already generated high-throughput genotyping data from complete
germplasm collections that would optimize their use in screening assays. To date, few genes have been mapped and
cloned in melon (eiF4E for resistance to MNSV and VPSA41, for resistance to CMV), and few orthologous genes have
been identified in cucumber (eiF4E, which confers resistance to CVYV and the potyviruses ZYMV and PRSV-W). The
availability of large marker collections, high-throughput genotyping tools, and high-resolution mapping populations will
allow advances in gene mapping and identification of the underlying genes, providing markers useful for efficient marker-
based selection procedures, pyramiding of resistance genes, comparative analysis of syntenic regions, genomic selection,
etc. New tools, like gene editing by CRISPR/Cas, will allow these genes to be targeted in elite cultivars to introduce these
resistances and to study gene function. In species where transformation is not available, other tools, like TILLING, will be
useful for the generation and introduction of resistances.

References

1. Sastry, K.S.; Zitter, T.A. Management of Virus and Viroid Diseases of Crops in the Tropics. In Plant Virus and Viroid
Diseases in the Tropics: Volume 2: Epidemiology and Management; Springer: Dordrecht, The Netherlands, 2014; pp.
149-480.

2. Jones, R.A. Future Scenarios for Plant Virus Pathogens as Climate Change Progresses. Adv. Virus. Res. 2016, 95, 87—
147.

3. Rolnik, A.; Olas, B. Vegetables from the Cucurbitaceae family and their products: Positive effect on human health.
Nutrition 2020, 78, 110788.

4. Endl, J.; Achigan-Dako, E.G.; Pandey, A.K.; Monforte, A.J.; Pico, B.; Schaefer, H. Repeated domestication of melon
(Cucumis melo) in Africa and Asia and a new close relative from India. Am. J. Bot. 2018, 105, 1662-1671.

5. Chomicki, G.; Schaefer, H.; Renner, S.S. Origin and domestication of Cucurbitaceae crops: Insights from phylogenies,
genomics and archaeology. New Phytol. 2020, 226, 1240-1255.

6. Lecoq, H.; Desbiez, C. Viruses of cucurbit crops in the Mediterranean region: An ever-changing picture. Adv. Virus Res.
2012, 84, 67-126.

7. Velasco, L.; Ruiz, L.; Galipienso, L.; Rubio, L.; Janssen, D. A Historical Account of Viruses in Intensive Horticultural
Crops in the Spanish Mediterranean Arc: New Challenges for a Sustainable Agriculture. Agronomy 2020, 10, 860.

8. Seminis. Cucurbit Disease Guide—Seminis. A Disease Reference Guide for Cucumber, Melon Squash and
Watermelon. AgriExpo: 2015. pp. 66—92. Available online: https://pdf.agriexpo.online/pdf/seminis/cucurbit-disease-
guide/181226-28071.html (accessed on 17 December 2020).

9. Romay, G.; Pitrat, M.; Lecoq, H.; Wipf-Scheibel, C.; Millot, P.; Girardot, G.; Deshiez, C. Resistance Against Melon
Chlorotic Mosaic Virus and Tomato Leaf Curl New Delhi Virus in Melon. Plant Dis. 2019, 103, 2913—-2919.

10. Crespo, O.; Robles, C.; Ruiz, L.; Janssen, D. Antagonism of Cucumber green mottle mosaic virus against Tomato leaf
curl New Delhi virus in zucchini and cucumber. Ann. Appl. Biol. 2020, 176, 147-157.

11. Lecoq, H.; Katis, N. Control of cucurbit viruses. Adv. Virus Res. 2014, 90, 255-296.

12. Huang, S,; Li, R.; Zhang, Z.; Li, L.; Gu, X.; Fan, W,; Lucas, W.; Wang, X.; Xie, B.; Ni, P.; et al. The genome of the
cucumber, Cucumis sativus L. Nature Genet. 2009, 41, 1275-1281.

13. Garcia-Mas, J.; Benjak, A.; Sanseverino, W.; Bourgeois, M.; Mir, G.; Gonzalez, V.M.; Henaff, E.; Camara, F.; Cozzuto,
L.; Lowy, E.; et al. The genome of melon (Cucumis melo L.). Proc. Natl. Acad. Sci. USA 2012, 109, 11872-11877.

14. Guo, S.; Zhang, J.; Sun, H.; Salse, J.; Lucas, W.J.; Zhang, H.; Zheng, Y.; Mao, L.; Ren, Y.; Wang, Z.; et al. The draft
genome of watermelon (Citrullus lanatus) and resequencing of 20 diverse accessions. Nat. Genet. 2013, 45, 51-58.

15. Montero-Pau, J.; Blanca, J.; Bombarely, A.; Ziarsolo, P.; Esteras, C.; Marti-Gémez, C.; Ferriol, M.; Gomez, P.; Jamilena,
M.; Mueller, L.; et al. De novo assembly of the zucchini genome reveals a whole-genome duplication associated with
the origin of the Cucurbita genus. Plant Biotechnol. J. 2018, 16, 1161-1171.

16. Wang, X.; Bao, K.; Reddy, U.K.; Bai, Y.; Hammar, S.A.; Jiao, C.; Wehner, T.C.; Ramirez-Madera, A.O.; Weng, Y;
Grumet, R.; et al. The USDA cucumber (Cucumis sativus L.) collection: Genetic diversity, population structure,
genome-wide association studies, and core collection development. Hortic. Res. 2018, 5, 64.

17. Gonzalo, M.J.; Diaz, A.; Dhillon, N.P.S.; Reddy, U.K.; Picé, B.; Monforte, A.J. Re-evaluation of the role of Indian
germplasm as center of melon diversification based on genotyping-by-sequencing analysis. BMC Gen. 2019, 20, 448.

18. Xanthopoulou, A.; Montero-Pau, J.; Mellidou, I.; Kissoudis, C.; Blanca, J.; Picé, B.; Tsaballa, A.; Tsaliki, E.; Dalakouras,
A.; Paris, H.S.; et al. Whole-genome resequencing of Cucurbita pepo morphotypes to discover genomic variants



associated with morphology and horticulturally valuable traits. Hortic. Res. 2019, 6, 94.

19. Wu, S.; Wang, X.; Reddy, U.; Sun, H.; Bao, K.; Gao, L.; Mao, L.; Patel, T.; Ortiz, C.; Abburi, V.L.; et al. Genome of
‘Charleston Gray’, the principal American watermelon cultivar, and genetic characterization of 1365 accessions in the
U.S. National Plant Germplasm System watermelon collection. Plant Biotechnol. J. 2019, 17, 2246-2258.

Retrieved from https://encyclopedia.pub/entry/history/show/15180



