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Introduction

Cape gooseberry (Physalis peruviana, L.) is an exotic fruit that belongs to the Solanaceae family and it is well known
for its nutritional value (high contents of vitamins A, C, B complex, phosphorus, calcium and iron), besides its health
benefits as antioxidant, anti-inflammatory and anti-hepatotoxic activity (Ramadan et al., 2015). Colombia is the
world’s top producer of this fruit followed by South Africa and it is the second fruit in Colombian exports of fresh
fruits, following the banana (Bonilla et al., 2009; Agronet, 2015). However, the yield and fruit quality do not satisty
the required standards for the market due the lack of high yield and cracking resistant varieties.
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To understand genetic basis Increase the knowledge of genetic architecture of fruit quality and yield traits in cape
gooseberry will provide advantages in the assessment of genetic diversity, cultivar identity and the development
time of new varieties through the use of marker-assisted selection (MAS) (Chhetri et al., 2017; Favoretto et al., 2017).
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The aim of the present study was to determinate molecular
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Component Minimum Maximum
Tabla 1. Phenotvpic variation of Yield Fruits weight per plant (FWP) g/plant 22.44 8304.51 3863.45 47.45
18 trait | >(/jp th fi Number of fruits (NF) N°/plant 81.94 1471.79 685.25 46.18 References
” [dlts and yze N € entre Weight of fruits with calyx (FWC) g/fruit 0.26 10.69 5.75 9.63
collection Weight of fruits with lyx (FWS) /frui 0.15 9.24 4.73 10.54 L . L .
e it rermoter () ys o e o Agronet (2015). Reportes Estadisticos. Available at: http://www.agronet.gov.co/estadistica/Paginas/ default.aspx.
Fruitarea (FA) cm 0-55 220 328 275 Bonilla, M. H., Arias, P A, Landinez, L. M., Moreno, J. M., Cardozo, F, and Sudarez, M. S. (2009). Agenda prospectiva de
Fruit maximum width (WM) cm 0.96 2.81 2.07 5.56 . . By o . »
Fruit width Mid -height (WHM) cm 093 2.78 2.06 5.54 investigacion y desarrollo tecnoldgico para la cadena productiva de la uchuva en fresco para exportacion en
Fruit maximum height (HM) cm 0.76 2.3 1.93 450 ) o ) ) ) ) ., )
Fruit height mid -width (HMW) o 063 5 55 1 90 s Colombia. Minist. Agric. y Desarro. Rural. Proy. Transic. La Agric. - Univ. Nac. Colomb. Corporacion Colomb. Investig.
Fruit shape Distal end indentation area (DI) cm’ 0 0.18 0.0092 42.65 Aaropecl. — COI’ oica- BO Ota 151
Fruit shape index external | (FSI) - 0.70 1.06 0.93 3.17 grop ' P 9 N '
Fruit shape index external 11 (FSI) - 0.68 1.06 0.92 3.56 Chhetri, M., Bariana, H., Wong, D., Sohail, Y., Hayden, M., and Bansal, U. (2017). Development of robust molecular markers
Asymmetry ovoid (OVO) - 0 0.21 0.15 9.51 ) ) ) ] )
Asymmetry obovoid (OBO) : 0 0.18 0.0093 7134 for marker-assisted selection of leaf rust resistance gene Lr23 in common and durum wheat breeding programs.
Fruit quality Cracked fruits percentage (CF) % 0 59.27 6.34 88.66 ‘. ~ ~ ~
s (FIR) s 0.0 s s s Mol. Breed. 37, 21.doi:10.1007/511032-017-0628-6.
Soluble solids conce ntration (SST)  “Brix 1312 17.27 14.85 347 Favoretto, P, da Silva, C. C, Tavares, A. G, Giatti, G., Moraes, P. F, Lobato, M. T. V., et al. (2017). Assisted- selection of naturally
Tabla 2. Genetic variability estimates Transcriptomes/genome — —— caffeine-free coffee cultivars---characterization of SNPs from a methyltransferase gene. Mol. Breed. 37, 31.
of cape gooseberry collection - refeence Default parameters SNPs doi:10.1 007/51 1032-017-0636-6.
€ar Cape gooseperry 45,184 27,982 0.731 0.447 0.343 . . . . C
Root cape gooseberty 5 887 2610 0733 omso  0sus Ramadan, M. M., El-ghorab, A. H., and Ghanem, K. Z. (2015). Volatile compounds, antioxidants , and anticancer activities
Tomato genome 50,805 30,344 0711 0439 0338 of Cape gooseberry fruit ( Physalis peruviana L .): an in-vitro study. J. Arab Soc. Med. Res. 10, 56—-64.
Media 0 a2 doi:10.4103/1687-4293.175556.

www. CORPOICA. ORG. CO




	Introduction
	Metodology
	Results
	Conclusions
	References

