Search for genetic resources of wild roses for improvement of cultivated roses
Ryosuke Sakamoto, OIT, Osaka, JAPAN
Yoshihiro Ueda, Flower FCP, Gifu, JAPAN
Li Wang, Sichuan Univ., Sichuan, CHINA
Koji Kawamura, OIT, Osaka, JAPAN

T Furuta et al., J Pai n Relief 2016, 5:3(Suppl) http://dx.doi.org/10.4172/2167-0846.C1.006
International Conference on
Fibromyalgia and Chronic Pain (June 15-16, 2016   Philadelphia, USA)


J Pain Relief
ISSN: 2167-0846 JPAR an open access journa
Fibromyalgia 2016
June 15-16, 2016
Volume 5, Issue 3(Suppl)
Page 40

Abstract
Rose is one of the most popular ornamental plants in the world. But, due to its low genetic diversity, cultivated roses have little resistance to diseases. As a consequence, a lot of pesticides are commonly used in rose gardens. In order to increase disease resistance of cultivated roses, wild genetic resources should be used for rose breeding. This study aims to search for appropriate wild genetic resources of rose for improvement of modern cultivated roses. Most modern roses are continuous-flowering, and this continuous-flowering characteristic is derived from the Chinese old rose cultivar ‘Old Blush’; Consequently, almost all modern roses are believed to be descendants of Old Blush. We therefore focus on searching for wild ancestral species of Old Blush, which should be nice genetic resources for improvement of modern cultivated roses with continuous-flowering characteristics.
We collected DNA samples of wild roses in Sichuan, China from 2018-2019, because old literature indicates the origin of Old Blush is in Sichuan. We sequenced two genes, KSN and AP2, which are responsible genes for continuous-flowering and double-flower characteristics of Old Blush, respectively (Iwata et al. 2012; Hibrand-Saint Oyant et al. 2018). Wild rose species are once-flowering and simple-flower characteristics, and transposon insertions in KSN and AP2 result in continuous-flowering and double-flower Old Blush. We can therefore expect that DNA sequences of these two genes of wild ancestral species of Old Blush are identical to those of Old Blush without transposon insertions (Fig.1).
The results show that the KSN gene sequence of a wild rose, Rosa chinensis var. spontanea is identical to that of Old Blush without insertion, indicating that the species is a wild ancestral of Old Blush. The AP2 gene sequence of Old Blush is most close to that of R. chinensis var. spontanea and R. gigantea, indicating that the latter species may be also involved in the origin of Old Blush. We identified two probable ancestral wild species of Old Blush and suggest that they have a high priority for conservation due to their importance as genetic resources for rose breeding. 
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Figure1. Genetic changes from wild ancestral species to Old Blush




