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Reviews on Functional Genes of Rosa

XIE Jirong" % CHENG Zai-quan’, TANG Kaixue 2, HUANG Xing-g% LIANG Guo-lu?
(1. Department of Iife Science, Chongqing University of Arts and Sciences Yongchuan 402168 Ching 2. Yunnan Academy of Agricultural Sci-
ences Kunming 650223, China; 3. College of Horticulture and Gardens, Southwest University, Chongqing 400715, China)

Abstract; Rose is the queen of flowers and one of the economically most important groups of ornamental plants. Research

works on identification methods of functional genes of rose have been reviewed. Advance of genes involved in rose floral

color and fragrance metabolism and genes related to senescence and resistance have been analysized. This review aims to

use these agronomic genes to breed novel cultivars with variety of color and fragrance and longevity and adversity resist-

ance. The development prospect for rosa genetranformation has been estimated.

Key words: Rose; Floral color gene; Floral fragrancegene; Senescence gene; Resistance gene
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