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Molecular Cloning and Expression Analysis of SVP-like Gene,GhMADS29 from Gossypium hirsutum L.

ZHANG Wen-xiang"’ ,PANG Chao-you' ,FAN Shu-li', YU Shu-xun'" et al (1. Cotton Research Institute, Chinese Academy of Agriculture
Sciences, Anyang , Henan 455000 ; 2. School of Chemistry and Life Science,Guizhou Normal University , Guiyang, Guizhou 550018 )

Abstract [ Objective ] To study SVP gene from cotton. [ Method ] The SVP homologue gene GRMADS29 was cloned from CCRI 36 upland cotton
by homology cloning strategy. Blast alignment , phylogenetic tree and quantitative RT-PCR were conducted to analyze GRMADS29. [ Result] It was
showed that GhMADS29 was most similar to SVP4 from kiwifruit and that GRMADS29 had nine exons and eight introns. GRMADS29 expressed
highest in 2SAM (shoot apical meristems at the second true leaf expanded stage) at which stage flower bud initiated differentiation. Expression a-

nalysis in different tissues showed that GRMADS29 expressed very highly in leaves and apical buds. [ Conclusion ] GRMADS29 is belong to SVP

subfamily obtained for the first time in cotton and the accession number is JQ682642.
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PtMADS9 Fopulus trichocarpa

AtAGL24 Arabidopsis thaliana
StMADS16 Solanum tuberosum
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