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Rice is one of the most important crops in the world, and is the main food of more than 50% of world，s population. Rice shares a high degree of synteny with other cereals and has served as an excellent model cereal crop for genomics research. Understanding the functional genomics of rice becomes an important issue among plant breeder and scientists. It will increase great benefit to the mankind if the biomass of rice can be increased.
There are two major targets for this project. The first is to understand the biosynthesis and functional role of gibberellins (GAs) in some T-DNA rice which has significant morphologic different in plant height. Those materials were observed in the assay when we carried in 96’s project. One line name M0042958 had been generated flanking sequence, after blast in NCBI, we believed the inserted area maybe have connect with the GA20 oxidase gene. We are intending to clone this gene and analysis their molecular characters.We intend to increase the biomass of rice by activate this gene. The other purpose is to understand the source and sink relationship during the growth stage which may be regulated by this gene.
The second propose for this project is to sequence those flanking sequence for those lines screen by salt, drought, temperature, or GA, ABA regulation disorder or grain developing regulation and pest resistant phenotypes. Owing to the rice genome sequence is completed, it creates an opportune for the forward or reverse genetic can be farther reach by those researchers. The goals of the rice genomics research will be easy to research if we can get the FST companied with morphologic characters. But according to our formal results, those lines which carry special morphologic characters normal are difficult to propagation and also hard to generate their flanking sequences. Normally it needs four or five times effort to get their FST. For those lines we are intend to propagate to produce enough seeds for farther research, in the mean while we will try to generate their FST. In this way, the function respect to the sequence will be found out. The result not only can enhance the outcome of this granted propose, but also can discover the important sequences related to the function which we are interesting. Some results can be applied for intellectual property right. Those FST data will update inTRIM database too.
