1. Hypothesis to be tested:

Fitness of local plant populations will decrease due to gene flow from GMO’s.
2. Introduction 

Domesticated plants often have the potential to spontaneously hybridize with

those wild relatives that are growing in close proximity (Ellstrand et al., 1999). Gene flow and introgression from genetically modified plants that are cross compatible with wild flora may have important consequences for the conservation of wild plant populations. Since crop-to-wild gene flow rates are generally unknown, as are the fitness consequences of such alleles in the wild I would have liked to focus this study on finding these consequences, but focusing here on how much gene flow may lead into such future studies.
3. Methods
I’d measure allele frequencies from the cultivated crop, wild plants growing near a cultivated crop with seed production and a wild population growing far from seed production areas. I would use gene specific primers for the GM gene to obtain its presence in the each population if using a PCR based approach, or perhaps using a microarry with the primer sequence used as a probe instead.
4. Results 
I would expect that gene flow from the crop to the wild species can be substantial when both grow in proximity, and that the population of proximal wild plants will have more genetic diversity, due to the introduced genes of the crop, than plants isolated from the crop. I would predict a higher fitness of the proximal hybrids than isolated populations due to the introduced GM trait, depending on the type of trait conferred.
5. Discussion - wrap up which highlights (outlines) the significance and implications of your finding(s). 

The significance of my findings would be that if the hybridized wild plant populations are found to have an increased fitness rating over their wt counterparts, then conservation protocols may have to drastically change, as in setting up stricter rules concerning areas of cultivation and buffer zones of conservation areas and implementation of terminator gene technology in plant GMO’s.
Ellstrand NC, Prentice HC, Hancock JF (1999) Gene flow and introgression from

domesticated plants into their wild relatives. Annual Review of Ecology and Systematics, in press.
Bartsch D, Schmidt M, Pohl-Orf M, Haag C, and Schuphan I. 1996. Competitiveness of transgenic sugar beet resistant to beet necrotic yellow vain virus and potential impact on wild beet populations. Molecular Ecology 5:199-205.

Need 6 references!!!!!

1. Hypothesis to be tested 

2. Introduction (the biological theory you are basing your hypothesis on, which will be summarized in the introduction to your report). 

3. Methods - an outline of the approaches you plan to use. Eg., DNA fingerprinting, microsatellite DNA, chloroplast DNA..etc AND….. The technique and analysis that will apply. For example, if you are using mitochondrial sequences to do ask a phylogentic question, you would do some sort of sequence analysis and construct a tree based on some measure of difference (what will you use?). 

**there are weblinks and a general review of the various methods population geneticists use at the back of your textbook (appendix). You should also visit some of the links I sent you earlier on this term.

4. Results - this will be short, just a brief statement as to what predictions you make (predicted outcome of testing)

5. Discussion - wrap up which highlights (outlines) the significance and implications of your finding(s).

IMPORTANT: Please note that late works will not be accepted without penalty. Part of your mark for this course will be based on your ability to plan and prepare this outline. Late submissions will be penalized severely. Assignments that have not been approved by next Tuesday will autmotically lose 5% from the final course mark.

