Wild Arrays:





My Linh Nguyen
The Question: Is it reasonable to propose field studies for gene expression if brains must be transported back to the states?

Background:

during field work in Zambia, October 2005 A. burtoni brains were collected without behavioral observations. Territorial and Non-Territorial designations were based solely on coloration. All animals were collected at the end of a hook and line. Can we recover the expression profile of T and NT males? The brains were stored in RNAlater for ~ 2 years. RNA was isolated by Doug Borst summer 2007. There are also X. spiloptera, J. ornatus, and L. callipterus brains in the freezer. If this works there are potentially several thesis projects. 

Scope of the Work:

Run control (lab stock) and experimental (wild sampled) competitive microarry hybridizations. Analyze according to same procedure as before (Renn et al., in press). Compare gene lists. Write a brief commuication.

Strategy: My Linh will work on this project as time permits. Her focus it the "recognition of social opportunity" project. She will report directly to me, but Vicky may be involved if she also wants to learn microarray techniques.
Constraints and Assumptions:

· We assume that the wild RNA is still good

· (even if it isn't, getting the array protocol up and running is valuable).

· Vicky has brains that have been stored in RNA later and has good behavior notes sufficient to determine "stable" phenoty.

Measures:

· Potentially a poster by the end of the summer.

· The goal is to get good hybes, and scans on controls at least.

· Possible short communication somewhere (??????? not sure where????? JEB maybe)

· microarray data in GEO by the end of the project

Work to be done:

1. Collect all reagents.

a. check freezer inventory

b. order anything else that is necessary

2. Get RNA (8 ug each individual?)

a. Lab stock brains from Vicky

b. Isolate Labstock RNA

c. Quantify Lab stock RNA

d. check quality/quantity of Wild RNA.

3. Design hybe experiment.

4. Set up the Scanner and computer and make sure it runs (borrow array from someone even if it is old just to see spots???)

5. T vs NT with labstock brains

6. T vs NT vs. Female withWild brains

7. Genepix Grid

8. BAGEL analysis

9. GO term hypergeometric analysis by phenotype.

10. Write up a short communication Intro and methods (the analysis won't be done by August).

Equipment needed

· Computer - ordered June 1st
· Scanner set up

· Genepix Software

· Hybe chamber and all are the same as for DNA hybes.

Protocols needed

· RNA labeling here at Reed

· Analysis procedure for meta analysis.

· need a way to compare old array and new array results

Skills needed

· RNA isolation

· RNA labeling

· Genepix Gridding

· BAGEL analysis

