SAMPLE

Materials and Methods

Two strains of fruit flies of the species Drosophila melanogaster were obtained. One strain consisted of true-breeding wild-type flies and the other consisted of true-breeding flies with two mutations, the dominant Wrinkled (Wr) mutation and the recessive black (b) mutation. Standard methods were used in anesthetizing and sexing the flies (Galbraith, et al., 2008). Mutant virgin female flies were acquired as described (Flagg, 2001) and two of these mutant virgin females were placed into each of two vials along with two wild-type male flies. Vials were set up containing a potato flake based medium as described in Flagg (2001). 

After about seven days, the vials were checked for F1 larvae. As soon as F1 larvae were apparent, the parent flies were anesthetized and discarded to prevent back-crossing. Once the F1 larvae had pupated and hatched into adult flies, three vials were set up, each containing two F1 females and two F1 males. The flies involved in this F1 cross were allowed to mate for about a week until F2 larvae were observed in the vials. Once F2 larvae were present, the F1 parents were anesthetized and removed from the vials.
After the F2 larvae pupated, the vials were checked once a day to note the first day of hatching in each vial. F2 flies were counted and scored every three days for 12 days. After scoring, the flies were discarded. A chi square analysis was performed on the data to determine whether the observed numbers were statistically similar to what was expected. 
A BLASTn search (NCBI, 2008) was conducted using the wild-type sequences for both the Wrinkled and black genes to identify genes from other organisms with similar sequences. The E values for the alignments between these sequences, as well as the putative or known functions of these genes, were used to determine whether or not the resulting alignments reflected a similarity between the genes that was biologically relevant.   
