Lab #4

Normalization and Bioconductor

1.) Load the marray library followed by the swirl data set.  
2.) Plot an MvA plot of array 3 without any stratified lines (use maPlot()).

3.) Normalize array 3 by global median location normalization.

4.) Plot an MvA plot of the normalized arrays without the stratified lines or legend.

5.) What is different between the normalized data and the non-normalized data?

6.) Repeat #3 and #4 applying loess global intensity normalization (this is an iterative process, so it should take about 8 minutes).

7.) Which of the two normalizations appears to be better for this array?

8.) Load the affy, affydata library, the limma library, and the Dilution data (remember to use “data(Dilution)” to access it.

9.) Get only the perfect match probes (use pm()) and plot them in a MvA plot for the first 2 arrays (use mva.pairs).

10.) Normalize these PM intensities with normalize.loess function.  Set the span to 1/3.

11.) Plot these intensites in an MvA plot.

12.) Extract RMA data from the Dilution with the following parameters (use expresso()):

bgcorrect.methods=mas

normalize.methods=constant

pmcorrect.methods=mas

summary.methods=avgdiff

