BIOS 497/897-001
Homework Assignment 7:  Preprocessing and assessment 

Due by March 10, 11:59PM

(1) Application of RMA on SpikeInSubset.

A. Comparing boxplots before and after RMA background correction. Please use the same scales for the Y-axis in boxplots; you may use such as ylim=c(0,15) in the boxplot function. 

B. Comparing hist() plots before and after RMA normalization (quantiles).

C. Please discuss your results little bit.
(2) Comparison between MAS5() and RMA()

A. Editing a source code file 

B. Preprocessing SpikeInSubset with MAS5()

C. Using function of “exprs()” get the processed expression value.

D. Displaying the histogram of logarithm values of the first sample set. e.g.“hist(log(bf[,1]))”
E. Saving this figure.

F. Repeating all above steps with RMA() method

G. Comparing two figures.
If you have interest, please read this paper for more information: Wu Z, Irzarry RA. Preprocessing of oligonucleotide array data. Nature Biotechnology 22, 656 - 658 (2004).

(3) MA-plot. Please make MA-plots for the first and forth samples of spikein133 before and after RMA process. Please discuss your results little bit.
(4) Detect possible RNA degradation with AffyRNAdeg plots and summary. Please use AffyRNAdeg functions to plot the covariation with probe position for four samples of spikein133 and report the summary of AffyRNAdeg. Please briefly interpret the plot and summary result you obtain.

To submit your answers to this homework assignment, please submit snapshot of screens, the figures you got, and commands or source code file. It is better to put all figures and discussions in a single file. 

