PRACTICUM:  ARRAY CGH ANALYTICAL SOFTWARE 

Students attending Dr Squire's lecture on Saturday May 6th are 
advised to download his lab's software called " Normalise Suite 
version 2.6 BETA" at  the following link: 

<http://www.utoronto.ca/cancyto/NSuite_group/>http://www.utoronto.ca/cancyto/NSuite_group/ 

Students should try  to familiarize themselves with this software 
suite that will be discussed in the class by Dr Squire and by the 
software designer Dr Ben Beheshti (via  conference speaker phone). 

A sample set of microarray CGH experimental data has also been 
provided by Dr Beheshti called: 

<http://www.utoronto.ca/cancyto/NSuite_group/EXPERIMENT_01.zip>Experiment 
1 - Spectral Genomics 2-4MB microarray 
<http://www.utoronto.ca/cancyto/NSuite_group/EXPERIMENT_02.zip>Experiment 
2 - BCCA SMRT 1MB microarray 
(Note: files are compressed in <http://www.winzip.com/>ZIP format) 

One of the genomic profiles has many complex aberrations. The other 
is more straightforward. Students should try to determine if they can 
characterize the aberrations. 

If students cannot implement this software they should first speak to 
their local computer support group as most problems relate to browser 
configurations being out of date.  If they have conceptual problems 
they can e-mail Dr Squire after they have read the online support 
text provided with the program and looked through the review (BAC to 
the future! or oligonucleotides: a perspective for micro array 
comparative genomic hybridization (array CGH Bauke Ylstra, Paul van 
den Jssel, Beatriz Carvalho, Ruud H. Brakenhoff and Gerrit A. Meijer- 
Nucleic Acids Research 2006 34(2):445-450) also available as PDF to 
download at the following link:- 

http://nar.oxfordjournals.org/cgi/content/full/34/2/445
