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Wil$ng aCGH dataset 

Custom aCGH arrays of cell lines from cervix squamous cell 
carcinomas (SSC) and adenocarcinomas  (AdCAs). 

The Log-Ratios were obtained from Bioconductor CGHcall package.  



http://wavi.bioinfo.cnio.es/ 

1.  Select file LogRatiosWilting.txt containing the log-ratios from the cell lines 
subset. 

2.  Enter your email and you will receive a project link (active for 5 days only!!). 

3.  Paper is from 2006, what genomic coordinates they used? Convert them. 

4.  Normalize, preprocess, and segment with any method. 

5.  Do the segmentation-based calling. What is behind that name? 

6.  Redo the calling using probability-based method (hint: Run Step Again 
button). 

7.  Calculate MCRs using Permutations. 

8.  Explore your results in Cytogenetic Browser, click on Ensembl links... 

9.  Start over with Copy Number Protocol using CallsWilting.txt file. 

10. Homework: Select some MCRs and extract their genes with Biomart. 



1. Select Log‐Ra$os protocol 

2. Write you email 

3. Select file 

4. Genomic Coordinates: YES 

5. Finally, press “Run” 


