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Wilting 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.
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Increased gene copy numbers at chromosome 20q are
frequent in both squamous cell carcinomas and
adenocarcinomas of the cervix
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8.

9.

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

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

subset.

Enter your email and you will receive a project link (active for 5 days only!!).
Paper is from 2006, what genomic coordinates they used? Convert them.
Normalize, preprocess, and segment with any method.

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

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

Calculate MCRs using Permutations.
Explore your results in Cytogenetic Browser, click on Ensembl links...

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

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



_ 5. Finally, press “Run”
1. Select Log-Ratios protocol

®

© Press Run to start

You can analyze any kind of aCGH data as

long as you provide a table with

tab-separated text format. It must include

the genomic location of each probe (Chr, .

Position) and the aCGH log-ratios (log in ‘ GH
base 2) for each array in different columns.

v [ Input Data 8 Welcome to waviCGH!

2. Write you email = ova [ |
File I:] ey waviCGH is a versatile web-server application for the analysis and visualization of array-CGH data. With waviCGH you can
. Genomic ? upload and process Raw Data (Agilent), a table with Log Ratios or a table with Copy Numbers. Just click on one of the top left
3. Select file }&J
Run file example

Coordinate: buttons:
e ® ®
select your input file and then simply click:

\ Hel Results / Raw Data Log Ratios Copy Numbers Run
Lb Normalization (-] )

» [ Pre processing ° ,] After loading your input data you can:
L =) Segmentation ° ‘ e Convert genomic coordinates of your probes between different NCBI builds.
L’ [7] calling ° I ® Pre-processing: average duplicate probes, normalize, filter and inpute missing values, etc.
L'b [] Mmcr o -] ® Segmentation of the ratios with multiple methods available: DNAcopy, GLAD, HaarSeg...
‘L} [ Cytogenetic Browser ~ © | e Calling of Gains and Losses: translate your segmented ratios into meaningful biological estates.

e Search for Minimal Common Regions (MCRs).
® Visualize and explore your results displayed by chromosomes in the integrated Cytogenetic Browser.

® Karyotypes images (or ideograms) with your aCGH results can be generated.

4. Genomic Coordinates: YES

waviCGH is organized as an analyitical protocol with several steps. After loading your data, you can run waviCGH:

step-by-step @ or run the complete protocol @ (if you already know the options you wish).
Run Next Step Run All

Please be aware that some of the methods can take a significant amount of time. Please be patient
Need more help ? Click to download the guide 1.




