
FIESTA VIEWER: STARTING GUIDE 
 
 
This document describes a typical input file for FIESTA viewer, and how to prepare the 
system to get useful results. To a proper understanding of this guide, you should already 
know concepts like “A value”, “M value”, “MA plot”, “p value” and “FDR”. These 
concepts will be mentioned but not explained. 
 
 
1. Download the sample file: 
 
http://bioinfogp.cnb.csic.es/tools/FIESTA/FIESTA_INPUT_SAMPLE1.txt 
 
You can open the file with a spreadsheet (eg.Excel or OpenOffice). 
 

 
 
The file is a Text-tabulated file with several lines describing the experiment (starting 
with #). These lines are to show relevant details about how the experiment was made 
and are optional. 
 



After the comment lines, the main table starts with a row containing the names of the 
columns (you can include any number of columns with any name, this file is only an 
example). 
 

COLUMN CONTENT 

logSignal (A) Averaged signal (logarithmic scale) over all replicates. To be 
represented in the X axis. 

logRatio (M) Averaged Ratio (logarithmic scale) over all replicates. To be 
represented in the Y axis. 

StdErr (logRatio) Measure of the variability of the logRatio. To be represented 
as vertical error bars 

pval (limma) Raw p values obtained with limma package. 

FDR (limma) Adjusted p.values (FDR) obtained with limma package. 

ProbeID Identifier of the genes 

Description Functional description of the genes (if available) 

hm:logRatio Individual logRatios of replicate #1* 

hm:logRatio Individual logRatios of replicate #2* 

hm:logRatio Individual logRatios of replicate #3* 

hm:logRatio Individual logRatios of replicate #4* 

 
*NOTE: hm:logRatio columns are useful to generate heatmaps with all individual 
values. Do not worry if you do not have these data, there are optional columns. 
 
 
 
 
2. Send this sample file to FIESTA: 
 
http://bioinfogp.cnb.csic.es/tools/FIESTA/index_server.php
 
and press “Next” button. 
 

http://marti.cnb.csic.es/tools/FIESTA/index_server.php


 
3. Fill the form as shown in the figure: 
 
 

 
 
 
 
 
And press “Next” button. 
 



 
4. After some seconds you will see the page of results: 
 
 

 
 
In this page you can visualize your results on-line or download them as a compressed 
folder. 
 
If download the ZIP file, uncompress the folder in your hard disk and open the 
“index.html” file created with your favorite web browser. 
 



In the FIESTA Viewer, you can filter-out the genes with FDR (limma) < 0.05, you will 
get something similar to: 
 

 
 
(Blue genes were selected with the mouse in the zoom window) 
 
You can see the highlighted genes in the “filtered” or “selected” tabs. 
 
Feel free to combine several filters (for example, write “>0” in the “logRatio(M)” 
column to get only induced genes), create heatmaps of the filtered genes, sort the tables 
by any column, etc. 
 
Once the selection of genes is OK, you can export the “filtered” (or “selected”) table by 
copy/paste its content to a spreadsheet. Please note that “Filtered” table contains only 
the genes that passed the filter set and the “Selected” table contains the genes that were 
clicked with the mouse in the zoom (blue genes). 
 
NOTE: The example correspond to a re-analysis made with limma of part of an experiment submitted by 
Dr. Rachel Tompa (UC San Francisco) to Gene Expression Omnibus database (GSE4934). 
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