
Manual for searching the ECARUCA Database 
 
First, log in with your account details. If you don’t have an account yet, you can fill in 
the account request form at the log-in page. 
 
 

 
 
 
You will access the restricted pages of ECARUCA  
 
 
 

 
 
  
 
Searching by aberration: 
 
1. Press the link ‘search by chromosome aberration’ . 
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2. You can search on the specific aberration you are interested in. Please note, the 
basepair positions within the ECARUCA database are based on the UCSC Genome 
Browser 2004. 
 

 
 
 
You may choose if you wish to include or exclude cases having mosaic aberrations, 
complex rearrangements or cases without microarray data. You can choose to show 
only ring chromosomes. Press ‘search’ to start. 
 
 
The different aberrations will apear in the search screen: 
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3. Press the cytoband region in which you are interested to see all cases with an 
aberration within this specific region. 
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4. Click on the specific case in which you are interested to get an overview of the 
clinical features of this patient. 
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5. If you would like to view an overview off all clinical features in the different cases 
with a specific aberration you can mark the boxes for overview of clinical features and 
press the ‘show overview of clinical features’ button: 
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Searching by clinical feature: 
 

1. After gaining access to  the restricted pages of ECARUCA you can click on the 
link ‘search by clinical feature(s). 
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2. In the section Standard Features, an expandable tree of clinical features is shown. 
The tree of features is a hierarchical structure in which the features are divided into 
(sub)categories. A description of a feature is obtained by right-clicking on the feature 
of choice.  
There are two ways of finding a specific clinical feature:  
 1. expand the tree by double-clicking on the category (and sub-categories if 
  applicable) until the desired feature is listed.  
 2. search for a feature by pressing the “find” button, the Feature Search 
   window is displayed.  
  
When you have found the clinical feature you wish to include in your search, add it to 
the case by clicking this feature and than the select button. The selected features will 
be visible in the Selected Features tabe. If you wish to remove features, select the 
specific feature and click the ‘remove’ button. 
 
 

 
 
 
You may choose if you wish to include or exclude cases having mosaic aberrations, 
complex rearrangements or cases without microarray data. You can select to show 
only ring chromosomes. Press ‘search’ to start. 
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The different aberrations will apear in the search screen. 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
See further point 3 in the section “Searching by aberration”. 
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