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EST Finder 
 
 
1. Introduction 
 
The eLab EST Finder can be used to search the sequence data available within the EVOLTREE 
project. 
 
 
 
2. Search 
 
There are two possibilities to search for ESTs: 
 

• Select a species to get all available EVOLTREE ESTs for it: 
 

      
 

• Insert a search term and select the search scope: 
 

      
 

  
 
 
 
 
 



 
3. Result View 
 
The search results are then displayed in a new window: 
 

 
 
The following items can be found in the result view: 
 
 

• Total number of ESTs found: 
 

 
 

• The search parameters can be reviewed here: 
 

 
 

• You can refine your search by selecting a species and clicking on “Refine”: 



 

  
 

 

 

4. Details View 
 
When clicking on an EST name more details are shown: 
 

 
 
 
The following items are available in the details view: 
 

• In the header, the name of lab id of the current EST is shown: 
 

      
 
 
 



• Beside the lab id the name of the database(s) where information about the EST is stored is (are) 
shown: 
 

      
 

• In the table below the header the main parameters of the library the EST belongs to are shown: 
 

 
When clicking on the link “CBiB Library Database” you are redirected (and automatically logged in) 
to the library database to view more details about the library. 

• At the bottom of the details view there are two tabs to show more information about the EST. 
Currently two tabs are available: Information from the CBiB Stackpack database and information 
from the PICME Repository Centre database. 
 
The CBiB Stackpack database stores sequence information and annotations: 
 

 
 
 



The PICME material database stores gel length and state of the EST: 
 

 
 
 
 
 
3.4. Application Properties 
 
At every view the so-called “Application Properties” are shown on the right side. This window contains 
some information about the current EST Finder session: 
 

 
 
The first paragraph contains information about your user account - whether you are recognised as an 
EVOLTREE member, or as guest user. 
 
The two paragraphs show the page which is currently viewed, and the page which was displayed 
before. By clicking on the link “[go back]”, you can jump back to the previous view. 

 


