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Sequence Search

The Sequence Search is based on the Protein Knowledgebase 
(UniProt KB) www.uniprot.org
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   Search options:
   - Amino acid sequence
   - Recommended enzyme name
   - EC number
   - 1st Accession Code (UniProt)
   - Organism
   - Number of amino acids 
   - Molecular weight [Da]  
   - Transmembrane helices 
     (calculated from TMHMM)



  

    
    Search modes for 
    amino acid sequence:
    - contains
    - exact
    - begins with
    - ends with
    - use * as a joker
    - as regular expression
    - as DNA (forward and reverse)
    - as DNA 1st frame (forward)
    - as DNA 2nd frame (forward)
    - as DNA 3rd frame (forward)
    - as DNA 1st frame (reverse)
    - as DNA 2nd frame (reverse)
    - as DNA 3rd frame (reverse)



  

Remaining search modes:
- contains
- exact
- begins with
- ends with
- use * as a joker



  

Explanation with examples



  

   Search a specific 
   amino acid sequence. 

Choose the search mode:
- contains
- begins with
- ends with



  

  
  Use * to search for sequences 
  followed by another sequence
  in a not defined distance.

    Choose the search mode
 "use * as a joker".



  

  
  
Check here, if your chosen DNA 
or RNA sequence converted for 
an enzyme.

  
  

Choose the search 
mode "as DNA 
(forward and reverse)".



  

  
For example sequences with the consensus PROSITE 
pattern PDOC00952: GDA1/CD39 family of nucleoside 
phosphatases. Choose the search mode "as regular 
expression".



  

  
  Scroll down to look at the results.



  

Distribution of hits in the Enzyme 
Classification (EC) System



  

 Listed results



  

    Table of results:
    - No. of results
    - EC number
    - Recommended name 1st 
      accession code
    - Organism
    - No. of transmembrane helices
    - No. of amino acids
    - Molecular weight (MW)
    - Source
    - Tools / links

  Click on the arrows 
  for ascending or 
  descending sort.



  

  
 Click on the EC number 
  for more enzyme data.

  
  Click on the organism 
  to get a link to Tax Tree.



  

  

Tools / links:

Perform a BLAST (Basis Local 
Alignment) Search.

Prediction of transmembrane 
helices in proteins.

Explore the genomic 
neighborhood of the protein.



  

Ideas for BRENDA‘s 
improvement welcome !!!
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