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system(SRS)system(SRS)



• Developed in 1993, by Thure Etzold.



• SRS is a homogeneous interface to over 80 biological 
databases that has been developed at the European 
Bioinformatics Institute (EBI) at Hinxton, UK. 

• The types of databases included are sequence and sequence 
related, metabolic pathways, transcription factors, application 
results (e.g. BLAST), protein 3-D structure, genome, mapping, 
mutations and locus-specific mutations. You can access and 
query their contents and navigate among them.

• The Web page listing all the databases contains a link to a 
description page about the database and includes the date on 
which it was last updated. 

• You select one or more of the databases to search before 
entering your query. Over 30 versions of SRS are currently 
running on the WWW. Each includes a different subset of 
databases and associated analytical tools.



ProcedureProcedure





• Choose desired sequences.
• Then click on clustal, to download MSA file and 

phylogenetic tree.

1. Click on the PDB id to view in UniProt and to download sequence data.
2. Or,
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Click on Format>>FASTA and download the protein sequence in Fasta format.
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a. The code of the sequences that i have choosen.
b. Perform MSA by clicking in submit below.
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1. Click on download alignment file for downloading the MSA file.
2. Or choose phylogenetic tree,for downloading phylogenetic tree.





By clicking on download phylogenetic tree data we can download phylogenetic tree.



ConclusionConclusion
• Although there are many potential databases to 

search, SRS databases are indexed well, thus 
reducing the search time. The contents of the data 
fields in each database are broken down into 
components, and selected words are extracted 
and inserted into an index. Each field generally has 
its own index. The query form allows search terms for its own index. The query form allows search terms for 
a specific field to be entered, or you can search all 
fields using the option ‘All text’. SRS provides an 
alternative query form that allows more complex 
Boolean queries to be composed.



Thank YouThank You


