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What is EMBOSS! 

  A suite of bioinformatics programs. 

  Open source software – freely available. 

  Public domain (GNU Public Licence). 

  Written by HGMP/Sanger/EBI/Norway … etc. 



What it aims to do 

  A useful, integrated set of programs. 
  They share a common look and feel. 
  Incorporates many small and large programs. 
  Easy to run from the command line. 
  Easy to call from other programs (e.g. perl). 
  Easy to set up behind GUIs and Web interfaces. 



Scope of applications 

  There are many EMBOSS programs (150+). 
  See: 
http://www.uk.embnet.org/Software/EMBOSS/Apps/ 
 
  Many sequence analysis & display programs. 
  Protein 3D structure prediction being developed. 
  Other assorted programs, eg: enzyme kinetics. 



Running EMBOSS Programs 

  EMBOSS programs are run by: 
  Typing them at the UNIX prompt. 
  Or by using a graphical interface. 



Graphical interfaces to EMBOSS 

  wEMBOSS: web based interface to EMBOSS. 
  Jemboss: java based interface to EMBOSS. 
  Others: http://emboss.sourceforge.net 



Some major programmes 

  General: 
  wossname  list EMBOSS programs 
  showdb       shows the available databases 

  Sequence retrieval 
  seqret   retrieve and/or chnages format of sequence 
  transeq translate DNA sequecne to protein 
  backtranseq  translate protein sequence to DNA 
  extractseq  extract region from a sequence 
  cutseq   remove regions from sequence 
  splitter   split a sequence into smaller sequences 



Some major programs (cont) 

  Sequence comparison: 
  needle   Needleman-Wunsch sequence alignment 
  water   Smith-Waterman sequence alignment 
  dotmatcher  dotplot comparison of two sequences 
  prettyplot  plots multiple sequence alignments 
  emma   ClustalW program 

  Protein sequence features 
  fuzzpro protein pattern search 
  helixturnhelix  finds nucleic acid binding motiffs 
  pepcoil   predict coiled coil regions 
  pepstats  Protein information 



Working with sequences 

  EMBOSS reads sequences from files or databases. 

  It automatically recognizes the input sequence format. 

  You can easily specify many output formats. 



Sequence formats 

  Sequences can be read and written in a variety of formats. 
  Sequences are stored in databases or in files as simple 

text (ASCI text). 
  Microsift Word format is not a sequence format (save the 

files as text *.txt file!). 
  The default sequnence file format is fasta 

>seq_name!
acgcatgctagcagcagctagctaggcgcgatcgatcatctagctagctcg
atcgatcgatcgatcgacgatcgatcgatcgatcgatgcatgcatcgatgc
atgctacgatgatcga!

  Sequence database formats are EMBL, GenBank, 
SwissProt, PIR 



An example EMBOSS program 

  It is easy to forget the name of a program. 
  To find EMBOSS programs, use wossname.  
  wossname finds programs by looking for keywords in the 

description or the name of the program. 



Running at the command-line 

  Type wossname at the Unix % prompt 
unix % wossname!

  Displays one-line description. 
  Prompts you for information: 
 

Finds programs by keywords in their one-line documentation  

Keyword to search for: restrict 
 
SEARCH FOR 'RESTRICT’ 

recode         Remove restriction sites but maintain the 
same translation 

remap          Display a sequence with restriction cut 
sites, translation  

etc….. 



wEMBOSS 

  http://www.wemboss.org   
  Is a web interface to EMBOSS. 
  Each user has a separate and private workspace. 
  Organize your work by creating projects and subprojects. 
  Results are save for easy recovery and review.   



























Help on a program 



THE END 


