


Introduction

• Developed by graduate student at North Carolina State University.

• C++ program written in Borland’s C++ Builder with the Visual 
Component Library (VCL) of Delphi 

• To provide basic functions for protein and nucleic acid editing,
alignment, manipulation and analysis

• Not powerful sequence analysis program, but user friendly interface 
for sequence manipulation and linking to other, more scientific 
analysis programs, both local and WWW-based.

• Suitable for large alignments (≅ 20,000 sequences).

• Does not use excessive physical memory .
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Editing /Adding sequences in Edit Box



Customising shortcuts



Vertical split Window

Horizontal split window



Sorting Sequences

Sequences in an alignment document may be sorted by the 
following criteria:

· Title
· LOCUS
· DEFINITION
· REFERENCES
· COMMENT
· ACCESSION
· PID/NID
· residue frequency in a selected column(s)

To sort sequences, choose "Sequence->Sort-><sort type>

The first six sort types are alphabetical. 



Adding, modifying and selecting sequence 
feature manually -Annotating

Highlight the sequence title and choose the menu option 
"Sequence->Features->Edit Features"



Grouping sequences into groups or families

To edit sequence groups, choose 

"Sequence->Sequence groups (or families)". 



User-defined valid residue characters
General Preferences

To see or change the current settings for what is considered a "true" residue, choose 
"Options->Preferences->General.



File formats read and written by BioEdit 

• Fitch
• Zuker (import only)
• Olsen (import only)
• Plain or raw (single sequence 

only)
• PIR/CODATA
• MSF (multiple sequence 

format)
• ASN.1 (NCBI)
• PAUP/NEXUS

• BioEdit
• Genbank
• Fasta
• NBRF/PIR
• Phylip3.2/2
• Phylip 4
• IG/Stanford
• EMBL
• GCG (single sequence only)
• DNAStrider



Shaded graphic view of Alignment

Choose ‘Graphic View’ from ‘File’ menu of open document



Restriction Maps

BioEdit offers two ways to generate restriction maps of nucleic 
acid sequences.

• WebCutter: Highlight the title of the sequence you wish to map and 
choose “Auto-fed WebCutter Restriction Mapping” from the “World 
Wide Web” menu.

• BioEdit: Highlight the title of the sequence you wish to map and choose
“Restriction Map” from the “Sequence” menu.  An interface window will 
appear with the following options:



Restriction Enzyme Browser

Restriction enzymes may be browsed by manufacturer by choosing a manufacturer and 
pressing the  button on the restriction map dialog.  You may also examine restriction 

enzymes at any time by choosing “View Restriction Enzymes by Manufacturer” from the 
“Options” menu. 



Adding and configuring a new application

To add a new application to be included in the “Accessory Applications” menu, 
choose “Add / Modify / Remove an  Accessory Application” from the 

“Accessory Applications” menu.



Amino acid and Nucleotide Composition

Entropy plots

Choose “Amino Acid Composition” from the “Protein” submenu of the “Sequence” menu, 
or “Nucleotide Composition” form the “Nucleic Acid” submenu of the “Sequence” menu, 

respectively. 

a measure of the lack of 
predictability for an 
alignment position

choose “Entropy (Hx) Plot” from the “Alignment” menu



Hydrophobicity Profiles

Kyte & Doolittle Mean Hydrophobicity Profile

Eisenberg Scale Mean Hydrophobicity profile

Cornette Scale Mean Hydrophobicity profile

Parker HPLC Scale Mean Hydrophobicity profile

Boyko Scale Mean Hydrophobicity profile

Hoop & Woods Scale Mean Hydrophobicity profile

Eisenberg Hydrophobicity Moment profile.

Mean Eisenberg Moment Profile.



Plasmid Drawing and Anotation



Search for conserved regions in an alignment

choose Alignment->Find Conserved Regions.

Dot Plot

choose "Sequence-> Dot Plot (pairwise comparison)"



Mutual Information analysis and 

Graphical Data Examination



ABI and SCF trace viewing, editing and conversion



User-defined Motif Searching



Automated link to ClustalW with 
command line options available 



Other Features of BioEdit

•Codon table

•Six frame translation

•Anchoring a column

•Identity Matrix

•Position of nucleotide numerical summary

•Pairwise sequence alignment

•Nucleotide translation with codon usage

•Local Blast 

•Clustal W

•Web based accessories
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