Setting up BLAST 2 as an accessory application in

Bioedit

To be able to blast two sequences against each other in Bioedit, proceed as follows:

1. Download the latest bl2seq.exe executable from NCBI, extract the compressed
fileinto the "apps' folder in the Bioedit installation.

2. Editthe"Apps.ini" filein the "apps' folder, by adding the text shown below
(Appendix 1) to the end of thefile.

3. Start Bioedit, load your alignment file with multiple sequences and select the two
sequences to be compared (both sequences must be from the same set).

4. Select the desired blast2 program from the " Accessory Applications’ menu:
(DNA vs. DNA; protein vs. protein; protein vs DNA):

3 BioEdit Sequence Alignment Editor =10 =]
File Edit Seguence Alignment Yiew | Accessory Application  RMA  World Wide Web  Options  Window  Help
B 0O add | Modify | Remove an Accessary Application
e —— Clustalw Multiple alignment g
ST \ " BLAST
H |Courier New =lfo Blast? (DM vs. DNA)
b ade: IEdit j I Izt j 5 Blast2 (protein vs, protei
F Blastz blastx (seq. 1 = DMA, seq. 2 = protein) |
£ 1 D I E % &m II E CAP contig assembly progran h
) R EE R Clustaly Example Application ﬂ
1100  Clostald with options
Contigl ps GLGCAGGTTGAT  DNADist ---= Meighbor phvlogenetic tree
R IlRE T O 0T DNADSt DNA ditance matrix )
CEEE 131 1?;5?3 c D&l DrA Maxirmum Likelihood program
DAl DME Mazximum Likelihood program with molecular clock.
DiAPars DR& parsimony method
FastDrAmMI DMA maximun likelibood
Fitch -- Fitch-Margoliash and Least-Squares Distance Methods
Kitsch -- Fitch-Margoliash and Least Squares Methods with Evolutionary Clock.
MEIGHEOR. -- Meighbor-Joining and UPGMA methods
ProML Protein Maximum Likelbood program
Protdist --- = Fitch phylogenetic tree
Protdist ---= Meighbor phylogenetic tree
Protdist protein distance matrix:
R _}_37 Protpars prokein parsimony method H
tacg =
| Y

5. Your resultswill open in a new window:
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Apendix 1
Text to be added to the Apps.ini file

[Blast2 (protein vs. protein)]
Pr ogr am=<Bi oedi t >\ apps\ bl 2seq. exe
Don't use interface=1

Don't create nmenu itenr0

Aut o- Feed=1

Degap Sequences=1

Separate Files=1

Aut o- Feed Fil e Format =1
Aut o- Feed Fil e Nane Required=1
Renmove redundanci es=0

Truncate titl es=0

Change spaces in titles=0
Specific File Nanme=inseq
Pronpt for Input File=0

Pronmpt for Qutput File=0

Open Qut put as Alignment =0
Open Qut put as Text=1
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Open Qutput with External Progran=0

Ext ernal Program Nanme=

Open Qut put with Accessory Application=0
Accessory Application to open wth=
Input File Prefix=

Qutput File Prefix=

Specify Input File Nanme=0

Specify Qutput File Name=0

| nput Fil e Nanme=

Qut put Fil e Nane=out. txt

I nput File Prefix Required=0

Space after input prefix=0

Qutput File Prefix Required=0

Space after output prefix=0

I nput File Name Arbitrary=0

Qutput File Nane Arbitrary=0

Redirect input from stdin=0

Redi rect output from stdout=0

Def ault Command Line=-i inseq -j inseql -p blastp -F F
Vi ew Docunent ati on Opti on=0
Docunent ati on Fil e=

Descri pti on=

I ncl ude Additional Options Box=0

Redi rect General stdout=1

St dout Redirected Fil enanme=out .t xt

Redi rect General stdin=0

Stdin Redirected Fil enane=

Add input file to command |ine=0

Add output file to command |ine=0

out put command at begi nni ng=0

i nput command at begi nni ng=0

out put command at end=0

i nput command at end=0

Addi tional Qutput O Open with Accessory Application=0
Addi tional Qutput O Accessory Application=
Addi tional Qutput O Renane Fil e=0

Addi tional Qutput O New File Nanme=

[Blast2 blastx (seq. 1 = DNA, seq. 2 = protein)]
Pr ogr am=<Bi oedi t >\ apps\ bl 2seq. exe
Don't use interface=1

Don't create nmenu itenx0

Aut o- Feed=1

Degap Sequences=1

Separate Files=1

Aut o- Feed Fil e Format=1

Aut o- Feed Fil e Nane Required=1
Renove redundanci es=0

Truncate titles=0

Change spaces in titles=0
Specific File Nanme=inseq

Prompt for Input File=0

Prompt for CQutput File=0

Open Qut put as Alignnent =0
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Open Qut put as Text=1

Open Qutput with External Progran=0

Ext ernal Program Nanme=

Open Qut put with Accessory Application=0
Accessory Application to open wth=
Input File Prefix=

Qutput File Prefix=

Specify Input File Nanme=0

Specify Qutput File Name=0

| nput Fil e Nanme=

Qut put Fil e Nane=out. txt

I nput File Prefix Required=0

Space after input prefix=0

Qutput File Prefix Required=0

Space after output prefix=0

I nput File Name Arbitrary=0

Qutput File Nane Arbitrary=0

Redirect input from stdin=0

Redi rect output from stdout=0

Default Command Line=-i inseq -j inseql -p blastx -F F
Vi ew Docunent ati on Opti on=0
Docunent ati on Fil e=

Descri pti on=

I ncl ude Additional Options Box=0

Redi rect Ceneral stdout=1

St dout Redirected Fil enanme=out .t xt

Redi rect General stdin=0

Stdin Redirected Fil enane=

Add input file to command |ine=0

Add output file to command |ine=0

out put command at begi nni ng=0

i nput command at begi nni ng=0

out put command at end=0

i nput command at end=0

Addi tional Qutput O Open with Accessory Application=0
Addi tional Qutput O Accessory Application=
Addi tional Qutput O Renane Fil e=0

Addi tional Qutput O New File Nanme=

[Blast2 (DNA vs. DNA)]

Pr ogr am=<Bi oedi t >\ apps\ bl 2seq. exe
Don't use interface=1

Don't create nenu item0

Aut o- Feed=1

Degap Sequences=1

Separate Files=1

Aut o- Feed Fil e Format=1
Aut o- Feed Fil e Nane Required=1
Renove redundanci es=0

Truncate titles=0

Change spaces in titles=0
Specific File Nanme=inseq
Prompt for Input File=0

Prompt for CQutput File=0
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Open Qut put as Alignnent =0

Open Qut put as Text=1

Open Qutput with External Progran=0

Ext ernal Program Nanme=

Open Qut put with Accessory Application=0
Accessory Application to open wth=
Input File Prefix=

Qutput File Prefix=

Specify Input File Nanme=0

Specify Qutput File Name=0

| nput Fil e Nanme=

Qut put Fil e Nane=out. txt

I nput File Prefix Required=0

Space after input prefix=0

Qutput File Prefix Required=0

Space after output prefix=0

I nput File Name Arbitrary=0

Qutput File Nane Arbitrary=0

Redirect input from stdin=0

Redi rect output from stdout=0

Default Command Line=-i inseq -j inseql -p blastn -F F
Vi ew Docunent ati on Opti on=0
Docunent ati on Fil e=

Descri pti on=

I ncl ude Additional Options Box=0

Redi rect Ceneral stdout=1

St dout Redirected Fil enanme=out .t xt

Redi rect General stdin=0

Stdin Redirected Fil enane=

Add input file to command |ine=0

Add output file to command |ine=0

out put command at begi nni ng=0

i nput command at begi nni ng=0

out put command at end=0

i nput command at end=0

Addi tional Qutput O Open with Accessory Application=0
Addi tional Qutput O Accessory Application=
Addi tional Qutput O Renane Fil e=0

Addi tional Qutput O New File Nanme=
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