
An example for using GoPipe, inputs and outputs 
 
Version 1.00 example
New features of Version 1.21
 
 
 
Version 1.00 
 
1. Make sure your current directory is “../GoPipe_1.00/bin” directory  
 
2. Input file formats: 

Files of two formats can be used as inputs: XML output files from InterProScan and generic 
Blast output files against SWISS-PROT and Trembl databases. 
InterProScan output files can be gained by feeding InterProScan with your sequences, both 
online (http://www.ebi.ac.uk/InterProScan) or locally 
(ftp://ftp.ebi.ac.uk/pub/software/unix/iprscan/). 
Blast output files can be gained by feeding your sequences to a local Blast program against 
SWISS-PROT and Trembl databases. SWISS-PROT and Trembl sequences of Fasta format 
should be download at ftp://ftp.ebi.ac.uk/pub/databases/sp_tr_nrdb/fasta. 
 

3. There are two example files in the “input” directory for trying: blast_result is a blast result file 
against SWISS-PROT and Trembl database; ipr_result is a joint of several InterProScan result 
files of XML format. 
 
We use “blast_result” as an input and set the output folder name as “blast_out”. 
Then type: 
./gopipe.pl –i blast_result –o blast_out –n 6 –e 0.01 
Here “-i” is for the names of input files, “-o” for the folder name of output files, “-e” for the E 
value cut-off, and “-n” is for maximum number of blast hits for searching Go-Ids.  

http://www.ebi.ac.uk/InterProScan
ftp://ftp.ebi.ac.uk/pub/software/unix/iprscan/
ftp://ftp.ebi.ac.uk/pub/databases/sp_tr_nrdb/fasta


 
 

The output files are at “../GoPipe_1.00/output/blast_out/blast_result” (each of them will be 
introduced below)
 

 



 
4. Then we use “ipr_result” as an input and set the output folder name as “ipr_out”. 

Then type: 
./gopipe.pl –i ipr_result –o ipr_out 
(The number of input files are unlimited, and GoPipe will analyze all the input files. You can 
type such as:  
./gopipe.pl –i ipr_result blast_out –o ipr_blast_out) 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

 



The output files are at “../GoPipe_1.00/output/ipr_out/ipr_result” 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

 



5. Run GoPipe at intersection mode to get high accuracy GO annotation 
./gopipe.pl –i ipr_result blast_result –intersection –o intersection_result 
Two files should be fed into GoPipe at intersection mode, one is an InterProScan output file, 
and the other should be a Blast output file
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



The output files are at 
“../GoPipe_1.00/output/intersection_result/ipr_result”

 
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



6. The format of the four output files (The output files are in same formats in spite of different 
inputs) 
a) Primary result of GoPipe 

Columns from left to right are: sequence name, Go-Id, description of Go-Id, Go-Id 
type(“F” for molecular function, “P” for biological process, “C” for cellular component) 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 
b) Distributions for each GO-Id 

Columns from left to right are: 
Go-Id, the number of sequences that have been annotated to that GO term, the proportion 
of these sequences to all the sequences that have at least GO annotation, description for 
that Go-Id, type of GO
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 
 

c) Distributions for GO Slim (generic GO Slim) terms
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 
d)  Distributions for GO Slim (GOA GO Slim) terms 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



7. Additional tools 
a) query.pl is provided to search sequences annotated to a Go-Id of interest in the primary 

result file. 
./query.pl /home/biology/GoPipe_1.00/output/blast_out/blast_result/blast_result.clean 
/home/biology/GoPipe_1.00/output/query_out GO:0008150 
Three parameters are needed. They are the absolute path of the input file, output file and 
the Go-Id of interest respectively, from left to right. 
Here the input file is the primary output file of gopipe.pl.  

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 
b) comparecr.pl is provided to compare two sets of GO annotation to reveal GO terms 

that are differentially distributed 
 ./comparecr.pl 

/home/biology/GoPipe_1.00/output/blast_out/blast_result/blast_result.distribution 
/home/biology/GoPipe_1.00/output/ipr_out/ipr_result/ipr_result.distribution 
/home/biology/GoPipe_1.00/output/blast_out/compared_out –n 3 –q 0.05 

 The first and second parameters are two input files to be compared. They are the second 
output files derived by two different inputs of gopipe.pl. 
The third parameter is the absolute path of the output. 
The parameter –n is the cut-off of the multiple of two GO proportion (the second column 
in the second output file, the first divided by the second, default “>2 or <1/2”) 
The parameter –q is the “false discovery rate”(FDR) cut-off (default 0.1)  

 
 
   
 
 
 
 
 
 
 
 
 



The result file: 

 
Columns from left to right are: Go-Id, sequence number(set1) corresponding to that 
Go_Id, proportion of these sequences(set1), sequence number(set2), proportion of these 
sequences(set1), P value, corrected P value, description of GO, GO type 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 
New features for Version 1.21 

1. A new sub-program draw.pl is provided for plotting graphs for GO Slim distributions 
If your GD libraries have been installed in your system, by adding “-p” to the command 
line, six graphs will be plotted. 

 
  
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 
 One of the graphs: 

  
 
 Three modules are required for plotting graphs: 
 libjpeg : ../install_modules/jpegsrc.v6b.tar.gz 
 gd lib : ../install_modules/gd-2.0.22.tar.gz 
 GD.PM : please go to http://search.cpan.org/~lds/GD-2.12/ for GD.PM lib 
 
 If you need not plotting function or you do not want to install these modules, just use 
GoPipe_1.21 as version 1.00 without “-p” in the command line. 
 
 

2. Data files update 
Term    GO Consortium  07/08/2004 
SPTR_GO  GOA    June 4 2004 GOA UniProt 18.0 Released 
GO Slims   GO database   2003/12/03 


