How to use the pipeline
1. This pipeline uses Perl scripts and a java component to generate GO slims. Please ensure that the system on which you intend to run the pipeline has java and Perl installed.

2. Un-tar the pipeline file, and unzip the data files in the location on your system where you wish to run the pipeline.

3. To run the pipeline with the example yeast data, enter the command line:

perl CustomSlimCreationPipeline.pl sgd_gene_annotation_short_form gene_ontology_edit_20080821.obo

4. Respond to the prompts provided:

a. Enter a folder name for the output folder that will be created. This must be a new folder name, or you will be prompted to enter another name. Please do not use spaces in the folder name.

b. The first time the script is run, it will take some time for the paths through the GO DAG to be created. Please be patient – messages will print to screen to keep you updated with the progress of path creation, and information content calculation.

c. You will be asked to enter a threshold for the information content value for each of the three GO namespaces. While 0 is the default value, we recommend using a higher value, such as 0.3-0.5 initially. After generating a preliminary slim, this threshold can be adjusted to give greater or lesser depth in the slim.

d. Enter a name for the GO slim that has been created. Spaces should be avoided.

5. A set of GO terms will scroll down the screen as the GO slim is annotated. Messages will print to screen to inform you of the creation of the GeneOntology Slim file in the output directory that was specified at step 4.a.

Input data formats

To use this pipeline with your own data, please generate a gene product annotation file where each gene product – GO term pair are tab separated on a new line. Please see the yeast annotation data used in evaluating this pipeline for an example of this input format. Further input formats may be supported in future versions of this method.

The Gene Ontology file provided to the pipeline should be an OBO formatted GO file. These may be downloaded from the Gene Ontology website, http://www.geneontology.org/GO.downloads.ontology.shtml , and should have a .obo extension.
Possible errors:

The created output files are empty: this may occur if the information content threshold is set too high, and no terms meet the criteria. Examine the output files *.all (one for each GO namespace) and check the information contents values assigned to the GO terms to assess the range of information contents values calculated for your data set and adjust the threshold in step 4.c above accordingly.

The resulting slim has too many terms or too few: Open the .obo file containing your newly created slim in OBO EDIT, and visualise the slim as described in the main paper. Visualise the full GO, and identify terms that you feel should or should not be included in the slim. Look up the information contents values for these terms in the *.all output files and adjust the threshold accordingly.

The pipeline will not run: Check that Perl and Java are installed on your system. Consult your systems administrator to check. Details of the system on which this pipeline was developed are included in the main paper.

Other errors:

LOG files are created in the parent directory (the one in which the .tar file for the pipeline is unpacked. Check these files to see if any other error messages have been generated. Please contact the authors of the main paper for assistance resolving any further issues.

