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The workflow requires the list of all combinations as input (e.g Mitodomain, 

erra_motif, yeast_homologue). Information for each specific combination is 

then extracted from 100 random test sets.

A  training and test set file is then produced for each run. These files are 

required by SVMLight for analysis.

SVMLight is invoked using the correlating training and testset files. Java 

programs are then implemented to calculate sensitivity and specificity for 

each run.

The results are then locally stored into a relational database. Specific SQL 

queries can then calculate the means and standard deviations for each 

combination.
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