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Sequence + ORF data 
(NGI or GenBank 
format) 

GETSEQ (extract 
sequences of size n)

INDICES (Convert 
sequence to a set of numbers)

Mapping rules for 
nucleotides, 
oligonucleotides and 
nucleotide intervals 
to count 

COMBINE (Combine index 
files into a single, large file, 
standardize, generate global 
window variables, generate 
negative controls) 

GANN core  (Train and 
test artificial neural networks 
with converted sequence data 
and a wrapping outer genetic 
algorithm) 

DEFINEVARS (Menu-
driven program to create the 
command file for GANN) 

COLLECTSCORES 
(Generate detailed summaries 
of ANN runs, showing scores 
obtained, most successful 
inputs and most successful 
NN parameters) 

Best neural networks 
saved to a file 

GANN core (With a set of 
indices and a saved ANN(s) 
as input, classify the provided 
sequences) 

Classified 
sequences 

Scoring 
summaries

WHITTLE (Select a subset 
of indices from a larger index 
file) 


