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27. Lopez D, Cano A, Vazquez de Parga M, Calles B, Sempere J, Perez T, Campos M, Ruiz J, Garcia P: MOtif

discovery by k-tss grammatical inference. In Proc. of the IJCAI-05 Workshop on Grammatical Inference
Applications: Successes and Future Challenges. Edited by Paliouras G, de la Higuera C, Oates T, Van Zaanen
M 2005.

28. Burset M, Guigo R: Evaluation of Gene Structure Prediction Programs. Genomics 1996, 34(3):353–367.

29. Hopcroft JE, Ullman JD: Introduction to Automata Theory, Languages and Computation. Addison-Wesley 1979.
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Figures
Figure 1 - Process of a Grammatical Inference process

A formal language can be represented by means of an automaton or a grammar, that will be used together

with the problem sequences in the analysis phase. The output of the analysis phase can be a transduction

of the input sequence, an error-free form of the input, or a value that tells whether the sequence belongs to

the language or not.
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Figure 2 - Amino acid encoding

The Dayhoff encoding takes into account the properties of each residue: sulfur polymerization, small, acid

and amide, basic, hydrophobic and aromaticity. For example, for the input protein segment

10


