[bookmark: _Toc422914575]SUPPLEMENTARY DATA 

[image: ]
Supplementary Figure 1 -  Entity Relationship Diagram
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repeat_trf: Store the  tandem repeats.
organismos: Store a description of strains.
annot: Store a putative annotation retrieved with Blast2GO
fasta: Store a name of fasta file sequences.
funcatitens: Stored funcat itens.
funcatcategory: Categories of funcat table.
trubrum_genes_go: Relation between GO terms and T. rubrum genes.
go_desc: Description of Gene Ontology itens.
protein: Aminoacids of  gene translator.
pfam: Relation of pfam itens and T. rubrum proteins.
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