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Methods

Sequence data and annotations were downloaded from GenBank. Homology searches
were performed with BLAST (1) and WU-BLAST (http://blast.wustl.edu). Shared genes
were defined by using a BLASTP value cutoff of 10 and share similarity for at least 50%
of the length of their protein products. Functional schemes in clusters of orthologous
groups (2) were utilized for protein classification. Functional comparisons at a protein
domain level were based on INTERPRO (3) and GENE ONTOLOGY (GO) (4). Maps from
KEGG were used for metabolic reconstruction (5).
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