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This book constitutes the refereed proceedings of the Brazilian
Symposium on Bioinformatics, BSB 2005, held in Sao Leopoldo, Brazil in
July 2005. The 15 revised full papers and 10 revised extended abstracts
presented together with 3 invited papers were carefully reviewed and
selected from 55 submissions. The papers address a broad range of
current topics in computational biology and bioinformatics.


