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This book constitutes the refereed proceedings of the Brazilian
Symposium on Bioinformatics, BSB 2020, held in São Paulo, Brazil, in
November 2020. Due to COVID-19 pandemic the conference was held
virtually The 20 revised full papers and 5 short papers were carefully
reviewed and selected from 45 submissions. The papers address a
broad range of current topics in computational biology and
bioinformatics.


