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“A large, expensive computer grid might map the reads from this
experiment in a few days using traditional alignment algorithms such as
BLAST or BLAT”

- Nature Biotechnology (2009) 27:5, 455
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BFAST 43,775 32.1
BLAT#* 68,758 24.3
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BWA 7,682 16
MAQ 8,607 28.7

PLoS ONE (2009) 4:11
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