A Fast CUDA Compatible Short Read Aligner to Large Genomes
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9 gab tattagga$ 3 and the Ferragina Manzini (FM)-index to reduce the search 14 single Tesla C2050 GPU over
10 a$ ttagga$ 5 space and achieve high alignment quality. Performance 1 11.8 Bowtie on a single AMD 2.4
11 $ ttattagga$ 2 evaluation, using simulated as well as real short read 0 M Single-end alignment GHz CPU core for single-end
The BWT of sequence G can be constructed in three steps: datasets, reveals that our algorithm running on one or two S 3 i Paired-end alignment (paired-end) alignments.
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ga$cattattag tattagga$ca t t () Y 5 .l | ) 8¢ 6 . . : o 6 (paired-end) alignments.
represents the number of characters in G that are transform”, Bioinformtics, 2012, doi: q
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