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Wetterstrand KA. DNA Sequencing Costs: Data from the NHGRI Genome Sequencing Program (GSP)
Available at: www.genome.gov/sequencingcosts. Accessed Jan 10, 2015.
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BLAST

Query sequences

K-mer finite
(neighborhood words) automaton

Seed Search K-mer substring
search match by using finite
automaton

Gapless Gapped
extension

extension

Results

GHOSTX

Query sequences

Suffix Array Suffix Array

Seed Search substring
search matches with the score
more than threshold by
comparing SA

Gapless Gapped
extension

extension

Results
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FFEDEE CTERERICERENMTAT Evalue
a=@== B AST am@== GHOSTX
==@== RAPSearch e=@== RAPSearch (fast mode)
BLAT
Computation time (sec.) Acceleration ratio
GHOSTX 401.9 152.6
RAPSearch 649.5 944
RAPSearch in fast mode 91.2 672.2
BLAT 1409.7 435
BLAST 61314.1 1.0

The first, second, and third columns show the name of each program, the computation time, and the acceleration in processing speed relative to BLASTX using 1 thread,

respectively.
doi:10.1371/journal.pone.0103833.t001
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AL 6 331
BEOZE 0 0
B i 7 128
O=R”k 6 129
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ada L.M. Proctor, Cell Host & Microbe, 2011
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