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Sensitivity %increase Specificity %increase
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over parent methods over parent methods

BLAST  FASTA 3.0 /7 047 0.052 / 0.0011
BLAST  SSEARCH 44 / -16 0.0437/0.014
BLAST  SCANPS 44 / -0.86 0.018 7 0.096
FASTA  SSEARCH 17 /7 -18 0.0038 / 0.026
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