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Table 1.  Methods for the statistical estimation of short ungapped alignments and their running time (L-
length of alignment, M-size of the lattice). 
 

Method Running time 
NC–naïve method (Hertz and Stormo, 
1999) O(L2M2) 

LD method (Hertz and Stormo, 1999) O(LMlog(LM)) 
sFFT (Keich, 2005) O(LMlog(LM)) 
csFFT (Nagarajan, et al., 2005) ( log( ))O LM LM
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