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Speed-up of homology search tool using suffix array and it’s extension

1.

for epigenomic analysis

Suzuki SHUJIY®  TSHIDA TAKASHI' AKIYAMA YUTAKA!:P)

Abstract: We developed the system for fast homology search using suffix array. However, next generation
sequencers are improving gradually and become to produce larger data than previous sequencers. Thus, we
have developed a new faster system. To accelerate search using suffix array, we store the results of searching
patterns whose length is less than Lpgsp, and use them as caches. In addition, we enhanced our system to
map bisulfite reads for epigenomics.
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Fig. 1 An example of suffix array
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Fig. 3 Search for candidate positions of optimum alignment

using suffix arrays for queries and database
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