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Accuracy improvement for short read sequencer data
by double overlap processing

AYAKO OHSHIRO ,! TAKEO OKAZAKI ,f2
HITOSHI AFUSO ! and MORIKAZU NAKAMURA 2

With development of second generation sequencer technology, it has become
possible to speedily get massive short-read sequences. The readmiss sequences
are handled by using k-mer in assembly. But the results of assembly depend on
k value, therefore, we can’t obtain the best result in de novo assembly. In this
regard, this research considers accuracy improvement for assembly by a way of
multiple k-mer processing.
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Data k 11 13 15 17 19 21 23 25 27 29 31
read:35base Node 8996 384 18 2 1 1 1 2 6 54 436
142858 reads max 132 3426 20835 99979 99977 99975 99973 79560 37295 6079 1061
read:100base Node 1141 256 205 200 204 211 215 211 210 201 195

2000 reads max 309 992 1138 1136 1134 907 816 814 812 677 675
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gooooo GACGT AGCCC TAGCC TAGGA CCCAA CCCAA TTAGC AGCCC CCAAG GTTAG
3-mer GAC ACG CGT AGC GCC CCC TAG AGG GGA CCA CAA TTA AAG GTT
4-mer GACG ACGT AGCC GCCC TAGC TAGG AGGA CCCA CCAA TTAG CAAG GTTA
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02 00000 (3-mer) 03 00000 (4-mer)
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