goooboooooo
IPSJ SIG Technical Report

Vol.2019-MPS-123 No.50
Vol.2019-BIO-58 No.50
2019/6/19

HT-SELEXOOUOOO0OO0O0OD0O0O00000o0ooo
Joogboodoodogd

OO0 oo pooooo?! goooo!

OO0 oo?2

OO0 002 00002 oo o2

oo oot

00000000 00000000000000000000000000000020 0 0 Systematic
Evolution of Ligands by EXponential enrichment (SELEX) 000000000000 (Next-Generation
Sequencing: NGS) 00 00000 High-Throughput SELEX (HT-SELEX) 000000000000
O00D0O0O0O0DDOO0OHT-SELEX OO00000000000000D0o00ooooooooooog
0000000000000000000000000000000D0DdFast Motif-Based Clustering
method (FMBC) DOUOO0OOFMBCOOOOOOODOOODOUOOOODOUOOOODOOOOOOOOO
oooboooooooo00boOoO0o0o0oo0oo0oooOo0O0o0o0ooOO0000b000b000000 FMBC
gooooooooooooooooboboOoOoooooboOobOOoOoOoOoOoOo sbooooooobobooono

000000000 0O00OHT-SELEXOO0O00O0O0O0O000O0O0O0O00O0000O0O0O0000000O

Accelerating a clustering method for aptamer estimation
using HT-SELEX
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Fig. 1 HT-SELEX procedure.
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List of aptamer
candidates for
experimental analysis

sorted in descending
order by frequency

Sequence data derived from HT-SELEX

Cluster ranking: 2
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> Verification with

experimental analysis
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Fig. 2 Procedure from clustering results to experimental analysis.
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Fig. 3 Illustration of reducing subsequences to be search using

branch and bound.
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Illustration of parallelized Z score calculation.
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Fig. 5 Processing time of each program for different data size (A) and using different

numbers of threads (B).
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