2013 4F 5223 & 11

ET S RER L EEHFTIFRER R

ST SRR ST I

Yz b R A, IR 230027)
Y(PEBRERAKNY RN SHEARS R, 2H ST 230027)

i H LR g N

http://www.c-s-a.org.cn

/

O WA N AP EORIIE R R, R N A2 S OB IIF TR, f%léﬂ%ﬁﬂﬁ**llﬂ AL e
SH NI, MAE S YP RN A PSR TAT 00 8. Dk, $e i — Bl & HHBLEEAS A A B IR 2

PRI P IR, IF SIS BRIERIAT PSR IR, S Bt R W% TV A R
WIT R T F T A TTVE N R FE R A7 51 D)l SR A
KRR LIRS, DNA JFHI; MRS, Ui 2RE, BHER T -

%fﬁf“m“#h HER. AN

Metagenomic DNA Sequence Binning based on Affini'ty Propagation
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Abstract: Nowadays, with thé rapid development of the next generation sequencing technologies, metagenomics have
become a new hotspot,However research in metagenomics faces the issue of binning --- identification and taxonomic
characterization of the NGS short reads. To solve this problem, this paper first analyzes the next generation sequencing
technology characteristics, statistical characteristics of metagenomic sequence, then proposes a new clustering method
for DNA sequence binning. Test results show that this method has a very good clustering accuracy. In the same time, we

developed an software for metagenomic binning based on this algorithm MetaBinning.
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