128 H 1
201443 H

YRR

Chinese Journal of Bioinformatics

Vol.12 No.1
Mar.,2014

doi;10. 3969/].issn.1672-5565.2014.01.02

ETEEENFEANERNAEHZERENE X

EALH 5 E B

(ALE b TR M5 B R A 5 H AR =B, b st 100029)

B EAFNALMERORMELENGEEFWERT WX —, KA 2T 5 8 8 W7 BOR 09 5K 50 B4 7 i B A 2
Mk AR BT ET R R BT R E RN WA H AT AR, MR T U LRy AR EE 6 el
ok, M T &N T iR A G, LARGESN T ERSRA KK N T W,

KER . EDEEF,BEENTRA; EHER(SV)
B 525 R318.04 ZHRFRAEAD A

X ERE.1672-5565(2014) —01-005-05

High-throughput based algorithm of detecting genome structural variation

GAO Jingyang, QI Fei, GUAN Rui
(School of Information Science&Technology , Beijing University of Chemical Technology ,Beijing 100029, China)

Abstract ; Structural variation detection is one of the most important directions of bioinformatics research. In this

paper, we firstly illustrated four sequencing-based approaches in detail, read-pair, read-depth, split-read and

assembly.Then we introduced algorithms based on pair wise combination of those four approaches, and analyzed their

performance and conditions. Finally,we argued that the combined approaches will be the direction of the future.
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