76

BIG DATA RESEARCH A#ifE

miESEDNAN S IERY
FUEERFRE

1 2 3
L RJET TREABEH SR 2 B EORZARE, BT B/RIE 1500505
2. W IR TR, BT W/REE 1500405 3. bRREFAMIEEETRE R, b 100871

ik

DNA

DNA

X
DNA

TP399 A doi: 10.11959/j.issn.2096-0271.2016021

Bioinformatics methods for high-throughput
DNA sequencing data

ZHAN Xiaojuan', YAO Dengju®, ZHU Huaiqiu®

1. College of Computer Science and Technology, Heilongjiang Institute of Technology, Harbin 150050, China
2. School of Software, Harbin University of Science and Technology, Harbin 150040, China

3. Department of Biomedical Engineering, Peking University, Beijing 100871, China

Abstract

DNA sequence data generated by high-throughput sequencing technology is short in length, and the amount of data is
enormous. The challenges and opportunities of the big data in high-throughput sequencing environment were analyzed.
The data compression, the assembly of metagenomic sequence data, and algorithms and tools of metagenomic sequence
data analysis also were summarized and discussed. Finally, the future of the study on short read DNA sequence data in

high-throughput sequencing environment was discussed.
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