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Figurel. An example of Enterotypes in the human gut microbiome. This figure was plotted using our own datain
Principal Coordinates Analysis.
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Abstract: In the last five years, the delicate relationship between microbiota and human health has become a global
research focus. In particular, development of metagenomics that is based on next-generation high-throughput
sequencing technology has greatly advanced the field. However, bioinformatic analyses are often a great challenge
for metagenomic studies. Here we review the common analytic methods for metagenomics.

Keywor ds:. metagenomics, bioinformatics, microbiota, high-throughput sequencing

(AL Fr%: KREem)

Supported by the National Natural Science Foundation of China (31670118)
"Corresponding author. Tel: +86-21-51001612; E-mail: ginnan@gmail.com
Received: 15 March 2018; Revised: 24 July 2018; Published online: 30 July 2018

actamicro@im.ac.cn

2, W, AFRFHES TARERAALR, LETTFASLRNER, LiEHEAY
FHHA PR 8 Bl 46 A, B FRAR K & 4 4894 (International Human Microbiome Consortium)
WARERK, PERMGEFAMESFLSAFTHER, F#FEN4 4L R, $REAZH
P B IR LIFRKIE-FFAF T WARZFEFEFHRERILA, +
BHFREADFRTMEALFT, LAEHERXFZALFIF, 2EHEREZ I RFHE
WL, 20082011 4454 kB W (BGI A A 40 K R 4138 11 il Fr A, 20112016 “FAE33 3=
KFEF R FWRRYL SR P SRR, WA FIF, B aTAF AR 46 2
FeMkgm, R EER. BF R ERR. WBLIEETEMERARBG KR, TLFRG
KB AT RARAR AR K 0 I8 A 405 W7 . TRES AT TRATH AR . 2009 F 24/

Nature, Science. PLoSBiology % E FRTA X K #F] EX KB 30 2% .



