%\ é % % ié. %\ Sep. 20, 2017, 44(9): 22312238

Microbiology China http://journals.im.ac.cn/wswxtbcn
tongbao@im.ac.cn DOI: 10.13344/j.microbiol.china.170174

bk

ETESZHFRANNRABELE R EMEMXR
Bt KWW KR ERL

250100)

~

W OE. MANRRERRAEY R 2, ARAEGEIEAS S RLEL@INALS A
e, FESbiiA A R MR LB, A —RRFHARE 0P F SR ARG RELE,
HRETOMAEEFREN TABRESITRRESE P MADERLHETIL, IFBTHEY
ART A, MEAFATR MR LB R R AT RS, MR T AN F AR AIK, BAELEFAES
A DRI FIER G RN S, BEZKERBENA IR F DN Rk 253, BAEE
FhTRAS T, REALFREREREDENR, MEESREMFHRN A BATA L LS
AWM B SRR LA RDEFENELL THALA, A TFELSRMFHEINE KT
RERAG, TSN IRA WA L e S SRF b, AT B et i 5 5 e g4t
GEH T, RS RA LR F I E AR A HAL

KA. BAAN, MAME, EERAFHA, RELERFYH, Gt

Understanding the functional microbiota in saprophytic habitats
based on integrated meta-omic technologies
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Abstract: Microbiota is widely distributed in natural habitats and considered as “Dark Matter”
because its distribution and function cannot be revealed by traditional culture-dependent methods.
With the rapid development of next-generation sequencing technologies and high resolution mass
spectrometric techniques, we can rapidly analyze the composition and dynamic changes of
microbiome without culturing, which marks the beginning of new era of studying “Dark Matter”,
thus changing the status of microbiology research. As an important part of the biogeochemical cycle,
saprophytic habitats have been widely concerned because of their ability to degrade organic wastes
efficiently. However, the complex materials and environments hindered comprehensive studies on
saprophytic habitats. With the advent of integrated meta-omic technologies, these problems could be
addressed by analyzing diversity and dynamic succession of microbiota in saprophytic habitats.

Foundation item: National Key Research and Development Program of China (No. 2016YFD0800601); The
Fundamental Research Funds of Shandong University (No. 2015YQ004)
*Corresponding author: Tel: 86-531-88366202; E-mail: Iswang@sdu.edu.cn
Received: March 01, 2017; Accepted: May 18, 2017; Published online (www.cnki.net): May 25, 2017

E&£H: (No. 2016YFD0800601) (No.
2015YQ004)

*BWIEE: Tel 86-531-88366202 E-mail Iswang@sdu.edu.cn

Yafs BEA: 2017-03-01; 3#FZ HER: 2017-05-18; HLEETF L AR B #i(www.cnkinet): 2017-05-25



2232 A i@ FR Microbiol. China 2017, Vol.44, No.9

Therefore, based on the analysis of integrated meta-omic data and optimization of environmental
parameters, we can learn about the dynamic changes and functions of microbiome, and then establish
the green biotechnologies for efficient degradation of complex materials, which would promote the
process of harmlessness and resource utilization of agricultural wastes.
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Green biotechnology
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Year Place Materials Temperature (°C) Dominant bacteria in thermophilic stage
2010 ~70
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2012 ~63.5
2013 NA
2015 ~69
2016 ~70
2016 ~70
2010 ~60
2011 NA
2015 ~60
2015 NA
2014 ~58
2015 ~45
2015

NA

Note: NA: The article did not mention or focus.
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