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Table 1

The examples for microbial eco-systems metabolic network studies using high throughput technologies

Samples Objectives High throughput technologies References
Sea water Oceanic microbial diversity Whole-genome shotgun sequencing [7]
. X The metabolic capabilities of terrestrial and marine microbial ~ Largely unassembled sequence data
Terrestrial and marine .. . . (8]

communities obtained by DNA shotgun sequencing
. . Microbial activity in the acid mine drainage microbial ~Random shotgun sequencing and recon-
Acid mine drainage o . . [9]
biofilm struction of multiple genomes
U(VI) contaminated Microbial community and functional structures durin X X .
(VD) . . . € DNA microarray and clone libraries [10]
groundwater bioremediation
Deep-sea hydrothermal Microbial community functional structure and metabolic . . .
P 4 Y GeoChip 2.0 and clone libraries [12]

vent chimneys diversity

The structure , composition , activity and feedback response of

Soil

the belowground microbial community to elevated CO,

GeoChip3. 0 and 454 pyrosequencing #

# He Z,Xu M,Deng Y, et al. , Metagenomic analysis reveals a marked divergence in the functional structure of belowground microbial communities at

elevated CO, ,Ecology Letter,accepted.
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Advances Iin microbial eco-systems metabolic network
study—A review
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Abstract ; Microbial eco-systems metabolic networks ( MEMNs) are ubiquitous in nature and are the major drivers of
biosphere processes. Here we try to define MEMNs and describe their significances in microbial ecology studies. We also
review recent progresses and approaches of MEMNs including highlights of the major discoveries in these studies based on
mixed-cultures , high-throughput sequencing and microarray data, computational approaches,and metabolic reconstruction.
In addition,we discuss the potential shortcomings of current approaches and propose that the time is ripe to study the
energy-based microbial metabolic networks in bioremediation systems, especially under the anaerobic conditions, which will
reclaim the wastes to resources.
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