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The application of network analysis on microbiome

Network analysis is able to reveal the complex inter-interactions of different bacterial species in
microbial ecology study, and are important for research of gut microbiome-human/animal health,
soil microbiome-plant health, environmental microbiome-Earth’s biogeochemicalcycles etc.
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The disadvantages of network analysis tool

The tool for network analysis included Cytoscape, Gephi, R packages (igraph.

ggraph. network etc)
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/ @ Ease of use

- The tools of network analysis has tedious steps :

and is not easily reproducible

- The lack of rapidly visual and mining tool for

network deeply mining

- Anot enough flexible network mining and
result reanalysis.

- Large network mining and visualization with
more than 1000 microbes were difficult
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/@ Aesthetics

A critical challenge for the ‘:
visualization of biological
networks is to layout the
network In a manner more
familiar to a biologist.
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The workflow and function of ggClusterNet
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ggCLusterNet consists of two major

operations:

- network and bipartite network mining

- multiple network layout algorithms for
visualization

- Network mining: network properties,
calculate nodes properties, and the role of
a node according to modules
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Ten layout algorithms of network visualization in ggClusterNet

The story for developing the layout algorithms of “model _maptree”
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The workflow of the pipeline
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