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MetaSeel is an extendable toolbox that facilitates the
interactive visualization of metagenomic samples.

1Song, et al., MetaSee: An interactive and extendable visualization toolbox for metagenomic sample analysis
and comparison, PLOS ONE, 2012
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20Ondov B, et al.,Interactive metagenomic visualization in a Web browser. BMC Bioinformatics 2011.
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o Plug-ins
See Statistical tools

Press Ctr(+P, you can get a vectorgraph.

B c \ '
\ \
\ /
. »
~
- -
b .
!‘" -~
"~
7 \
A: sample 1 4 \ >
B: sample 2 /’ . \
C: sample 3 / ] \ \
D: sample 4 i t

DNA_chip1
DNA_chip2
DNA_chip3
DNA_chip4
DNA_chip5
DNA_chip6

ATF3
INS
TAP1
IL6




Application



e Digital Mouth

See Oral metagenomic research, powered by WebGL

Digital Mouth
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meta Metagenomic Global Survey

See Global metagenomic structure comparison
powered by Google Map
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eParallel-META3 is a GPGPU and Multi-Core CPU based software pipeline which
can parallelly analyze massive metagenomic data, report the classification,

construction and distribution on phylogenetic and taxonomic level.

http://www.computationalbioenergy.org/parallel-meta.html
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Sample Sequencing

Parallel-META MetaSee

3Su et al., Parallel-META: Efficient metagenomic data analysis based on high-performance computation, BMC
Systems Biology, 2012.
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@ Project List
All projects and samples S D
atabase

could be viewed here.

Home ProjectList Map Work Center Pownload

BEGC-SPIDER

Automatic information collection

Project List

All projects and samples tool to update the database
could be viewed here. monthly
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Sample Distribution Download "_F_ac_ili_tiss__ N =¢
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"”"s’;ae Structure Analysis
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e Meta-Mesh is a well-organized metagenomic -
database and analysis system that can w m

automatically collect, integrate metagenomic
samples and information, with web-service of . e
structu.re analysis, sample comparison and e Sample Search?
searching.

4Su, et al., Meta-Storms: Efficient Search for Similar Microbial Communities Based on a Novel Indexing Scheme
and Similarity Score for Metagenomic Data ,Bioinformatics 2012
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