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meanwhile bring challenges to the reconstruction and analysis methods. With the increasing of data quantity, the

time-consuming manual reconstruction and analysis are far behind the improvement of models. Therefore, various

automatic methods emerge. The automatic reconstruction and analysis have irreplaceable effect in the standardization and

programming of reconstruction and analysis methods, as well as largely improving the speed of reconstruction and

understanding of the metabolic network. In this review, we introduced the progress of automatic reconstruction and the

main analysis tools of genome-scale metabolic network. We further summarized the workflow of automatic reconstruction.

The difficulties and perspectives on this research field are also discussed.
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Fig. 1 The number of sequenced species and
reconstructed genome-scale metabolic networks.
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Table 1 Software and toolboxes for metabolic network analysis

Software and toolboxes

Website

Stand-alone software and tools
CellNetAnalyzer*!

http://www.mpi-magdeburg.mpg.de/projects/cna/cna.html

667

SBRT??
OptFlux*!
COBRAP*7
MetaFluxNet!**!
MEMOSys?”
FluxAnalyzer™®"
Y ANAsquare!'”
Simpheny
FASIMU™!
FluxExplorert®
iMAT!
Pathway tools!*”

SEED!?%

Web software and tools

CycSim*!
BioMet!*®!

GSMN-TB™“?

http://www.ieu.uzh.ch/wagner/software/SBRT/
http://www.optflux.org

http://www.cobratoolbox.org

http://mbel.kaist.ac.kr/
http://icbi.at/software/memosys/memosys.shtml
http://www.mpi-magdeburg.mpg.de/projects/fluxanalyzer
http://yana.bioapps.biozentrum.uni-wuerzburg.de
http://www.gtlifesciences.com/technology/Simpheny.html
http://www.bioinformatics.org/fasimu/
http://www.fluxexplorer.com/

http://imat.cs.tau.ac.il/
http://bioinformatics.ai.sri.com/ptools

http://www.theseed.org/wiki/Main Page

http://www.genoscope.cns.fr/cycsim

http://www.sysbio.se/BioMet/

http://www.webcitation.org/query.php?url=http://sysbio.sbs.surrey.ac.uk/tb/&ref
doi=10.1186/gb-2007-8-5-189
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