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MACHINE READABLE METADATA DESCRIBING GENOTYPES, ENVIRONMENTAL CONDITIONS AND SAMPLING STRATEGY

Data mining depends on the ability to access machine It uses a new eXtensible Mark-up Language (XML)-derived
readable metadata that describe genotypes, environmental dialect termed XEML. The Designer includes a new
conditions, and sampling times and strategy. XEmL ontology for environmental conditions, called XEML
interactive Designer provides an interactive graphical Environment Ontology. However, to provide versatility, it is
interface in which complex experiments can be designed, designed to be generic and accepts other commonly used
and conjointly generates machine-readable metadata files. ontology formats (OBO,OWL).
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Enter values for each environmental parameter you want to control on any time point within your storyboard.
Values for parameters can be defined under different contexts. This is possible to enter intensities, and to indicate FEATURES
the level of optimality or stressfulness.
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EXPERIMENTAL DATA COUPLED WITH ENVIRONMENTAL METADATA plus new ones facilitating

description of experiments.
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XEML interactive Designer generates metadata files that can be crossed with experimental files in 'Thil\;'ov\'zycol:';g‘rg AR

order to perform Data mining analysis. The figure above summarizes an experiment performed to experime'nta| or environmental data

extract information about the response of metabolism to changes in the carbon status. and easily visualize them
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