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GIMAS

(Genome Information Management
and Analysis System)

ot}

GelS™  GenomeArchive®

ExVS

(Experimental
Validation System)

Meta-ISM® MetaEx™

PyDS
(Phytocompounds
Development System)
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SSRDB™ GeneFamiyDB

Whole Genome
Analysis Systems
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2nd Metabolites
Prediction & Identification
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