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The workflow challenge
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Workflow management

wOnline infrastructures
¢ XCMPDnline LCHRM3atapreprocessiny
¢ MetaboAnalystStatisticalanalysi$
¢ WAM (LCMS, GEMS, andNMRworkflows)

w Softwares
¢ KNIME
¢ Taverna
¢ Galaxy

C ...
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