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0 O Viouiaton peines The tools. of Wekemo Bioincloud @ oters
o Phylogenetic relationship e Correlation tests

e Enrichment of functional/metabolic pathway e Differentially expressed genes
o Differences in data structure o Group comparison o Statistical analyses

0 Contribution/Richness/Composition of features/genes
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*The most popular subfunctions in the tools of Wekemo BioinCloud.
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Compound detection

Data pre-processing
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