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For multi-omics and personalized medicine with Use simple Excel/CSV/VCEF files to upload your

BBMRI-NL, VKGL, BioShare, RD-Connect, LifeLines, molecular, phenotypical, and environmental data
BioMedBridges, CTMM/TralT, et al. with a step-by-step wizard
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Enrich your data with information from public Plug-ins for detailed research and clinic use:
molecular, genetic, clinical and pathogenicity WikiPathways, candidate gene reporting, patient
knowledge bases using ‘annotators’ symptom-to-disease matching, etc.
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Add your statistics: create and use ‘on the spot’ R Query all shared variant data from e.g. VKGL*
analyses with built-in R framework and R-API diagnostic labs in one genome browser
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Project website: https://github.com/molgenis




