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KEY FEATURES
+ Biomarker discovery
+ Drug mechanism of action and toxicity

Interpretation of omics data
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Application

Biomarker discovery
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miRNA research
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NGS/RNA-seq data analysis
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Proteomics and phosphoproteomics
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Ingenuity
::::: Pathway

QIAGEN® Analysis

» Building interactive models of experimental systems
«+ User-friendly visualization tools
«+ Target identification and validation + Disease mechanisms

Unlock insights & develop novel hypotheses
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Explore potential hypotheses to interrogate
subnetworks and canonical pathways
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Ingenuity
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Generate informed hypotheses about RNA-seq support with BioProfiler and

causality IsoProfiler
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Cause and effect for phosphoproteomics and
metabolomics
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Extracelluiar space

Cytoplasm

« miRNA-mRNA target networks
« Transcriptional networks

+ Phosphorylation cascades
« Protein-protein or protein-promoter interaction networks

« Chemical/drug effects on proteins

Nucleus

TraiSerption il grath
rarSerption o

SEM 2471488 0 22 consulting@insilicogen.com  031.278.0061

(©2022. Insilicogen, Inc. | IPA with Advanced Analytics @



