
Development of Workflow using
Plyabook Workflow Builder Tool

for RPE as the seed gene
to Demonstrate use of MetNet



Data sources:
LINCS L1000
STRING
ChEA
GTEx
Enrichr
KEGG
GO
MSigDB
MW

Enrichment 
Analysis against 

GTEx

Use Case 11 – RPE related proteins/metabolites across DCCs (MW)

PPI (STRING)

Gene(s)
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Enrichment Analysis 
against Pathways 
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Enrichment 
Analysis against 
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DCC data about 
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Ranked Tissues 
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TFs that regulate 
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LINCS drugs/knockdowns 
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Enrichment 
Analysis against 

Diseases

Other targets of such 
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pathways only 

and Gene subset 
from those

Find related reactions, 
metabolites and MW 

studies

Enrichment on list of 
metabolites (some 

features from 
MetENP)

Already included

























In the future, these 
component results will 
be separated so that 
additional 
transformations can be 
applied.
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