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Semantics used to infer regulatory networks from the DREAMS datasets

QD1.: Discover rules between highly and weakly expressed genes.
FINDRULES
SCOPE t1 IN netx
HAVING high : t1.ATT > 0.5 OVER ALL
AND low : t1.ATT <-0.5 OVER ALL

QD2: Discover rules between knockout transcription factors and their putative target genes.
FINDRULES
SCOPE t1 IN netx, t2 IN netx
WHERE t1.Experiment = t2.Experiment AND t1.Perturbations = t2.Perturbations AND
t1.PerturbationLevels = t2.PerturbationLevels AND t1.Treatment = t2. Treatment AND
t1.0OverexpressedGenes = t2.0verexpressedGenes AND t1.Time = t2.Time AND
t1.DeletedGenes = t2.DeletedGenes AND t1.DeletedGenes = 'NA'
HAVING higher : t2. ATT-tLATT > 0.5 OVER ALL
AND lower : tLATT-t2.ATT > 0.5 OVER ALL
AND G1:t2. ATT='G1' OVER DeletedGenes
AND ...
AND G195 : t2. ATT="G195' OVER DeletedGenes




