Aggregation of expression data
Collapse rows into single gene maximum mean measurement
Universal Ensemble annotation of probe identifiers
Limma
Affymetrix Human Gene 1.0 ST Array
Affymetrix Human Genome U133 Plus 2.0 Array
RMA background
correction
Cyclic loess normalization
Affymetrix Canine Genome 1.0 Array
Raw expression study files
Affymetrix Canine Genome 2.0 Array

Studies pass qualitative inclusion criteria




























Intersect all datasets in Canine or Human on common Ensemble gene identifiers


Canine 
Samples:117
Genes:7081

Human 
Samples:154
Genes:12730





Batch effect remove and Z-score normalization within specifies



Common genes identified across specifies based on homologous sequence

	
Merged Canine or Human expression set input for WGCNA
Common gene:4609
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