Co-expression analysis of metabolic pathways in Arabidopsis
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Abstract

We used linear regression to define We used linear regression to identify Some pathways have unusually Varying co-expression cutoffs yields
co-expression  relationships  for highly-coexpressed gene pairs and many co-expressed genes, more SO varying numbers of candidates. For
genes encoding metabolic enzymes define a co-expression network for than would be expected by chance. instance, using 1,330 genes from
iIn  Arabidopsis. Using a simple metabolism. : 209 pathways as “bait,” we found
network-analysis algorithm based Most highly-coexpressed 1,500 candidates for 140 pathways at

on Intersection of co-expression
(ICE), we identified and prioritized

Co-expression as defined by pathways a pvalue cutoff of 1E-120.
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Many pathway steps lack annotation,
while others are annotated with
multiple gene products.

(ICE). It finds co-expression partners
common to two or more members (G)
of a group of “bait” genes.



