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[bookmark: _Ref420439704]S2 Fig. Gene ontology enrichment of MWL-1 top 300 co-expressed genes in Arabidopsis.
Co-expressed genes were extracted from ATTED-II [1]. GO-full was conducted in Cytoscape 2.8.2 [2] using BiNGO 2.44 [3], while overrepresentation summary enrichment was performed with the REVIGO server [4]. 
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