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S1 Figure. Core and unique GO terms from disease modules associated with DE genes by timepoint. GO

enrichment of disease modules was calculated by timepoint. Significant results (adjusted p-value <0.05) were separated
iInto core and unique GO terms per timepoint.

Velasquez-Zapata et. al. (2022). An interolog-based barley interactome as an integration framework for NLR immune
signaling.



