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Supplemental Figure S1. Ontologies of genes co-regulated and exclusively regulated by WGE. Upregulated (top) and downregulated (bottom) percent 
ontologies are shown. (A) By WGE and p35S::GmNAC42-1. (B) By WGE and p35S::GmMYB29A2. (C) By WGE, p35S::GmNAC42-1, and p35S::GmMYB29A2. 
(D) By WGE only. Ontology analysis was conducted using the SoyBase.org (Accessed on 20 December 2022) Gene model Data Mining and Analysis tool. 

http://soybase.org/
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