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Fig. S5 KEGG pathway enrichment analysis of genes covered by copy number
variations (CNVs) in soybean accessions MDJ (a), GS-2 (b), GS-1 (¢), and GS-13
(d). Stars mark phytohormone-related pathways: yellow star for brassinosteroid
biosynthesis (BR), black star for zeatin biosynthesis (CK), purple star for plant hormone
signal transduction, blue star for phenylalanine, tyrosine and tryptophan biosynthesis
(SA, TAA), green star for phenylalanine metabolism (SA).



