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Figure S1.  Relative expression of OsKEAP1 in different rice tissues. All values represent mean ± standard deviations of three replications. Student’s t-test, different letters represent significance at 0.05 level. Source: RiceXPro (https://ricexpro.dna.affrc.go.jp/）
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Figure S2. Molecular Phylogenetic analysis of KEAP1 orthologs in plants. The evolutionary history was inferred by using the Maximum Likelihood method based on the JTT matrix-based model. The tree is drawn to scale, with branch lengths measured in the number of substitutions per site. The analysis involved 110 amino acid sequences, with OsKAEP1 and . All positions containing gaps and missing data were eliminated. Evolutionary analyses were conducted in MEGA7. 
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Figure S3.  Domain analysis of of KEAP1 ortholog in 10 plant species.
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[bookmark: _GoBack]Figure S4.  Prediction of secondary RNA structure of two OsKEAP1 mutants, each with a single nucleotide insertion in its untranslated regions
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