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Supplementary Figure S1. Logo of the ten motifs of SiAP complexes.
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Supplementary Figure S2. The expression of SiAP complex genes is subject to regulation by nitrogen and hydrogen peroxide. RCK is the control; RN10, RN30, RN1h mean that the root of JG21 was treated with nitrogen (nitrate) for 10 min, 30 min and 1 h, respectively; RNH10, RNH30, RNH1h represent that JG21 roots were treated with hydrogen peroxide (H2O2) for 10 min, 30 min and 1 h.
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Supplementary Figure S3. 3 D structure model prediction of SiAP complex family members.
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Supplementary Figure S4. Expression patterns of SiAP complex genes in various tissues of Xiaomi. The color bar signifies log2 expression levels (FPKM), where high expression is shown in red and low expression in blue.
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Supplementary Figure S5. Relative expression levels of SiAP2M and SiAP4M genes were analyzed by RT-PCR. Relative expression patterns of SiAP2M and SiAP4M genes were analyzed in leaves, spikelets, panicles, and shoots of Jingu 21.
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Supplementary Figure S6. A. PCR amplification of SiAP4M-Long and SiAP4M-Short genes. Excess gel is cropped in the image. B. The gene SiAP4M structure is shown with exons represented by filled boxes and introns by lines. C. The coding sequences of SiAP4M-Long and SiAP4M-Short genes. Red indicates the complete alignment of the SiAP4M-Long and SiAP4M-Short coding sequence, and the small black dots indicates the partial sequence of the SiAP4M-Short deletion.
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