Epigenetically poised chromatin states regulate PRR and NLR genes in soybean
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Supplementary Fig. S1 A Pearson correlation of two replicates of ATAC-seq and ChIP-seq (Pol II, H3K36me2, H3K9ac, and H4K16ac). B Peak annotation of different histone modifications, ATAC-seq, and Pol II peaks in soybean. C Expression level of PRRs and NLRs compared with random control
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Supplementary Fig. S2 Pol II ChIP-seq (A), ATAC-seq (B), H3K9ac ChIP-seq (C), H4K16ac ChIP-seq (D), H3K4me3 ChIP-seq (E), H3K27ac ChIP-seq (F), H3K36me2 ChIP-seq (G), H3K36me3 ChIP-seq (H), H3K27me3 ChIP-seq (I) data over NLR and PRR genes. Both NLR and PRR have been divided into two groups according to their expression level. J Examples of H3K27me3 enriched at 5’ end of NLR and flanking regions of PRR
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Supplementary Fig. S3 A Chromosomal distribution of NLRs in soybean Wm82 genome. The triangle stands for NLR clusters identified in this study. B Chromosomal distribution of PRRs in soybean Wm82 genome. The cycle stands for PRR clusters identified in this study
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AI 生成的内容可能不正确。] Supplementary Fig. S4 Pairwise Pearson correlation analysis of histone modifications (A) and gene expression levels (B) for random control
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Supplementary Fig. S5 Pairwise Spearman correlation analysis of RNA-seq data and RT-qPCR validation. Log2 fold change of RNA-seq (RPKM) and relative expression level quantified by RT-qPCR results were plot on y and x axis, respectively. qRT-PCR primers used in this study are presented in the Supplementary Table 2. 
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