
Dynamics of the methylome and transcriptome during the regeneration of rice
Fei-Man Hsu1*, Moloya Gohain2*, Archana Allishe2, Yan-Jiun Huang2, Jo-Ling Liao2, Lin-Yun Kuang2, 3 and Pao-Yang Chen2 § 

1 Graduate School of Frontier Sciences, the University of Tokyo, Chiba 277-8561, Japan 
2 Institute of Plant and Microbial Biology, Academia Sinica, Taipei, Taiwan
3 Transgenic Plant Core Facility, Academia Sinica, Taipei, Taiwan

[bookmark: _GoBack]Supplementary Figures




[image: ]
Figure S1 Callus morphology of IR64 and TNG67 during six-weeks of culture. (A) Area covered by the IR64 and TNG67 calli. (B) Regeneration efficiencies of IR64 and TNG67 calli in the presence of demethylating agent 5-azacytidine. The percentage indicates the regeneration efficiencies calculated from five plates of 15 seeds each in each experimental group. Regeneration efficiency (%) = (No. of regenerated calli/No. of incubated seeds) x 100). 
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Figure S2 Global methylation level and its distribution at different time points. (A) Genome-wide DNA methylation levels in three contexts across all stages in IR64 and TNG67. (B) Metaplot of methylation on gene body of IR64. (C) Metaplot of methylation on gene body of TNG67. (D) Metaplot of methylation on transposons in IR64. (E) Metaplot of methylation on transposons in TNG67. 
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Figure S3 DNA methylation at promoters and their association with gene expression. (A) DNA methylation levels at promoter regions during different time points of culture of IR64 and TNG67. (B) Integrated heatmap of DNA methylation on promoters and transcription in IR64 and TNG67. 
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Figure S4 Cultivar-associated changes in IR64 and TNG67 at different time points. (A) Enrichment of cultivar-associated enrichment differentially methylated regions. (B) Count of differentially expressed genes (DEG) between same stages of IR64 and TNG67. (C) Venn diagram showing the genes which are both differentially expressed and differentially methylated between successful regenerants of IR64 and TNG67. 
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Figure S5 DNA methylation and gene expression of stress response genes at different timepoints in IR64 and TNG67. (A) Comparison of expression and DNA methylation of trehalose 5 phosphate synthase gene (B) Comparison of expression and DNA methylation of abscisic acid stimulus response gene, (C) Comparison of expression and DNA methylation of abscisic acid biosynthetic process gene (D) inositol phosphate pathway-related gene. 
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