Supplemental Table S1. H2AX genes expression in wild-type and dme endosperm







Supplemental Table S2. BS-seq dataset information
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AT1G08880 (HTA5) AT1G54690 (HTA3)
CxL_p_n 127.8635997 28.24088818 Col x Ler 'pure' endosperm expression score
LxC_p_n 99.17332508 18.25816403 Ler x Col 'pure' endosperm expression score



CxL_f_n 125.6311085 22.64429504 Col x Ler 'full' endosperm expression score
LxC_f_n 226.2734197 25.9373241 Ler x Col 'full' endosperm expression score



dme_n 169.0516323 45.29870955 dme endosperm expression score



Score = reads per kb of sequence per 10 million aligned reads
Pure endosperm: RNA was extracted from  endosperm devoid of chalazal endosperm
Full endosperm: RNA was extracted from all compartments of endosperm
Data source: Hsieh et al., (2011) PNAS
https://www.pnas.org/doi/suppl/10.1073/pnas.1019273108
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		CxL_f_n		125.6311085		22.64429504		Col x Ler 'full' endosperm expression score
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		Score = reads per kb of sequence per 10 million aligned reads

		Pure endosperm: RNA was extracted from  endosperm devoid of chalazal endosperm

		Full endosperm: RNA was extracted from all compartments of endosperm

		Data source: Hsieh et al., (2011) PNAS

		https://www.pnas.org/doi/suppl/10.1073/pnas.1019273108






image2.emf



Name Sample Number of reads Percent  mapped Tissue BS conversion rate* M/P ratio
BJF001I Segregating WT (selfed) 13938638 85.63% Endosperm 99.86% n.a.
BJF001J Segregating WT (selfed) 15749538 86.66% Embryo 99.86% n.a.
BJF001K h2ax double mutant (selfed) 20130874 85.24% Endosperm 99.84% n.a.
BJF001L h2ax double mutant (selfed) 14457859 86.76% Embryo 99.81% n.a.
BJF003A Segregating WT X Ler 9330328 83.84% to Col, 84% to Ler Embryo 99.85% 1.034
BJF003B h2ax homo X Ler 14699207 84.20% to Col, 84.36% to Ler Embryo 99.83% 1.04
BJF003D Segregating WT X Ler 18385770 84.03% to Col, 84.04% to Ler Endosperm 99.83% 2.4
BJF003E h2ax homo X Ler 14895911 83.74% to Col, 83.74% to Ler Endosperm 99.83% 2.38
BJF014H HTA5/hta5;hta3/hta3 x Ler 33840686 84.52% to Col, 84.63% to Ler Endosperm 99.66% 1.96
BJF015G hta5/hta5;HTA3/hta3 x Ler 31565003 82.15% to Col, 82.25% to Ler Endosperm 99.68% 1.98
BJF015H HTA5/hta5;hta3/hta3 x Ler 32196321 83.70% to Col, 83.89% to Ler Embryo 99.70% 1.02
BJF002E segregating wild-type seedlings (Col-0) 13140427 86.99% Seedling 99.83% n.a.
BJF002F h2ax double mutant seedlings (Col-0) 12745299 87.73% Seedling 99.81% n.a.



*Bisulfite conversion rate was calculated using chloroplast DNA methylation ratio.
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		Supplemental Table XX. BS-seq dataset information



		Name		Sample		Number of reads processed		Percent reads  mapped		Tissue		BS conversion rate*		M/P ratio

		BJF001I		Segregating WT (i.e. is a sister plant to the mutant) - selfed		13938638		85.63%		Endosperm		99.86%		n.a.

		BJF001J		Segregating WT (i.e. is a sister plant to the mutant) - selfed		15749538		86.66%		Embryo		99.86%		n.a.

		BJF001K		h2ax double mutant (selfed)		20130874		85.24%		Endosperm		99.84%		n.a.

		BJF001L		h2ax double mutant (selfed)		14457859		86.76%		Embryo		99.81%		n.a.

		BJF003A		Segregating WT X Ler		9330328		83.84% to Col, 84% to Ler		Embryo		99.85%		1.034

		BJF003B		h2ax homo X Ler		14699207		84.20% to Col, 84.36% to Ler		Embryo		99.83%		1.04

		BJF003D		Segregating WT X Ler		18385770		84.03% to Col, 84.04% to Ler		Endosperm		99.83%		2.4

		BJF003E		h2ax homo X Ler		14895911		83.74% to Col, 83.74% to Ler		Endosperm		99.83%		2.38

		BJF014H		HTA5/hta5;hta3/hta3 x Ler		33840686		84.52% to Col, 84.63% to Ler		Endosperm		99.66%		1.96

		BJF015G		hta5/hta5;HTA3/hta3 x Ler		31565003		82.15% to Col, 82.25% to Ler		Endosperm		99.68%		1.98

		BJF015H		HTA5/hta5;hta3/hta3 x Ler		32196321		83.70% to Col, 83.89% to Ler		Embryo		99.70%		1.02

		BJF002E		H2AX segregating wild type seedlings (in Col-0)		13140427		86.99%		Seedling		99.83%		n.a.

		BJF002F		h2ax double mutant seedlings (in Col-0)		12745299		87.73%		Seedling		99.81%		n.a.



		*Bisulfite conversion rate was calculated using chloroplast DNA methylation ratio.
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