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	gene
	accession number
	Primers sequence (5’-3’)

	Genes connected with methylation processes:

	MET1
	AT5G49160
	Forward = CCAGTAGATTTCGCTTCTCAACGG
Reverse = AAGTGGTCTCTTCTTTCGCTTCGC

	CMT3
	AT1G69770
	Forward = TGTCGATGGGAAATCATGCAAACC
Reverse = TTGCTCTGGATGAATGATCACCTG

	DRM1
	AT5G15380
	Forward = TGCAGAACCTGACAAGAAAGAGC
Reverse = TGTTCGGCTTTCTTGGTGTCTCAG

	DRM2
	AT5G14620
	Forward = AATCTAGCTGGTGTAGCCGTGAC
Reverse = AAACCTCGTCTGAGAAGCCCATC

	DDM1
	AT5G66750
	Forward = TGGAGGACTCGGAATCAATC
Reverse = GGCCAATAACCACATGTTCC

	VIM1
	AT1G57820
	Forward = TCCATGGACCAGTGATGAGA
Reverse = CCTCAGGAGCCAAAACATTC

	RBR1
	AT3G12280
	Forward = CTTGCTCAGCGGACTTCTCT
Reverse = CGACATTGTAACGCATCCAC

	Genes connected with demethylation processes:

	ROS1
	AT2G36490
	Forward = CAATGCATGTCCGATGAAAG
Reverse = TTTGCTGGTTCTGAGTGCTG

	DME
	AT5G04560
	Forward = AAGCAAGAGGTCCATCAGGA
Reverse = AGGGAACAAGTGCACCATCT

	DML2
	AT3G10010
	Forward = CGGGAAGAGGAATCACAGACT
Reverse = GGACGTCGATAGGGTTTATGCT

	Genes connecting to factors controlling SE process:

	LEC2
	AT1G28300
	Forward = AGGGAAAGGAACCACTACGAA
Reverse = CAGTGGTGAGGTCCATGAGAT
(Ledwoń and Gaj, 2009)

	LEC1
	AT1G21970
	Forward = AGAGACCGATCGTGGTTCTG
Reverse = GAAGAGCCACCACCAACACT

	BBM
	AT5G17430
	Forward = AATGCTAATCATCAAGACAAT
Reverse = ATCTACCTGTCCACCGATGC



