Table S7. RNA editing sites predicted in the plastome sequences of four Secale species using the PREP program.
	Gene
	Nucleotide position
	Amino acid position
	Codon change
	Amino acid change
	Score

	atpA
	1148
	383
	TCA => TTA
	S => L
	1.00

	atpB
	1487
	496
	TCG => TTG
	S => L
	1.00

	atpF
	–
	–
	–
	–
	–

	atpI
	–
	–
	–
	–
	–

	ccsA
	–
	–
	–
	–
	–

	clpP
	–
	–
	–
	–
	–

	matK
	1261
	421
	CAT => TAT
	H => Y
	1.00

	ndhA
	473
	158
	TCA => TTA
	S => L
	1.00

	
	563
	188
	TCA => TTA
	S => L
	1.00

	
	1070
	357
	TCT => TTT
	S => F
	1.00

	ndhB
	467
	156
	CCA => CTA
	P => L
	1.00

	
	586
	196
	CAT => TAT
	H=> Y
	1.00

	
	611
	204
	TCA => TTA
	S => L
	0.80

	
	704
	235
	TCC => TTC
	S => F
	1.00

	
	737
	246
	CCA => CTA
	P => L
	1.00

	
	830
	277
	TCA => TTA
	S => L
	1.00

	
	836
	279
	TCA => TTA
	S => L
	1.00

	
	1481
	494
	CCA => CTA
	P => L
	1.00

	ndhD
	878
	293
	TCA => TTA
	S => L
	1.00

	ndhF
	62
	21
	TCA => TTA
	S => L
	1.00

	
	1487
	496
	ACG => ATG
	T => M
	0.80

	ndhG
	–
	–
	–
	–
	–

	petB
	662
	221
	CCA => CTA
	P => L
	1.00

	petB#
	611
	204
	CCA => CTA
	P => L
	1.00

	petD
	–
	–
	–
	–
	–

	petG
	–
	–
	–
	–
	–

	petL
	–
	–
	–
	–
	–

	psaB
	–
	–
	–
	–
	–

	psaI
	–
	–
	–
	–
	–

	psbB
	–
	–
	–
	–
	–

	psbE
	–
	–
	–
	–
	–

	psbF
	–
	–
	–
	–
	–

	psbL
	–
	–
	–
	–
	–

	rpl2
	14
	5
	ACG => ATG
	T => M
	1.00

	rpl2*
	2
	1
	ACG => ATG
	T => M
	1.00

	rpl20
	308
	103
	TCA => TTA
	S => L
	0.86

	rpoA
	1009
	337
	CTC => TTC
	L => F
	0.80

	rpoB
	467
	156
	TCG => TTG
	S => L
	0.86

	
	545
	182
	TCA => TTA
	S => L
	1.00

	
	560
	187
	TCG => TTG
	S => L
	1.00

	
	617
	206
	CCG => CTG
	P => L
	0.86

	rpoC1
	–
	–
	–
	–
	–

	rpoC2
	2009
	670
	CCA => CTA
	P => L
	1.00

	
	2030
	677
	CCA => CTA
	P => L
	1.00

	
	2158
	720
	CCC => TCC
	P => S
	1.00

	
	3002
	1001
	CCG => CTG
	P => L
	1.00

	
	4031
	1344
	TCG => TTG
	S => L
	0.86

	rps2
	–
	–
	–
	–
	–

	rps8
	182
	61
	TCA => TTA
	S => L
	0.86

	rps14
	–
	–
	–
	–
	–

	rps16
	–
	–
	–
	–
	–

	ycf3
	44
	15
	TCC => TTC
	S => F
	1.00

	
	191
	64
	ACG => ATG
	T => M
	1.00


* potential RNA editing site unque for S.cereale (NC_021761)
# potential RNA editing site unque for both sequences of S. strictum (KY636137 and KY636138)
