Table S4
Predicted RNA editing sites within mitochondrial genes of Gymnomitrion concinnatum
	Gene
	C/U
	U/C
	Sum
	Length [bp]
	Effect
	ES Ratio [%]
	C/U Ratio [%]
	U/C Ratio [%]

	atp1
	1
	2
	3
	1542
	3 a. s.
	0.1946
	0.0649
	0.1297

	atp4
	2
	0
	2
	552
	2 a. s.
	0.3623
	0.3623
	0

	atp6
	5
	1
	6
	759
	6 a. s.
	0.7905
	0.6588
	0.1318

	atp8
	0
	1
	1
	519
	1 a. s.
	0.1927
	0
	0.1927

	atp9
	3
	0
	3
	225
	2 a. s. 1 stop
	1.3333
	1.3333
	0

	ccmB
	4
	2
	6
	528
	6 a. s.
	1.1364
	0.7576
	0.3788

	ccmC
	8
	0
	8
	687
	8 a. s.
	1.1645
	1.1645
	0

	ccmFC
	14
	21
	35
	1497
	33 a. s.
	2.3380
	0.9352
	1.4028

	ccmFN
	19
	3
	22
	1506
	21 a. s.
	1.4608
	1.2616
	0.1992

	cob
	6
	1
	7
	1215
	7 a. s.
	0.5761
	0.4938
	0.0823

	cox1
	8
	0
	8
	1569
	8 a. s.
	0.5099
	0.5099
	0

	cox2
	1
	0
	1
	756
	1 a. s.
	0.1323
	0.1323
	0

	cox3
	4
	0
	4
	798
	4 a. s.
	0.5013
	0.5013
	0

	nad1
	0
	0
	0
	987
	0
	0
	0
	0

	nad2
	10
	1
	11
	1470
	10 a. s. 1 start
	0.7483
	0.6803
	0.0680

	nad3
	6
	0
	6
	357
	6 a. s.
	1.6807
	1.6807
	0

	nad4
	6
	0
	6
	1488
	6 a. s.
	0.4032
	0.4032
	0

	nad4L
	2
	0
	2
	303
	2 a. s.
	0.6601
	0.6601
	0

	nad5
	6
	0
	6
	2010
	6 a. s.
	0.2985
	0.2985
	0

	nad6
	5
	0
	5
	699
	4 a. s. 1 start
	0.7153
	0.7153
	0

	nad9
	1
	0
	1
	588
	1 a. s.
	0.1701
	0.1701
	0

	rpl10
	4
	0
	4
	552
	4 a. s.
	0.7246
	0.7246
	0

	rpl16
	0
	0
	0
	408
	0
	0
	0
	0

	rpl2
	7
	6
	13
	1536
	13 a. s.
	0.8464
	0.4557
	0.3906

	rpl5
	2
	0
	2
	561
	2 a. s.
	0.3565
	0.3565
	0

	rpl6
	0
	0
	0
	306
	0
	0
	0
	0

	rps1
	4
	0
	4
	780
	4 a. s.
	0.5128
	0.5128
	0

	rps10
	2
	1
	3
	309
	3 a. s.
	0.9709
	0.6472
	0.3236

	rps11
	4
	0
	4
	378
	4 a. s.
	1.0582
	1.0582
	0

	rps12
	1
	0
	1
	381
	1 a. s.
	0.2625
	0.2625
	0

	rps13
	0
	0
	0
	363
	0
	0
	0
	0

	rps14
	1
	1
	2
	300
	2 a. s.
	0.6667
	0.3333
	0.3333

	rps19
	0
	0
	0
	282
	0
	0
	0
	0

	rps2
	2
	0
	2
	714
	2 a. s.
	0.2801
	0.2801
	0

	rps3
	7
	0
	7
	1293
	7 a. s.
	0.5414
	0.5414
	0

	rps4
	0
	0
	0
	591
	0
	0
	0
	0

	rps7
	3
	1
	4
	693
	4 a. s.
	0.5772
	0.4329
	0.1443

	rps8
	0
	1
	1
	459
	1 a. s.
	0.2179
	0
	0.2179

	rtl
	10
	8
	18
	2151
	18 a. s.
	0.8368
	0.4649
	0.3719

	sdh3
	4
	1
	5
	414
	5 a. s.
	1.2077
	0.9662
	0.2415

	sdh4
	2
	0
	2
	261
	2 a. s.
	0.7663
	0.7663
	0

	tatC
	6
	1
	7
	747
	7 a. s.
	0.9371
	0.8032
	0.1339


The 'C/U' and 'U/C' columns depict number of C to U and U to C RNA substitutions within protein-coding sequences. The 'Sum' depicts total number of identified RNA editing substitutions. The 'Length' column represents the length of CDS of the genes. The effects of RNA editing substitutions are shown in 'Effect' column, where 'start' means substitution that cause occurrence of translation initiation codon, 'stop' - substitution that cause occurrence of translation termination codon and 'a. s.' - substitution that cause occurrence of alternative amino acid codon without translation initiation nor termination effect. The last three columns depict the percent of: total number ('ES Ratio'), number of C to U ('C/U Ratio') and number of U to C ('U/C Ratio') RNA editing substitutions per CDS length.
