	
	WT mtRNA-Seq
	P2 mtRNA-Seq
	P3 mtRNA-Seq
	WT mtRibo-Seq
	P2 mtRibo-Seq
	P3 mtRibo-Seq

	Feature
	number of reads
	% of total mapped reads
	number of reads
	% of total mapped reads
	number of reads
	% of total mapped reads
	number of reads
	% of total mapped reads
	number of reads
	% of total mapped reads
	number of reads
	% of total mapped reads

	Total reads after trimming and filtering
	4 304 795
	100.00%
	8 371 171
	100.00%
	5 670 742
	100.00%
	7 744 978
	100.00%
	15 131 283
	100.00%
	11 956 216
	100.00%

	Mitochondrial tRNA and rRNA sequences
	494 359
	11.48%
	1 427 470
	17.05%
	840 126
	14.82%
	4 392 895
	56.72%
	13 427 703
	88.74%
	10 357 855
	86.63%

	Mitochondrial genome (without tRNAs and rRNAs)
	3 266 398
	75.88%
	6 643 268
	79.36%
	4 598 122
	81.09%
	665 159
	8.59%
	461 960
	3.05%
	327 439
	2.74%

	Plastid tRNA and rRNA sequences
	13 449
	0.31%
	12 103
	0.14%
	10 920
	0.19%
	127 294
	1.64%
	68 067
	0.45%
	60 497
	0.51%

	Plastid genome
 (without tRNAs and rRNAs)
	229 040
	5.32%
	101 835
	1.22%
	68 532
	1.21%
	110 545
	1.43%
	42 223
	0.28%
	39 086
	0.33%

	Nuclear tRNA and rRNA sequences
	22 794
	0.53%
	11 181
	0.13%
	4 773
	0.08%
	265 665
	3.43%
	148 209
	0.98%
	141 183
	1.18%

	Nuclear genome
(without tRNAs and rRNAs)
	194 076
	4.51%
	60 695
	0.73%
	24 267
	0.43%
	1 087 119
	14.04%
	287 567
	1.90%
	211 299
	1.77%

	Total mapped reads
	4 220 116
	98.03%
	8 256 552
	98.63%
	5 546 740
	97.81%
	6 648 677
	85.85%
	14 435 729
	95.40%
	11 137 359
	93.15%

	Total unmapped reads
	84 679
	1.97%
	114 619
	1.37%
	124 002
	2.19%
	1 096 301
	14.15%
	695 554
	4.60%
	818 857
	6.85%

	Total tRNA and rRNA mapped reads
	530 602
	12.33%
	1 450 754
	17.33%
	855 819
	15.09%
	4 785 854
	61.79%
	13 643 979
	90.17%
	10 559 535
	88.32%

	Total non-tRNA/rRNA mapped reads
	3 689 514
	85.71%
	6 805 798
	81.30%
	4 690 921
	82.72%
	1 862 823
	24.05%
	791 750
	5.23%
	577 824
	4.83%



