Supplementary material Table 2
Read pairs in raw and processed RNA sequencing data
	Transfectant
	Replicatea
	Raw data
	Processed datab

	Control
	1
	30953907
	29429364

	Control
	2
	36784988
	35272514

	Control
	3
	25910693
	24941552

	APOBEC3A
	1
	33024647
	31726174

	APOBEC3A
	2
	27995398
	26830442

	APOBEC3A
	3
	35077875
	33779663


aRNA from three each of replicate empty vector and APOBEC3A expression plasmid transfectants was sequenced
bSequencing data after filtering/trimming of reads with Trimmomatic tool
Supplementary material Table 3
Mapping of RNA sequencing data
	
	
	
	Feature of region that reads mapped to (%)b

	Transfectant
	Replicatea
	Reads mapped (%)
	CDS exon
	5' UTR exon
	3' UTR exon
	Intron

	Subread aligner

	Control
	1
	84
	43
	5
	16
	33

	Control
	2
	81
	37
	4
	14
	40

	Control
	3
	81
	41
	5
	16
	35

	APOBEC3A
	1
	90
	43
	5
	17
	31

	APOBEC3A
	2
	84
	43
	5
	17
	32

	APOBEC3A
	3
	88
	43
	4
	16
	33

	Tophat aligner

	Control
	1
	89
	44
	8
	16
	30

	Control
	2
	91
	37
	8
	14
	37

	Control
	3
	92
	40
	9
	15
	32

	APOBEC3A
	1
	90
	46
	6
	17
	28

	APOBEC3A
	2
	92
	44
	7
	16
	29

	APOBEC3A
	3
	87
	45
	6
	15
	30


aRNA from three each of replicate empty vector and APOBEC3A expression plasmid transfectants was sequenced
bRefSeq gene features. CDS coding sequence; UTR untranslated region
Supplementary material Table 4
Number of genomic nucleotide positions along different steps of analysis of aligned RNA sequencing reads for identification of RNA editing sitesa
	
	Subread-aligned data
	Tophat-aligned data

	
	(1473680057 positionsa)
	(1365636631 positions)

	Exclusion condition in order of application
	Positions excluded
	Remaining positions
	Positions excluded
	Remaining positions

	1. ≥6 total A/C/G/T base calls in every sample
	1440170110
	33509947
	1327359735
	38276896

	2. ≥9 total A/C/G/T base calls in every sample-group
	2781620
	30728327
	3349112
	34927784

	3. No reference base call in any sample
	14520
	30713807
	9652
	34918132

	4. No variant base call in any sample
	28786917
	1926890
	30368647
	4549485

	5. ≥2 variant base calls in each sample of any sample-group with average ≥3
	1893775
	33115
	4491096
	58389

	6. ≥3% variation level in all samples of any sample-group with average ≥4.5%
	0
	33115
	0
	58389

	7. <99% of total A/C/G/T base calls for reference and variant bases or >1 call for remaining bases in any sample
	357
	32758
	8534
	49855

	8. Among all samples minimum variation level >0% or maximum variation level >99%
	19513
	13245
	29671
	20184

	9. Among all samples range:average variation level <2
	325
	12920
	1217
	18967

	10. Average variation level >0% in both sample-groups
	733
	12187
	1980
	16987

	11. Average variation level >5% in neither sample-group
	471
	11716
	685
	16302

	12. Adjusted P ≥0.01
	12
	11704
	21
	16281

	13. Absent in similarly filtered data for the other aligner
	950
	10754
	5527
	10754

	14. Fails strand-bias filter
	11
	10743
	11
	10743

	15. Mean of average APOBEC3A sample-group variation level calculated with Subread- and Tophat-aligned data is ≤5% 
	6370
	4373
	6370
	4373


aPositions with ≥1 base call in ≥1 sample
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