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	Editing level (%)

	Gene
	Chromosomal positiona
	cDNA and amino acid changeb
	Primary cells (RNA Seq)c
	293T/A3A cells (RNA Seq)d

	AP2A1
	19:50295238
	C520T, R174X
	15.5
	41.4

	APP
	21:27326988
	C1546T, R516C
	8.5
	7.7

	ASCC2
	22:30221126
	C202T, R68X
	19.1
	53.8

	CAST
	5:96106257
	C1826T, S609F
	7.2
	27.7

	CCDC109B
	4:110605624
	C638T, S213L
	20.4
	34.1

	EVI2B
	17:29632509
	C119T, S40L
	18.1
	0.0

	FAM89B
	11:65340979
	C437T, P146L
	16.2
	36.4

	GLTSCR2
	19:48253494
	C349T, R117W
	6.8
	40.3

	GPR160
	3:169801777
	C17T, S6L
	15.7
	15.2

	HLA-DMA
	6:32918428
	C241T, R81C
	9.9
	28.8

	NBN
	8:90955531
	C2134T, H712Y
	24.2
	21.6

	PABPC4
	1:40027426
	C1840T, H614Y
	31.7
	44.9

	PCGF3
	4:737366
	C367T, R123W
	22.2
	51.1

	PPA2
	4:106317458
	C319T, Q107X
	8.8
	21.9

	PRPF40A
	2:153515789
	C2404T, R802X
	5.1
	27.4

	RGS10
	10:121275109
	C311T, S104L
	7.9
	28.8

	RNH1
	11:499165
	C464T, S155L
	18.5
	27.0

	SDHB
	1:17371320
	C136T, R46X
	23
	32.8

	SIN3A
	15:75668008
	C3589T, Q1197X
	17.2
	34.7

	SUPT6H
	17:27005584
	C1138T, R380X
	12.3
	46.2

	TMEM109
	11:60687274
	C109T, R37X
	11.2
	23.8

	TMEM131
	2:98409343
	C3650T, S1217L
	26.4
	66.9

	TMEM179B
	11:62556843
	C364T, R122X
	5.2
	30.6

	TRAPPC11
	4:184585120
	C100T, R34X
	15.8
	21.4

	UBE2J1
	6:90048208
	C292T, H98Y
	16.1
	40.1

	VIM
	10:17277300
	C1141T, R381C
	15.7
	21.6

	XPO1
	2:61760990
	C43T, Q15X
	10
	23.4

	
	
	
	
	
	

	
	
	
	
	
	



aBased on the UCSC hg19 genome assembly used for mapping reads with the Subread subjunc aligner
bNucleotide numbering for the shortest transcript isoform, with A of the ATG translation initiation codon at position 1
cEditing levels in primary cells are from Table 3 of Sharma et al (2015). Editing levels of PPA2 and TMEM179B were from M1 macrophages; whereas the others are from hypoxia-exposed monocyte-enriched peripheral blood mononuclear cells (MEPs). 
dLevels are averages estimated by Tophat and Subread alignment softwares. 

