Table S1- Bioinformatics analysis for the potential number of editing site in human, chimpanzee and rhesus monkeys. We analyzed all available mRNA sequences for human, chimpanzee and rhesus monkeys. We used UCSC alignments to the reference genome, keeping only sequences uniquely aligned to a well defined chromosome. Known genomic SNPs were not excluded, to avoid bias towards human whose SNPs repertoire is much better characterized. The statistics of all mismatches (MM) within Alu repeats is presented, showing much higher density of AG mismatches in human. Possible measures for A-to-I RNA editing events are marked in bold (TC mismatches could originate from A-to-I editing in sequences which were misaligned to the wrong strand):

	Rhesus
	Chimpanzee
	Human
	 

	2695
	695
	240276
	mRNAs scanned 

	2295
	804
	439678
	Total Mb scanned

	42.721
	7.354
	9185
	Alu kb scanned

	163
	6
	55740
	Total number of MM in Alu

	3.8
	0.8
	6.1
	MM per kb in Alu 

	 
	 
	 
	MM distribution

	40
	4
	40564
	AG

	31
	1
	3631
	TC

	15
	1
	2937
	GA

	21
	0
	2910
	CT

	4
	0
	793
	CG

	7
	0
	691
	GC

	 
	 
	 
	MM distribution per Alu kb

	0.94
	0.54
	4.42
	AG

	0.73
	0.14
	0.40
	TC

	0.35
	0.14
	0.32
	GA

	0.49
	0
	0.32
	CT

	0.09
	0
	0.09
	CG

	0.16
	0
	0.08
	GC

	 
	 
	 
	A-to-I RNA Editing

	0.59
	0.41
	4.10
	AG-GA

	0.82
	0.54
	4.18
	(AG+TC)-(GA+CT)


