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Figure S1. Tissue specific data sets selected from the modENCODE project. The IDs of 

the selected libraries from the modENCODE project and the tissues from which these 

libraries are sampled from, are shown here. The data contain 29 libraries from 10 

tissues. Reads in each library are from different developmental stages.

2

24

25

26

27

28

29

30

31

32

33

34

35

36

37

38

39

40

41



Figure 

S2. 

Estimated error rate versus the number of predicted sites in different tissues of our 

study. To roughly evaluate the performance of our pipeline, we counted the number of 

A-to-G and the number of G-to-A conversions for each tissue. Assuming that all G-to-A 

events are errors or heterozygous sites, and assuming that the same number of A-to-G  

errors or heterozygous sites, we estimated the expected error rate of our predictions for 

each tissue. Y axis shows the estimated error and X axis the number of detected sites per 

tissue.
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Figure S3. ADAR sequence and structural preferences. (A) The frequency of each 

nucleotide at each position relative to the predicted editing sites. Guanosine is depleted 

at the exact 5' position of editing sites. (B) Average base pairing probabilities computed 

using RNAplfold1 for regions close to ADAR targets for sites predicted in our study, and 

previous studies.2-5 Positions -1 to 1 show higher average pairing probabilities compared 

to other loci. Using structural features in our pipeline may bias our predictions towards 

sites with higher base pairing probabilities around reported sites; however a similar 

pattern has also been observed when considering sites predicted in previous studies. Part 

(A) is generated using WEBLOGO.3.4 [http://weblogo.berkeley.edu/logo.cgi]
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Figure S4. Number of different conversion types in tissues of the modENCODE project. 

For most of the tissues, editing is rare, and most of our sites occur in head and CNS 

(central nervous system).

Figure S5. Average expression of dADAR in tissues of the modENCODE project. 

Expression values are measured in FPKM (fragments per kilobase  of transcript per 

million fragments mapped) unit using CUFFLINKS6 version "2.2.1". Although dADAR 

expression is highest in CNS (central nervous system) and head, but the gene is 

expressed in other tissues as well.
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Figure S6. Average gene length for each bin in our gene set. To check if edited genes 

contain more annotated isoforms on average compared to un-edited genes, we split 

genes into bins based on their lengths (see main text). Here, we tested whether genes in 

the same bin from edited and un-edited group, have similar lengths. The plot shows that 

for most of our bins, average gene length is almost equal for edited and un-edited group.
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