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Figure S2
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Figure S3
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Purple u and [BIUEVAIGATIGHE: insertions that do not match F.E.

: Deletion that does not match F.E.
Blue U: non-deleted U

Red u: insertion that matches F.E

*: deletion that matches F.E

Orange —: non-insertion compared to F.E.
Underlined: Jjunction

Yellow highlight: near a non-U sequence mismatch

Editing at each ES was tabulated and categorized to make the graph shown in Figure 5. A list of the categories from figure 5 is includ-
ed below along with a description of the types of events in each category.

Figure 5 editing categories:

I-Ed.: Editing at insertion site matches F.E. RPS12 as is seen for insertion sites that contain only red “u”s in the alignment above.
I-Part. Ed.: “Partial editing” occurred at an insertion site, so it does not match F.E. Examples include 1) insertion sites in the
alignment above with red “u”s AND orange dashes and 2)insertion sites in the alignment that contain both red and purple/blue highlighted
“u”s.

D-Ed.: Editing at a deletion site matches F.E. Examples include deletion sites with the same number of “*”s as F.E.

D-Part. Ed. Partial editing occured at a deletion site so it does not match F.E. Examples include 1)deletion sites with at least one
“x” but fewer total “*”s than F.E. and 2) deletion sites that include insertions i.e. purple/blue highlight “u”s. and 3) deletion sites
with more “*”s than F.E.

N-Part. Ed: Partial editing occured at a site that is not edited in F.E. RPS12. Both insertion and deletion events were counted as
partial editing at these sites.

Not edited: Any site that matche pre-edited (P.E.) RPS12

N/A: A site could not be counted in a transcript because of a non-U nucleotide mismatch (yellow highlight).
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Figure S4B

A2 and A3 full length overlay
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Figure S4D
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Figure S4E

Th927.10.8220 and A3 full length overlay
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Figure S5H.

A3 N-terminus
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