Table S14:

Table lists all sequencing libraries created in this study along with relevant details and

mapping parameters.

RNA sample

Library
purpose

Primers

Prep kit

Run type

Mapping parameters

N2-CGC B L4-
20C (x2)

Gene
abundance
quantification

Poly(A)

lllumina
true seq.

100-
single

Tophat2 --b2-very-
sensitive -i 30 -1 5000
--read-edit-dist 3 -N 3
--read-realign-edit-dist 0
--segment-length 25
--segment-mismatches 2
--no-coverage-search
--min-coverage-intron 30
--max-coverage-intron
5000 --min-segment-intron
30 --max-segment-intron
5000

tdp-1(ok803) L4
20C (x2)

Gene
abundance
quantification

Poly(A)

lllumina
true seq.

100-
single

Tophat2 --b2-very-
sensitive -i 30 -1 5000
--read-edit-dist 3 -N 3
--read-realign-edit-dist 0
--segment-length 25
--segment-mismatches 2
--no-coverage-search
--min-coverage-intron 30
--max-coverage-intron
5000 --min-segment-intron
30 --max-segment-intron
5000

N2-CGC B L4-
20C

Alternative
splicing
analysis

Poly(A)

lllumina
true seq.

76-
Paired-
high
depth

Tophat2 --b2-very-
sensitive -r 198 --mate-std-
dev 18 -i 30 -1 5000 --read-
edit-dist 3 -N 3 --read-
realign-edit-dist 0
--segment-length 25
--segment-mismatches 2
--no-coverage-search
--min-coverage-intron 30
--max-coverage-intron
5000 --min-segment-intron
30 --max-segment-intron
5000

tdp-1(ok803) LA-
20C

Alternative
Splicing
Analysis

Poly(A)

lllumina
true seq.

76-
Paired-
high
depth

Tophat2 --b2-very-
sensitive -r 195 --mate-std-
dev 18 -i 30 -1 5000 --read-
edit-dist 3 -N 3 --read-
realign-edit-dist 0
--segment-length 25
--segment-mismatches 2




--no-coverage-search
--min-coverage-intron 30
--max-coverage-intron
5000 --min-segment-intron
30 --max-segment-intron
5000

N2-CGC B L4- A-to-I RNA random | lllumina 100- Bfast — See Supplemental
20C (x3) editing primed | true seq. Paired Table 16
analysis
tdp-1(ok803) L4 | A-to-l RNA random | lllumina 100- Bfast — See Supplemental
20C (x3) editing primed | true seq. Paired Table 16
analysis
adr-2(gv42) 14 | A-to-l RNA random | lllumina 100- Bfast — See Supplemental
20C editing primed | true seq. Paired Table 16
analysis
N2-CGC Young J2-IP random | scriptseq v2 | 100- Tophat --b2-very-sensitive
Adult-15C input | enrichment primed | strand single -i 30 -1 5000 --read-edit-
RNA and J2- identification specific dist 3-N 3 --read-realign-
IP’ed RNA x3) edit-dist 0 --segment-
length 25 --segment-
mismatches 2 --no-
coverage-search --min-
coverage-intron 30 --max-
coverage-intron 5000
--min-segment-intron 30
--max-segment-intron
5000.
tdp-1(ok803) J2-IP random | scriptseq v2 | 100- Tophat --b2-very-sensitive
Young adult enrichment primed | strand single -i 30 -1 5000 --read-edit-
(Input RNA and | identification specific dist 3 -N 3 --read-realign-
J2-1P’ed RNA x3) edit-dist 0 --segment-
length 25 --segment-
mismatches 2 --no-
coverage-search --min-
coverage-intron 30 --max-
coverage-intron 5000
--min-segment-intron 30
--max-segment-intron
5000.
N2- CGC B Young | Identification | - ChIP-Seq 50- bowtie -1 47 -n 1 -y --best
Adult-20C (x2 of TDP-1 DNA single
and X1 with sites of co- Sample
RNase) transcriptional Prep Kit
association (IP-102-

1001)







