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Figure S1 (related to Figure 3). The levels of I-specific piRNAs in the transgenic
strains. Scatter plots show normalized TE-specific piRNAs (24-29 nt reads were considered,

0 or 0-3 mismatches allowed) in ovaries of indicated transgenic strains at R and | background.



Tables S1-S5

Table S1. Genomic coordinates and orientation of I-TG transgene insertions
Strain Insertion site

1.9 chr3R:6213909 [+]
2.1 chr3L:3070605 [+]
2.4 chr2L:12010762 [-]
3.6 chr2L:9782344 [+]

Table S2. A test of the inducer phenotype of transgenic strains at | background

femalexmale % of dead embryos (N>100)
wKx1.9l 89
wKx2.41 73
wKx2.11 60
wKx3.6l 72
wKxw1118 94



Table S3. Transgenic small RNA content at different genetic backgrounds (0

mismatches). Normalized numbers of sense and antisense small RNAs (19-29 nt) mapped to the indicated
regions with 0 mismatches allowed. "Transgenic I-fragment"”, "mini-white" and "hsp70" are fragments that are

present in the transgenes, "non-transgenic | fragment" is the I-element region that is absent from the transgenes.
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Table S4. Transgenic small RNA content at different genetic backgrounds (1-3

mismatches). Normalized numbers of sense and antisense small RNAs (19-29 nt) mapped to the indicated

regions with 1-3 mismatches allowed. Column designations are as in Table S3.

Strain orientation |mini-white|hsp70| transgenic I-fragment non-transgenic I-fragment
wh S 0 31 15 1
AS 0 58 31 33




Table S5. Primers used in the study (5' to 3')

name/target sequence
rp4g GACGCTTCAAGGGACAGTATCTG
AAACGCGGTTCTGCATGAG
49AB CGTCCCAGCCTACCTAGTCA
ACTTCCCGGTGAAGACTCCT
HeT-A 3'UTR TGAAAGAGATACCCACCAAATGACAGC
CCAGAAGGACGGAAGCACCAAGT
5p AGAGGAAAGGTTGTGTGCGGAC
ACCCAAGGCTCTGCTCCCACA
Mini-white AGTTGCACTTTGTCAGCGGTTTCG
CCCCTGCTTACCCACCCAAAA
. GGTGGGTAGATCGAGTCCGGATACC
2.4 ins_up

GCAAGAAGAAGCCCCACTTTGCG




