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Figure S8. Predictions of gene mRNAs, transposons and virus transcripts potentially targeted by the four piRNAs in the Mosquito Conserved piRNA Cluster Locus
(MCpiRCL). (A) Total counts of predicted targets from the four mosquito species. (B) For each of the AeAlbo piRNAs from its MCpiRCL, the top two mRNA, transposon and
virus target sites is displayed, ranking based on the degree of base-pairing. (C) Top targets for the AeAeg piRNAs from its MCpiRCL. (D) Top targets for the CuQuin piRNAs

from its MCpiRCL. (E) Top targets for the AnGam piRNAs from its MCpiRCL.
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Figure S8-C.
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Figure S8. Predictions of gene mRNAs, transposons and virus transcripts potentially targeted by the four piRNAs in the Mosquito Conserved piRNA Cluster Locus
(MCpiRCL). (A) Total counts of predicted targets from the four mosquito species. (B) For each of the AeAlbo piRNAs from its MCpiRCL, the top two mRNA, transposon and
virus target sites is displayed, ranking based on the degree of base-pairing. (C) Top targets for the AeAeg piRNAs from its MCpiRCL. (D) Top targets for the CuQuin piRNAs
from its MCpiRCL. (E) Top targets for the AnGam piRNAs from its MCpiRCL.
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Figure S8. Predictions of gene mRNAs, transposons and virus transcripts potentially targeted by the four piRNAs in the Mosquito Conserved piRNA Cluster Locus
(MCpiRCL). (A) Total counts of predicted targets from the four mosquito species. (B) For each of the AeAlbo piRNAs from its MCpiRCL, the top two mRNA, transposon and
virus target sites is displayed, ranking based on the degree of base-pairing. (C) Top targets for the AeAeg piRNAs from its MCpiRCL. (D) Top targets for the CuQuin piRNAs

from its MCpiRCL. (E) Top targets for the AnGam piRNAs from its MCpiRCL.
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27nt, ~51 RPM, 1 site
5' -UGCCAAUCGCACUCUGAUACUUAAACA-3'
FELEEEEEE 0 1% 1
3'-CGUCGGGGCUCUUCGGUUAGCGCGUGCAUGUGAACUUGCUCAACUGGUACAGC-5"
AGAP001015-RA A

27nt, ~51 RPM, 1 site
5' ~-UGCCAAUCGCACUCUGAUACUUAAACA-3'

(AR RN N A
3'-ACGAGAAACUUCGACGGUUAGAGCCGGACAUUGCGGUUGGGCGGCUCGCGCUA-5"
AGAP013042-RA A

27nt, ~51 RPM, 1 site

5' ~-UGCCAAUCGCACUCUGAUACUUAAACA-3'

RERRERR [T
3'-UCCAAUCUUCCCUACGGUUAGACAAAGACUGCGCUAAAUGUCUUUGCGGUCUU-5"
TEQTF001379-CR1_Elel A

27nt, ~51 RPM, 1 site
5'-UGCCAAUCGCACUCUGAUACUUAAACA-3"'
FErrrrrrrr il
3'-AAAGAAGACCCAUACGGUUAGCGGGACCGCACACAGCUUUUCCUUGUUACGCG-5"
TEQGYPSY72-LTR-I_AG A

27nt, ~51 RPM, 1 site

5'-UGCCAAUCGCACUCUGAUACUUAARACA-3'

[RERREEN [EIx*I*
3'-CUGGGGUACGCUAACGGUUAGGCGGAGGUUGUGAAGACAGUAUAGAAACGUUU-5"
virus@NC_034447.1- A
Hart_Park virus_nucleoprotein_phosphoprotein_hypothetical_prot
eins_matrix glycopro

27nt, ~51 RPM, 1 site
5' -UGCCAAUCGCACUCUGAUACUUAAACA-3'

(AR R N R R
3'-AAAACUUGGUGUUACGGUUAGUUUGAUGUGACUAAUUAACUCCAUUGCUACUU-5"
virus@MF176289.1_Wilkie_ghn-
like virus_strain mos182CP103635 segment_1_2

Figure S8. Predictions of gene mRNAs, transposons and virus transcripts potentially targeted by the four piRNAs in the Mosquito Conserved piRNA Cluster Locus
(MCpiRCL). (A) Total counts of predicted targets from the four mosquito species. (B) For each of the AeAlbo piRNAs from its MCpiRCL, the top two mRNA, transposon and
virus target sites is displayed, ranking based on the degree of base-pairing. (C) Top targets for the AeAeg piRNAs from its MCpiRCL. (D) Top targets for the CuQuin piRNAs

from its MCpiRCL. (E) Top targets for the AnGam piRNAs from its MCpiRCL.



