
30nt, ~6800 RPM, 27 sites 
5'-GUCUUCAAAACUAGGUCGUUUUAGAAUAUU-3'

|||||||| || |||||||**|  ||||
3'-CCGGCCGCUUCACCAGAAGUUCUGUUCCAGCAGGAAGUUAUCGGGCCAGGUCAA-5'
NW_021838665.1_ncrna_XR_003891996.1_37382

30nt, ~6800 RPM, 27 sites 
5'-GUCUUCAAAACUAGGUCGUUUUAGAAUAUU-3'

|||||||||||| | ||||| |  |||
3'-UGAUCUUCGGGUCAGAAGUUUUGACCAAGCAACACAUUAGCCAGGGCGACGUUA-5'
NW_021838576.1_mrna_XM_029878608.1_33087

30nt, ~6800 RPM, 27 sites    
5'-GUCUUCAAAACUAGGUCGUUUUAGAAUAUU-3'

||||||||  ||||| | ||| *|| | |
3'-UAGAAUUGAUCCUAGAAGUUUAUAUCCAUCCAAAAUUUCUCAAUCAAAAAAUUA-5'
TE@ltr-1_family-1304@LTR_Pao

30nt, ~6800 RPM, 27 sites 
5'-GUCUUCAAAACUAGGUCGUUUUAGAAUAUU-3'

|||||||||| * *|| | ||*|| |  ||
3'-GUAGCCCGUAAAGCAGAAGUUUUAGGUCAACUAAGUCGUCCAAACCAAACGACC-5'
TE@ltr-1_family-5444@LTR_Gypsy

30nt, ~6800 RPM, 27 sites  
5'-GUCUUCAAAACUAGGUCGUUUUAGAAUAUU-3'

||||||||    ||||  |*| ||||
3'-UUAUCUGUUGUCAAGAAGUUUAUCCCCAGGCAGAGCUUAGUUCGGGUCUUUAGG-5'
virus@NC_034537.1-
La_Joya_virus_nucleoprotein_phosphoprotein_hypothetical_proteins
_matrix_hypothetic

30nt, ~6800 RPM, 27 sites 
5'-GUCUUCAAAACUAGGUCGUUUUAGAAUAUU-3'

|||||||| | ||* | ||||||
3'-GUGACGGAAGGGGCAGAAGUUAUUAUUGACCAAAAUACGUGAACGCCGACAGAU-5'
virus@NC_018705.3-Ntaya_virus

29nt, ~380 RPM, 8 sites
5'-UUUCGAAGAAAUUCUAUAGUUUAUCCUAGUU-3'

|||||||||  * | *||||| |||| |
3'-CCAAUGCUUUGUGAAGCUUCUUACGAAAGUCAAACAGGAACCCGUAUAGCCUCGA-5'
NW_021838687.1_mrna_XM_029852842.1_38086

29nt, ~380 RPM, 8 sites
5'-UUUCGAAGAAAUUCUAUAGUUUAUCCUAGUU-3'

|||||||||| *||| |  ||||||
3'-CCAAGUUAAAAUCAAAGCUUCUUGGAGAGAAGAAAUAGUUGUUUGAAGUUAUCUG-5'
NW_021838499.1_mrna_XM_029877033.1_30172

29nt, ~380 RPM, 8 sites
5'-UUUCGAAGAAAUUCUAUAGUUUAUCCUAGUU-3'

|||||||||||||   ||   ||  ||| |
3'-UCGUCCUGCUGCGAAGCUUCUUUAAGCACUCUUUUAAAAUCCAACUUUACUUCUC-5'
TE@ltr-1_family-5993@Unknown

29nt, ~380 RPM, 8 sites
5'-UUUCGAAGAAAUUCUAUAGUUUAUCCUAGUU-3'

||||||||   || ||*|*||| |  ||||
3'-UUGGUUGUAGAAAAAAGCUUCAAAAACAUGUUAAAAAAAAUCAUUUUUAUACAUU-5'
TE@ltr-1_family-5470@LTR_Pao

29nt, ~380 RPM, 8 sites
5'-UUUCGAAGAAAUUCUAUAGUUUAUCCUAGUU-3'

||||||||  |  ||   | || | | |
3'-UUGAAGGUAAAACAAAGCUUCGAUCCGAAUCCCAAAAAGCUACUGUGGGCACCAA-5'
virus@NC_034537.1-
La_Joya_virus_nucleoprotein_phosphoprotein_hypothetical_proteins
_matrix_hypothetic

29nt, ~380 RPM, 8 sites
5'-UUUCGAAGAAAUUCUAUAGUUUAUCCUAGUU-3'

|||||||||  *  | |||||
3'-CUAUGGUGGAAUGAAGCUUCUUCUGACUCUCAAAACAGAAAUUCCAUGCCCUAGC-5'
virus@NC_028265.1_Wuhan_Mosquito_Virus_8_strain_XC2-7

Ma, Srivastav, Gamez et al.
Figure S8-A,B.

A

29nt, ~3900 RPM, 33 sites
5'-UUUCGGAUAUGUUUUAGAAAUUCGUUUUU-3'

|||||||||| |||*  ||||| | |||
3'-UUCUCGUGACAAAAAAGCCUAUAAAAAGAAUUUAAACUAAAGAACUCUGUGUUUU-5'
NW_021838896.1_mrna_XM_029856777.1_44250

29nt, ~3900 RPM, 33 sites
5'-UUUCGGAUAUGUUUUAGAAAUUCGUUUUU-3'

|||||||| * ||| || ||*|||*||||
3'-CACACUAAACAGGAAAGCCUACGGAAACUCGUUGAGCGAAAAAUGACUCACAGCG-5'
NW_021838798.1_mrna_XM_029855126.1_40909

29nt, ~3900 RPM, 33 sites
5'-UUUCGGAUAUGUUUUAGAAAUUCGUUUUU-3'

|||||||| *||||||| | ||| ||*||
3'-CCAACAAUAGGAAAAAGCCUAAGCAAAAUCGUCAAGGAAGAACCCUAAGUCAAAA-5'
TE@rnd-6_family-1471@LINE_R1-LOA

29nt, ~3900 RPM, 33 sites
5'-UUUCGGAUAUGUUUUAGAAAUUCGUUUUU-3'

|||||||| || ||* *||||||**||||
3'-CCUAUAGGGCAUUAAAGCCUAAACCAAGAUUUUAAGUGAAAACGUGAUCCCACCG-5'
TE@ltr-1_family-389@LTR_Gypsy

29nt, ~3900 RPM, 33 sites
5'-UUUCGGAUAUGUUUUAGAAAUUCGUUUUU-3'

||||||||*|*   |*|||||||
3'-CCAACGGAAGGUGAAGCCUAUGCGCCCUUUUUAAGCCGGGCUGACGUACCUAUUA-5'
virus@NC_023812.1-
Madariaga_virus_strain_MADV_Cebus_apella_BRA_BEAN5122_1956

29nt, ~3900 RPM, 33 sites
5'-UUUCGGAUAUGUUUUAGAAAUUCGUUUUU-3'

|||||||||* *|  ||||||| |
3'-ACAGUGGAAGACAAAGCCUAUGAGACCUCUUUAAACCGGGAUGACGUACCUAUUA-5'
virus@NC_013528.1-Fort_Morgan_virus
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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. 



29nt, ~14500 RPM, 21 sites 

5'-UUUCGGAUAUGUUUUAGAAAUUCGUUUUU-3'
|||||||| | *|||||||  ||*|*||

3'-ACGGAACUGCUGAAAAGCCUAAAAGAAAUCUUACAGUAGAAGGCACGACUGUUGU-5'
AAEL022758-RA

29nt, ~14500 RPM, 21 sites 
5'-UUUCGGAUAUGUUUUAGAAAUUCGUUUUU-3'

|||||||| |  |||   | |||||||
3'-AAAAGCGCCGGUAAAAGCCUAAAACAAAAAGUGAAGCAAAUGAGGAAGCUGUAUA-5'
AAEL027812-RA

29nt, ~14500 RPM, 21 sites 
5'-UUUCGGAUAUGUUUUAGAAAUUCGUUUUU-3'

|||||||| | *|*| || ||||||||
3'-GUCAUAUUCUUCCAAAGCCUAAAGGAGACCUAUAAGCAAACCAUGUCUAAAACKU-5'
TE@Transib-7_AAe

29nt, ~14500 RPM, 21 sites 
5'-UUUCGGAUAUGUUUUAGAAAUUCGUUUUU-3'

||||||||  |*|| || ||||*| |*|
3'-GAAGGAACUCACGAAGCCUAUGGAGAAGCUGUAAGUACAGACCUUCGGGUCAGUU-5'
TE@Jockey-14_AAe

29nt, ~14500 RPM, 21 sites 
5'-UUUCGGAUAUGUUUUAGAAAUUCGUUUUU-3'

||||||||*|*   |*|||||||
3'-CCAACGGAAGGUGAAGCCUAUGCGCCCUUUUUAAGCCGGGCUGACGUACCUAUUA-5'
virus@NC_023812.1-
Madariaga_virus_strain_MADV_Cebus_apella_BRA_BEAN5122_1956

29nt, ~14500 RPM, 21 sites 
5'-UUUCGGAUAUGUUUUAGAAAUUCGUUUUU-3'

|||||||||* *|  ||||||| |
3'-ACAGUGGAAGACAAAGCCUAUGAGACCUCUUUAAACCGGGAUGACGUACCUAUUA-5'
virus@NC_013528.1-Fort_Morgan_virus

30nt, ~4800 RPM, 19 sites  

5'-GUCUUCAAAACUAGGUCGUUUUAGAAUAUU-3'
|||||||||||||*||| |  |||| |*|

3'-UCUUUCAUCAGAAAGAAGUUUUGAUCUAGCUACCUCUUUUGACCGUCGCAUGCC-5'
AAEL019943-RB

30nt, ~4800 RPM, 19 sites
5'-GUCUUCAAAACUAGGUCGUUUUAGAAUAUU-3'

||||||||  ||||  **||| |||| ||
3'-GUCGAGAAAAAAUAGAAGUUUACAUCCUAUGAAAACUUACAACUAAUCUAACAG-5'
AAEL024768-RA

30nt, ~4800 RPM, 19 sites             
5'-GUCUUCAAAACUAGGUCGUUUUAGAAUAUU-3'

UCUUCAAAACUAGGUCGUUUUAGAAUA
|||||||| ||  ||||||  ||||||

3'-CGGAACUAAAGCAAGAAGUUUAGAAGCAGCAACCUCUUAUCGUAGUCCAGCAGA-5'
TE@TF001116-Ty1_copia_Ele134

30nt, ~4800 RPM, 19 sites   
5'-GUCUUCAAAACUAGGUCGUUUUAGAAUAUU-3'

|||||||| ||  *||| ||| |||| ||
3'-AAGAGGGUCAAAAAGAAGUUUCGAAGUAGCCAAAACUUACAAAAAGGCGAAAAG-5'
TE@ITmD37E_Ele5

30nt, ~4800 RPM, 19 sites
5'-GUCUUCAAAACUAGGUCGUUUUAGAAUAUU-3'

||||||||    ||||  |*| ||||
3'-UUAUCUGUUGUCAAGAAGUUUAUCCCCAGGCAGAGCUUAGUUCGGGUCUUUAGG-5'
virus@NC_034537.1-
La_Joya_virus_nucleoprotein_phosphoprotein_hypothetical_protei
ns_matrix_hypothetic

30nt, ~4800 RPM, 19 sites
5'-GUCUUCAAAACUAGGUCGUUUUAGAAUAUU-3'

|||||||| | ||* | ||||||
3'-GUGACGGAAGGGGCAGAAGUUAUUAUUGACCAAAAUACGUGAACGCCGACAGAU-5'
virus@NC_018705.3-Ntaya_virus

28nt, ~300 RPM, 1 site                                       
5'-UUUCAAUAAUUUCAAUAACUUCUACAUC-3'

|||||||||||||  *  |*||||| ||
3'-AGCUACUCCACGUAAAGUUAUUAAAGAAGCAGGAGAUGAAGCAACUGUAGCAAC-5'
AAEL027433-RA

28nt, ~300 RPM, 1 site                               
5'-UUUCAAUAAUUUCAAUAACUUCUACAUC-3'

|||||||||*|||| | |   ||| |||
3'-ACGUGUCUCAUAAAAAGUUAUUGAAGUCACUUUUGAUUUAGAUUUAGUUAAAUU-5'
AAEL026959-RA

28nt, ~300 RPM, 1 site                               
5'-UUUCAAUAAUUUCAAUAACUUCUACAUC-3'

||||||||||| ||  |  || | ||
3'-UGCGAAGGCGUUGAAGUUAUUAAAAUUUAUUUAGUUUUACACACCGGAAAAGUA-5'
TE@AF208680.1

28nt, ~300 RPM, 1 site                               
5'-UUUCAAUAAUUUCAAUAACUUCUACAUC-3'

||||||||  |*|||*|  |* ||||
3'-UUCAGGUGGUUUAAAAGUUAUAUAGGUUGUAUAGCAUGUUUAAACCCAUUAAUG-5'
TE@TF000902-ITmD37E_Ele11

28nt, ~300 RPM, 1 site                               
5'-UUUCAAUAAUUUCAAUAACUUCUACAUC-3'

|||||||||*** |  ||||||*|||
3'-GAGAAAAAGUUAUUGGGAUACUUGAAGGUGUUUUCGAUUUGUGAGA-5'

virus@MF176248.1_Wuhan_Mosquito_Virus_6_strain_mos172gb65361_s
egment_1_2_3_4_5

28nt, ~300 RPM, 1 site                               
5'-UUUCAAUAAUUUCAAUAACUUCUACAUC-3'

|||||||||||  || |||*
3'-UCUAACAAGGAGGAAGUUAUUAAAUGUACUGAGUAUCAAUAAUAACAUUGUAGA-5'
virus@KJ716848.1-
Ngari_virus_strain_Adrar_segment_S_plus_segment_M_plus_segment
_L

29nt, ~1300 RPM, 6 sites
5'-UUUCGAAGAAAUUCUAUAGUUUAUCCUAGUU-3'

|||||||||  |||  *  ||| || ||||
3'-CCGAGCAACUCCGAAAGCUUCUAAAAGUGGCGAAAAAGCAUCACAUCGAACGUCU-5'
AAEL007137-RB

29nt, ~1300 RPM, 6 sites
5'-UUUCGAAGAAAUUCUAUAGUUUAUCCUAGUU-3'

|||||||||| *| || ||||| ||
3'-UUAAACUUUUGCCAAAGCUUCUUAGAUAUUUCAAACAGACGUAUACUAACACAAA-5'
AAEL025892-RB

29nt, ~1300 RPM, 6 sites
5'-UUUCGAAGAAAUUCUAUAGUUUAUCCUAGUU-3'

|||||||| ||||||  ||||| ||||
3'-AAUAAGCAGUGCCAAAGCUUCCUUAAGAGCUCAAAAAGGACAUUGUGCCCGCCGC-5'
TE@AY079059.1

29nt, ~1300 RPM, 6 sites
5'-UUUCGAAGAAAUUCUAUAGUUUAUCCUAGUU-3'

||||||||||* || * |*| ||| | |*|
3'-GAAACGGCUUGUGAAGCUUCUUUGUGAAGGCGACUAGAACCGAAGGGUCCUAUUU-5'
TE@TF000947-Ty3_gypsy_Ele179

29nt, ~1300 RPM, 6 sites             
5'-UUUCGAAGAAAUUCUAUAGUUUAUCCUAGUU-3'

||||||||  |  ||   | || | | |
3'-UUGAAGGUAAAACAAAGCUUCGAUCCGAAUCCCAAAAAGCUACUGUGGGCACCAA-5'
virus@NC_034537.1-
La_Joya_virus_nucleoprotein_phosphoprotein_hypothetical_protei
ns_matrix_hypothetic

29nt, ~1300 RPM, 6 sites
5'-UUUCGAAGAAAUUCUAUAGUUUAUCCUAGUU-3'

|||||||||  *  | |||||
3'-CUAUGGUGGAAUGAAGCUUCUUCUGACUCUCAAAACAGAAAUUCCAUGCCCUAGC-5'
virus@NC_028265.1_Wuhan_Mosquito_Virus_8_strain_XC2-7

Ma, Srivastav, Gamez et al.
Figure S8-C.

C AeAeg MCpiRCL predicted targets

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. 



29nt, ~2200 RPM, 17 sites                   
5'-UUUCGGAUAUGUUUUAGAAAUUCGUUUUU-3'

|||||||||  ||||  ||  || ||
3'-AGAAGUUAACCGUAAAGCCUAUCAAAAACAUUGUAGAAAGCAAGAACUAGGCAGU-5'
CPIJ016428-RA

29nt, ~2200 RPM, 17 sites                   
5'-UUUCGGAUAUGUUUUAGAAAUUCGUUUUU-3'

|||||||| ||| **|  | | || |||
3'-CCUGCAACAUGUUAAAGCCUAAACAUGGUGGUGAUGCCAAACUGGGUGGCAUGUG-5'
CPIJ004547-RA

29nt, ~2200 RPM, 17 sites                   
5'-UUUCGGAUAUGUUUUAGAAAUUCGUUUUU-3'

|||||||| | | |*|| | ||
3'-AAUUUUUUNCUAUAAAGCCUAAAAACAGUCAUAAAUACGAAACUUUGAACGGUAU-5'
TE@rnd-4_family-315@Unknown@2128

29nt, ~2200 RPM, 17 sites                   
5'-UUUCGGAUAUGUUUUAGAAAUUCGUUUUU-3'

||||||||||*||||
3'-GAAGUUUNUACUUAAAGCCUAUAUAAAA-5'
TE@rnd-4_family-235@SINE_tRNA-Deu@2913

29nt, ~2200 RPM, 17 sites                   
5'-UUUCGGAUAUGUUUUAGAAAUUCGUUUUU-3'

||||||||*|*   |*|||||||
3'-CCAACGGAAGGUGAAGCCUAUGCGCCCUUUUUAAGCCGGGCUGACGUACCUAUUA-5'
virus@NC_023812.1-
Madariaga_virus_strain_MADV_Cebus_apella_BRA_BEAN5122_1956

29nt, ~2200 RPM, 17 sites                   
5'-UUUCGGAUAUGUUUUAGAAAUUCGUUUUU-3'

|||||||||* *|  ||||||| |
3'-ACAGUGGAAGACAAAGCCUAUGAGACCUCUUUAAACCGGGAUGACGUACCUAUUA-5'

virus@NC_013528.1-Fort_Morgan_virus

30nt, ~3200 RPM, 26 sites                  
5'-CUCUUCAAAACUAGGUCGUUUUAGAAUAUU-3'

|||||||||||||*||| |||||||
3'-AACUUACGUUAAAAGAAGUUUUGAUCUAGCUAAAUCUUGCUAAAGCUGUGAAUGGU-5'
CPIJ018297-RA

30nt, ~3200 RPM, 26 sites                  
5'-CUCUUCAAAACUAGGUCGUUUUAGAAUAUU-3'

||||||||||| | |||||*  |||  ||
3'-CAGUCGAACGCGAAGAAGUUUUGACCGAGCAAGCACUUUGAAGGUAGCCUUAGCAA-5'
CPIJ007507-RA

30nt, ~3200 RPM, 26 sites                  
5'-CUCUUCAAAACUAGGUCGUUUUAGAAUAUU-3'

||||||||  |   ||  |||  |||| |
3'-UAAUAAUACAUGUAGAAGUUUAAACAAAGGUAAAAAUUAUCACCAGCAAACUAGCG-5'
TE@rnd-5_family-1450@LTR_Gypsy@447

30nt, ~3200 RPM, 26 sites                  
5'-CUCUUCAAAACUAGGUCGUUUUAGAAUAUU-3'

||||||||  *  *  ||*|| *||||||
3'-UCUUAAGUAAUUAAGAAGUUUAAGAGUUUCAGAAGUUUAUAAAAACUUUUUUUAAC-5'
TE@rnd-4_family-800@DNA@2308

30nt, ~3200 RPM, 26 sites                  
5'-CUCUUCAAAACUAGGUCGUUUUAGAAUAUU-3'

|||||||||  *|*|| ||*  |   ||||
3'-UUUAAGGAACUUCGAGAAGUUUAAGUUCACCAGCCUACAAUAAGAAGGUAGUUCGG-5'
virus@KM225263.1-Stratford_virus_strain_C338

30nt, ~3200 RPM, 26 sites                  
5'-CUCUUCAAAACUAGGUCGUUUUAGAAUAUU-3'

||||||||    ||||  |*| ||||
3'-UUAUCUGUUGUCAAGAAGUUUAUCCCCAGGCAGAGCUUAGUUCGGGUCUUUAGGUC-5'
virus@NC_034537.1-
La_Joya_virus_nucleoprotein_phosphoprotein_hypothetical_protei
ns_matrix_hypothetic

28nt, ~200 RPM, 3 sites
5'-UUUCAAUAAUUUCAAUAACUUCUACAUC-3'

||||| *||||||||||  ||| ||
3'-UAGCAAAGUAGUUAAAGUUAUACAAGUUGGCUGAGGUGUAGCACGCCUGGAAGC-5'
CPIJ005709-RA

28nt, ~200 RPM, 3 sites
5'-UUUCAAUAAUUUCAAUAACUUCUACAUC-3'

|||||||||  | | |  ||*| | |||
3'-AUUUUAUGCAAAUAAAGUUAUUUUAUUGAAGGAGGUUCUAGACGGUUGCACAUA-5'
CPIJ008685-RA

28nt, ~200 RPM, 3 sites
5'-UUUCAAUAAUUUCAAUAACUUCUACAUC-3'

|||||||| ||| | *|| || |
3'-AUAAGUUGAAAAAAAAGUUAUAAAAAUGGUUAAAAAAAGGGGUGAGUAUUCCCG-5'
TE@rnd-4_family-752@LINE_I@1612

28nt, ~200 RPM, 3 sites
5'-UUUCAAUAAUUUCAAUAACUUCUACAUC-3'

|||||||| ||| |  || |||
3'-UUAAAACGCAGCGAAAGUUAUAAAACUGUUUUAAGGAAGUUGUUCAACAAAUCU-5'
TE@rnd-4_family-1811@Unknown@2832

28nt, ~200 RPM, 3 sites
5'-UUUCAAUAAUUUCAAUAACUUCUACAUC-3'

|||||||||*** |  ||||||*|||
3'-GAGAAAAAGUUAUUGGGAUACUUGAAGGUGUUUUCGAUUUGUGAGA-5'

virus@MF176248.1_Wuhan_Mosquito_Virus_6_strain_mos172gb65361_s
egment_1_2_3_4_5

28nt, ~200 RPM, 3 sites
5'-UUUCAAUAAUUUCAAUAACUUCUACAUC-3'

|||||||||||  || |||* ||

3'-UCUAACAAGGAGGAAGUUAUUAAAUGUACUGAGUAUCAAUAAUAACAUUGUAGA-5'
virus@KJ716848.1-
Ngari_virus_strain_Adrar_segment_S_plus_segment_M_plus_
segment_L

31nt, ~100 RPM, 8 sites
5'-UUUCGAAGAAAUUCUAUAGUUUAUCCUAGUU-3'

|||||||||  | | ||| ||*|*  ||*||
3'-GCUGUAAAAAGCAAAAGCUUCUGCAUGCUAUGAAGUGCAAUUAAGCUUUUUGUAG-5'
CPIJ005558-RA

31nt, ~100 RPM, 8 sites  
5'-UUUCGAAGAAAUUCUAUAGUUUAUCCUAGUU-3'

|||||||| ||*||| *|   | |||| |
3'-AGCUCCAACAUGAAAAGCUUCAUUGAGAGGUAUUAAAGGAGCGGCCAGCAAAGCC-5'
CPIJ020307-RA

31nt, ~100 RPM, 8 sites
5'-UUUCGAAGAAAUUCUAUAGUUUAUCCUAGUU-3'

||||||||  ||*||  ||  | *| ||| |
3'-UCGCGUCGGUUAGAAAGCUUCCCUAGGACCUCUCACGGAAUCCAAUCUACUGCGG-5'
TE@rnd-5_family-1943@SINE_tRNA@1857

31nt, ~100 RPM, 8 sites
5'-UUUCGAAGAAAUUCUAUAGUUUAUCCUAGUU-3'

||||||||  ||*||  ||  | *| ||| |
3'-UCGCGUCGGUUAGAAAGCUUCCCUAGGACCUCUCACGGAAUCCAAUCUACUGCGG-5'
TE@rnd-4_family-487@SINE_tRNA@330

31nt, ~100 RPM, 8 sites
5'-UUUCGAAGAAAUUCUAUAGUUUAUCCUAGUU-3'

||||||||  |  ||   | || | | |
3'-UUGAAGGUAAAACAAAGCUUCGAUCCGAAUCCCAAAAAGCUACUGUGGGCACCAA-5'
virus@NC_034537.1-
La_Joya_virus_nucleoprotein_phosphoprotein_hypothetical_protei
ns_matrix_hypothetic

31nt, ~100 RPM, 8 sites            
5'-UUUCGAAGAAAUUCUAUAGUUUAUCCUAGUU-3'

|||||||||  *  | |||||
3'-CUAUGGUGGAAUGAAGCUUCUUCUGACUCUCAAAACAGAAAUUCCAUGCCCUAGC-5'
virus@NC_028265.1_Wuhan_Mosquito_Virus_8_strain_XC2-7000

Ma, Srivastav, Gamez et al.
Figure S8-D.

D CuQuin MCpiCRL predicted targets

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. 



27nt, ~330 RPM, 1 site
5'-UGCACCAUUGUGAAUAAGGUAAACUGA-3'

||||||||  |||   || * | ||||
3'-GAAGAAGCAGGCCACGUGGUAUGACUCUGUCAGGUGGACUUUGCCAUGGAAGU-5'
AGAP011975-RA

27nt, ~330 RPM, 1 site
5'-UGCACCAUUGUGAAUAAGGUAAACUGA-3'

|||||||| ||   *||| | | | ||
3'-CUGACUACUGCAUACGUGGUACCAGAAGUUCGAGUGGCCUAAAUGUGAAACAG-5'
AGAP011794-RA

27nt, ~330 RPM, 1 site
5'-UGCACCAUUGUGAAUAAGGUAAACUGA-3'

|||||||||  |||
3'-GAGCGUCAGAAGGACGUGGUAAACCUUUGUAAGGGUUUAAAAGCUGUUGGCUA-5'
TE@TF001934-Pao_Bel_Ele3

27nt, ~330 RPM, 1 site 
5'-UGCACCAUUGUGAAUAAGGUAAACUGA-3'

||||||||||| |
3'-UCGGUCAGGUUGCCGUGGUAACACGUUCGAACAACUCAGGCCGAACAUCCAAC-5'
TE@TF001358-I_Ele5

27nt, ~330 RPM, 1 site
5'-UGCACCAUUGUGAAUAAGGUAAACUGA-3'

||||||||| ||  ||| |
3'-AGGUUUAUAAACCACGUGGUAAAACGGAUUACUCAAGUCUUGUGGUGGGUGAC-5'
virus@NC_001475.2-Dengue_virus_3

27nt, ~330 RPM, 1 site
5'-UGCACCAUUGUGAAUAAGGUAAACUGA-3'

||||||||* ||   ||| |
3'-UGGGGAAGGGUCGACGUGGUAGGACAACUUCGAGAGGUGAGUAACUACAGAAA-5'
virus@NC_024806.1-Lammi_virus_isolate_M0719_polyprotein_gene

29nt, ~750 RPM, 1 site                                  
5'-UUUCGGAUGUAACAUCUAGUAUAAAACCU-3'

|||||||| |    ||||*|| ||||
3'-AAGUUUCAUAGAGAAGCCUACCUACCUGAUCGUAGUUUGACUUAUAGUGACGAUU-5'
AGAP007533-RA

29nt, ~750 RPM, 1 site                                  
5'-UUUCGGAUGUAACAUCUAGUAUAAAACCU-3'

||||||||* |||  | || *|| | ||
3'-CUUGGAGUCCUACAAGCCUACGCUGUCAAACAAGUUGUUGACGUGGAGCGCGUUG-5'
AGAP004112-RA

29nt, ~750 RPM, 1 site                                   
5'-UUUCGGAUGUAACAUCUAGUAUAAAACCU-3'

|||||||| | | *| |  || |
3'-GCAGCACGAGGCGAAGCCUACCUGGAGGCUACUACUACAGUAGGUUCAUGUGACU-5'
TE@GYPSY67-LTR-I_AG

29nt, ~750 RPM, 1 site                                  
5'-UUUCGGAUGUAACAUCUAGUAUAAAACCU-3'

|||||||||| |  ||*|
3'-AACUAACAGAACAAAAGCCUACAAUAAAGGUGUCACGCCAAUAAAUUUUUUCUAC-5'
TE@TF001406-Outcast_Ele3

29nt, ~750 RPM, 1 site                                  
5'-UUUCGGAUGUAACAUCUAGUAUAAAACCU-3'

|||||||| *|  ||||  |||
3'-UACAAUAGACAGGAAAGCCUAAGUCUUAGACAAUACAAAUUUUAAACACGAAGAA-5'
virus@NC_025400.1-Malakal_virus_isolate_SudAr_1169-64

29nt, ~750 RPM, 1 site                                  
5'-UUUCGGAUGUAACAUCUAGUAUAAAACCU-3'

||||||||*|    |||| *||
3'-AUCUGGCGAGUCGAAAGCCUAUAAGCAAGAUAGUACCACCCUGUCUCAACCGAAC-5'
virus@NC_025364.1-Malpais_Spring_virus_strain_85-488NM

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

||||||||| | |  |*|||| |||
3'-CGUCGGGGCUCUUCGGUUAGCGCGUGCAUGUGAACUUGCUCAACUGGUACAGC-5'
AGAP001015-RA

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

|||||||| |  *|||  || * |||
3'-ACGAGAAACUUCGACGGUUAGAGCCGGACAUUGCGGUUGGGCGGCUCGCGCUA-5'
AGAP013042-RA

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

||||||||    |||||
3'-UCCAAUCUUCCCUACGGUUAGACAAAGACUGCGCUAAAUGUCUUUGCGGUCUU-5'
TE@TF001379-CR1_Ele1

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

|||||||||| ||
3'-AAAGAAGACCCAUACGGUUAGCGGGACCGCACACAGCUUUUCCUUGUUACGCG-5'
TE@GYPSY72-LTR-I_AG

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

||||||||   |||**|*||||
3'-CUGGGGUACGCUAACGGUUAGGCGGAGGUUGUGAAGACAGUAUAGAAACGUUU-5'
virus@NC_034447.1-
Hart_Park_virus_nucleoprotein_phosphoprotein_hypothetical_prot
eins_matrix_glycopro

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

||||||||* ||| ** |  ||||
3'-AAAACUUGGUGUUACGGUUAGUUUGAUGUGACUAAUUAACUCCAUUGCUACUU-5'
virus@MF176289.1_Wilkie_qin-
like_virus_strain_mos182CP103635_segment_1_2

27nt, ~620 RPM, 1 site 
5'-UUUCGGAUGUUAACAUGUGAUAUGCAU-3'

||||||||*|    || | | |||||
3'-CGUCGACAACCACAAGCCUACGAAGCGACUCAACACGUAGUCGUGCCUCUCGA-5'
AGAP007826-RA

27nt, ~620 RPM, 1 site
5'-UUUCGGAUGUUAACAUGUGAUAUGCAU-3'

||||||||    |  * *||||||||
3'-UAAGCUAGCAAUAAAAGCCUAGUUAUUAGAGCUAUACGUGCAUCAGGAGCAGG-5'
AGAP011686-RA

27nt, ~620 RPM, 1 site 
5'-UUUCGGAUGUUAACAUGUGAUAUGCAU-3'

|||||||| ||  || || | ||
3'-AGCGAGCAAGAAGAAGCCUACUAUCAUAAACAAAACACCGAAAUUGCGGUUUC-5'
TE@TF001984-Pao_Bel_Ele53

27nt, ~620 RPM, 1 site
5'-UUUCGGAUGUUAACAUGUGAUAUGCAU-3'

|||||||||    ||*  |* |||||
3'-UUGACUGUGCCCUAAGCCUACAUAGCUAUUAUGGACGUAGGUUCUGUCUCUUC-5'
TE@TF001653-Ty3

27nt, ~620 RPM, 1 site
5'-UUUCGGAUGUUAACAUGUGAUAUGCAU-3'

|||||||||| ||  *|   ||*||||
3'-CUUGCGGCGUCGAAAGCCUACACUUACGCUAAAUGCGUAUCCUUUCUGCGCCU-5'
virus@KJ632942.1-Mosinovirus_strain_C36-CI-
2004_segment_RNA_1_and_RNA_2

27nt, ~620 RPM, 1 site
5'-UUUCGGAUGUUAACAUGUGAUAUGCAU-3'

|||||| | ||| |
3'-GUAAUUGUCCCCUAAAGCCUAGUAGCCUCCACCUUUAAAUCGAACACAAGACU-5'
virus@X74945.1-Aedes_albopictus_densovirus_2_DNA
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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. 


