
 
 
Supplementary Figure S1: The course of duplications and translocations of Ago2 paralogues 
in D. pseudoobscura. 
A complex series of duplications and translocations has produced six Ago2 paralogues in D. 
pseudoobscura, located on four different chromosome arms. Chromosome arms correspond to Muller 
Elements A (X/XL), B (2L), C (2R), D (3L), E (3R) & F (4) (see Schaeffer et al. 2008, Fig. 1). Firstly, 
the Ago2a1-f ancestor duplicated ~21mya to form Ago2a1-d&f and Ago2e, the latter of which moved 
onto chromosome 2L. Next, the Ago2a1-d&f ancestor duplicated ~16mya, forming Ago2a1-d and 
Ago2f, with Ago2f subsequently being lost in the D. pseudoobscura lineage. Then, the 3L arm fused 
with the X chromosome, moving Ago2a1-d onto the X: this happened 7-15mya, after the divergence 
of the obscura group into Palearctic (e.g. D. subobscura) and Nearctic (e.g. D. pseudoobscura) 
clades (see Segarra and Aguadé 1992). Ago2a1-d then duplicated ~6mya, forming Ago2c-d and 
Ago2a1-b, the latter of which moved onto chromosome 2. After this, Ago2a1-b duplicated ~5mya, 
producing Ago2b and Ago2a1-3, the latter of which moved onto the left arm of the X chromosome. 
This was followed by a duplication of Ago2c-d ~2mya, forming Ago2d and Ago2c, the latter of which 
moved onto chromosome 2. Finally, Ago2a1-3 duplicated ~27kya, producing Ago2a1 and Ago2a3 in 
tandem. Note that due to differences in evolutionary rate between branches, the timings of these 
events should be treated with caution. 



 

 
 
Supplementary Figure S2: The expression of D. pseudoobscura Ago2 paralogues in embryos. 
Error bars indicate 1 standard error estimated from 2 technical replicates in each of two different 
genetic backgrounds. D. melanogaster expression levels were taken from a single publicly-available 
RNA-seq experiment (Brown et al. 2014). Ago2c is highly expressed in embryos, but none of the 
testis-specific Ago2 paralogues (Ago2a, Ago2b & Ago2e) are expressed. 
 
 
 

 
 
Supplementary Figure S3: The tissue-specific expression patterns of other members of the 
Argonaute gene family (Ago1, Ago3, Aub & Piwi) in D. melanogaster and D. pseudoobscura. 
For D. pseudoobscura embryo, error bars indicate 1 standard error estimated from 2 technical 
replicates in each of two different genetic backgrounds. For all other D. pseudoobscura tissues, error 
bars indicate 1 standard error estimated from 2 technical replicates in each of five different genetic 
backgrounds. D. melanogaster expression levels were taken from a single RNA-seq experiment 
(Brown et al. 2014). In D. pseudoobscura, Ago1 is expressed in all tissues, but the other genes are 
only expressed in the embryo and germline. 
 



 
 
Supplementary Figure S4: The distribution of synonymous site diversity across genes, derived 
from genome (D. pseudoobscura) or transcriptome (D. subobscura & D. obscura) data. The 
percentile of the distribution into which each paralogue falls is indicated in brackets under the 
paralogue name. In each species, members of the Ago2a and Ago2e subclades have very low 
diversity compared with the genome as a whole. 
 



 
 
Supplementary Figure S5: The distribution of codon usage bias, derived from genome (D. 
pseudoobscura) or transcriptome (D. subobscura & D. obscura) data. The percentile of the 
distribution into which each paralogue falls is indicated in brackets under the paralogue name. Ago2e 
has a very low effective number of codons (ENC) compared with the genome as a whole, indicating a 
high degree of codon usage bias. 
 
 
 



 
 

Supplementary Figure S6: Genetic diversity in the regions surrounding each D. 
pseudoobscura Ago2 paralogue, with Ago2 paralogue haplotype sequences removed. After 
specifying Ago2 paralogue sequence data as missing information, sharp troughs in diversity remain at 
Ago2a, Ago2b and Ago2c, indicating a selective sweep. 



 
Supplementary Figure S7: The distribution of variable sites across the protein structures of 
Ago2 paralogues in D. subobscura, D. obscura and D. pseudoobscura. For each paralogue, 
residues with one variable site are coloured green, residues with two variable sites are coloured 
yellow, and a small RNA guide molecule is depicted in red. Variable sites are distributed across the 
protein structure of each paralogue, suggesting that they are not evolving through divergence of one 
part of the structure; however, the small number of variable sites for most paralogues mean that these 
conclusions are necessarily tentative. 

 



 
 
Supplementary Figure S8: The tissue-specific expression patterns of the Argonaute gene 
family in D. willistoni and M. domestica. Transcriptome data for D. willistoni were taken from 
(Meisel et al. 2012), and transcriptome data for M. domestica were taken from (Meisel et al. 2015). 
For both species, we mapped reads to coding sequences using Bowtie 2.1 (Langmead et al. 2009), 
counted reads mapping to each coding sequence using HTSeq (Anders et al. 2015), and converted 
counts to reads per kilobase per million reads (RPKM (Mortazavi et al. 2008)) to account for coding 
sequence length and sequencing depth. For M. domestica, error bars indicate two biological 
replicates, each in a different genetic background. 



Supplementary Table S1: McDonald-Kreitman test results. Pn & Ps are the number of within-species polymorphisms after singletons have been removed. 
All values are displayed to 2dp, except ωα which is displayed to 4dp. 

 
Paralogue Pn Ps Outgroup Dn Ds α ω(α) p value 
D. subobscura Ago2a 2 9 D. subobscura / D. obscura Ago2a ancestor 26 72 0.39 0.0016 0.73 
D. subobscura Ago2f 5 13 D. subobscura / D. obscura Ago2f ancestor 129 150 0.55 0.0011 0.15 
D. obscura Ago2a 3 5 D. subsilvestris Ago2a 39 65 0.00 0.00 1.00 
D. obscura Ago2f 15 12 D. subsilvestris Ago2f 92 106 -0.44 -0.0013 0.42 
D. obscura Ago2e 1 5 D. subsilvestris Ago2e 87 145 0.67 0.0015 0.42 
D. pseudoobscura Ago2a1 5 1 D. pseudoobscura Ago2a1-d ancestor 74 66 -3.46 -0.0157 0.22 
D. pseudoobscura Ago2a3 5 4 D. pseudoobscura Ago2a1-d ancestor 72 71 -0.23 -0.0010 1.00 
D. pseudoobscura Ago2b 5 1 D. pseudoobscura Ago2a1-d ancestor 78 54 -2.46 -0.0136 0.40 
D. pseudoobscura Ago2c 8 8 D. pseudoobscura Ago2a1-d ancestor 47 78 -0.66 -0.0025 0.42 
D. pseudoobscura Ago2d 5 3 D. pseudoobscura Ago2a1-d ancestor 85 72 -0.41 -0.0017 0.73 
D. pseudoobscura Ago2e 0 17 D. pseudoobscura Ago2e – D. affinis Ago2e ancestor 77 120 1.00 0.0027 0.00 

 
 
 
Supplementary Table S2: McDonald-Kreitman test results with alternative outgroups. Pn & Ps are the number of within-species polymorphisms after 
singletons have been removed. All values are displayed to 2dp, except ωα which is displayed to 4dp.	
 

Paralogue Pn Ps Outgroup Dn Ds α ω(α) p value 
D. subobscura Ago2a 2 9 D. subsilvestris Ago2a 58 120 0.54 0.0014 0.51 
D. subobscura Ago2f 5 11 D. subsilvestris Ago2f 165 190 0.48 0.0008 0.31 
D. obscura Ago2a 3 5 D. tristis Ago2a 20 33 0.01 0.00 1.00 
D. obscura Ago2f 20 15 D. tristis Ago2f 19 23 -0.22 -0.0008 0.71 
D. obscura Ago2e 1 5 D. tristis Ago2e 90 82 0.76 0.0105 0.38 
D. pseudoobscura Ago2a1 5 1 D. pseudoobscura Ago2b 113 80 -2.54 -0.0095 0.40 
D. pseudoobscura Ago2a3 5 4 D. pseudoobscura Ago2b 110 82 0.07 -0.0002 1.00 
D. pseudoobscura Ago2b 3 0 D. pseudoobscura Ago2a1 100 73 N/A N/A N/A 
D. pseudoobscura Ago2c 8 8 D. pseudoobscura Ago2d 60 45 0.25 0.0016 0.60 
D. pseudoobscura Ago2d 5 3 D. pseudoobscura Ago2c 62 50 -0.34 -0.0021 0.73 
D. pseudoobscura Ago2e 0 17 D. lowei Ago2e 66 133 1.00 0.0024 0.00 



Supplementary Table S3: Genetic backgrounds used in each experiment. Line refers to an 
individual isofemale line, and Origin refers to the geographic location where the female who founded 
that line was caught. 
 

   Use 
Species Line Origin DCV 

challenge 
Tissue 

expression 
Sequencing 

D. subobscura DPG1 Blackford Hill, Scotland Y Y Male 
D. subobscura DPG2 Blackford Hill, Scotland Y Y Male 
D. subobscura DPG3 Blackford Hill, Scotland   Male 
D. subobscura DPG4 Blackford Hill, Scotland  Y Male 
D. subobscura DPG5 Blackford Hill, Scotland   Male 
D. subobscura DPG6 Blackford Hill, Scotland  Y Male 
D. subobscura DPG7 Blackford Hill, Scotland   Female 
D. subobscura DPG8 Blackford Hill, Scotland   Female 
D. subobscura DPG9 Blackford Hill, Scotland   Female 
D. subobscura DPG10 Blackford Hill, Scotland   Female 
D. subobscura DPG11 Blackford Hill, Scotland   Female 
D. subobscura DPG12 Blackford Hill, Scotland Y Y Female 
D. obscura DPG1 Blackford Hill, Scotland Y Y Male 
D. obscura DPG2 Blackford Hill, Scotland  Y Male 
D. obscura DPG3 Blackford Hill, Scotland Y Y Male 
D. obscura DPG4 Blackford Hill, Scotland   Male 
D. obscura DPG5 Blackford Hill, Scotland   Male 
D. obscura DPG6 Blackford Hill, Scotland   Male 
D. obscura DPG7 Blackford Hill, Scotland   Female 
D. obscura DPG8 Blackford Hill, Scotland   Female 
D. obscura DPG9 Blackford Hill, Scotland   Female 
D. obscura DPG10 Blackford Hill, Scotland   Female 
D. obscura DPG11 Blackford Hill, Scotland   Female 
D. obscura DPG12 Blackford Hill, Scotland   Female 
D. obscura DA45 Moor Lane, England Y Y  
D. obscura DA46 Moor Lane, England  Y  
D. pseudoobscura MV2 Mesa Verde, CO, USA Y Y Male 
D. pseudoobscura MV8 Mesa Verde, CO, USA Y Y (embryo) Male 
D. pseudoobscura MV10 Mesa Verde, CO, USA Y Y (embryo) Male 
D. pseudoobscura MV11 Mesa Verde, CO, USA  Y Male 
D. pseudoobscura MV13 Mesa Verde, CO, USA   Male 
D. pseudoobscura MV19 Mesa Verde, CO, USA   Male 
D. pseudoobscura MV15 Mesa Verde, CO, USA  Y Female 
D. pseudoobscura MV21 Mesa Verde, CO, USA   Female 
D. pseudoobscura MV25 Mesa Verde, CO, USA  Y Female 
D. pseudoobscura MV26 Mesa Verde, CO, USA   Female 
D. pseudoobscura MV28 Mesa Verde, CO, USA   Female 
D. pseudoobscura MV32 Mesa Verde, CO, USA  Y Female 
D. melanogaster FR32 Montpellier, France Y   
D. melanogaster FR35 Montpellier, France Y   
D. melanogaster FR39 Montpellier, France Y   
	



Supplementary Table S4: Primers used for PCR and qPCR amplification of Ago2 par-

alogues.

D. subobscura Ago2 paralogue PCR primers

Paralogue Name Sequence

Ago2a Dsubob_Ago2_1229_5_F CCAAGAAGTGAAAGTAACAGATCG

Ago2a Dsubob_Ago2_1229_M_F CCACTGAATCGCAAGGATTCTGC

Ago2a Dsubob_Ago2_1229_M_R GGCGAATACCAAAGCGACTGATGG

Ago2a Dsubob_Ago2_1229_3_R CTTTGGGGAACGGAACTTGGTGAC

Ago2f Dsubob_Ago2_21203_5_F CACGCCTTTGAGGTGTACAGAAAGC

Ago2f Dsubob_Ago2_21203_3_R CACCAAATGTGCCAGATAGACCG

D. subobscura Ago2 paralogue qPCR primers

Name Sequence

Dsubob_Ago2a_q_F_2_1 CCAACGAGAGGAAGGCCAAGATTATAC

Dsubob_Ago2a_q_R_2 CCAGGCGAATACCAAAGCGACT

Dsubob_Ago2f_q_F_3 GATTTCAAGCGGCTCCAATGTG

Dsubob_Ago2f_q_R_3_1 GTTTGCGCTGCACCGTAAACAG

Obs_group_RpL32_q_F CTTAGTTGTCGCACAAATGG

Obs_group_RpL32_q_R TGCGCTTGTTGGAACCGTAAC

D. obscura Ago2 paralogue PCR primers

Paralogue Name Sequence

Ago2a Dobs_Ago2_2809_5_F GGACAAGTATCTGTCAATTATCTCGACG

Ago2a Dobs_Ago2_2809_18680_3_R CTTGGGGAGAACGGAACTTGG

Ago2f Dobs_Ago2_18680_5_F CCTTTGAGCTGTTCAGAGTGGAAC

Ago2f Dobs_Ago2_18680_M_F_2 GTAAATTGAGCCCCCAGTGTGTGTTGA

Ago2f Dobs_Ago2_18680_M_R CCAGCTGAGTGCGCGGGTTATC

Ago2f Dobs_Ago2_all_3_R TGGCGCCAGTCAGATAGACACG

Ago2e Dobs_Ago2_24803_5_F CGMGGTACACTGGGCAGAATCG

Ago2e Dobs_947_Ago2_24803_F GGTGAATCGCAAGGACTCCACGCT

Ago2e Dobs_Ago2_24803_M_R CAGTTCGGCTTTCTGTTTCAGTTC

Ago2e Dobs_2269_Ago2_24803_R GGCTCCACGTTGTTGTATTTGTTGTG



D. obscura Ago2 paralogue qPCR primers

Name Sequence

Dobs_Ago2a_q_F_2 GCTTTCCAAGGTTTCAGCAAGCTC

Dobs_Ago2a_q_R_2_1 CCAACATGCAAGCATAGAAGGT

Dobs_Ago2f_q_F_3_1 GCACTCCGTCCACGTACG

Dobs_Ago2f_q_R_3 CTCATTCGGATGGACAATGATCCT

Dobs_Ago2e_q_F_4 CAACTACAACAAGATGCGGGACCTTG

Dobs_Ago2e_q_R_4 GAAGTGCGGATCCAGGCTCT

Obs_group_RpL32_q_F CTTAGTTGTCGCACAAATGG

Obs_group_RpL32_q_R TGCGCTTGTTGGAACCGTAAC

D. pseudoobscura Ago2 paralogue PCR primers

Paralogue Name Sequence

Ago2a1&3 Dper.mir.A_F TGGAGGTTGTGTTGGCAGTA

Ago2a1&3 DpseAgo2A_R CTANACGAARTACATAGGRTTCGTCTTC

Ago2a3 Dpse_GA22965_3_out_F_2 CCAAGAGGACGAAAACACTGATTGG

Ago2a3 DpseAgo2A_R CTANACGAARTACATAGGRTTCGTCTTC

Ago2b Dper.mir.D_F CAGTACGATGTGAAGATCACGTCAGTAT

Ago2b Dpse_Ago2_UnivR GCCAGTRAGRTAGACACGTCC

Ago2c Dpse_Ago2c_5_F GGCCGTACCCTGACTTACACTGTGGAAC

Ago2c Dpse_Ago2c_M_F CTTGGAAAACGACTTCATTGTGGTGC

Ago2c Dpse_Ago2c_M_R CTGTAATTCCGTATATCGGCCTTCTG

Ago2c Dpse_Ago2c_3_R CACGAAATACATGGGGTTCGTTTTCAT

Ago2d DpseAgo2B_MF ATGCCAGCTGTGGCCTACCA

Ago2d Dpse_Ago2d_M_F CTGGATGGGAAGCAAACGACGG

Ago2d qrtD_R GAAGTCAGTGCCCAGGCGT

Ago2d Dpse_Ago2d_3_R GGAACTCTGGAACAATCAACCGCTTTT

Ago2e pse_Ago2E_5_F CGAGGTGGCTGTGAACTACCTGCAG

Ago2e pse_Ago2E_3_R CATGGGGTTCCTGCTGGACAGG



D. pseudoobscura qPCR primers

Gene Name Sequence

Ago1 Obsgroup_Ago1_q_F_2 GTGAAGTTCACCAAGGAGATCAAGG

Ago1 Obsgroup_Ago1_q_R_2 GGTTACATTGCAGACACGATACTTGC

Ago2a Dpse_Ago2a_q_F_3 ATGGTTATTCAGAAGAGTCGCAAAG

Ago2a Dpse_Ago2a_q_R_3 CTAGTTCACGTTCATCCTTGTAGTACAG

Ago2b Dpse_Ago2b_q_F GGGAAAGGAAAATAAATATAAACCGAA

Ago2b Dpse_Ago2b_q_R CGCACCTGTAGCTTTTAGTTGA

Ago2c Dpse_Ago2c_q_F AAGGAGGCGGACAACAGAG

Ago2c Dpse_Ago2c_q_R TGTGCTTGCTGACCCTGAG

Ago2d Dpse_Ago2d_q_F TCAGATTGAGTACAAAAACAAGTTG

Ago2d Dpse_Ago2d_q_R CCCTGAAAATCGACCACTCTTA

Ago2e qrtE_F_3 GAACTACAACAAGATGCGGGACTTCG

Ago2e qrtE_R_2 GCTTGGGTCCAGGCTCTTGG

Ago3 Dpse_Ago3_q_F_1 CGAAAGCAGTTCGATCCTTCATGTCC

Ago3 Dpse_Ago3_q_R_1 CGTCACAGCAGAGCATTAATCCTCC

Aub Dpse_Aub_q_F_1 GCATTCAACAAGCGCTTGCAATC

Aub Dpse_Aub_q_R_1 ACGCGAGCTGGGATGTCCAC

Piwi Dpse_Piwi_q_F_1 GCGTATGGGCATATTGTCAAATCACG

Piwi Dpse_Piwi_q_R_1 GGCCACACAGCACAATTGAATC

RpL32 Fly rp49 qPCR F-a TGCCAAGTTGTCGCACAAATGG

RpL32 Fly rp49 qPCR R-i TACGCTTGTTGGAGCCGTAAC



Supplementary Table S5: Primers used for Sanger sequencing of Ago2 paralogues.

D. subobscura Ago2a sequencing primers

Name Sequence

Dsubob_Ago2_1229_5_F CCAAGAAGTGAAAGTAACAGATCG

Dsubob_s_800_Ago2a_F CTAGACTTCAGGCGTAACGATATCG

Dsubob_Ago2_1229_M_F CCACTGAATCGCAAGGATTCTGC

Dsubob_s_1635_Ago2a_F GCAATATGGCATTCTCACACAATG

Dsubob_s_2085_Ago2a_F CTGCTGCAAGATGCACATTAAGC

Dsubob_Ago2_1229_3_R CTTTGGGGAACGGAACTTGGTGAC

Dsubob_s_1965_Ago2a_R GTGCTCAAGGGTTATTGACTCCATGTC

Dsubob_s_1420_Ago2a_R GTACTGCATCTTACCGTACAGTATGG

Dsubob_Ago2_1229_M_R GGCGAATACCAAAGCGACTGATGG

Dsubob_s_710_Ago2a_R CCACATTGACAAATGGACGATCACC

D. subobscura Ago2f sequencing primers

Name Sequence

Dsubob_Ago2_21203_5_F CACGCCTTTGAGGTGTACAGAAAGC

Dsubob_s_440_Ago2f_F GCTGGTCGCTCCTTCTTCAAGC

Dsubob_s_1480_Ago2f_F GCTGCAGCACGGCATACTGAC

Dsubob_s_1935_Ago2f_F CGTGTTGCAAGAAGCACATTCG

Dsubob_Ago2_21203_3_R CACCAAATGTGCCAGATAGACCG

Dsubob_s_1820_Ago2f_R GCAAGTGCTCCAGCGTGATGG

Dsubob_s_1500_Ago2f_R GTCAGTATGCCGTGCTGCAG

Dsubob_s_624_Ago2f_R CGTGATATCGCTCAATGTACTCCAC

D. obscura Ago2a sequencing primers

Name Sequence

Dobs_Ago2_2809_5_F GGACAAGTATCTGTCAATTATCTCGACG

Dobs_s_720_Ago2_2809_18680_F AATCTTGGCGACGGCTACGAAGCTC

Dobs_s_1215_Ago2_2809_18680_F CCATGATTAGGTATGCTGCCACATC

Dobs_s_1715_Ago2_2809_18680_F GGCTGAGCTGCAGTATGGCATTCT

Dobs_s_1984_Ago2_2809_18680_F GCAATATCGCTTGCAACGCTCTG

Dobs_s_2586_Ago2_2809_F GGTCAGCCATCAGTCCATTCAGG

Dobs_Ago2_2809_18680_3_R CTTGGGGAGAACGGAACTTGG

Dobs_s_1922_Ago2_2809_18680_R CGCTGATCGGGCGATGGATG

Dobs_s_1435_Ago2_2809_18680_R CCATGCGCCACGAACCGTT

Dobs_s_798_Ago2_2809_18680_R TCCACATTGACAAACGGACG



D. obscura Ago2f sequencing primers

Name Sequence

Dobs_Ago2_18680_5_F CCTTTGAGCTGTTCAGAGTGGAAC

Dobs_s_720_Ago2_2809_18680_F AATCTTGGCGACGGCTACGAAGCTC

Dobs_s_1215_Ago2_2809_18680_F CCATGATTAGGTATGCTGCCACATC

Dobs_s_1715_Ago2_2809_18680_F GGCTGAGCTGCAGTATGGCATTCT

Dobs_Ago2_18680_M_F_2 GTAAATTGAGCCCCCAGTGTGTGTTGA

Dobs_s_1984_Ago2_2809_18680_F GCAATATCGCTTGCAACGCTCTG

Dobs_Ago2_all_3_R TGGCGCCAGTCAGATAGACACG

Dobs_s_1922_Ago2_2809_18680_R CGCTGATCGGGCGATGGATG

Dobs_Ago2_18680_M_R CCAGCTGAGTGCGCGGGTTATC

Dobs_s_1435_Ago2_2809_18680_R CCATGCGCCACGAACCGTT

Dobs_s_802_Ago2_18680_R CGCGTATAGCAGTGCTATGAC

Dobs_s_798_Ago2_2809_18680_R TCCACATTGACAAACGGACG

D. obscura Ago2e sequencing primers

Name Sequence

Dobs_Ago2_24803_5_F CGMGGTACACTGGGCAGAATCG

Dobs_s_553_Ago2_24803_F GTGAATGTGGACATCACACACAAGTG

Dobs_s_1044_Ago2_24803_F GCAGTACTTCAGCCACAACACGG

Dobs_947_Ago2_24803_F GGTGAATCGCAAGGACTCCACGCT

Dobs_s_1377_Ago2_24803_F GAGCCTGGATCCGCACTTCAAGG

Dobs_s_1881_Ago2_24803_F GGTCAGCGATGGGCAGTTCC

Dobs_2269_Ago2_24803_R GGCTCCACGTTGTTGTATTTGTTGTG

Dobs_s_1812_Ago2_24803_R GGCTGTTATCGACTCCATGTCCTC

Dobs_Ago2_24803_M_R CAGTTCGGCTTTCTGTTTCAGTTC

Dobs_s_1064_Ago2_24803_R GTGTTGTGGCTGAAGTACTGCAG

Dobs_s_578_Ago2_24803_R CACTTGTGTGTGATGTCCACATTCAC



D. pseudoobscura Ago2a1/Ago2a3 sequencing primers

Name Sequence

Dper.mir.A_F TGGAGGTTGTGTTGGCAGTA

Dpse_s_1561_Ago2ab_F CTGAARCACATTTAYTTGCCTATCG

Dpse_s_2011_Ago2ab_F GTCAATCTGTGCCTGGATRCCAARG

Dpse_s_2487_Ago2ab_F GTCGATAACCCTKGAGCACTTGCGTG

DpseAgo2A_R CTANACGAARTACATAGGRTTCGTCTTC

Dpse_s_2808_Ago2ab_R GTTGTATTGCGATGGARCTCCGYTCG

Dpse_s_2220_Ago2ab_R CTCGACTGTGATCTGCTTGAKGC

Dpse_s_1611_Ago2ab_R CTGYCCATCSTCAATGCGACATAG

D. pseudoobscura Ago2a3 sequencing primers

Name Sequence

Dper.mir.A_F TGGAGGTTGTGTTGGCAGTA

Dpse_s_1561_Ago2ab_F CTGAARCACATTTAYTTGCCTATCG

Dpse_s_2011_Ago2ab_F GTCAATCTGTGCCTGGATRCCAARG

Dpse_s_2487_Ago2ab_F GTCGATAACCCTKGAGCACTTGCGTG

DpseAgo2A_R CTANACGAARTACATAGGRTTCGTCTTC

Dpse_s_2808_Ago2ab_R GTTGTATTGCGATGGARCTCCGYTCG

Dpse_s_2220_Ago2ab_R CTCGACTGTGATCTGCTTGAKGC

Dpse_s_1611_Ago2ab_R CTGYCCATCSTCAATGCGACATAG

Dpse_GA22965_3_out_F_2 CCAAGAGGACGAAAACACTGATTGG

D. pseudoobscura Ago2b sequencing primers

Name Sequence

Dper.mir.D_F CAGTACGATGTGAAGATCACGTCAGTAT

Dpse_s_912_Ago2b_F CAGGAAGACGCAGGAATCGGAAG

Dpse_s_1561_Ago2ab_F CTGAARCACATTTAYTTGCCTATCG

Dpse_s_2011_Ago2ab_F GTCAATCTGTGCCTGGATRCCAARG

Dpse_s_2487_Ago2ab_F GTCGATAACCCTKGAGCACTTGCGTG

Dpse_Ago2_UnivR GCCAGTRAGRTAGACACGTCC

Dpse_s_2808_Ago2ab_R GTTGTATTGCGATGGARCTCCGYTCG

Dpse_s_2220_Ago2ab_R CTCGACTGTGATCTGCTTGAKGC

Dpse_s_1611_Ago2ab_R CTGYCCATCSTCAATGCGACATAG

Dpse_s_1087_Ago2b_R CAACCTCCAGACACTGCAAGGCTC



D. pseudoobscura Ago2c sequencing primers

Name Sequence

Dpse_Ago2c_5_F GGCCGTACCCTGACTTACACTGTGGAAC

Dpse_s_1248_Ago2_c_F GACTACAGGCGTTACGATATCGAATC

Dpse_s_1683_Ago2_c_F CCAAGATCATCCACTTGCTCG

Dpse_Ago2c_M_R CTGTAATTCCGTATATCGGCCTTCTG

Dpse_s_1476_Ago2_c_R CAACATGCAAGCAGAGCAGGTTC

Dpse_Ago2c_M_F CTTGGAAAACGACTTCATTGTGGTGC

Dpse_s_2508_Ago2_c_F CATGGAGTCGATAACTCTTGAGCACTTTC

Dpse_Ago2c_3_R CACGAAATACATGGGGTTCGTTTTCAT

Dpse_s_2533_Ago2_c_R GTGCTCAAGAGTTATCGACTCCATGTC

Dpse_s_1943_Ago2_c_R CGACCACACTCATGTAGTTAATCTTACC

D. pseudoobscura Ago2d sequencing primers

Name Sequence

DpseAgo2B_MF ATGCCAGCTGTGGCCTACCA

Dpse_s_612_Ago2d_F GTCAGAGCCCGGTAAAGCCTTTG

qrtD_R GAAGTCAGTGCCCAGGCGT

Dpse_s_754_Ago2d_R CAATGATCGTCATGGCCTTCGGAAAG

Dpse_Ago2d_M_F CTGGATGGGAAGCAAACGACGG

Dpse_s_1443_Ago2_d_F GTCAATGTGTGCCTGAATGACAACG

Dpse_s_1933_Ago2_d_F GAGCACTTGCGTGTCTATCATCAGTACC

Dpse_Ago2d_3_R GGAACTCTGGAACAATCAACCGCTTTT

Dpse_s_1911_Ago2_d_R CCTGTATCTCCTCCAAGTCAGAGC

Dpse_s_1348_Ago2_d_R CGACCACTCTTATGTAGTCAATCTTACC

D. pseudoobscura Ago2e sequencing primers

Name Sequence

pse_Ago2E_5_F CGAGGTGGCTGTGAACTACCTGCAG

Dpse_s_926_Ago2e_F CAACTGTGATGGCACGAAGGTGAC

pse_Ago2E_M_F GGCTTGTGGCACATCGACAGGTC

Dpse_s_1921_Ago2e_F GCGTCCTACAACATGCAGTACCG

pse_Ago2E_3_R CATGGGGTTCCTGCTGGACAGG

Dpse_s_2117_Ago2e_R CATCCCTCGCAGCTCCTCGTTCC

Dpse_s_1575_Ago2e_R CTTGGGTCCAGGCTCTTGGCGTC

Dpse_s_1055_Ago2e_R GCACAGCTCAATGGGCAGATAGACGG


