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 TSN.agam  (193) KAIIEHVRDGSTVRAFLMPNPRVFQHVTLMMSGIRCPGFKLDAEGRPDNT 

   TSN.dm  (198) KAIIEHVRDGSTVRAFLLP---DFHYITLMISGIRCPGVKLDADGKPDLS 

 

                 251                                            300 

  TSN.aae  (239) AEVPFAEEARYFVESRLLQRDVEIRLESVNNSNFVGTIIFPKGNIAEALL 

 TSN.agam  (243) TEVPYADEARFHVECRLLQREVKVRLESNSNTNFLGTILCPEGNIAESLL 

   TSN.dm  (245) VKVPFADEARYYVETRLLQRDVEIRLESVNNSNFIGTILYPKGNIAESLL 

 

                 301                                            350 

  TSN.aae  (289) KEGFAKCVEWSMPYVKEGVDRLRAAEKHAKGNRLRLWKDYQAPTAAYNTK 

 TSN.agam  (293) RNGFAKCVEWSIPYVKEGIDRLRACEREAKAARLRLWKDYKPPAALANTK 

   TSN.dm  (295) REGLAKCVDWSMAVMKTGTDKLRAAERFAKEKRLRQWQDYQAKTPAFNSK 

 

                 351                                            400 

  TSN.aae  (339) DKDFTGTVVEVFNGDAVMVKISNTVSKKVFLSSIKPPREA----ARTADE 

 TSN.agam  (343) DKELVGTVMEVYNGDAVLVKVG-TVSKKVFFSSIRPP--------RPKED 

   TSN.dm  (345) EKDFSGTVVEVFNGDAINVRLSNGQVKKVFFSSIRPPRDQRAVVGTDGEE 

 

                 401                                            450 

  TSN.aae  (385) EGNLPPRPKGSRPLYDVPWMFEAREFLRKKLIGKKVHCSLDYVTPARDNF 

 TSN.agam  (384) DG---PRAKNSRPLYDIPYMFEAREFLRKKLIGKRVTCTLDYVAPARDNY 

   TSN.dm  (395) IVKAPPRGKNYRPLYEIPHMFDAREFLRKKLINKKVQCNLDYISPPRENF 

 

                 451                                            500 

  TSN.aae  (435) PEKCCYTVTLSGANVAEALVAKGLATVIKYRQDDDQRSVHYDELRSAETQ 

 TSN.agam  (431) PEKYCYTVRLDDQNIAEAMLERGLATVINYRQDDEQRSPEYDKLRAAQEQ 

   TSN.dm  (445) PEKYCYTVSIGGQNVAEAMVAKGLATCVRYRQDDDQRSSAYDQLIAAEQQ 

 

                 501                                            550 

  TSN.aae  (485) AMKQLKGVHAKDDIPSHRINDLTVDHSRIKHQYLPSWQRALRTEAIVEFV 

 TSN.agam  (481) AIKGQKGMHAKKQTPSHRINDLTTDHSRIKHHYLPSWQRALRTEALVEFV 

   TSN.dm  (495) AIKGLKGLHAKKDNATLRVNDLTVDHSRIKVQYLPSWQRALRTEAIVEFV 

 

                 551                                            600 

  TSN.aae  (535) ASGSRFRIYCPKDSCLVTFLLAGISCPRSSRPALSGVPAQEGEPFGDEAL 

 TSN.agam  (531) ASGSRLRLYCPKESCLVTFLLAGISCRRSSRPAIGGAPAQEAEPYGDEAL 

   TSN.dm  (545) ASGSRLRIFVPKDSCLVTFLLAGISCPRSSRPALNGVPAQEGEPFGDEAL 

 

                 601                                            650 

  TSN.aae  (585) QFSKERILQRDVSVKIETTDKAATSVIGWLWTENNVNLSVALVEEGLASV 

 TSN.agam  (581) QFTREKVLQRDVSVKIETTDKQATSVIGWLFTDHNVNLSVALVEEGLAEV 

   TSN.dm  (595) TFTRERVLQRDVSVHIDTTDKAGSSVIGWLWTDSGANLSVALVEEGLAEV 

 

                 651                                            700 

  TSN.aae  (635) HFTAEKTEHFRALSEAEARAKAKRKNIWKDYVEKVEEDN-KENEDEKDDP 

 TSN.agam  (631) HFTAEKSDYYRVLRDAEARAKAQRKNIWKDYVEKAAAEEEKDEIEDTPDV 

   TSN.dm  (645) HFSAEKSEYYRQLKIAEDRAKAAKKNIWTNYVEEVPKEK--TVTEEEKED 

 

                 701                                            750 

  TSN.aae  (684) AAPADRKVKYENVVVTEVTPELHFYAQHADQGAKLEELMTKLRQEFRAMP 

 TSN.agam  (681) NTPVERKVKYESVVVTEVTPELQFYAQHTDQGAKLEELMTKLRQDFKAMP 

   TSN.dm  (693) KVVAERKVNYENVIVTEITETLTFFAQSVESGSKLESLMSKLHADFQSNP 

 

                 751                                            800 

  TSN.aae  (734) PVTGAYNPRRGDMCAAKFSEDNEWYRAKVEKIEKGGNASILYVDYGNRET 

 TSN.agam  (731) PVTGSYAPKRGDMCAAKFSEDNEWYRAKVEKVEKGGNVTILYIDYGNRET 

   TSN.dm  (743) PIAGSYTPKRGDLVAAQFTLDNQWYRAKVERVQ-GSNATVLYIDYGNKET 



 

                 801                                            850 

  TSN.aae  (784) VPTTRLAMLPPAFISDKPYAHEYSLALVVLPTDEEDKADALKAFAQDALN 

 TSN.agam  (781) VPSTRLAMIPPTFISEKPFAHLYVPALLLLPTDADDRAEAVKAFSQDVLN 

   TSN.dm  (792) LPTNRLAALPPAFSSEKPYATEYALALVALPTDNEDKEEALRAFSEDVLN 

 

                 851                                            900 

  TSN.aae  (834) KTLQMNVEYRVSG-AEHVTLVDPATKVDIGKELVSDGFLIAEKNKKDRRL 

 TSN.agam  (831) RTLNMNVEYRISG-TEYVTLTDPATKADIAEDLIADGYLIADKNKKDRRL 

   TSN.dm  (842) HKVQLNVELKVTGSPNLATLRDPTTKVDFGKQLVAEGLVLAEQ-RGERKL 

 

                 901                                 939 

  TSN.aae  (883) QKLINDYKEAEQSARKNRNGIWQYGDSTEDQAGEFGLSR 

 TSN.agam  (880) TKLIADYKDAE---------------------------- 

   TSN.dm  (891) KELVDQYKAAQEAARVAHLAIWKYGDITQDDAPEFR--- 

 

 

 

Additional file 1.  Amino acid conservation of Ago2, Dcr2, and TSN across 

species.  (A) Ago2.  (B)  Dcr2.  (C)  TSN.  Black shaded sequence indicates a.a. 

identity; gray shaded sequence indicates a.a. similarity.  Ae. aegypti, Ago2. aae, 

[Vectorbase:  SUPP_AEDES003395]; An. gambiae, Ago2.agam, [Genbank: 

XM_559969]; D. melanogaster, Ago2.dm isoform B, [Genbank: NP_648775].  Dcr2.aae, 

[Genbank: AY713296]; Dcr2.agam, [Genbank: XM_320248]; Dcr2.dm, [Genbank: 

NM_079054].  TSN.aae, Genbank: [AAEL000293], Genbank: [NP_612021], Genbank: 

[XM_315689]. 

 


