
300 310 320 330 340 350

HWALLFSCLTQGFQEGLQVFSNLDPSTECSNAYGFSSIAGGLTRMVDWMYACP---KRRG299 DAV

HLSALVSVLSQSFSGALKIMT---EDSTSFNAYGFSWTNGGAEDLAIWARQAGEAGKKPP288 TaV

HLSALVSVLSQSFSKALKIMT---EESTSYNAYGFSWTNGGAEDLVIWARGAGEVGKEPP288 EeV

--------ITMKSSSGLPFIG---KTKGETVTSALAICDTFLREVSECVKEGA---MASD242 BSNV

--------INLKSSSGLPYVG---RTKGETIGEMIAISNQFLRELSTLLKQGAGT-KGSN252 IBDV

360 370 380 390 400 410

RVVCYGDDACITFWSQGVLYRVDPDFKQMDGSIDREDARITIEWVLHHLRKDLGVEETPA356 DAV

RIACYGDDTDIYYRKDGKLYRICPDFKQMDGSVDATTIEAVVDYVVDAHVKQY--PTARQ345 TaV

RIACYGDDTDIYYRQKGRLYRICPDFKQMDGSVDETTIKAVVDYVVHAHTSQY--PLAKG345 EeV

NQKLQKLLQDYWYLSCGLLFPKAERYEKK-------A-----------------------288 BSNV

KKKLLSMLSDYWYLSCGLLFPKAERYDKS-------T-----------------------300 IBDV

420 430 440 450 460 470

FWKTVAAVWLDMAIDPHFIVDGKTVYKKKNPHGLMTGVPGTTLFDTVKSVIVWNEMLDQA416 DAV

FWEEVGKLWVEMATQSPFLIDGTKVYRKMQKDGLMTGVVGTTLFDTVKSALAYNDWADQL403 TaV

FWLEVGKLWVEMATSSPFLIDGTLVYRKKQKDGLMTGVVGTTLFDTVKSALAYKDWADQL403 EeV

WLTKTRNIWSAPFPTHLLLSTISWPIMNSSKNNILNVPECVSLYG--FN--PFSGGMDAV318 BSNV

WLTKTRNIWSAPSPTHLMISMITWPVVSNSPNNVLNIEGCPSLYK--FN--PFRGGLNRI330 IBDV

480 490 500 510 520 530

SVGSIDLLNEAQVVEWMKRQG-LVVKEGTWSPVALPAR-DTEGLITDHKFLGVQIMGVYH476 DAV

MFGSLNLLEEKYAIEFFKNKHGLVIKEGTWKPALVNEDPGFGELWTEQKFLGLQLKVVRR463 TaV

LFGDLELLKEKKAIKFFKEKHGLVIKEGTWNPTAVTEDPGYDELWTEQKFLGLQIKVVKH463 EeV

VTNILAQPDETLFLIYADNIY--IYMDRTWFSIDLEKG---EANATPEHAQAVSYYLLTR374 BSNV

VEWILA-PEEPKALVYADNIY--IVHSNTWYSIDLEKG---EANCTRQHMQAAMYYILTR386 IBDV

540 550 560 570 580 590

RHR--VIHVPTMPESDALEMMLCQKDNPFEKAVSRTARQRTLYDRMRGLMITMGFSIPRI534 DAV

EN--EKVYVPNLPFEDWLTMWVTPRSK-YRSKETETMRERTLFDRARGLLVTGAVFDERA523 TaV

ADTDEKVFVPTLPYSDWLSMWVTPRAR-LGHKESYTMRQRTLFDRARGLLVTGAAFDKQA523 EeV

G-------------------WTQ----------------------DDGSPAFNATWATIA429 BSNV

G-------------------WS-----------------------DNGDPMFNQTWATFA440 IBDV

600 610 620 630 640

EETIHAVVNTIPGEIIVMQTQEQT--GTKPEHITLQD---FEYPDSSGFPSRDFCLDLYS592 DAV

RGLMGAVINSTAPEVVCMRVQEGGGRGAPPAYAFLTRDGVFEFPISDGYPSYDWVVSLYS580 TaV

RELMGSVINETPSEIVCMKVQEGGGRGAPPSYAFLTRDGNFEFPVSDGFPDLAWTTRLYS582 EeV

MMIAPSLVVDSSCLFMNLQLKTYG-QGSGNAWTFLIN--------------HTLSTILVG448 BSNV

MNIAPALVVDSSCLIMNLQIKPYG-QGSGNAATFINN--------------HLLSTLVLD458 IBDV

Supplementary Figure 1. Alignment of RdRP showing C-A-B arrangement of 
RdRP motifs. Virus RdRP regions as shown for Drosophila A virus (DAV), Thosea 
asigna  virus  (TaV),  Euprosterna  elaeasa  virus  (EEV),  blotched  snakehead  virus 
(BSNV) and infectious bursal disease virus (IBDV). The regions identified as the C, 
A and B motifs are indicated. Amino acids matching the DAV sequence are boxed in 
grey and dashes represents gaps introduced to improve alignment. Alignment was 
performed  using  standard  parameters  for  Clustal  W  in  the  DNA star  software 
package.
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