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Supplementary Figure 1. The 3’ ends of HDaV1 and HDaV2 genomes. (a) Sanger sequencing of the 3’
RACE products. The ORF2 is presented as a grey arrow. (b) The optimal secondary structure predicted
for the 3’ends of HDaV1 and HDaV2 using the RNAfold web server (http://rna.tbi.univie.ac.at//cgi-
bin/RNAWebSuite/RNAfold.cgi).
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ORF1 ORF1b
HDaV2 BAUACCACCCARA ABGRAGACUINICCU AC AREERUNEEIE U - ANCC CERGEEUELGAE CEIC UUCU CGUGNBUEGCACCEGEGUU C UIEAUCAAIEUCGU AAAUCA UUABITACAUE GATK U CIININES A GA ACEAREIARNIE AU ASE UES CAG ANIEARS A G G UEEIIE GG U
BDN T T GQUNMENDS F P MM KWDE S S F -MiM P R SVAEEN BMESIN P A R EEN A G P BENNV

ORF1 ORFib
BaDV-2 BAUAUAACAA AU CBARU AUG AT - - - AC TR IEEIEUIITU - ARCA LERCEEUET GAR UEC C G UUAAGGIIEUEACACCEGE G CAAANTEUUCUAIACAACCUAGUGU UEIACAUEGCITU ANIIIEEC GAACEARR ENIEGU UEE UESE UAUUIITAES GC CAREIIEAA C
FDOEE T RS N BMESIN---BESMERSDT S S F -liwwin R OVOEEE ENESVE P A WINEEN A P P WEN T

ORF1 ORF1

BaDV-1 BUACUUGAGGAS UBGRAGACUBNICCA O U SERUNE IS ANYC C GG U CERCIESAEE A GE ARA AUA CAAAATISAB UA GU U U UUAAATIEA A AACIE GAUACCAAGU G AATNC U U CIE AT G UIEINETS U C C U A ISR)AINIE G C USS A[ETS A GU U (S CCACTEIIIEAA A
EVANSEENNENSVAEENSDS F P EENEENNDE S S F R EVESHIGEVENGY K Y KEE T S S F K S KEVENIN P S EENEVE FEEN C FUGI P T NENNN A P A NVANEN A NHI P HEN K

Supplementary Figure 2. Alignment of a selected region of HDaV2 and two related viruses (BaDV-1 and
BaDV-2). All ORFs are represented as arrows pointing from the 5’ to the 3’ end and are colored in grey.
The protein translation is below the nucleotide sequence. The arrow shows a single nucleotide deletion
that generates the two ORFs (ORF1 and ORF1b) in HDaV2 and BaDV-2.



