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Figure S1: Multiple sequence alignment of D-RNA1 clone (referred to in the figure as D-RNA1_Sanger) 

with the defective reference from HTS (MEaV-1_RE-LJV-D-RNA-1). The term “DELETIONZONE” has been 

inserted into the HTS defective reference to identify the zone where the deletion is located. This zone 

consists in 568 nucleotide sequences and is indicated by the rectangle. 
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Figure S2: Multiple sequence alignment of D-RNA2 clone (referred to in the figure as D-RNA2_Sanger) 

with the defective reference from HTS (MEaV-1_RE-LJV-D-RNA-2). The term “DELETIONZONE” has been 

inserted into the HTS defective reference to identify the zone where the deletion is located. This zone 

consists in 3761 nucleotide sequences and is indicated by the rectangle. 
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Figure S3: Multiple sequence alignment of D-RNA3 clones (two clones were sequenced and are referred 

to in the figure as D-RNA3a-Sanger and D-RNA3b-Sanger) with the defective reference from HTS (MEaV-

2_RE-LJV-D-RNA3). The term “DELETIONZONE” has been inserted into the reference HTS defective to 

identify the zone where the deletion has been identified. This zone consists in 648 nucleotide sequences 

and is indicated by the rectangle. 
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Figure S4: Multiple sequence alignment of D-RNA4 clone (referred to in the figure as D-RNA4-Sanger) 

with the defective reference from HTS (MEaV-2_MG-Mena-D-RNA-4). The term “DELETIONZONE” has 

been inserted into the reference HTS defective to identify the zone where the deletion is located. This 

zone consists in 444 nucleotide sequences and is indicated by the rectangle. 

 


