
 

Figure S4. Schematic representation of the coverage of assembled contigs across the viral reference genome and the reconstructed 

genome sequences of ToMV. The library name and NCBI accession number of the viral reference genome sequence are indicated on 

the left. Contigs are shown in blue and putative open reading frames (ORFs) in green. The 3’ UTR sequence was determined by RT-

PCR and Sanger sequencing. The black line represents the reconstructed genome sequence. 


