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Table S1. Oligonucleotide primers used in reverse-transcription-polymerase chain reaction amplification 
for the yeast two-hybrid assay 

 

  



 

Figure S1. Genome organization of IVR-like genes in Nicotiana benthamiana. Genomic 
sequences and mRNA-derived sequences that contain IVR-like sequences were compared 
with the sequence of the tobacco IVR coding region, allowing the positions of exons and 
introns to be determined (A). In N. benthamiana, alternate copies of partial or complete exons 
were found, either downstream of the complete IVR copy (B), upstream of the complete copy 
(C), or within an intron of the complete copy (A); those exons or fragments in either the intron 
in (A) or upstream in (C), were in antisense orientation. Numbers above the “chromosome 
line” represent the transcripts coordinates, while numbers below the lines or introns represent 
the genome sequence coordinates from specific genomic scaffolds. 

  



 

Figure S2. Comparison of an unknown protein-encoding gene fragment of Arabidopsis thaliana 
with the sequence encoding the full-length Arabidopsis anaphase-promoting complex 
subunit 7 (APC7). (A) The N-terminal 282 amino acids (aa) sequence of the 558-aa APC7 
protein (NP_850309; 16 SEP 2003), external to the C-terminal co-linear fragment alignment. (B) 
Comparison of the partial 276-aa APC7 protein sequence (derived from At2g39090; 02 FEB 
2001) (upper line of each paired lines) with the C-terminal 276-aa APC7 protein sequence of 
the 558-aa APC7 protein (lower line of each paired lines). The two sequences are identical in 
the regions of overlap. 

 

 


