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The analysis of RHDV genome sequence and the prediction of the
structure and function of its unstructured protein VPg
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Figure 1 Genomic organization of RHDV. The genome of RHDY is composed of two narrowly overlapping CRFs, CORFT and ORFZ. ORF1 codes
for a polyprotein that is deaved by the virus encoded trypsin like cysteine protease (arrowheads) and originates the major structural protein for
the capsid (WPBO) and the non structural proteins pl6, p23, helicase, p29, VPg, protease and RoRp. CORFZ codes for a minor structural protein,
WP10. A subgenomic mRNA encoding both the structural proteins WPa0 and VP10 can also be found in wiral partides Both the genomic and
subgenomic FMNA are polyadenylated at their 3'end and have the virus encoded protein, WPg, covalently attached to their 5" end.
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Model information:

Modelled residue range: 10to 73
Based on template: [2m4hA] (99.9 A)
Sequence ldentity [%]: 40.63
Evalue: 4.20e-28

Quality information:[details] QMEAN Z-Score: -1.39


http://swissmodel.expasy.org/workspace/smtl/index.php?method=results&wt=1&pdbid=2m4hA
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