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DESCRIPTION
Three contemporary studies of the virus architecture of 
important fungal infections causing harm to forests and 
agriculture are the identification and characterization of new 
members of the families Chrysrviridine, Endornazdridae, Fiwaviridae, 
and Nanraviridae, Partifivirickw, Tativiridae, Qinidrir, and others. 
The investigation of the effects of viruses on their fungal hosts, 
most significantly on fungal morphology, spore production, 
growth, virulence, and in the case of killer yeast systems, 
Understanding how these effects are mediated is crucial, and 
applications of high-throughput next-generation sequencing 
technologies, such as transcriptase and small RNA profiling, 
increase the sensitivity of virus detection while also providing 
insight into the molecular mechanisms underlying the observed 
phenotypes. Furthermore, considering its implications for virus-
induced hypo virulence and other phenotypic abnormalities as it 
is frequently understood the relationship between antiviral RNA 
silencing and infection is unquestionably a crucial one. 
Mycovirology is not as developed as human, animal, or even 
plant virology; in general, Mycoviruses receive significantly less 
attention than, for example, influenza because they are not 
potentially fatal human diseases.

Double stranded RNA
 When it came to eradicating the addition to the group of viruses
chestnut blight in Europe over the past century, the utilization of 
Mycoviruses as biological control agents within the context of 
integrated pest management programs was their moment of 
glory. The development of reverse genetics systems for 
Mycoviruses and understanding of the molecular mechanisms are 
necessary prerequisites. Double-stranded RNA (dsRNA) viruses 
can also be found in unicellular and simple eukaryotes (fungi and 
protozoa), plants, and animals in addition to bacteria. Studies 
indicate that no known dsRNA viruses infect archaea N. 
Although the group of dsRNA viruses is extremely diverse, they 

all share several functional characteristics and comparable design 
principles. Although dsRNA viruses are a fairly varied 
category, they share several functional traits and similar 
architectural ideas. There haven't been any reports of dsRNA 
viruses. Despite being a very diverse group, dsRNA viruses 
have several functional characteristics in common as well as 
common architectural concepts. From a single shell to a multi-
layered and concentric capsid, the complexity of the capsid 
varies. The innermost capsid (or inner core), which all viruses 
contain, is dedicated to the organization of the viral genome and 
viral polymerase, whereas the outer shell serves as protection and 
is involved in cell invasion. This unique capsid is made up of 
l2C1 protein subunits organized in a T=1 icosahedral shell, a 
capsid protein (C11), and other components. Given that the 
viral RNA-dependent RNA polymerase(s) (RdRp) is typically 
packed as an integral part of the capsid, it is known that capsids of 
dsRNA viruses are essential for Geronimo replication. 
Additionally, capsids serve as molecular sieves, allowing single-
stranded (ss) RNA transcripts to leave for host cytoplasmic 
translation and nucleotides to enter for intra-capsid RNA 
synthesis. Presumably, the holes are too small to let in enzymes 
that would cause degradation. Throughout the viral cycle, 
capsids maintain their structural integrity, isolating dsRNA 
sensor-mediated antiviral host defense systems, including RNA 
silencing, interferon production, and apoptosis, are not triggered 
in the presence of RNA molecules and any replicative 
intermediaries. The first definitively reported viruses having a T-
capsid were the tot viruses, which infect the yeast Saccharomyces 
cerevisiae and the smut fungus Ustilago Mayadis, respectively 
114 generated by 12 decamers as opposed to 12 pentamers. 
The severe requirements for capsid RNA metabolism-
associated activity are likely a factor in the conservation 
of this stoichiometry and design, given that the tightly packed 
genome and replicative complexes make up the capsid organ.
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