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Herpes simplex virus latent infection in neurons
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Structure and genome organization of the Polyomavirus
Simian Virus 40: an example of Class | tumoral virus
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Structure and genome organization of the Poxvirus Vaccinia virus: an
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Structure and genomic organization of a Reovirus
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Structure and genome organization of the Picornavirus
Poliovirus: an example of Class IV virus
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Inhibition of translation in poliovirus-infected cells
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Structure and genome organization of a Paramyxovirus:
an example of Class V virus
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Structure and genome organization of the Rhabdovirus
Vesicular Stomatitis Virus: an example of Class V virus
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MRNA synthesis and replication of the VSV genome
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Initiation at 3' end of VSV genome RNA
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Overall steps in the formation of double-stranded DNA from
Retrovirus single-stranded RNA
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Most Transforming Retrovirus are Defective

and Cannot Replicate without Helper Virus

Rous sarcoma virus
(@ non-defective, transforming avian virus)

(defective)
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src, abfand rasare v-onc sequences which were picked

up (probably as processed trancripts) from c-onc
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Assembly of Adenovirus in the nucleus of an infected cell
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Localization of viral proteins to the plasma membrane
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Mechanism of budding of enveloped viruses
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Interaction of viral proteins responsible for budding at
the plasma membrane

Nucleocapsid Matrix




Nucleus

Assembly of Influenza A virus



Assembly of a Retrovirus from polyprotein precursors
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Morphological rearrangement of the HIV-1 particle
upon proteolytic processing of the Gag polyprotein
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Assembly of HSV-1 nucleocapsids and the pathway
proposed for the virus exit from an infected cell
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Assembly of HSV-1 nucleocapsids and the pathway
proposed for the virus exit from an infected cell

Cytoplasm

Endoplasmic
reticulum

Membrane
associated
tegument

proteins

Trans
Golgi
network

US3, ULS |

o
P o

Nucleus

Nucleocapsid
associated
tegument
proteins







Summary of human cytomegalovirus (HCMV) maturation.
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Microscopic and diagrammatic representations of the assembly
compartment and nucleus in an HCMV-infected cell.
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Assembly of HBV nucleocapsids and the pathway
proposed for the virus exit from an infected cell
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Assembly of Vaccinia virus nucleocapsids and the
pathway proposed for the virus exit from an infected
. cell
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BACKGROUND
Extracellular and cell-to-cell spread

Many viruses spread from one host cell to another as extracel-
lular virions released from an infected cell (A). Such extracel-
lular dissemination is necessary to infect another naive host.
Some viruses, notably alphaherpesviruses and some retrovi-
ruses, can also spread from cell to cell without passage through
the extracellular environment (B) and can therefore spread by
both mechanisms (C).




