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(a) Tobacco mosaic virus (TMV)

(c) Tobacco pushy stunt virus (TBSV) (d) Bacteriophage ¢x174 (f) Bacteriophage A

Electron micrographs of a selection of viruses 2

Electron micrographs of a selection of viruses 1.

(h) Adenovirus
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(Klug & Casper, 1960)

Electron micrographs of a selection of viruses 3



Aggregation state of TMV coat protein
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(a) The process begins by the insertion of the
hairpin loop formed by the initiation sequence of
the viral RNA into the protohelix's central cavity.
(b) The RNA then intercalates between the
layers of the protohelix, thereby ordering the
disordered loop and trapping the RNA.

(c) Elongation proceeds by the stepwise addition
of protohelices to the “top” of the viral rod.
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Structure of the TMV protein disk
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g A A .. N Bacteriophage T4 baseplate conformational change on attachment to
T4 bacteriophage infecting an Escherichia coli cell a host cell

7 (red)- gp8 (blue): gp9 (green)- gp10 (yellow): gp11 (cyan):

The long tail fibers (gp34, gp35, gp36, gp37) and

the short tail fibers (gp12) are shown in magenta.
m




