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FIGURE 27-9 Ribosomes. Our understanding of ribasome structure
ook a giant ep jorward with the publication in 2000 of the high-

resolution structure of the 508 ribosomal subunit of the bactesium
Haloarcwhs enarismortui by Thomas Seeitz, Peter Moore, and
thesr colbeagues. This was followed by additional high-
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resolution structures of the ribosomal subunits from
ent bacrerial species, and models of the
cofresponding complete ribosomes, A samplirg of

several diffe

that progress |s presented bere,

(@) The 508 and 308 bacwerial subunits, split
apart to visualize the surfaces that interact In the
active ribosame, The structure on the left s the 508
subunit (detived from PDB 1D 1))2 and 1GIY}, with
RNAs (purple, mauve, and grayl; bound o sites E,

P, and A, described later In the text; the tRNA anti-
codons ae in orange. Protelns appear as blue wormlike
structures; the rRNA ac a blended space-filling representation (a) o
designed to highlight surface features, with the bases in white and
the backbone in green, The structure on the right is the 308 subunit (derived from PDB 1D 1)5E and 1)GO). Proteins are yellow and the
IRNA white, The r;.r of the mRNA that interacts with the IRNA antl- 508 608
codons |s shown in red. The rest of the mRNA winds through grooves
or chanrels on the S subunit surface
(h) A moddd of a complete active bacteral rhasome (derived from
PDB 1D 158, 1))2, 1)GO, and 1GIY), Al components are colored as
in (a), This is a view down into the goove separating the sub-
units. A second view [inset) is from the ssme angle, but with
the tRNAs removed to give a better sense of the cleft where
protein synthesis occurs, M, 1B x 10% M, 28 x 10%
5S rRNA A4S rRNA
(120 nucleotides) (120 nucleotides)
238 rfRNA 2588 rRNA
(3,200 nudeotides) (4,700 nucleotides)
36 protemns 588 rRNA
(160 nuclectides)
- 49 proteins
" v

M, 0.9 x 10% M. 14 x 108

168 rRNA 188 rRNA

(1,540 nudeotides) (1,900 nucleotides )
21 protemns ~ 33 proteins

(d)
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