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Figure 15.2 Crick's rough sketch of his checkerboard showing the stage reached in
solving the genetic code in April 1965.

of Life’s Secrets »
Robert Olby CSHLP, 2009.
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How to optimize the ribosome « rhythm »?
How to optimize protein synthesis and folding?
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Increasing stability of network interactions

Grosjean, H. and E. Westhof (2016). "An integrated, structure- and energy-based view of the genetic code." Nucleic Acids Res 44:
8020-8040.




STOP and 2-codons boxes mainly in the south




Code deviations, recoding, codon reassignments
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A microfluidic-based assay
recapitulates eukaryotic ribosomal
translation



CrPV IGR

Model system

uses the
Intergenic
IRES of , . R

. mRNA : antico On,
Cr'lcke’r. | A T .
Paralysis Virus wgodon . /
Coupled with INTERmolecular INTRAmolecular
the GFP as (2 molecules) (1 molecule pseudoknot)

A PKI
reporter -
anticodon anticodon-like

codon-like




Functional selection
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BLUE = Absent codon/anticodon
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Increasing stability of network interactions

Strong tRNA
binding
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Grosjean, H. and E. Westhof (2016). "An integrated, structure- and energy-based view of the genetic code." Nucleic Acids Res 44:

8020-8040.
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