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Breaking the genetic code

Question: What are the amino acids specified by the triplet codons UUU, AAA, and CCC?
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Conclusion: UUU is an mRNA codon for phenylalanine.
AAA is an mRNA codon for lysine.
CCCis an mRNA codon for proline.
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Table 15.1 The Genetic Code
Second Letter
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Formation of Initiation Complex

Lt

4 tRNA binding sites on the ribosome

e L

g d rvdvanss BAL bk w A sdas

p—— S— i |

T = transfer
A =amino acid
P = polypeptide
E = exit
Initiation
i i |
St coafles
A T i S
LIRS ~dtioesdos
Faisgalia ;
bk il Faw LET T
(8




Thrae zispa ol irsaeisies

A .

rr

ag et o e bk b mEAAL sl
ol el b et L s

Mg
e
i‘ [T - f;
*
T F
p- O
L s mrem A
N ITUE R LR
- =

G 1513 TIFYET =

Translocation

Famgades
@
F ol

Elongation

7 RN, ey
himirs [
T =y

Elongation

Blmngdwn

&

iminus

Thees aizge ¢l wanslsiaa

Release factor
bindsin the A
site, releasing
the polypeptide

. 15.14 TR EST =

Protein Synthesis Termination




Termination
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Signal sequences direct
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Post-translational modifications
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Spontaneous and induced mutations
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The End.




