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Figure 1.33
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Figure 1.34
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Table 2.1
TABLE 2.1 The genetic code
First position Second position Third position
(5" end) U C A G (3" end)
U Phe Ser Tyr Cys U
Phe Ser Tyr Cys C
Leu Ser Stop Stop A
Leu Ser Stop Trp G
C Leu Pro His Arg U
Leu Pro His Arg &
Leu Pro Gln Arg A
Leu Pro Gln Arg G
A lle Thr Asn Ser u
lle Thr Asn Ser &
lle Thr Lys Arg A
Met Thr Lys Arg G
G Val Ala Asp Gly U
Val Ala Asp Gly C
Val Ala Glu Gly A
Val Ala Glu Gly G
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Figure 2.3
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Figure 2.4
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Figure 2.5
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Figure 2.6
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Figure 2.8
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Figure 2.9
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Figure 2.10
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Figure 2.11
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