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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 C
Leu Pro Gln Arg A
Leu Pro Gln Arg G
A lle Thr Asn Ser u
lle Thr Asn Ser C
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




FIND f§ CHAP TOC_

@ Macromolecular Synthesis

A B
0] 0] 0]
I I I
O—P—O0—P—O0O—P—O—CH,
| | |5
© © © 4 1 Purines
3
Y B o
OH OH
AN v AN v J
Phosphates
NTP
c B Y B Y
0] 0] 0] O
I I I I
P—O—P—O P—O—P—O

NH,
N X
L
N “

H

Adenine

o

N
LT
Z>NH,
NN

Guanine

Figure 2.1
~ NH,
\N

LA

H
Cytosine
Pyrimidines




@ Macromolecular Synthesis | FIND |

Figure 2.2
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Box 2.2
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Figure 2.3
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Figure 2.6
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Figure 2.7
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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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Figure 2.12
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Figure 2.13
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Box 2.3




@ Macromolecular Synthesis | FIND |

Figure 2.14
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Figure 2.15
Aminoacyl-tRNA

Amino acid + tRNA + ATP »  Aminoacyl-tRNA
synthetase + AMP + PP,
Adenine
0 L ||4 o
1
1
N\ ot tm
CH, ] :
| ' O *NH;
O _________ 1
| Amino acid
O —P=0
|
o3
5/




@ Macromolecular Synthesis | FIND |

Figure 2.16
3/
5/

Anticodon
K_H

A



@ Macromolecular Synthesis | FIND |

Figure 2.17
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Figure 2.20
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Figure 2.21
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Figure 2.22
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Figure 2.24
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Figure 2.25
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Figure 2.26
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Figure 2.29
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Figure 2.30

A B
Presecretory protein
@

Translocase

SecYEG
complex

Inner
membrane Cytoplasm

ﬁ '
~

Periplasm S 7 Inner

N_C C_N N C c N membrane

@ ® Lep cleaves
Outer signal peptide
membrane Periplasm
if a gram- p N
negative
bacterium Outer
membrane

Cotranslational
translocation
Cytoplasm

Inner
membrane

Periplasm N € N N ¢ C N

Outer
membrane




@ Macromolecular Synthesis | FIND |

Box 2.6
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Figure 2.31

Inner

membrane
C C
A lys—\/ = |ysﬂ I~—c Exported protein
N— SH SH
Periplasm
N— —/ |-C  DsbA
\GW—ieu/
Outer
membrane
l Exchange reaction
Inner
membrane
AN E ted
- " TA—C protein
N—
Periplasm
?H ?H
N—/ /~Cys—Gly—Leu— Cys—/ /—~C DsbA
Outer

membrane




@ Macromolecular Synthesis | FIND |

Figure 2.32
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Figure 2.33
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Figure 2.35
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Table 2.2
Antibiotics that block RNA synthesis
Antibiotic Source Target or action
Streptolydigin Streptomyces lydicus B subunit of RNA polymerase
Actinomycin D Streptomyces antibioticus Binds DNA
Rifampin Nocardia mediterranei B subunit of RNA polymerase
Bleomycin Streptomyces verticulus Cuts DNA
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Table 2.3
Antibiotics that block translation
Antibiotic Source Target
Puromycin Streptomyces alboniger A site of ribosome
Kanamycin Streptomyces kanamyceticus 16S rRNA
Neomycin Streptomyces fradiae 16S rRNA
Streptomycin Streptomyces griseus 30S ribosome
Thiostrepton Streptomyces azureus 23S rRNA
Gentamicin Micromonospora purpurea 16S rRNA
Tetracycline Streptomyces rimosus A site of ribosome
Chloramphenicol Streptomyces venezuelae Peptidyltransferase
Erythromycin Saccharopolyspora erythraea 23S rRNA

Fusidic acid
Kirromycin

Fusidium coccinuem
Streptomyces collinus

Translation elongation factor G
Translation elongation factor Tu




