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Table 1. Chemoreceptors of Drugs and the Mechanism of Resistance.

Drug Chemoreceptors

Mechanism of resistance Expression of plasmid

A-Lactam
antibiotics

peptidoglycan
transpeptidase

a) enzymatic hydrolysis
of g-lactam ring

B-lactamase

b) interference of

permeability
Aminoglycoside ribosome a) modification of drugs O-phosphotransferase
antibiotics O—nucleotidy]transferase
b) interference of N-acetyltransferase
permeability
c) alteration of ribosome
Chloramphenicol ribosome a) Inactivation of drug Acetyltransferase
b) interference of
permeability
Erythromycin ribosome alteration of methylase
Lincomycin ribosome
Tetracycline ribosome interference of Tet protein
permeability
Sulfa drugs dihydropteroate a) production of resistant
synthetase resistant dithydropteroate
enzyme synthetase

b) interference of
permeability
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Fig.1. Two alternate conformations of the ermC mRNA.

a) Inactive conformation in which the methylase Shine and Dalgrano sequence(SD-2)

and AUG

initiation codon are sequestered in stem and loop structure 3+4, b) Active conformation in
which SD-2 and the methylase AUG codon are free of secondary structure interactions.
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Fig.3. DNA base sequence of the leader region of Fig.4. One possible stem and loop which may
erm K. have the termination effect.
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