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Characteristics of the Resistance Phenotypes by Inducible
Resistance Gene ermK and Its Terminator Region Mutants

Sung-Sook Choi and Eung-Chil Choi’
College of Pharmacy, Seoul National University, Seoul 151-742, Korea

Abstract—The characteristics of the resistance phenotypes of Bacilius subtilis having ermK and its ter-
minator region mutants were determined. Wild type ermK(pEC101) and pECMT109(methylase SD-re-
gion mutant) showed typical inducible resistance phenotype. pECMT1(terminator]l region mu tant)
and pECMT2(terminator2 region mutant) showed constitutive resistance to kitasamycin but inducible
resistance to tylosin. In contrast. pECMT3(terminator] and terminator 2 double mutant) and pECMT
309(terminatorl. terminator2 and methylase SD region triple mutant) showed constitutive resistance

both to kitasamycin and tylosin.
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Fig. 1 — Schematic representation of mutant plasmids
used in this study. pEC101 and its leader re-
gion mutants. The mutated regions are shown
in boxes.
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Fig. 2— Inhibition zone patterns on the bacterial lawns of the wild type B. subtilis having pEC101(ermK) and its ter-

minator region mutants.

A: wild type pEC101. B: pECMT1(terminator] region mutant), C: pECMT2(terminator 2 region mutant), D
pECMT3(terminator 1 and 2 double mutant), E: pECMT109(methylase SD-region mutant). F: pECMT
309(terminatorl . terminator 2 and metyhlase SD-region mutant)
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Fig. 3 — Inducibility of erythromycin,
pECMT?, pECMT109 and pECMT309.

kitasamycin and tylosin in B. subtilis having pEC101. pECMT1, pECMT?2,

(W: Control, ®: -Em+Kit, A: -Em+Tyl. ¥: +Em+Kit, ¢ +Em+Tyl)
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