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INTRODUCTION AND PURPOSE RESULTS RESULTS
< TR-701 is a novel oxazolidinone prodrug that has completed I. Large format plating layout lll. Characteristics of wild-type and isogenic spontaneous mutant strains + 16-fold lower frequency of spontaneous mutations
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METHODS a) Calculate mutation frequencies N

b) Determine MICs
c) Elucidate resistance mechanisms

- Cross resistance was observed between
oxazolidinones and tiamulin for all L3 mutations

CONCLUSIONS

< Spontaneous mutation frequencies for S. aureus
against TR-700 were >10-fold lower than for LZD
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«» S. aureus strains ATCC 29213 (MSSA), ATCC 33591 (MRSA),
and CMO5 [cfr+, LZD-resistant MRSA (LMRSA)] were cultured
at 37°C on Mueller-Hinton Il agar (MHA) or in liquid broth L4 -
(MHB)
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