
Genome Announcements, 2017, vol.5, N44

Genome sequences of Acholeplasma laidlawii strains
differing in sensitivity to ciprofloxacin
Medvedeva E., Siniagina M., Malanin S., Boulygina E., Malygina T., Baranova N., Mouzykantov A.,
Davydova M., Chernova O., Chernova V.
Kazan Federal University, 420008, Kremlevskaya 18, Kazan, Russia

Abstract

© 2017 Medvedeva  et  al.  Acholeplasma laidlawii  is  a  well-suited  model  for  study  of  the
molecular basis of the adaptation of mollicutes to environmental conditions. Here we present
the  whole-genome sequences  of  four  strains  of  A.  laidlawii  with  differential  sensitivity  to
ciprofloxacin.
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