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The aim of this study was to test the benefits of the use of NGS technologies and a
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de novo assembly approach for the genome characterization of isolates from an

outbreak. Six isolates from an outbreak of carbapenemase producing Klebsiella

pneumoniae ST11 OXA-48 were sequenced with lllumina and one of them (F64) ACCESSORY GENOME

was selected to be sequenced with PacBio in order to have an internal genome re-
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— PacBio allows getting really high quality, closed
genome to get a high quality internal reference

COMPARISON OF
PACBIO ASSEMBLY
WITH HGAP AND
ILLUMINA ASSEMBLY
WITH SPADES
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— NGS is the new gold standard in studies of
transmission dynamics and strain relatedness

— Comparative genomics analysis allows the com-
plete characterization of a set of isolates
from an outbreak
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