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ABSTRACT RESULTS
Introduction: Outbreaks of pathogenic agents within Fig. 1. Standard methods for typing S. Fig. 2. Identification of PLST locus SerMT1 and application to S. marcescens typing: (top) protocols; (bottom left) representative SerMT1
marcescens are technically complex, DNA and corresponding ftsY protein sequences highlighting the tandem repeats (purple and red/blue) and primer regions (underlined);

healthcare facilities may have sporadic or nosocomial

sources. Effective intervention requires distinguishing between time consuming, and costly (bottom right) clustal alignment of SerMT1 repeat regions from representative strains involved in an S. marcescens outbreak (see Fig. 6)
these sources, which in turn requires epidemiological The Pulsed-field Gel e Bioinformatic identification of tandem repeat regions within S. marcescens genome sequences
investigation in conjunction with typing of pathogen isolates. ol CleCtropnoresis Process e Evaluation of tandem repeat regions by BLASTN queries of GenBank genome databases

R Vpsesiunbsssiand S0 e Selection of SerMT1 locus based on maximal polymorphism, absence of insertion sequences, and inclusion in all genomes
e Design of PCR primers targeting conserved flanking sequences
e Laboratory evaluation: by PCR from colony lysates, gel confirmation, ExoSAP-IT treatment, addition of sequencing primer, and submission for

For the latter, established methods range from ribotyping and
pulse-field gel electrophoresis to multilocus sequence typing
and whole genome sequencing. Due to technical complexities
and costs associated with these methods, however, typing is
rarely pursued. Polymorphic locus sequence typing (PLST)

theur size.

T Sangerdideoxynucleotide sequencing
Zl’cﬁ,?ﬁ““ e Sequence analysis: editing as needed based on chromatograms, trimming to selected termini, clustal-omega alignment with representative
sequences, dendrogram contruction to identify strain relationships

Data Analysis (BioNumerics)
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