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Background

As the Northeast Regional Laboratory for the
Antimicrobial Resistance Laboratory Network,
the Wadsworth Center (WC) has been
conducting whole-genome sequencing (WGS)

on carbapenemase-producing organisms
(CPOs) since 2017

WGS data are analyzed using an in-house
developed Antimicrobial Resistance (AR)
pipeline, which assigns multi-locus sequence
type (MLST) and identifies AR genes at the
variant level

The AR pipeline was approved in 2022 by New
York State’s Clinical Laboratory Evaluation
Program to be used for Clinical Laboratory
Improvement Amendments (CLIA) compliant
clinical reporting

Nearly 4,000 CPOs from the Northeast Region
have been sequenced and analyzed using the
AR pipeline at WC

AR pipeline results are stored in CLIMS, WC's
in-house laboratory information management
system (LIMS)

Conclusions

Integration of AR pipeline output into CLIMS allows
for:

Efficient sample and workflow management with
an audit trail

Integration of CLIA compliant AR pipeline results
into clinical reports

Aggregation of AR pipeline results into
iInvestigation reports to support epidemiological
iInvestigations

The ability to query and summarize AR pipeline
output in combination with demographic and
other laboratory testing data stored in CLIMS

Data visualization of trends in MLST and AR
gene variants

Future plans:

Create a direct connection between CLIMS and
Data-flo to allow for real-time updating of
Microreact dashboard

Integrate relatedness analysis results into
Microreact dashboard

Share data visualizations and dashboard views
with healthcare-associated infection (HAI)
epidemiologists
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