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* “Left-of-boom” microbial forensic tools — pre-distribution barcoding to deter

hand, (b) minimizing optimization of PCR assays, and (c) reducing effort wasted on
and/or attribute malfeasance

non-unique barcode modules.
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* Novel molecular recognition elements for the detection or mitigation of
biological threats.

* Better evaluation of decontamination tools at the individual or group level.

 Improved capability in tracking environmental clean-up and disposal
methods.

The barCoder algorithm generates
genetic barcode sequences that meet
customizable criteria for uniqueness
and PCR properties. Uniqueness can
include differentiation from other
barcodes, intra-host unigqueness,
inter-host  uniqueness (for likely
contaminant organisms, such as
human), or a database such as NCBI.
PCR parameters include melting
temperatures and predicted issues
such as primer dimers.

Validation of qPCR assays for barcode modules
generated by barCoder. (A) Standard curve for SYBR

Green assay of Btk 1 as representative sample of E)
barcode modules. (B) Summary table of gPCR ACknOWIEdgements

Template

properties for all 12 barcodes using SYBR Green. (C)
Standard curve for TagMAN® assay of Btk 1 as
representative sample of barcode modules. (D)
Summary table of gPCR properties for all 12
barcodes using TagMAN®. (E) Cross-reactivity data
for all 12 barcodes using TagMAN®. nd=not
detected. Each assay shows clear preference for it’s
corresponding barcode, other than Btk6 (no signal
detected), and Btk 7 (under investigation). Cross-
assay Ct values in the 30’s are unexpected and are
being investigated.
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