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Results/What are we expecting:
Reproducible bioinformatic pipeline that identifies
DNA sources

« Mini-barcodes vield overlapping IDs of DNA source
at least at genus level

- Additional development of phylogeny-based
method for identification of samples

Materials:
« Extract DNA with Qiagen DNeasy Blood
and Tissue kit when needed

« PCR Amplification

o Five sets of primers targeting 313-bp
and 244-bp mini-barcodes in
metazoans and vertebrates

 ONT sequencing at 300 Mbp/300k reads
« Bioinformatic analyses (Figure 3)

Table 1: Describes the forward and reverse COI mini-barcode targets for primers.
Mini-barcode Target Forward and Reverse Sequence

313-bp COI in mM1COlintF:
Metazoans®3 5'-GGWACWGGWTGAACWGTWTAYCCYCC-3’

Why use flies as bio-monitors?:

 Non-invasive wildlife monitoring.
« Better detection of more elusive species.
« Cost and time effective sample collections.

Discipline Application
This project will:

« Improve bioinformatic tools used in forensic
entomology
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Vertebrates?’ 5’-TNTTYTCMACYAACCACAAAGA-3’

VertCOI_7216:
5'-CARAAGCTYATGTTRTTYATDCG-3’
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Figure 2: Simplified analysis pathway.
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