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INTRODUCTION PROJECT DESIGN AND METHODS

Students can develop an awareness and concern for biodiversity loss by learning to identify the
organisms around their neighborhoods or campuses. Previous studies have suggested that this can be
accomplished by inspiring a connection with nature [1], and by allowing students to develop a
relationship with the species that surround them [2].
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In response to this, we implemented DNA barcoding curriculum at St. Francis College (SFC) to identify Pormt o Condot Koo i e parES
species in New York City (NYC). Classifying species based on morphology can prove challenging for R
students because they often become frustrated by species descriptions and taxonomic keys. The use of S

DNA barcoding has been championed as a way to overcome this, while also providing an inquiry-based
approach for student-driven research. DNA barcoding, or sequence-based specimen identification, was
developed by Paul Hebert in 2003 to identify a broad range of taxa by sequencing a standardized short
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BLAST searches through Genbank to identify their samples. Students can also learn how to resolve

evolutionary relationships by generating multiple sequence alignments and phylogenetic trees. to confirm PCR success.

This poster will summarize how we have used DNA barcoding at SFC to introduce high school and
undergraduate students to classifying NYC biodiversity. We focused on how DNA barcoding was used Step 5. Sanger Sequencing - Step 6. Sequence editing - Step 7. BLAST searches on NCBI Genbank
to identify plant biodiversity in two NYC wetland localities: Brooklyn Bridge Park and the Jamaica Bay o N v o iy
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then directly BLAST their results on Genbank.
Students sometimes become frustrated when they
cannot get a conclusive result; for example, here you
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Above are examples of “good” and different plant genera, all with identical scores. An
“bad” sequence quality. example like this is discussed below.

RESULTS AND DISCUSSION
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Jamaica Bay Results
ACKNOWLEDGMENTS 5/18 samples (28%) could be identified to the genus level,
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e Jlexsp.: Holy

* lonicera sp.: Honeysuckle

* Prunus sp.: includes plums, peaches, nectarines
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