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Abstract

This study investigates the relationship between pollution and invertebrate biodiversity in Long Island grassland habitats
using DNA barcoding and the COI genetic marker. Pitfall traps were set up in two locations: a construction site with pollutants and an undisturbed woodsy
grassland area. DNA was extracted from these invertebrates, and the COI region was amplified and sequenced to 1dentify the species and calculate biodiversity metrics such as species richness

and the Shannon Index. Results indicated that biodiversity at the undisturbed site was higher, supporting the hypothesis that pollution has a negative relationship with invertebrate biodiversity.
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