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Despite a decrease in overall biodiversity and ecological stability worldwide since 1780, there has been an increase in biological vector diversity (Shah 
2014). Biological vectors are organisms that transmit pathogens but do not directly cause diseases. Vectors are important to people and the environment 
because they spread diseases by transferring pathogens from one host to another. By analyzing the Cytochrome Oxidase subunit 1 gene in the genetic 
sequences of vectors collected, the species identity can be found. Scientists can then infer what pathogens may be present based on the vectors present. The 
purpose of this research was to determine if there is a difference in biodiversity of biological vectors on Long Island between forested and coastal 
environments. Various vectors have been collected from Manorville and Shirley to barcode their genetic sequences. The data indicates that PBQ-001 is a 
potential novel sequence. In Shirley, the percentages of vectors collected were: 28.6% Drosophila suzukii, 14.3% Ctenocephalides felis, 14.3% Oryzaephilus 
surinamensis, 14.3% Mycetophila fungorum, 14.3% Plodia interpuncte, and 14.3% Anopheles maculipennis. In Manorville, the percentages of vectors 
collected were: 14.3% Trichocera bimacula, 14.3% Savtshenkia sp, 14.3% Ctenocephalides felis, 14.3% Oryzaephilus surinamenis, 14.3% Musca domestica, 
14.3% Ixodes laguri, and 14.3% Drosophila melongaster. This indicates that forested environments had a higher biodiversity than coastal environments, based 
on the organisms collected in this experiment. 
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