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Figure 2. Phylogenetic Tree of Organisms found in Lycoming Creek

Abstract Survey Results
The purpose of our study was to survey the bacterial diversity of Lycoming Creek in Table 1. Types of Bacteria found in Lycoming Creek
Lycoming County, PA with a systematic approach. We obtained a water and sediment
sample from Lycoming Creek near where it empties into the Susquehanna River and
grew bacteria on several types of media under different conditions, selecting for single
colonies. We then amplified the 16S rRNA genes from the organisms by PCR and
analyzed their sequences to determine their identity. Here we present data showing
the different types of organisms isolated from the same source using different types of
growth media and incubation conditions. Our secondary purpose was to identify
potentially novel organisms (<98.5% 16S rRNA sequence identity) for subsequent
polyphasic characterization.
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