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Introduction 

Analysis and identification of bacterial species can provide insight into the 

dynamics of ecosystems on a microscopic level (1,2,3).  Most micro-

organisms are difficult to grow due to their resistance to culturing in a 

laboratory setting.  Environmental sequencing allows identification without 

culturing.  Samples are collected, DNA is extracted, the Polymerase Chain 

Reaction (PCR) is used to amplify targeted DNA segments, and the DNA 

segments are sequenced. In this study, we aim to identify bacterial species 

existing in the water samples and potentially discover a new line of bacteria.  

Methods 
 

•  Water samples were collected from locations within 

   Otsego Lake at different times of the year 

•  DNA was extracted from the water samples  

•  PCR will be performed in order to amplify DNA segments from  

   the 16s ribosomal RNA gene  

•  These DNA segments will be cloned and sequenced 

Future Work 

 

Abstract 

Water samples were collected from Otsego Lake in order to analyze the 

bacterial species present.  Samples were collected at different times of the 

year and from different locations to compare possible seasonal and 

geographical differences.  Genomic DNA was extracted from these samples 

and a segment of DNA that codes for the 16s ribosomal RNA was amplified 

using the polymerase chain reaction. Upcoming experiments will utilize DNA 

sequencing of the amplified DNA, and the resulting sequencing data will be 

entered into a DNA database to identify the bacteria present in the original 

sample.  This procedure, known as environmental sequencing, is necessary in 

examining and identifying bacterial species in a site since approximately 90% 

of microorganisms cannot be easily cultured in a laboratory setting. 
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DNA sequencing data from our samples will be analyzed by entering this 

information  into a sequence database. Bacterial species will then be identified 

in each sample.  This information may lead to a description of bacterial 

communities in Otsego Lake, including seasonal differences in the complexity, 

or species richness, in these communities. 
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Figure 1. Precipitated DNA   
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