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ABSTRACT

The goal of this study was to better understand the
of by halophilic
Seminole, Oklahoma, a bacterium was found, and classified
as Arodimonious species Seminole, and was found in the soil
at a fracking site (Canaan). This bacterium was found to
break down benzene, toluene, phenol, 4-hydroxybenzoic acid
(4-HBA) protocatechuic acid (PCA), 12 and phenylacetic acid
(PAA) with sources of high salinity (Canaan, Powerpoint). In
order to better understand the function of a particular gap in
the protein, we had to perform a method of DNA Replication
named PCR. The PCR Process replicated the DNA millions of
times and then we used that cluster of DNA strands to
determine the length and complexity of the strand through a
process called Electrophoresis. The electrophporesis was
cosidered to be unusable due to many factors including a
weak PCR product and old photo equipment. The mistakes
learned can be used to improve the experiment in the future.
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Methods of PCR Amplification and BLASTX Procedures to Determine Nature of
Gene Sequence Gap and Function of Protein in Arhodomonus sp. seminole
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BLASTX PROCEDURE AND DESIGNING PCR PRIMER

On the NCBI website, go to the primer design and copy
and paste the given fused contig sequence into the query box

Select Reference protein from the menu, and press blast

After blast is completed, chose a protein that is 200 base
pairs from either end of the unknown gap
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On the NCBI website, go to the primer design and copy
and paste the given fused contig sequence into the query box

Select Reference protein from the menu, and press blast

After blast is completed, chose a protein that is 200
base pairs from either end of the unknown gap
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