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ABSTRACT RESULTS DISCUSSION

Our central focus is to see if halo.Contigb97rc with an alignment at the head joins
with halo.Contig478 with an alignment at the tail. From our initial analysis using
BLASTX, we showed possibility of the gap of the amino acid to be filled. We used
BLASTX in order to determine the alignment of the given fused contigs and the
related protein. Primer Quest allowed us to use the fused contig in order to develop
forward and reverse primers to be used in PCR. The gel showed that further testing
needed to be done due to no definite sequence being found. We used BLASTX of the
genomic DNA flanking region by using the fused contig sequence in order to
determine a reference protein. No domains were detected. Dr. Canaan ran our PCR a
second time, and we were able to utilize ClustalW2 for multiple sequencing
alignments to find our final alignment results. Results were limited to the forward
primer, so further testing is required.

The PCR amplification was performed with the program which consists of an initial denaturation at 94° C
for 30 sec, 30 cycles of denaturation at 94° C for 30 sec, annealing at 51° C for 30 sec, extension at
72° C for 1 min another 10 min at 72° C for the final extension.

The hypothesis was that, if the two PCR primers that we found
aligned with the related protein, then the sequence would
replace a gap in the genome sequence of Arhodomonas sp.
Seminole. In our experiment we extracted DNA from
Arhodomonas sp. Seminole and drafted genomic sequences to
“fill in the blanks” of the DNA. We did this to determine what
was missing and put it together.

Our data partially supported our hypothesis in that we

After PCR, the copied DNA can be examined by gel electrophoresis.
The process is like DNA “fingerprinting.” The image to the left shows
our gel product. As you can see, the PCR product failed to show
results. Failed PCR products can be caused by numerous reasons
including a significant difference in the related gene regarding the

Gel Electrophoresis

found a working forward primer, while we did not find a
reverse primer. The PCR and gel electrophoresis gave us a

sequence we are investigating, using the wrong primer selection,
faulty reagents, errors in pipetting due to the small quantities

Results

required, and possible denatured/bad DNA or tag polymerase samples. hypothetical reference protein of what could fill in the

sequence gap. We had probable data to begin with so there
was a moderate chance that our experiment would work. Itis
possible that the reason our experiment only partially worked

INTRODUCTION

Arhodomonas sp. Seminole was isolated from a crude oil-site in Seminole Co,
Oklahoma. According to Dr. Patricia Canaan, this aerobic, halophilic bacterium
grows on a wide variety of carbon sources and requires a considerable amount of

After further examination of why our PCR product may have failed,
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