The COX1gene sequence of human is more similar to Oryzias latipes
i than Caenorhabditis elegans
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e Our goal is to determine whether Caenorhabditis Our results support our hypothesis:

* Despite the role C. elegans has played in science as an
animal modell®, O. latipes has notable
traits/phenotypes that would indicate greater genetic
similarity to human, such as bones and an epidermal
layer.

* Notably, O. latipes has similarities on a genetic level
with Danio rerio!®l, which has been found to hold a
great deal of similarities with humans as welll”] (Fig 2).
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more genetically similar to humans.

e \We compared COX1 sequences from all three species

and created a phylogenetic tree
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Although literature that investigated similar questions

were relatively rare, medaka and roundworms are

commonly used models for humans in terms of medical

and scientific application!4l8ll3]10],

* Considerations should be taken when applying animal
study conclusions to humans.

Two common model organisms are the roundworm, C.
elegans, and the medaka, O. latipes: both can be easily
raised in a lab and possess remarkable genetic similarity to
humans. Animal models such as these two species can be
used to test new medicine or analyze the effects of various
diseases. Our goal is to determine which of the two is
more genetically similar to humans, which would thus
allow for more accurate and helpful results from such lab
tests when compared to humans. We analyzed the COX1
gene from human, roundworm, and medaka and produced
phylogenetic trees to compare the three and found
greater genetic similarity between medaka and humans.
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Hypothesis. Oryzias latipes (medaka fish) are more
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In summary, we found that between the two species,
medaka is more genetically similar to humans in the COX1
gene, thus making them a relatively better model for
medical research.

Study Limitations
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* One major limiting factor on this experiment was the
sample size. We only used one sample sequence for
each species. The sequence might not be
representative of species diversity.
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result in the discovery of an ideal animal model for * Use multiple genetic barcodes.
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