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her food. Some ciliated protozoa will parasitize the exoskeletons of pP - . project period.
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ivertebrates including insects. species. Before sending the samples to be sequenced, nanodrop analysis was have the greatest potential for containing L. clarki, based on photos and
The ciliated protozoan, Lambornella clarki, and other Lambornella species performed to obtain DNA concentration of the purified PCR. Once sequences diagrams of Lambornella within the literature. Based on the sequencing results
are known to target specifically mosquito larvae. They parasitize the larvae by were obtained, a phylogenetic tree was created comparing the ciliates in the and phylogenetic tree, samples 28B and 30B were more closely related to
attaching to the exterior of the larvae cuticle, and eventually invading the tissue samples to Lambornella. Lambornella clarki. There is no known sequence for L. clarki in gene
and killing them, which led to the suggestion that the organism could be used for RESULTS databases.

the biological control of mosquito populations (Egerter et al., 1986).

—_ * The future steps that are to be taken are to increase the DNA sequence
Sample | Location Temperature

concentration through another round of PCR and sequencing reactions.

To the best of our knowledge, Lambornella clarki 1s not available from

culture collections. Therefore, the goal of this study was to find, isolate, and 17 Hickory Tree (tree hole), Unionville, TN 83°F = As there 1s no known sequence for L. clarki in gene databases, we will also

culture Lambornella species (clarki) in pure culture or with native bacteria as a 19  Cookeville, TN - larvae 85°F compare more of the morphology of these isolates to images of L. clarki.

food source by collecting samples from areas of standing water, some of which 26A Redwood Treehole Felton, CA n/d " Because species related to Lambornella also infect mosquito larvae, prior to

contained mosquito larvae. 28B  Oak Tree (trechole) Glenellen, CA n/d obtaining new samples, these ciliates will be introduced to mosquito larvae to
To 1dentify an 1solate as Lambornella, DNA sequences recovered from 30A  Bay Tree (trechole) Kenwood, CA n/d test for parasitic b.ehavior. It parasitic.: behavior 1S obseryed iI.l the current ciliate

mixed protozoa in samples can be f:ompareq to existing sequenc.es.found in DNA 30B  Bay Tree (trechole) 2 Kenwood, CA n/d samples, steps will be taken to utilize them as a biological control agent.

databases. However, current public genomic databases have limited sequences 2B Oak Tree (trechole) Cloverdale, CA W REFERENCES

for Lambornella species. L , L |
Table 1: A table listing the samples collected with their indicated number, location and temperature , , , . ..
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- - - - - - Protozool 27:328-331
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: : Egerter, D. E., Anderson, J. R., & Washburn, J. O. (1986). Dispersal of the parasitic ciliate Lambornella
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, : , clarki: implications for ciliates in the biological control of mosquitoes. Proceedings of the National
campus of Middle Tennessee State University to the Bahamas. Academy of Sciences of the United States of America, 83(19), 7335-7339. doi:10.1073/pnas.83.19.7335

Saitou N. and Ne1 M. (1987). The neighbor-joining method: A new method for reconstructing phylogenetic
trees. Molecular Biology and Evolution 4:406-425.
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Ficure 1: This  imace . . . Tamura K., Ne1 M., and Kumar S. (2004). Prospects for inferring very large phylogenies by using the
5 ' S Figure 2: Image of sample Figure 3: Picture of an Oak neighbor-joining method. Proceedings of the National Academy of Sciences (USA) 101:11030-11035.
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project period. Attempts at physical isolation of Lambornella clarki . ' Analysis across computing platforms. Molecular Biology and Evolution 35:1547-1549.
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