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- Discussion Conclusion
* Thor has two coding exons at 21,064,996-21,067,810 bp. in D. » A putative ortholog (and duplicate) of Thor in D.
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* Future gene annotations across Drosophila species could
* This analysis and the annotation also revealed a Thor gene duplicate provide insight into the evolution, function, and disease

in D. albomicans, which has been observed in other basal Drosophila. | relevancy of this pathway, including its role in diabetes.
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