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Figure 1. Drosophila melanogaster (fruit fly) [1]
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Identify D. melanogaster
The tremendous 1000-fold expansion of chromosome size from ortholog (workflow)

bacteria to higher order organisms (such as humans) occurred over
billions of years and the evolutionary forces that drove the expansion

Figure 5. BLAST Alignment with D. melanogaster ortholog (red track), beneath various gene predictions

FlyBase blastp Sfﬁlrch of Plredicted Those gene prediction cannot be used to assign the ortholog, however it gives an idea about the location of

Eﬁem against the 1). melanogaster the gene and we can use the predicted protein sequence to BLAST it on the website http://flybase.org which
notated Proteins” database _ _ _ _ e

results in many matches from which we choose those with a low e-value, as it makes the match statistically

‘ more significant. The gene record finder (https://thegep.org/felement/) shows isoforms and their number of

are still being investigated. The Genomics Education Partnership Seterrine et of fesartne Al coding exons. Furthermore, it is possible to approximate the individual locations of exons based on the
(GEP) is examining an example of chromosome expansion in Review D. melanogaster unique coding exons (CDS): knowledge of their splicing rules.
Drosophila (fruit fly), a model organism that helped pioneer genetic o Gene Record Finder tables

Current conclusion and future directions

studies over a century ago. In Figure 3, a phylogenetic tree shows
how Drosophila species are related and indicates the structure of their
chromosomes, including the dramatic expansion of D. ananassae’s
and D. bipectinata’s F-Elements (in orange). In our research project,
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Select 1soform to annotate
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Figure 2. RNA splicing: removing introns (light green),
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