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rDetermine number of isoforms and h
unique coding exons (CDS):
o Gene Record Finder tables

\ O Genome Browsers (e.g., GBrowse)J

6 Obtain D. melanogaster CDS
sequence from Gene Record Finder

o Use NCBI blastx - Align two or
more sequences to compare
contig against CDS

“ Record start and end positions,

\ coverage, and reading framy
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Identify the best supported donor1

(GT/GC) and acceptor sites (AG)

o Minimize changes compared to
. D melanogaster y
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Verify isoform model

’ Provide explanations for: )
o Errors and warnings in checklist

o Large gaps in dot plot

. © Gaps near splice sites y
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