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Exhibit 2: Summary Statistics for Protein Coding Genes
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Exhibit 3: Splicing Figure
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Exhibit 4: Comparison of ncRNAs
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Exhibit 5: Pseudogenes
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Exhibit 6: Histone and TF Models for
Gene Expression
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Exhibit 7: Expression Clustering of
Coding Genes and ncRNAs
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Extra/Older Slides
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Annotations
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Developmental stage mapping between worm and fly

based on co-expression clustering of orthologs
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Binding vs. Expression Schematic
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