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Ceanorhabditis Elegans Life Cycle JOHNS HOPKINS
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Quantitative Correlation of Reads
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Detection of Splice Isoforms
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Detection of Splice Isoforms
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Poly(A) Tail Estimation
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* In depth analysis of current data: detection of alternative poly
adenylation, additional splice isoforms, and modified bases

e Deeper sequencing across life stages
e Sequencing of additional life stages (ex. dauer)

 Tissue specific transcriptome analysis
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