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1. Mapping DGE tags

Venn Stave of DGE Mapped Tags

2. GO and Pfam annotation

Gene Ontology Graph
Total 28 nodes.
Adjusted p-val cutoff: 1.0000e-05

Total 9 nodes.

GO:0005741
P-adj=3.5193e-10

Gene Ontology Graph

Adjusted p-val cutoff: 1.0000e-05
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6. New neoblast genes identified
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