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Supplementary Figure S1 

Phylogenetic tree showing relationships among CK1 genes from Drosophila
melanogaster (Dm), Homo sapiens (Hs), Nematostella vectensis (Nv), and Neurospora
crassa (Neurospora). Sequences were aligned using Muscle 1, and a likelihood-based
tree constructed with the WAG+G+F substitution model using RAxML 2. Numbers on
nodes represent the percentage of 1000 replicates supporting a given grouping
Genbank accession numbers given parenthetically. For Nematostella sequences, JGI
accession numbers are given following the underscore.
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