
 
 
Figure S1: Distribution of mitotic hit genes across pathways and pathway 
classes. Distribution of MH genes across pathways, marked by their KEGG pathway 
ids (A) and KEGG pathway classes (B) in the KEGG molecular interaction network. 
Corresponding KEGG pathway or pathway class is indicated for each node. Node size 
is proportional to the number of MH genes within a pathway or a pathway class. 
Statistically significant enrichment of MH genes is shown (***: p-value<0.001).



 
 
Figure S2: Phylogenetic tree. Phylogenetic relationship for the 10 metazoan species 
used in this study. Divergence time and branching order were taken from [1]. 
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