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Protein domains are basic building blocks and can be units of the function, structure and evolution.
A protein often consists of more than a domains and their combinations provide a broad functional
spectrum and effective evolution of proteins. Previous work suggests that kingdom specific domain
combinations, and species- or phylogenetic group- specific domain combinations cause particular
biological mechanisms. Many multi-domain proteins are involved in regulatory systems of eukary-
otes. Here, we have estimated specific domain combinations for various evolutionary related groups
and obtained an outline of eukaryotic evolution of domain combinations.
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