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809 Zinc finger, C2H2-type domain containing protein.

543 Olfactory receptor (OR).

468 Major histocompatibility complex.

260 Serine/threonine-protein kinase. Mitogen-activated protein kinase.
230 G protein-coupled receptor.

230 Ras family protein.

157 Keratin-associated protein.

137 Kallikrein.

126 Keratin.

105 Ring finger protein.
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