Cox4 maximum likelihood tree
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Noc maximum likelihood tree
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Mick maximum likelihood tree
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Irf family maximum likelihood tree
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FoxF, FoxQ1, FoxL1, FoxC and FoxS1 subfamily neighbour joining tree
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FoxF, FoxC, FoxQ1, FoxL1 subfamily extended alignment maximum likelihood trees
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Dusp family maximum likelihood tree
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Dusp22, Duspl15 and Duspfl subfamily maximum likelihood tree
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