Figure S1. Mutation rates on the consensus sequence from the multiple sequence alignment. Specific mutation positions are
highlighted by different colors in order to showcase frequencies. Blue is used to mark positions which showcase mutations on two
different NRs, and green is used to mark positions which showcase mutations on 3 different NRs; red is used to mark positions
which showcase mutations on four different NRs, while purple is used to mark positions which showcase mutations on 5 different
NRs. NRs, nuclear receptors.
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