Figure S1: IUPred and AlphaFold2 pLDDT scores for each residue (left) and region (right) of
metamorphic and moonlight proteins represented as a density heatmap
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Figure S2: Projected density distribution or IUPred and AlphaFold2 pLDDT scores for each
residue (left) and region (right) in DisProt with disordered structural state annotation.
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Table S1: IDPO and GO Functional annotations in the DisProt database

Q1 |IDPO:00076 |disorder 474
Q1]G0:0005515 |protein binding 108
Q1 |IDPO:00050 |disorder to order 107
Q1|G0:0098772 |molecular function regulator 39
Q1 [IDPO:00502 |flexible linker/spacer 24
Q1 [GO:0060090 |molecular adaptor activity 23
Q1 |IDPO:00056 |order to disorder 14
Q1 |{IDPO:00079 |order 12
Q1|G0:0036094 [small molecule binding 11
Q1|G0:0008289 |lipid binding 10
Q1|G0:0003676 |nucleic acid binding 10
Q1 |IDPO:00025 |phosphorylation display site 8
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