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Figure S1: The phase shift (solid symbols) and modulation ratio (open symbols) as a
function of modulation frequency for ZnPPIX reconstituted hhMb, hNgb and hCygb.
The data were fitted using either one (for hhMb) or two discrete exponential decay

functions.
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horseMb 45 D-KFKHLKTEAEMKASEDLKKHGTVVL TALGGILKKKG- - -HHEAELKPLAQSHATKHKI 100
humanNgb 43  QYNCRQFSSPEDCLSSPEFLDHIRKVMLVIDAAVTHVEDLSSLEEYLASLGRKHR - AVGY 101
humanCygb 61  S-QFKHMEDPLEMERSPQLRKHACRVMGALNTVVENLHDPDKVSSVLALVGKAHALKHKY 119
humanHba 44  E-SFGDLSTPDAVMGNPKVKAHGKKVLGAFSDGLAHLD- - -NLKGTFATLSELHCDKLHV 99
humanHbB 45  P-HF-DLS----- HGSAQVKGHGKKVADAL TNAVAHVD - - - DMPNALSALSDLHAHKLRV 94
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* * A - ¥ -
101  PIKYLEFISDAITHVLHSKHPGDFGADAQGAMTKALELFRNDIAAKYKELGFQG------ 154
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Figure S2: Sequence alignment of vertebrate globins. Asterisk (*), colon (:) and period (.)
denote conserved, strongly similar and weakly similar residues, respectively.
Heme lining residues are highlighted in red, whereas propionate-binding
residues mismatched in polarity are highlighted in green.



