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Figure S1. Nucleotide and amino acid sequence of SPI1085(GAF3, 397-552aa) from Spirulina subsalsa 

FACHB351. The conserved cysteine-483-binding site is underlined with a solid line; the 

unconserved cysteine-448 residue is underlined with a wavy line, and boxes show the conserved 

motifs in CBCR GAF domains. 
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Figure S2. Nucleotide and amino acid sequence of heme oxygenase 1 (HO1) from Spirulina subsalsa 

FACHB351. Underline indicates the ATG start codon and the TAG stop codon, and boxes show the 

conserved active sites. 

 

Figure S3. Acid denaturation of SPI1085g3. (A) Absorbance spectra of acid-denatured SPI1085g3 Pr 

state: absorbance spectra just after denaturation (solid line) and after while light illumination 

(dashed line). (B) Absorbance spectra of acid-denatured SPI1085g3 Pg state: absorbance spectra just 

after denaturation (solid line) and after while light illumination (dashed line). 


