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Fig. S1. Alignment of CrtJ homologues [National Center for Biotechnology Information 

(NCBI) accession numbers are CAA77529.1 (RcCrtJ), AAF24278.1 (RsPpsR), 

ABG29877.1 (RdPpsR), CAC84414.1 (RrPpsR), AAX53585.1 (TrPpsR1), AAX53580.1 

(TrPpsR2), BAA94062.1 (RgPpsR), AAT78846.1(RsPpsR1), YP_001203745.1 

(RsPpsR2), ABV95264.1 (DsPpsR). The positions of Cys249 and Cys420 are pointed by 

arrows. The helix-turn-helix domain is indicated. Red background represents the 

conserved residues and yellow background represents the similar residues. Sequences 

were aligned using the MEGA alignment program and modified using GENEDOC. Rc: 

Rhodobacter capsulatus; Rs: Rhodobacter sphaeroides; Rd: Roseobacter denitrificans 

OCh 114; Rr: Rhodospirillum rubrum; Tr: Thiocapsa roseopersicina; Rg: Rubrivivax 

gelatinosus; Bs: Bradyrhizobium sp. ORS 278; Ds: Dinoroseobacter shibae DFL 12. 

	
  

	
  

	
  

	
  

	
  

	
  

	
  

	
  

	
  

	
  

	
  

	
  

 



 

 

 

 

 

 



Fig. S2.  (A) Collision Induced dissociation (CID) spectrum of the triply-charged 

peptide ion at m/z 804.2. The peptide sequence and fragment ion assignments are listed 

on the figure (Roepstorff and Fohlman, 1984). (B-D) The extracted ion chromatograms 

(EIC) of the triply-charged peptide at m/z 804.2 (the star indicates the peak of interest) 

obtained from the protein sample treated with (B) DTT only, or (C) DTT followed by 

H2O2 oxidation, or (D) DTT followed by air oxidation.  

 





Fig. S3.  (A) Collision Induced dissociation (CID) spectrum of the doubly-charged 

peptide ion at m/z 309.2. The peptide sequence and fragment ion assignments are listed 

onthe figure (Roepstorff and Fohlman, 1984). (B-D) The extracted ion chromatograms 

(EIC) of the doubly-charged peptide at m/z 309.2 (the star indicates the peak of interest) 

obtained from the protein sample treated with (B) DTT only, or (C) DTT followed by 

H2O2 oxidation, or (D) DTT followed by air oxidation.





Fig. S4.  (A) Collision Induced dissociation (CID) spectrum of the doubly-charged 

peptide ion at m/z 782.8. The peptide sequence and fragment ion assignments are listed 

on the figure (Roepstorff and Fohlman, 1984). (B-D) The extracted ion chromatograms 

(EIC) of the doubly-charged peptide at m/z 782.8 (the star indicates the peak of interest) 

obtained from the protein sample treated with (B) DTT only, or (C) DTT followed by 

H2O2 oxidation, or (D) DTT followed by air oxidation. 



 



Fig. S5.  (A) Collision Induced dissociation (CID) spectrum of the doubly-charged and 

DAz-2 labeled peptide ion at m/z 879.4. The peptide sequence and fragment ion 

assignments are listed on the figure (Roepstorff and Fohlman, 1984). (B-D) The extracted 

ion chromatograms (EIC) of the doubly-charged peptide and DAz-2 labeled peptide at 

m/z 879.4 (the star indicates the peak of interest) obtained from the protein sample treated 

with (B) DTT only, or (C) DTT followed by H2O2 oxidation, or (D) DTT followed by air 

oxidation.





Fig. S6.  (A) Collision Induced dissociation (CID) spectrum of the triply-charged cross-

linked peptide ion at m/z 727.1.  The peptide sequence and fragment ion assignments are 

listed on the figure (Roepstorff and Fohlman, 1984). ((B-D) The extracted ion 

chromatograms (EIC) of the triply-charged cross-linked peptide at m/z 727.1 (the star 

indicates the peak of interest) obtained from the protein sample treated with (B) DTT 

only, or (C) DTT followed by H2O2 oxidation, or (D) DTT followed by air oxidation. 



Supplemental Table 

 

Table S1: Primers used in QRT-PCR assays 

Primer Sequence 

rpoZ F: 5’ gtgacggttgaagattgcgttgac 3’ 

 R:5’ gatctgggtctggttgctttcgat 3’ 

bchC F: 5’ cctgtcgctgaaagaaggctagaaga 3’ 

 R: 5’ gcgatggccgagaggatgtg 3’ 

pucB F: 5’ ggccgggtttgacaatgctc 3’ 

 R: 5’ gcccgaggcgtcatagatgg 3’ 
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