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Salt	  bridges	  regulate	  both	  dimer	  formation	  and	  monomeric	  flexibility	  

in	  HdeB	  and	  may	  have	  role	  in	  periplasmic	  chaperone	  function	  
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	  Table	  S1.	  Distribution	  of	  HdeA	  and	  HdeB	  homologues	  among	  microbial	  genera.	  
	  

Genus	   HdeA	   HdeB	  

Shigella	   3e-‐49	   8e-‐76	  

Escherichia*	   7e-‐48	   2e-‐68	  

Enterobacter	   6e-‐41	   6e-‐26	  

Yersinia	   **	   2e-‐24	  

Salmonella	   **	   2e-‐24	  

Edwardsiella	   **	   5e-‐24	  

Klebsiella	   **	   7e-‐19	  

Providencia	   2e-‐23	   2e-‐17	  

Citrobacter	   **	   9e-‐09	  

Achromobacter	   5e-‐23	   **	  

Laribacter	   1e-‐21	   **	  

Brucella	   4e-‐19	   **	  

Bordatella	   9e-‐18	   **	  

Thiocapsa	   5e-‐13	   **	  

Methylocystis	   4e-‐11	   **	  

Methylobacter	   5e-‐06	   **	  

	  
Whole	  genome	  sequences	  were	  probed	  with	  either	  HdeA	  or	  HdeB	  proteins	  (including	  the	  signal	  

sequence).	  	  Coverage	  for	  the	  alignments	  was	  >65%	  and	  most	  variation	  was	  in	  the	  signal	  sequence	  

region,	  indicating	  that	  the	  functional	  mature	  protein	  was	  moderately	  to	  highly	  conserved.	  

*Escherichia	  species	  other	  than	  E.	  coli	  variants.	  	  **not	  detected	  at	  the	  level	  of	  genome	  reporting	  of	  orfs.	  	  
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Figure	  S1	  

	  
	  
Figure S1: Size exclusion chromatography of HdeA and HdeB at pH 7: Profiles for HdeA WT (blue), 
HdeB WT (pink), and the HdeB mutants W55A/W56A (brown) and D76N (cyan) are shown.  
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Figure S2 
 

 
 
 
Figure S2: Reversibility of dissociation of HdeB after neutralisation: (A) pH-dependence of size 
exclusion chromatography of HdeB. Profiles are shown for acid-treated HdeB WT at pH 2.5 (pink). The 
second half of the acid-treated sample was dialysis against buffer at pH 7.0 and run at this pH (red). The 
position of the dialysed sample corresponds to the position of HdeB that has not been acid-treated. 
Standards with their molecular masses are shown in blue. (B) Emission spectrum of HdeB WT at pH 7 
(blue), at pH2.6 (pink), and after neutralisation from pH 2.6 to 7.0 (yellow). 
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Figure S3: Reversibility of dissociation of HdeB after neutralisation: (A) pH 
dependence of size exclusion chromatography of HdeB. Profiles are shown for acid-
treated HdeB WT at pH 2.5 (pink). The second half of the acid-treated sample was 
dialysis against buffer at pH 7.0 and run at this pH (red). The position of the dialysed 
sample corresponds to the position of HdeB which has not been acid-treated. 
Standards with their molecular masses are shown in blue. (B) Emission spectrum of 
HdeB WT at pH 7 (blue), at pH2.6 (pink), and after neutralisation from pH 2.6 to 7.0 
(yellow). 
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