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Fig. S1 Synergic effect of the stabilized MetA/MetE enzymes on E. coli
viability at elevated temperature.
Serial dilutions of cultures of WE, Y229, WE-214A and Y229-214A growing
logarithmically at 37°C in M9 glucose medium (ODgg of 0.5) were spotted onto M9
glucose (A) or M9 glucose L-methionine (50 pug ml™") (B) agar plates. The cells were
then incubated for 24 h at 45°C.
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Fig.S2  Effect of acetate stress on the native MetE protein solubility.

(A) The WE strain was grown in 50 ml of M9 glucose medium (pH6.0) to exponential
phase (approximately ODgoo = 0.3) at 37°C.  (B) The strain BL21(DE3) harboring the
plasmid pET22b/MetE was cultured in 50 ml of the LBAmp;op medium to an ODgq of 0.5

and induced with 1 mM of IPTG for 1 h. Twenty-five milliliters of each culture were

treated with 20 mM sodium acetate for 2h. The remaining 25 ml were used as a control.

Soluble protein fractions were purified as previously described (1,2) in the presence of
EDTA-free Halt protease inhibitor cocktail (Pierce, Rockford, USA). Three (A) and two
(B) micrograms of total protein from the soluble fractions were subjected to 12% SDS-
PAGE, followed by Western blotting using rabbit anti-MetE antibody. The MetE in the
samples was quantified through densitometry using WCIF ImagelJ software. The MetE

amount from the untreated cells was equal to 1. The error bars represent the standard

deviations of triplicate independent cultures.
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E.coli DCGLETRGWPETRAALANMVOARONLERG---- 753

Salmonella DOGLETRGWPETRAALANMVEARHNLEQAE--- 754
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Figure 53. ClustalW2 multiple seguence alignment uf the MetE protein sequences. Amino acid
substitutions in MetEg 5 -214A protein are indicated in the boxes. Abbreviations: Salmonella - Salmonella
enterica Arizonae (YP_001572638.1),; Yersinia - Yersinia pestis Angola (INP_867780.1); Vibrio- Irbrxo mofeme
MG662 (NP_231340.1); Acidithiobacillus - Acidithiobacillis ferrooxidans ATCC 53993 (YP_002218328.1);
| Acidobacterium - Acidobacterium capsulatom ATCC 31196 (YP_002765941.1): Acidiphilium - Acm’xphih’nm
eryptum JE-3 (P_001235325,1). Thermotoga - Thermotoga maritima MSBS8 (NP_229090,1): Streprococcus -
Streptococcus mutans UA139 (NP_721282,1)
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