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Fig. S1 Relative composition of FAMEs in each microorganism grown in the presence of 4% benzene, 

ethanol, propanol, toluene, and salt: A) E. coli; B) K. oxytoca; C) A. hydrophila; D) P. aeruginosa; E) P. 

putida; F) P. stutzeri; G) B. cereus; and H) B. subtilis. 



Fig. S2 PLS-DA analysis of the protein profiles of I. E. coli; II. K. oxytoca; III. B. cereus; IV. B. subtilis; 

V. A. hydrophila; VI. P. aeruginosa; VII. P. stutzeri; VIII. P. putida, grown under different environments: 



E (blue), 4% ethanol; P (green), 4% propanol; B (orange), 4% benzene; T (black), 4% toluene; S (purple), 

4% salt; C (red), control.


