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Table SM1: Summary of values extracted from 37 cloud samples collected at the puy de Dôme station used for principal component analysis (PCA). The values in grey were used to 

perform the Spearman’s rank correlation test.  

 

 



Table SM1(end): Summary of values extracted from 37 cloud samples collected at the puy de Dôme station used for principal component analysis (PCA). The values in grey were used 

to perform the Spearman’s rank correlation test.  



 

Figure SM1: Light spectrum of the lamp (Sylvania Reptistar) used for experiments compared to spectra of solar light 

measured on a sunny day and inside a cloud (measured on October 16, 2013 at 3:57-3:58 PM). Solar light and solar 

light inside a cloud were measured on the top of the puy de Dôme. H2O2 absorbance spectrum. 

  



 

Figure SM2: Initial degradation of H2O2 (µM) as a function of time (min) summarizing abiotic conditions: Light + Fe-

[EDDS] (black square), Light (black circle), Fe-[EDDS] (black square with white cross) and biotic conditions:  

Light + Fe-[EDDS] + Bacteria (a,b,c) (black diamond), Fe-[EDDS] + Bacteria (a,b,c) (white diamond), Light + Bacteria 

(a,b,c) (black triangle), Bacteria (a,b,c) (white triangle). (a) Pseudomonas graminis 13b-3 (b) Pseudomonas syringae 13b-2 

(c) Sphingomonas sp. 14b-5. Three replicates were done. Error bars (very low values) represent the standard errors 

(SEs) of the enzymatic assay (5%).   



 

Figure SM3: ATP concentration (µM) for the Pseudomonas graminis (13b-3) strain as a function of time (min) in the 

absence (white square) and the presence (black square) of H2O2 at 20 µM: (a) Cloud + Bacteria + H2O2; (b) Cloud + 

Bacteria + H2O2 + Light; (c) Cloud + Bacteria + H2O2 + Fe-[EDDS]; (d) Cloud + Bacteria + H2O2 + Fe-[EDDS] + 

Light. 

The vertical bar illustrates the time corresponding to the total degradation of H2O2. 

  



 

Figure SM4: ATP concentration (µM) for the Pseudomonas syringae (13b-2) strain as a function of time (min) in the 

absence (white square) and the presence (black square) of H2O2 at 20 µM: (a) Cloud + Bacteria + H2O2; (b) Cloud + 

Bacteria + H2O2 + Light; (c) Cloud + Bacteria + H2O2 + Fe-[EDDS]; (d) Cloud + Bacteria + H2O2 + Fe-[EDDS] + 

Light. The vertical bar illustrates the time corresponding to the total degradation of H2O2. 

  



 

Figure SM5: ATP concentration (µM) for the Sphingomonas sp. (14b-5) strain as a function of time (min) in the 

absence (white square) and the presence (black square) of H2O2 at 20 µM: (a) Cloud + Bacteria + H2O2; (b) Cloud + 

Bacteria + H2O2 + Light; (c) Cloud + Bacteria + H2O2 + Fe-[EDDS]; (d) Cloud + Bacteria + H2O2 + Fe-[EDDS] + 

Light. The vertical bar illustrates the time corresponding to the total degradation of H2O2. 

 

 


