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Figure S1. Probable chemical reactions causing transitions of C→U and A→G, to account for the accelerated rate of point 

mutations in the SARS-CoV-2 genome (besides base changes due to replication errors). (a) If the RNA within the virus is 

subjected to heat treatment (incubated for some time at 95°C) then sulfonated by sodium sulfite (sulfite, including sodium sulfite 

and sodium metabisulfite are used as disinfectant, antioxidant and preservative agent), at pH 7 and 65°C, the next step of 

hydrolytic deamination can occur at high pH and room temperature. In the final step, alkali desulfonation (alkaline brines and 

marinades are frequently employed in Chinese cuisines to alter the texture of meat or seafood) can take place to obtain uraci l (for 

details see Hyatsu, 2008). (b) A transition route from A to G by a hydrolytic deamination method using water and formic acid 

medium (formic acid is a tried and tested biocide, and used in cleaner formulations). The conversion consists of three steps. First 

of all, the hydrolytic deamination of adenine to form the intermediate compound hypoxanthine. The second step is the formation of 

xanthine from hypoxanthine by oxidation method, and the third is the amination of xanthine to guanine base using ammonia and 

water (for details see Tolosa et al., 2019). 
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