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Figure S1. Experimental design of the biofilm model and colony morphology of the species forming biofilms. (Panel A) The diagram depicts the experimental design of the mixed- and single-species biofilm model, including developmental phases (ages) and incubation conditions. For microbial population evaluation, the mixed-species biofilms were processed at the following time points: transition from planktonic to initial binding, transition from binding to early (29 h), early (43 h), early to mid (55 h), mid (67 h), mid to mid-late (79 h), mid-late (91 h), mid-late to late (103 h), and late (115 h) phases of biofilm development. (Panel B) Representative image of colony morphologies of each species present in mixed-species biofilms after incubation on blood agar plate (48h/ 5% CO2/ 95% air atmosphere). 

Figure S2. Soluble proteins in the ECM of single- and mixed-species biofilms. Total amounts of soluble proteins were measured from single- (Panel A) and mixed-species (Panel B) biofilms at 67 h (black bars) and 115 h (white bars). The plotted data are averages, and error bars indicate the standard deviation (n=6 for single-species biofilms at 67 and 115h, and for mixed-species biofilms at 115 h; n=10 for mixed-species biofilms at 67 h).
Table S1: Outcome of Pearson’s correlation analyses between population, biomass, protein, and matrix components (eDNA, LTA, WSP, ASP and proteins) for S. mutans parental strain, UA159. The yellowed shaded boxes highlight correlation that were statistically significant.

Table S2: Outcome of Pearson’s correlation analyses between population, biomass, protein, and matrix components (eDNA, LTA, WSP, ASP and proteins) for S. mutans gtfB. The yellowed shaded boxes highlight correlation that were statistically significant.

Table S3: Outcome of Pearson’s correlation analyses between population, biomass, protein, and matrix components (eDNA, LTA, WSP, ASP and proteins) for S. mutans lytT. The yellowed shaded boxes highlight correlation that were statistically significant.

Table S4: Outcome of Pearson’s correlation analyses between population, biomass, protein, and matrix components (eDNA, LTA, WSP, ASP and proteins) for S. mutans lytS. The yellowed shaded boxes highlight correlation that were statistically significant.

Table S5: Outcome of Pearson’s correlation analyses between population, biomass, protein, and matrix components (eDNA, LTA, WSP, ASP and proteins) for S. mutans dltA. The yellowed shaded boxes highlight correlation that were statistically significant.

Table S6: Outcome of Pearson’s correlation analyses between population, biomass, protein, and matrix components (eDNA, LTA, WSP, ASP and proteins) for S. mutans dltD. The yellowed shaded boxes highlight correlation that were statistically significant.



