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Table S1. Changes of viable cell counts in P. yezoensis sauce fermentation with different 

LAB strains.  

Numbers 

viable cell counts (Log CFU/mL)  

0 h 24 h 72 h 96 h 

L1 6.75 ± 0.03 8.45 ± 0.03 9.86 ± 0.04 8.37 ± 0.04 

L2 6.22 ± 0.13 8.66 ± 0.07 9.71 ± 0.12 8.48 ± 0.06 

L3 6.35 ± 0.01 9.03 ± 0.11 9.98 ± 0.05 8.36 ± 0.07 

L4 6.98 ± 0.02 9.34 ± 0.09 10.65 ± 0.06 9.14 ± 0.09 

MMB-05 7.01 ± 0.18 13.11 ± 0.06 11.92 ± 0.11 11.43 ± 0.08 

L6 7.61 ± 0.12 10.16 ± 0.04 11.24 ± 0.03 10.13 ± 0.03 

L7 7.33 ± 0.02 9.56 ± 0.01 10.97 ± 0.04 9.57 ± 0.08 

L8 6.78 ± 0.09 8.85 ± 0.05 9.82 ± 0.02 8.32 ± 0.05 

L9 6.45 ± 0.12 8.63 ± 0.05 9.77 ± 0.02 8.67 ± 0.11 

L10 7.15 ± 0.03 9.01 ± 0.02 10.01 ± 0.01 9.13 ± 0.04 

Values are expressed as averages ± standard deviation (n = 3).  

  



 

Figure S1. Phylogenetic tree of L. plantarum MMB-05 based on 16S rRNA gene 

sequences. 

 

  



 

Figure S2. Colony morphology and Gram staining of L. plantarum MMB-05. 

 


