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Table S1. General information on the draft genomes of the four lactic acid bacterial strains isolated from the 

fermented soy drink. GC%, percent of guanosine + cytosine in the genome. N50 is the shortest contig length 

that needs to be included to cover 50% of the genome. L50 is the count of the smallest number of contigs 

whose length sum makes up half of genome size. CDS, coding sequences. 

Bacterial strain Size (bp) GC% N50 L50 N° scaffolds  N° CDS 
L. lactis K03 2'474'618 35.1 114'671 7 363  2'684 
L. pseudomesenteroides K05 2'257'707 38.9 118'283 7 332  2'420 
L. mesenteroides K09 2'051'111 37.6 1'183'347 1 185  2'161 
L. kefiri K10 2'661'619 41.7 127'974 4 443  2'830 
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Table S2. Putative antibiotic resistance genes of bacterial strains isolated from fermented soy detected through the CARD’s Resistance Gene Identifier software 

(A) and the AMRFinder search tool (B). RGI, resistance gene identifier. AMR, antimicrobial resistance. ARO, antibiotic resistance ontology. The genome of 

strain Enterococcus faecalis TK-P4B and Bifidobacterium animalis sub. lactis BB-12 have been used as positive controls for AMR genes. 
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Enterococcus faecalis  TK-P4B NZ_KB944666.1 lsa(A)
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Supplemental material   Mantegazza et al. 

4 
 

Fig. S1. Activation of the Saccharomyces cerevisiae BMAEREluc/ERα reporter system for the measurement 

of the estrogenic activity by zearalenone. RLU, relative luminescence units. These data are from an 

experiment conducted in triplicate. 
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Fig. S2. Microbiological characterization of the fermented soy drink. Panels A-C, optical microscopy 

examination (1000X, under oil immersion) after methylene blue staining of the soy drink fermented with 

kefir grains obtained after two weeks of subculturing. Red and yellow arrows in panels A and B indicate rod-

shaped cells and chains of bacterial cocci, respectively. Panel C shows an example of the clusters of rod-

shaped cells sporadically found in the fermented soy drink. Scale bar, 10 µm. Panel D, Colony morphology 

of the four strains on HHD differential agar medium. (a) Lactococcus lactis K03 (big white colonies, blue in 

the middle), (b) Leuconostoc pseduomesenteroides K05 (small blue colonies), (c) Leuconostoc 

mesenteroides K09 (medium-size white colonies) and (d) L. kefiri K10 (small white/transparent colonies). 
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Fig. S3. Electrophoretic profiles (2% agarose gel) obtained through BOX-PCR genetic fingerprinting of 

bacterial isolates collected from M17 and MRS agar plates. The taxonomic identification of each genotypic 

group has been obtained by sequencing the 16S rRNA gene and is reported on the right. M, molecular-

weight size marker (1 kb ladder). 

 

 

Fig. S4. Assessment of polysaccharide capsule production on Congo red (A) and Aniline blu (B) agar plates. 

K03, Lactococcus lactis; K05, Leuconostoc pseudomesenteroides; K09, Leuconostoc pseudomesenteroides.

 


