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SUPPLEMENTARY FIGURE 1 

 

Acetatifactor muris + Acinetobacter johnsonii +

Anaerobium acetethylicum + + Burkholderia pseudomultivorans +

Anaerocolumna xylanovorans + Burkholderia rinojensis

Bacillus cytotoxicus + + Chelativorans composti - - - -

Bacillus toyonensis + Citrobacter koseri

Blautia glucerasea + + Dokdonella immobilis - - -

Blautia schinkii + Ensifer adhaerens - - - -

Clostridium asparagiforme + + Enterobacillus tribolii +

Clostridium disporicum + + + + Erwinia iniecta

Clostridium innocuum + Erwinia oleae - -

Clostridium lavalense + + Erwinia psidii + +

Clostridium leptum + Erwinia toletana - - -

Clostridium oroticum + Escherichia albertii + + + +

Clostridium saccharolyticum - Escherichia coli

Clostridium scindens + Escherichia fergusonii

Clostridium xylanolyticum + + Escherichia marmotae

Enterococcus asini - - - Halomonas lutea +

Enterococcus avium - Hyphomicrobium aestuarii - - - -

Enterococcus canis - - - - Klebsiella quasipneumoniae - - - -

Enterococcus faecalis Kosakonia pseudosacchari - - -

Enterococcus gallinarum + + + Mesocricetibacter intestinalis +

Enterococcus hirae Methylomonas methanica - - - -

Enterococcus lemanii + Methylotenera mobilis - - - -

Enterococcus phoeniculicola - - - Pasteurella pneumotropica + + +

Enterococcus pseudoavium + Phaseolibacter flectens +

Enterococcus saccharolyticus + Rhizobium daejeonense +

Erysipelatoclostridium ramosum + Rhizobium halophytocola - - - -

Eubacterium coprostanoligenes + Rhizobium subbaraonis - - - -

Intestinimonas butyriciproducens + Rhodobacter azotoformans - - - -

Lactobacillus acidipiscis + Rosenbergiella australoborealis - - -

Lactobacillus acidophilus - Rudaea cellulosilytica + +

Lactobacillus agilis - - - - Serratia marcescens

Lactobacillus animalis Shigella boydii

Lactobacillus apodemi Shigella dysenteriae

Lactobacillus brantae + Shinella zoogloeoides +

Lactobacillus crispatus + + Silanimonas mangrovi +

Lactobacillus faecis Sinorhizobium saheli - - - -

Lactobacillus gasseri + Thermomonas carbonis - - - -

Lactobacillus hayakitensis -

Lactobacillus hilgardii - - - - Arthrobacter nasiphocae -

Lactobacillus hokkaidonensis + Bifidobacterium animalis

Lactobacillus intestinalis + Bifidobacterium pseudolongum +

Lactobacillus johnsonii - Bifidobacterium thermophilum + + +

Lactobacillus mixtipabuli - Corynebacterium casei + +

Lactobacillus nasuensis - Cutibacteirum acnes +

Lactobacillus paracollinoides + Kocuria salsicia + + +

Lactobacillus parakefiri + Kocuria varians +

Lactobacillus pobuzihii + + Paraeggerthella hongkongensis +

Lactobacillus porcinae + Rothia amarae -

Lactobacillus reuteri Rothia dentocariosa -

Lactobacillus rhamnosus + Rothia endophytica

Lactobacillus rodentium + Rothia nasimurium

Lactobacillus sakei + Rothia terrae

Lactobacillus salivarius

Lactobacillus saniviri - - - - Bacteroides acidifaciens +

Lactobacillus secaliphilus + + Bacteroides xylanolyticus + +

Lactobacillus shenzhenensis + Flavobacterium acidificum

Lactobacillus songhuajiangensis + Odoribacter laneus + +

Lactobacillus suebicus Parabacteroides goldsteinii +

Lactobacillus taiwanensis + Prevotella shahii +

Listeria floridensis - - - Prevotella stercorea +

Macrococcus brunensis -

Melissococcus plutonius + + + Akkermansia muciniphila +

Murimonas intestini -

Pediococcus ethanolidurans - - -

Pseudoflavonifractor capillosus + +

Romboutsia ilealis +

Romboutsia sedimentorum

Roseburia faecis + + +

Roseburia intestinalis +

Ruminococcus bromii +

Ruminococcus faecis + + +

Salinicoccus carnicancri +

Salinicoccus qingdaonensis +

Salinicoccus sesuvii - - - -

Sinibacillus soli - - - -

Sporobacter termitidis +

Staphylococcus cohnii +

Staphylococcus devriesei +

Staphylococcus fleurettii

Staphylococcus haemolyticus -

Staphylococcus kloosii +

Staphylococcus lentus +

Staphylococcus petrasii + +

Staphylococcus saprophyticus + +

Staphylococcus sciuri

Staphylococcus stepanovicii + + +

Stomatobaculum longum +

Streptococcus acidominimus + +

Streptococcus agalactiae

Streptococcus cristatus + +

Streptococcus danieliae

Streptococcus fryi +

Streptococcus gordonii +

Streptococcus lactarius + + +

Streptococcus oralis

Streptococcus pharyngis + +

Streptococcus rubneri

Streptococcus sanguinis

Turicibacter sanguinis

Weissella viridescens + +
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Supplementary Figure 1. Summary of species variation in fecal microbiota at the peak of diarrhea 

(day 8). A heat map of the mean relative abundances of the prominent OTUs assigned to the species 

level is represented. The rows represent the species and the columns the experimental groups. The 

log2 of the fold change in respect to RV group was calculated and assigned a color following the 

legend. Species which were present in a group but not in the RV group were assigned the maximum 

variation (>3.5, marked with a “+”), whereas the genera which were present in RV group and not in 

the other groups were assigned the minimum variation (<-3.5, marked with a “-“). Results derived 

from n=3/group. VM: Verrucomicrobia. 

 

The RV group showed higher abundance of Lactobacillus species (e.g. Lactobacillus salivarius, p<0.05) 

than the REF group. Moreover, the infection decreased or excluded 7 species of Staphylococcus and 8 

of Streptococcus. The supplementations partially counteracted some of these effects. scGOS/lcFOS 

induced the colonization of 9 new species of Lactobacillus, which were different from those present in 

the RV group. Moreover, the alteration of Staphylococcus and Streptococcus species found in RV group 

was not so apparent. In fact, scGOS/lcFOS supplementation prevented the exclusion of 3 species 

whereas enhanced the levels of 7 others to abundances similar as those in the REF group (e.g. 

Staphylococcus haemolyticus and Streptococcus danieliae). The supplementation with 2’FL promoted the 

colonization of several bacteria of the Firmicutes phyla, such as 7 different Clostridium species and 2 

Bacillus species. The alteration of Staphylococcus and Streptococcus species was again not as intense as 

in the RV group. In addition, the RV infection promoted the colonization of numerous species 

belonging to the Actinobacteria and Bacteroidetes phyla. The mixture of scGOS/lcFOS and 2’FL seemed 

to combine the effects found separately for these oligosaccharides and interestingly, all 

oligosaccharides seemed to prevent the colonization of Listeria floridensis. Finally, the three 

supplementations were found to block the colonization of many species from the Proteobacteria 

phylum compared to the RV group (e.g. Klebsiella quasipneumoniae and Rhodobacter azotoformans), 

making them more similar to the REF group.  

 


