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Fig. S1 Phylogenetic tree derived from the V4 region of the 16S rRNA gene sequence of Bifidobacteriaceae occurring in the digestive

tract of Bombus, showing the position of the Bifidobacteria (OTU005 and OTUQ06) found in our study.
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Fig. S2 Phylogenetic tree derived from the V4 region of the 16S rRNA gene sequence of Lactobacillaceae and Bacillaceae occurring

in the digestive tract of Bombus and Apis, showing the position of the Lactobacilli (OTU003 and OTUQ004) and Bacillaceae (OTU009)

found in our study.
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Table S1 Taxonomic identification of OTUs in reared bumblebees and their closest match in GenBank and EzBioCloud.

Identification of OTUs

Phylum Class Family Genus Matching basepairs to best match in Bombus or Apis Name used here
Pr(_)teol_)acterla Betaproteobacteria 253/253 JQ746649 Snodgrassella alvi strain wkB29 Snodgrassella
Neisseriaceae Snodgrassella

Proteobacteria Gammaproteobacteria 54055 10936676 Gilliamella apicola strain wkB30 Gilliamella
Orbaceae Gilliamella

Firmicutes Bacilli 253/253 LK054485 Lactobacillus bombicola LMG 28288" L bombicola
Lactobacillaceae Lactobacillus 253/253 Lactol-Firm5 (Meeus et al. 2015) '

Firmicutes Bacilli 253/253 KJ078643 Lactobacillus bombi BTLCH M 1/27 L bombi
Lactobacillaceae Lactobacillus 253/253 Lacto2-Firm4 (Meeus et al. 2015) '

Firmicutes Bacilli 252/253 AJ971876 Uncultured Bacillus sp. Bt27 Bacillaceae
Bacillaceae

Actinobacteria Actinobacteria 253/253 FJ858733 Bombiscardovia coagulans LISPASI-P3 Bombiscardovia coagulans
Bifidobacteriaceae 253/253 Bifido3 (Meeus et al. 2015) LISPASI-P3
Actinobacteria Actinobacteria 253/253 LK054489 Bifidobacterium commune LMG 282927 B. commune

Bifidobacteriaceae Bifidobacterium 253/253 BifidoX (Meeus et al. 2015)
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