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Table 1. Taxonomic classification of the eighteen ASVs that make up the core microbiome

of the respiratory tract of the blue whale.

Domain Phylum Class Order Family Genus Species

Bacteria Actinobacteria Actinobacteria Propionibacteriales Propionibacteriaceae Cutibacterium unclassified
Bacteria Fusobacteria Fusobacteriia Fusobacteriales Leptotrichiaceae Oceanivirga unclassified
Bacteria Firmicutes Erysipelotrichia Erysipelotrichales Erysipelotrichaceae Dielma unclassified
Bacteria Fusobacteria Fusobacteriia Fusobacteriales Leptotrichiaceae Oceanivirga unclassified
Bacteria Proteobacteria Gammaproteobacteria Pseudomonadales Moraxellaceae Moraxella unclassified
Bacteria Proteobacteria Gammaproteobacteria Pseudomonadales Moraxellaceae Moraxella unclassified
Bacteria Proteobacteria Gammaproteobacteria Pseudomonadales Moraxellaceae Moraxella unclassified
Bacteria Bacteroidetes Bacteroidia Bacteroidales Porphyromonadaceae Porphyromonas unclassified
Bacteria Bacteroidetes Bacteroidia Bacteroidales Prevotellaceae Alloprevotella unclassified
Bacteria Fusobacteria Fusobacteriia Fusobacteriales Leptotrichiaceae unclassified unclassified
Bacteria Fusobacteria Fusobacteriia Fusobacteriales Leptotrichiaceae Oceanivirga unclassified
Bacteria Proteobacteria Epsilonproteobacteria Campylobacterales Campylobacteraceae Arcobacter unclassified
Bacteria Bacteroidetes Bacteroidia Bacteroidales Porphyromonadaceae Porphyromonas unclassified
Bacteria Firmicutes Clostridia Clostridiales Lachnospiraceae Natranaerovirga unclassified
Bacteria Proteobacteria Gammaproteobacteria Cardiobacteriales Cardiobacteriaceae Suttonella unclassified
Bacteria Bacteroidetes Bacteroidia Bacteroidales Porphyromonadaceae Porphyromonas unclassified
Bacteria Firmicutes Clostridia Clostridiales Lachnospiraceae Natranaerovirga unclassified
Bacteria Bacteroidetes Flavobacteriia Flavobacteriales Flavobacteriaceae Tenacibaculum unclassified
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Figure 1. Bacterial alpha diversity measures in blue whale blow samples and technical

controls.
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technical controls). Plot shows the sixteen identified bacterial classes, unclassified, and

“others” (sum of bacteria that did not reach the detection threshold of 0.02%).
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Figure 3. Relative abundance of bacterial classes that form the core respiratory microbiome

of the blue whale (Eighteen ASVs present in more than 50% of the blow samples).
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