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Fig. S1. Taxonomic distribution of the most abundantUs at the phylum level (> 5%
relative abundance across samples) in the oratycof the common dolphiDelphinus delphi:

striped dolphirStenella coeruleoalband harbour porpoigehocoena phocoe.
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Fig. S2. Phylogeny of the common dolphiDelphinus delphis striped dolphinStenella
coeruleoalbaharbour porpoisPhocoena phocoerand bottlenose dolphifursiops truncatt,
based on the nucleotide sequence of their mitoaiedrngenes (Acoi and (B)cytb, coding for
the cytochrome c oxidagmlypetide | and the cytochrome b, respectivelye Blignment wa
performed with MAFFT version (Katoh and Standley, 2013nd the maximum likelihoo
phylogenetic midpoint rooted trees were generayeasing PhyML version 3.(Guindonet al,
2010), wih 1000 bootstrap sets, the GTR (General Time Rileysas the be-fit model of
nucleotide substitution (evaluated by the-1Q-Tree tool (Trifinopouloset al., 2016), kappa
estimated, 4 substitution rate categories, gamns#ilglition parameter estima, BIONJ
starting tree, with optimization of topology, brénéengths and rate parameter. The D
sequences used to create the tree were obtained thie Genbank databascoi gene:
EF090638, EF090639, KF281612, EU139278 D. delphis EF090641, EF0906.,
EU557097, NC012053 fde. coeruleoalk; AJ554063, KF281686, KF281684, KF281676
P. phocoena KF570331, KF570319, KF570389, KF570350 1T. truncatu; cytb gene:
JX264661, JIX264685, KC297740, DQ378146 f{D. delphis KF691997, KF69201¢
EU557097, NC012053 fd8. coeruleoall; AJ554063, PPU72039, EF093010 P. phocoena
KF570331, KF570319, KF570389, KF570350 T. truncatu¥. Thecoi andcytb sequences of
the sperm whald’hyseter microcephal (accession AJ277029) were used as an outg

Bootstrap @alues presented as percentage are shown in thieréneehes
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Fig. S3. Canonical Correspondance Analysis (CCA) of oral microbial communities c
cetaceansampled in this study and by Bet al. (2016), constrained according to (A) tl
species (p-value 0.001) of the sampled anirr (B) the location (psalue = 0.001 and (C) the
development stage of the specime-value = 0.001). The coloudrames inthe CCA plots
group the samples according to the d¢rained variableThe constrained ordination in pane
comprises 3 groupd. delphs and S. coeruleoalbgn = 28),P. phocoen (n = 10) andT.
truncatus(n = 25).The constrained ordination in pailB comprises 4groups: animals sample
in this study in the northerAtlantic Iberian coa: (n = 11) andn the westerrAtlantic lberian
coast (n = 27)as well as animals sampled by let al. (2016)in the Sarasota Bay, Florida (r
9) and in the San Diegoay (n = 16), in the USAThe constrained ordination in panel
comprises 3 groupsadult (n = 2), subadult (n =12) and juvenile animals (n =). All
ordinations were performed after subsampthe OTUtables to even sequencing deof 1019
sequences and at the gellevel, with Hellinger transformation of the abundances. athl

panels, the species of the sampled anirare represented by symboDP. delphis(e), P.

phocoeng A) or S.coeruleoalb: (m) or T. truncatuge).
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Fig. S4. Canonical Correspondar Analysis (CCA) of the oral microbial communities
cetaceans sampled by Bt al (2016), constrained according to (#je locatiol (p-value =
0.001) of the sampled anirr (B) the development stage/sexual maturityalue = 0.03). The
colour framesn the CCA plots group the samples according toctivestrained variable. Tt
constrained wlination in panel A comprises groups: animals sampled in the Sarasota
Florida (n = 9) and in the San Diego Bay (n = I8)the USA. The onstrained ordinatn in
panel B comprises @roups: adu or mature (n = 14) and juvenite immaturcanimals (n = 11).
The adinations were performed after subsampling the @dliles to even sequencing deptt
1019 sequences and at the genus level, with Hellitrgnsforration of the abundances. In b

panels, the species of the sampled aniiis represented by symbolE: truncatu (¢).
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Fig. S5.Comparison of the oral microbiomes of cetaceanerdatg to the animal species, af
normalizing the number of sampled animals. P@ shows the Canonical Corresponde
Analysis (CCA) (pvalue = 0.001and the richness ardiversity measures calcula between
species (as the average observed OTUs and Shaiveosity index of each sample), includi
all Delphinus delphign = 18),Phocoena phocoen@ = 10) andStenella coeruleoalt (n = 10)
samples(Figure 1 in the manuscril. Panel b and ¢ show trsame analys performed in
duplicate, after randomiyormalizing th: size of each group to 10 animalie CCA plots wer
obtainedafter subsampling the OTU table to even sequeradpgh and at the bacterial spec
level, with Hellinger transformationf the abundances. The colour frames in both CCAs|
group the samples according to the constrainedbia:i The major contributions of the “hi
species” variable are shown as % in the first awbisd component of the CCA plot (CCA1 ¢
CCA2, respectively)The significance of tt alphadiversity metrics was tested with Krus-

Walllis chissquared test followed by pairwise Wilcoxon testmstn groupsn.s, statistically nc

significant).
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