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Figure S1. Neighbour-joining tree based on paiwise K2p genetic distances among 158 16S sequence, 499 bp long, of the Crassostrea-datset comprising all Crassostrea spp.sequences.

Figure S2. Neighbour-joining tree based on paiwise K2p genetic distances among 192 16S sequences, 501 bp long, of the Saccostrea-datset comprising all Saccostrea spp.sequences.

Figure S3. Neighbour-joining tree based on paiwise K2p genetic distances among 134 16S sequences, 497 bp long, of the ostreine-datset comprising all sequences ascribed to the genera Ostrea, Ostreola and Lopha, and also the so called small-oysters (genera Dendostrea, Alectryonella and allies, including our new sequences)..

Figure S4. Neighbour-joining tree based on paiwise K2p genetic distances among 582 COI sequences, 548 bp long, of the Crassostrea-datset comprising all Crassostrea spp.sequences.

Figure S5. Neighbour-joining tree based on paiwise K2p genetic distances among 91 COI sequences, 548 bp long, of the Saccostrea-datset comprising all Saccostrea spp.sequences.

Figure S6. Neighbour-joining tree based on paiwise K2p genetic distances among 109 COI sequences, 548 bp long, of the ostreine-datset comprising all sequences ascribed to the genera Ostrea, Ostreola and Lopha, and also the so called small-oysters (genera Dendostrea, Alectryonella and allies, including our new sequences).

