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Small fragments of one colony of E. singularis from CCR3_20, CCR3_40; CCR3_50; CCR3_60; of E. cavolinii, of E. verrucosa and E. racemosa of the same sampling sites as in the Manuscript were also used to evaluate their variability in three mitochondrial region: mtMutS (msh1), Igr1 and COI. 
Total genomic DNA was extracted from the ethanol-preserved fragments using the E.Z.N.A. DNA kit (OmegaBiotech) following the manufacturer’s instructions. The mtMutS (msh1), and Igr1+COI mitochondrial regions were sequenced as an octocoral barcode proposed by McFadden et al. (2011) for comparative purposes. The start of the mtMutS (msh1) region was amplified using the primers ND42599F and MUT3458R (France and Hoover 2002; Sánchez et al. 2003). Igr1+COI region was amplified using the primers COII8068F and COIOCTR (McFadden et al. 2004; France and Hoover 2002). PCR profiles, purification protocol and sequencing as described in López-González et al. (2015). 
Sequence genetic diversity was estimated as number of haplotypes (h), haplotype and nucleotide diversity (Hd and π, respectively). All these parameters were calculated through DnaSP v5 (Librado & Rozas 2009). Distance matrixes of sequence divergence among the species were calculated as p distance (Dp) in MEGA v.5.05 (Tamura et al. 2011). 

Results
The length of the amplified mitochondrial regions was 786 pb for COI, 737 pb for msh1 and 112 pb for Igr1. For each of the three regions only two haplotypes were detected: one common to E. singularis individuals, E. cavolinii and E. verrucosa and the other private for E. racemosa. The two COI haplotypes differ for 4 silent nucleotide substitutions (Dp E. racemosa vs. E. cavolinii, E.singularis, E. verrucosa = 0.00509); the msh1 haplotypes for one silent substitution (Dp E. racemosa vs. E. cavolinii, E.singularis, E. verrucosa = 0.00136) and the Igr1 haplotypes diverge for 6 silent nucleotide substitutions (Dp E. racemosa vs. E. cavolinii, E.singularis, E. verrucosa = 0.05357). 
All the sequences were deposited in GenBank with accession numbers from KX051564 to KX051577.
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