Appendix S2 - Methodological details of the reference database completion and taxonomic assignments
[bookmark: _GoBack]All the specimens were referenced and additional information including sampling details, geographic coordinates and specimen photographs were collected. Species identification was based on morphological criteria (color, meristic counts and proportional measurements) given in Allen & Erdmann (2012). The morphological identification was then compared and combined with the double genetic identification based on CO1 and 12S. The results were compared with the known occurrences distribution map of each species from Fishbase (Froese, 2020). The taxonomic fish names were checked and updated featuring the authoritative reference and searchable on-line database Eschmeyer's Catalog of Fishes (http://researcharchive.calacademy.org/research/ichthyology/catalog/fishcatmain.asp,Fricke 2020).Genomic DNA was extracted using the NucleoSpin® 96 Tissue – vacuum processing following Macherey-Nagel instructions. A 652 bp segment from the 5’ region of the mitochondrial cytochrome oxidase I gene was amplified using the primer pairs TelF1 (5’-TCGACTAATCAYAAAGAYATYGGCAC-3’)/FishR1 (5’-TAGACTTCTGGGTGGCCAAAGAATCA-3’) (Dettai et al. 2011; Ward et al. 2005) or FF2D (5’-TTCTCCACCAACCACAARGAYATYGG-3’)/FishR1 (Ivanova et al. 2007).
A ca. 480 bp segment from the 3’ region of the mitochondrial 12S ribosomal RNA was amplified respectively for teleosts and elasmobranchs using the primer pairs 12SFTel (5’-CAAACTGGGATTAGATACCC-3’)/12SRTel (5’-CTTCCRGTACRCTTACCATG-3’) and 12SFEla (5’-CAAACTAGGATTAGAKACCC-3’)/12SREla (5’-TTTCCAGTACACTTACCATG-3’). The two degenerated primer pairs included the two hypervariable regions defined by Riaz et al., (2011) and Valentini et al., (2016). They were defined respectively from two distinct sequence alignments made on 8 teleosts (Genbank: EU087704.1, KJ101556.1, NC_009871.1, NC_010108.2, NC_022510.1, NC_023967.1, NC_025953.1, NC_029353.1), and 7 elasmobranchs (Genbank: KF111729.1, KT203434.1, NC_000890.1, NC_022837.1, NC_023808.1, NC_026210.1, NC_026287.1).
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