Table S1. Number of raw and filtered reads and alpha diversity indices of evaluated samples.

Sample Number of reads Filtered sequences Observed Shannon
Features
C_KARL_A1 6,802 2,989 52 4.29
C_KARL_A2 4,745 4,185 68 5.23
C_KARL_A3 28,726 14,209 58 3.49
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Figure S1. Shannon-Wiener rarefaction curves of the of the fish flesh from the three different
areas (Al, A2 and A3) revealed by 165 rRNA metabarcoding analysis through 10 sampling

depths.
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Figure S2. Relative abundance (%) of bacterial phyla (upper) and families (down) of the fish

flesh from the three different areas (Al, A2 and A3), as revealed by metabarcoding analysis of

16S rRNA gene.



