


Supplementary Table S3. Contribution of relevant taxa to the dissimilarity between the bacterial microbiomes of A. depilans egg string samples and seawater eDNA samples, based on SIMPER analyses. The listed taxa account for 90.2% of the dissimilarity in the phyla/classes dataset and 86.7% of the dissimilarity in the families/genera dataset.
	Dataset phyla/classes
	Dataset families/genera

	Phyla   
	Classes
	%
	Families           
	%
	Genera
	%

	Bacteroidota
	Flavobacteriia
	15.62
	Cryomorphaceae
	2.63
	unidentified
	‒

	
	
	
	Flavobacteriaceae
	10.49
	Tenacibaculum
	9.94

	Lentisphaerota
	Lentisphaeria
	34.64
	Lentisphaeraceae
	24.43
	Lentisphaera
	3.52

	
	
	
	Victivallaceae
	2.59
	unidentified 
	‒

	Pseudomonadota
	Alphaproteobacteria
	10.60
	Rhodobacteraceae
	5.14
	Loktanella
	3.78

	
	Gammaproteobacteria
	26.26
	Alteromonadaceae
	4.31
	Alteromonas
	0.27

	
	
	
	Oceanospirillaceae
	2.83
	Spongiispira
	0.05

	
	
	
	Pseudoalteromonadaceae
	2.67
	Pseudoalteromonas
	2.19

	
	
	
	Vibrionaceae
	4.12
	Vibrio
	3.29

	Verrucomicrobiota
	Verrucomicrobiia
	3.07
	Verrucomicrobiaceae 
	2.22
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