[bookmark: _Hlk210324598]Supplementary Table S2. Relative abundance (% of 16S rRNA gene mapped reads) of bacterial families with an average relative abundance  0.50 %, along with their representative genera, in A. depilans egg string samples (ES1 ‒ ES4) and the respective values in seawater eDNA samples (SW1 ‒ SW3).
	Phyla
	Families
	Egg String Samples
	Seawater eDNA Samples 

	Classes
	Genera
	ES1
	ES2
	ES3
	ES4
	Average
	SW1
	SW2
	SW3
	Average

	Bacteroidota
	Cytophagia
	Cytophagaceae
	0.49
	0.33
	1.74
	1.43
	1.00
	0.01
	0.04
	0.03
	0.03

	
	
	Flammeovirgaceae
	2.14
	0.90
	1.10
	2.16
	1.58
	0.01
	0.04
	0
	0.02

	
	Flavobacteriia
	Cryomorphaceae
	0.33
	1.17
	0.36
	4.98
	1.71
	3.83
	4.81
	4.22
	4.29

	
	
	Flavobacteriaceae
	9.61
	46.36
	6.74
	16.75
	19.87
	19.03
	16.44
	17.97
	17.81

	
	
	Aquimarina
	0.17
	1.42
	0.08
	0.41
	0.52
	0.29
	0.15
	0.22
	0.22

	
	
	Cellulophaga
	0.67
	5.02
	0.55
	0.39
	1.66
	0.06
	0.07
	0.06
	0.06

	
	
	Maribacter
	0.48
	1.51
	0.09
	0.42
	0.63
	0.13
	0.12
	0.22
	0.16

	
	
	Tenacibaculum
	6.30
	35.16
	4.46
	10.94
	14.22
	2.39
	1.96
	2.28
	2.21

	
	Sphingobacteriia
	Saprospiraceae
	0.04
	1.16
	1.45
	3.04
	1.42
	0.04
	0.05
	0.02
	0.04

	
	
	Saprospira
	0.03
	0.29
	0.22
	0.90
	0.36
	0
	0
	0
	0

	Lentisphaerota 
	Lentisphaeraceae
	38.85
	13.24
	34.51
	21.79
	27.10
	0.25
	0.37
	0.68
	0.43

	Lentisphaeria
	Lentisphaera
	12.12
	0.27
	2.71
	0.85
	3.99
	0.05
	0.06
	0.27
	0.13

	
	Victivallaceae
	0.04
	1.35
	0.98
	9.22
	2.90
	0.01
	0
	0.04
	0.02

	Pseudomonadota
	Alphaproteobacteria
	Phyllobacteriaceae
	2.81
	0.13
	0.97
	0.38
	1.07
	0.15
	0.16
	0.18
	0.16

	
	
	Rhodobacteraceae
	29.79
	17.66
	19.80
	16.59
	20.96
	23.65
	22.46
	25.08
	23.73

	
	
	Jannaschia
	0.80
	0.12
	0.74
	0.30
	0.49
	0.17
	0.13
	0.21
	0.17

	
	
	Loktanella
	5.45
	7.95
	2.11
	4.85
	5.09
	0.70
	0.58
	0.81
	0.70

	
	
	Octadecabacter
	1.85
	0.74
	0.50
	0.35
	0.86
	0.15
	0.15
	0.14
	0.15

	
	
	Sulfitobacter
	0.83
	0.61
	0.81
	0.88
	0.78
	1.42
	1.58
	1.57
	1.52

	
	Gammaproteobacteria
	Alteromonadaceae
	2.82
	1.11
	4.29
	2.45
	2.67
	7.09
	8.62
	6.98
	7.56

	
	
	Alteromonas
	0.09
	0.32
	1.03
	0.46
	0.48
	0.50
	0.40
	0.55
	0.48

	
	
	Colwelliaceae
	2.75
	1.10
	2.40
	3.96
	2.55
	2.16
	2.68
	2.11
	2.32

	
	
	Colwellia
	0.83
	0.30
	0.77
	1.04
	0.74
	1.34
	1.57
	1.25
	1.39

	
	
	Thalassomonas
	0.43
	0.53
	0.93
	2.20
	1.02
	0.63
	0.81
	0.61
	0.68

	
	
	Oceanospirillaceae
	0.27
	1.25
	9.38
	4.19
	3.77
	2.54
	2.75
	2.42
	2.57

	
	
	Spongiispira
	0.01
	0.08
	1.16
	0.84
	0.52
	0
	0
	0
	0

	
	
	Pseudoalteromonadaceae
	0.14
	0.41
	0.58
	1.05
	0.55
	4.79
	2.23
	3.61
	3.54

	
	
	Pseudoalteromonas
	0.12
	0.07
	0.09
	0.44
	0.18
	3.15
	1.69
	3.07
	2.64

	
	
	Pseudomonadaceae
	0.74
	1.30
	0.32
	0.54
	0.73
	1.89
	1.47
	1.91
	1.76

	
	
	Pseudomonas
	0.17
	0.17
	0.05
	0.10
	0.12
	0.38
	0.20
	0.43
	0.34

	
	
	Shewanellaceae
	0.88
	0.24
	1.51
	0.94
	0.89
	1.12
	1.20
	0.99
	1.10

	
	
	Shewanella
	0.55
	0.18
	1.09
	0.79
	0.65
	0.60
	0.40
	0.47
	0.49

	
	
	Thiotrichaceae
	1.10
	2.31
	0.87
	0.76
	1.26
	0.64
	0.43
	0.58
	0.55

	
	
	Thiothrix
	0.62
	0.11
	0.45
	0.06
	0.31
	0.07
	0.08
	0.09
	0.08

	
	
	Vibrionaceae
	1.56
	0.98
	0.84
	0.79
	1.04
	5.83
	5.40
	5.68
	5.64

	
	
	Vibrio
	1.49
	0.67
	0.58
	0.47
	0.80
	4.44
	4.23
	4.75
	4.47

	Verrucomicrobiota
	[bookmark: _Hlk210371774]Verrucomicrobiaceae
	0.55
	5.81
	0.29
	4.31
	2.74
	0.10
	0.12
	0.11
	0.11

	Verrucomicrobiia
	Rubritalea
	0.52
	5.69
	0.29
	4.16
	2.67
	0.01
	0
	0.07
	0.03





