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Sea cucumbers influence coral growth and alter sediment-associated prokaryotic communities on a Caribbean reef.
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Table S1 The 15 most enriched and depleted prokaryotic families in H. mexicana egesta relative to sediment. Mean relative abundances were calculated from total ASV counts. Log2 fold changes (log2FC) and adjusted p-values were obtained from negative binomial generalized linear models implemented in DESeq2 (v1.44.0, Love et al., 2014), with normalization for differences in library size. Statistical significance was assessed using Wald tests, and p-values were adjusted for multiple testing using the Benjamini–Hochberg procedure to control the false discovery rate (FDR < 0.05). 
	Family
	Direction
	Share Sediment (%)
	Share Egesta (%)
	Log2 FC
	padj

	Caulobacteraceae
	Enriched
	0,00
	0,55
	11,41
	2,12E-04

	Comamonadaceae
	Enriched
	0,00
	0,27
	10,10
	1,23E-03

	Xanthobacteraceae
	Enriched
	0,00
	0,07
	8,62
	6,62E-03

	Reyranellaceae
	Enriched
	0,00
	0,15
	8,22
	9,53E-14

	Flammeovirgaceae
	Enriched
	0,05
	1,59
	6,70
	4,39E-16

	Desulfolunaceae
	Enriched
	0,00
	0,03
	5,69
	1,57E-04

	Psychromonadaceae
	Enriched
	0,02
	0,41
	5,09
	1,27E-05

	Colwelliaceae
	Enriched
	0,83
	7,96
	4,58
	2,81E-08

	Halobacteroidaceae
	Enriched
	0,01
	0,05
	4,34
	5,57E-03

	Acholeplasmataceae
	Enriched
	0,01
	0,99
	4,29
	2,26E-03

	Moritellaceae
	Enriched
	0,46
	2,57
	4,25
	4,39E-16

	Vibrionaceae
	Enriched
	10,60
	53,70
	4,17
	1,68E-09

	Propionibacteriaceae
	Enriched
	0,09
	0,38
	4,13
	6,20E-08

	Lentisphaeraceae
	Enriched
	0,50
	3,66
	3,99
	5,42E-06

	Anaeromicrobium
	Enriched
	0,29
	0,13
	3,36
	2,43E-02

	Puniceicoccaceae
	Reduced
	0,95
	0,00
	-5,32
	1,50E-06

	Terasakiellaceae
	Reduced
	0,87
	0,01
	-5,42
	2,53E-05

	Nitrincolaceae
	Reduced
	2,24
	0,03
	-5,42
	1,14E-06

	Omnitrophaceae
	Reduced
	0,26
	0,00
	-5,43
	1,53E-05

	Nitrosopumilaceae
	Reduced
	1,44
	0,02
	-5,45
	2,53E-05

	Parvularculaceae
	Reduced
	0,26
	0,00
	-5,55
	8,27E-06

	Magnetospiraceae
	Reduced
	0,32
	0,00
	-5,72
	4,69E-06

	Thiomicrospiraceae
	Reduced
	0,79
	0,00
	-5,78
	2,09E-06

	Microtrichaceae
	Reduced
	0,65
	0,01
	-5,82
	5,42E-06

	Desulfatiglandaceae
	Reduced
	0,37
	0,00
	-5,83
	3,27E-06

	Hyphomonadaceae
	Reduced
	0,74
	0,01
	-5,95
	2,03E-06

	BD2-7
	Reduced
	0,36
	0,00
	-5,99
	1,50E-06

	Rickettsiaceae
	Reduced
	0,39
	0,00
	-6,09
	1,13E-06

	Balneolaceae
	Reduced
	0,52
	0,00
	-6,53
	1,90E-07

	Woeseiaceae
	Reduced
	2,26
	0,03
	-7,09
	1,90E-07





[image: ] Fig. S1 Sediment organic content across open-frame control (n = 5), H. mexicana exclosure (n = 4), and H. mexicana enclosure (n = 5) treatments on the final day of the experiment (day 43, 27 March 2024). Points represent replicates, and bars show means ± SE. Organic content did not differ significantly among treatments (one-way ANOVA, F₂,₁₁ = 0.48, p = 0.63).
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Fig. S2 Rarefaction curves of amplicon sequence variants (ASVs) in sediment and H. mexicana egesta samples. Curves show the relationship between sequencing depth and observed ASV richness, with each line representing an individual sample.
[image: ]
Fig. S3 Non-metric multidimensional scaling (NMDS) ordination of prokaryotic community composition in sediment and egesta samples based on Bray–Curtis dissimilarities calculated from relative abundances. Points represent individual samples, and shaded ellipses indicate 95% confidence regions for each sample origin. NMDS stress = 0.035
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