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Experimental setup and treatments
[bookmark: _Hlk210234227]The acclimatization of CCA thalli was done in an open-circuit aquarium that received a continuous water flow of 1 L min-1. The seawater was pumped from Banyuls-sur-Mer Bay at 14 m depth, filtered at 5 µm, and maintain at ≈16.1°C, the temperature of the sampling site. A Sera LED cool daylight 1420 mm / 27 W was adopted to maintain a daily irradiance of 3 µmol photons m-2 s-1 under a cycle of 10-h light-14-h dark. After acclimatization, fragments of nine thalli of each CCA species (surface = 12.6±2.5 cm2) were coated on the underside with non-toxic epoxy glue (Holdfast Epoxy, Aquarium Systems) to avoid possible interactions between Eunicella singularis larvae and the organisms colonizing the underside of the CCAs. Each fragment was placed in a 1-liter cylindrical open-circuit aquarium and was maintained in three different treatments for 56 days prior to the introduction of the larvae. The treatments were the following: Control (CTRL) representing the ambient conditions of pH (pHT = 8.1) and temperature (T ≈ 16.1 °C); T1 representing the acidified and warmer conditions projected in the SSP5-8.5 scenario for 2100 with pHT value corresponding to 7.70 (Kwiatkowski et al., 2020) and a temperature increase of 2.5 °C (Reale et al., 2022); T2 corresponding to the same conditions than T1 (pH ≈ 7.70, T = + 2.5 °C) for 35 days, followed by a 21-day heatwave event at 26 °C representative of the projections in the study area starting from 2050 (Galli et al., 2017). The 26 °C temperature was achieved over 10 days with a daily increase of 0.5°C. Temperature and pH conditions were controlled as described below.
The same cylinders were used to test for the larval settlement with three replicated cylinders used for each algal species and treatment (18 cylinders in total). A total of six cylinders (three replicates for the two algal species) were used for each environmental condition and were arranged in three larger aquaria (later referred to as “water bath”), each dedicated to one of the experimental treatments (T1, T2, CTRL). In addition, three cylinders containing only bare rocks, which were first combusted at 459 °C for four hours (to remove organisms and organic matter) and coated with epoxy on one side, were added to the CTRL treatment aquarium. The remaining fragments of the CCA thalli that were not put in the cylinders were placed in their corresponding water bath. These CCA fragments were used to characterize the composition of the CCA bacterial communities after treatments, just before the addition of the larvae to the cylinders. Finally, three intact unfragmented thalli for each CCA species were kept only in the T2 water bath to characterize exo-metabolite profiles after treatment. Seawater pumped from Banyuls-sur-Mer Bay at 14 m depth and filtered at 5 um was continuously flowing into four 100-liter tanks, the header tanks. These tanks supplied the 21 cylinders at a rate of 50 mL min-1 which subsequently fed the three water baths.
During the 56 days of treatment, in two out of the four header tanks, pH and temperature were controlled using dedicated controllers and probes with the APEX Neptune Systems (www.neptunesystems.com). The header tanks randomly supplied the 12 cylinders dedicated to T1 and T2 treatments. The temperature was adjusted daily to mimic its natural seasonal daily variation. In the other two 100-litre tanks, temperature and pH were those of the natural seawater, and they randomly supplied the nine CTRL cylinders. The heatwave event of T2 treatment was simulated by increasing the seawater temperature specifically in the water bath containing the six dedicated cylinders with dedicated temperature controller and probe. After 56 days of treatment, temperature and pH were maintained at ambient conditions. The Sera LED cool daylight 1420 mm / 27 W was adopted to maintain a daily irradiance of 3 µmol photons m-2 s-1 under a cycle of 10 to 12-h light and, respectively, 14 to 12-h dark following the monthly changes.
Temperature and pH in all experimental aquaria and cylinders were measured weekly using a handheld pH meter (IP67 3110, Fisher Scientific) calibrated with a seawater pH TRIS buffer (batch no. T33 provided by Andrew G. Dickson, Scripps Institution of Oceanography, USA) before each set of measurements. Salinity data during the experiment were obtained from measurements performed in the bay of Banyuls. To confirm that total alkalinity was not altered by metabolic activity, it was measured biweekly in each experimental condition by potentiometric titration using a Metrohm 888 Titrando following the method of Dickson et al. (2007). Titrations of certified reference material (batch no. 186) provided by Andrew G. Dickson were used to assess the accuracy of the measurements and were within 6.5 µmol kg−1 of the reference value. pHT, temperature, total alkalinity, and salinity were used to calculate the other carbonate chemistry parameters using R package seacarb (Gattuso et al., 2024).
After the 56 days of treatment, the CCA thalli kept in the larger aquaria were sampled and frozen immediately at -80 °C for subsequent analysis of the associated bacterial communities. For the CCA fragments in the cylinders, water conditions in all experimental systems were restored to normal conditions five days before the addition of gorgonian larvae.

CCA DNA extraction, amplification, sequencing, and phylogenetic analyses 
The taxonomic identification of CCAs was performed as in Manea et al. (2025). The silica-dried CCA samples were pulverized using sterile mortars, and the DNA extraction was performed following the modified protocol of the Qiagen DNeasy Blood & Tissue Kit (Qiagen, Crawley, UK) by Broom et al. (2008). Samples were incubated in 1.5 mL centrifuge tubes with 400 µL of extraction buffer ATL and 25 mAU of proteinase K at 65 °C for 4 h. Samples were subsequently incubated at 70 °C for 10 minutes after the addition of 400 µL of lysis buffer AL. Samples were then centrifuged at full speed in a benchtop centrifuge for 10 minutes. After supernatants transfer to new 1.5 mL centrifuge tubes, 400 µL of ethanol (96-100%) were added. Once mixed, the obtained solution was transferred to a DNeasy Mini spin column in a 2 mL collection tube, and then processed following the manufacturer instructions. 
The psbA gene was PCR-amplified according to Pezzolesi et al. (2017, 2019), while the mitochondrial COI-5P fragment was PCR-amplified in M. dendrospermum following Peña et al. (2015). PCR products were visualized in 1.5% agarose gels stained with Midori Green using Low DNA Mass Ladder (Invitrogen, Carlsbad, CA, USA) as a reference, and PCR products with expected lengths and yields were purified and sequenced by BMR Genomics (Padua, Italy).
The quality of the sequences was assessed by visual inspection of the electropherograms using the Chromas software (Version 2.6.6; Technelysium Pty LTD, South Brisbane, Australia). Alignment was performed using ClustalW and default settings and phylogeny constructed by means of MEGA software (Version 11.0.13, www.megasoftware.net; Tamura et al., 2021). In addition, NCBI database (www.ncbi.nlm.nih.gov) was searched for publicly available sequences of Lithophyllum stictiforme complex and Mesophyllum genus (as Mesophyllum macroblastum is now recognized as Macroblastum dendrospermum, Athanasiadis & Ballantine, 2024), and some representatives were selected to be included in the alignments, as in Manea et. (2025). The alignment was assembled including the psbA sequences of Lithophyllum dentatum (Kützing) Foslie, L. hibernicum Foslie, and L. bathyporum Athanasiadis & D.L.Ballantine, and psbA sequences of the Melobesioideae Phymatolithon calcareum (Pallas) W.H. Adey & McKibbin and Lithothamnion corallioides (P.L. Crouan & H.M. Crouan) P.L. Crouan & H.M. Crouan as outgroups in the respective data sets, according to previous studies (Pezzolesi et al, 2019; Peña et al., 2015; Manea et al., 2025). The sequences’ alignment of L. stictiforme psbA sequences was 816 base pairs long, while those of M. dendrospermum ranged from 599 to 851 base pairs. The COI-5P of M. dendrospermum alignment resulted in 608 bp. Neighbor-Joining (NJ) distance analyses were performed on all data sets using Maximum Composite Likelihood model in MEGA software, with nodal support assessed by 1,000 bootstrap (BR) resamplings. Phylogenetic relationships were inferred using Maximum likelihood (ML) analyses in MEGA software, under a generalized time-reversible with gamma+invariant sites heterogeneity model (GTR+G+I), and a generalized time-reversible gamma distributed (GTR+G) alignments, for the COI-5P and psbA alignments, respectively. The bootstrap consisted of 1000 replicates with complete deletion option, i.e. eliminating positions containing gaps and missing data (Saitou & Nei, 1987; Nei & Kumar, 2000; Pezzolesi et al., 2019; Manea et al., 2025).

Bacteria DNA amplification and sequencing from E. singularis larvae and settlers
[bookmark: _Hlk190259514]Bacteria DNA amplification from single larvae and settlers was carried out using a direct PCR approach as described in Tignat-Perrier et al. (2025) to avoid losing the small quantity of bacteria DNA associated with the samples. Samples were incubated for 20 min at 65 °C in extraction buffer (qPCR ProbesMaster kit, Jena Bioscience) supplemented with 0.1 µL of Proteinase K solution (600 U/mL; Qiagen) for cell lysis and DNA release. The V3-V4 region of the 16S rRNA gene was then amplified in three replicates per sample using the direct qPCR ProbesMaster kit (Jena Bioscience) and the forward and reverse primers 341F 5′-CCTACGGGNGGCWGCAG-3′ and 785R 5′-GACTACHVGGGTATCTAATCC-3′, respectively (Klindworth et al., 2013). The reaction mixture contained 25 µL of direct qPCR ProbesMaster mix, 0.75 µL of each primer (10 µM), 1 µL of sample (in extraction buffer) and RNAse-free water to complete the final 50 µL volume. The PCR 3-steps program consisted of an initial step at 95 °C for 5 min for enzyme activation, 40 cycles of 15 sec at 95 °C, 30 sec at 55 °C and 30 sec at 60 °C for denaturation, hybridization and elongation, respectively, then a final step at 60 °C for 10 min. Negative controls (i.e., PCR without sample material) were processed at the same time as the samples. The three PCR reactions per sample were pooled and amplicons were purified using AMPure XP beads (Beckman Coulter). Amplification was checked using the Bioanalyzer DNA 1000 kit (Agilent), and samples showing amplification were sent for library preparation and sequencing following Illumina’s standard “16S Metagenomic Sequencing Library Preparation” protocol (Illumina, 2013).

CCA metabolite sampling, extraction and composition
Samples for CCAs’ exo-metabolite characterization were collected in aquarium after T2 treatment (i.e., warming and acidification followed by heatwave). Additional six samples (three for each CCA species) were collected in situ and used as controls for comparison. In both cases, a volume of 200 μL of seawater was collected by using sterile syringes on the surface of each CCA thallus, for a total of 12 samples (six in situ samples, hereafter referred as “in situ”, and six samples in T2 treatment aquarium). The samples were immediately filtered through a sterilized 0.2 μm filter (Minisart Syringe Filter, diameter 47 mm, Sartorius) and frozen at -80°C until metabolites extraction.
[bookmark: _Hlk210234755]Samples were subjected to a solid-phase extraction (SPE) using Strata-X 33 µm Polymeric Reversed Phase columns (Phenomenex SAS, US) following a protocol adapted from Dittmar et al. (2008). Specifically, samples were acidified to pH 2 using 10% HCl (made with HPLC-water from HCl puriss. 32%, Fluka, Sigma), and metabolites were adsorbed onto the SPE cartridges using gravity flow not exceeding a flow rate of 1 mL min-1. SPE cartridges were then dried for 20 min before being eluted with 80% HPLC-grade methanol and then dried using a rotary evaporator. The dried extracts were reconstituted in 200 ul 3:1 methanol/Milli-Q water with 0.4 nmol of 13C515N valine and 13C6 sorbitol. The samples were sonicated for 20 min at 4°C, then centrifuged at 4°C for 20 min at 16000 g using an Eppendorf centrifuge 5430 R. Seventy-five μL of the supernatant was dried for the GC-MS analysis.
Dried samples for targeted analysis were prepared by adding 25 μL of methoxyamine hydrochloride (30 mg ml−1 in pyridine) followed by shaking at 37 °C for 2 h. Samples were then derivatized with 25 μL of N,O-bis (trimethylsilyl)trifluoroacetamide with trimethylchlorosilane (BSTFA with 1% TMCS, Thermo Scientific) for 1 h at 37 °C. Samples were left for 1 h before 1 μL was injected onto the gas chromatography column using a hot needle technique. 
The GC–MS system used was composed of an AOC6000 autosampler, a 2030 Shimadzu gas chromatograph and a TQ8050 quadrupole mass spectrometer (Shimadzu). The mass spectrometer was tuned according to the manufacturer’s recommendations using tris-(perfluorobutyl)-amine (CF43). GC–MS was performed on a 30 m Agilent DB-5 column with 1 μm film thickness and 0.25 mm internal diameter column. The injection temperature (inlet) was set at 280 °C, the MS transfer line at 280 °C and the ion source adjusted to 200 °C. Helium was used as the carrier gas at a flow rate of 1 mL min−1, and argon gas was used as the collision cell gas to generate the multiple reaction monitoring (MRM) product ion. Sample analysis was performed under the following temperature program; start at injection 100 °C, a hold for 4 min, followed by a 10 °C min−1 oven temperature ramp to 320 °C following final hold-off for 11 min. Approximately 520 quantifying MRM targets were collected using Shimadzu Smart Database along with a qualifier for each target that covers about 350 endogenous metabolites and multiple 13C-labelled internal standards. Both chromatograms and MRMs were evaluated using the Shimadzu GCMS LabSolutions Insight software (version 3.6). Resulting area responses were normalized to the internal standard 13C6-sorbitol area response.

Data analysis and statistics linked to the larvae settlement experiment
Effect of substrate and treatment on larval settlement
To assess the effects of substrate type and experimental treatments on Eunicella singularis larval settlement, we performed two separate statistical analyses. This approach was necessary due to differences in substrate characteristics and the applicability of the pre-conditioning treatments.
Effect of Substrate Type 
We first tested the effect of substrate type on larval settlement using a one-way ANOVA. The experimental design included three substrate types: bare rock, and two species of crustose coralline algae (Lithophyllum stictiforme and Macroblastum dendrospermum). Settlement was measured as the total number of settlement events recorded over a 59-day experimental period during which settlement was recorded daily in three replicate aquaria for each substrate type. 
Effect of Experimental Treatments 
A second analysis was conducted to examine the effects of ocean acidification and marine heat waves on larval settlement, specifically on the two CCA species. Bare rock was excluded from this analysis because the experimental treatments involved a pre-conditioning phase, which aimed to alter the microbial community associated with CCA surfaces. Since bare rock has been previously sterilized, its inclusion in the analysis would have compromised the statistical validity of the results. To test the effects of substrate type (CCA species) and treatment, we employed a two-way ANOVA with Substrate (2 levels: Lithophyllum stictiforme and Macroblastum dendrospermum) and Treatment (3 levels: CTRL, T1, and T2) as independent factors.
The underlying hypothesis was that experimental treatments can modify CCA properties (microbial community and metabolites produced), potentially altering their capacity to promote larval settlement. By preconditioning the substrates, we aimed to simulate how future climate scenarios might influence the settlement process through changes in the algae/settlement interactions.
Effect of substrate and treatment on the timing of larval settlement
To determine whether substrate type or treatment conditions influenced the timing of larval settlement, we used the day of first settlement as the response variable. This analysis was based on the hypothesis that substrate type or treatment conditions could either accelerate or delay larval settlement. The day of first settlement was recorded for each substrate and treatment in the three replicate aquaria. Two separate ANOVA models were applied to analyze the data:
Effect of Substrate Type
A one-way ANOVA was performed to assess the effect of substrate type on settlement timing. The experimental design included three substrates: bare rock, Lithophyllum stictiforme, and Macroblastum dendrospermum.
Effect of Experimental Treatments 
A two-way ANOVA was conducted to test if settlement timing is influenced by treatment conditions and if this effect varied between substrates. The experimental design included two independent factors: Substrate (2 levels: Lithophyllum stictiforme and Macroblastum dendrospermum) and Treatment (3 levels: CTRL, T1, and T2). In both analyses, the response variable was the day of first settlement, measured as the day in which the first settlement event was observed in each replicate aquarium.
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Supplementary Figures
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Fig. S1. Phylogenetic tree of Macroblastum dendrospermum. Phylogenetic tree inferred from ML analysis of the psbA sequences of the Mediterranean M. dendrospermum and other publicly available sequences for Mediterranean Mesophyllum. Bootstrap ML values > 60% are shown for each node. Members of the subfamily Melobesioideae were used as outgroup. Scale bar: 0.02 substitutions per site. Sequences generated in the present work are marked in bold.
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Fig. S2. Phylogenetic tree of Macroblastum dendrospermum. Phylogenetic tree inferred from ML analysis of the COI-5P sequences of Mediterranean M. dendrospermum and other publicly available sequences for the genus Mesophyllum. Bootstrap values > 60% are shown for each node. Members of the subfamily Melobesioideae were used as outgroup. Scale bar: 0.05 substitutions per site. Sequences generated in the present work are marked in bold.
[image: ]
Fig. S3. Phylogenetic tree of Lithophyllum stictiforme. Phylogenetic tree inferred from ML analysis of the psbA sequences of Mediterranean L. stictiforme and other publicly available sequences for this complex. Bootstrap ML values > 60% are shown for each node. L. dentatum, L. hibernicum and L. bathyporum were used as outgroup. Clades refer to the classification provided in previous works (Pezzolesi et al., 2019; De Jode et al., 2019; Manea et al., 2025). Scale bar: 0.02 substitutions per site. Sequences generated in the present work are marked in bold.
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Fig. S4. Cumulative number of settlers for each substrate and treatment recorded daily during the settlement experiment (lasted 56 days), in the presence of A) M. dendrospermum and B) L. stictiforme. CTRL = control (no treatment), T1 = acidification and warming, T2 = acidification and warming followed by a heatwave event, bare rock = control substrate without CCA and without treatment.
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Fig. S5. Output of the multi-class Significance Analysis of Metabolomics SAM (based on F-statistics) for A) M. dendrospermum and B) L. stictiforme. 
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[bookmark: _heading=h.30j0zll]Fig. S6. Bacterial community richness of E. singularis larvae and settlers on CCAs and aquarium surface in M. dendrospermum and L. stictiforme aquaria. p-value ≤ 0.5*, p-value ≤ 0.01**.
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Fig. S7. Twenty ASVs that contributed the most to the microbial community composition of settlers on CCA, larvae, settlers on aquarium surface, in presence of A) M. dendrospermum and B) L. stictiforme after each experimental treatment. ASVs are grouped at the Class level. 
Supplementary Tables

Table S2. Measured and estimated sea water physicochemical parameters of the pH treatments in the experimental header tanks and cylinders for salinity (S), temperature (T), total alkalinity (AT), dissolved inorganic carbon (CT), pHT, pCO2, calcite (Ωc) and aragonite (Ωa) saturation. Values are means ± SD. Calculated concentrations of CT, pCO2, Ωc, Ωa are shown. 
	Treatment
	pHT
	T (˚C)
	AT
(µmol kg-1)
	CT
(µmol kg-1)
	Salinity
	pCO2 (µatm)
	Ωc
	Ωa

	CTRL
n=88
	8.1±0.1
	16.1±1.2
	2560.1±15.6
	2258.3±32.6
	37.9±0.2
	372.5±67.3
	5.1±0.5
	3.3±0.3

	T1
n=70
	7.7±0.1
	18.1±0.7
	2581.3±32.7
	2478.2±44.5
	37.9±0.1
	1204.2±255.5
	2.3±0.4
	1.5±0.3

	T2
n=21
	7.7±0.1
	23.3±3
	2570.8±6.6
	2416.6±30
	37.9±0.2
	1072.1±248.4
	3±0.4
	2±0.3



Table S3. Output of the Post hoc pairwise comparisons performed with the Tukey HSD test to test for the effect of the substrate type, bare rock, M. densdrospermum and L. stictiforme, on E. singularis larvae settlement events’ number.

	Substrates
	diff
	lwr
	upr
	p adj

	L. stictiforme – bare rock
	9.666667
	-1.6916293
	21.02496
	0.0886054

	M. densdrospermum – bare rock
	12.333333
	0.9750374
	23.69163
	0.0362924 *

	M. densdrospermum– L. stictiforme
	2.666667
	-8.6916293
	14.02496
	0.7611555



Table S4. Output of the Post hoc pairwise comparisons conducted using the Tukey HSD test to test for the effect of treatments on CCA on E. singularis larvae settlement events’ number.

	Treatment
	diff
	lwr
	upr
	p adj

	T1 - CTRL
	35.50000    
	20.3603254     
	50.639675         
	0.0001157***

	T2 - CTRL
	15.83333    
	0.6936587      
	30.973008         
	0.0402942*

	T2 – T1
	-19.66667  
	-34.8063413     
	-4.526992          
	0.0120169*



Table S5. Output of the Post hoc pairwise comparisons performed with the Tukey HSD test to test for the effect of the substrate type, bare rock, M. densdrospermum and L. stictiforme, on the day of first settlement of E. singularis larvae.

	Substrates
	diff
	lwr
	upr
	p adj

	L. stictiforme – bare rock
	-22.333333         
	-31.09171        
	-13.574956        
	0.0005637***

	M. densdrospermum – bare rock
	-24.666667         
	-33.42504        
	-15.908289        
	0.0003250***

	M. densdrospermum– L. stictiforme
	-2.333333      
	-11.09171            
	6.425044        
	0.7068602



Table S6. Output of the PERMANOVA analysis carried out on Bray Curtis matrix of Hellinger transformed ASV data to test for differences in composition of bacterial communities associated with CCAs under different treatments. The analyses were carried out on each CCA species considering experimental treatments (*=p≤0.05, **=p≤0.01, ***=p≤0.001). The outputs of the Betadisper analyses applied to test for data dispersion homogeneity between CCA treatments are also reported.

	
	PERMANOVA
	BETADISPER

	CCA comparison
	Source
	Df
	SumsOfSqs
	F.Model
	R2
	Pr(>F)
	F.Model
	Pr(>F)

	Between M. dendrospermum thalli under different experimental treatments
	Treatment
	2
	0.72405
	1.4542
	0.32648
	0.0049**
	1.2323
	0.3561

	 
	Residuals
	6
	1.49370
	 
	0.67352
	 
	
	

	 
	Total
	8
	2.21774
	 
	1
	 
	
	

	Between L.stictiforme thalli under different experimental treatments
	Treatment
	2
	0.92791
	2.0669
	0.40792
	0.0046**
	0.2231
	0.8064

	 
	Residuals
	6
	1.34684
	 
	0.59208
	 
	
	

	 
	Total
	8
	2.27475
	 
	1
	 
	
	




Table S11. Output of the pairwise comparison carried out on Bray Curtis matrix of Hellinger transformed ASV data to test for differences in composition of bacterial communities associated to CCAs, larvae, settlers on CCAs, and settlers on aquaria surface.

	Macroblastum dendrospermum
	Source
	Df
	SumsOfSqs
	F.Model
	R2
	Pr(>F)

	Between larvae and CCA 
	Model
	1
	1.9402
	11.383
	0.50856
	0.0014***

	 
	Residuals
	11
	1.8749
	 
	0.49144
	 

	 
	Total
	12
	3.8151
	 
	1
	 

	Between larvae and settlers on the aquarium
	Model
	1
	0.6069
	3.3904
	0.14495
	0.00006***

	 
	Residuals
	20
	3.5799
	 
	0.85505
	 

	 
	Total
	21
	4.1868
	 
	1
	 

	Between larvae and settlers on CCA
	Model
	1
	1.5576
	5.4099
	0.2129
	0.00001***

	 
	Residuals
	20
	5.7585
	 
	0.7871
	 

	 
	Total
	21
	7.3161
	 
	1
	 

	Between settlers on the aquarium and CCA
	Model
	1
	2.0494
	11.176
	0.42696
	0.00009***

	
	Residuals
	15
	2.7506
	
	0.57304
	

	
	Total
	16
	4.8
	
	1
	

	Between settlers on CCA and CCA
	Model
	1
	1.4646
	4.457
	0.22907
	0.00005***

	
	Residuals
	15
	4.9291
	
	0.77093
	

	
	Total
	16
	6.3938
	
	1
	

	Between settlers on CCA and settlers on the aquarium
	Model
	1
	1.9304
	6.983
	0.2254
	0.00001***

	
	Residuals
	24
	6.6342
	
	0.7746
	

	
	Total
	25
	8.5646
	
	1
	

	Lithophyllum stictiforme
	
	
	
	
	
	

	Between larvae and CCA
	Model
	1
	1.9521
	15.049
	0.60078
	0.002**

	
	Residuals
	10
	1.2972
	
	0.39922
	

	
	Total
	11
	3.2493
	
	1
	

	Between larvae and settlers on the aquarium
	Model
	1
	0.43677
	3.4799
	0.16992
	0.00007***

	
	Residuals
	17
	2.13369
	
	0.83008
	

	
	Total
	18
	2.57046
	
	1
	

	Between larvae and settlers on CCA
	Model
	1
	1.5157
	6.2054
	0.26741
	0.00001***

	
	Residuals
	17
	4.1525
	
	0.73259
	

	
	Total
	18
	5.6682
	
	1
	

	Between settlers on the aquarium and CCA
	Model
	1
	2.0241
	12.731
	0.49477
	0.00009***

	
	Residuals
	13
	2.0669
	
	0.50523
	

	
	Total
	14
	4.091
	
	1
	

	Between settlers on CCA and CCA
	Model
	1
	1.3075
	4.1603
	0.24244
	0.0012**

	
	Residuals
	13
	4.0856
	
	0.75756
	

	
	Total
	14
	5.3931
	
	1
	

	Between settlers on CCA and settlers on the aquarium
	Model
	1
	1.7234
	7.0024
	0.25933
	0.00001***

	
	Residuals
	20
	4.9222
	
	0.74067
	

	
	Total
	21
	6.6455
	
	1
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