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Figure S1 - Hierarchical clustering dendrogram with p-values. Values on the edges of the clustering are p-values (%). Hierarchical clustering dendrogram with p-values was done using the R module pvclust (Suzuki & Shimodaira, 2006). Red values are AU (Approximately Unbiased) p-values, and green values are BP (Bootstrap Probability) values. 
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[bookmark: _Hlk14696112]Figure S2 – Venn diagram of S; symbiotic polyps and AS, apo-symbiotic  common genes. The diagram includes only the common genes from each treatment (340 common genes of apo-symbiotic and 632 common genes of control groups, see Figure 3). The numbers of up- (red arrows) and down- (green arrows) regulated genes are indicated within each field, as regard to the examined groups 28AS/25S, 31AS/25AS 28S/25S, and 31S/25S. Figure includes data of number of genes in common and unique groups. 
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Table S1 – Number of symbiont cells and chlorophyll measurements in representative fragments of each treatment, following one year in light/darkness conditions. 
	treatment
	Zoox_ (#)
	Chlorophyll per ml-3 (µg_ml-3)
	Chl a_zoox-1

	light
	221,333,333.3
	14.23
	6.96E-07

	light
	140,533,333.3
	27.50
	1.71E-06

	light
	94,933,333.3
	7.20
	1.22E-06

	light
	77,333,333.3
	19.53
	2.51E-06

	Darkness
	0
	-0.08
	0

	Darkness
	0
	0.56
	0

	Darkness
	0
	0.18
	0

	Darkness
	0
	0.05
	0


 


References
Suzuki, R., & Shimodaira, H. (2006). Pvclust: An R package for assessing the uncertainty in hierarchical clustering. Bioinformatics, 22(12), 1540–1542. doi: 10.1093/bioinformatics/btl117

image1.png
Height

08

06

04

0.2

0.0

258

Cluster dendrogram with AU/BP values (%)

au bp

31s

100 1100

Qg

91

28As 28S

Distance: correlation
Cluster method: average

25As

31As




image2.png
common AS common S
340 632

common AS/common S common AS/common S

AS unique €« 2 0 1 S unique
28AS/255 285/255
I up 82 I up 63
l down 119 l down 430
31AS/25AS 315/25S
up 124 up 92
l down 77 common AS/common S l down 401

285/25S 31S5/25S 28AS/25AS _,31AS/25AS
up 19 up 33 Iup 95 Iup 113
ldown 121 ldown 106 ldown 44 ldown 26




