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Figure S1 - SEM images from skeleton macro and microstructure. (A) Radial corallites arrangement with 4 
separate walls and internal septa, (B) Closer view into corallites showing different vestigial and complete septa. 5 
Polished and EDTA-etched sections from a longitudinal cut: (C) Fibrous microstructure, (D) Close-up showing 6 
evidence of crystalline fibers. The skeleton of Acropora millepora is composed exclusively of aragonite. Macroscopic 7 
views (Figure 1A) of the skeleton surface reveal cup-like rounded corallites separated by distinct walls and the highly 8 
porous coenosteum. The radial corallites are evenly distributed and of approximately equal size (Figure 1A), with 9 
complete and incomplete septa (Figure 1B). In longitudinal sections (Figure 1C), a rather uniform microstructure is 10 
evident, but with unevenly distributed porosity. At higher magnification (Figure 1D), individual needle-like fibers, 11 
constituting the basic units of the coral microstructure (Nothdurft and Webb 2006), are observed. These exhibit a 12 
discrete size with trabecular orientation (white arrows on Figure 1D) (Wendt 1990). 13 
 14 

 15 
Figure S2 - Pairwise sequence alignment of the secreted acidic Asp-rich proteins: SAARPs 1 and 2 (UniprotKB Ac. 16 
Nos.: B3EWY6, B3EWY8, respectively). Identical residues are dyed in blue. Sequence alignments were performed 17 
and visualized with Jalview (Waterhouse et al. 2009). 18 
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Figure S3 - Multiple sequence alignment of SAARPs 1 and 2 (UniprotKB Ac. Nos.: B3EWY6, B3EWY8), CARPs 4 23 
and 5 (UniprotKB Ac. Nos.: M1SN56, M1RYM2) and P27 (M1TA76). Identical residues are dyed in blue. Sequence 24 
alignments were performed with MUSCLE (Edgar 2004) and visualized with Jalview (Waterhouse et al. 2009). 25 
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Figure S4 - Multiple sequence alignment of the C-terminal from the secreted acidic Asp-rich proteins: SAARP1 and 2 27 
with two related sequences: uncharacterized SOMP-4 and acidic SOMP (UniprotKB Ac. Nos.: B8UU74, B3EWY7, 28 
respectively). Conservation of residues is dyed by shades of blue: the darker the color, the more conserved the 29 
residue. Sequence alignments were performed with MUSCLE (Edgar 2004) and visualized with Jalview (Waterhouse 30 
et al. 2009). 31 

 32 
Figure S5 – Mapping of the two protein fragments from Amil-sap1 (UniprotKB Ac. Nos.: B3EWZ0 (N-terminal) and 33 
B3EWZ1 (C-terminal)) with corresponding ortholog from A. digitifera (Adi-sap1). Mapping was visualized with Jalview 34 
(Waterhouse et al. 2009). Identical residues are shaded in blue.  35 
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 36 
Figure S6 - Multiple sequence alignment showing the sequence similarities between galaxins from Acropora 37 
millepora (Amil), Acropora digitifera (Adi), Galaxea fascicularis (Gfas) and the detected homologues from 38 
Nematostella vectensis (Nemve) and Hydra magnipapillata (Hmag). Amil-Galaxin (Uniprot Ac. No.: D9IQ16), and 39 
Gfas-Galaxin (Uniprot Ac. No.: Q8I6S1) correspond to the same form of galaxin and are grouped together with Adi- 40 
Galaxin1 (predicted from Adi transcriptome: EST_assem_14006). Subsequentely the Amil-Galaxin 2 (Uniprot Ac. 41 
No.: B8UU51) and Adi-Galaxin 2 (predicted from Adi transcriptome: EST_assem_8935) are shorter lacking the 42 
segments in the positions 60-77, 93-120 and 181-206 of the alignment. Finally the distantly related sequences from 43 
Nematostella (Nemve_ 211144 (GI:156374951); Nemve_1957 (GI: 156377965)) and Hydra (GI:221103149) show 44 
the conservation of nine double-Cys residues and the presence of other identical residues dyed in red (A). Regions 45 
with high frequency of semi-conserved substitutions are also indicated (A). Sequence alignments were performed 46 
with MUSCLE (Edgar 2004) and visualized with Espript 2.2 (Gouet et al. 2000). 47 
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 50 
Figure S7 - Pairwise sequence alignment between the cephalotoxin-like SOMP (Uniprot Ac. No.: B7W114) and the 51 
SE-cephalotoxin from Sepia esculenta (Uniprot Ac. No.: B2DCR8). Identical residues are dyed in blue. Conserved 52 
and semi-conserved substitutions are dyed in shades of grey. Sequence alignments were performed and visualized 53 
with Jalview (Waterhouse et al. 2009). 54 

 55 
Figure S8 - Multiple sequence alignment showing the sequence similarities between hephaestin-like proteins from 56 
Acropora millepora (Uniprot Ac. No.: B3EWZ9), Aiptasia pallida (NCBI GI: 387005847), Homo sapiens (Uniprot Ac. 57 
No.: Q6MZM0), Mus musculus (Uniprot Ac. No.: Q3V1H3) and the cupredoxin-domain containing protein from Hydra 58 
magnipapillata (NCBI GI: 221113181). Conservation of residues is dyed by shades of blue: the darker the color, the 59 
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more conserved the residue among the five species. Sequence alignments were performed with MUSCLE (Edgar 60 
2004) and visualized with Jalview (Waterhouse et al. 2009). 61 
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