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Supplementary Note 1. Protein extraction buffer tested in 1000 adhesive footprint of Crassostrea
gigas larvae (n=5). For all buffers, after extraction, and sample concentration, no proteins were
detected by Bradford assay, and no macroscopically changes in binocular observation were present.
These methods were not retained for proteomic approach.
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Extraction Urea 8M NaOH 0,1 M Tris-HCI 1,5 M Guanidine Tris-HCI 0,6M
Buffer SDS 2% EDTA 0,05 M pH 8,5 hydrochloride 2 | pH 6,8
Triton x-100 2% | SDS 2% Guanidine M SDS 2%
CHAPS 2% B- hydrochloride Hydroxylamine | DTT 0,5M
mercaptoethan | 6M hydrochloride
ol 2% EDTA 0,02M 2M
DTTO,5M K2C030,2 M
pH9
Extraction 1h 60°C 30min 90°C 1h 60°C 4h 45°C 3h 60°C
condition
Binocular
observation
Reference Homelab Vo Der Haar T. Kamino K. et al. TanYP. etal. Santos R. et al.
protocol et al. Optimized Barnacle cement Infiltration of First insights into

the biochemistry
of tube foot
adhesive from
the sea urchin
Paracentrotus
lividus
(Echinoidea,
Echinodermata).
Marine
biotechnology,
11(6), 686 (2009).




Supplementary Table 1. Protein list detected in adhesive footprint of Crassostrea gigas larvae. For
each sequence, Gene Ontology for molecular function (GO F), cellular component (GO C), and
biological process (GO P) were annotated. Gene expression (RPKM) by stage was represented with
data from Zhang et al. 2012. Larval stage: Eggs (E), Cleavage (C), Embryo (Em), Trochophore (T), D-
shape larvae (D), Umbo (U), Pediveliger (P). Spat (S). Juvenile (J). Adult (Ad). For adult stage, 11
different organs were represented from the left to the right: outer mantle margin, inner mantle
margin, digestive gland, female gonad, gill, adductor muscle, hemolymph, labial palp, remaining
tissues, female gonad, and male gonad.
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Supplementary Note 2. Protein sequence of the “PREDICTED: uncharacterized protein
LOC105327706" detected in the proteomic analysis, Gene ID: CGl_10007887.

>gi|762088587 |ref|XP 011426616.1| PREDICTED: uncharacterized protein
LOC105327706 [Crassostrea gigas]
MERLVYSVFFLTVCFLISDSSCLDMAAKKFSLFKSROSEFNNFKKRSEFSGDNLNVGGKPQVKRQDPPPPPP
PPAVDLWALLGTSRENFIEEHEEGLTTDVMTDIKKQOMRDNLNDVKNIAELWARAISCHIFDAMTQAKRTT
GDTDPGIEEEIEEFEEEEEKDLEELLASFDIDENNLEELVKGLPLPGIVLQCQESPLIMRTGDDTVDKLQ
TLAICGRFLMVKTVEAVDQHDVDTVDNFVDGFERYMKGALTFIHMIFLAVEEPDNPSVREFTRLLQENKL
HELKRYLQSAIAGIKHRK




