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Figure S1. Alignment of amino acid sequences of molluscan crystallins. The most conserved regions 
for each crystalline family are presented: a) ɑ-crystallins, the region from 159 to 255 alignment posi-
tion is shown; (b) J1A-crystallins, the regions from 28 to 56, 67 to 126, 153 to 242, 265 to 278 alignment 
positions are shown; (c) λ-crystallins, the region from 18 to 329 alignment position is shown; (d) μ-
crystallins, the region from 63 to 313 alignment position is shown; (e) Ω-crystallines, shown section 
from 99 to 300 alignment position; (f) S-crystallines, the regions from 11 to 51, 63 to 127, 250 to 302, 
312 to 343 and 451 to 458 alignment positions are shown; (g) ζ-crystallines, the region from 119 to 
305 alignment position is shown. Multiple sequence alignments were performed by the Clustal 
Omega algorithm and improved by the MUSCLE algorithm. Amino acid residues with >60% iden-
tity were highlighted in color. The most hydrophobic residues are colored red and the most hydro-
philic residues are colored blue according to the amino acid hydrophobicity table [1]. The sign  
above the sequences indicates the excised regions. The single-letter amino acid designations corre-
spond to the commonly used ones. 
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