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Figure S1. ScanProsite predicted disulfide bonds of wild type C996 and mutant form Y996 in the laminin EGF-like domain corresponding to residues 97-1013 of LAMA2.
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Figure S2. Prediction of bulkiness (a,d), hydrophobicity (b,e), and polarity (c,f) of H260Y and C996Y and amino acids nearby using ProtScale tool.
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