Figure S1. Breeding scheme for the five different HL genotypes generated.

Figure S2. Multiple sequence alignment of B6-, SPRET- and human-HL using Clustal W2
(www.ebi.ac.uk/clustalw/). * = identical residues. : = conserved substitutions. . = semi-
conserved substitutions. [] = substitutions between B6- and SPRET-HL only. [__]= signal
peptide., ~ '=Polycystin-1, Lipoxygenase, Alpha-Toxin (PLAT) domain. = = active site.
Bolded text = lid domain. Underlined = heparin binding.
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