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Supplemental Fig.1. VIGR seq analysis. Nucleotide and deduced amino acid seq of
VIGR. Nucleotides are numbered on the lefl, amino acid residues on the right. The Kozak

is underlined and the start ATG typed in bold letters. The putative signal

peptide is underlined. CUB (C) and the PTX (P) domains highlighted in gray, the GPS is
highlighted in black, conserved amino acid residues therein underlined, the seven transmembrane
domains are shaded gray and marked 1 to V1L Potential N-glycosylation sites are indicated by
asterisks, conserved cysteine residues forming a disulfide bridge are circled, as well as two

a4 1

ysteine resi probably rep ing a palmitoylation motif. The polyadenylation signal in the

3" UTR is underlined.
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Supplemental Fig.3. Predicted VIGR orthologues. Amino acid sequence alignment

(ClustalW, standard PAM 250 parameters) of human (GenBank accession no.
AF216967), mouse (GenBank accession no. XM136924), and rat (GenBank
accession no. XM218313) VIGR. Black and grey boxes indicate identical and

similar (conserved) amino acid residues, respectively.





