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FIGURE LEGEND

FIGURE S1. Strain-dependent variation of the mouse Prss31 gene. Shown are comparisons of the deduced

nucleotide sequences of the Prss31 genes in the WT B6,
mouse strains. The 5" and 3' untranslated regions of the reference B6 mouse Prss31 transcript are underlined and

in blue italics. The translation-initiation and -termination codons of the B6 mouse Prss31 gene are highlighted in
green, the exons in blue (not underlined), and introns in black. Although the 129/Sv mouse Prss31 gene was the
first sequenced in any mouse strain, the residue numbering in the depicted nucleotide sequence is based on that of

, CBA, SWR, A/J, 129/Sv, and C3H/HeJ

the 5-exon, 3,859-mer B6 mouse Prss31gene noted at GenBank accession number NC_000083 and GenelD

26945.



