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SUPPLEMENTARY FIG. S1. (A) PSMA conservation across available orthologs. These data were extrapolated from
published literature on structure of PSMA (FOLH1)1 Protease domain (residues 56–116 and 352–591in pink), an apical
domain (residues 117–351 in gray), and a helical domain (residues 592–750 in green) are highlighted in the sequence
analysis. Overall, PSMA (FOLH1) exhibits 81.1% identity across available sequences of the studied orthologues. Bold
amino acids are predicted to be adjacent to the amino acids involved with the protease domain/active site; 100% of the
predicted active site amino acids are conserved across the orthologues. Underlined amino acids are not conserved and are
adjacent to conserved active site amino acids. Alternately, regions where there is identity between human and mouse but not
rat are marked in bold red. (B) Table describing protein sequence conservation across species.
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SUPPLEMENTARY FIG. S1. (Continued).

SUPPLEMENTARY FIG. S2. Expression in FPKM of
PSMA (FOLH1) in salivary gland (SG) for both human and
mouse was plotted. FOLH1 is expressed at low levels in the
mouse salivary gland, compared with moderate expression
of FOHL1 in the human salivary gland (Error bars represent
mean – SD; n = 2 for human and n = 3 for mice).


