[bookmark: _GoBack]Figure S1	Multiple sequence alignment of H. scabra cytochrome P450 genes associated with steroidogenesis. (A) Alignment of CYP10 and CYP11 sequences shows conservation within PERF/W and KET/S(x)R(x)P(x)R motifs but proline-rich motif (yellow highlights). (B) Alignment of CYP17 demonstrates conservation within heme-binding and PEHF motifs (yellow highlights). (C) Alignment of CYP3A reveals conservation within PERF and heme-binding regions (yellow highlights). Multiple sequence alignment represented by * = identical, : = strong homology, and . = less homology.

Figure S2	Multiple sequence alignment of H. scabra hydroxysteroid dehydrogenases (HSDs). (A) Alignment of 3β-HSD demonstrates conservation within NAD-binding motif (yellow highlight).  (B) Alignment of 17β-HSD reveals conservation within NNAG and YxxxK motifs (yellow highlights). Multiple sequence alignment represented by * = identical, : = strong homology, and . = less homology.

