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Figure S1: 'H RMN (500 MHz) spectrum of the vestitol in CDClz



8000

- 7500

7000

- 6500

- 6000

- 5500

5000

~4500

4000

3500

3000

2500

2000

- 1500

1000

500

~-500

O+ 0o (=) NN O

Mm—1oam < Yo~ o] < L~

o0t < o © Ot N M o ! N ™M

I Lh 1h Lh AN R e k=E=E=] o 7o) - o

v v — R B o B o B o B o B | O LN cMm M

~~~ N/ N | N/

I
ol 1y | 1
I
| | |
T T T T T T T T T T T T T T T T T
170 160 150 140 130 120 110 100 90 80 70 60 50 40 30 20 10
f1 (ppm)

Figure S2: 13C RMN (125 MHz) spectrum of the vestitol in CDCls
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Figure S3: 1¥C RMN, DEPT 135° (125 MHz) spectrum of the vestitol in CDClz
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Figure S4: High resolution mass spectrum of the vestitol in the positive ion mode
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Figure S5: Superimposition of re-docked and 2D molecular interaction analysis for CYP51 (A, B and C), squalene synthase (D, E and F) and farnesyl synthase
(G, H and I). Co-crystallized ligand (green) and the re-docked ligand (blue). Red cycle: similar residues comparing co-crystallized ligand and the re-docked
ligand.



