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Figure S1. Validation of the metabolic gene expressions by qRT-PCR in Huh7 cells treated 

with α-mangostin (10 μM). Data represent the mean ± SD of triplicate samples. (*p<0.05)
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Figure S2. Quantitative analysis of Immunoblot analysis. (A) Densitometry analysis of 

immunoblot shows quantitation of PCSK9, SQLE, LSS, HMFCR and LDLR in figure 2. 

(B) Densitometry analysis of immunoblot shows quantitation of SREBP1 and 2 in figure 

3A. (C) Densitometry analysis of Western blots shows quantitation of PCSK9, SREBP1 

and 2 in figure 5E. *P < 0.05 versus non-treated group.


