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Fig. S1. ApoC-III knockdown in HepG2 cells. A: HepG2 cells were incubated with 40 nM apoC-

III specific siRNA as described in the Methods section. Endogenous apoC-III, apoE, and apoB-

100 after the siRNA treatment were detected by immunoblotting. B: Metabolic labeling of 

medium TAG (top panel) and PC (bottom panel) with [3H]glycerol as described in Fig. 1A. 

 

Table I.  Nucleotide sequences of the PCR primers 

 
C3 forward CAGTGGATCCTAGAGGCAGC  

C3 reverse CCCTGAAGCTTGCAGGACCCA  

A23T forward CCACCAAGACCaCaAAGGATGCA 

A23T reverse TGCATCCTTtGtGGTCTTGGTGG 

 
All sequences are 5’ to 3’ direction. The BamHI and HindIII restriction sites included in the 

forward and reverse PCR primers are indicated as underlined. In mutagenesis primers for 

C3A23T, the underlined sequences containing lower-cased nucleotides denote the positions of 

respective mutations. 
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