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Supplementary Figure S1: Representative images of the isolated liver tissue and hematoxylin and eosin 

(H&E) stained liver sections from mice fed either a control diet or a high-fat diet for 4-weeks. The 

staining shows a lack of steatotic changes in the liver after four weeks of high-fat feeding. 
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Supplementary Figure S2: Representation of the protein-protein interaction networks of complement 

activation. Functional enrichment analysis of the proteins identified in the HDL proteome dynamics study 

revealed increased turnover rates of alternative and terminal complement activation pathways (denoted in 

red) upon high-fat feeding in wild type mice for four weeks.  

 

 

 

 

 

 



 

 

 

 

 

 

 

 

 

 

 

 

 

 

Supplementary Figure S3: Gene expression analysis using RNA isolated from livers of mice fed either 

the control diet or the high-fat diet. At the end of the study, the livers from the mice were harvested and 

RNA was isolated. Complementary DNA (cDNA) was synthesized from the RNA and the quantitative 

real-time polymerase chain reaction (qRT-PCR) was performed. The relative expression of indicated 

genes was calculated using the ΔΔCt method. Statistical significance, **indicates P < .01, n=6-7/group. 

 

 

 

 

 

 

 

 

 

 



Supplementary Table S1: Primer sequences used for quantitative real-time polymerase chain reaction 
(qRT-PCR) 

 

  Direction Sequence 
Cpt1a forward GGAGGTTGTCCACGAGCCAG 

reverse TCATCAGCAACCGGCCCAAA 
Lipin-1 forward CCCTCGATTTCAACGTACCC 

reverse GCAGCCTGTGGCAATTCA 
PPARa forward AACATCGAGTGTCGAATATGTGG 

reverse CCGAATAGTTCGCCGAAAGAA 
Angptl4 forward CATCCTGGGACGAGATGAACT 

reverse TGACAAGCGTTACCACAGGC 
Mttp forward ATACAAGCTCACGTACTCCACT 

reverse TCTCTGTTGACCCGCATTTTC 
Saa1 forward AGTGGCAAAGACCCCAATTA 

reverse GGCAGTCCAGGAGGTCTGTA 
GAPDH forward CTCATGACCACAGTCCATGCCA 

reverse GGATGACCTTGCCCACAGCCTT 
 


