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Supporting Information 

Figure S1  Histopathology of liver fibrosis examined by Masson’s trichrome staining. (A–D, 100×) Nor, saline-treated rats livers at 2, 4, 6, and 8 weeks 
(W); ILF, (E–H, 100×), pig serum-treated rat livers at 2, 4, 6, and 8 W. No obvious difference was found at 2–8 W in normal rats. In the ILF model, the 
degree of liver fibrosis was increased gradually from S0–1 at 2 W, S2 at 4 W, and S3–4 at 6 W to S4 at 8 W as highlighted in green and indicated by arrow-
heads.  

Figure S2  H&E staining to monitor the purity of isolated hepatic NPCs. A, H&E staining of the hepatic parenchymal cell fraction, 100×. B, H&E staining 
of the NPC fraction purified by Percoll density gradient centrifugation, 100×. C and D, H&E staining of the NPC fraction, 400×. 1, hepatocytes; 2, NPCs 
(lymphocytes); 3, NPCs (fibrocytes); 4, NPCs (KCs); 5, red blood cells.  

Figure S3  Validation of the enrichment of NPCs by flow cytometry. F4/80, CD146, and CD3 were used to detect LSECs, KCs, and lymphocytes, respec-
tively. CD3-positive cells accounted for 30.3% of NPCs and 18.7% of total liver cells (B and D). F4/80-positive cells accounted for 8.24% of NPCs and 
2.28% of total liver cells (F and H). CD146-positive cells accounted for 42.4% of NPCs and 10.4% of total liver cells (J and L). Unstained cells were used as 
negative controls as shown in A and C for CD3, E and G for F4/80, and I and K for CD146. 

Figure S4  Protein expression profiles of the ILF model and normal control. Twelve raw 2DE gel images labeled with differential spots are shown. ILF, 
immune liver fibrosis; Nor, normal control. Up-regulated proteins are labeled in ILF gels and down-regulated proteins are labeled in Nor gels. 

Figure S5  MS/MS spectrum of the protein (carboxylesterase 3) identified by one peptide. 

Figure S6  Protein-protein interaction network identified by STRING software using differentially expressed proteins as seeds. 

Figure S7  qRT-PCR analysis of the eight selected genes in controls at 8 weeks. GAPDH was used as an internal standard. A, qRT-PCR amplification 
curve. B, Ct values (threshold cycle). C, Standard curve. D, Melting curve. The eight target genes could be amplified and quantified by qRT-PCR. There was 
no detection of non-specific PCR products. 

Table S1  Raw data of ImageMaster software analysis. Intensity value, volumes, volume% (after normalization), area of identified differential spots, and 
the numbers of matched protein spots in each gel are shown 

Table S2  The peptides of differentially expressed proteins 

Table S3  The relative mRNA expression in ILF models compared with that in normal controls at 4 and 8 weeks as determined by qRT-PCR 

The supporting information is available online at life.scichina.com and link.springer.com. The supporting materials are 
published as submitted, without typesetting or editing. The responsibility for scientific accuracy and content remains entirely 
with the authors. 


