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Figure 3. Immunohistochemistry. (A) Chymase and tryptase distribution. VSV showed extensive staining 
for chymase in smooth muscle cells. A patchy, less prominent distribution was observed for tryptase. (B) 
Confirmation of the proteomics findings by immunoblotting for BGH-3, chymase (CMA1), tryptase 
(TRYPB1), and galectin-1 (LEG1). (C) Quantitation of immunblots by densitometry. Statistical significance 
was calculated using non-parametric Mann-Whitney tests. * denotes P<0.05, ** P<0.01, ***P<0.001. 
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NSV VSV

 Fibrillar collagens

 BM collagens  Aggrecan & SLRPs

 Laminins  Chymase, Tryptase

 Aggrecanases
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Table 1.  ECM proteins with differential abundance between NSV and VSV based on in-solution digests. 

 

Full Name Uniprot Entry 
NSV 

(Av±SD) 
VSV 

(Av±SD) 
Fold 

change 
p-value Extract 

Aggrecan PGCA_HUMAN 29.9±21.2 1.8±2.9 0.06 0.009 GuHCl 

Asporin  ASPN_HUMAN 207.1±132.3 41.0±31.6 0.20 0.014 GuHCl 

Biglycan  PGS1_HUMAN 1182.9±205.2 442.9±255.7 0.37 <0.001 GuHCl 

Cartilage intermediate layer 
protein 1  

CILP1_HUMAN 5.9±2.0 2.1±2.9 0.35 0.025 GuHCl 

Cathepsin D  CATD_HUMAN 1.3±1.3 - NA NA GuHCl 

Chondroitin sulfate 
proteoglycan 4  

CSPG4_HUMAN - 1.2±1.1 NA NA NaCl 

Clusterin  CLUS_HUMAN 36.4±11.5 11.3±8.9 0.31 0.002 GuHCl 

Collagen alpha-1(I)  CO1A1_HUMAN 790.5±277.5 2017.0±585.5 2.55 0.001 GuHCl 

Collagen alpha-1(III)  CO3A1_HUMAN 13.7±10.4 3.5±3.1 0.25 0.043 NaCl 

Collagen alpha-2(I)  CO1A2_HUMAN 457.9±168.6 1129.7±367.0 2.47 0.002 GuHCl 

Collagen alpha-2(IV)  CO4A2_HUMAN 144.7±51.4 84.9±9.1 0.59 0.019 GuHCl 

Collagen triple helix repeat-
containing protein 1  

CTHR1_HUMAN 4.5±4.5 - NA NA GuHCl 

Decorin  PGS2_HUMAN 1934.4±590.4 1049.0±259.7 0.54 0.007 GuHCl 

Dermatopontin  DERM_HUMAN 425.7±103.5 129.9±54.9 0.31 <0.001 GuHCl 

Fibromodulin  FMOD_HUMAN 56.6±32.2 12.6±9.7 0.22 0.009 GuHCl 

Fibronectin  FINC_HUMAN 103.1±56.2 31.8±14.9 0.31 0.013 NaCl 

Galectin-3-binding protein  LG3BP_HUMAN 2.9±1.3 0.6±0.9 0.19 0.004 GuHCl 

Gelsolin  GELS_HUMAN 97.1±58.3 159.7±23.7 1.65 0.035 GuHCl 

Laminin subunit beta-1  LAMB1_HUMAN 2.9±0.9 4.9±1.4 1.67 0.018 GuHCl 

Laminin subunit beta-2  LAMB2_HUMAN 105.9±40.9 171.5±45.6 1.62 0.026 GuHCl 

Laminin subunit gamma-1  LAMC1_HUMAN 80.9±34.9 156.4±31.5 1.93 0.003 GuHCl 

Latent-TGFß-binding protein 
2  

LTBP2_HUMAN 4.8±2.0 1.5±1.1 0.32 0.007 GuHCl 

Lumican  LUM_HUMAN 1577.2±436.8 979.7±411.1 0.62 0.035 GuHCl 

Metalloproteinase inhibitor 3  TIMP3_HUMAN 3.3±2.4 0.1±0.4 0.05 0.010 GuHCl 

Mimecan  MIME_HUMAN 633.1±89.0 293.2±78.2 0.46 <0.001 GuHCl 

Mimecan  MIME_HUMAN 12.1±7.9 4.6±1.7 0.38 0.047 NaCl 

Nidogen-2  NID2_HUMAN 29.7±14.7 14.3±3.2 0.48 0.031 GuHCl 

Prolargin  PRELP_HUMAN 1203.6±293.0 484.1±261.4 0.40 0.001 GuHCl 

Prosaposin  SAP_HUMAN 3.5±1.1 2.0±1.0 0.58 0.040 GuHCl 

Protein S100-A10  S10AA_HUMAN 18.3±5.9 8.2±6.2 0.45 0.017 GuHCl 

Serine protease HTRA1  HTRA1_HUMAN 29.6±13.6 4.0±5.3 0.14 0.002 GuHCl 

Serum amyloid P-component  SAMP_HUMAN 107.2±41.8 10.7±12.5 0.10 <0.001 GuHCl 

Target of Nesh-SH3  TARSH_HUMAN 155.6±86.9 72.7±27.1 0.47 0.050 GuHCl 

TGFß-induced protein ig-h3  BGH3_HUMAN 15.2±4.0 79.6±39.4 5.25 0.003 NaCl 

Thrombospondin-1  TSP1_HUMAN 16.7±10.4 36.1±8.1 2.17 0.005 NaCl 

Tubulointerstitial nephritis 
antigen-like  

TINAL_HUMAN 122.0±35.5 58.8±21.6 0.48 0.004 GuHCl 

Vitronectin  VTNC_HUMAN 23.3±5.5 4.4±3.6 0.19 <0.001 GuHCl 

von Willebrand factor A 
domain-containing protein 1  

VWA1_HUMAN 13.9±9.6 4.6±2.9 0.33 0.048 GuHCl 

 

Average ± standard deviations (Av±SD) based on total ion current (TIC x 10 to the power of 6).  

P-values were derived from unpaired Student t tests with unequal variance (Note that every time protein expression 

in the majority of samples from 1 of the 2 groups compared was undetectable, the t test was not performed; hyphens 

(-) denote these proteins without detection in one of the groups). NA denotes "not applicable". 
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