Running text/explanation for the data in the supplementary section:
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Gene Ontology and KEGG Pathway enrichment analysis of the pirfenidone-unique proteins and their interacting one was performed using the Functional Annotation Tool of the DAVID Knowledgebase available at http://david.abcc.ncifcrf.gov. (1, 2) In this analysis (Figure 7, Supplementary Figure 1 and Supplementary table 1) we consider significant only those ontology categories and KEGG pathways with and enrichment Fisher’s Exact P-value <0.05. The background proteins set used to calculated the enrichment scores and P-values was composed by the entire list of 518 proteins in the pirfenidone-centered network.
Supplementary Figure 1: Pirfenidone-unique proteins interaction network: 21 proteins were identified by LC-MS/MS to be unique to db/db diabetic mouse kidneys treated with pirfenidone (Table 3). Of these, 14 have clear human orthologs defined using the InParanoid Eukaryotic Ortholog Groups (http://inparanoid.sbc.su.se/cgi-bin/index.cgi)(3-6) (Table 4). 11 of the mouse/human ortholog proteins have at least one interaction in the corresponding human protein–protein interaction network. This results in a network composed by 518 proteins (nodes) and 655 interactions (edges). (Please see also Supplementary table 1). Networks are visualized using Cytoscape version 2.6 (www.cytoscape.org). (7)
The details of primers and probes used for quantitative RT-PCR:

Fibronectin (mus)


Forward; CAA GTC GAT GCC ATC CCA G


Reverse; CTG GCT GTA AAC CTG TAA TGG


Probe;  Fam AT GGC CAG ACC CCA GTT CAG AGG A Tamra

Collagen TypeIa1 (mus)


Forward; AGA GCA TGA CCG ATG GAT TC


Reverse ; ATT AGG CGC AGG AAG GTC AG


Probe     ; Fam CT CCG ACC CCG CCG ATG TCG Tamra

Collagen TypeIVa1 (mus)


Forward; GGC TAT TCC TTC GTG ATG CA


Reverse ; CTA AAC TCT TCC AGA CAG GAC


Probe    ;  Fam AG GTT CCG GCC AAG CCC TCG C Tamra

18S (mus)


Forward; AGA AAC GGC TAC CAC ATC CA


Reverse ; CTC GAA AGA GTC CTG TAT TGT


Probe     ; Tet AG GCA GCA GGC GCG CAA ATT AC Tamra
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