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The aim of this study was to characterize the proteomic LC-MS
changes of the glomerular extracellular matrix of patients ‘ =
with IgA nephropathy (IgAN) Data analysis Progenesis LC-MS software ECM proteins Lennon's study

RESULTS

- . s COMPARISON OF OUR DATASET WITH
Patients characteristics ECM ASSOCIATED PROTEINS PREVIOUSLY PUBLISHED ARTICLES

Controls | g AN Protein Name Gene Name IsAN  vs Control
ECM proteins this study (n=179) ECM proteins Lenonon et al. (n=144)
N 15 5 Fold change P-value
Azurocidin AZU1 3,31 0,005 CIQB G ASPN  COLA4A6
Year of diagnosis 2000.33 £ 7.7 1996.96 4.4 Secreted phosphoprotein 24 SPP2 2,84 0,02 EFEMP1  FBLNS _~AGT C8A CSB DCN DPT FRASI |
Myeloperoxidase MPO 2,42 0,0003 o FOUL LA SIOM T o conisar per  NIMOW TINAG AROAS
: . . 3
Proportion female 53.3% 20 % Neutrophil elastase ELANE 2.27 0,006 VAl cSpGe PRGs . CST3 LOALS3 TR  €IQC con2 REMa HLAC
Matrix metalloproteinase-9 MMP9 2,05 0,0002 SERPINF1 IGFBP7 . APOA4 RBP4  SERPING1 SERPINA3 PRSS23 S100A18
Age (years) 320+ 11.9 31.32+13.97 Neutrophil defensin 1 DEFAL .94 0.0003 TTRAL TEENL ATRMG COLI2A1 APOC3 ITIHI KNGI ~ PTGDS SEMA3E  SERPINAS
LRP2 FLT1
Serum creatinine (mmol/l) 79.3 + 20.9 06.64 £ 23.6 * Protein $100-A8 S100A8 1,93 0,04 RPNE2 T2 DA AroR AZUL G €3 SERPINE? PRELP
) ) ) ) - PEREINEZ B2 EXDN C6 C9 CFHRS CLU CTSG DEFAl INHBE F9
Clusterin CLU 1,92 0,0001 NTNG1 SERPINDI SNX13 TNEFSF13
Estimated GFR (ml/min/1.73m?) 96.3 £ 24.7 85.92 £ 24.09 Protein S100-A4 S100A4 1,87 0,04 ITIH2 IGFALS LMANI BLANE TGB MMPS MPO ROSTN S100A8 ~ HEX SPR2 UMOD TIMP WNT7B
. Annexin A2 ANXA? 1,14 0,04 HCFC1  CD109 , TGFBI TGM2 VIN COL4Al FGG FNI CA2 IGHG4 AMBP| . VWASB2 VWAS
== + CRNN  FI3B LIPC MUCI6
Systohc blood pressurc (mmHg) 118.6 + 14.6 130.16 = 19.18 Phosphatidylethanolamine-binding protein 1 PEBP] 11,30 0,003 o ECM1 CD59 COL4A2 VWAL EMILIN1 AGRN SERPINHI LYZ NID
. . . TNC A2M LAMBI1 HSPG2 FBLN1 COL1A2 APOA1 COL6A3 LGALSI FGA PRG4 ITIH3
Diastolic blood pressure (mmHg)  77.6 + 8.4 78.84 £ 11.90 Serpin BY SERPINBY -1,31 0,02 CLECI4A ) \XAI PAPLN | SHRPINAL HP ALB COPA  BIM ANXAS SERPINCI COLGAI
: : Carbonic anhydrase 2 CA2 1,38 0,001 VWE - SI00AIL - \Nxa2 TINAGLI coLsa2 FBN1 HSDI7BI2 SORD GPX3
Urinary protein (grams/24h) 0.15 £0.17 1.68+1.03 * Galectin-3-binding protein LGALS3BP -1,46 0,01 HRG LUM ANXA6\ COLISAL COLAAS GNAS. ARCS T C(]?I_(,}lril
. PLG CSTA FBN2 ITIHS LAMAZ
Body weight (kg) 747+ 11.9 75 83 + 9 85 Hornerin HRNR -1,68 0,04 FLG LGALS7 CISz . ANXA7 GPI ANXAll LGALS3BP CTSD FLG2/ COL3A1 MGP
Syndecan-4 SDC4 -1,79 0,002 S100P SBSPON MMRN2 . GSN PPIA CNP SI00A6 SAAI COLAAS GGH
Percentage with M-score of 1 Not applicab]e 36 % Inter-alpha-trypsin inhibitor heavy chain HS5 ITIHS -1,96 0,0002 ANXA4 SERPINB6 SERPINBI . NpNT LAMB2 LAMCI LAMAS
FGF1 THSD4 S100A10 S100A9 -
. . ' PEBP1 DCD NIDI
Percentage with E-score of 1 Not applicable 32 % GLOMERULAR BASAL MEMBRANE PUQ;:;P ﬁMN;NESEMs -
Percentage with S-score of 1 Not applicable 60 % PROTEINS ANGPTL6 MEAF2
: " : 0 Protein Name Gene IgAN vs Control
Percentage with T-score of 1 or2  Not applicable 16 % . - AOMLL COLSAI CRELDL CRIMI  CST6  CTGF  CTSA
ame
= CTSB DMBTI MUNSB  S100A7 S100A12  S100A14
old P-value
change SERPINB12  SLPI SPARC TGM1 LAMA3 LAMA4
. . . Collagen alpha-1(XV) chain COLI15A1 2,39 0,03
Classification of ECM protelns Tenascin TNC 1,85 0,0001
Collagen alpha-1(IV) chain COL4Al 1,54 0,000003
Fibronectin FN1 1,50 0,00004
Collagen alpha-2(IV) chain COLS5A2 1.38 0.0003 ECM proteins Hobeika et al. (n=147)
von Willebrand factor A domain-containing protein 1 VWAL 1,36 0,01 GLOMERUL AR ECM PROTEIN INTERACTION
STRUCTURAL Nidogen-2 NID2 1,33 0,0004 NE TWORK
Laminin subunit beta-1 LAMBI 1,33 0,002

ECM (n=31)

EFEMP1

STRUCTURAL ECM PROTEINS

Protein Name Gene Name  IgAN vs Control

Ciglllge P-value
Periostin POSTN 3,28 0,000001
EGF-containing fibulin-like extracellular matrix protein I  EFEMP1 1,89 0,002
Fibrinogen beta chain FGB 1,87 0,001
Vitronectin VTN 1,87 0,00001
Transforming growth factor-beta-induced protein ig-h3 TGFBI 1,80 0,001
Extracellular matrix protein 1 ECM1 1,78 0,0003

Fibulin-5 FBLNS5 1,76 0,002
‘ () N ‘ I | l ‘ S I () N Fibrinogen-like protein 1 FGLI 1,60 0,04

- IgAN is associated with widespread changes of the glomerular
extracellular matrix proteome

- Proteins important in fibrosis or inflammation are most strongly ..
increased e

- Periostin might be an important marker of glomerular damage Contact: flavia_paunas@yahoo.com
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