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INTRODUCTION AND OBJECTIVES
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RESULTS

e Circulating calprotectin levels are correlated with EVs

Q Differentially expressed genes from the transcriptomic analysis of EVs
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CONCLUSIONS & FUTURE PERSPECTIVES Calprotectin (pg/mlL)

SHR 95% ClI P
1. A protocol for studying the transcriptome of circulating EVs has been established. Amputation
2. 15 differentially expressed genes have been identified in EVs of PAD patients. Unadjusted 2.49 1.54-4.04  <0.001
3. An association between calprotectin and amputation in PAD has been observed. Model 1 256 1.56-4.19 <0.001
Model 2 2.62 1.58-4.34 <0.001
Sorting of EVs by Sequencing Identify and validate new Model 3 257 158417 <0.001
cellular origin (scRNA-seq) prognostic biomarkers Model 1: sex, age. Model 2: diabetes mellitus,

dyslipidemia. Model 3: HT, eGFR.

| dlSN A FEDER (r References
E NVESTIGACION EAS ' [1] Fowkes FG et al. Nat Rev Cardiol.
- ANITARIA DE NAVARRA Fondo Europeo de
von Desarrollo Regional Instituto de Salud Carlos |1l with thanks to the EAS for 2017;14:156-170.
C(O _ UNIONEUROPEA support in the form of a [2] Jansen et al. Circulation Research.
Una manera de hacer Europa Travel Grant
2017;120:1649-1657.



