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•25-55 years old

•Cases: BMI > 35 kg/m2 undergoing primary bariatric surgery

•Controls: BMI < 30 Kg/m2 without comorbidities

•Absence of inflammatory pathology

•Absence of treatment that alters inflammatory response
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MOLECULAR CHARACTERISATION OF TISSUE SAMPLES
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MOLECULAR CHARACTERISATION OF TISSUE SAMPLES

PrimePCR Assays/ Pannels

✓Fibrosis

✓Adipogenesis

✓Inflammation

• Scanning
• Quantification
• Normalization

6485 DEGs

380 ECM related genes

• 90 Genes in mesentery

• 78 genes in omentum

• 75 genes in peritoneum

• 51 genes in SCTIL-6

ADAMST4
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CLUSTER IDENTIFICATION

CORRELATIONS

Mesenteric AT: HAS1, ADAMST4,1,9, THBS1, S100A8

INSULIN RESISTANCE
(HOMA-IR)

Omental AT: HAS1, ADAMST4, THBS1, S100A8, VCAN

Peritoneum: ADAMST4



RELATIONSHIP BETWEEN GENE EXPRESSION AND 12m METABOLIC OUTCOME



C O N C L U S I O N S



Overall, our findings show a relationship between the overexpression of some ECM-related genes in visceral tissues 

of obese patients and altered glucose metabolism. 

In the omentum, mesentery and peritoneum, the relationship between over-regulated processes related to 

chemotaxis, cell migration and adhesion, angiogenesis, inflammation and regulation of endopeptidase activity was 

highlighted. 

In subcutaneous tissue, a much smaller number of genes and functional categories were enriched in relation to the 

ECM, highlighting the groups of genes related to structural components of the ECM and collagen degradation. 

Among the genes analyzed, epiploic expression of THBS1 and expression of ADAMTS9 in the mesentery correlate 

with HOMA-IR variation after BS. 

The specific contribution of mesenteric and peritoneal tissues, not previously studied, as well as the 

pathophysiological implications of the observed alterations in obesity should be further studied in future research.  
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