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INTRODUCTION & AlM

Global prevalence of obesity has risen sharply

METHQOD

Healthy Donors Table 1. Clinical characteristics of healthy donors
with different BMI included in the study.
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Enrichment analysis related to biological process
(A), molecular function (B), cellular component (C).
CCR: C-C motif chemokine receptor; CCR1: C-C

chemokine receptor type 1; CCR5: C-C chemokine
Y s receptor type 5; FDR: false discovery rate.
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Figure 2. Cytokine, chemokine and growth factor profiles in serum of NW and OW/Ob donors.
Concentrations of deregulated mediators in serum pools from NW and OW/Ob MM donors measured
by Multiplex Human Cytokine, Chemokine, and Growth Factor Kit. Values are expressed in pg/mL
(mean £ SEM). *p<0.05;**p<0.01;***p<0.001;****p<0.0001. PDGF-bb: platelet-derived growth factor
beta; IL-8: interleukin-8;, MCP-1: monocyte chemoattractant protein-1; MIP-1a: macrophage
inflammatory protein-1 alpha; OW/ODb: overweight/obese; RANTES: regulated upon activation normal T
cell expressed and secreted; IL-4: interleukin-4.

CONCLUSIONS FUTURE WORK/REFERENCES

High BMI-related circulating serum factors can influence MM cell behaviour ‘in vitro’, . . .
increasing MM cell clonogenic and motile potential; Experimental validation of IL-8/CXCL8 as a central orchestrator of

The OW/Ob serum pool displays an altered cytokine profile, characterised by increased pro-| | inflammatory signaling associated with high BMI and as a potential
inflammatory and pro-tumourigenic factors and reduced anti-inflammatory mediators; molecular link between the systemic environment and enhanced MM
STRING analysis revealed that IL-8/CXCL8 acts as a central hub connecting these cell aggressiveness.

dysregulated cytokines, highlighting its key role in coordinating the pro-inflammatory network
associated with the high-BMI condition; _
Gene Ontology enrichment analysis supports the hypothesis that high BMI-associated 1. Manna L. et al., Curr Obes Rep. 2025. doi: 10.1007/s13679-025-00644-w;

alterations in circulating factors may create a pro-inflammatory and tumour-promoting| | 2- Kawai T. et al., Am J Physiol Cell Physiol. 2021 doi: 10.1152/ajpcell.00379.2020;
systemic environment. 3. Allegra A. et al., EJIM 2018, doi: 10.1016/j.€jim.2018.05.033.

References:

https://sciforum.net/event/IECC2026


https://sciforum.net/event/IECC2026

	Diapositiva numero 1

