Retinoic acid metabolic reprogramming drives the invasive evolution of lung adenocarcinoma
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The progression of lung Preliminary spatial metabolomics analysis revealed significantly enhanced RA
adenocarcinoma (LUAD) from Our study delineates the RA metabolism, marked by elevated retinyl esters and RA, specifically within the invasive
preinvasive lesions to invasive metabolic landscape of LUAD components of IA. Further studies identified TICs as the effector cells of RA metabolism.
adenocarcinoma (lA) contributes to evolution using multi-omics High RA metabolic signaling induces TICs to transition from a quiescent to an activated
marked pathological heterogeneity and data and elucidates the state, reducing their stemness and promoting invasive differentiation. Mechanistically,
IS associated with poor prognosis; metabolic mechanisms driving RA binds to the retinoic acid receptor and retinoid X receptor (RAR-RXR) heterodimer,
however, the role of retinoic acid (RA) the invasive progression of which directly binds to the promoter region of FZD7 to inhibit its transcription. The
metabolic reprogramming in driving LUAD in vitro and in vivo, resulting downregulation of FZD7 blocks classical Wnt signaling, activating TICs and
this transition remains unclear. providing theoretical guidance thereby driving the invasive progression of LUAD.
for clinical decision-making
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