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Acute myeloid leukemia (AML) presents as a heterogeneous ALOXS5AP was significantly overexpressed LB e B % ° N N B N e =|' ﬂ. .“~ !"'
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in M5 subtypes, females, older AML patients, | —
and those with FLT3-ITD mutations
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This work aimed to investigate the clinical and prognostic Pm“fl\r/lalflon" Inflammatlgn’z antd an(g:logeln?.ss . )
significance of the ALOX5AP gene in AML through analysis of :nalysis ider:]tﬁ‘igzjcepositi\a/]easaes;ciati(z)rrzz aV\I/(i?[E S o
its  expression, methylation atterns, and molecular _ _ Pl o |
mechanFi)sms Y P genes like NCF1, SIRPB1, and IL1RN, while N &

' negative correlations were found penmater e

with UBFD1 and KDM5B (P<0.001). Gene — »

enrichment analysis revealed ALOXSAP

involvement in granulocyte activation, cytokine DhNAdamage 03

binding, and chemokine signaling pathways.

METHOD CONCLUSIONS

REFERENCES ACKNOWLEDGEMENTS

"We deeply appreciate the support provided by

ALOX5AP emerges as a critical factor in AML 1. Chen XY, Wen XM, Zhao W, et al. ALOX5AP is a new prognostic AlIMS. CSIR. and SOHO. whose contributions
A total of 173 AML patients and 70 control cases were assessed development, offering potential as a indicator in acute myeloid leukemia. Discov Oncol. 2023;14(1):210. have been instrumental in the success of our
for ALOX5AP gene expression and DNA methylation status. prognostic biomarker and therapeutic target. Published 2023 Nov 23. doi:10.1007/s12672-023-00826-9 endeavors
Kaplan—Meier survival estimation was employed to evaluate lts overexpression and methylation patterns _ '
ALOX5AP's predictive importance. Correlations between correlate with clinical outcomes and molecular 2. Wang J, Tzeng CH, Huang MH, et al. Molecular mechanism of
ALOX5AP expression and functional states in AML single-cell subtypes, underscoring its importance in AML 9"?'”“'903’“0 ((jjlffirentlﬁt[{on of hutr_nar_‘ prorr_ldyelo\fytlc;(eukegla HE'6O
datasets were estimated. Additionally, correlation analysis pathogenesis. These findings highlight cevs Induced by ali-trans relinolc —acld.. yao Aue  Ale  Bao. CONTACT INFORMATION
identified associated genes using the Linked Omics database, N ALOX5AP's multifaceted role in AML and its 2004;39(1):22-28.
while gene set enrichment analysis (GSEA) elucidated otential for quidina personalized treatment . .
molecular mechanisms of ALOX5AP in AML. Fs)trategies in thge futu?e_p Presenting Author : goel.harsh271@gmail.com



mailto:goel.harsh271@gmail.com

	Slide Number 1

