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In patients with AML (n=173), the expression

(SPRED1) is pivotal in the initiation, advancement, and of the SPRED1 gene was found to be lower
advancement of cancer. Nonetheless, the precise molecular compared to healthy individuals (n=70). This

pathways through which SPRED1 contributes to acute myeloid reduced SPRED1 expression was significantly
leukemia (A|\/||_) are not fu||y elucidated. associated with mutations in FLT3, fusion with : | 5 T

The Sprouty-related, EVH1 domain-containing protein 1
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This study aimed to explore the feasibility of utilizing SPRED1
as a diagnostic and prognostic indicator in AML.
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 Linked Omics database facilitated analysis of SPRED1 and
its co-expressed genes, while STRING and Gene MANIA
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