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AML is a heterogeneous malignancy
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Critical role in development and leukemogenesis

EVI1: complex locus

1 2 3

MDS1 (515 kb)

Mds1 Evi1

AcRp

ZF1 ZF2
Protein

Gene

Mds1Evi1

PR domain AcRp

ZF1 ZF2

161 2 3 4

EVI1 (62 kb)

3q21q26 rearrangements

Clinical features

erythroid and megakaryocytic dysplasia

elevated platelet count

minimal response to chemotherapy and poor prognosis
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EVI1 overexpression

2. Mecanismos de sobreexpresión del gen EVI1 

3. Papel de Evi1 como factor de transcripción

OBJETIVOS

1. Impacto pronóstico de la sobreexpresión de EVI1 en 
leucemia mieloide aguda



Material
Human Tissue Panel Human Cell Lines
21 normal tissues 16 myeloid cell lines

Patient Samples
80 cases with 3q rearrangements
476 AML cases at diagnosis
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EVI1 overexpression in AML (No. 476)
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younger patients with EVI1-1C overexpression had significantly 
worse overall survival

� EVI1 in diagnosis
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younger patients with EVI1-1C overexpression had significantly 
worse event free survival
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3q rearrangements and EVI1 overexpression
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Identification of transcription factors within the proximal promoter 
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