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Abstract GATA-1 is a critical transcription factor which is essential for erythroid differentiation. GATA-
1 induces erythroid differentiation through both activation and repression, of erythroid related and proliferation

related genes expression. Different transcription factors and cofactors are recruited by GATA-1 to perform the dual
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functions of regulation. A specific example is that protein-protein interactions between GATA-1 and cofactors are

involved in regulation on B-globin gene: they activate transcription by binding at specific cis-regulatory elements at

specific stage. In this review, we focus on multiple cofactors cooperating with GATA-1 at different period to acti-

vate or repress specific genes which would promote erythroid differentiation.
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The assembly of lines and helix represent the structure of GATA-1: the yellow part of helix stands for C-terminal zinc finger, and the green line
represents the N-terminal zinc finger. GC box is the binding site of EKLF, and GATA motif is the binding site of GATA-1.
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Fig.1 Interactions between GATA-1, GATA motif and multiple proteins
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GATA-1H Jeif S B N 7 IRLCREZ A8, B 18 53 J WP AN (R4 B DX 5 FE R 31 B2 A 4R, AELdb LI ELAR T T Ge (5t edh, it ah ik .

GATA-1 first recruits co-factors to facilitate LCR complex, then it recruits almost same co-factors to form promoter complex, transcription starting after

Ldb1 mediated chromatin looping.

El2 GATA-1ERp-3 B S B H s R it ie
Fig.2 The process of GATA-1 regulating p-globin gene locus

LLAM I AL R v, AR YR £ ) T P DA 5 AR DN BB AR A . B0 2k 2 B D7 N RIBRAL I FE DN, Bk 107 il 2R ARk

FRIEALY, 2R 07 MR D e S i 151

Transcription factors various in different cell types and genes express differently during erythroid differentiation. Above black lines are differently

expressed genes, above yellow are factors that active genes expression and above green are factors which could inhibit genes transcription.
El3 GATA-LREZI RS LR E R R EE
Fig.3 Schematic of GATA-1 regulates erythroid differentiation
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