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RNA pol Il core promoter motifs.
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Upstream promoter elements RNA pol Il core promoter motifs.
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The number of intact GC box affects the gene expression of SV40 Early Promoter

Number of mutations Number of Intact GC Boxes Expression(%)

0 6 100
2 5 66
4 4 13
4 3 30
6 2 40
13 1 9

16 0 13
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Class | promoter
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RNA pol Il core promoter motifs.
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Neuronal development
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Activity-reponsive regulation
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Enhancer-driven gene regulation
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A. Blocking regulatory element-promoter communication
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IBP: insulator-binding protein







