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Ubiquitously Occurring Activation Sequence
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Kemper, et.al. MCB 7, 2056 {1987)
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Wesl, el.al. MCB 7, 1193 (1587)
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CGTGTTTTC CTAYTTGTmGAGGGTTGA

Baum et.al. MCB 7, 1256 (1987)
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AAATCCACATGCAACCAT[TATCACCGCCAGAGGTAIAAAATAGTCG
TTAAGGTGTACGTTGGTAATAQTGGCGGTCTCCAT|TTTITATCAGC

Hachschild and Pashne, Cell 44, 581 (1986)>

Fig. 5. Upstream activation sequences containing
GATAA motiffs in promoters of other genes.
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