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ADP in a manner competent to form bound
ATP. The second is that during net ATP forma
tion multiple catalytic sites on the synthase par
ticipate in strongly cooperative sequence. Rota
tion of the ¥ subunit in Fy is thought to deform

the catalytic sites to give binding change. When

Prog. Biochem. Biophys. 17 -
the crystal structure of the F\- AT Pase was even-
tually solved, direct evidences for rotation of
subunits during catalysis of Fi-ATPase were
provided.
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Stereochemical Rules of DNA Recognition by
YANG
( Department of Biological Science and Technol-

Transcription  Factors. Qtsheng
ogy, Zhegiang University, Hangzhou 310027,
China) .

Abstract

factors involves both general chemical rules and

DNA recognition of the transcription
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specific stereochemical rules. Recognition helice
of transeription factor families binds to DNA,
positing at a major groove. Pairing between the
“residues line” of recognition helix and “ base
line” of base positions makes full fitting, usually
involving 3 turns of a-helix and 3~ 5 base pairs.
The binding geometry determined by interaction
of the residues and bases in recognition area is
which

Stereochemical

indicated in the stereochemical chart,
shows recognition specificity.
rules of DNA recognition by transeription factor
family are summarized at bases of the chart.
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