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Abdract: Based on tetranudeotide parameters,a daidicad mechanicd nodd was suggeded to andyze the flexibility of the
Escherichia cdi gernome. The terminus regon o replication d played alow leve of flexihility. A srong corrdation between G+ C corr
tent and flexibility can be seen. Average flexihilitiesin coding regonswere found to be sgnificantly larger than those in non-coding re-
gons. The flexible characteridics in three class sgma pronmoter sequences in the Escherichia cdi gernome were d 9 andyzed.
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1 B-DNA 36
Tetramer RAAR RAAY YAAR YAAY RACGR RAGY YAGR YAGY RGAR RGAY YGAR YGAY
AQ(°) 0.0 1.0 -2.0 -5.0 -2.0 -2.0 - 10.0 2.0 3.0 3.0 3.0 2.0
Ap (°) 0.2 -0.7 3.9 4.1 -2.0 -1.5 2.0 4.6 2.3 1.1 1.4 1.7
AT (°) 0.0 0.0 -1.1 - 0.4 1.5 1.4 -1.2 3.0 2.2 0.0 - 0.5 -1.0
ADy(i&) -0.2 -0.2 0.2 0.0 0.0 0.2 -0.3 0.8 0.2 -0.4 -0.4 -0.3
Tetramer RGER RGGY YGER YGGY RCAR RCAY YCAR YCAY RCER RCGY YCER RTAR
AQ () 4.0 1.0 4.0 -40 | -30 ] -30 ] 1.0 -40 | -30 2.0 - 4.0 1.0
Ap (°) 3.5 2.7 -4.0 4.3 2.2 7.6 -7.2 2.1 1.0 7.5 4.5 5.8
AT (°) -2.0 -0.4 -1.4 -1.4 2.2 -1.0 0.1 3.0 0.5 -0.9 2.2 4.2
ADy(A) 0.5 0.5 0.5 0.5 1.3 1.3 2.2 1.0 0.1 -0.2 0.7 0.2
Tetramer RTAY YTAR RATR RATY YATR RACR RACY YACR YACY RACR RACY YQCR
AQ (%) 6.0 -5.0 -3.0 -4.0 -5.0 -5.0 2.0 -2.0 2.0 0.0 0.0 2.0
Ap () 2.9 3.3 -51 | -46 | -20| -20] -20] -53] -60]| -12 3.0 -6.1
AT (°) 3.0 1.6 -1.7 -0.3 2.0 0.0 -4.0 -1.0 5.0 -1.5 -3.2 0.2
ADy(A) 0.2 0.3 - 0.5 - 0.5 -0.2 - 0.5 - 0.5 -0.3 -0.3 0.5 -0.2 0.0
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