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Nekanonické sStruktury v DNA
(non B-DNA)
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Kruciforma - krizova DNA
méze vznikat v miestach obsahujucich palindrémy
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Krizova DNA

vznika v oblastiach s negativnou superhelikalnou hustotou

LO = N/10.5
L=T+TW

Sigma = 10.5W/N = (L-L0)/LO

Kazdych 10.5 nukleotidov
kruciformy odoberie jednu
Obratku zo zvySnej DNA

Sigma new =
= (Sigma old * N + 1 )/ (N - 1)
(-0.065*1000 + 20) /(1000 - 20)

= -0.040
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KriZzova DNA
vznika v oblastiach s negativnou superhelikalnou hustotou
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Experimentalna detekcia kriZzovej DNA pomocou S1 nukleazy
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Experimentalna detekcia kriZzovej DNA pomocou nukleazy
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Modelovy pohlad na vznik kriZzovej DNA




Stochasticky model pracuje s pravdepodobnostami prechodu
medzi stavmi a vzniku nekanonickych struktur
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Oblasti plazmidu pBSK-, ktoré by mohli tvorit kriZovi DNA
identifikované programom UnaFold alebo palex (nas
vyhladava¢ pribliznych palindroémov)

POS SEQUENCE dG
53 GGCGGGTGTGGTGGTTACGCGCAGCGTGACCGCTACACTTGCC -16.5
167 CTAAATCGGGGGCTCCCTTTAGGGTTCCGATTTAGT -9.9
236 AGGGTGATGGTTCACGTAGTGGGCCATCGCCCT -13.2
1025 GCGGGGAGAGGCGGTTTGCGTATTGGGCGCTCTTCCGCTTCCTCGC -11.8
1070 CTCGCTGCGCTCGGTCGTTCGGCTGCGGCGAG -8.6
1189 GCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGC -11.5
1746 GCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGC -17.8
705 AAGCTTAAGGCATGTCTAGGCATGTCTAAGCTT -11.6
705 AAGCTTAAGACATGCTCAGGCATGTCTGGGCTT -11.8
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Vysledky simuldacie na plazmidovej DNA s oblastami obsahujicimi

palindroémy
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Porovnanie modelu s experimentom
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