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Tetraplexova DNA
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Duplicitni sekvenéni vzory a jejich vztah k
strukture DNA

Repeat (angl.):
inverted (palindrom) kfizova DNA, vazebni misto
dimerud

tandem posun v DNA (slipped DNA), periodické
substruktury, telomery

dispersed mobilni DNA, libovolni funk&ni motivy

EMBOSS palindrome
https://www.bioinformatics.nl/cgi-bin/emboss/palindrome
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Tandemové opakovani sekvence v genomu
C.elegans

-AAATGA-AA-ATTTCCGGCAAATCGGCAATTTGLCTA

G
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TRF http://tandem.bu.edu/benson.html
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Sequence landscape
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Xlandscape - neoCekavana frekvence
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TRANSFAC/TESS/JASPAR ol

http://jaspar.genereg.net/

» Jaké sekvence rozpoznava transkripéni faktor Egr-1 ?
» Jaky faktor se vaze na sekvenci GATATACGG
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DIP
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Zakladem fylogenetické analyzy je znalost
parovych vzdalenosti
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Metody konstrukce stromu

UPGMA
Neighbor-joining
Maximum parsimony
Maximum likelihood

vV v v v

http://upload.wikimedia.org/wikipedia/en/3/36/ITOL Tree of life.jpg
https://www.megasoftware.net/
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d(DB, X) _ d(D,X)JZrd(B,X)
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Fylogeneticky strom pribuznosti DNA
primatu

UIPGMA Distance Tree of Primates using Jukes-Cantar model
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https://genographic.nationalgeographic.com/

Genographic Project -

INDIAN
OCEAN

Zkoumanim DNA na chromozomu Y byla zjiSténa
pribuznost kFesfanﬁ”v Libanonu s Evropany.
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