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Rozsireni alignmentu

*»Zahrnuti dodateénych informaci

“*Predikce sekundarni struktury

“*Znama 3D struktura

“*Homologni sekvence se zndmou 3D strukturou
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Rozsireni alignmentu

“*Porovnejte vysledky alignmentu sekvenci
*»PDB ID: 4FIX, 2FFU

“*Clustal Omega https://www.ebi.ac.uk/Tools/msa/clustalo/
“*Expresso http://tcoffee.crg.cat

**Promals3D http://prodata.swmed.edu/promals3d/promals3d.php
**MASS http://bioinfo3d.cs.tau.ac.il/MASS/



Metody strojoveho uceni

“»*Data-mining vs. Metody strojového uceni

+»Statistické modely

“*HMM, Neural networks, Support Vector Machines, Geneticke
algoritmy, Bays network...
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Skryty Markovuv model
(HMM)
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HMM v bioinformatice

0.0

Emission
TP =1 @ Probability
A .25

2
Start Intergenic $ _22
Region G .25
TP =9 :
TP =1.0

CG rich CGpoor
A: 0.13 }3(‘ A: 0.37 i Sy
C: 0.37 C: 0.13 Po10 [ Cod e
G: 0.37 ‘0\3{ G: 0.13 ' Emission
T: 0.13 | 7 T: 0.37 s "
(5 ) e iE
T .03
TP =.9
0.63 0.63 G 04




HMM v alignmentu




Profilové HMM
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