Bioinformatique M1: Lecture 3

P. Derreumaux

MATRICES DE SUBSTITUTION:
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Sequence Matchin g

Dynanic Programming Alieniment

* Calculation of alignment score using affine gap model

[w ]
[
w
S

RU2Z32Z1AGTGCCRCC||ICCCRATGCCGCTG |

—3+3 -+ ++4+4+4+4-1213+4+4- 3+ -12-4nd +4+4+4
T |8 -8 -3 4

Q
[
w
1
w
['-%

matches 52
mismatches -9
- Gap opering = -12
i 40 Gap extension = 4

Overall Score 3
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Common ancestor
hypothesis vs. random
hypothesis
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6. Choix de la Matrice?

Score total = f(matrice, gap)
Comparaison globale PAM et BLOSUM












Matrices dérivées de la structure









