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Problematique (1/2)

Génomique comparative G2
Analyses phylogenétiques — G4
L-QGNDLLEDSPYEPVNSRLSDIFRAVPEFISDVFQOVEHTI-SKGNNCLDAAKACNLDDTC L G5
L-QGNDLLEDSPYEPVNSRLSDIFRAVPEFISDVFQOVEHTI-SKGNNCLDAAKACNLDDTC
LTEGEEFYEASPYEPVTSRLSDIFRLASTFSGTGADP-VVSAKSNHCLDAAKACNLNDNC - G6
LTEGEEFYEASPYEPVTSRLSDIFRLASTFSGTGADP-VVSAKSNHCLDAAKACNLNDNC
L-QGNDLLEDSPYEPVNSRLSDIFRLAPIVS——--- VEPVLSKGNNCLDAAKACNLNDTC - G7
LAEGEEFYEASPYEPITSRLSDIFRLASTEFSGM--DP-ATNSKSNHCLDAAKACNLNDNC
LTEGEEFYEASPYEPVTSRLSDIFRLASTEFSGTGTDP-AVSTKSNHCLDAAKACNLNDNC —— —— G8
L-OQGNDLLEDSPYEPVNSRLSDIFRAVPEFIS———-—-- VEHI-SKGNNCLDAAKACNLDDTC
L-QGNDLLEDSPYEPVNSRLSDIFRVVPEFIS———--- VEHI-PKGNNCLDAAKACNLDDIC - G9
L-QGNDLLEDSPYEPVNSRLSDIFRVVPEFISDVFQOVEHTI-PKGNNCLDAAKACNLDDIC
L-QGNDLLEDSPYEPVNSRLSDIFRAVPFIS———-—-- VEHI-SKGNNCLDAAKACNLDDTC G1 O
LTEGEEFYEASPYEPVTSRLSDIFRLASTFSGTGTDP-AVSTKSNHCLDAAKACNLNDNC
LMEGMNVLESSPYEPFIRGEF-DYVRLASTTAGSENEVTQV----NRCLDAAKACNVDEMC - G1 1
—-——GEEFYEASPYEPVTSRLSDIFRLASIFSGTGADP-VVSAESNHCLDAAKACNLNDNC
coo(groooooooooooooooooooooooooos TGADP-VVSAESNHCLDAAKACNLNDNC G1 2
Alignement multiple G13
Arbre phylogéneétique G15
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FProblematigue {2/2)

LTEGEEFYEASPYEPVTSRLSDIFRLASIFSGTGADP-VVSAKSNHCLDAAKACNLNDNC
L-OGNDLLEDSPYEPVNSRLSDIFRLAPIVS-——-——- VEPVLSKGNNCLDAAKACNLNDTC
LAEGEEFYEASPYEPITSRLSDIFRLASIFSGM--DP-ATNSKSNHCLDAAKACNLNDNC
LTEGEEFYEASPYEPVTSRLSDIFRLASIFSGTGTDP-AVSTKSNHCLDAAKACNLNDNC
L-OGNDLLEDSPYEPVNSRLSDIFRAVPFIS-————-— VEHI-SKGNNCLDAAKACNLDDTC
L-OGNDLLEDSPYEPVNSRLSDIFRVVPFIS——-—-—- VEHI-PKGNNCLDAAKACNLDDIC
L-OGNDLLEDSPYEPVNSRLSDIFRVVPEFISDVFQOVEHT-PKGNNCLDAAKACNLDDIC
L-OGNDLLEDSPYEPVNSRLSDIFRAVPFIS-————-— VEHI-SKGNNCLDAAKACNLDDTC
LTEGEEFYEASPYEPVTSRLSDIFRLASIFSGTGTDP-AVSTKSNHCLDAAKACNLNDNC
LMEGMNVLESSPYEPFIRGEF-DYVRLASITAGSENEVTQV—----NRCLDAAKACNVDEMC
—-——GEEFYEASPYEPVTSRLSDIFRLASIFSGTGADP-VVSAESNHCLDAAKACNLNDNC
e e e e e e e e e e e e e e e e e e e e e e I TGADP-VVSAESNHCLDAAKACNLNDNC
L-OGNDLLEDSPYEPVNSRLSDIFRAVPFISDVEFQQOVEHI-SKGNNCLDAAKACNLDDTC
L-OGNDLLEDSPYEPVNSRLSDIFRAVPFISDVFQQVEHI-SKGNNCLDAAKACNLDDTC
LTEGEEFYEASPYEPVTSRLSDIFRLASIFSGTGADP-VVSAKSNHCLDAAKACNLNDNC
LTEGEEFYEASPYEPVTSRLSDIFRLASIFSGTGADP-VVSAKSNHCLDAAKACNL

L-OGNDLLEDSPYEPVNSRLSDIFRLAPIVS-——-——- VEPVLSKGNNCLDAAKACNLNDTC

LAEGEEFYEASPYEPITSRLSDIFRLASIFSGM--DP-ATNSKSNHCLDAAKACIMIMOMC

LTEGEEFYEASPYEPVTSRLSDIFRLASIFSGTGTDP-AVSTKSNHCLDAAKA Nouvelle séquence

L-OGNDLLEDSPYEPVNSRLSDIFRAVPFIS-—-—-—- VEHI-SKGNNCLDAAK Acr—r—=

L-OGNDLLEDSPYEPVNSRLSDIFRVVPFIS——-—-—- VEHI-PKGNNCLDAAKACNLDDIC
L-OGNDLLEDSPYEPVNSRLSDIFRVVPEFISDVFQOVEHT-PKGNNCLDAAKACNLDDIC
L-OGNDLLEDSPYEPVNSRLSDIFRAVPFIS-—-—-—- VEHI-SKGNNCLDAAKACNLDDTC
LTEGEEFYEASPYEPVTSRLSDIFRLASIFSGTGTDP-AVSTKSNHCLDAAKACNLNDNC
LMEGMNVLESSPYEPFIRGF-DYVRLASITAGSENEVTQV----NRCLDAAKACNVDEMC
—-——GEEFYEASPYEPVTSRLSDIFRLASIEFSGTGADP-VVSAESNHCLDAAKACNLNDNC
e e e e e e e e e e e e e e e e e e e e e e I TGADP-VVSAESNHCLDAAKACNLNDNC
L-OGNDLLEDSPYEPVNSRLSDIFRAVPFISDVFQOVEHT-SKGNNCLDAAKACNLDDTC
L-OGNDLLEDSPYEPVNSRLSDIFRAVPFISDVFQOVEHT-SKGNNCLDAAKACNLDDTC
LTEGEEFYEASPYEPVTSRLSDIFRLASIFSGTGADP-VVSAKSNHCLDAAKACNLNDNC
LTEGEEFYEASPYEPVTSRLSDIFRLASIFSGTGADP-VVSAKSNHCLDAAKACNLNDNC
IL-QGNDLTLEDSPYFRPVNSRT.SDTFRTAPTVS===—~— VEPVTL.SKGNNCT.DAAKACNT.NDTC
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Methodes (1/2)

Deux méthodes de référence:
» Neighbor-Joining (avec distances évolutives 2-Kimura, ou Poisson)
» Méthode progressive d’alignement (utilisation d’'un arbre guide)

-« Un alignement de bonne qualité nécessite un arbre guide proche de
I'arbre phylogénétique de la famille. »

-« Un arbre phylogénétique de bonne qualité nécessite un alignement
multiple de bonne qualité. »

Traiter I'arbre phylogénétique et I'alignement en méme temps.
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Methodes (2/2)

—— G1
— G2
G3

— G4
L-QGNDLLEDSPYEPVNSRLSDIFRAVPFISDVFQQVEHI-SKGNNCLDAAKACNLDDTC —] G5
L-QGNDLLEDSPYEPVNSRLSDIFRAVPFISDVFQQVEHI-SKGNNCLDAAKACNLDDTC
LTEGEEFYEASPYEPVTSRLSDIFRLASIFSGTGADP-VVSAKSNHCLDAAKACNLNDNC — G6
LTEGEEFYEASPYEPVTSRLSDIFRLASIFSGTGADP-VVSAKSNHCLDAAKACNLNDNC —G7
L-QGNDLLEDSPYEPVNSRLSDIFRLAPIVS----- VEPVLSKGNNCLDAAKACNLNDTC G8
LAEGEEFYEASPYEPITSRLSDIFRLASIFSGM--DP-ATNSKSNHCLDAAKACNLNDNC
LTEGEEFYEASPYEPVTSRLSDIFRLASIFSGTGTDP-AVSTKSNHCLDAAKACNLNDNC —G9
L-QGNDLLEDSPYEPVNSRLSDIFRAVPFIS--—--- VEHI-SKGNNCLDAAKACNLDDTC — G10
L-QGNDLLEDSPYEPVNSRLSDIFRVVPFIS----- VEHI-PKGNNCLDAAKACNLDDIC L 611
L-QGNDLLEDSPYEPVNSRLSDIFRVVPFISDVFQQVEHI-PKGNNCLDAAKACNLDDIC G12
L-QGNDLLEDSPYEPVNSRLSDIFRAVPFIS----- VEHI-SKGNNCLDAAKACNLDDTC
LTEGEEFYEASPYEPVTSRLSDIFRLASIFSGTGTDP-AVSTKSNHCLDAAKACNLNDNC G13
LMEGMNVLESSPYEPFIRGF-DYVRLASITAGSENEVTQV----NRCLDAAKACNVDEMC —  G14
---GEEFYEASPYEPVTSRLSDIFRLASIFSGTGADP-VVSAESNHCLDAAKACNLNDNC — G15
———G-——— TGADP-VVSAESNHCLDAAKACNLNDNC
LTEGEEFYEASPYEPVT------ FRL---FSGTGTDPA-VSTKSNHCLDAAKACNLNDNC N
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What taszk do wou want to perform 7

- See sequences.

- See a tree.

- See a tree ond its sequences.

- Align sequences from scratch.

Add =zequences to an alignment and a tree.
- Compute a tree for a given alignment.

- Translate alignment file into fasta file.
- Clean nucleic alignment file.

- Clean proteic alignment file.
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Input fostao file: []
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Conclusion

On dispose d’algorithmes incrémentaux capables d’ajouter une ou
plusieurs séquences a un arbre et un alignement.

Applications potentielles:
» Gerer de grandes familles de séquences homologues:

« ARN Ribosomaux
e Cytochromes B

» Gerer de grands recueils de familles de séquences homologues:

« HOVERGEN
« HOBACGEN
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