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http://bioinfo.cipf.es
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IBM, SGI and Bull Clusters
~300 cores (64 hits)

BSC, Barcelona
Mare Nostrum
10000 CPUs




Hernan Dopazo Marc A. Marti-Renom
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Clock assumption - Ka/Ks ratio - ML branch-site model

7 # 64
C8CDB 4 E2 ,

Ka-Ks > 1 and ML-PS

Ka-Ks <1 and ML-PS

Ka-Ks > 1 no ML-PS

*$’

O @& @& @

Ka-Ks <1 no ML-PS
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e M1la vs M2a -> no PS

e M7 vs M8 -> no PS

*logL a5 l0gL (g -> ** best

e SLR ->Other alternative method
o(multiple testing 95%, 99%)

o +++ ++++
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SLR:w 0.1, , ,
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§ Evolutionary biologists recognized that natural sedction works in
proportion to the number of deleterious mutations n the population
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According to the theory this will follow an “L” shap e curve
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Wihreshold™ 0.1 \

Two sample Kolmogorov+Smirnov test
H,: freq. (lowerw) = freq. (upperw)
H,: freq. (lowerv) > freq. (Upppemw)
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Phylemon server is at




Register, Login & Projects

Project Results

Select files for further analysis

MrBayes Analysis

Tools & Analysis

Tree Visualization

PhyML Interface

Tree-Puzzle
results




Phylogenomic Analysis
- Automatic analysis of multiple genes. - Gene Corexatio

Tools & Analysis

- Pipelines defined by users. - Java applet envirawh
ﬁ Alternative analyses saved in different pipelineg
S /_\
1 1
1 1
Tl Differential selection of model parameters

Parameter’s definition
Select files for further analysis

Pipeline Results
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