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Testing on a tree space

Huelsenbeck ’95: assesses the performance of different
phylogenetic reconstruction methods on the following tree space.



GMM simulated data
Erik+2 Length=1000
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mean= 0.80343 ; sd= 0.16955

Erik+2 Length=10000
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mean= 0.97102 ; sd= 0.04373

NJ Length=1000
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mean= 0.79745 ; sd= 0.18404

NJ Length=10000
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mean= 0.94313 ; sd= 0.08771

ML Length=1000

parameter a
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ML Length=10000

parameter a
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Our results with ASAQ (the best of Erik+2 and SAQ)


	Beyond algebraic geometry

