
Manual para análisis filogenéticos moleculares  Bibliografía (Tema 2.1) 

Universidad Autónoma de Madrid 
– Cursos de formación continua – 

 

REFERENCIAS BIBLIOGRÁFICAS 
 
TEMA 2.1. Breve introducción a las técnicas y métodos de reconstrucción 
filogenética 
 
FARRIS J. S., V. A. ALBERT, M. KÄLLERSJÖ, D. LIPSCOMB, AND A. G. KLUGE. 

1996. Parsimony jackknifing outperforms neighbor-joining. Cladistics 12: 99-124. 
GAUT B. S. and P. O. LEWIS. 1995. Success of maximum likelihood phylogeny 

inference in the four-taxon case. Molecular Biology and Evolution 12: 152-162. 
HENDY M. D. and D. PENNY. 1982. Branch and bound algorithms to determine 

minimal evolutionary trees. Mathematical Biosciences 59: 277-290. 
HILLIS D. M., C. MORITZ, AND B. K. MABLE. 1996. Molecular Systematics. Sinauer 

Associates, Sunderland. Pp. 665.  
HUELSENBECK J. P. 1995. Performance of phylogenetic methods in simulation. 

Systematic Biology 44: 17-48. 
HUELSENBECK J. P. 1998. Systematic Bias in Phylogenetic Analysis: Is the 

Strepsiptera Problem Solved? Systematic Biology 47: 519-537.  
NEI, S. AND, M. KUMAR. 2000. Molecular evolution and phylogenetics. Oxford 

university Press, New York. 
PIONTKIVSKA H. 2004. Efficiencies of maximum likelihood methods of phylogenetic 

inferences when different substitution models are used. Molecular Phylogenetics 
and Evolution 31: 865-873. 

PLATNICK N. I. 1985. Philosophy and the transformation of cladistics revisited. 
Cladistics 1: 87-94.  

SALTER L. A. and D. K. PEARL. 2001. Stochastic search strategy for estimation of 
maximum likelihood phylogenetic trees. Systematic Biology 50: 7-17. 

STEEL M. A., M. D. HENDY, AND D. PENNY. 1988. Loss of information in genetic 
distances. Nature 336: 118.  

WILLIAMS D. M. 1992. DNA analysis: Theory. In Forey P. L., C. J. Humphries, I. J. 
Kitching, R. W. Scotland, D. J. Siebert and D. M. Williams [eds.], Cladistics: A 
practical course in sistematics, 89-101. Oxford Univsersity Press, Oxford. 

 


