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GORGO Lowland gorilla
MACFA Crab eating macaque ’"14' “ E 1
CERAE Green monkey W g lgment xp orer
PONPY Bornean orangutan
HUMAN
PANTR Chimpanzee
INS RABIT Rabbit
INS CANFA Dog
INS PIG
INS PHYCA Sperm whale
INS HORSE
INS STRCA OstrichCommon squirrel monkey
INS CHICK
INS CROAT Western diamondback rattles...
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Phylogenetic analysis and tree construction

There are more than 300 hundreds phylogeny programs available on the Internet. Most of them can be downloaded and installed freely on
% ,f;ﬁ: M t }i\zﬁﬁ ?—r your own machine. Due to the great need of computing power, it is difficult to maintain online phylogenetic analysis web servers. The best
/N A way to do phylogenetic analysis is to use command line for the Phylip programs integrated in EMBOSS, or install MEGA on your PC Windows
fF R BB -
*Phylogeny
software

List of phylogeney programs
Phylogeny software -“Yhe whole list of phylogeny programs collected and classified in groups by Joe Felsenstein.
Online phylogeney servers

Weblab Protocgls?- The WebLab platform we develop and maintain has integrated the Phylip package. The protocols and macros for

BRI
B P

*\Weblab Phylogeny programs

s Phylip - The web site for the comprehensive package Phylogeny Inference Package (Phylip) created and maintained by Joe
.EM BOSS Felsenstein at the University of Washington. This package can be downloaded and installed on Linux, Windows and Mac freely.
» Tree-Puzzle - The web page for the phylogeny program which uses the maximum likelihood method to analogize nucleotide and amino
.EBC acid sequences as well as other two-state data. . o o _

s PAML - The web site for the Phylogenetic Analysis by Maximum Likelihood package developed and maintained by Ziheng Yang, at
University College, London.
.EXPASy s MEGA - The web site for the Molecular Evolutionary Genetics Analysis package developed and maintained by Masatoshi Nei and his

colleagues. It was originally designed for the Windows platform with a graphics interface and uses the distance method to construct

phylogenetic trees. [PDF]

Display of phylogenetic trees

m {TOL - The web site of Interactive Tree of Life for the display and manipulation of phylogenetic trees, developed and maintained by
the European Molecular Biology Laboratory.
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(Protein
distance
algorithm)

Finished

Finishad

fneighbor

(13.60)
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1235638072133 fasta
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Tools and software packages
Proteomics and sequence analysis tools

o |ldentification and characterization (Aldente, FindMod, Popitam,

Phenyx, pl/Mw, ProtParam...)
o DNA -> Protein
o Similarity searches (BLAST...)
o Pattern and profile searches (ScanProsite...)
o Post-translational modlflcatlon and topology prediction
o Primary structure ana
o Secondary apd tertiary structure yols (Swiss-PdbViewer...)
o Alignment and™Rk =1 i
Melanie / ImageMaster - Software for 2-D PAGE analysis
MSight - Mass Spectrometry Imager
Roche Applied Science's Biochemical Pathways

Mobyle

e-mail

e-mail |sign in| register

Welcome Programs Data Bookmarks Jobs Tu

Phylip protpars ~ x

Phylip protpars

4] | protein Sequence Parcimony Method

» alignment
» assembly

» database

» display

¥ hmm

» phylogeny
b Sequence

k structure

Il

Alignment File (Protein Alignment) ?
Paste © | File O

Phylogenetic analysis

BIOMNJ - Server for NJ phylogenetic analysis
= PGMA
Server for phylogenetic analysis usi
1L - Server for ML phylogenetic analysis
Phylogeny fr - Robust Phylogenetic Analysis F
The PhylOgenetic Web Repeater (POWER) -

BlastO - Blast on orthologous groups
Evolutionary Trace Server (TraceSuite ) - Ma

Phylogenetic programs - List of phylogenetic

Phylogeny

Farsimony method programs

Distance matrix method programs

Naximum likelihood method proszrams

Computation of distance

Nanipulation and visualization of phylogenetic tree
Dther programs

Parsimony method programs

FHYLIF
s dnapars: Nuclelc sequences.
. prutpar Protein sequences.

o EXPASY T AIHPHYLIPHE: R4 kB W
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