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The ARB Parsimony ToolThe ARB Parsimony Tool

" Able to handle big 
trees (e.g. >30.000 
16S/18S rRNA 
sequences)

" Allows optimization 
of trees and sub-
trees with different 
parameters.

" Adding sequences 
is possible without 
changing initial 
topology.
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Combination of the Protargol Method according to Combination of the Protargol Method according to 
Foissner with FISH on Foissner with FISH on EpistylisEpistylis sp 
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Under Light Microscope Under Fluorescent Microscope

Pictures  from  Dr. Johannes Fried
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DNA chip images  from  Dr. Thomas Behr





Design of multiple probes for Design of multiple probes for GlaucomaGlaucoma scintillansscintillans
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Pictures  from  Dr. Johannes Fried
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ARB Genome Window : Displaying List of Organisms and associated information



Genome map of Listeria monocytogenes displaying rRNA Operons



Genome map in block view and Individual Gene Information display



The ARB Genome Project
Descriptive Data Database Query

SequencesMaps Import Filters

EXPERIMENT ORGANISM

GENES



The ARB Genome Project
Descriptive Data Database Query

SequencesMaps Import Filters

EXPERIMENT ORGANISM

GENES

Descriptive Data Database Query

Primary 
Structure Editor

Probe & Primer 
Design

Automated Aligner



Searching for Genes in the Genome of Organisms and displaying respective 
Gene Information



The ARB Genome Project

ORGANISM

Descriptive Data Database Query

SequencesMaps Import Filters

EXPERIMENT

GENES

Descriptive Data Database Query

Primary 
Structure Editor

Probe & Primer 
Design

Automated Aligner



The ARB Genome Project

ORGANISM

Descriptive Data Database Query

SequencesMaps Import Filters

Descriptive Data Database Query

Analysed Data Results Protocols

GENES

Descriptive Data Database Query

Primary 
Structure Editor

Probe & Primer 
Design

Automated Aligner

EXPERIMENT



Experiment Data Entry Form



The ARB Genome Project

ORGANISM

Descriptive Data Database Query

SequencesMaps Import Filters

Descriptive Data Database Query

Analysed Data Results Protocols

GENES

Descriptive Data Database Query

Primary 
Structure Editor

Probe & Primer 
Design

Automated Aligner

EXPERIMENT



The ARB Genome Project

ORGANISM

Descriptive Data Database Query

SequencesMaps Import Filters

Descriptive Data Database Query

Analysed Data Results Protocols

GENES

Descriptive Data Database Query

Primary 
Structure Editor

Probe & Primer 
Design

Automated Aligner

EXPERIMENT

PHYSIOLOGICAL 
PATHWAYS



Currently Maintained ARB Databases Currently Maintained ARB Databases 

(Eucarya, Archaea, Bacteria)(Eucarya, Archaea, Bacteria)

# Small subunit rRNA  – 16S,18S rRNA (41,737)
# Large subunit rRNA  – 23S, 28S rRNA (7,312)
# Elongation – initiation factors
# Proton translocation ATPase subunits
# Heat shock proteins
# recA
# RNA polymerases
# DNA gyrase
# Cytochromeoxidase
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ARB running on Vmware, a Linux emulation software under Windows
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Availability  & Documentation

www.arb-home.de

“As we enjoy great Advantages from 
the Inventions of others, we should 
be glad of an Opportunity to serve 
others by any Invention of ours; and 
this we should do freely and 
generously.'' 

- Benjamin Franklin



People Behind The ARB Project

Group Leader

Dr. Wolfgang Ludwig
Lehrstuhl fuer Mikrobiologie 

Technische Universitaet Muenchen 
ludwig@mikro.biologie.tu-muenchen.de

Programmers and Curators

O.Strunk, R.Westram, L. Richter, H. Meier, Yadhukumar,
A.Buchner, T.Lai, G.Jobb, S.Steppi, W. Förster, H. May, S. 
Hermann, N. Stuckmann, O. Gross, B. Nonhoff, R. Jost, B. 

Reichel,T. Ginhart, A. Vilbig, T. Liss, M. Lenke,



Future Goals

! Online Probe Design using ARB  Positional Tree server 

! Multiple probe sets for selected phylogenetic groups         
(chip design)

! Chip data analysis and evaluation tool

! Further Development of ARB Genome Analysis Software

!



Thank You

Presentation by Yadhu Kumar, ARB Group
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