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Structural genom cs
Annot at i on Job Opportunities in Bioinformatics
Expressi on anal ysi s
Pr ot eomi cs The Institute for Bioinformatics (I1BlI) of the GSF-
BFEAM Forschungszentruminvites applications for several positions

in genome oriented bioinformatics. Applicants should have a

Human cDNA sound background i n computer science/bioinformatics and a
HNB strong interest in the exciting field of functional genome
Bi oRS anal ysi s.
GAMVSB
GSF, the National Center for Envirionnent and Health, is a
l'ife science research center of the Hel mholtz-Association
with strong enphasis on functional genone research. The
) research and devel opnent programe of the GSF is conmitted to
Services the social tasks of environnental and health protection. The
Genones results of work perfornmed at the GSF provide an inportant
Dat abanks retrieval basis in the issuing of reconmended linmits in the area of
syst ems envi ronment and health and are taken up in the decisions of

. the legislator. The GSF perforns studies to establish the
Anal ysi S tools scientific prerequisites for maintaining human health and
Expression conserving the natural elements necessary for human life.

M sc. Supported by the Governnents of the Federal Republic of
Germany and the State of Bavaria, the GSF is a nmenber of the
Her mann von Hel nhol tz Associ ation of National Research

Cent ers.

About / Cont act . . . S

An active network in functional genone analysis is forned by
St af f the nouse mutagenesis programme as well as other high
Publ i cati ons t hr oughput genone anal ysis techni ques for positional cloning,

mappi ng of single nucleotide pol ynorphi sns (SNPs), proteom cs
and expression analysis. The Institute for Bioinformatics
(IBI/MPS) as part of the network is also part of several
national and international genone anal ysis projects. W

Open Positions devel op nethods for the systematic anal ysis of genone
function and provide the bioinformatics infrastructure for
these projects. In a collaborative effort with the
Bi oi nformatics Chair of Bioinformatics at Techni cal
Uni versity of Miunich, the IBlI also contributes to

News bi oi nformati cs education. A full bioinformatics curricul um has
been established since 2000 joining both Universities, the
Max- Pl anck-1nstitute of Biochem stry, and the GSF (Bachel ors,
Mast ers and Di pl oma degrees). The Munich area is strongly
fostering its bioinformatics research progranme. Three full

Search m ps prof essorshi ps and several associate professors wll cover
many aspects fromtheoretical to applied bioinformatics to
anal yse and explore functional and structural experinental

dat a.
mips b= The M PS group was established in 1988 at the Max- Pl anck-
e Institute f. Biochem stry. It has been responsi ble for mgjor
I i nternational networks in genome sequenci ng and functi onal

anal ysis (S. cervisiae sequencing and Eurofan Functional
Anal ysis project, A thaliana and N. crassa sequencing and
genone anal ysis, see also http://mps.gsf.de). In 1997 our
first release of the PEDANT genone anal ysis suite was
publ i shed. Currently close to 100 genones are processed and
systematically anal yzed by PEDANT. Detailed results are
accessi bl e through our WAV Server, descriptions of our nmjor
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projects can also be viewed at our home-page. Please see the
appendi x for a list of recent MPS publications.

The systenmatic anal ysis of genone data requires nore than
just the devel opment of bioinformatics nethods, it al so needs
the transformation of biological know edge into

conput ati onaly accessible data structures. MPS ains to
bridge exprinmental strategies and data interpretation into an
i ntegrated environment. Ongoing projects include the
expression analysis in tissues of nbuse mutants as well as
prot eone anal ysis of mamualian and bacterial sanples. Several
joint projects in functional genome anal ysis have been
recently funded. We are | ooking for candi dates that conbi ne
experience in conputer science with a strong interest in the
bi osci ences, in particular in the field of genome anal ysis.
Young scientists eager to follow a carreer in the exciting
and challenging field of bioinformatics will benefit fromthe
experienced teamat M PS.

We search for candidates for the follow ng

p proj ects:

. Bam BFAM (Bioinformatics for the Functional

Anal ysi s of Mammalian Genones) is a
regional project in Bavaria funded by the BMBF for a 5 years
period. BFAMis part of the German Genone Anal ysis Network
(NGFN). The BFAM consortiumincludes the Minich and Erl angen
Universities, the GSF as well as several bioinfornatics
conpani es. BFAM conprises 5 areas of activities: applied
bi oi nformatics with focus on the nouse genone and
protein/protein interactions, computer science and
mat hemati cs, experinent rel ated bioinformatics,
bi oi nformatics infrastructure and teaching. Partners are
research groups of the GSF, the Ludw g-Maximlians-

Uni versity, the Technical University, the University of
Erl angen, together with the conpani es Bi omax, Cenonmtics, and
Mol ecul ar Net wor ks.

(1) Bioinformatician to build and structure a nbuse genone
dat abase which will include functional classification of
genes, anal ysis of expression and proteone data,
protein/protein interactions, and gene nodel ling. Functional
nmouse genone analysis is a nmajor research topic in the GSF
(A. Hrabé de Angelis, see http://ww.gsf.de/ieg/). The
project will operate in close collaboration with our nouse
expressi on (Musexpress) and proteone analysis efforts.
Candi dat es nmust have a background in sequence and genomne
anal ysi s. Experience in database nmanagenent required. The
dat abase will be supported by an experienced annotation

gr oup.

(2) Bioinformatician (enploynent at the Technical Univeristy,
Li fe and Food Sci ence Center Wi henstephan) to devel op and
apply conputer linguistics nethods for text retrieval for the
mouse genone and protein interaction databases. Design of
object oriented data structures in accordance to upconi ng
standards for data exchange (e.g. 13C). The candi dates should
have teaching skills to establish advanced courses and

senmi nars of the bioinformatics curriculum

(3) Biologist with strong bioinformatics interest to

coll aborate with the experinental groups and their

bi oi nformatici ans i n nouse genone anal ysis. The project will
i nclude the incorporation of biological data into the nouse
genone dat abase. Progranm ng and dat abase skills required.

(4,5)2 Bioinformatics positions to study protein/protein
interactions in the nouse genone. The successful candidates
will participate in the design and inplenentation of the
dat abase of protein-protein interactions and al gorithns for
their prediction. Scientists with both biological and
conput er science background willing to |l earn bioinformatics
skills are encouraged to apply. For conputer-oriented
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applicants specific experience with any or all of the
following will be extrenmely beneficial: Perl, C SQ,
HTML/ Cd, Unix. For biologists, famlarity with nodern
bi ol ogy techniques is essential.

Anal ysi s of human CcDNAS. mps supports the

anal ysi s of conplete human cDNAs , in close collaboration
wi th sequenci ng groups and the co-ordinator (S. W enann,
DKFZ). Tasks include the systematic anal ysis of human ESTSs,
the sequences of full-length cDNA clones as well as the

mai nt enance of the the database of annotated cDNAs.

(6) Biologist/bioinformatician with sound know edge in
sequence data anal ysis and organi sational skills to nmaintain
the established pipeline of EST and cDNA sequence anal ysi s
and interpretation and to collaborate with the sequencing
groups. Candi dates should have a Ph.D. in nol ecul ar bi ol ogy,
alternatively a degree in conputer science with basic
experience in bioinformatics.

Hel mholtz Net zwerk Bi oi nformati cs

( HNB) . The Hel nholtz Netzwerk is an association of

bi oi nformati cs groups throughout Germany to offer a
conprehensive interface to bioinformatics tools in genone and
sequence analysis for the acadenic comunity. Partners are
the DKFZ, the GWD, the University of Col ogne, the Max-

Del briick Center, and the Bork-Goup at the EMBL.

(7) Bioinformatician with good know edge of sequence data
anal ysis. Together with two experienced fellows, this
position has to inplenent interactive nethods for genone
conparison, protein famly analysis and systenmatic functional
classification (MPS functional catal ogue). Based on the
systemati ¢ PEDANT anal ysis, we will devel op nethods to apply
rul e based functional classification. Programing skills
required (PERL, C++).

Pl ant genone analysis (GABI, PlaNet). a

the green side of life, MPS supports the functional analysis
of plant genones. A broad spectrum of organisns is covered
from nodel organi sns such as Arabi dopsis to agrononically
interesting species |like barley, rice, banana and others. W
are serving as a bioinformatics resource within the gernman
GABI project (Genomanal yse i m Biol ogi schen System Pfl anze)
and as coordinator of a Europe- w de association of plant

dat abases (PlaNet) to setup a europw de plant genone database
integrating both genone as well as experinmental data.

(8) We are looking for a biologist experienced in plant
genom cs and sequence analysis to join the GABlinfo group. In
the group, the successful applicant will collaborate with

bi ol ogi sts and conputer scientists and participate in the
annot ati on and anal ysis of genone data, the integration and
di splay of data supplied by collaborators in specialized

dat abases, and the bioinformatics support of collaborating
groups. Current projects involve the maintenance of the MPS
Ar abi dopsi s thaliana database, anal ysis of expression

anal ysi s data, EST assenbly and annotation, protein/protein

i nteractions, conparative genomcs as well as transcription
factor binding site and pronoter prediction

Candi dat es shoul d have a PhD in plant nol ecul ar bi ol ogy,
genetics or related science and broad experience in sequence
anal ysis. Background in bioinformatics, basic progranm ng
skills (HTM., Perl) will be advantageous. You should be able
to take over responsibility for an independent project while
integrating your conpetence into a group effort.

(9) Bioinformatician/ conputer scientist
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We are | ooking for a conputer scientist or bioinformatician
experienced in database integration and software design to
join the GABlinfo group. In the GABIinfo group, you wll
participate in the managenent and devel opment of the MPS
Ar abi dopsi s thaliana database, the PlaNet database and
software tools for database integration and plant genone
anal ysi s.

You shoul d have a degree in conputer science or

bi oi nformati cs and experience in database and/or software
desi gn and devel opnent. Background in biol ogy, sequence
anal ysi s and/or genonmics will be advantageous. You are
enthusiastic and willing to acquire new skills in an

i nterdisciplinary team of conputer scientists and

bi ol ogi sts.

PROTEOM CSot pat hogeni ¢ bacteria involves the

devel oprent of bioinformatics nethods for the systematic and
exhaustive anal ysis of 2D-gel patterns based on known genone
sequences. The analysis of the profiles recorded for a wide
variety of conditions (e.g. knock-outs, pathogenic/non-

pat hogenic strains) will allow to gain insight into the

nmol ecul ar nechani sns of bacterial pathogenesis. Partners are
the Max- Pl anck-Institute for Infection Biology (P. Jungbluth)
and the Univerisity of Geifswald (Prof. M Hecker).

(10) Conputer scientist to build a relational database of
protein profiles from 2D-gel experinents that is linked to
the genone database and the functional and regul atory
properties of pathogenic nicroorganisnms. The project includes
the devel opnent of nethods for data integration as well as
applications for the statistical evaluation of protein
profiles.

(11) Biologist for the collaboration with the research groups
in Berlin and Geifswald to devel op, support and naintain the
bi oi nformatics resources of the project. Strong conmunication
and team skills are expected. Sound background in nol ecul ar

bi ol ogy of mcroorgansims (Ph.D.) and good conputer handi ness
are prerequisites for candidates.

(12) For the Institute f. Bioinformatics, we |ook for a
conputer scientist with bioinformatics background for the
further devel opnent of an object-orientated Genone Annotation
Managerment System (GAMB). GAMB will serve as the gl obal

pl atform for functional and structural genome annotation in
the future, and will allow for the conprehensive annotation
of related genetic elements which are represented and

i mpl emented as different classes (e.g. proteins, regulatory
sites, tRNAs etc.).

Al'l positions are paid according to the BAT. Application
screening will begin i mediately upon receipt of curriculum
vitae. Maxi num consideration will be given to applications
recei ved by Septenber 15th, 2001.

The GSF is located in close vicinity to thecity of Minich.
The Bavarian | akes and al pes, lifestyle, sports and culture
give anpl e opportunities to relax from science.

Candi dat es shoul d contact Prof. Dr. H W Mewes and submt
their witten applications to the GSF-Forschungszentrum f.
Umelt und Gesundheit, Institut f. Bioinformatik, 85764
Neuher ber g, Germany.

© 2002- 2003 GSF - Forschungszentrum fiar Umelt und
Gesundhei t, GtbH I ngol stadter LandstraRe 1, D- 85764
Neuher ber g
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Di scl ai ner:

M PS Dat abases and associ ated infornation are protected by copyright. This server and its associ ated
data and services are for acadenic, non-commercial use only. The GSF has no liability for the use of
results, data or information which have been provided through this server. Neither the use for
commer ci al purposes, nor the redistribution of MPS database files to third parties nor the
distribution of parts of files or derivative products to any third parties is pernmtted. Commerci al
users may contact the distributor Biomax Informatics GrbH.
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