Biocomputing resou rces at the DKFZ

Peter Ernst, Mechthild Falkenhahn, Kar l- Heinz Glatting, Agnes Hotz-Wagenblatt,

Clemens Suter-Crazzolara and Sandor Suhai

Department ofMo lecular Biophysics, DKFZ, I mNeuenheimer Feld 280, D-69120

Heidelberg, Ger many c.suter-crazzolara@dkfz-heidelberg.de

Wit h the advent ofbio medical research, and particular ly several geno me projects, a wealth ofsequence data is current lybeing co llected. The speed ofdata collect ion exceeds the rate with which these data are analysed. The gap between these two will dramat icallywiden in the next few years. Therefore, researchers need rapid and straight forward access to software programs and databases, both to analyse new sequences and to obtain bio logicalinfor mat ion.

The Department ofMolecular Biophysics (DKFZ, Heidelberg) supports scientists invo lved in allaspects ofbio medicalresearch. Our services include:

l full access to databases, analys is tools, computers and network hardware for our users. Sequence analysis can be carr ied out with more than 200 programs, present in packages such as HUS AR/GCG, GDB/OMIM, STADEN and SRS. Addit ional software for the Bioccelerator allows extremelyfast database searches. We offer more than 60 different databases 1 for use bythe scient ific co mmunit y, including the complete EMBL and GENBANK nucleotide databases (updated daily), protein sequence databases (e.g. SwissProt and PIR, updated weekly) and more specialised collect ions such as the HIV-, TransFac- and PROSITE- databases, or the complete geno mes oforganisms such as yeast and E. coli. We o ffer extensive user support

(bio infor mat ics courses and workshops, telephone hot-lines, newsletters).

l Our World Wide Web interface to GCG/HUSAR 2 allows user-fr iendly access to applicat ions offered to the research co mmunit y( http://genome.dkfz-heidelberg.de ).

This inter face was developed in co llaboration with the European Bio infor mat ics

Inst itute (Hinxton, UK) and is being extended constant ly.

l We are active participants in the Ger man and European Geno me Projects. For the latter we funct ion as the European Data Resource (EDR). Further more, our inst itute maintains GENIUSnet, the Ger man EMBnet node. EMBnet is a group of28 nodes throughout Europe. The combined expert ise ofthe nodes allows EMBnet to provide a service to the European mo lecular bio logy co mmunit ywhich includes data and software distribut ion to users, independent research, networking and training.

l In participat ion with our customers, we develop specialised programs. One of these projects is EST-CLUSTERING, an automated process which ident ifies over lapping sequences and assembles theminto one contig. Integration ofexist ing programs into HUSAR (such as DIALIGN, CAP or DSC) is an addit ionalpivotalpart ofour service.

1 Ebeling, M., Suhai, S. ~Molecular databases on the Internet~ J. Mol. Med. 75 (1997)

620-3. 2 Senger, M., Flores, T., Glatting, K., Ernst, P., Hotz-Wagenblatt, A., Suhai, S.

^W2H: WWW inter face to the GCG sequence analys is package~ Bio infor mat ics 14

(1998) 452-7.