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hat a summer ! While the lawns outside w
getting parched and the sun was baking

heads of normal people, the embnet.ne

editorial team were boiling away indoors designing the

EMBnNet brochure. It is now finished and available b

printed and over the 8. This is our excuse for the del Q—
in producing this issue of embnet.news. Nevertheless !

are, as always welcome.

This issue has a brief report on the EMBnet AGM held
year in Madrid. There have been significant change
the government of EMBnet as well as the addition of a
node. The next AGM is cheduled for November 1996
Finland. For bioinformatics theory we have a report on O
a program from the Spanish EMBnet node for finding
minimal phylogenetically informative regions in multip

ifl'he EMBnet AGM in Madrid

W

tember 30th - October 1st 1995

;thhe annual general meeting (AGM) of EMBnet took place
g Madrid. A scientific meeting was hosted by the Spanish
node, “Centro Nacional de Biotecnologia, Universidad
Autonoma de Madrid” with support from the “Consejo
Hacional de Ciencias”. This meeting provided participants
58 well as the EMBnet board with unique insight into the
hefRed Nacional de Bioinformatica”, its activities past and
present as well as goals for the future. From this meeting it
Ryas easy to conclude that there is a strong interest in
toinformatics in Spain which has international experts in
dields such as: the use of neural networks for gene prediction,

sequence alignments. &Aalso publish a description ¢fbiological data imaging, development of search algorithms

MPSRCH: a new method for accessing a maspar sequ
similarity server based in EMBnet Switzerland.

The node focus this issue is theeivha Biocenter which i
the Austrian EMBnet node run by Martin GrabnEor the
INTERviewNET Rodrigo Lopez talks to Alan Bleashlye
author of OWL, SWEEPDELPHOS, SMITE, MOWSE
and various other programs and databases he’ll disd
ownership of !

In addition we have tips from the computer room, n
news, and all the regular features.

The embnet.news editorial team:
Alan Bleasby

Reinhard Doelz

Robert Herzog

Andrew Lloyd

Rodrigo Lopez
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During the EMBnet AGM some important decisions were
made. One of these is the definition of EMBmet’
geographical boundaries which are (according to the
motion): “Europe’ be limited to Northern Mediterranean
countries up to and including Israel, and thosesyéf the
|di¥p!s”. Another decision of importance to the present
structure of EMBnet was the addition of an extra member
hde all Project Committees, which now have four members
each. The Project Committees cover Research and
Development, Education andaining, and Publicity and
Public Relations.

Dr. Jan Noordik from the Dutch hode CAOS/CAMM, who
has been EMBnet’Chairman for the past 4 years stepped
down. EMBnet gratefully acknowledges his work and
personal dbrts in helping mould EMBnet into what it is
today A new Chairman was appointed:. Bandor Pongor
from the ICEGB node inrieste.

EMBnet also has a new node: The Sanger Centre in Hinxton
Hall, Cambridge, UK, has joined in and Peter Rice (the
coordinator of EGCG - see issue 2.2 of embnet.news) is the
node representative.

The new EMBnet brochure was presented to the board during
the meeting. The new brochure is a reflection of the
organisation and its members. Please contact the EMBnet
Stichting ofice if you wish to receive a copy (see the end of
this publication).
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SOFTWARE
DEVELOPMENT [1]

Finding optimal regionsfor phylogenetic
analysisin multiple alignments of sequences.

Maria JesUs Martin and Joaquin Dopazo
Spanish EMBnet node

INTRODUCTION

This article presents a heuristic procedure for the detec
within a multiple sequence alignment, of the shortest reg
whose informational content can still render a phylogen
reconstruction identical to the one obtained from comp
sequences. In recent years, the availability of fast
accurate sequencing procedures along with the use of

designed to find the shortest window (or windows) which in
turn can be considered an accurate enough phylogenetic
representation of the complete sequences. This is achieved
as follows: we start with a given window size (usually 100
nucleotides) and the entries of the distance matrix obtained
from the full-length sequence are compared, by means of a
simple ChiSq test, to the entries of the distance matrices
corresponding to the window length, starting at the first
site of the alignment. Since the entries of the matrices cannot
be considered to be independent, this is not exactly a ChiSq
test and we will call it X2. This window is moved along the
entire length of the sequence alignment and a profile of X2
values is plotted. If no values are found below a givenfcutof
value, the size of the window is increased and a new profile
igmpbtained. The cutbfalue can be obtained by means of a
isemputer simulation that relates the X2 values to the
piicobability of finding the true tree (see Martin et al. 1995
elier details). The procedure is stopped when stretches with
amelues below the cutbfire obtained for a given window
Psize.

has lead to a proliferation of studies of variability at {he

molecular level in populations. Since population stud
require the analysis of many individuals, it is oft
impracticable to examine at the same time many |

genomic stretches. In general, the proposed procedurg

save costs andfeft in any study involving a lge number
of sequences.

METHOD

The method is based on the comparison of the pair
genetic distances obtained from a set of reference sequ
to those obtained using fiifent windows of variable siz
and position. The minimum sequence length required
phylogenetic analysis (Martin et al., 1990) has been stu
only from a theoretical point of view &jima, 1991) and for
some tree-reconstruction procedures (Churchill et al., 1
Zharkikh and Li, 1992). Except for these few attempts, th
is no simple procedure for the selection of the optimal ler
and location of the regions to be analysed. This does
pose a problem when whole genomes (such as thos
mitochondria, plastids or small RNA viruses), or spec
genomic regions of particular interest are chosen
analysis. Howevemwhen lage scale molecular analyses 3
to be undertaken, the optimal allocation of resources sh
balance the length of the sequence and the numbgq
individuals to be analysed. This is especially true for
case of molecular epidemiology of viruses, where the
of standardised systems for routine sequencing is d
necessaryln practice, these short genomic fragments
not always chosen on the basis of very rigorous critg

ie&n example with the P1 region of the foot-

Pand-mouth disease virus.
hNg
BA"region of the picornavirus (see Rodrigo and Dopazo,
1995) foot-and-mouth disease virus (FMDV) comprises,
approximatelyone third of the genome of FMDV and codes
for the four capsid proteins of the virus. Phylogenies obtained
from this protein can be considered as a good representation
.of the evolutionary relationships among FMDV samples
Vig@artinez et al., 1992). &have applied the proposed test
ENgeHe set of FMDV P1 sequences (Martinez et al., 1992).
E The results obtained have allowed us to define the regions
jf_GI;splaying the highest informative content along this region.
ie
ho2: FMDV type C (p1)
ere
gth
not
e of
fic
for
re
puld
b1 of
the
use |
ften
are
rikigure 1. Comparison of local windows to the whole P1
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For example, the location within the alignment of
fragment to be studied seems to be a key factor
strikingly, has not been the subject of corresponding stug

Providing that a set of sequences is assumed to repr

egegion of FMDV type C. X2 values obtained for each local
atindow starting at the indicated site and spanning 100
igglashed line), 150 (solid thin line) and 200 (solid thick

line) nucleotides downgtam ae shown. Horizontal line
bggrgresent the cut-off values aesponding to 5% of

the evolution of the ganisms under studyhe method is

probability of obtaining a wong tee
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Figure 1 shows the X2 values obtained for window size
100, 150 and 200 nucleotides along the complete VP1 g
It is worth noticing that one stretch of 150 nucleotides
well as several stretches of 200 nucleotides have inform
contents high enough to render the same phylogeny as
of the complete P1 region, whose size is 2199 nucleoti
The reduction in the amount of sequence necessar

5 of

e SCUSSION

as

Atiee method developed for the selection of the most
tAfdrmative stretches in a sequence can be very useful in
desolecular screening studies. By monitoring only a

f@presentative portion of the loci of interest, instead of

phylogenetic analysis purposes is of one order of magnifudeudying the whole sequence, a minimal amount of

which is not negligible.

The purpose of the method is to locate those regions shoj
an adequate level of variability within the set of sequer
under analysis. In the example shown in Figure 2,
relationship observed between the X2 index and the vg
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Figure 2. Relationship between the X2 index and the values
of variability. The plot was obtained using all the possible
over lapping windows of 250 nucleotideslong along the VP1
protein gene of type C sequences of FMDV. The variability
was calculated as an average of the number of differences
per position with respect to a consensus sequence. A
minimumvalue of the plot was found for the adequate |evel
of variability for the set of sequences analyzed.

of variability obtained for all the possible overlappi

sequencing becomes necessary

Wikre is classical rule of thumb for the selection of the
Céptimal regions for phylogenetic analysis. If the sequences
the analyse show a close relationship, the selected regions
lyREst be those showing a high level of variability in which
the few nucleotide changes are concentrated. On the other
hand, if one is dealing with distantly related sequences, the
selected regions should correspond to more conserved
stretches, in which the informative changes are situated,
discarding other more variable regions in which the
mutations mainly constitute evolutionary “noise”. The
procedure described here provides a quantitative criterion
for the application of this rule. Figure 2 shows a clear
example of how an adequate level of variability is selected
for the set of sequences analysed.

The method proposed finds the best region for sequence
analysis on the basis of the set of sequences provided. This
leaves the user with the responsibility of choosing the
appropriate set of sequences, representative of the expected
range of variabilityThis has the advantage that the selected
regions will be those showing the adequate level of
variability for the sample used. Indeed, it is important to
realize that informative regions arefdient depending on

the degree of variability of the sample analyzed. The method
will find the most appropriate regions for each case in a
similar way to the rule of thumb described earlier

The predictions of the method are very consistent provided
that the degree of variability of the sequences is similar to
the one shown by the reference set and the constraints for
fixation of mutations along the sequence do ndedifery
\Gnuch (See Martin et al., 1995). A computer program

windows of 250 nucleotides long, along the VP1 prote{ORFEXE), which implements the method, is available

gene of type C sequences of FMDdan be seen. Th
variability value is obtained as the average over all
positions considered (250 in this case) of the proportio
differences from a consensus sequence.

Windows displaying low variability showed high X2 valu
due to their poor information content. On the other ha
windows having a high variability also display high >

Efrom our FTP server (ftp.cnb.uam.es) in the directory :
thesftware/molevol. You are also kindly invited to have a
NIBbk at our software b page at the URL :

http: //mww.cnb.uam.es'wwwiprogramas/pag-soft.htm

where several pages dedicated to this method can be found.
bS
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values. This is probably because they contain enough NQiS& rchill G.A.. von Haeseler A.. and Navidi.@/ (1992)
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variability for the set of sequences analysed.
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J. (1995) A method for determining the position and size of
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INTERvViewNET

Rodrigo L opez inter views Alan Bleasby
SEQNET, EMBnet, Daresbury Lab, UK))

RL: Hi Alan. Could you tell us a bit about what SEQNE
is, who maintains and supports it and who uses it?

AB: I've been asking myself the same questions for 8 yg
SEQNET (sequence network) provides natio
bioinformatics services throughout the UK.eWave
approximately 3000 users covering Universities, hosp
and charitable institutions. &are funded by a government
research council called the BBSRC which we like to
the Biology Beer and Spirits Research Council. There
two molecular biologists in SEQNEihcluding myself. \&
are fortunate to be supported by four people on a help ¢
four people in network support, three people in netw
development and two people in the systems group.
system is a distributed UNIX one including SGls, Alph

AB: Well we do have the SRS. | dbmhean the Sequence
Retrieval System which any self-respecting bioinformatics
site will have installed from EMBnet nodes; I'm referring
cyo the Synchrotron Radiation Source. People throughout the
Sivaotld wander over here clutching their protein crystals, blast
them to bits with high engy X-rays and then join the dots.
We have a strong crystallography group here. Also, owing
to the SRS we have lge data acquisition teams and
(Celectronic groups. This resource allows other means of
pbitudying biology; for example non-crystalline fdifction
rirem DNA, study of actin/myosin etc. Other biology occurs
Hen the computing front from our Theory and Computational
Science group. Everytime anyone blinks there is a new
parallel computer in the corridor!

&L: What other services does SEQNET provide to the
community?

AB: Well we do have dl.segnet.jokes but thathly local.
Ve provide email and NEWS services for EMBnet and we
are the BIONET/BIOSCI site for Europe, Africa and Asia.
We collaborate with our USA colleagues who deal with the
Americas and Pacific Rim. It involves a lot of late night
apmail owing to the time dérential.

e

RL: OK. Lets talk about the biological database field. Do
you have any projects running that create or exploit, for
example, protein sequence information?

AB: Well, we are heavily involved with the OWL (its a hoot)
non-redundant protein sequence database and the PRINTS
protein fingerprint databaseo¥'ll find these on EMBnet
anonymous ftp servers (e.g. s-ind2.dl.ac.uk) and at the NCBI.
We are also involved with molecular weight fingerprinting
of proteins using mass-spec data (e.g. mowse@dl.ac.uk ...
send the word help in the message body). Recent avenues of
FTnterest include extending OWL and producing a mutations
database. Also intron/exon determination.

aRil: Users often complain that interfaces are inadequate and

nalre often relics. Does SEQNET have something to alleviate
this cry?

tals

alB: Well, as it happens..... YES YES YES YES YES.

talle have things here called CCPs (Collaborative

aomputational Projects). CCP4 is probably a very familiar
one involved in crystallographym involved with CCP1
agkp’s remit is ‘protein sequence and structural analysis’.

OAdI bioinformatics sites sdér from the problem of how to

Quesent data to the users. | can now announce thelCCP1

h& Ul (Graphical User Interface). Using this interface you

MasPar and a Biocceleratde've got 50Gb of disc holding can drag-and-drop files into a program with automatic file

all the usual bio-stif

RL: There is obviously a lot of virtual (computerwise) biolo
going on at DaresburyVhat kind of things do you all do

format conversion. du can click on file output in (e.g.)
postscript and you'll get a suitable viewer automatically
pHelp is provided using netscape/xmosaic etc. It is written in
P tcl/tk and so should be portable from a Cray to a Sinclair
Spectrum. Sorryl seem to be getting enthusiastic here so
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I'll stop. The software is available via anonymous ftp in {
pub/ccpl directory at the s-ind2.dl.ac.uk machine.

RL: What can you do in a place like Daresbury?

AB: First, Daresbury is a tiny village. Its claim to fame
that it is where Lewis Carroll (Alice in @derland) was
born and lived. There is nothing to do in Daresbury af
from work. It is close to several major towns though. | th
this brings us back full circle to why the SEQNET team

he

8< >8

#!/bin/csh

#ftp:/lacer.gen.tcd.ie/pub/gcg/flat2geg.csh

igworks through a compressed database - converts to gcg format
#then recompresses the files and so saves diskspace

art

n#print time check (optional)

date

on so well. V¢ frequently do go-karting or laser-questingset environmental variables

togetherAfter such episodes we've removed all frustratia
and are too tired to gue. There is also the weekly jaunt o
for beer and Indian food.

RL: Why do you put up with all this?
AB: You should have said “Why do EMBnet managers

up with all this” in which case the answer is simple. | thi
we're all mad.

TIPS from the computer room

Indexing GenBank for GCG by Andrew
Lloyd (EMBnet Ireland)

These notes &r a fix for a potential problem associate
with GCG. As a disclaimetet me say that this is NOT
criticism of GCG or its excellent helpdesk but does giv
flavour of the sometimes extraordinary demands that G
users make on the package.

mRetenv database /data/GB_flat
usetenv gegbase /data/gcggenbank

#initialise GCG

source /software/gcg/gcgstartup

gcg

hgegsupport

hk

# set up two arrays 1) genbank-flat and 2) gcg names

set gb = (bct estl est2 inv mam pat phg pin pri rna rod sts syn \
unavrl vrt)

set gc = (ba estl est2 in om pat ph pl pr st ro sts sy un vi ov)

#sets array counter to 1 = first filename
@k=1

#a loop to go through all 16 database divisions

dvhile ($k <=16)

h  #echoes a name check to the screen

b a #the [$k] is an integer variable marking elements in the array
CG echo gh$gb[$k]

#reads the array ‘gh’ one file at a time uncompress files like \

With the databases growing exponentiatlisc space is
always going to be at a premium. Every two months, a
version of GenBank is released, typically 10% bigger t
the last one. For GCG users, the GenBank flatfiles hav
have a transitory existence on disc as well as the GCG f

To convert the flatfiles to GCG format you normally issu
command like:

% genbanktogcg /data/gb/*.seq -rel=90 -year=95 -mon=08
which will work through each of the genbank flatfiles

turn (gbbct.seq, ghestl.seq etc.) and convert them all to (
format, with GCG style names (gb_ba.*, gb_est1.* etc.

{

ghbct.seq.Z
ew uncompress $database/gh$gb[$k].seq.Z
an
e to #runs genbanktogcg and seqcat on each uncompressed file but
iles. #renames output to gcg standard name
genbanktogcg $database/gh$gh[$k].seq -DIR=$gcgbase \
-out=gb_$gc[$k] -REL=90 -YEAR=95 -MON=08
seqcat $gcgbase/gh_$gc[$k].seq -nomon -Summary -Default

P a

#compresses the flatfile again, but you could rm it instead.
compress $database/gb$gb[$k].seq
n
Séiwrements the array counter by one and returns to start of loop
.@k++
end

Now what happens if you havemjot space on the systefr#printtime check (optional)

to store all the uncompressed GenBank flatfiles fo

temporary period until the entire database is converted:

The following program reads two name arrays and matd
each GenBank name of a compressed *.seq.Z file with
appropriate GCG format names. It then uncompresses
file in turn, converts it to GCG, then recompresses it.

 date

?

8< >8

hes

tNete : lines marked with \ have been warped for layout
padposes. Incidentally, the\ signislegal in shell scripts to
indicate warped lines.
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Competition: can you write a more elegant solution to
this problem? Best entry will be published in the next
(Christmas) issue of the newsletter

SOFTWARE
DEVELOPMENT [2]

MPSRCH - a New Method to Access Rapic
Sequence Similarity Seaching on Massively

Parallel Computers using the HASSLE Potocol
R.Doelz, Sniss EMBnet node

* The Seaching Method

Sequence searching applications need to balance 9
against sensitivityAs described in an earlier issue
embnet.news [1], the ‘exhaustive’ searching methods
optimised to detect even low similarity in ¢gr data
collections. Most database searching programs are H
on local alignment algorithms, which aim to get a relial
target hit - a region of the query sequence which is
fitting a database sequence.

The Smith and \&terman best local alignment algorithm

program suite is the Smith andat¥rman algorithm, as
modified by Goth[2], combined with a prediction of an
expected number of results and a ranking function, developed
by Collins and Coulson[3]. The package was developed by
John EF Collins and Shane Sturrock at the Biocomputing
Resource Unit at the University of Edinigtr, and is
distributed by IntelliGenetics, Inc.

« Data for MPSRCH Sequence Seahing at
EMBnet Switzerland

Both protein and DNA sequence searching is possible with
the MPSRCH program suite. Protein searches are, however
recommended, because the results are obtained in few
minutes. DNA searches may take hours to complete.
EMBnet Switzerland obtains the EMBL, SWISS-PROT and
PIR databases from the original database providers. Updates
are achieved with HASSLE-based services, which were
peeckloped specifically for this purpose. Data updates are
pEynchronised with the originals as closely as possible, and
dhe daily update status is subjected to a quality control system.
EMBnet Switzerland also produces TREMBL, a database
askdll translated reading frames from the EMBL data library
P[EREMBL is created with the SRS software package
pg3tEtzold, EMBL). All available protein databases are
memed using the ‘nrdb’ program from the NCBI. After
processing, the MasPar searches a total of (currently) more
ishan 150000 protein sequences in a few seconds, even for

currently the most sensitive general-purpose applicatio fong protein sequences.

database searching. The basic principle of this rigo
method is to compare each character of the query seqy
with each character of a databank sequeradelect remots

ous
enc@ccessibility

similarity, insertion of gaps of any size at each positio

S subset of the MPSRCH software suite is now available on

possible. A sophisticated scoring schema is employed to| i@ powerful 4096-processor MasPar system of the University

the best alignment out of all possible combinations.

3¢ Basel. Integration into the widely used GCG software

handling of gaps can vargome implementations, like thepackage has been achieved with GCG-like text and WPI-
one applied in the Blitz E-mail Server at the EMBL |ifype interfaces, utilising the GCG procedure library interface.
Heidelbeg, uses straightforward constant gap penaltieg. fie transfer of query data and the execution of commands

the implementation of MPSRCH, gap insertion and
extension penalties vary in numerical values. Once a g
opened, an extension is less heavily penalised than th
insertion itself.

The result of a rigorous database search must alway
evaluated for its significance. As lab-bench biology
unknown to computers, statistical methods are employs
discriminate between findings that could have occurreq
chance and those which are expected to occur only rérg
‘probability’ or a ‘number of expected hits’ aid the researc
to judge on the importance of any finding. Parameters w
affect the ranking of a hit (i.e. its position in the result lj

include the length diérence between the query sequemce

and the database sequence, as well as the specific ha
of very short, but well-matched, motifs.

The core sequence comparison method used in the MPS

perate via the HASSLE protocol [4], which is built into
BPHE MPSRCH clients and the server at the MasPar front
E 8R8.

The MPSRCH clients implement a very basic functionality
S_t@ﬁender sequence searching as easy and as fast as possible
i®r a biologist. The only parameter which can be modified,
hiesides input and output file names, is the set of databases
BYbe searched.

ly
h@Ee following databases are supported:
nic
St)  Input Database
peptide 1) SWISS-PROT + weekly updates
ndling 2) PIR
3) SWISS-PRO]Tupdates, PIR,
TREMBL non-redundant set
RCH




embnet.news \dlume 2 Nr. 3 Page

DNA 1) Daily EMBL updates
2) EMBL database + EMBL updates

3) non-redundant set, including genbal

The service is freely accessible to all Internet nodes for
driving and rare access. Unlimited access is availabl
Swiss academia after registration.

URL for general information:
http://www.ch.embnet.@/hassle.html

Software references

MPSRCH is Release 2.1D, Copyright (c) 1993, 19
1995,John FCollins, Biocomputing Research Uni
University of Edinbugh, U.K.; Distribution rights by,
IntelliGenetics, Inc.

A GCG package (Genetics Computer Group, Inc.) is requ
locally if the GCG-like interfaces are to be used.

HASSLE is \érsion 5, (C) BioComputing Basel, 1992-199 2
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NODE FOCUS

Vienna

From its conception in the mid-eighties, théena
Biocenter (VBC) was intended to intensify communicat
in the biological sciences in Austria. Institutes of t
University of Menna, which were previously scatterg
throughout the citywere concentrated in a purpose-bt
building next to the non-academic and privately fung
Institute for Molecular Pathology (I.M)P Following its
inauguration in 1992, the VBC has carried out researc

the areas of biochemistrynolecular and developmentx

biology, molecular and classical genetics, plant molec
biology, microbiology immunology and virology The five

University Institutes partly from the School of Natural
Science and partly from the School of Medicine are still
niiormally independent of each other while relations with the
I.M.P. are regulated by a co-operative agreement.

est-
blfpmany respects 1988 represented an important year for
biosciences in Austria. EMBnet was initiated and the co-
operative contract between the Management of the University
of Vienna and the I.M.Rvas signed just before construction
work started on the VBC. The idea of EMBnet at the
European level and basic concepts of the VBC on a national
level complemented each other perfedtlwas thus possible

to take the development of EMBnet into account during
9Blanning of the VBC. dgether with the Computer Group
of the I.M.P, the Menna University Computer Center
'(VUCC) worked hard to obtain the basic contract for
establishing Austria’ EMBnet node at the VBC.

ir'v\e/'é)dem concepts of information exchange are unthinkable
without consideration of all means of electronic
communication. Therefore the VUCC was contracted to plan
Il aspects of the Local Area Network and world wide
¢connection.The basic computer equipment for the Institutes
was funded by the Ministry of Science and Research. Five
Servers running Novell Netware provide a mixture of PC
.and Macintosh workstations with the basic software fiiweof
Mebrk and Internet access. Most of the more than 150
workstations run their own TCP/IP stack and are connected
Ato an IEEE 802.3 standardised ethernet. The aim to provide
full EMBnet service for low cost as well as for high end
workstations could be realised within the first year of
operation. SGI Indigo workstations are used only for special
tasks such as molecular modelling.

The main EMBnet Service started on a DEC System 5900
P@hich was financed by the 1.M.Phe purchase of this server

" opened the door to consolidate contracts and join EMBnet
blﬂ‘ficially in March 1993. The quick development and
changes in bioinformatics and the computer industry forced
us very soon to plan for adjustments. In June 1995 the main
service at our node was transferred to a DEC 3900 AXP
Server completely financed by the VUCC. Our users also
profit from an improved network connection between the
Vienna University Computer Center and its department at
the Menna Biocenter

oﬁt the end of March the bandwidth of the connection line
| was doubled to 128 kbit/s. This change was significant in
| EMBnet's network performance monitoring project and

%ncourage us to press ahead with the delayed completion of

e connection to the glass fibre backbone of tlenna
niversity
h['sn . o . L

uring the sensitive phases of integration into EMBnet and
Itet're transition of user services, we stressed user education
and training. EMBnet Austria takes care of one of only two
teaching class rooms of the VUCC suitable for computer
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training. o courses for Sequence Analysis and Network
were funded by the EMBnet foundation and lead user
efficient use of our main software GCG, EGCG, SRS, Phy
Molphy, ViennaRNA package and main databases EM
Genbank, Swissprot, PIR, ACeDB, AAtDB, SacchD|
Today we serve more than 20didhlly registered users
throughout Austria with centers of gravity at Institutes
the Universities of ¥enna and Salzbgr The activities of]
the Austrian EMBnet node have been maintained by
person dedicated to be the node manager and syj|
administrator of EMBnet Austria and one person responsg
for network administration of the VBC. A furthsg
consolidation of infrastructure is planned to enable m
enegy to be chanelled into EMBnet activities.

Node News

Norwegian EM Bnet node
New Databases

1. Transfac/Tansterm - These implement nicely with
GCG’'s consensus and findconsensus program
Recommended to all sites!

2. IMGT/LIGM - The Immnunogenetics database
installed under GCG & SRS.

3. SRS-WWW serves 3D structures. Posting on how t
do this sent to bionet.software.srs oedj/04 Oct 1995.

Swiss EM Bnet node (BioComputing Basel)
New staff member

Michael Schmitz joined the BioComputing Laborato
coming from the University of Duesseldorf in Germa
where he worked on RNA secondary structure predic
in the biophysics department with .C8teger and Prof
Riesner Michael has adapted the XSRS1 service to
HASSLE protocol version 5 and develops the network ab
of the SRS package.

FastAlert nodes successfully received

The FastAlert system (developed by Florian Eggegdign
has been received very well by the international commu

More than 100 sequences have been registered in the
four weeks. & cope with the load, a second computer npg

was added, and HASSLE redirects incoming requ
appropriately

HASSLE version 5 API fully documented

Nicole Redaschi has completed the HASSLE API and so

ingpde documentation. The entire program (.c files) was run
s tlorough a preprocessor and fed into the JAM formatting
lipystem. Interested developers may consult the resulting
Bdocumentation in LaTEX, R or HTML format (On-line
Bversion at URL: http://wwweh.embnet.@/hassle.html.

oJAM 2.1 released

ofraproved LaTEX layout and extended HTML indexing are

stieatured in the ‘Just Another Metaformat’ program JAM
iblersion 2.1 which is available by anonymous ftp from
r ftp.switch.ch. The user guide in JAM is provided as source

omwde and as usual in LaTEXTR and HTML versions.
(Reference: Doelz, R.: Computer Applications in the
Biosciences (1995)11 224-226.) (Online inspection via
URL http://mwwch.embnet.@/development/exposure/jam/
JAMINX.HTML).

CAOS/ICAMM Center. The
Dutch Embnet Node.

The CAOS/CAMM Center has a
new addition to its team. Koen
Cuelenare has recently joined the
Centefs staf to replace David
Featherston who left to move to
Copenhagen where the EMBnet
community will probably “meet”
him again in an EMBnet sponsored
project on Education and
Documentation. Koes'primary job

is to maintain the Genomics services at the CAOS/CAMM

Center He will also be helping to maintain the collection

of Bioinformatics services of our Centartask he will share
with Jack Leunissen and Gijs Schaftena@oen has
Ngraduated in Molecular Biology from &geningen
YAgricultural University in August 1995. Part of his last year
igBsearch was performed atthe CAOS/CAMM Centbere

he assisted Gijs Schaftenaar in the coding of the SRS vs. 4
theser Interface.

lity

o

[®)

DK node news

At BioBase we have now finished an ascii based menu system
for the GCG Rel. 8.1 and EGCG Rel 8.0 programs. The
"enu system is based on the hypertext browser - hybrow
i functionality is very much like the interfaces known
P%fom lynx and tin. Eventually all relevant unix commands
*SIRd all the other sequence analysis programs available at
BioBase will be included as well. All GCG and EGCG
commands as well as their options can be used from within
the “menu” (without options) and “Menu” (including

options) interfaces.
Lirce
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SEQNET (UK) Node news

We announce the availability of the CCP11 GUI software
called DISguISE. Thisis available viaanonymous ftp from
s-ind2.dl.ac.uk in the directory pub/ccpll
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The EMBnet Nodes

[AT]

[BE]

[CH]

[CH]

[CH]

[DE]

[DE]

[DK]

[ES]

[FI]

[FRI

[GR]

[HU]

EMBNet (martin.grabner@cc.univie.ac.at)
VIENNA BIOCENTRE
University of Vienna, Vienna, Austria

BEN (rherzog@ulb.ac.be)
Brussels Free Universities Computing Center,
Rhode-St-Genese, Belgium

BioComputing Basel (info@ch.embnet.org)
Biozentrum der Universitéat,
Basel, Switzerland

ROCHE (Daniel.Doran@Roche.com)
Hoffmann-La Roche,
Basel, Switzerland

SWISS-PROT (bairoch@cmu.unige.ch)
Med. Biochem. Dept. CMU, University of Geneva
Geneva, Switzerland

GENIUSnet
(dok419@genius.embnet.dkfz-heidelberg.de)
DKFZ, Heidelberg, Germany

MIPS (mewes@mips.embnet.org)
Max-Plank-Institut fur Biochemie,
Martinsried, Germany

BIOBASE (hum@biobase.dk)
BioBase,
Aarhus, Denmark

CNB (carazo@samba.cnb.uam.es)
Centro national de Biotechnologia
CSIC, Madrid, Spain

CSC (Heikki.Lehvaslaiho@csc.fi)
Centre for Scientific Computing,
Espoo, Finland

INFOBIOGEN (dessen@infobiogen.fr)
INSERM,
Villejuif, France

EMBnet Node (savakis @ myia.imbb.forth.gr)
Institute of Molecular Biology and Biotechnology,
Heraklion, Greece

HEN (remenyi@abc.hu)
Agricultural Biotechnology Centre,
Godollo,Hungary

[IE]

[IL]

[IT]

[IT]

[NL]

[NO]

[PL]

[PT]

[SE]

[UK]

[UK]

[UK]

[UK]

INCBI (atlloyd@acer.gen.tcd.ie )
Irish National Centre for Biolnformatics,
Dublin, Ireland

INN (Isestern@weizmann.weizmann.ac.il)
Weizmann Institute of Science,
Rehovoth, Israel

CNR (marcella@area.ba.cnr.it)
Consiglio Nationale delle Ricerche,
Bari, Italy

ICGEB (pongor@genes.icgeb.trieste.it)
International Centre for Genetic Engineering,
Trieste, Italy

CAOS (jackl@caos.caos.kun.nl)
Katholieke Universiteit,
Nijmegen, Netherlands

BiO (rodrigo.lopez @biotek.uio.no)
Biotechnology Centre of Oslo,
Oslo, Norway

IBB (piotr @ibbrain.ibb.waw.pl)
Institute of Biochemistry and Biophysics,
Polish Academy of Sciences, Warsaw, Poland

PEN(pfern@pen.gulbenkian.pt )
Instituto Gulbenkian de Ciencia,
Oeiras, Portugal

EMBnet.se (gad@perrier.embnet.se)
Computing Department, Biomedical Centre,
Uppsala, Sweden

EBI (Harper@ebi.ac.uk)
The European Bioinformatics Institute
Cambridge, United Kingdom

HGMP-RC (mbishop @hgmp.mrc.ac.uk)
Human Genome Mapping Project Resource Centre
Hinxton, Cambridge, United Kingdom

SEQNET (bleasby@daresbury.ac.uk)
Daresbury Laboratory,
Daresbury, United Kingdom

Sanger Centre (prm@sanger.ac.uk)
Hinxton Hall
Hinxton, Cambridge, United Kingdom
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Dear reader,

If you have any comments or suggestions regarding this
newsletter we would be very glad to hear from you. If you
haveatip you feel we can printin the Tipsfrom the computer
room section, pleaselet usknow. Submissionsfor the BITS
section are most welcome, but please remember that we
cannot extend space beyond two pages per article. Please
send your contributions to one of the editors. You may also
submit materia by Internet E-mail to:

emb-pub@dl.ac.uk

If you had difficulty getting hold of this newsletter, please
let us know. We would be only too happy to add your name
to our mailing list. This newsletter is also available on-line
using any WWW client viathe following URLS:

The Online version(ISSN 1023-4152) :

* hitp://wwwuk.embnet.org/lembnet.news/vol2_3/contents.htn
¢ http:/lwwwbe.embnet.org/lembnet.news/vol2_3/contents.ht
¢ http:/mwwch.embnet.org/fembnet.news/vol2_3/contents.htn
* http://wwno.embnet.org/embnet.news/vol2_3/contents.htm
* http:/lwwwie.embnet.org/embnet.news/vol2_3/contents.htm

A Postscript version ( ISSN 1023-4144) is also available.
You can get it by anonymous ftp from:

* ftp.uk.embnet.org in the directory pub/embnet.news
* ftp.be.embnet.org in the directory pub/embnet.news
* ftp.no.embnet.org in the directory pub/embnet.news
* ftp.ie.embnet.org in the directory pub/embnet.news/
* ftp.ch.embnet.org in the directory pub/embnet.news

Back issues.

Online:
* http://www.ch.embnet.org/embnet.news/info.html

Postscript by ftp:

* ftp.uk.embnet.org in the directory pub/embnet.news
* ftp.be.embnet.org in the directory pub/embnet.news
* ftp.no.embnet.org in the directory pub/embnet.news
* ftp.ie.embnet.org in the directory pub/embnet.news/
* ftp.ch.embnet.org in the directory pub/embnet.news
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c/o J.Franklin,
ASFRA BV,
Voorhaven 33,
1135BL EDAM.
The Netherlands
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