UK CropNet Databases

(click database name for more info.)

Database Species Database Access
%ﬁsource Arahidopsis thaliana AceBrowser YWebAce
BarleyDB Barley AceBrowser Yvebhce
BrassicaDB Brassica sop AceBrowser VWebAce
CropSeqDB UK crop plant species AceBrowser YebAce
FogaDB Forage Grasses AceBrowser YWebAce
MilletGenes Millet and tef AceBrowser YebAce

Databases mirrored from Cornell University

Database Species/iDescription Database Access
AlfaGenes Alfalfa AceBrowser YWebAce
BeanGenes Phaseolus, Yigna AceBrowser WebAce
CassavaDB Manihot AceBrowser YebAce
ChlamyDB Chiamydomonas AceBrowser WebAce
CompositDE E’\ggjfgSaﬂ%es'ucnuflrg\fvné‘r"c‘c;gai”5 AceBrowser WebAce
CoolGenes Cool season food legumes AceBrowser VYebAce
CottonDB Gossypium hirsuium AceBrowser YWebAce

AceBrowser YWebAce

DicyDB Dictvostelivm

Stack Centre

Roslin Institute:
Anirmal
databases at the
Roslin Institute
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Scottish Crop
Research
Institute
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Research centre
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Science. Also
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ComapDB
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Enviranmental
Research

MaizeDB
Access the
MaizeDB
database

ETP site
Download our
databases fram
the Croplet FTP
site
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Where to find us
The six projects that comprise UK
CropMet are located at four different
institutions around the UK. These are
based at:

@ nstitute of Grassland and
Environmental Research {IGER) in
Aberystwyth

@ John Innes Centre (JIC)in Morwich
®_ Mottingham Arabidopsis  Stock

Centre (NASC) at the University of
Mottingham

NASC

@ Scottish Crop Research Institute JIC

(SCRIyin Dundee

Since 1999, we have been running an
ongoing series of raining events at each of the four member institutions, where
wie provide hands-on tuition in our databases and software. We would also be
more than happy to try to arrange training sessions and/or present talks at your
institution. Contact us for more details

Accessing data

Al UK Crophet databases are freely available for anyons to download from our
ETP site (though you will also need to download the necessary ACEDE
software). Although the ACEDE software was principally designed for UM

Contact us
Please email us
if you have any
guestions.
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The UK Crop Plant Bioinformatics Network

Welcome to the website of the UK Crop Plant T~

CropMet). Established in 1996 as part of the BE|
Genome Analysis special initiative, our focus is the d
and distribution of information relating to comparati
research in crop plants. Find out more about our bg
CropMet paper published in MNucleic Acids Research |

This site hosts a wide range of databases and s
CropMet, as well as hosting many other plant databa
You can perform a keyword text search across all of o
Uk CropMet BELAST server to search against all
databases

~ Latest news ~
BrassicaDB hits 2 GB! - 13th November 2002

BrassicaDB has been rebuilt from EMBL
now contains more than 420,000 DHA seq

which are from the TIGR-CSHL B oferace.

CropSeqDB
FoggDB
MilletGenes

BeanGenes
CassavalB
ChlarmyDB
CompositDE
ConlGenes
CottanDB
DictyDE
EcoSys
EthnobotDB
FoodplantDB
GrainGenes
Mendel-CPGH
Mendel-ESTs
Mendel-GFDb
MPNADE
PathoGenes
PhytachemDB
RiceBlastDB
RiceGenes
RoseDB
SolGenes
SarghumDB
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Brassica Genome % 2
Project —

T ] Welcome to the website of the Brassica Genome Project, fnded by the BESRC's [

Aceess the database

programme. Cur objectives ane to:

= creats phyncal maps o the Brassica '’ and 'C' genoenes by Engerpristing BAC Bbranss
« tombegrate these with the Arabidopsis gename sequence by hybridisation with selected gene anchor probes

o tobe respensive to the Brassica and Arabidopsis user communities, publishing data in real time, sobeiting nommations for the schor probes md supplying
Ky BAC clones on request

Project Progress on 14/11/2002

[ 100
Frobes designed 10084
Probes generated 9%
Hybridisations Sabh
A genome fingerprinting [sisis] 100%%
© genome fingerprinting 17%  —

These activities are cverseen by a Steering Committer whose remit is bo monitar progress, ensure qualiy of service and to 2 in the prioritisation of requests,
resalving coelict where necessary. Theough this websibe you can browse the dstabase, nominate speciic sequentes for anchor probes and request BAC clones
Where you see this symbol ) addiional help is avalsble, to view thi place your mouse over the symbal, the selevars belp il then be displaped I you have any
comments or qusstions regarding this web ste please contact us
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ETTTE

m There are fows partmens in the projeet. BAC Benes for the B alvroces C pensne (TBo & BoB) md & m#mﬂ?ﬂ mm:mu\am [ and HEL Thr
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Publishing the data
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@,‘i Arabidopsis: GARNet

* Transcriptomics
* Proteomics
* Metabolomics
» Knockouts / sequence tags
« Bioinformatics (warehousing)
» Co-ordinated by Ottoline Leyser (York)
::-l: -M W:' .“ .", st rren @ @ -5 B 04
[ e ya—r——r—) « Blw
BBSRC IGF Initiative Funded Projects in Progress
: Proteomics service
Arabidopsis
Group LeaderCo warker Code Tnatitute Praject Title Seatun
Div. F. Thesduules AR0L TACR Hechamated Protesmees of dhe vacusle :'ﬁ'“
Tiv. P Jurvin ARDOY Umiversity of Leicester. Tderadficapon of rbetrases of Toc 75TV :'ﬂ"“
Drv. J.ColemanTh T Havlam AROOY TACR- Hechsmated Charscrenssmon <f Arsbebopea Apopimt Trosens :‘W'“
Prof. C Leaver! Dy L Swestlove AROOM Usiversity of Oxfard Tierade death  catmpleted
Prof, C Leaver! Dv. L Swestlove AHDOS Usbversity of Oxfard Chawactensation of Matncheodnal probem conglrzes campletrd
Pred, A Sith/H Ingle ARO0S Uséversity of Oafard mﬁﬁ?&“ he cammploted
De. 5 Gibsen Asoo? Rice University, Houstan, TX, USA ooy i it
D ML Grast AR08 lmprsial Callmge 2t Wy [ iy e desictpesisccle g
Dr. L. Hamt AR009 Usbversiey of Shaffisld Thoe respomar of Arsbwlops pusd veds to ABA Bt
Dr. Jorge Casal AROI. Veiversiy af asnan Aures. Asgenting ot Mol oo 7 Frrnemd o iy
e P DugareaDr. O Foehn ARDIL sveraity af Cambeidge! MPY, Galm, Germany :Jmmmu,.w:_wa;_mu;-g :_‘
vtabialocracs, il phanctype sndyint
Dr. P, Guick AROLE Vsiersity af Shaffield kl’;’:‘:‘: it o Bivat e ':_’_“
Pref, D.Tusl ARDIY Usiversity of Leicaster [Feseat MW, & i Saco e e nSEIR
D, K. Harrivon AROL UL, Wollashaurne f;::"’“"’"""‘“‘“""‘““""" ponding
D W, Wilatta ARBIS Usiverity of Levds ‘;:'::_’2‘““"‘“"""“’"*““" .
T, F. Dupren ARDIG Tsiversity of Cambridge Trotem congssiim ofipid rfts m Arsbidspan i
Dr. . Asistn ARIT Usiversity af Valencia, Spain oy et :_‘““




Affy service

Web application

Specific
User

Request &
Receive RNA
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NASCarrays
CRIME
AGR
AffyWatch
from
Dec2002

Steering

] lapproval
committee bt

NASC
service

DATA

l

General
Users

* 15t 200 hybs were at £100 all inclusive (inc chip)
* Currently, we charge £250 all inclusive (inc. chip)

=~ 50% subsidy
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Customers so far have mainly been from UK, NL,

Affy service

~250 Arabidopsis chips hybridised so far

ADDITIONAL Chips Hybridised per period.

Feb-Apr 2002 May-Jul 2002

Poland, South Africa and the US.

Aug- Oct 2002

* Baseline Development/ tissue types
* Baseline ecotypes
tissue_organ_specificity

Cross species

* Effect of gene insert knock out
* Other mutant/Wildtype comparisons
transgenics

* effect of gene overexpression
DNA methylation

Hyponastic growth
Lignification

Male sterility

Meristem activity

Mineral nutrition
Mycorrhizasa symbiosis

Nitric Oxide treatment

Ozone treatment

Phosphate

Photoreceptor interactions
Photosynthesis
phytoremediation

Pollen

Potassium deficiency
Programmed Cell Death
Protoporphyrin IX

Salt treatment

Signal transduction
Temperature sensitivity
time course

Carbon dioxide treatment
Cold treatment

* Cell Treatments

* other complex treatment

* Denotes multiple experiments of this type
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Functional genomics seed tools: donors

International
o Holland statistics for openly
| Singapore
0 Gormany distributed genetic
0O Multinational
" France resources.
B UK
ous
@ Canada B Malaysia 0O Brazil O Hong Kong
B Hungary O India B N. Korea O South Africa
W Taiwan B Argentina O S. Korea O New Zealand
B Norway B Portugal B Czech Republic W Singapore
O Australia O Finland O Israel O Poland
O Austri O Chi oD k OUSA
] It:lil " o Bellgi?lm o Jaepnamnar O The Netherlands
@ Sweden @ Switzerland @ Spain @ France
B Germany O UK

Seed tools: recipients (since May 2002)
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| other species

0O Sequence tags - SALKs

@ Sequence tags - SLATs

0O Sequence tags - other

0O Characterised transgenes

| Insert - other promotor/enhancer trap|
@ Insert - Activation tagged

| Insert - AKFs

0O Mapping lines

O Insert - other uncharacterised

@ Ecotypes

@ Characterised mutants




