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Schematic overview of the GabiPD application structure. The "API generator’
translates the "Templates” using the database meta-information (shown in blue),
generating the database application interface (Java and Perl API). The application
logic (shown in yellow), i.e., Web Interface, WebServices and data manipulation
routines, interacts with the ‘Database’ through the database application interface.
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GabiPD allows a seamless integration of varied
‘omics’ data types obtained from plant systems
and follows the MIAME and MIAMET standards
for storing gene expression and metabolic
profiling data, respectively.

5. Visualising expression data

Select an assay from the listhox below (2 entries) :

1. AralLer untreated-Araler Senescence

2. AralLer untreated-Araler HeatTreated

1. AraLer_untreated-AralLer_Senescence:

Phylogenetic tree depicting the evolutionary relationships among the ¢ R
species represented in GabiPD. Species for which whole-genome <
sequences and annotations are available are shown in blue.
*Species that will soon be integrated in GabiPD. Species not shown:
Solanum bulbocastanum, S. demissum, S. phureja, S. spegazzinii.

in GabiPD

Populus trichocarpa®
Salicaceae

Populus tremula
Salicaceae

Rosids |

Medicago truncatula
Fabaceae -

Rosids

Arabidopsis thaliana
Brassicaceae

Rosids i

Brassica napus
Brassicaceae =
Vitis vinifera *
Vitaceae -

Core Eudicots

Solanum tuberosum
Solanaceae

Solanum lycopersicum
Solanaceae

Angiosperms

Asterids

Capsicum annuum
Solanaceae

Nicotiana tabacum
Solanaceae -

Beta vulgaris
Amaranthaceae -

]
|
Caryophyllales
|
|

Monocots

Hordeum vulgare
Poaceae

Oryza sativa *
Poaceae =

)

Pathway: transcription

Inclisaclusl -

Visuj

Genotype (Genotype)

species: Arabidopsis thaliana

type: wildtype
mmon name: thale cress

cultivar: Columbia

=7

<H

-

. e FT mRNA or protein is translocated to the sRoot apexwh | l’ BvP Alin-like CCAAT-HAP2 cep 1C
FU nCtlonal expression. FTis a target of CO and acts ug im of S ueMNna was granted in the context of the BMBF arant GABI-LAPP; data =€
. FT) [Arabidopsis Thaliana] (GB:QY95X22,GB:004467 blea --1 Sample information:
phosphatidylethanolamine binding [Arabidog thal L' k 'd 0 2 EREBP E2F.DP EIL TUlanalysis GahiPD: 11 olig 1 r f
annotation lamine binding [Arabido . yeis GabIPD: 11 oigo sequances outar1
‘LL'WT, l_” piloslolopiph - ."_“I,T.V‘I ) P F Inte Ikr-- \p[ q s : j.ﬁhf”_ Material available: In to prOVI er -1 LI Alternative name:ATNAC 4
Ml 'jm: .I. bdetaliles, K0 o R RMESEIN - Related witt Alternative name:Arabidopsis NAC domain containing protein 79
i i e i Genes ™ -3 G2 like GRAS later i Alternative name:ANACDT79
MapMan Annotation: ARF ARR.B = At.32689 unigene cluster Alternative name:AT5G07H30
BIN 33.99: developmentunspecified ) . At5g07680 annotated gene (TIGRS)
Related with . 26BN D annntatad nene (AR T G G
BIN 33: development AT5G07680.2 annotated gene (TAIRT) enotype (Genotype)
36548 annaotated aene (TAIRT ==
R I t d A11663480.1 annotated gene (TA D ) Sl e bHLH .GRF ' AT5G07680.1 annotated gene (TAIRT) species: Arabidopsis thaliana
elate Related with AT3620J70.1  annofated gene (TAIRY e HSF A Sequence: 250597 _at type: wildtype
At.470 unigene cluster .
CloneS (iemep2011E01215  cONAclone ) >n o ' ol _‘ AAAAAAAL — . submmitter of . e thale cress
264638 at Affymetrix representative on ATH1-121501 1263 unigene cluste FRES GRATIATT T ST TE e TR Ty " . B3| sequence: PRt cultivar: Columbia
S ) 280 fene a -
Bna.14289 unig Jster » = length: 948
Identified Protein idegti Sequence: 215e01.p1 WA | [r(\ AABTAY, C2C2.COlike C2C2.Dof MADS &;modom& B description: At5g07680; NAM (no apical meristern)-li Gene function:
. 2 D E I Phloem Rape ;:::::g::g;”f Dr. Birgit Kersten A " j ' ‘gn _ u u Ceres 37792 ‘»';"‘J-“-C :ﬁl\"‘] »';I‘Tl»rff‘:]:ﬁ Ii[\»i'FT"-»"‘CVIJ,"‘w:»'}‘ abidog :‘\: H'»% ﬁ' JI:rTrlalm w,ijrr'wl':nur g protein 79, Arabidopsis NAC
. I A ALV "i"'-‘,--"‘-"m.."\‘j" Al Mo A - b domain containing protein 80) nscr tar (TA
| AR ANV VAVAL VAV ATV A TN A VAT ATANATAUYNAY | Mo Chromatin remodedin
gels I — —— B W G e C2C2.Gata  C2C2.YABBY . 52 ANACOTGANACOBUATNACA (Arabidopsis NAC dormain cont sein 79, Arabidopsis N
C tracefile: view (download) === domain containing protein 80); transcription factor similar to ANAC100/ATNACS (Arabidop
TAIR — L) teggtd tranerrintinm fartnr I
direction: forward hicer-Like e ] domain containing protein 100), transcription factor -
MIPS N h C2H2 e wa ciated -.-:-., :\1{ NACS protein [Glycine max] (GBAAXE5382 1) contains erPro domain Mo apical meristem (MNAN
Arabidopsis eFP browser r_l dl_m!' _I n . t ﬂa protein; (InterPro:IPRO03441) (Maphan)
Cell eFP Browser = ;””::[3‘: ('P: 1 11;11 1 ) NAC ELF ==ac4 MapMan Annotation:
Aramemnon renbankic: L ' : ”: BIN 27.3.27: RNA regulation of transcription. NAC
s indinms me 2 earreenands to the readin ft a nfthe N-terminal Hia-tan § at g E
EXternaI ProMEX description: Fra € 3 COMespONas 10 e reading frame ot 8 N-terminal Ris-lag | = e — _— BIN 27.3: RNA.regulation of transcriptior
vector (frame prediction, if provided, according to T. Feilner et al., 200 ¥-Coordinate: 500 27.3.27: RNA regulation of
BhosPhAT 4:1558-68) ] - CCAAT-DR1 transcription NA main ol BIN 27: RNA
resou rceS PInTFDB TAL—— ' - transcription factor family o BIN 33.99: development.unspecified
iHOP (AT1G65480) Observed MoWcular Weight: 21101.85 Da putative DNA.binding " 258385_at:-0.782 e BIN 33 development f
P Too
Sequence: AT16G65480.1 I At1085480 gt
(1 as q tctccetett cggtccggt tgatcttogaa cotttot attact
submitterof sequence:publicdata €\ N e e S e T T s T e e .l T Related with 5
length: 176 ) AESs AE1ERIANE Type Position Description 012-B01 cDNAclone
description: armino acid sequencNTAIR 7.0) Description: flowering sigNgls mediating protein F Oligo 395 - 419: TCTCTGCTCACAACTTGCCTAMAC 250597 at Affymetrix ,;;W:,;-‘HTT p W | / -’
AT1GES480. 1 N Oligo 476 - 500: AGATCCCGATTTCGACGTTAS |54 A L P74 W 11O W SN T
MSINIRDPLI VSEVVGDVLD PFNRSITLEV I Info for AT1G65480.1: Oligo 530 - 554: TACCACCTTTAACTGATTCTTCACT MPIZp1022B193Q cDNA clone
LENFYTLVMV DPDVPSPSNP HLREYLHWULY TDIPATTG I e
T UYADCH NTREFAET YNLGLPVAAUNFYNCORESGC GCRRI Molecular Weight: 19809 Da Oligo 661 - 685: TCCATCCAACCAGATTTTCT
IEP: 5.0559 pH Oliga 676 - 700: TTTCTCCAGATGATTCCACTCTACE External resources
el Length: 176 3.3 Oligo 702 - 726: ACCTCAATCTCTCAACATTTCCGAG TAIR
submitter of sequence: public data : Function: FT (FLOWERING LOCUS T) (TAINT. ) Oligo 717 - 741: CATTTCCGAGAGTTCCAATCCGGTT MIPS
length: 555 gel: l Phloem_Rape :] thumbnail :lv verwith LEY. nromotes flawering Oligo 810 - 834: GAGCATCTCGCAAGARACCGGGGTT Arabidopsis eFP browser
description: cdna sequence (TAIR 7.0) protein: | istic with its homologo®g gene, TERMINAL FLOWER1 Oligo 830 - 854: GGGTTTCGAACACCGATAACTCATC Cell efP Browser
Se ence sequence features and Clone alignments (BLAST): T Hide Hit ed in leaves and is\nduced by long day Oligo 883 - 907: GATCATCAAGAAGTTCCATCTCCCT Aramemnon
1ow/Hide Hits ; e
I the mR or proteir ranslocated he shoot
it ol it i oo Oligo . s CCTCTTCCGGTCCGGTTGATCTTOA ProMEX
qu L i i g g = foo 700 Phloem_Rape w n expression. N is a target of CO and ligo 905 - 929: : GTTGATCTTCA it
featu reS : — il to Protein AOWERING LOCUS T PhosPhAT
——. 1:095X72:GB:NJ4467); similar to TSF PINTFDB b
i P atidylethant inding iHOP (ATNAC4)
bAGisidine) oot b iHOP (ANAC079) | L
Gene structure ==UTR  smstartcodon = stof F'FIJ i3 InterPro IHOP (AT5G07680) i
ne-bindin Lis )
Clone alignments == foryard wmreverse ju St = cfop '\’-"F‘IH‘ I“ I‘ ' 5P

Protein domains

Alternative Name: AT1GE548(0
- Greenﬁam: GREENCARD (o to GreenCard)
.
TAIR. ATTG0D460. 1
TIGR: AT1G65480.1
MIPS: AT1G65480.1
OWERING COCUST)

Visualisation of expression profile data in MapManWeb. (A) The Affymetrix®
F ) NASC Array experiment on programmed cell death in Arabidopsis is displayed i!:"
| (NASCArrays reference number: 30). MapManWeb allows the visualisation of expressed /
genes in different biological processes; here only probesets (i.e., genes) involved in
transcription regulation are shown. (B) Details for a strongly down-regulated probeset,
with links to the related Gene GreenCard in A. thaliana. (C) The Gene GreenCard for the

selected gene (ANAC79) links back to the probeset of the Affymetrix® ATH1 array.
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Example of a keyword search using GreenCards. (A) The user had performed a search for the keywords
'FLOWERING LOCUS T', which retrieves links to the GreenCards of Genes (genome annotation projects),
Clones (ESTs) and Plants (mutant plant lines). (B) Display of the Gene GreenCard, corresponding to the
Arabidopsis annotated gene AT1G65480.1. Here the users find high confidence matching EST sequences
displayed in the 'Related with' section. Sequence features and the sequences themselves are displayed as
well. The selected gene has a matching EST (Clone: MPMGp2011E01215), this Clone GreenCard is shown
iIn (C) and links back to the Gene GreenCard and to the original EST trace file, displayed by JTrev (D). A
protein spot in rapeseed (Brassica napus) has been identified by 2-DE/MS as the protein encoded by the
retrieved gene, and a link directs the user to the 2DE-gel with the identified protein spot highlighted with blue
cross-hair (E). The spot identified links to a description of the protein (F) that provides links to the original
Gene GreenCard.
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Visualisation of the genetic maps published by Stein et al. 2007. (A) The
region between 0cM and 25cM of barley chromosome | is shown. A selected marker is
displayed in red, and links to the Marker GreenCard (B), which contains information on a
related EST sequence therewith connecting genomic with transcriptomic information.
With the EST description, cluster information is included (Contig30438.1) that links to the
schematic representation of all ClusterContig members displayed onto the related
Stein N., Prasad M., Scholz U., ef al. 2007. A 1,000-loci transcript map of the barley genome: new anchoring points for integrative grass genomics. Theor Appl Genet. consensus sequence (C) EST sequences that were selected from this C|USterCOntig as

114:823-839. | representatives for the new 27K barley unigene set are shown in turquoise.
The Tree of Life (http://www.tolweb.org/angiosperms) ‘1
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