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From the Greening of the TRANSFAC Database............
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TRANSFAC is a database on transcription factors, their genomic binding sites and DNA-
binding profiles (http://iransfac.gbf.de/TRANSFAC)/). Its content has been enhanced in par-
ticular by data on plant sites and factors. During the last year the number of plant FAC-
TOR entries has been more than trebled, amounting now to 325 entries (as of March
2000). The volume of binding sites for plant transcription factors in the SITE table has
been more than doubled, now comprising 154 genomic and 245 artificial sites. The latter
come mostly from random selection studies to identify the DNA-binding specificity of indi-
vidual factors and are used to generate binding profiles. Correspondingly, the number of
plant-related entries in the MATRIX table has been more than trebled (from 8 to 30 matri-
ces; March 2000). These matrices, together with a total of 18 consensus strings stored in
the SITE table, can serve as a basis to identify potential plant transcription factor binding
sites in genomic sequences using the search routines provided by the TRANSFAC server.
During the year 2000 significant additional resources have been devoted to updating and
complementing the TRANSFAC database with plant transcription factors. Therefore it is
expected that the number of FACTOR and SITE entries will increase at least ten times
during this year. Furthermore, the databases TRANSPATH, about signal transduction, and
CYTOMER, about organs and cell types, will be extended and integrated with the TRANS-
FAC plant data sources.
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............ and to our own Databases like AthaMap
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PathoPlant is a database on plant-pathogen interactions and components of signal transduction
pathways related to plant pathogenesis. PathoPlant also harbors gene expression data from Arabidopsis
thaliana microarray experiments to enable searching for specific genes regulated upon certain stimuli
like pathogen infection, elicitor treatment, or abiotic stress. Validation of short DNA sequences as
cis-elements responsive to different stimuli can also be performed in PathoPlant.

Current database content: Table No. of records
plants 99
pathogens 107
interactions 350
molecules 638
reactions 370
stimuli 173
references 619
comments 22
hyperlinks 2588

Last database update: 01.04.2016 18:07:46
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Identification of Novel Cis-Regulatory Sequences
Involved in Plant Innate Immunity
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Novel Cis-Regulatory Sequences for Synthetic
Pathogen-Responsive Promoters
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Application of Synthetic
Pathogen-Responsive Promoters
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Application of Synthetic
Pathogen-Responsive Promoters
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Application of Synthetic
Pathogen-Responsive Promoters
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Pathogen specific inducible promoter
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Application of Synthetic
Pathogen-Responsive Promoters
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Identification of Novel Cis-Regulatory Sequences
Involved in Plant Innate Immunity
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Identification of Novel Cis-Regulatory Sequences
Involved in Plant Innate Immunity

1. Step

732 PathoPlant database queries for genes
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Identification of Novel Cis-Regulatory Sequences
Involved in Plant Innate Immunity
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Identification of Novel Cis-Regulatory Sequences
Involved in Plant Innate Immunity
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Identification of Novel Cis-Regulatory Sequences
Involved in Plant Innate Immunity
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Identification of Novel Cis-Regulatory Sequences
Involved in Plant Innate Immunity

WT-box Type Binding TF
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GGACTTTG Il ?
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Identification of Novel Cis-Regulatory Sequences
Involved in Plant Innate Immunity
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Identification of Novel Cis-Regulatory Sequences
Involved in Plant Innate Immunity
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Identification of Novel Cis-Regulatory Sequences
Involved in Plant Innate Immunity

WT-box Type Binding TF
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Bioinformatic Prediction of Type Il WT-box
Interacting Proteins
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Bioinformatic Prediction of Type Il WT-box
Interacting Proteins

Query , _ Query sequence /
footprintDB . STAMP Motif .
sequence Source Organisms o footprinDB PWM
template e-value | similarity
Consensus
GGACTTTC | 1le9_AB: 3D- Mus 6.6e-13 | 8.00/8 GGACTTTC--
NF-kB p65 footprint musculus GGACttTCCt
20161221
GGACTTTT | 1le9_AB: 3D- Mus 79e-09 |(7.00/8 GGACTTTT--
NF-kB p65 footprint musculus GGACttTCCt
20161221
GGACTTTG | 1le9_AB: 3D- Mus 7.9e-09 |7.00/8 GGACTTTG--
NF-kB p65 footprint musculus GGACttTCCt
20161221
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Bioinformatic Prediction of Type Il WT-box
Interacting Proteins

Mammals Arabidopsis
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Bioinformatic Prediction of Type Il WT-box
Interacting Proteins
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Bioinformatic Prediction of Type Il WT-box
Interacting Proteins
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Bioinformatic Prediction of Type Il WT-box
Interacting Proteins
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Identification of Novel Cis-Regulatory Sequences
Involved in Plant Innate Immunity

WT-box Type Binding TF
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Bioinformatic Prediction of Type Il WT-box
Interacting Proteins

Mammals Arabidopsis
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Edgar‘s Post-Retirement Endeavour
in Swakopmund, Namibia
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