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TOBFAC sequences with GenBankac (csvtabseparated)
Links toother TF databases

Regulation of gene expression at the level of transcription is a major control pointin many biological processes and
plant genomes devote approximately 7% of their coding sequence to transcription factors Global analysis of
transcription factors has only been performed for three seed plants - Arabidopsis
(http/datfcbipku edu cnindexphp) . fbiar (http/dptrcbipku edu cr) and rie (httpdrtfcbi pkueducn))
TOBFAC: The database of tobacco transcription factors, contains a detailed analysis of over 2513 tobacco
(Nicotiana tabacum L) transcription factors using a dataset of 1,159,022 gene-space sequence reads (GSRs)
‘obtained by methylation filtering from the Tobacco Genome Initiative (TGI) These GSRs are estimatedtorepresent
atleast90% oftobacco open reading frames

TOBFAC contains all of the transcription factor sequences from the TG, together with EST data These sequences
can be queried by BLAST searches and downloaded for further analysis TOBFAC also contains phylogenetic trees
for some of the largest families of ranscription factors and these are also downloadable. We aimto regularly update
the information so that TOBFAC will continue to represent one of the most wide-ranging databases of transcription
factors in any plant species and be a major resource for the study of gene expression In tobacco and the

‘Solanaceae.
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Regulation of gene expression at the level of transcription is a major control pointin many biological processes and
plant genomes devote approximately 7% of their coding sequence to transcription factors Global analysis of
transcription factors has only been performed for three seed plants - Arabidopsis
(http/datfcbipku edu cnindexphp) . fbiar (http/dptrcbipku edu cr) and rie (httpdrtfcbi pkueducn))
TOBFAC: The database of tobacco transcription factors, contains a detailed analysis of over 2513 tobacco
(Nicotiana tabacum L) transcription factors using a dataset of 1,159,022 gene-space sequence reads (GSRs)
‘obtained by methylation filtering from the Tobacco Genome Initiative (TGI) These GSRs are estimatedtorepresent
atleast90% oftobacco open reading frames

TOBFAC contains all of the transcription factor sequences from the TG, together with EST data These sequences
can be queried by BLAST searches and downloaded for further analysis TOBFAC also contains phylogenetic trees
for some of the largest families of ranscription factors and these are also downloadable. We aimto regularly update
the information so that TOBFAC will continue to represent one of the most wide-ranging databases of transcription
factors in any plant species and be a major resource for the study of gene expression In tobacco and the

‘Solanaceae.




