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Blue squares represent families, TFs are indicated in solid color, other transcription regulators are

indicated by shaded squares. Yellow circles represent protein domains from the PFAM database, The pipeline for the iC_lentificatior) of TFs was dev_eloped for _completely sequenced _genomes. We
orange circles represent domains generated in-house. Continuous edges appear when a domain extended our approach in order to include thos_e organisms for which only EST data is available. "Only the
must be present in members of the family. Discontinuous edges indicate that the domain must not seed sequences. from HMMs related or found in TFs were used.
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BB R/BPC DOWNLOADS Chloraphyte: | Chiamydomonas reinhardti (NCBI) | Vohax carteri (NCBI) |

Bryophyte: | Physcomitrelfa patens (NCBI) |

YAB BY Monocot | Oryza sativa subsp. japonica (INCBI) |

Eudicot: | Arabidopsis thaliana {NCBI) | Popufus trichrocarpa (NCBI) |

PInTFDB curren tly containg 102718 grotein models arranged in 71 gene families. The assortment of genes in each of the
GRAS families is based on the presence of ane or more characteristic domains previously described in the literature (dentified
through statistical analyses, see rules for the classimication of TF famalies). To identify genes coding for transcription factors,

previoushy cunsirucled domain alignments (from the Plam database wersion 21.00 or newly eslablished alionments
AUX/IAA PINTFDB) were used to query the Plant genome, using the hmmpfam programme of the HMMER suite, links to the domain
Ig nments p vide d 651 p rofeing were categorized as Crphans. These proteing contain one or more domain(s) whose
sence, or comb atiol ording to the literature, does not allow their classification into any of the defined families. Their
ARF I n the transcription I g \ tion remains unclear.
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Coming soon
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CCAAT The following species will soon be added

G2 ke to PINTFDB

PHD
:i:A - the diatom Thalassiosira pseudonana
E2F-DP  the fern Selaginella moellendorftii

. * maize (Zea mays)
Sigma70-like e grapevine, cv Pinot noir (Vitis vinifera)
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196 172 159 |bHLH
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87 124 111 /MADs The table in the left shows the phylogenetic profile of

12‘7‘ 1% 181:’ 22 TF families in photosynthetic eukaryotes, showing
also the number of protein models found of each

109 83 99 |C3H _ _
118 98 100 | MYB-related famlly for each species.

CME OTA CRE OSA ATH PTR

Populus trichocarpa L PTR 68 2740
e

Arabidopsis thaliana

ATH 70 2418
OSA 67 2776

Oryza sativa

Citing PInTFDE

146 120 167

e kindly ask users to cite the following paper when publishing results derived ofthe use of PINTFDB ar any of its daughter
databases:

The phylogenetic tree shows the evolutionary relationships among the photosynthetic eukaryotes
currently available in PINTFDB. Number of families and protein models are shown. In addition to the shown
species, PINTFDB includes Hordeum vulgare (barley) with TFs predicted out of ESTs. Soon further
organisms will be added. There is a clear to trend to accumulate and diversify the set of TFs as new
habitats are colonized and new functions emerge.

Riana-Pachon DI, Ruzi S, Dreyer L Moslier-Rocher B, RINTFDR: An integrative plant transcription factor database. BWC
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Pairwise Number of Clusters of Orthologs

119 85

1st Species

137 105 130

CME CRE OTA PTR ATH OSA sl

CME 45:47  43:47 /764 76:63 99:64

CRE 53 78:82 | 152:99 | 156:99 | 186:103

OTA 48 39 151:107 181:111 178:110

PTR | 70 123 134 1202:1011 | 1041:833

2nd Species

ATH il 123 139 895 994:928
OSA 72 139 130 783 762

Orthologs were determined in a pairwise manner using INPARANOID, which is an implementation of
the best bidirectional hit approach using BLAST. The number of clusters of orhologs is shown below the diagonal.
Above the diagonal the number of orthologous protein models in each species appear, first for the species

" http:/ipIntfdb.bio.uni-potsdam.de/v2.0/
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