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AEntry information — Microsoft Internet Explorer

I E RFEE FFW R TRO FEE L
ML (D) (@ http://datf. cbi. plu. edu. cn/entry-display. php?id=AT2G33810. 1 v B#3
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l. % 1”1.?:4:}: Database of Arabidopsis | ranscription Factors CBI

Home Blast Search Download Help 1D (eg ATIG01060)]  |Go

Basic Information | Clone Information | Gene Structure | Domain Structure | !

3D Structure Hit | Features| GO Amnotation|  Cross Reference| Sequence| Details

Basic Inoformation @ 4top
Locus ID: AT2G33810

Gene Model: AT2G33810.1

Gene Fanuly: SBP

Gene Alias: SPL3

Length: Protemn: 131aa  CDS: 396bp  Gene: 1072bp

Protein Properties: MW: 15304 Da PI 8.15
Symbol: SPL3 | squamosa promoter-binding protein-like 3 (SPL3), 1dentical
to squamosa-promoter binding protein like 3 (Arabidopsis thaliana)
Description: GI:2462081; contams Pfam profile PF03110: SBP domain | chr2:14312077-
14313148 FORWARD | Aliases: SQUAMOSA PROMOTER BINDING
PROTEIN LIKE 3, TIBS.11, T1BS 11

Clone Inoformation @ 4top
Cloned Or Not: Cloned
Matched with
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ABT3-VP1:(60) Alfin(7) AP2-EREBP (146) ARF (23)
ARID (10) AS2 (42) AUX TAA (29) BBR BPC (7)
BES1 (8) bHLH (127) bZ1P (72) C202-CO-Like (37)

C2C2-Dof (36) C2C2-GATA (26) C2C2-YABBY (5) C2H2 (134)
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CCAAT-HAP3 (11) CCAAT-HAP5 (13) CPP (8) E2F-DP (8)
EIL (6) FHA (16) GARP_ARR B (10) GARP G2 like (43)
GeBP (21) GLF (3) GRAS (33) GRE (9)
HB (87) HMG (11) HRT-1ike (2) HSF (23)

JUMONJI (17) LFY (1) LIM(13) LUG (2)

MADS (104) MBF1(3) MYB (150) MYB-related (49)
NAC (107) Nin like (14) NZZ (1) PcG (34)
PHD (56) PLATZ (10) S1Fa-like (3) SAP (1)
SBP (16) SRS (10) TAZ (9) TCP (23)
TLP (11) Trihelix (26) ULT (2) VOZ (2)
Whirly (2) WRKY (72) ZF-HD (16) ZIN(18)
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M (D) | @ http://datf. cbi. pku. edu. on/entry-display. php?id=AT2633810. 1 v BsE
Gene Structure @ 4top -
Gene Orientation: forward  Gene Length: 1072
Gene Position on Chr, Start: 14312077  End: 14313148
Exon Position: 1-640 732-1072
Coding Region: 342-640 732-828
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Domain Structure @ See Detail 4top
ICI IIIII IECI e 100
| I | FF3110:5E6P
PSR035 NULL
SCOP 103612 SET domain
3D Structure Hit © 4top p
|]'|'[|:uuse—nver to zhow deszcription, position and E-Value. Click to show alignments |
AT2G33810.1 NN . N ...
115 |
1WIT0 5 1|
Featwe © 4top
« Expression Information: flower, leaf and root ; mixed floral buds, roots
UniGene: (9:1) : muxture of silique and tlower ; green siliques
At.253064 o Number of mRNA Sequence: 7
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Feature ©

4top

o Expression Information: flower, leaf and root ; mixed floral buds, roots

UniGene: (9:1) . nuxture of silique and flower ; green siliques
At.253064 +« Number of mRNA Sequence: 7
e Number of EST Sequence: 16
Go Annotation @ 4top

GO:0003677
GO:0003700
GO:0005634
G0O:0009908
GO:0009911
Cross Reference

Geenbank mREINA:

Genbank Protein:

Arabidopsis
Database:

PubMed:
11118137

Tinal-T T~.1.

o DNA binding

o transcription factor activity

e nucleus

o flower development

o positive regulation of flower development

(7} 4top
e gi: 30685845 Accession Number: NM_128940.2
e gi: 18403387 Accession Number: NP_565771.1

TAIR TIGR MIPS SIGnal T-DNA Express

Riechmann JL, Heard J, Martin G, Reuber L, Jiang C, Keddie J, Adam
L.Pineda O, Ratclifte OJ, Samaha RR.. Creelman R. Pilgrim M., Broun P,
Zhang JZ,Ghandehar1 D, Sherman BK, Yu G.

Arabidopsis transcription factors: genome-wide comparative analysis
amongeukaryotes.

Science. 2000 Dec 15:290(5499):2105-10.
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PlantTFDB 2 83E5#ENE 122 Z551E

v F2 s 6,000,000 100,000
WEEF~ |Arabidopsis thaliana 2290 5,000,000 7—7 1,200,000
Wt |Populus trichocarpa 2576 400,000 { 1.000000
K Oryza sativa (indica) 2025 2 3000000 ::::::
Oryza sativa (japonica) 2384 ’
INSITOREE |Physcomitrella patens 1170 000,000
KRB (Chlamydomonas reinhardtii 205 ) = ‘ ‘
KZ  |Hordeum vulgare 618 2004/Aug 2007/0ct
EXK  |Jea may 764

25370

=

=R |Sorghum bicolor 397
HEE  |Saccharum officinarum 1177
INE  |\Triticum aestivum 1127
R Walus domestica 1025
Vitis vinifera 867

Citrus sinensis 599

Visitors

2,000,000

1 400,000

4 200,000

Pinus taeda 950 OMainland, China B United States O Germany OJapan

440 B France OIndia W Taiwan, China O United Kingdom

Picea glauca _ \
B Korea, Republic of B Canada O Australia O Netherlands

Gossypium hirsutum 1567

ijfaf?“’” Luberosun 12;"1’ Guo et al, Bioinfor 2005
ycine max

Helianthus annuus 513 GaO et al, BIOInfOr 2006

Lycopersicon esculentum 998 zhu et al’ Bioinfor 2007

Lotus Jjaponicus 457

Wedicago truncatula 1022 Guo Et all NAR’ 2008
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Center for Bioinformatics, Peking University, China Previous version

Browse by Species

Arabidopsis lyrata

Arabidopsis thaliana

Arachis hypogaea

Artemisia annua

Brachypodium distachyon

Brassica napus

Brassica rapa

Carica papaya

Chlamydomonas reinhardtii

Chlorella sp. NC64A

Citrus sinensis

Coccomyxa sp. C-169

Cucumis sativus

Glycine max

Gossypium hirsutum

Helianthus annuus

Hordeum vulgare

Lotus japonicus

Malus x domestica

Manihot esculenta

Medicago truncatula

Micromonas pusilla CCMP1545

Micromonas sp. RCC299

Mimulus guttatus

Nicotiana tabacum

Oryza sativa subsp. indica

Oryza sativa subsp. japonica

Ostreococcus lucimarinus CCE9901

Ostreococcus sp. RCC809

Ostreococcus tauri

Panicum virgatum

Physcomitrella patens subsp. patens

Picea glauca

Picea sitchensis

Pinus taeda

Populus trichocarpa

Prunus persica

Raphanus sativus

Ricinus communis

Saccharum officinarum

Selaginella moellendorffii

Solanum lycopersicum

Solanum tuberosum

Sorghum bicolor

Theobroma cacao

Triticum aestivum

Vigna unguiculata

Vitis vinifera

Volvox carteri

Zea mays

Browse by Family

AP2 (716) | ARF (646)

| ARR-B (323)

| B3 (1505)

| BBR/BPC (218) | BES1 (247)
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Center for Bioinformatics, Peking University

Plant Transcription Factor Databases

With the available genome sequence of model organisms,
we predicted, annotated and analyzed all putative TFs at the
genome scale for five plant species, Arabidopsis, Poplar,
Oryza sativa, the green alga Chlamydomonas reinhardtii and
the moss Physcomitrella patens. We are also working on the
available EST sequences from 17 plant species including
crops (maize, barley, wheat, etc), fruits (apple, orange,
grape, etc), trees (pine, spruce, etc) and other economically
important plants (cotton, potato, soybean, etc).

To provide comprehensive information for the putative TFs,
we made extensive annotations at both family and gene
levels. A brief introduction and key references are presented
for each family. For each identified TF, functional domains,
similar entries in various databases such as UniProt, RefSeq
and TransFac are displayed as diagrams. Annotations with
Gene Ontology, UniGene Expression are shown and putative
TF orthologs among all these 22 species are listed. In
addition, PlantTFDB has a simple and user-friendly interface
to allow users to search by IDs or free texts, to make
sequence similarity search using BLAST and to download all
TF sequences.

Publication for more information and for citing this
work:

PlantTFDB: a comprehensive plant transcription factor
database

Species

Maize
Bread wheat

Barley

Sugarcane
Upland_cotton
Soybean

Sweet _orange
Wine grape
Common_sunflower
Barrel medicago
Lotus_japonicus
Loblolly pine

White spruce
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