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Bioinformatics analysis of Arabidopsis BBX family
transcription factor BBX14
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Figure 1. B-box proteins (BBXs) in the regulation of
CONSTANCE FLOWERING LOCUS T (CO-FT)-mediated
photoperiodic flowering

Photomorphogenesis

Figure 2. B-box proteins (BBXs) in the control of photomorphogenesis
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Fig. 1  Structure class of BBX protein.
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Align & Download @ Add to basket 4 Columns 1to20f2 Show
I:I-I
M1A4433 M1A433_SOLTU B-box zinc finger protein 14 BBX14 Solanum tuberosum (Potato) B BX1 4
[] ADA178WLD4 AOA178WLD4_ARATH BBX14 AXX17_At1g62570 Arabidopsis thaliana (Mouse-ear cress) sp  —

Unreviewed?

1tn ¥ nf D Chrw | IE s

l Blast

Overview
Match hit
Entry Protein names e T o Identity CO L6
8LG76 100.0%
“ "l Zinc finger protein CONSTANS-LIKE 6 (Arabidopsis thallana) - .
AOAI?SWLD4 R | 100.0% R d
BEX14 (Arabidopsis thaliana) ° eV I ewe
ADAGS4EMB5 . . ) . ) | 100.0%

B box-type domain-containing protein (Arabidepsis thaliana)

Planttfdb

iEE. I AT1G68520.1

Common Name BBX14, COL6, T26114.9 > BBX14=COL6
Organism Arabidopsis thaliana
Taxonomic ID 3702

cellular organisms; Eukaryota; Viridiplantae; Streptophyta; Streptophytina; Embryophyta;
Tracheophvyta; Euphyllophyta; Spermatophyta; Magnoliophyta; Mesangiospermae;
eudicotyledons; Gunneridae; Pentapetalae; rosids; malvids; Brassicales; Brassicaceae;
Camelineae; Arabidopsis

Taxonomic Lineage
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Entry matches to this protein @
i SIU 16{?

100 200

v Domain

B-box&5#41g

Sequence search results
Show the detailed description of this results page.
We found 6 Pfam-A matches to your search sequence (2 significant and 4 insignificant)

Show the search options and sequence that you submitted.
Return to the search form to look for Pfam domains on a new sequence.

Significant Pfam-A Matches
Show or hide all alignments.

mm-m-
tyne | Start | End | start | End | From | To/

CCT motif Domain CL0281

B-box zinc finger Domain n/a 12

zf—B box

Insignificant Pfam-A Matches
Show or hide all alignments.

CCTEEHIIE

- —

T
250

39

o

¥

IPRO10402
PFO6203
PS51017
IPRO00O315
PFOOG43
PS50119
SMO0336

T

1 = BI%
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I ~{ BI}

(B (8
vV =Bl

€66

40

m-m-
i s i mmmmm-

DUF4503 Domain of unknown function (DUF4503) Domain

DUF4503 Domain of unknown function (DUF4503) Domain 106 142
ArfGap Putative GTPase activating protein for A ... Domain | 2 126

CEBP 77 Cytoplasmic polyadenylation element-bind Doman i 12 5

110
13

16

134
47

56

282
350
12

13

« B 1 BBX EHHLHGLE
Fig. 1 Structure class of BBX protein.
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—=NCBI

National Center for
Biotechnology Information

RecMName: Full=Zinc finger protein COMSTANS-LIKE 16 [Arabidopsis thaliana]

RecMName: Full=7inc finger protein CONSTANS-LIKE 7 [Arabidopsis thalians)

RecMName: Full=7inc finger protein CONSTANS-LIKE & [Arabidopsis thalians)

Arabidopsis thali... 467 467 98% 4e-163 61.93% 417 Q8RWD0.2
Arabidopsis thali... 211 211 87% 2e-63 36.85% 392 Q9C9ASA1

Arabidopsis thali... 955 174 46% ge-21  52.50% 319 Q9M9B3.2

BBX15/COL16. BBX16/COL7. BBX17/COLS8

BBXZF IR ALII

Score E
Sequences producing significant alignments: (Bit=) Value
&

7 i ATIGESE20.1 | Symbols:BEX14 | B-box domain protein 14 | Chel:2570... 737 0.0
tair  ,;i;05040.1 | Symbol=z:BE¥15 | B-box domain protein 15 | Chxl:8933... 442 Je—154
AT1G73870.1 | Symbolz:C0LT,BE¥1A | CONSTANS-LIKE 7,B-hbox dnmaln ... 198 2e—H%
: Omaln proteln 895. 5 le—21
M1G4913n 2 | Symbols: BEKlT" | B-box domain protein 17 | Chxl: 181? 95, 1 1e=31

BBX16: & R/FR WA FIEHERIBEIFBI0H:, ER/FREGE TSR BEMR B RE N EiaEKE SR
HIHFSUR2RIFRIXR, REHEYIN) 5B AR R 45 4F; BBX1632ABA K BG5S W T .
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[ES ko #—SignalP

Protein type Signal Peptide (Sec/SPI) Other

Likelihood 0.0111 0.98389

PSORT

IR ENL

Final Rezults

nucleus — Cexrtainty= 0.BBO{Affixmative) < succr
mitochondrial matrix space — Certainty= 0. 100{Affixrmative) < succr
TS — certainty= 0.100{Affirmative) ¢ succ>

endoplazmic reticulum (membrane) —— Certainty= 0.000({Not Clear) < succ>

BEBEH REHE <1>



Pk 7 )

PEKING UNIVERSITY

PSR —ESIIF

a BIOZENTRUM BBX14t&2tx——HD1

Univarsity of Bassl
The Comler far Malecular Life Scences

A GHDS8

g
g

BBX 1474544

Figure 3. Overall Structure of the DNA-Bound HD1CT/GHD8/OsNF-YC2
Complex.
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Motifs Found

c N ~
- m Motif TIRE T
o eegisdiy AAAC-motif light responsive element
W reemmonis Box 4  part of a conserved DNA module involved in light responsiveness
i ACE  cis-acting element involved in light responsiveness S 7
o — G-box  cis-acting regulatory element involved in light responsiveness
[~ M zox ¢ GT1-motif light responsive element
[+ M craT-box : : : : : -
s LTR  cis-acting element involved in low-temperature responsiveness KR M R
S Cemmeris ABRE  cis-acting element involved in the abscisic acid responsiveness
ER GARE-motif gibberellin-responsive element EEYID S
. o ~ TGA-elementauxin-responsive element
+ MYE recognition site . . . . . . . . NS
I : I MYC circadian cis-acting regulatory element involved in circadian control BETE
+ Myb-binding site . . o 5 5 5 .
o o MRE  MYB binding site involved in light responsiveness % 3K Al F
+ TRATR-box . . .
n CCAAT-box MYBHVI binding site EER R
|+ [ TGE-slement
| + | Unnamed 4
|L. Unnamed_ 6
| + | circadian
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% STRING

AT16G52870

ATAG27900

%ﬂé%&@)ﬁ — 5T5G5342[]

. HATB. 1

—|:| = GA motleI’J
e REF, oJeef
FHASERB X

BRTE

AT1GE0010

e

GO-term
G0:0045944
G0:0006366
G0:0045893
G0:0009908
G0:0030154
GO0:0006355
GO:0009791
GO:0006351
G0:0032502
GO0:0050794
GO:0044260

Your Input:

@& BBEX14

® AT1G52870
® HAT3.1

© BBX32

@ AP3

8 ZML2

® ZML1

® ATAG27900
@ AT5G53420
® LKP2

@ AT1GA0010

Functional enrichments in your network Note: some enrichments may be expected here (wh y_)

explain colt

Biological Process (Gene Ontology)

description count in network strength false discovery rate
positive regulation of transcription by RNA polymerase II 3of 172 1.64 0.0016
transcription by RNA polymerase I 20f 134 1.57 0.0053
positive regulation of transcription, DNA-templated 4 of 368 1.43 0.0016
flower development 2 of 404 1.09 0.0311
cell differentiation 3 of 680 1.04 0.0078
regulation of transcription, DNA-templated & of 2167 0.84 0.0016
post-embryonic development 3of 1164 0.81 0.0287
transcription, DNA-templated 5 of 1957 0.8 0.0028
developmental process 5 of 2492 0.7 0.0068
regulation of cellular process 7 of 4167 0.62 0.0019
cellular macromolecule metabolic process 6 of 5262 0.45 0.0283
(less ...}

B-box type zinc finger protein with CCT domain; Its function is described as sequence-specific DNA binding
transcription factor activity, zinc ion binding; involved in regulation of transcription; Located in intraceliular;
Expressed in 21 plant structures; Expressed during 13 growth stages; Contains the following InterPro domains:
CCT domain (InterPro:lPROT0402), Zinc finger, B-box {InterPro:lPRO00315); BEST Arabidopsis thaliana protein
match is: B-bax type zinc finger protein with CCT domain (TAIR:AT1G525440 1) Has 3472 Blast hits to 2352
proteins in 127 species: Archae - 0; Bactenia [...] (406 aa)

Predicted Functional Partners:

Peroxisomal membrane 22 kDa (Mpv17/PMPZ22) family protein; its function is described as molecular_function unk...
Homeodomain-like protein with RING/FYVE/PHD-type zinc finger domain; Encodes a member of the PHD-finger hom...
B-box zinc finger protein 32; Repressor of light-mediated regulation of seedling development. Functions by suppressi...
K-box region and MADS-box transeription factor family protein; Probable transcription factor involved in the genstic ..
GATA transcription factor 28; Transcriptional activator that specifically binds 5 GATA-3' or 5-GAT-3' motifs within ge...
GATA transcription factor 24; Transcriptional activator that specifically binds 5= GATA-3" or 5-GAT-3' motifs within ge...
Uncharacterized protein AT4gZ27900; CCT motif family protein; its function is described as molecular_function unkno...
Uncharacterized protein At5g53420; CCT motif family protein; its function is described as molecufar_function unkno...
LOV KELCH protein 2; Component of an E3 ubiguitin ligase complex that plays a central rofe in blue fight-dependent ...
Uncharacterized protein At1g60010/ T2K10_6; Unknown protein; Its function is described as molecular_function unk...
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AtGenExpress eFP: AT1G68520
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