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Summary
The circadian timing system involves an autoregulatory transcription/translation feedback loop that
incorporates a diverse array of factors to maintain a 24-h periodicity. In Arabidopsis a novel F-box protein,
ZEITLUPE (ZTL), plays an important role in the control of the free-running period of the circadian clock. As a
class, F-box proteins are well-established components of the Skp/Cullin/F-box (SCF) class of E3 ubiquitin
ligases that link the target substrates to the core ubiquitinating activity of the ligase complex via direct
association with the Skp protein. Here we identify and characterize the SCFZTL complex in detail. Yeast twohybrid tests demonstrate the sufficiency and necessity of the F-box domain for Arabidopsis Skp-like protein
(ASK) interactions and the dispensability of the unique N-terminal LOV domain in this association.
Co-immunoprecipitation of full-length (FL) ZTL with the three known core components of SCF complexes
(ASK1, AtCUL1 and AtRBX1) demonstrates that ZTL can assemble into an SCF complex in vivo. F-boxcontaining truncated versions of ZTL (LOV-F and F-kelch) can complex with SCF components in vivo, whereas
stably expressed LOV or kelch domains alone cannot. Stable expression of F-box-mutated FL ZTL eliminates
the shortened period caused by mild ZTL overexpression and also abolishes ASK1 interaction in vivo. Reduced
levels of the core SCF component AtRBX1 phenocopy the long period phenotype of ztl loss-of-function
mutations, demonstrating the functional significance of the SCFZTL complex. Taken together, our data
establish SCFZTL as an essential SCF class E3 ligase controlling circadian period in plants.
Keywords: E3 ligase, F-box, circadian clock, ZEITLUPE, SCF, Arabidopsis.

Introduction
The circadian timing system provides for the appropriate
phasing of numerous physiological and biochemical processes. Photosynthesis, stomatal opening, hypocotyl elongation and photoperiodic flowering are representative of the
wide range of growth and developmental phenomena controlled by the circadian clock (Barak et al., 2000; McClung,
2001). The circadian clock comprises three major components: an input pathway, a central oscillator and an output
pathway. The input pathway senses and transduces environmental cues to the central oscillator which generates
rhythmicity through the coordinate workings of one or more
transcription/translation feedback loops (Young and Kay,
2001). Oscillator activity is then manifested as overt rhythm
through one or more output pathways. Apart from the
oscillations of mRNA and protein abundance, protein
phosphorylation and degradation are additionally involved
ª 2004 Blackwell Publishing Ltd

in maintaining the 24 h cycle (Kim et al., 2003; Lee et al.,
2001).
In plants, several classes of proteins have been identified
which alter the robustness or period of the circadian system
when mutated or mis-expressed. Of these, two gene families
have emerged as likely key components of the central
oscillator. The PSEUDORESPONSE REGULATOR (PRR) gene
family combines elements of the response regulator proteins involved in bacterial two component signal transduction with a conserved domain common to the CONSTANS
plant transcription factor family. Misexpression of any one
of the five family members disrupts normal circadian function (Ito et al., 2003; Makino et al., 2002; Matsushika et al.,
2000, 2002; Michael et al., 2003; Sato et al., 2002; Somers,
2001; Strayer et al., 2000; Yamamoto et al., 2003). At least
one member of this family, TOC1 (PRR1) is negatively
291
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regulated by the second essential element of the central
oscillator, the CCA1/LHY class of single Myb-domain containing transcription factors (Alabadi et al., 2002; Carre and
Kim, 2002; Mizoguchi et al., 2002; Wang and Tobin, 1998).
This finding, together with evidence that TOC1 positively
regulates CCA1/LHY, has formed the basis of a rudimentary
feedback loop in plants (Alabadi et al., 2001). One member
of a third gene family, ZEITLUPE (ZTL), has been linked
molecularly to these two (Mas et al., 2003).
ZEITLUPE encodes a 66-kDa protein containing three
distinct domains, a PAS-like LOV domain near the
N-terminus, and an F-box and six kelch repeats comprising
the remainder of the protein (Somers, 2001; Somers et al.,
2000). The ZTL LOV domain is highly similar to the flavinbinding region of the blue light photoreceptors NPH1
(Arabidopsis) and WHITE COLLAR 1 (WC-1; Neurospora),
and binds flavin (FMN) in vitro (Cheng et al., 2003; Imaizumi
et al., 2003). The F-box is an indispensable element of a
broad range of metazoan F-box proteins which interact with
SKP1, CULLIN, and RBX1 to form an Skp/Cullin/F-box (SCF)
complex that recruits specific substrates for ubiquitination and subsequent proteolysis by the 26s proteasome
(Deshaies, 1999; Vierstra, 2003). Protein–protein interaction
domains such as leucine-rich repeats and WD-40 repeats,
which lie C-terminal to the F-box, determine the specificity of
the F-box protein. In ZTL, this region is composed of six
kelch repeats.
Recent studies have shown that F-box proteins play an
important regulatory role in a wide variety of developmental and physiological responses (Vierstra, 2003 and references therein). The presence of nearly 700 F-box proteins
in Arabidopsis, together with 33 SKP (ASK in Arabidopsis),
cullin and RBX genes makes possible the formation of a
large number of SCF complexes (Gagne et al., 2002;
Vierstra, 2003). This combinatorial potential suggests a
multitude of SCF complexes may exist to target a wide
range of substrates at different times or locations, thereby
conferring a fine degree of regulation over diverse cellular
processes.
The unique combination of three distinct domains of ZTL
suggests that it may mediate a light-regulated protein
degradation of critical clock components, providing a link
between the circadian phototransduction pathway and the
central oscillator. A recent report has implicated TOC1 as at
least one of the substrates of an SCFZTL complex (Mas et al.,
2003), but definitive evidence for ZTL association with bona
fide SCF components has been lacking. Here we demonstrate that ZTL associates with all known core SCF complex
components in vivo. We define the F-box as the indispensable motif for this association and show the functional
requirement of core SCF components for proper circadian
function. We also establish that a functional F-box is
required for the normal proteasome-dependent degradation
of ZTL itself.

Results
ZTL interaction with ASK1 requires a functional F-box
An Arabidopsis two-hybrid library (Clontech; 5.8 · 105
transformants) was screened using full-length (FL) LexAZTL. Sixty-three colonies were recovered on selection and
showed b-galactosidase activity. Further restriction analysis
of polymerase chain reaction (PCR)-generated amplicons of
the recovered plasmids identified three classes of digestion
profiles. The most abundant class was sequenced and was
identified as the FL SKP1 homolog ASK1 (At1g75950). This
finding confirmed a previous report of targeted testing of FL
ZTL with a variety of ASK cDNAs in similar yeast two-hybrid
assays (Risseeuw et al., 2003). We created a series of
deletion constructs and point mutations in ZTL to test
which domains are required for ASK interaction. The F-box
and kelch domains together (F-KELCH; residues 191–609;
Figure 1, construct 2) were sufficient to mediate a productive interaction with ASK1, indicating that the amino terminus of the protein (residues 1–190), which contains the
LOV domain, is unnecessary for this interaction (Figure 1).
Previous reports have suggested that the LOV domain may
confer a light-dependent activity on ZTL (Cheng et al., 2003;
Imaizumi et al., 2003; Somers et al., 2000), but in twohybrid assays we observed no apparent differences
between FL ZTL-ASK1 interactions in the light and dark in
yeast (data not shown).
We next determined the requirement of the F-box for
ASK1 interaction. In the context of the F-kelch construct we
mutated two highly conserved amino acids in the F-box
region (Schulman et al., 2000; L200 to A and L213 to A;
Figure 1, construct 3) or deleted the F-box region entirely
(residues 248–609; Figure 1, construct 4). Both changes
eliminated interaction with ASK1 in yeast (Figure 1).
The high degree of conservation among SCF components between yeast and plants (Risseeuw et al., 2003)
allows that interaction between ZTL and ASK1 might be
facilitated by yeast homologs in the two-hybrid assay. We
performed in vitro interaction tests to determine whether
the two proteins alone were entirely sufficient for their
association. FL and deletion versions of GST-ZTL fusion
proteins were expressed in Escherichia coli and immobilized to glutathione–agarose beads (Figure 2a). pASK1
was in vitro transcribed and translated in the presence of
S35–methionine and incubated with the GST-ZTL-bound
resin. GST-FL ZTL protein and GST-F-kelch protein
bound ASK1 well, whereas GST-LOV protein showed no
binding even when in excess relative to the other forms
(Figure 2a,b). The two L-to-A mutations in the F-box
(GST-Fmut) reduced ASK binding to nearly undetectable
levels (Figure 2b). These results confirm the yeast twohybrid data and demonstrate the necessity of the F-box for
ZTL-ASK1 interaction in vitro.
ª Blackwell Publishing Ltd, The Plant Journal, (2004), 40, 291–301
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Figure 1. ZEITLUPE (ZTL) interaction with ASK1 in two-hybrid assays requires the F-box.
The LexA DNA binding domain (BD) was fused to full-length ZTL and different deletion versions of ZTL (see text) and tested for interactions with ASK1 fused to the
GAL4 activation domain (GAD) in yeast two-hybrid assays. Activation of the LexA-LacZ reporter (blue) and LexA-His selectable markers were used as indicators of
productive interactions. Black dots indicate replacement of two conserved F-box consensus amino acids with functionally non-conserved residues. -L, absent
leucine; -W, absent tryptophan; -H, absent histidine.

ZTL assembles into an SCF complex in planta
In Arabidopsis, the F-box proteins TIR1, COI1 and UFO
have been well characterized and shown to assemble into
SCF complex in association with ASK1 and AtCUL1 (Gray
et al., 1999; Wang et al., 2003; Xu et al., 2002). We further
investigated whether ZTL can assemble into a functional
SCF complex in planta. Green fluorescent protein (GFP)
was fused as an N-terminal (35S:GFP:ZTL) tag to the FL
ZTL cDNA under the control of CaMV-35S promoter and
stably introduced into Arabidopsis. Two independent
transgenic lines with differing expression levels of fusion
protein (GFP-ZTL low; GFP-ZTL high) were chosen for further analysis (Figure 3). Using an a-GFP polyclonal antibody, immunoprecipitates were obtained from clarified
protein extracts of plants expressing both levels of the
fusion protein, and these were subsequently immunoblotted and probed with ZTL-specific a-ZTL antibody (Kim
et al., 2003). Appropriately sized protein bands in both
extracts migrate at the identical position of the GFP-ZTL
band from immunoblotted plant extracts (Figure 3; lanes 2,
3, 5 and 6). The GFP-ZTL extracts were also immunoprecipitated and immunoblotted with a-ZTL antibody, identifying a band of GFP-ZTL fusion protein size and also the
native ZTL protein (Figure 3; lane 8).
ª Blackwell Publishing Ltd, The Plant Journal, (2004), 40, 291–301

Three characteristic components of known SCF complexes are Arabidopsis Skp-like proteins (ASKs), cullin and
RBX1 (Devoto et al., 2002; Gray et al., 1999; Hellmann et al.,
2003; Xu et al., 2002). We tested the a-GFP immunoprecipitates for the presence of these components using antibodies
raised against ASK1, cullin and human RBX1. The results
from both GFP-ZTL-expressing lines show that ASK1,
AtCUL1 and AtRBX1 stoichiometrically co-immunoprecipitate with GFP-ZTL (Figure 3; lanes 5 and 6, all panels). The
strong doublet observed with the a-ASK1 antibody is
consistent with the initial report that this antiserum recognizes both ASK1 and ASK2 (Gray et al., 1999), and indicates
that both proteins interact with ZTL. We observed similar
results with plants expressing a C-terminally fused GFP tag
(35S:ZTL::GFP) (data not shown), and when a-ZTL antibody
was used for immunoprecipitation (Figure 3; lane 8, all
panels). The 35S::GFP transgenic plants showed no ASK,
cullin or RBX1 immunoreactive bands, demonstrating the
specificity of the associations for ZTL (Figure 3; lane 4, all
panels).
ZTL does not dimerize in planta
PAS/LOV domains of circadian clock proteins in other eukaryotes mediate protein–protein interactions (Ballario et al.,
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Figure 2. The F-box is necessary for ASK1-ZTL interaction in vitro.
In vitro synthesized S35-labeled ASK1 was incubated with GST- ZTL full length
(GST-FL) or GST- ZTL deletion forms immobilized to glutathione–agarose
beads as indicated.
(a) Coomassie-stained gel of GST-fused proteins used for the in vitro binding
assay. All GST-fusion proteins were produced in Escherichia coli and
immobilized to glutathione–agarose beads. Arrows indicate positions of
respective fusion proteins determined by a-GST immunoblot (data not
shown). *Indicates positions of unknown resin-associated polypeptides that
are not detected by a-GST antibody.
(b) Autoradiograph of S35-labeled ASK1 protein bound to GST, GST-LOV,
GST-FL, GST-FKLCH and GST-FmutKLCH. ASK1 input lane represents 20% of
the S35-labeled protein used in the binding assay.

1998). We reasoned that ZTL may homodimerize, facilitated
by the LOV/PAS domain. We probed the GFP-ZTL immunoprecipitates with ZTL antibody, expecting to detect native
ZTL protein if GFP-ZTL/native ZTL dimers form in vivo.
We did not detect any signal in the position where native
ZTL migrates (Figure 3, lane 6). We tested immunoprecipitates from dark-adapted extracts (1 and 3 h after lights
off; ZT 13 and ZT 15 respectively) with similar results (data
not shown) and conclude that ZTL does not homodimerize
in vivo.
F-box requirement for in vivo association of ZTL with SCF
components
We expressed truncated versions of ZTL in planta to determine which domains are required for SCF complex formation. Plants stably expressing an N-terminally myc-tagged
F-kelch protein (myc-Fkelch; residues 191–609) or an N-terminally myc-tagged kelch protein (myc-kelch; residues
244–609) under the control of the 35S promoter were
identified (Figure 4a). The a-myc antibody was used to
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Figure 3. ZEITLUPE (ZTL) assembles into an Skp/Cullin/F-box (SCF) complex
in vivo.
Total protein extracts from Arabidopsis seedlings expressing green fluorescent protein (GFP) alone (lane 1), GFP-ZTL at low (lane2) or high levels (lane 3)
were co-immunoprecipitated with a-GFP antibody (lanes 4–6). Protein
extracts from Arabidopsis seedlings with the highest GFP-ZTL protein level
were co-immunoprecipitated with a-ZTL pre-immune serum (lane 7) and
a-ZTL antibody (lane 8). Protein extracts and all resulting immunoprecipitates
were immunoblotted and probed with the indicated antibodies. Arrows
indicate the position of the appropriate band. *Indicates position of an
unknown a-ZTL-detectable polypeptide (Kim et al., 2003).

immunoprecipitate extracts obtained from both lines and
F-kelch and kelch protein were appropriately identified
using a-ZTL antibody (Figure 4a). We further tested the
a-myc immunoprecipitates for the presence of ASK1 and
cullin. Only in lines expressing the F-kelch protein were
either of the two components detected in the immunoprecipitates (Figure 4a).
We then tested the ability of the N-terminus alone (LOV;
residues 1–193) or the N-terminus plus the F-box (LOV-F;
residues 1–284) to associate into an SCF complex.
C-terminally myc-tagged proteins were stably expressed in
planta under the control of the 35S promoter (Figure 4b).
The a-myc antibody was neither able to immunoprecipitate
nor able to detect on immunoblots either protein from plant
extracts (data not shown). However, the a-ZTL antibody was
able to both immunoprecipitate and detect on immunoblots
both forms of truncated ZTL protein, and was used for
subsequent analysis (Figure 4b). ASK1 was undetectable in
immunoprecipitates from either of the two deletion lines
(data not shown). However, cullin was clearly able to coimmunoprecipitate with overexpressed LOV-F protein, but
not with LOV protein (Figure 4b).
ª Blackwell Publishing Ltd, The Plant Journal, (2004), 40, 291–301
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Figure 4. The C terminus of ZTL (FKELCH) is sufficient to form an Skp/Cullin/
F-box (SCF) complex in Arabidopsis.
(a) Protein extracts from wild type (WT, lane 1) and plants expressing myctagged kelch and myc-tagged F/kelch polypeptides (lanes 2 and 3) were
co-immunoprecipitated with a-myc antibody (lanes 4–6). Extracts and immunoprecipitates were detected with the indicated antibodies.
(b) The F-box is critical for the assembly of SCF complex in vivo. Protein
extracts from WT and plants expressing myc-tagged LOV and myc-tagged
LOVF polypeptides were co-immunoprecipitated with a-ZTL pre-immune and
a-ZTL antibody. Extracts and immunoprecipitates were detected with the
indicated antibodies. Arrows indicate the position of the appropriate bands.
*Indicates position of an unknown a-ZTL-detectable polypeptide also present
in WT (not shown) extracts.

Altered circadian function by loss-of-binding F-box
mutations
As a functional test of the requirement of the F-box for ZTL
function in planta, we overexpressed a version of FL ZTL
protein into which we introduced the two F-box amino acid
replacements which had been effective in eliminating yeast
two-hybrid interactions (see Figure 1). We identified transformants (Columbia ecotype) expressing this mutant protein
(Fmut) at levels similar to that present in an overexpressor of
FL wild-type ZTL (ZTL OX) (Figure 5a). Using a-ZTL antibody,
ª Blackwell Publishing Ltd, The Plant Journal, (2004), 40, 291–301

Figure 5. ZEITLUPE (ZTL) F-box mutations abolish in planta interaction
between ASK1 and ZTL and stabilize the protein.
(a) Protein extracts from wild type (WT) and transgenic lines overexpressing
full-length WT ZTL protein (ZTL OX) or full-length ZTL harboring F-box point
mutations (Fmut OX) at comparable levels were immunoprecipitated with
a-ZTL (a-ZTL) or pre-immune sera (preI) and detected with a-ZTL or a-ASK1
sera.
(b) ZTL accumulation at ZT 1 (1 h after lights-on) and ZT 13 (1 h after lights-off)
from four independent Fmut low overexpression lines (LQ series) was
compared with Col WT and two independent ZTL low enhanced expression
lines (19–20 and 64–23 in C24 ecotype) from plants grown under 12-h light/
12-h dark cycles. All arrows indicate ZTL position.

the F-box mutation eliminated the ability to co-immunoprecipitate ASK1 with ZTL (Figure 5a).
Strong overexpression of ZTL causes arrhythmicity,
while lower levels of enhanced ZTL expression shortens
the circadian period (Somers et al., 2004). Strong overexpression of the Fmut protein also results in arrhythmicity
(data not shown). This might suggest that the F-box
mutations have diminished but not completely eliminated
the ability of Fmut protein to interact with ASK(s), and at
very high levels sufficient amounts of SCFmut complexes
form to affect the circadian period. Alternatively, we
identified four transgenic lines that express the Fmut
protein at levels similar to or slightly lower than two
previously described lines (19–20 and 64–23) that express
ZTL only 1.5–2-fold higher than wild type (WT) (Somers
et al., 2004)(Figure 5b). In contrast to the markedly shorter
periods of two enhanced expressers of wild-type ZTL, the
four Fmut lines had free-running periods 2–3 h longer than
WT (Table 1). These results show that when Fmut protein
is expressed at near-WT levels it disrupts normal circadian
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Table 1 Effect of ZEITLUPE (ZTL) F-box mutations on free-running
period
Genotype

Period (SD)

n

Col WT
Fmut-14
Fmut-17
Fmut-26
Fmut-29
C24 WT
19–20
64–23

24.3  0.2
27.1  0.3
26.3  0.5
26.8  0.5
27.8  0.4
24.3  0.3
22.2  0.2
22.5  0.2

13
19
22
30
24
18
26
27

Four independently isolated lines (Col ecotype) constitutively expressing full-length ZTL containing two amino acid substitutions in the
F-box (Fmut), and two lines expressing full length wild-type ZTL at
comparable levels (C24 ecotype) were entrained for 6 days in 12 h
white light/12 h dark cycles, then imaged under constant red light
(30 lmol m)2 sec)1) for 5 days. Variance-weighted period and SD
estimates obtained as previously described.

function. The increased period length may result from a
dominant negative interaction with upstream signaling
components, causing a loss in the effectiveness of the
endogenous ZTL still present in these backgrounds.
In addition, the three to fourfold higher level of ZTL at
ZT13 (1 h after lights off), relative to ZT1 (1 h after lights on),
typically seen in the WT (Kim et al., 2003; Somers et al.,
2004), is absent in the four Fmut lines (Figure 5b). The F-box
mutations have eliminated or reduced the normal degradative processing of ZTL at ZT1, resulting in a relative
stabilization of the mutant protein and an accumulation to
levels similar to that at ZT13.
Transient reduction in RBX1 phenocopies ztl loss-of function
mutations
To further establish the importance of the SCF complex to
proper circadian cycling we tested the effect of the transient
loss of RBX1 on rhythmic expression of CCA1. RBX1 is a core
component of the SCF complex of TIR1 and COI1 and appears to be the primary RBX component in plant SCF complexes (Gray et al., 2002; Lechner et al., 2002). Loss of RBX1
is lethal, so we employed the use of a dexamethasone (DEX)inducible RNAi line to transiently reduce the level of RBX1
(Lechner et al., 2002). Plants were entrained in light/dark
cycles for 5 days, sprayed with 10 lM DEX and returned to
one additional light/dark cycle before sampling every 3 h in
constant light for 72 h. The level of RBX protein decreased
detectably in response to DEX application and this drop was
sustained over the sampling period (Figure 6a). Control
plants (empty vector) sprayed with DEX showed robust
rhythmic changes in CCA1 protein levels with a period near
24 h (Figure 6b). In contrast, the period of CCA1 cycling
lengthened markedly in the DEX-inducible RNAi line (Figure 6b). This period lengthening is similar to that observed

in ztl loss-of-function mutations (Somers et al., 2000) and
supports the notion that ZTL participates in the formation of
an SCF complex (SCFZTL) that is essential to the proper
regulation of the circadian period in plants.
Discussion
ZEITLUPE was isolated as a factor in the control of the circadian period. Based on sequence alignments, ZTL was
predicted to act as an F-box protein and participate in SCFdependent proteolysis (Somers et al., 2000). When we
identified ASK1 as a ZTL-interacting factor in a yeast twohybrid screen we were able to further test biochemically and
genetically the full involvement of ZTL in E3-dependent
proteolysis. Our results confirm that ZTL is part of an SCF
complex (SCFZTL) composed, at least, of AtCUL, ASK1 and
RBX1, and provide evidence of direct association between
an SCF complex and the control of the circadian period.
The F-box is required for SCFZTL formation
The association between ZTL and ASK1 is dependent on the
presence of the F-box. Deletions of the F-box or mutations in
conserved residues eliminate the interaction between ZTL
and ASK1 in yeast two-hybrid tests, in vitro and in planta.
F-kelch protein was able to immunoprecipitate from plant
extracts with ASK1 and CUL1, demonstrating that the amino
terminus of ZTL is unnecessary for SCF complex formation.
Surprisingly, we were unable to co-immunoprecipitate
ASK1 with the LOV-F polypeptide despite the very large
amount of LOV-F protein stably present in the plant, and
despite the ability to identify CUL1 in the immunoprecipitates. This suggests that another ASK may be forming a link
between LOV-F and CUL1. This would be consistent with the
implications of the reported co-crystallization of an Skp2/
Skp1 complex (Schulman et al., 2000). These authors conclude that the F-box protein (Skp2) is recruited to the complex by Skp1, in part, through the specific-substrate
interaction domains of the F-box protein. For ZTL this domain is, in part, the kelch repeats (Mas et al., 2003), and
suggests that the F-kelch deletion protein might be recruited
to one or more SCF complexes, and at least one class of
complex would include ASK1. In contrast, the LOV-F protein
may participate in other SCF complexes that do not include
ASK1, but do contain the common CUL1 element.
Functional requirement of SCFZTL for circadian cycling
We took two functional approaches to establish that ZTL
participates in the formation of an SCF E3 ubiquitin ligase
complex that controls circadian cycling. One approach was
to observe the effects on period of the loss or reduction in
previously identified SCF components. We tested ask1-1 and
ask2-1 homozygous single mutants and individuals of an F2
ª Blackwell Publishing Ltd, The Plant Journal, (2004), 40, 291–301
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Figure 6. Reduced AtRBX1 levels alter circadian
period.
(a) AtRBX1 protein level is reduced in the AtRBX1
RNAi line after dexamethasone (DEX) treatment.
Arabidopsis seedlings from both empty vector
(EV) and AtRBX1 RNAi lines were sampled
before DEX treatment and at different time points
during the free-running period as indicated in (b).
Total proteins extracts (15 lg) were immunoblotted with a-RBX1 antibody.
(b) Arabidopsis plants expressing glucocorticoid-inducible AtRBX1 RNAi or transformed with
EV were entrained under 12:12 LD cycles for
6 days, sprayed with 10 lM DEX, and entrained
for an additional 12:12 LD cycle. Plants were
transferred to constant light for 3 days and
harvested at the indicated time. Protein extracts
(30 lg) were immunoblotted and detected with
a-CCA1 antibody. Quantitation is shown below of
a representative of two trials. Arrows indicate
CCA1 position. White and hatched boxes indicate
periods of subjective light and subjective dark
respectively.

population of the cross between them for circadian phenotypes. In no cases could we detect any effects on circadian
period in constant red light (data not shown). As we are able
to co-immunoprecipitate ZTL with ASK1 and ASK2, these
results suggest some degree of redundancy in the recruitment of ASKs into the SCFZTL complex, as has been similarly
suggested for SCFCOI1 (Xu et al., 2002).
As the primary element linking the F-box protein to the
ubiquitin ligase activity of the SCF complex, ASK proteins
may act as additional determinants to establish the target
specificity of a given SCF complex. However, although
Arabidopsis possesses 21 ASK genes (Farras et al., 2001;
Risseeuw et al., 2003; Zhao et al., 2003) only ASK1 has a
discernible mutant phenotype, although ask1 ask2 double
mutants show phenotypes more severe than the ask1 mutant
alone (Liu et al., 2004). ASK1 or a rice homolog has been
previously identified as an in planta component of four other
plant SCF E3 ligase complexes: SCFTIR, SCFCOI1, SCFUFO and
SCFGID2 (Gomi et al., 2004; Gray et al., 1999; Wang et al.,
2003; Xu et al., 2002). None of the F-box mutant phenotypes
of auxin responsiveness (TIR1), jasmonate signaling (COI1)
or flower development (UFO) is fully phenocopied by the ask1
null mutant (Yang et al., 1999). These data and ours support
the notion that more than one ASK participates in mediating
the association of ZTL with the complete SCF complex, with
either redundant or partially redundant functions masking
the effect of single or double ask mutants.
We next tested the effect of the transient loss of RBX1, a
component that we have identified in SCFZTL (Figure 2) and
ª Blackwell Publishing Ltd, The Plant Journal, (2004), 40, 291–301

has been shown to be part of the SCFTIR1 and SCFCOI1 E3
ligases (Gray et al., 2002; Xu et al., 2002). We found that
within 36 h after a reduction in RBX1 free-running period is
lengthened. This result phenocopies a ztl null mutation
(Jarillo et al., 2001; Somers et al., 2004), indicating that the
loss of access to an SCF complex, either through the absence
of the appropriate F-box component (i.e. ZTL) or from the
loss of a common SCF element (i.e. RBX1), compromises
proper regulation of the circadian cycle. Although the
resolution is only at the 3 h level, the 27–30 h period
estimated for the RBX1 mutant is very similar to the
27–28 h period of the ztl null mutant (Somers et al., 2004).
These data suggest that ZTL acts as the sole F-box protein, or
possibly together with other F-box proteins in a single,
common complex, to control the circadian period via an SCFtype E3 ubiquitin ligase. The ztl-1 fkf1 double mutant shows a
ztl-1 period phenotype (data not shown), confirming that the
closely related F-box protein, FKF1, does not participate in
the control of the circadian period (Imaizumi et al., 2003).
The second approach correlated the loss of the weak
ZTL overexpression phenotype (shortened period) with
loss of the ability of ZTL to form an SCFZTL complex
because of mutations in the F-box (Fmut). Surprisingly,
period lengthened in the presence of near-WT levels of
Fmut, causing a phenocopy of loss-of-function ztl mutations. The Fmut protein may act as a dominant negative
polypeptide, unable to form into a functional SCF complex,
and competitively inhibiting other complex formations
required for proper ZTL function. Overproduction of
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N-terminal portions of the Cdc4p and Met30p F-box
proteins inhibit SCF complex function in yeast (Dixon
et al., 2003), and the presence of a form of ZTL that is
unable to interact with ASK may act similarly. In vitro and
yeast two-hybrid data suggest that phytochromes and/or
cryptochromes may interact with ZTL in planta (Jarillo
et al., 2001). Interactions between these photoreceptors
and Fmut could sequester them into non-productive
complexes and phenocopy photoreceptor mutants, which
are also long period (Devlin and Kay, 2000; Somers et al.,
1998). An alternative explanation is that essential ZTL
homodimerization is disrupted by the Fmut protein. However, this is less likely, as our evidence indicates that ZTL
does not homodimerize in planta.

light/dark cycles. TOC1 belongs to a five-member gene
family of PRR, all of which can affect the circadian period
when disrupted or overexpressed (Eriksson et al., 2003; Ito
et al., 2003; Kaczorowski and Quail, 2003; Michael et al.,
2003; Sato et al., 2002; Yamamoto et al., 2003). Additionally,
the CONSTANS gene family is involved in photoperiodic
timing and shares an extensively similar protein domain
with the PRR family (Strayer et al., 2000). Hence, considerations from the perspective of both protein function and
similarity recommend the likelihood of other ZTL substrates.

Experimental procedures
Plasmids and constructs

The F-box is required for ZTL degradation
We have previously shown that ZTL undergoes proteasomedependent degradation at specific circadian phases (Kim
et al., 2003). The stabilization of a ZTL mutant protein lacking
a functional F-box (Figure 5b) now suggests that this degradation of ZTL depends on its interaction with the components of an active SCF complex. These data can now be
coupled with our findings that a point mutation in the kelch
domain of ztl-1 eliminates binding of the TOC1 substrate
(Mas et al., 2003), but the mutant protein levels still oscillate
like WT in light/dark cycles (Somers et al., 2004). Similarly,
strong constitutive overexpression of TOC1 has no effect on
steady-state ZTL levels, or on its rhythmic changes in light/
dark cycles (W. Y. Kim and D. E. Somers, unpublished data).
Together, these results suggest that ZTL regulation is mostly
dependent on SCF complex participation alone, independent of substrate availability. These data differ from previous
reports implicating both SCF participation and substrate
presence as key regulators of the stability of the F-box protein, HOS (Galan and Peter, 1999; Li et al., 2004).
SCFZTL substrates
F-box proteins are the substrate specifiers of the SCF complex. In principle, there could be a unique one-to-one relationship between an F-box protein and a substrate; however,
a single F-box protein can target more than one substrate for
degradation (Deshaies, 1999; Gray et al., 2001). Recent evidence implicates TOC1 as a ZTL substrate (Mas et al., 2003).
Under entraining light/dark cycles, TOC1 levels rise to a
maximum during the middle of the dark, start to fall during
the latter part of the night, and reach a minimum during the
early light period. However, in extended light (LL) TOC1
cycling damps to high levels, and conversely, TOC1 damps
low in extended dark (DD). In ztl mutant backgrounds TOC1
levels stabilize to peak levels at all time points in both light
and dark, suggesting that ZTL-mediated TOC1 degradation
is not only dark-dependent, but also time-delayed under

Yeast two-hybrid
PCR-based amplicons were made using the ZTL cDNA (Somers
et al., 2000) and the primers

(1)
(2)
(3)
(4)
(5)

5¢-CCCGGGGGAGTGGGACAGTGGT-3¢
5¢-GTCGACGGCTCTCTTTGGTTA-3¢
5¢-CCCGGGTTCCCGAGGAATGTG-3¢
5¢-CTGCAGAGCTGAGTATATCCC-3¢
5¢-GGATCCGAAGTGAAACAACACGGGTA-3

to generate FL (residues 1–609; primers 1 and 2), FKLCH (residues
191–609; primers 3 and 2) and kelch (residues 248–609; primers 5
and 2) products that were ligated into pBTM116 (Clontech, Palo
Alto, CA, USA) as translational fusions to the LexA binding protein.
The double point mutations in the F-box (Fmut; L200 to A, L213 to
A) were generated by PCR mutagenesis (Michael, 1994) using two
mutagenic primers (L200A: 5¢-TGGGTTATTCCAGGCGAGTGACGAGGTTGT-3¢; L213A: 5¢-AACGTCTCTTGGTGTCGCGCGTGACAATA-3¢) nested within two flanking primers (primer 3 and Fmut-R:
5¢-GGGAGCTCACTTTGACATG-3¢). Products were scored by restriction digest (HhaI and PvuII) to identify the double mutant and cloned
into pBTM116.

GST fusions. ZTL cDNA sequence was subcloned from pBTM116/
FL as an SmaI/XhoI fragment into pGEX-KG (Guan and Dixon, 1991)
to make the GST-FL ZTL construct, and similar compatible digests
and reclonings from the pBTM116/FKLCH and pBTM116/FmutKLCH
to pGEX were performed to make the GST- FKLCH and GSTFmutKLCH constructs respectively. For the GST-LOV construct
(residues 1–192), an SmaI/BsoBI fragment was prepared from
pBTM116/FL, followed by Klenow fill-in and ligation into pGEX-KG.
GFP fusions. The GFP-ZTL FL gene fusion was constructed in
pRTL2 (Restrepo et al., 1990) by recombinant PCR (Higuchi, 1990)
using primer 6 (5¢-GGTCGCCACCATGGTGAGCAAGG-3¢) and primer 7 (5¢-CCACTGTCCCACTCCATCTTGTACAGCTCGTC-3¢) with
pEGFP-1 (Clontech) as template, and primer 8 (5¢-ACGAGCTGTACAAGATGGAGTGGGACAGTGG-3¢) and primer 9 (5¢-CTCTCCCGGGTTACGTGAGATAGCTCGC-3) with the ZTL cDNA as
template. The final FL gene fusion was directionally cloned into
pRTL2 at NcoI/SmaI restriction sites and confirmed by sequencing.
The 35S promoter-driven construct was subcloned into pZP221
(Hajdukiewicz et al., 1994).
myc-tagged fusions. Full-length ZTL cDNA in pRTL2 (Somers
et al., 2004) was digested with XbaI and XmnI to remove the
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C-terminal region, and a single c-myc cassette (EQKLISEEDL) was
cloned in to make a C-terminal tagged LOV-F-box-c-myc fusion
construct (ZTL residues 1–284). Similarly, a BsoBI/XbaI digest
removed all but the first 192 residues of ZTL to which c-myc was
appended to create a LOV-c-myc fusion. An NcoI/BsoBI digest
removed the first 190 ZTL residues and, separately, an NcoI/NsiI
digest removed the first 243 ZTL residues, into which single c-myc
cassettes were cloned to create a c-myc-FKELCH fusion construct
(residues 191–609) and a c-myc-kelch construct (residues 244–609)
respectively. In all cases pairs of complementary c-myc oligomers
(5¢-GAGCAAAAGCTTATCAGTGAGGAGGATCTA-3¢)
with
the
appropriate restriction site sequence prefixed or appended were
used to obtain the above fusions with ZTL.

Plant growth and rhythm analysis
Plant growth conditions and methods of rhythm analysis were as
described by Somers et al. (2004).

Transgenic plant materials
The glucocorticoid-inducible AtRBX1 RNA interference (RNAi),
AtRBX1 overexpressor and empty vector control lines were as
described by (Lechner et al., 2002). Plant transformations were
conducted as described in Somers et al. (2004).

Acknowledgements
GST pull-down assay
GST, GST-LOV, GST-FKLCH, GST-FmutKLCH and GST-ZTL were
expressed in E. coli BL21(DE3) and purified with glutathione–
agarose (Sigma, St. Louis, MO, USA). 35S-labeled ASK1 protein was
synthesized by using the T’n’T in vitro transcription-translation
system (Promega) according to the manufacturer’s instructions. In
vitro binding assays were according to Sugano et al. (1998). In brief,
equal aliquots (5 ll) of 35S-labeled ASK1 were added to 50 ll of
binding buffer [20 mM Hepes pH7.6, 100 mM KCl, 10% glycerol,
5 mM EDTA, 0.02% NP-40, 1 mM DTT, 5 mg ml)1 BSA and protease
inhibitor cocktail (Sigma)]. Concentration of each fusion protein was
determined by Coomassie staining. The amount of glutathione–
agarose beads with bound GST, GST-LOV, GST-FKLCH, GSTFmutKLCH and GST-ZTL was adjusted so that equal amounts of
fusion protein were present for the in vitro binding reactions. The
final volume of in vitro binding reaction was brought up to 100 ll
with distilled water and conducted at 4C for 3 h. The beads were
then washed four times with binding buffer and once with binding
buffer without BSA. The bound protein was eluted in 1x SDS sample
buffer and size-fractionated on 12% SDS-PAGE along with 0.5 ll 35Slabeled ASK1 as input. Detection was by autoradiography.

Immunoprecipitation and immunoblotting
Immunoprecipitations were performed according to Kim et al.
(2003). All extracts were from plants grown under 12-h light/12-h
dark cycles and harvested 7 h after lights on (ZT 7) unless otherwise
noted. The appropriate antibodies [a-GFP rabbit polyclonal
antibody (Molecular Probes, Eugene, OR, USA), 1:1000; affinitypurified a-ZTL antibody [Kim et al., 2003], 1:250; a-myc antibody
(9E10) (Santa Cruz Biotechnology, Santacruz, CA, USA), 1 lg] were
incubated with 50 ll protein A agarose (Invitrogen, Carlsbad, CA,
USA) made to a final volume of 100 ll with co-IP buffer (Kim et al.,
2003) at 4C for 4 h overnight. One to 2 mg of protein extracts were
added to the affinity matrix and incubated at 4C for 1 h with gentle
rotation. Immune complexes were harvested at 785 g for 3 min at
4C. Complexes were washed three times with 1 ml ice-cold co-IP
buffer and once with PBS buffer, resuspended in 50 ll 2x SDS-PAGE
sample buffer, boiled and resolved (10 ll) by SDS-PAGE.
Immunoblot analysis was performed at room temperature for 2 h
according to Kim et al. (2003), using membranes incubated with the
appropriate primary antibody [affinity-purified a-ZTL antibody,
1:1000; a-ASK1 antibody, 1:10 000; a-RBX1 (human) (Biosource,
Camarillo, CA, USA), 1:2000; a-AtCUL, 1:5000]. Following secondary
antibody incubation (1 h) and washing, detection was by ECL
(Amersham, Piscataway, NJ, USA). Immunoblot detection of ZTL
and CCA1 was according to Somers et al. (2004) except 50 lg (ZTL)
and 35 lg (CCA1) protein was loaded per lane.
ª Blackwell Publishing Ltd, The Plant Journal, (2004), 40, 291–301

We thank Dr Mark Estelle for providing the anti-AtCUL1 antibody
and Dr Pascal Genschik for the AtRBX1 RNAi line. This research was
supported by National Science Foundation Grant MCB-0080090 and
USDA/Cooperative State Research, Education and Extension Service Grant CRIS 2002–01374 to DES. Support of the Core Funding
Program of the NRC Plant Biotechnology Institute (Saskatoon, SK,
Canada) to WLC and ER is gratefully acknowledged.

References
Alabadi, D., Oyama, T., Yanovsky, M.J., Harmon, F.G., Mas, P. and
Kay, S.A. (2001) Reciprocal regulation between TOC1 and LHY/
CCA1 within the Arabidopsis circadian clock. Science, 293, 880–
883.
Alabadi, D., Yanovsky, M.J., Mas, P., Harmer, S.L. and Kay, S.A.
(2002) Critical role for CCA1 and LHY in maintaining circadian
rhythmicity in Arabidopsis. Curr. Biol. 12, 757–761.
Ballario, P., Talora, C., Galli, D., Linden, H. and Macino, G. (1998)
Roles in dimerization and blue light photoresponse of the PAS
and LOV domains of Neurospora crassa white collar proteins.
Mol. Microbiol. 29, 719–729.
Barak, S., Tobin, E.M., Andronis, C., Sugano, S. and Green, R.M.
(2000) All in good time: the Arabidopsis circadian clock. Trends
Plant Sci. 5, 517–522.
Carre, I.A. and Kim, J.Y. (2002) MYB transcription factors in the
Arabidopsis circadian clock. J. Exp. Bot. 53, 1551–1557.
Cheng, P., He, Q., Yang, Y., Wang, L. and Liu, Y. (2003) Functional
conservation of light, oxygen, or voltage domains in light sensing. Proc. Natl Acad. Sci. USA, 100, 5938–5943.
Deshaies, R.J. (1999) SCF and Cullin/Ring H2-based ubiquitin
ligases. Annu. Rev. Cell Dev. Biol. 15, 435–467.
Devlin, P.F. and Kay, S.A. (2000) Cryptochromes are required for
phytochrome signaling to the circadian clock but not for rhythmicity. Plant Cell, 12, 2499–2510.
Devoto, A., Nieto-Rostro, M., Xie, D., Ellis, C., Harmston, R., Patrick,
E., Davis, J., Sherratt, L., Coleman, M. and Turner, J.G. (2002)
COI1 links jasmonate signalling and fertility to the SCF ubiquitinligase complex in Arabidopsis. Plant J. 32, 457–466.
Dixon, C., Brunson, L.E., Roy, M.M., Smothers, D., Sehorn, M.G. and
Mathias, N. (2003) Overproduction of polypeptides corresponding to the amino terminus of the F-box proteins Cdc4p and
Met30p inhibits ubiquitin ligase activities of their SCF complexes.
Eukaryot. Cell, 2, 123–133.
Eriksson, M.E., Hanano, S., Southern, M.M., Hall, A. and Millar, A.J.
(2003) Response regulator homologues have complementary,
light-dependent functions in the Arabidopsis circadian clock.
Planta, 218, 159–162.
Farras, R., Ferrando, A., Jasik, J., Kleinow, T., Okresz, L., Tiburcio,
A., Salchert, K., del Pozo, C., Schell, J. and Koncz, C. (2001)

300 Linqu Han et al.
SKP1-SnRK protein kinase interactions mediate proteasomal
binding of a plant SCF ubiquitin ligase. EMBO J. 20, 2742–2756.
Gagne, J.M., Downes, B.P., Shiu, S.H., Durski, A.M. and Vierstra,
R.D. (2002) The F-box subunit of the SCF E3 complex is encoded
by a diverse superfamily of genes in Arabidopsis. Proc. Natl Acad.
Sci. USA, 99, 11519–11524.
Galan, J.M. and Peter, M. (1999) Ubiquitin-dependent degradation
of multiple F-box proteins by an autocatalytic mechanism. Proc.
Natl Acad. Sci. USA, 96, 9124–9129.
Gomi, K., Sasaki, A., Itoh, H., Ueguchi-Tanaka, M., Ashikari, M.,
Kitano, H. and Matsuoka, M. (2004) GID2, an F-box subunit of the
SCF E3 complex, specifically interacts with phosphorylated SLR1
protein and regulates the gibberellin-dependent degradation of
SLR1 in rice. Plant J. 37, 626–634.
Gray, W.M., Del Pozo, J.C., Walker, L., Hobbie, L., Risseeuw, E.,
Banks, T., Crosby, W.L., Yang, M., Ma, H. and Estelle, M. (1999)
Identification of an SCF ubiquitin-ligase complex required for
auxin response in Arabidopsis thaliana. Genes Dev. 13, 1678–
1691.
Gray, W.M., Kepinski, S., Rouse, D., Leyser, O. and Estelle, M. (2001)
Auxin regulates SCF(TIR1)-dependent degradation of AUX/IAA
proteins. Nature, 414, 271–276.
Gray, W.M., Hellmann, H., Dharmasiri, S. and Estelle, M. (2002) Role
of the Arabidopsis RING-H2 protein RBX1 in RUB modification
and SCF function. Plant Cell, 14, 2137–2144.
Guan, K.L. and Dixon, J.E. (1991) Eukaryotic proteins expressed in
Escherichia coli: an improved thrombin cleavage and purification
procedure of fusion proteins with glutathione S-transferase. Anal.
Biochem. 192, 262–267.
Hajdukiewicz, P., Svab, Z. and Maliga, P. (1994) The small, versatile
pPZP family of Agrobacterium binary vectors for plant transformation. Plant Mol. Biol. 25, 989–994.
Hellmann, H., Hobbie, L., Chapman, A., Dharmasiri, S., Dharmasiri,
N., del Pozo, C., Reinhardt, D. and Estelle, M. (2003) Arabidopsis
AXR6 encodes CUL1 implicating SCF E3 ligases in auxin regulation of embryogenesis. EMBO J. 22, 3314–3325.
Higuchi, R. (1990) Recombinant PCR. In PCR Protocols: A Guide to
Methods and Applications (Ignis, M.A., Gelfand, D.H., Sninsky, J.J.
and White, T.J. eds). San Diego: Academic Press, pp. 177–183.
Imaizumi, T., Tran, H.G., Swartz, T.E., Briggs, W.R. and Kay, S.A.
(2003) FKF1 is essential for photoperiodic-specific light signalling
in Arabidopsis. Nature, 426, 302–306.
Ito, S., Matsushika, A., Yamada, H., Sato, S., Kato, T., Tabata, S.,
Yamashino, T. and Mizuno, T. (2003) Characterization of the
APRR9 pseudo-response regulator belonging to the APRR1/TOC1
quintet in Arabidopsis thaliana. Plant Cell Physiol. 44, 1237–1245.
Jarillo, J.A., Capel, J., Tang, R.H., Yang, H.Q., Alonso, J.M., Ecker,
J.R. and Cashmore, A.R. (2001) An Arabidopsis circadian clock
component interacts with both CRY1 and phyB. Nature, 410, 487–
490.
Kaczorowski, K.A. and Quail, P.H. (2003) Arabidopsis PSEUDO-RESPONSE REGULATOR7 is a signaling intermediate in phytochrome-regulated seedling deetiolation and phasing of the
circadian clock. Plant Cell, 15, 2654–2665.
Kim, W.Y., Geng, R. and Somers, D.E. (2003) Circadian phase-specific degradation of the F-box protein ZTL is mediated by the
proteasome. Proc. Natl Acad. Sci. USA, 100, 4933–4938.
Lechner, E., Xie, D., Grava, S. et al. (2002) The AtRbx1 protein is part
of plant SCF complexes, and its down-regulation causes severe
growth and developmental defects. J. Biol. Chem. 277, 50069–
50080.
Lee, C., Etchegaray, J.P., Cagampang, F.R., Loudon, A.S. and Reppert, S.M. (2001) Posttranslational mechanisms regulate the
mammalian circadian clock. Cell, 107, 855–867.

Li, Y., Gazdoiu, S., Pan, Z.Q. and Fuchs, S.Y. (2004) Stability of
homologue of Slimb F-box protein is regulated by availability of
its substrate. J. Biol. Chem. 279, 11074–11080.
Liu, F., Ni, W., Griffith, M.E., Huang, Z., Chang, C., Peng, W., Ma, H.
and Xie, D. (2004) The ASK1 and ASK2 genes are essential for
Arabidopsis early development. Plant Cell, 16, 5–20.
Makino, S., Matsushika, A., Kojima, M., Yamashino, T. and Mizuno,
T. (2002) The APRR1/TOC1 quintet implicated in circadian
rhythms of Arabidopsis thaliana: I. Characterization with APRR1overexpressing plants. Plant Cell Physiol. 43, 58–69.
Mas, P., Kim, W.Y., Somers, D.E. and Kay, S.A. (2003) Targeted
degradation of TOC1 by ZTL modulates circadian function in
Arabidopsis thaliana. Nature, 426, 567–570.
Matsushika, A., Makino, S., Kojima, M. and Mizuno, T. (2000) Circadian waves of expression of the APRR1/TOC1 family of pseudoresponse regulators in Arabidopsis thaliana: insight into the plant
circadian clock. Plant Cell Physiol. 41, 1002–1012.
Matsushika, A., Imamura, A., Yamashino, T. and Mizuno, T. (2002)
Aberrant expression of the light-inducible and circadian-regulated APRR9 gene belonging to the circadian-associated APRR1/
TOC1 quintet results in the phenotype of early flowering in Arabidopsis thaliana. Plant Cell Physiol. 43, 833–843.
McClung, C.R. (2001) Circadian rhythms in plants. Annu. Rev. Plant
Physiol. Plant Mol. Biol. 52, 139–162.
Michael, S.F. (1994) Mutagenesis by incorporation of a phosphorylated oligo during PCR amplification. Biotechniques, 16, 410–
412.
Michael, T.P., Salome, P.A., Yu, H.J., Spencer, T.R., Sharp, E.L.,
McPeek, M.A., Alonso, J.M., Ecker, J.R. and McClung, C.R. (2003)
Enhanced fitness conferred by naturally occurring variation in the
circadian clock. Science, 302, 1049–1053.
Mizoguchi, T., Wheatley, K., Hanzawa, Y., Wright, L., Mizoguchi, M.,
Song, H.R., Carre, I.A. and Coupland, G. (2002) LHY and CCA1 are
partially redundant genes required to maintain circadian rhythms
in Arabidopsis. Dev. Cell, 2, 629–641.
Restrepo, M.A., Freed, D.D. and Carrington, J.C. (1990) Nuclear
transport of plant potyviral proteins. Plant Cell, 2, 987–998.
Risseeuw, E.P., Daskalchuk, T.E., Banks, T.W., Liu, E., Cotelesage,
J., Hellmann, H., Estelle, M., Somers, D.E. and Crosby, W.L. (2003)
Protein interaction analysis of SCF ubiquitin E3 ligase subunits
from Arabidopsis. Plant J. 34, 753–767.
Sato, E., Nakamichi, N., Yamashino, T. and Mizuno, T. (2002)
Aberrant expression of the Arabidopsis circadian-regulated
APRR5 gene belonging to the APRR1/TOC1 quintet results in early
flowering and hypersensitiveness to light in early photomorphogenesis. Plant Cell Physiol. 43, 1374–1385.
Schulman, B.A., Carrano, A.C., Jeffrey, P.D., Bowen, Z., Kinnucan,
E.R.E., Finnin, M.S., Elledge, S.J., Harper, J.W., Pagano, M. and
Pavletich, N.P. (2000) Insights into SCF ubiquitin ligases from the
structure of the Skp1-Skp2 complex. Nature, 408, 381–386.
Somers, D.E. (2001) Clock-associated genes in Arabidopsis: a family
affair. Philos. Trans. R. Soc. Lond. B Biol. Sci. 356, 1745–1753.
Somers, D.E., Devlin, P.F. and Kay, S.A. (1998) Phytochromes and
cryptochromes in the entrainment of the Arabidopsis circadian
clock. Science, 282, 1488–1490.
Somers, D.E., Schultz, T.F., Milnamow, M. and Kay, S.A. (2000)
ZEITLUPE encodes a novel clock-associated PAS protein from
Arabidopsis. Cell, 101, 319–329.
Somers, D.E., Kim, W.Y. and Geng, R. (2004) The F-Box Protein
ZEITLUPE confers dosage-dependent control on the circadian
clock, photomorphogenesis, and flowering time. Plant Cell, 16,
769–782.
Strayer, C., Oyama, T., Schultz, T.F., Raman, R., Somers, D.E., Mas,
P., Panda, S., Kreps, J.A. and Kay, S.A. (2000) Cloning of the
ª Blackwell Publishing Ltd, The Plant Journal, (2004), 40, 291–301

SCFZTL is required for circadian regulation 301
Arabidopsis clock gene TOC1, an autoregulatory response regulator homolog. Science, 289, 768–771.
Sugano, S., Andronis, C., Green, R.M., Wang, Z.Y. and Tobin, E.M.
(1998) Protein kinase CK2 interacts with and phosphorylates the
Arabidopsis circadian clock-associated 1 protein. Proc. Natl.
Acad. Sci. USA, 95, 11020–11025.
Vierstra, R.D. (2003) The ubiquitin/26S proteasome pathway, the
complex last chapter in the life of many plant proteins. Trends
Plant Sci. 8, 135–142.
Wang, Z.Y. and Tobin, E.M. (1998) Constitutive expression of the
CIRCADIAN CLOCK ASSOCIATED 1 (CCA1) gene disrupts circadian rhythms and suppresses its own expression. Cell, 93, 1207–
1217.
Wang, X., Feng, S., Nakayama, N., Crosby, W.L., Irish, V., Deng,
X.W. and Wei, N. (2003) The COP9 signalosome interacts with
SCF UFO and participates in Arabidopsis flower development.
Plant Cell, 15, 1071–1082.
Xu, L., Liu, F., Lechner, E., Genschik, P., Crosby, W.L., Ma, H., Peng,
W., Huang, D. and Xie, D. (2002) The SCF(COI1) ubiquitin-ligase

ª Blackwell Publishing Ltd, The Plant Journal, (2004), 40, 291–301

complexes are required for jasmonate response in Arabidopsis.
Plant Cell, 14, 1919–1935.
Yamamoto, Y., Sato, E., Shimizu, T., Nakamich, N., Sato, S., Kato,
T., Tabata, S., Nagatani, A., Yamashino, T. and Mizuno, T. (2003)
Comparative genetic studies on the APRR5 and APRR7 genes
belonging to the APRR1/TOC1 quintet implicated in circadian
rhythm, control of flowering time, and early photomorphogenesis. Plant Cell Physiol. 44, 1119–1130.
Yang, M., Hu, Y., Lodhi, M., McCombie, W.R. and Ma, H. (1999) The
Arabidopsis SKP1-LIKE1 gene is essential for male meiosis and
may control homologue separation. Proc. Natl Acad. Sci. USA, 96,
11416–11421.
Young, M.W. and Kay, S.A. (2001) Time zones: a comparative genetics of circadian clocks. Nat. Rev. Genet. 2, 702–715.
Zhao, D., Ni, W., Feng, B., Han, T., Petrasek, M.G. and Ma, H. (2003)
Members of the Arabidopsis-SKP1-like gene family exhibit a
variety of expression patterns and may play diverse roles in
Arabidopsis. Plant Physiol. 133, 203–217.

