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Transcriptional repression via methylation of histone H3 lysine 27
(H3K27) by the polycomb repressive complex 2 (PRC2) is conserved
in higher eukaryotes. The Arabidopsis PRC2 controls homeotic
gene expression, flowering time, and gene imprinting. Although
downstream target genes and the regulatory mechanism of PRC2
are well understood, much less is known about the significance of
posttranslational regulation of PRC2 protein activity. Here, we
show the posttranslational regulation of CURLY LEAF (CLF) SET-
domain polycomb group (PcG) protein by the F-box protein, UP-
WARD CURLY LEAF1 (UCL1). Overexpression of UCL1 generates
mutant phenotypes similar to those observed in plants with
a loss-of-function mutation in the CLF gene. Leaf curling and early
flowering phenotypes of UCL1 overexpression mutants, like clf
mutants, are rescued by mutations in the AGAMOUS and FLOWER-
ING LOCUS T genes, which is consistent with UCL1 and CLF func-
tioning in the same genetic pathway. Overexpression of UCL1
reduces the level of CLF protein and alters expression and H3K27
methylation of CLF-target genes in transgenic plants, suggesting
that UCL1 negatively regulates CLF. Interaction of UCL1 with CLF
was detected in plant nuclei and in the yeast two-hybrid system.
The UCL1 F-box binds in vivo to components of the E3 ligase com-
plex, which ubiquitylate proteins that are subsequently degraded
via the ubiquitin-26S proteasome pathway. Taken together, these
results demonstrate the posttranslational regulation of the CLF
SET-domain PcG activity by the UCL1 F-box protein in the E3
ligase complex.
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Polycomb group (PcG) proteins epigenetically silence gene
expression and play an important role in controlling eu-

karyote cell proliferation, stem cell identity, cancer, genomic
imprinting, and X chromosome inactivation (1, 2). The term
“polycomb” initially referred to mutations in Drosophila that
caused improper specification of body segment identity. Three
different PcG complexes, polycomb repressive complex 1 (PRC1),
PRC2, and PcG-like PRC2, are present in animals and work to-
gether in a stepwise manner to repress expression of their target
genes (3).
The PRC2 complex is highly conserved in Drosophila, mam-

mals, and flowering plants (1, 4). The Drosophila PRC2 complex
is composed of three PcG proteins, Extra Sex Combs (Esc),
Suppressor of Zeste 12 [Su(z)12], and Enhancer of Zeste [E(z)],
as well as additional core proteins, such as p55 (2). Esc and p55
are WD-40 proteins, Su(z)12 is a C2H2 zinc finger, and E(z) is
a SET-domain protein that methylates histone H3 lysine 27
(H3K27), which silences target gene expression. In Arabidopsis,
there is an Esc homolog, FERTILIZATION INDEPENDENT
ENDOSPERM (FIE); p55 homologs, ARABIDOPSIS MUL-
TICOPY SUPRESSPR OF IRA1 to 5 (MSI1 to MSI5); zinc
finger-containing Su(Z) homologs, EMBRYONIC FLOWER 2
(EMF2), VERNALIZATION2 (VRN2) and FERTILIZATION
INDEPENDENT SEED2 (FIS2); and SET-domain E(z) homo-
logs, CURLY LEAF (CLF), SWINGER (SWN), and MEDEA
(MEA) (4).

There are three distinct Arabidopsis PRC2 complexes, which
are named after their respective zinc finger-containing Su(Z)
homolog constituents: EMF2, VRN2, and FIS2. The EMF2 PcG
complex, composed of FIE, MSI1, CLF/SWN, and EMF2, pre-
vents early flowering and regulates vegetative growth (4). During
the vegetative state of development, the EMF2 PcG complex
interacts with CLF to repress the expression of a key floral
promoting gene, FLOWERING LOCUS T (FT), as well as the
floral organ identity genes AGAMOUS (AG) and AGAMOUS-
LIKE 19 (AGL19) (5–7). Mutations in the CLF SET-domain
PcG gene cause pleiotropic phenotypes, including hyponastic
(curly) leaves, homeotic transformation of floral organs, and
early flowering (8). The FIS2 complex is composed of FIE,
MSI1, MEA, and FIS2, which are required for proper seed de-
velopment. Mutations in the MEA SET-domain PcG gene cause
seed abortion, the formation of nonviable embryos, and disrup-
tion of gene imprinting in the endosperm (4, 9).
The ubiquitin-26S proteasome system is conserved in eukar-

yotes (10). Three ubiquitin-ligase activities (E1, E2, and E3) se-
quentially transfer ubiquitin to target proteins that are degraded in
the 26S proteasome complex. The system degrades abnormal
proteins that are produced by biosynthetic errors or have folded
into nonnative conformations. It also controls the level of specific
regulatory proteins that control cell cycle progression, signal
transduction, gene transcription, programmed cell death, and
development in animals as well as hormone synthesis and signal-
ing, plant-pathogen interactions, self-incompatibility, circadian
rhythms, morphogenesis, and histone modifications in plants (10–
12). A well-characterized E3 ligase, SCF, is composed of multiple
subunits: a CULLIN1 (CUL1) scaffold protein; a catalytic RING
domain protein, RING-BOX1 (RBX1); an adaptor protein called
S-PHASE KINASE-ASSOCIATED PROTEIN1 (SKP1) in ani-
mals and ARABIDOPSIS SKP1 HOMOLOG1/2 (ASK1/2) in
Arabidopsis; and an F-box protein, which confers substrate speci-
ficity in the transfer of ubiquitin from theE2 ubiquitin-conjugating
enzyme to the target protein.
Histone methylation by PcG protein complexes maintains

gene silencing (2). Alterations in PcG complex composition and
association to chromatin may be beneficial as organisms undergo
developmental transitions and respond to their environment,
however (4, 13). There is increasing evidence for regulation of
PRC2 activity by posttranslational modifications of PcG proteins
by E3 ubiquitin ligases (14, 15). Here, we show that CLF SET-
domain activity is regulated at the posttranslational level by
UPWARD CURLY LEAF1 (UCL1), the F-box component of
an E3 ligase that binds CLF and targets it for degradation via the
ubiquitin-26S proteasome pathway.
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Results
Plants That Overexpress UCL1, an F-Box Protein Gene, Have Curly
Leaves. We mutagenized Arabidopsis plants using a T-DNA ac-
tivation vector that activates flanking gene expression (16) and
identified a mutation, upward curly leaf1-dominant (ucl1-D),
whose semidominant curly leaf phenotype (Fig. 1A and Fig. S1A)
was also observed in plants with a recessive loss-of-function
mutation in the CLF gene (8). Plasmid rescue methods (16)
revealed that the T-DNA had inserted in the intergenic region
between At1g65740 and At1g65750 (Fig. 1B). Real-time quanti-
tative RT-PCR (qRT-PCR) showed that expression of At1g65740,
At1g65760, and At1g65770 was elevated in ucl1-D homozygous
plants (Fig. S1B). Among these three genes, we observed the curly
leaf phenotype only when overexpressing At1g65740 in transgenic
plants using the Cauliflower Mosaic Virus (CaMV) promoter (Figs.
S1 C and D and S2 B, D, F, and G). We designated At1g65740,
which encodes an F-box protein, as UCL1.

UCL1 Overexpression and clf Loss of Function Produce Similar
Phenotypes. We compared clf and CaMV::UCL1 phenotypes
throughout the Arabidopsis life cycle. Homozygous clf mutant
plants display curly leaves, floral homeotic changes attributable
to the ectopic expression of AG, reduced internode and in-
florescence height (8), and early flowering under reduced day-
length conditions attributable to the derepression of FT (7).
Likewise, homozygous CaMV::UCL1 plants display curly rosette
leaves (compare Fig. S2 C and D); reduced internode and in-
florescence height (Fig. S3A); defects in flower morphology
(compare Figs. S3 B and C and D–I); and homeotic changes of
floral organs, such as petals with stamen-like features (Fig. S3 F
and I) and ovule-bearing sepals with stigmatic papilla (Fig. S3G–
I). CaMV::UCL1 plants flowered early, especially when grown
under short-day conditions (Fig. S3J). Thus, clf and CaMV::
UCL1 plants display similar pleiotropic phenotypes.
We generated CaMV::UCL1; ft-1/ft-1 plants and CaMV::

UCL1; ag-1/ag-1 plants and found that the early flowering and
curly leaf phenotypes in CaMV::UCL1 plants were suppressed by
the ft-1 and ag-1 mutations, respectively (Fig. S3 K and L). This
suggests that CaMV::UCL1, like clf mutants, causes early flow-
ering and leaf curling by derepression of FT and AG, re-
spectively. These results suggest that CaMV::UCL1 and clf cause
pleiotropic phenotypes by the same genetic pathways.

UCL1 Overexpression Activates Expression of CLF-Target Genes and
Alters Their H3K27 Methylation Profiles. We analyzed CLF-target
gene expression by isolating RNA from CaMV::UCL1 and WT
seedlings, which were independently hybridized to Affymetrix
microarrays (Table S1). A list of genes showing significant
changes in expression includes AG and AGL genes as well as
flowering time regulators FT and FLOWERING LOCUS C
(FLC). We verified by real-time qRT-PCR analysis that well-

known CLF-target genes AG, APETALATA3 (AP3), AGL17,
FT, FLC, KNOTTED-LIKE FROM ARABIDOPSIS THALIANA
2 (KNAT2), MEA, and SEPALLATA3 (SEP3) were overex-
pressed in rosette leaves of ucl1-D and CaMV::UCL1 plants (Fig.
2A). By contrast, expression of non–CLF-target genes SEUSS
(SEU), LEUNIG (LEU), APETALATA1 (AP1), and CLF was not
significantly changed by UCL1 overexpression (Fig. 2A). Like-
wise, overexpression of the At1g65770 gene, which is adjacent to
UCL1, did not activate CLF-target genes (Fig. S4A). These
results suggest that CLF-target genes are specifically up-regulated
in plants that overexpress UCL1.
We introduced the pAG-I::GUS gene, consisting of the AG

promoter with the AG first and second introns fused to the
β-glucuronidase (GUS) reporter gene (17), into the CaMV::UCL1
or ucl1-D genetic background. In pAG-I::GUS; CaMV::UCL1
plants, we detected ectopic GUS expression in young rosette
leaves (Fig. 2B and Fig. S5A), floral stems, and petals (Fig. S5D)
compared with the control pAG-I::GUS plants (Fig. 2D and Fig.
S5 C and F). In pAG-I::GUS; ucl1-D plants, we detected a slight
increase in ectopic GUS expression in young leaves (Fig. 2C and
Fig. S5B) and in the floral stem (Fig. S5E, arrow). These results
are consistent with the real-time qRT-PCR data shown in Fig.
2A. By contrast, we could not detect altered GUS expression in
control pAG-I::GUS; CaMV::At1g65770 plants (Fig. S4 B–D).

Fig. 1. Insertion of an activation T-DNA next to an F-box gene. (A) WT, het-
erozygous, andhomozygousucl1-Dmutant plants. (B) Genomic regionflanking
the T-DNA insertion site in ucl1-D plants. bar, Basta-resistance gene; 4 Enhanc-
ers, CaMV enhancer tetrad; LB, T-DNA left border; RB, T-DNA right border.

Fig. 2. Overexpression of UCL1 activates CLF-target genes and alters his-
tone methylation patterns. (A) Real-time qRT-PCR analysis in WT, ucl1-D, and
CaMV::UCL1 plants. Values are plotted relative to the TUBULIN-β-CHAIN2
(TUB2) reference gene and represent the average of duplicate measure-
ments ± SD. AG-I::GUS activity in CaMV::UCL1 (B, arrow), in ucl1-D (C, arrow),
and in WT (D) rosette leaf. (E) Levels of H3K27me3 at AG, FLC, and FT
chromatin in ucl1-D and CaMV::UCL1 seedlings relative to WT. DNA con-
centration after precipitation with H3K27me3 antibody was quantified by
real-time qRT-PCR and normalized to an internal reference (TUB2). Values in
E are plotted relative to WT for each DNA, which was set at 1.0, and rep-
resent the average of triplicate measurements ± SD. TUB, tubulin β-chain 2.
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These results show that UCL1 overexpression, similar to loss-of-
function clf mutations (18), up-regulates AG transcription.
The H3K27me3 silencing mark is reduced at CLF-target genes

in clf mutant plants (7, 19). We found that H3K27me3 levels at
the AG intron D and E regions (Fig. S5G) were significantly
reduced in UCL1 overexpression plants compared with WT
(Fig. 2E and Fig. S5H). Reduced H3K27me3 levels were also
detected at specific intron sites (Fig. S5G) in the FLC and FT
loci (Fig. 2E). Thus, clf mutations (7, 19) and UCL1 overex-
pression reduce H3K27me3 at CLF-target genes.

UCL1 Binds CLF in the Yeast Two-Hybrid System and in Plant Nuclei.
We used the yeast two-hybrid system to determine if the UCL1 F-
box protein binds to CLF. We failed to detect the interaction
when we used full-length UCL1 or CLF (Fig. 3 A and B and
Discussion). CLF amino acids 1–300 interacted with UCL1 amino
acids 201–371 and activated reporter β-galactosidase (lacZ) gene
expression (Fig. 3 A and B). We also checked the binding of
UCL1 to MEA, a SET-domain PcG protein that is closely related
to CLF. MEA amino acids 1–280, corresponding to CLF amino
acids 1–300, did not interact with UCL1 amino acids 201–371
(Fig. 3 A and C). Thus, domains within the CLF and UCL1
proteins specifically interact in yeast.
To determine UCL1 localization, we generated CaMV::UCL1:

GFP transgenic plants. GFP activity was detected in root cell
nuclei (Fig. 4A), indicating that UCL1 is a nuclear protein like
CLF (20). We investigated the in vivo interaction between full-
length UCL1 and CLF using bimolecular fluorescence comple-
mentation (BiFC) (21). We detected a strong reconstituted YFP
signal in the nucleus when CaMV::nEYFP:CLF and CaMV::
cEYFP:UCL1 were cotransformed into Arabidopsis protoplasts
(Fig. 4B, Lower). These results demonstrate that UCL1 interacts
with CLF in plant nuclei.

UCL1 Binds Proteins in the E3 Ligase Complex. We checked the in-
teraction of F-box UCL1 with other polypeptides in an SCF E3
ubiquitin ligase complex with the yeast two-hybrid system. UCL1
interacted with ASK1, an Arabidopsis SKP1 homolog, and also
with ASK2, albeit with weaker binding activity (Fig. 4C). UCL1Δ
with most of its F-box deleted (amino acids 44–371) (Fig. 3A)
failed to interact with ASK1 (Fig. 4C), indicating that the F-box
motif in UCL1 is essential for ASK1 binding activity. As expected,
UCL1 did not directly interact with CUL1 (Fig. 4C), which needs
ASK1 to mediate UCL1 F-box protein binding to the CUL1
scaffold protein to form an SCF complex (22, 23).
We performed coimmunoprecipitation experiments to de-

termine if UCL1 is part of the SCF complex in vivo. Using
Arabidopsis protoplasts, UCL1 and CUL1 with hemagglutinin
(UCL1-HA and CUL1-HA) were coimmunoprecipitated when
GFP-tagged ASK1 (ASK1-GFP) was coexpressed and reacted
with anti-GFP antibodies (Fig. 4D). These results show that
UCL1 is a component of the SCF complex in plant nuclei.

UCL1 Overexpression Reduces CLF Protein Level. F-box proteins bind
target proteins that are ubiquitylated and subsequently degraded
in the proteasome (10, 24). In protein blot experiments with GFP
antibody, we detected GFP:CLF fusion protein in control ho-
mozygous CaMV::GFP:CLF seedlings as well as in F1 seedlings
generated by crossing CaMV::GFP:CLF with WT plants (Fig.
4E). By contrast, the level of GFP:CLF fusion protein was sig-
nificantly reduced in F1 seedlings generated by crossing CaMV::
GFP:CLF with CaMV::UCL1 plants (Fig. 4E). To confirm that
GFP:CLF RNA levels are not altered in F1 seedlings, we mea-
sured RNA expression in these plants by qRT-PCR. CLF and
GFP RNA is expressed at a similar level in F1 seedlings gener-
ated by crossing CaMV::GFP:CLF with WT plants and with
CaMV::UCL1 plants (Fig. S6 A and B).
We checked UCL1 and AG RNA expression as a positive

control, as well as SWN and MSI1 expression as a negative
control (Fig. S6 C–F).

We also measured in vivo GFP fluorescence in root tissues.
Control F1 plants generated by crossing CaMV::GFP:CLF with
WT displayed strong GFP fluorescence in the root elongation
zone (Fig. 4F) and root tip (Fig. 4G and Fig. S4H). By contrast, we
detected a significant reduction of GFP fluorescence in the root
elongation zone (Fig. 4H) and root tip (Fig. 4I and Fig. S4I) in
F1 plants generated by crossing CaMV::GFP:CLF with CaMV::
UCL1. In control experiments, ectopic expression of CaMV::
At1g65770 did not diminish GFP fluorescence (Fig. S4J). Taken
together, these results indicate that overexpression of UCL1
specifically decreases the level of GFP:CLF protein in planta.

UCL1 Function During Endosperm and Stamen Development. qRT-
PCR experiments revealed significant UCL1 expression in flow-
ers, particularly in siliques with developing seeds and in male
reproductive structures, stamens (Fig. S7A). We measured UCL1

Fig. 3. UCL1 specifically binds to CLF but not to MEA in the yeast two-
hybrid assay. (A) Schematic diagram of UCL1, CLF, and MEA. The amino acid
numbers of proteins used in the yeast two-hybrid analysis are shown. (B)
Interaction between UCL1 and CLF in the yeast two-hybrid assay. (C) In-
teraction between UCL1 and MEA in the yeast two-hybrid assay. (D) In-
teraction test between UCL1Δ and CLF, as well as between UCL1Δ and MEA,
in the yeast two-hybrid assay. F, clones encoding full-length proteins; lacZ,
β-galactosidase enzyme activity; SD-LW, synthetic dextrose minimal medium
without leucine and tryptophan; SD-LWAH, synthetic dextrose minimal
medium without leucine, tryptophan, adenine, and histidine.
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promoter activity by analyzing transgenic plants with UCL1::
GUS (transcriptional fusion) or UCL1::UCL:GUS (translational
fusion) genes. Cytoplasmic GUS activity in UCL1::GUS plants
was detected in young stamens (Fig. S7 B and C) and in early
endosperm development (Fig. S7 D–F). In UCL1::UCL1:GUS
plants, GUS activity was detected soon after fertilization in the
primary endosperm nucleus (Fig. 5A) and in proliferating en-
dosperm nuclei (Fig. 5 B–D). We did not detect GUS activity in
the zygote or embryo (Fig. 5 A–D).
To understand the function of UCL1 in WT plant de-

velopment, we examined the phenotype of ucl1 loss-of-function
mutations caused by insertion of a T-DNA in the UCL1 gene. No
developmental abnormalities were detected in homozygous ucl1-
1 seed (Fig. S2E). It is possible that the extensive genetic re-
dundancy within the F-box gene family (12) might have masked
the effects of the ucl1-1 mutation (Discussion).
To gain clues about UCL1 function, we examined the effect of

overexpressing its target, CLF, in a region of the plant where
UCL1 is expressed, the endosperm. We used the endosperm-
specific MEA promoter to express CLF and found a high level of
CLF expression in seeds of transgenic MEA::CLF plants com-
pared with WT (Fig. 5E). Interestingly, we detected phenotypes
associated with loss-of-function mea mutations (25, 26), in-
cluding aborted seeds (Fig. 5F), excessive endosperm cell pro-
liferation (Fig. 5I), proliferation of unfertilized central cells, and
seed-like structure formation in the absence of fertilization (Fig.
5K), which were not detected in WT seeds (Fig. 5 G, H, and J).
We also detected ectopic expression of the AGL62 transcription
factor that controls endosperm cellularization, which is also
observed in mea mutant seed (27) (Fig. S7G). Control experi-
ments showed that the MEA::CLF transgene did not affect MEA
gene expression in the seed (Fig. S7H). These data show that
ectopic expression of CLF in the endosperm is detrimental to

seed development. One possibility is that overexpression of CLF
in the endosperm suppresses the activity of the closely related
MEA PcG protein.

Discussion
Posttranslational Regulation of PcG Proteins. In Arabidopsis, the
ubiquitin-26S proteasome system’s role as a regulatory system is
comparable in breadth and depth to transcriptional gene regu-
lation (12). The Arabidopsis and rice F-box gene families each
have ∼700 members (28). By comparison, there are 68 and 74 F-
box genes in the human and mouse genomes, respectively (29).
Some Arabidopsis F-box proteins have clear animal homologs,
but most, like UCL1, are plant-specific.
Cullin serves as the backbone of the SCF complex and interacts

with RBX1 via its C terminus and with the SKP1 (ASK1) adapter
protein via its N terminus (23). SKP1 (ASK1) protein also binds
to the F-box motif of F-box proteins to form the complete com-
plex (24). In F-box proteins, the 60-aa F-box motif is at the N
terminus and the domain that binds to the target protein is at
the C terminus (30, 31). Likewise, the well-conserved N-terminal
F-box motif of UCL1 interacts with ASK1 protein (Fig. 4), and its
C-terminal domain interacts with its target protein, CLF (Fig. 3).
Full-length UCL1 or CLF protein failed to interact in the

yeast two-hybrid system (Fig. 3). Similar results have been
reported for the binding of full-length F-box proteins and their
targets in yeast, however. For example, the Arabidopsis full-
length F-box protein, UNUSUAL FLORAL ORGANS (UFO),
and its full-length target, the LEAFY (LFY) transcription factor,
bind at a low level in the yeast two-hybrid system (32). Deletion
of the F-box domain resulted in more than an eightfold en-
hancement of binding, however, and it was concluded that the
protein-protein interaction domain in the UFO F-box became

Fig. 4. UCL1 forms an SCF complex, binds CLF, and reduces CLF protein level. (A) Subcellular localization of UCL1:GFP fusion protein in root cells. Subcellular
localization of UCL1:GFP fusion protein in CaMV::UCL1:GFP transgenic plants in the root tip of light-grown seedlings is shown by confocal laser scanning
microscopy using a GFP filter set. A merged image using DIC, PI, and GFP filter sets is shown. (Inset) Close-up view using GFP and PI filter sets. (B) BiFC assay for
protein-protein interaction of UCL1and CLF in Arabidopsis cells. (Upper) No YFP signal in the nucleus when CaMV::nEYFP:CLF and CaMV::cEYFP (without
UCL1) were cotransfected as a negative control. (Lower) Reconstituted YFP signal in the nucleus when CaMV::nEYFP:CLF and CaMV::cEYFP:UCL1 were
cotransfected. The known transcription factor FES, fused with CFP, was used as a nucleus marker after cotransformation. DIC, differential interference
contrast microscopy. (C) Yeast two-hybrid assay for interaction of UCL1 with ASK1 and ASK2. UCL1Δ has a deletion (amino acids 1–43) and does not contain
most of the N-terminal F-box motif. −LW, synthetic dextrose minimal (SD) medium without leucine and tryptophan; −LWU, synthetic dextrose minimal (SD)
medium without leucine, tryptophan, and uracil; lacZ, β-galactosidase enzyme activity. (D) Coimmunoprecipitation of UCL1, CUL1, and ASK1. Proteins from
protoplasts transformed with constructs expressing GFP, UCL1-HA, CUL1-HA, and ASK-GFP were precipitated (Output) or not precipitated (Input) with anti-
GFP antibody, run on SDS/PAGE gels, blotted, and reacted with Anti-HA or Anti-GFP antibodies. *Neddylated CUL1. (E) Protein blot with anti-GFP antibody in
CaMV::GFP:CLF 15-d-old seedlings or from F1 seedlings generated by crossing CaMV::GFP:CLF with the indicated lines. For a loading control, ribulose-
bisphosphate carboxylase (RbcS) protein was stained with Ponceau. GFP fluorescence in the root elongation (F and H) and differentiation zone (G and I) from
F1 plants generated by crossing CaMV::GFP:CLF with WT (F and G) or with CaMV::UCL1 (H and I). (Scale bars: A, 20 μm; B, 10 μm; G–I, 20 μm.)
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accessible when the F-box domain was deleted. It has also been
suggested that the unoccupied F-box motif antagonizes the
target-binding activity (33). Likewise, full-length UCL1 (amino
acids 1–371) did not bind CLF amino acids 1–300, whereas
UCL1 with most of its F-box deleted (amino acids 44–371)
bound CLF amino acids 1–300 (Fig. 3D). Indeed, it is a common
problem with the yeast two-hybrid system that full-length pro-
teins have buried domains not available for interactions with
other proteins (34). This likely explains why full-length UCL1
and its target, CLF, fail to interact in the yeast two-hybrid sys-
tem. Nevertheless, we successfully detected full length-protein
interaction using BiFC in planta (Fig. 4B).
Within the UCL1 C-terminal domain is a conserved DO-

MAIN OF UNKNOWN FUNCTION 295 (DUF295) that may
be responsible for binding CLF. If so, there is considerable ge-
netic redundancy because there are ∼40 genes in Arabidopsis that
encode proteins with an F-box domain and a DUF295 domain.
There are three domains in CLF: a C-terminal SET domain in-
volved in H3K27 methylation (19); a central C5 domain that
interacts with the VEFS domain of EMF2, FIS2, and VRN2 PcG
proteins (18); and an N-terminal domain of unknown function. It
is the CLF N-terminal domain, whose sequence is specific to
CLF, that binds to UCL1 in the yeast two-hybrid system (Fig. 3).
Thus, the specificity of the interaction in Arabidopsis likely
resides in the interaction between the redundant UCL1 DUF295
domain and the unique CLF N-terminal domain.

Function of UCL1 During Arabidopsis Development.Mutations in the
CLF and MEA genes primarily cause defects during vegetative
and reproductive development, respectively, suggesting that they
function primarily in distinct developmental stages (4). Consis-
tent with this idea, it was recently reported that CLF might be
the ancestral PcG gene and that MEA may have acquired
a unique reproductive role in seed development during evolution
(35). It has previously been shown that CLF functions in the
vegetative stage of development and is likely to be regulated
transcriptionally (18). Surprisingly, the expression patterns of
CLF and MEA were shown not to be mutually exclusive. For

example, CLF and MEA have overlapping expression patterns
during plant reproduction (35) and both are expressed in the
endosperm, where UCL1 promoter activity is detected (Fig. 5).
Ectopic expression of CLF from the MEA promoter results in
mea-like mutant phenotypes (Fig. 5), suggesting that CLF com-
petes with MEA in the formation of PRC2 complexes. This is
consistent with the fact that both CLF and MEA are able to
interact in vitro with the same Su(z) homologs, including FIS2,
that are expressed in endosperm (18, 36). So, the question arises,
how is CLF and MEA function separated during endosperm
development when their respective RNA expression patterns and
ability to interact with PcG proteins overlap? One possibility is
that UCL1, expressed on fertilization in the primary endosperm
cell and in actively dividing endosperm cells, specifically binds
and ubiquitinylates CLF, resulting in its degradation, leaving
MEA free to form PRC2 complexes in the endosperm that are
essential for seed viability (4).
Understanding the validity of the above model at the molec-

ular level requires a more thorough knowledge of the levels of
MEA and CLF RNA and protein in the Arabidopsis endosperm
than is currently available as well as the relative affinity of FIS2
binding to MEA and CLF. Generating multiple KO mutants for
endosperm-specific F-box proteins that target CLF could be used
test this model at the genetic level, however. In silico and other
molecular analyses (e.g., binding to CLF in the yeast two-hybrid
system) could be used to find those F-box proteins. Plants with
loss-of-function mutations in the appropriate F-box genes could
be generated by genetic crosses to determine whether they show
defects in seed development.
In summary, we have identified a previously undescribed post-

translational mechanism for the control of PRC2 PcG activity
and have demonstrated an interaction between the ubiquitin-26S
proteasome pathway and PcG-mediated gene silencing during
Arabidopsis development.

Materials and Methods
Full details of methods used in this study are presented in SI Materials
and Methods.

Fig. 5. Ectopic expression of CLF in the endosperm causes
mea-like phenotypes. GUS activity in a mature UCL1::UCL1:
GUS ovule right after fertilization (A) and in seeds 4 (B), 18
(C), and 36 (D) h after self-pollination. Em, embryo; En, en-
dosperm nucleus; Pen, primary endosperm nucleus; Z, zygote.
(E) Real-time qRT-PCR analysis of CLF RNA level in WT and
MEA::CLF transgenic plants at the indicated days after self-
pollination (DAP). Values are plotted relative to expression
of CLF in WT at 2 DAP, which was set at 1.0, and represent
the average of duplicate measurements ± SD. (F) MEA::CLF
transgenic plants containing abnormal aborted seeds (ar-
rowhead) and small white unfertilized ovules. AS, aborted
seed; Ov, ovule. (G) WT open silique. WT seed (H) orMEA::CLF
seed (I). Unfertilized WT ovule (J) or MEA::CLF ovule (K) at 4 d
after removal of anthers is shown. Cc, central cell nucleus;
Ec, egg cell nucleus. Arrowheads point to nuclei of pro-
liferating endosperm cells. (Scale bars: A–D and H–K, 50 μm;
F and G, 500 μm.)
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Plant Materials and Growing Conditions. The ucl1-D mutant was isolated from
an activation-tagging mutant library as described previously (37). Plants
were grown under previously described conditions (38).

Histochemical GUS Staining and Microscopy. Methods for GUS staining, fixing
tissues, and microscopy are as described previously (38).

Recombinant Plasmid Construction. Methods for generating CaMV::UCL1,
4× Enh::UCL1, CaMV::UCL1:GFP, UCL1::GUS, UCL1::UCL1:GUS, and MEA::
CLF constructs are described in SI Materials and Methods.

Microarray Analysis. Total RNAwas isolated using an RNeasyMini kit (Qiagen).
Probe synthesis, detection, and scanning were performed according to
protocols from Affymetrix, Inc.

Real-Time qRT-PCR. RNA levels were quantified by real-time qRT-PCR (iQ5; Bio-
Rad), and data were analyzed with iCycle iQ system software (Bio-Rad).
Primer sequences are listed in Table S2.

ChIP. ChIP was performed as described previously (39) with minor mod-
ifications. Sonication was performed at 30% for 5 × 10 s, 0.6 s on/0.4 s off in
each 1 s, with a Fisher Scientific Sonic Dismembrator 500.

BiFC Assay. The plant expression vectors pSAT4-nEYFP-C1 (E3801) and pSAT4-
cEYFP-C1-B (E3802) were used to generate constructs, which were in-
troduced in pairs into Arabidopsis protoplasts by PEG transfection as de-
scribed previously (40).

Yeast Two-Hybrid Assay. The pGBKT7 bait vector and pGADT7 or pGAD424
prey vector in the Matchmaker Two-Hybrid system (Clontech Laboratories)
were used. Assay conditions were as described by the manufacturer.

Coimmunoprecipitation Assay. Coimmunoprecipitation was carried out as
described previously (41). Protein was immunoprecipitated with polyclonal
rabbit anti-GFP antibody (Invitrogen) and detected with monoclonal mouse
anti-GFP (Clontech Laboratories) and monoclonal rat anti-HA (Roche)
monoclonal antibodies.
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SI Materials and Methods
Plant Materials and Growing Conditions.Arabidopsis plants were the
Col-0 ecotype except for CaMV::GFP:CLF in clf-50 (null allele)
that was Ws ecotype (1), pAG-I::GUS that was Nossen (No-0)
ecotype (2), and ag-1 that was Ler ecotype.

Histochemical GUS Staining and Microscopy. To detect GFP and
YFP fluorescence, we used a 488-nm laser line for excitation and
a BP 500- to 530-nm filter for emission. To detect propidium
iodide (10 μg/mL; Molecular Probe), we used a 543-nm laser line
for excitation and an LP 560-nm filter for emission. To detect for
CFP fluorescence, we used a 458-nm laser line for excitation and
a 480- to 520-nm filter for emission.

Recombinant Plasmid Construction. UCL1 cDNA clones were ob-
tained by RT-PCR with primer sets JCW494/JCW495, JCW269/
JCW271, and JCW77/JCW78 (Table S2) usingWTCol-0 cDNAas
a template, which were fused to theCaMV promoter derived from
pBI 111-L, pMN20, and pGWB5 vectors using restriction enzymes
or Gateway technology. The resulting constructs were referred
to as CaMV::UCL1, 4× Enh::UCL1, and CaMV::UCL1:GFP, re-
spectively. To generate UCL1::GUS or UCL1::UCL1:GUS con-
structs, PCR-amplified DNAs containing the UCL1 upstream
region (−4,089 to −1 relative to the translational start site) were
generated with primer sets JCW402/JCW386 and JCW402/
JCW387 (Table S2) using WT genomic DNA template, which
were subcloned into SalI andBamHI sites in the pBI101 vector. To
generate a MEA::CLF construct, PCR-amplified DNAs contain-
ing the MEA upstream region (−3,888 to −1 relative to the
translational start) were generated with primer sets JCW478/
JCW479 (Table S2), and the CLF full-length coding region was
generatedwith primer sets JCW463/JCW464 (Table S2) usingWT
genomic DNA template, which were inserted into the SalI and
BamHI sites of the pBI101 vector.

Microarray Analysis. Fragmented cRNA was hybridized to the
Arabidopsis Genome ATH1 arrays at 45 °C for 16 h and stained
with a streptavidin–phycoerythrin complex. After staining, inten-
sities were determined with a GeneChip scanner 3000 (Affyme-
trix) using GCOS Affymetrix software. Genes with significant
changes in expression were selected by applying a t test (one-way
ANOVAWelch t test; P= 0.05). A cutoff value of twofold change
was adopted to discriminate expression of genes.

Real-Time qRT-PCR. Total RNAs were extracted using an RNeasy
Mini Kit (Qiagen). Following DNase-I treatment using an RNase
free DNase kit (Qiagen), 2 μg of total RNA of each sample was
converted to cDNA using olige dT primer (18mer) and a Re-
vertAid first-strand cDNA synthesis kit (Fermentas). qPCR was
performed using the SYBR green Supermix with an iCycler (Bio-
Rad). Primer sequences for real-time PCR were designed ac-
cording to theUniversal Probe Library forArabidopsis fromRoche
Applied Science. Templates were run in triplicate, and the iQ5
Optical System Software (Bio-Rad) was used to determine the
threshold cycle (Ct) when fluorescence significantly increased
above background. Gene-specific transcripts normalized to β2 tu-
bulin were quantified by theΔΔCtmethod (Ct of gene of interest−
Ct of β2 tubulin). Real-time SYBR-green dissociation curves
showed one species of amplicon for each primer combination.

ChIP.DNA-protein cross-linkedchromatinwas isolated from4μgof
seedlings grown in Petri dishes containing MS medium as de-

scribed previously (3). In brief, 100 μg of each chromatin sample
was diluted 10-fold with nuclei lysis buffer [50mMHepes (pH 7.5),
150mMNaCl, 1mMEDTA, 1%SDS, 0.1% sodium deoxycholate,
1% Triton X-100, 1× protease inhibitor mixture] and incubated
with 5 μL of antibody (anti-trimethyl H3K27; Upstate) at 4 °C for
5 h, followed by a 2-h incubation with 75 μL of protein A-agarose/
Salmon spermDNA (Upstate) under constant rotation. The gene-
specific primer sets used for PCR reactions were JCW486/JCW487
for AG-D, JCW488/JCW489 for AG-E, JCW490/JCW491 for FT-
I, and JCW492/JCW493 for FLC-I (Table S2) to detect histone
methylation profiles of AG (1), FT, and FLC nucleosomes (4) in
ucl1-D and CaM::UCL1 mutant backgrounds. Immunopre-
cipitated DNA was analyzed by PCR using Phusion High-Fidelity
DNA Polymerase (Finzyme) and real-time qPCR (iQ5; Bio-Rad)
using iQ SYBR green Supermix (Bio-Rad).

BiFC Assay. Full-length UCL1 and CLF were amplified with gene-
specific primer sets JCW503/JCW504 and JCW507/JCW508 (Ta-
ble S2) and cloned into the plant expression vectors pSAT4-
nEYFP-C1 (E3801) and pSAT4-cEYFP-C1-B (E3802) to generate
constructs of CaMV::nEYFP:CLF and CaMV::cEYFP:UCL1. Six-
teen to 24 h after introduction in pairs into Arabidopsis protoplasts
by PEG transfection, protein-protein interactions were determined
by confocal microscopy. The FES transcription factor fused with
the CFP reporter was used as nucleus marker after cotransfection.

Yeast Two-Hybrid Assay. UCL1 and CLF cDNA fragments encod-
ing UCL1 first (amino acids 1–261), UCL1 second (amino acids
201–371),CLF first (amino acids 1–300),CLF second (amino acids
241–700), and CLF third (amino acids 601–902) were obtained by
PCR amplification with specific primer sets: JCW375/JCW376,
JCW377/JCW378, JCW379/JCW380, JCW381/JCW382, and
JCW383/JCW384, respectively. The UCL1 (amino acids 1–371),
UCL1Δ (amino acids 44–371), ASK1, ASK2, and CUL1 cDNAs
were amplified by RT-PCR using the primer sets JCW576 to
JCW584 (Table S2). Sequences were subcloned into the pGBKT7
bait vector and pGADT7 or pGAD424 prey vector. We used the
yeast PBN204 strain that contains ADE2, URA3, and lacZ re-
porters as well as the yeast AH109 strain that contains AED2,
HIS3, MEL1, and lacZ reporters.

Coimmunoprecipitation Assay. UCL1, ASK1, and CUL1 cDNAs
were generated by RT-PCR amplification with paired primer sets
JCW585 to JCW590, respectively (Table S2), and inserted intoHA
or GFP tagging plant expression vectors CsVMV999::HA3 and
CsV-GFP-999, respectively. UCL1-HA, CUL1-HA, ASK1-GFP,
and GFP (negative control) were introduced into Arabidopsis
protoplasts by PEG transfection as described previously (5). After
incubation overnight in a growth chamber, cells were harvested
and sonicated in 500 μL 1× immunoprecipitation (IP) buffer
containing 50mMTris-HCl (pH 7.4), 150mMNaCl, 1mMPMSF,
1 mMEDTA, 1% Triton X-100, and a protease inhibition mixture
(Roche). After centrifugation, 50 μL of supernatant was removed
for input and 450 μL of supernatant was incubated with 2 μL of
polyclonal rabbit anti-GFP antibody (Invitrogen) in a total volume
of 900 μL for 3 h, followed by a 2-h incubation with protein A
Sepharose beads (GE Healthcare) at 4 °C. The pellet fraction was
washed six times with IP buffer without Triton X-100. The protein
extracts and immunoprecipitated samples were separated on 10%
(wt/vol) SDS/PAGE gel, transferred to PVDF membrane, and
detected with monoclonal mouse anti-GFP (Clontech Laborato-
ries) andmonoclonal rat anti-HA (Roche)monoclonal antibodies.
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Fig. S1. Insertion of an activation T-DNA next to an F-box gene phenocopies the clf mutation. (A) Genotyping primer set JCW132/JCW133 (Table S2) amplifies
a 971-bp fragment from WT, and JCW132 and LB1(JCW11) amplify a 613-bp fragment from the homozygous ucl1-D mutant. In the heterozygous ucl1-D
mutant, both fragments are simultaneously amplified. (B) Real-time qRT-PCR analysis of RNA levels of genes flanking the T-DNA in WT and homozygous ucl1-D
mutants. Values are plotted relative to expression of At1g65740 in WT, which was set at 1.0, and represent the average of triplicate measurements ± SD. (C)
CaMV::UCL1 plant. (D) 4× Enh::UCL1 plant. Plants are 25 d old. (Scale bar: 1 cm.)
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Fig. S2. Overexpression of At1g65740 (UCL1) causes a curly leaf phenotype. (A) Thirty-day WT plant with flat leaves. (B) Thirty-day CaMV::UCL1 transgenic
plant with curly leaves. (C) Twenty-five–day WT plant with flat rosette leaves. (D) Twenty-five–day CaMV::UCL1 plant with curly rosette leaves. (E) Thirty-day
ucl1-1 mutant plant. (F) Thirty-day CaMV::At1g65760 transgenic plant with flat leaves. (G) Thirty-day CaMV::At1g65770 transgenic plant with flat leaves. All
plants in A to G were grown in long-day conditions (16-h light/8-h dark). (Scale bars: A, B, E, and G, 1 cm; C and D, 1 mm.)

Fig. S3. CaMV::UCL1 transgenic plants display floral homeotic changes and early flowering. (A) Forty-five–day WT and CaMV::UCL1 homozygous plants. (B)
WT flower. (C) CaMV::UCL1 flower with curly sepals and petals. (D) CaMV::UCL1 inflorescence with premature opening of floral buds. CaMV::UCL1 flowers with
reduced petals (E), stamen-like petals (F), stigma-like sepals (G), and carpel-like sepals (H). (I) CaMV::UCL1 flower with reduced petals, stamen-like petals, and
carpel-like sepals. (J) Sixty-five–day WT and CaMV::UCL1 plants grown under 12-h light/12-h dark conditions. (K) Thirty-five–day CaMV::UCL1; ft-1/ft-1 plant
grown in long-day conditions shows suppressed early flowering. (L) Thirty-day CaMV:: UCL1; ag-1/ag-1 plant grown under long-day conditions (16-h light/8-h
dark) with suppressed a curly leaf phenotype. (Inset) Close-up view of an ag flower with reiterated sepals and petals. (Scale bars: B–I, 1 mm; K and L, 1 cm.)
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Fig. S4. Ectopic expression of At1g65770 is not related to CLF. (A) Real-time qRT-PCR analysis of RNA levels in WT, ucl-D, and CaMV::At1g65770 plants. Values
in A are plotted relative to expression of the TUB reference gene and represent the average of duplicate measurements ± SD. (B) AG-I::GUS activity in CaMV::
At1g65770 plants before bolting. (C) AG-I::GUS activity in CaMV:: At1g65770 rosette leaf. (D) AG-I::GUS activity in CaMV:: At1g65770 inflorescence after
bolting. Fs, floral stem; Pe, petal. (E–G) DIC images of the root differentiation zone. Genotypes of roots are indicated. DIC, differential interference contrast
microscopy. (H–J) GFP fluorescence in the root differentiation zone. Genotypes in H–J are the same as in E–G. (Scale bars: H–J, 20 μm.)
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Fig. S5. Ectopic expression of UCL1 activates CLF-target genes and alters histone methylation patterns. AG-I::GUS activity in CaMV::UCL1 (A), ucl1-D (B), and
WT (C) plants before bolting. AG-I::GUS activity in CaMV::UCL1 (D), ucl1-D (E), and WT (F) plant inflorescences after bolting. Fs, floral stem; Pe, petal. Arrows in
A, B, D, and E indicate ectopic GUS expression. (G) Schematic genomic structure of AG, FT, and FLC genes showing the regions used for ChIP analysis. Exons are
filled boxes, and gray bars are amplified regions. (H) Semiquantitative PCR amplification of DNA before antibody precipitation (Input), without antibody
precipitation (No Ab), or after precipitation with antibody specific for H3K27me3 is shown. Control amplifications of ACTIN2/7 (ACT), PHOSPHOFRUCTOKINASE
(PFK), and regions from TA3 retrotransposon are shown.
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Fig. S6. Expression of genes in CaMV::GFP:CLF and CaMV::GFP:CLF crossed plants as indicated. Real-time qRT-PCR analysis of CLF (A), mGFP6 (B), UCL1 (C), AG
(D), SWN (E), andMSI1 (F) RNA levels in CaMV::GFP:CLF and CaMV::GFP:CLF crossed plants is indicated. Values are plotted relative to expression of each gene in
CaMV::GFP:CLF, which was set at 1.0, and represent the average of duplicate measurements ± SD.
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Fig. S7. Expression of UCL1, AGL62, and MEA. (A) Real-time qRT-PCR analysis of UCL1 RNA level in WT plants at different stages of development. Values are
plotted relative to expression of UCL1 in siliques, which was set at 1.0, and represent the average of triplicate measurements ± SD. (B) GUS activity in UCL1::GUS
floral clusters. (C) GUS activity in UCL1::GUS flowers. GUS activity in UCL1::GUS developing seeds 2 (D), 4 (E), and 16 (F) h after pollination. (Scale bars: B and C,
1 mm; D–F, 20 μm.) Real-time qRT-PCR analysis of AGL62 (G) and MEA (H) RNA level in WT and MEA::CLF developing seeds as indicated. (G) Values are plotted
relative to expression of AGL62 at 7 days after self-pollination (DAP) of WT, which was set at 1.0, and represent the average of duplicate measurements ± SD.
(H) Values are plotted relative to expression of MEA in 2 DAP of WT, which was set at 1.0, and represent the average of duplicate measurements ± SD.
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Table S1. Microarray data of CaMV::UCL1 seedlings at 10 d after germination

Name Symbol Fold change ox #44-3 Fold change ox #17-1

F-box family protein AT1G65740 449.93 391.04
AGAMOUS AG 481.93 552.83
AGAMOUS-LIKE 1/SHATTERPROOF 1 AGL1/SHP1 19.35 23.26
AGAMOUS-LIKE 2/SEPALLATA 1 SEP1/AGL2 6.01 —

AGAMOUS-LIKE 4/SEPALLATA 2 SEP2/AGL4 6.07 4.79
AGAMOUS-LIKE 5 AGL5/SHP2 12.96 15.04
AGAMOUS-LIKE 8/FRUITFULL AGL8/FUL 3.82 3.51
AGAMOUS-LIKE 9/SEPALLATA 3 SEP3/AGL9 32.73 27.27
AGAMOUS-LIKE 17 AGL17 4.90 3.54
AGAMOUS-LIKE 19 AGL19 7.34 7.98
AGAMOUS-LIKE 24 AGL24 2.18 2.16
AGAMOUS-LIKE 31/MADS AFFECTING FLOWERING2 AGL31/MAF2 0.28 —

AGAMOUS-LIKE 42 AGL42 3.74 3.31
APETALA3 AP3 2.20 —

FLOWERING LOCUS C/AGAMOUS-LIKE 25 FLC/AGL25 13.48 14.21
FLOWERING LOCUS T FT 4.47 7.63
KNOTTED-LIKE 1/BREVIPEDICELLUS KNAT1/BP — 2.38
KNOTTED-LIKE 2 KNAT2 — 2.36
SHOOT MERISTEMLESS/BUMBERSHOOT STM/BUM — 2.15
MADS AFFECTING FLOWERING 4 MAF4 2.69 2.24
MADS AFFECTING FLOWERING 5 MAF5 3.89 3.75
EARLY FLOWERING 4 ELF4 2.59 2.13
EMBRYONIC FLOWER 1 EMF1 4.80 5.16
FLOWERING PROMOTING FACTOR 1 FPF1 2.97 2.03

ox, overexpression line of UCL1.
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Table S2. List of primer sequences used in this study

Label Oligo name Sequence

JCW11 LB3 TTGACCATCATACTCATTGCTG
JCW22 IK054 ATGTGATATCTAGATCCGAAAC
JCW77 At1g65740 attB1 AAAAAGCAGGCTTCAACATGGTAGATTGGTCTACCTTACC
JCW78 1g65740attB2w/ostop AGAAAGCTGGGTCAAGAAAGCTAGGAAAAAACATTTC
JCW79 At1g65760 attB1 AAAAAGCAGGCTTCAACATGGTTGATTGCGATTGGTCTAA
JCW80 1g65760attB2 w/ostop AGAAAGCTGGGTcGACAAAGCTAGGATAAAACATTTC
JCW132 108964-F CTGTCTCCGAGATTCAAGAATCT
JCW133 108964-R AATAAATATAGTTCAGCTACATCC
JCW170 At1g65770 attB1 AAAAAGCAGGCTTCAACATGGCTGATTGGTCTACCTTACC
JCW171 At1g65770 attB2 AGAAAGCTGGGTcGAGAAAGCTAGGAACAAACATTTG
JCW269 Sal-65740Pro F ACGCGTCGACCCATCCCTCACTTGGTTTCCCA
JCW271 Sal-65740G wi R-2 ACGCGTCGACTATGAGATCTCTTACTTGCTTGAG
JCW336 65740 GenoL GAATCGGTAGGGATGGAACA
JCW337 65740 genoR TTTTTGGTTTGTCACAGTTTGT
JCW386 Bam 40PRO 4K R CGCGGATCCCATTTTGCTACTTTGATTGTTTGT
JCW387 Bam 40PNC 4K R CGCGGATCCAAGAAAGCTAGGAAAAAACATTTC
JCW402 Sal 40PRO 4K F-1 ACGCGTCGACAAGCAGACCGCACTGAGAAT
JCW463 gCLF4kF_Bam CGGGATCCATGGCGTCAGAAGCTTCGCCTT
JCW464 gCLF4kRw_Bam CGGGATCCCTAAGCAAGCTTCTTGGGTCTAC
JCW478 pMEA4kR_Sal GTCGACCATTAACCACTCGCCTCTTCTTT
JCW479 pMEA4kF_Sal GTCGACAATCTAGTGGCAGCCATCGTAAA
JCW486 ChIP-AG-D-F ATTCGACACGCAATTTCCA
JCW487 ChIP-AG-D-R ATCTTGCGCTCAATTCCAAC
JCW488 ChIP-AG-E-F GTTGGAATTGAGCGCAAGAT
JCW489 ChIP-AG-E-R TGAACATTGGGTATTGACCA
JCW490 ChIP-FT-I-F CCAGATGTTCCAAGTCCTAGCAACC
JCW491 ChIP-FT-I-R GGTGTGGGCTTTTTTGGGAGAC
JCW492 ChIP-FLC-I-F GTCATTCACGATTTGTTTGATACGATCTG
JCW493 ChIP-FLC-I-R GATCTCCCGTAAGTGCATTGCA
JCW494 Bam_1g65740_F CGGGATCCATGGTAGATTGGTCTACCTTACCGG
JCW495 Xho_1g65740_R CCCTCAGTCAAAGAAAGCTAGGAAAAAACATTTCG
JCW503 40 F Sal GTCGACATGGTATGGTCTACCTTACC
JCW504 40 R stop Bam GGATCCTCAAAGAAAGCTAGGAAAAAACATTTC
JCW507 CLF F Sal GTCGACATGGCGTCAGAAGCTTCGCCTT
JCW508 CLF R stop Bam GGACTTCAGCAAGCTTCTTGGGTCTACCA
JCW81 q-TUB2-L ATCGATTCCGTTCTCGATGT
JCW82 q-TUB2-R ATCCAGTTCCTCCTCCCAAC
JCW85 q-AG-L TTCCCAAGAAAAATAAAACTTTCC
JCW86 q-AG-R TCTCCTCCTAGCTCCGATTG
JCW95 q-FLC-L GAAGAGAACCAGGTTTTGGCTA
JCW96 q-FLC-R TTTGTCCAGCAGGTGACATC
JCW118 q-65740-L CTCTCACGTGCAGCCTTCTT
JCW119 q-65740-R TGATTATCCAGCCCTTACTCG
JCW120 q-65760-L GCTGTTGGGGAGACTTGAGAT
JCW121 q-65760-R GGCGCTCCACAATATAAAGC
JCW122 q-65770-L GCAAGAAAAACCCTTTCAGGA
JCW123 q-65770-R GAGAGGTTTGTTTGGGTTAGGA
JCW388 q-AP3-LP AAGAATCTCATACATGAGCTGGAA
JCW389 q-AP3-RP TTGGTATCCAAGAACTGAGTCGT
JCW390 q-AGL17-LP CACTGACAAGCTCTATGACTTTGC
JCW391 q-AGL17-RP CCTCCATCTTAGCCGTATTGA
JCW396 q-KNAT2-LP CAGCGTCTGCTACAGCTCTTT
JCW397 q-KNAT-RP TCATCCGCTGCTATGTCATC
JCW398 q-SEP3-LP GAAAGCTGTACGAGTTTTGCAG
JCW399 q-SEP3-RP TTGAAGGCACATTGGGTTCT
JCW413 q-AP2-L TCCCAATTCAAACCACCAAT
JCW414 q-AP2-R CGCCGGAAACAGTGAGAA
JCW415 q-SEUSS-L CGAACAGGACCAATCGAGA
JCW416 q-SEUSS-R GCTGCTGCCTAAGCTGGT
JCW417 q-LEUNIG-L TCTCTCAAGAACCCTAGATTCTTTTT
JCW418 q-LEUNIG-R CAGAACCCTAATTCGATCTTCAG
JCW480 q-65740_1 F TTGTGATGGCTACCGATACTTG
JCW481 q-658740_1 R CGACTTTCTGGTGATACTACTTCC
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Table S2. Cont.

Label Oligo name Sequence

JCW484 q-FT-F GGTGGAGAAGACCTCAGGAA
JCW485 q-FT-R GGTTGCTAGGACTTGGAACATC
JCW517 q-MEA-F ACATGGGTCTTCACCAAAAGTAG
JCW518 q-MEA-R TTCTAGTGCCTCACCATTCAAA
JCW519 q-CLF-F GTTCGATATCAATGGAAATATGGTT
JCW520 q-CLF-R CTTTGCCTCTCCTACGTAGAAATC
JCW576 UCL1 2-F Bam GGCGGATCCGTGTAGATTGGTCTACCTTACC
JCW577 UCL1 44-F Bam GGCGGATCCGTAAGAATCCTTTCCATAGGCG
JCW578 UCL1 R Pst CAACTGCAGTCAAAGAAAGCTAGGAAAAAAC
JCW579 ASK1 GADT7 F Eco GAATTCTCTGCGAAGAAGATTGTGTTGAA
JCW580 ASK1 GADT7 R Pst CTGCAGCTCATTCAAAAGCCCATTGGTTCT
JCW581 ASK2 GADT7 F Eco GAATTCTCGACGGTGAGAAAAATCACTCT
JCW582 ASK2 GADT7 R Pst CTGCAGCTCATTCAAACGCCCACTGATTCT
JCW583 CUL1 GADT7 F Eco GAATTCGAGCGCAAGACTATTGACTTGG
JCW584 CUL1 GADT7 R Pst CTGCAGCCTAAGCCAAGTACCTAAACATGT
JCW585 UCL1 HA_F_Stu AGGCCTACCATGGTAGATTGGTCTACCTTACC
JCW586 UCL1 HA_R w/o_Bam GGATCCAAGAAAGCTAGGAAAAAACATTTC
JCW587 ASK1 GFP_F_Xba TCTAGAGACCATGGGGATGTCTGCGAAGAAGATTGTGTT
JCW588 ASK1 GFP_Rw/oBam GGATCCTTCAAAAGCCCATTGGTTCTCTC
JCW589 CUL1 HA_F_Stu AGGCCTACCATGGAGCGCAAGACTATTGACTT
JCW590 CUL1 HA _Rw/o_Bam GGATCCAGCCAAGTACCTAAACATGTTAG
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