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SUMMARY
We have identified a subcortical maternal complex (SCMC) that assembles during oocyte growth
and is essential for zygotes to progress beyond the first embryonic cell divisions. At least four
maternally encoded proteins contribute to this MDa complex: FLOPED, MATER and TLE6 interact
with each other while Filia binds independently to MATER. Although the transcripts encoding these
proteins are degraded during meiotic maturation and ovulation, the SCMC proteins persist in the
early embryo. The SCMC, located in the subcortex of eggs, is excluded from regions of cell-cell
contact in the cleavage-stage embryo and segregates to the outer cells of the morulae and blastocyst.
Flopedtm/tm and/or Matertm/tm eggs lack the SCMC, but can be fertilized. However, these embryos
do not progress beyond cleavage stage development and female mice are sterile. The proteins are
conserved in humans and similar maternal effect mutations may result in recurrent embryonic loss.
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INTRODUCTION
During oocyte growth and maturation, mammalian eggs accumulate proteins required for
successful fertilization and early embryogenesis. After ovulation into the oviduct, fusion of
egg and sperm results in calcium-mediated egg activation (Swann et al., 2006) and
establishment of the diploid embryo required for development (Aronson and Solter, 1987). In
mice, the first cell division is complete within ~24 hours and the second, ~12 hours later
(Bolton et al., 1984). At fertilization, each gamete is transcriptionally inert and robust
embryonic gene expression is not detected until the two-cell stage (Latham and Schultz,
2001). During the hiatus between maternal and zygotic nuclear transcription, early
development relies on post-transcriptional gene regulation. It has been long appreciated that
proteins required for the transition from the maternal to zygotic program of development must
be maternally encoded, but specific constituents have been elucidated only recently.
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To identify maternal effect genes, we have searched among targets of regulatory cascades
operative during oogenesis. Figla encodes an oocyte-specific basic helix-loop-helix (bHLH)
transcription factor that was first identified by its role in the coordinate activation of zona
pellucida genes encoding an extracellular matrix that surrounds ovulated eggs and mediates
fertilization (Liang et al., 1997). Genetic ablation of Figla not only affects zona gene
expression, but also prevents formation of primordial follicles which suggests regulation of
additional genetic pathways (Soyal et al., 2000). To uncover potential targets of FIGLA that
might function as maternal effect genes, the transcriptomes of normal and Figla null newborn
ovaries were compared by microarray and SAGE (Joshi et al., 2007).

The success of these screens was confirmed by the identification of Mater (Maternal antigen
that embryos require; official name Nlrp5) one of the first molecularly characterized maternal
effect genes in mice that encodes a 125 kDa protein, the absence of which precludes embryonic
progression beyond two-cell embryos (Tong et al., 2000). Recently, an oocyte-specific binding
partner of MATER was identified and designated Filia (Ohsugi et al., 2008). Transcripts of
each gene accumulate during oogenesis and, although the mRNA is degraded during meiotic
maturation, the cognate proteins persist until the early blastocyst stage of pre-implantation
embryogenesis. Filia and MATER proteins physically interact with one another and co-localize
in the subcortex of eggs and early embryos. Both proteins are reversibly excluded from regions
of cell-cell contact with subsequent restriction to the subcortex of ‘outer’ cells and exclusion
from ‘inner’ cells, the precursors of the embryonic epiblast.

Analysis of the aforementioned SAGE libraries identified two additional maternal effect genes,
Dppa3 (Payer et al., 2003) and Padi6 (Esposito et al., 2007) that were present with ≥10 SAGE
tags in normal and 0 tags in null ovaries (Joshi et al., 2007). We now characterize a fourth
maternal effect gene (2410146L05Rik) from this screen which we designate Floped (Factor
located in oocytes permitting embryonic development). FLOPED interacts with MATER,
TLE6 (a putative transcriptional co-repressor) and Filia with MATER to form a subcortical
maternal complex (SCMC). Genetic ablation of individual components provides evidence that
this subcortical maternal complex is required for normal cleavage stage mouse development.

RESULTS
Expression of Floped

Floped expression was detected in mouse ovaries, but not in eleven other tissues including
male testes (Figure 1A), and, within the ovary, expression was restricted to growing oocytes
(Figure 1B). Floped transcripts were first detected at embryonic day 15.5 (E15.5) and peaked
1 week after birth, an expression profile consistent with regulation by Figla which is first
expressed beginning at E13.5 (Figure 1C). FLOPED protein was present in the subcortex of
eggs where it overlapped with cortical F-actin, but extended further into the cytoplasm (Figure
1D). Beginning at the two-cell stage, FLOPED was excluded from regions of cell-cell contact,
a phenomenon that was readily reversible upon disaggregation of blastomeres in the absence
of calcium (Supplemental Figure 1A). The continued exclusion from cell-cell contact during
pre-implantation embryogenesis resulted in the apparent absence of FLOPED in the ‘inner’
cells of the morula and from the ‘inner cell mass’ of the blastocyst (Supplemental Figure 1B)

Generation and Analysis of Flopedtm/tm Mice
Floped null mouse lines were established from a gene-trapped embryonic stem cell line and
disruption of the locus was confirmed by PCR and DNA sequencing (Supplemental Figure 2A,
data not shown). Mating Floped+/tm females and males produced 18 litters with 157 offspring
of which 33 (21%) were Floped+/+, 90 (57%) were Floped+/tm and 35 (22%) were
Flopedtm/tm mice, consistent with expected Mendelian ratios of 1:2:1. Floped+/tm and
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Flopedtm/tm mice were viable, grew to adulthood and appeared grossly normal. Both normal
and mutant Floped transcripts were present (Figure 1E), but using an anti-FLOPED antibody
that recognizes both normal and mutant FLOPED proteins, no mutant FLOPED-β-
galactosidase fusion protein was observed in mutant mice (Figure 1F). Immunoblots using
anti-β-galactosidase antibodies confirmed the absence of a fusion protein in the transgenic mice
(data not shown). Thus, homozygous Floped mutant female mice are functionally null with no
detectable FLOPED protein in their ovaries or oocytes.

Both Flopedtm/tm and control mice (Figure 1G) had normal ovarian histology in which follicles
of all stages were present, including corpora lutea resulting from past ovulations. FLOPED
was detected by immunofluorescence in growing oocytes within control heterozygous, but not
homozygous Floped null ovaries (Supplemental Figure 2C). The number of eggs recovered
after superovulation with gonadotrophins was similar (average ± s.e.m., number of animals)
in Flopedtm/tm (28.2 ± 2.5, n=12) null and Floped+/tm control mice (31.1 ± 2.8, n=13) and were
morphologically indistinguishable (Figure 1H). Floped+/tm female controls produced normal
sized litters with Flopedtm/tm (8.3 ± 1.9 pups/litter, n=30); Floped+/tm (9.0 ± 2.4 pups/litter,
n=29); and Floped+/+ (8.0 ± 2.1 pups/litter, n=16) males. In each case, the mutant Floped allele
was inherited with normal Mendelian ratios (data not shown). In contrast, 19 Flopedtm/tm

females never became visibly pregnant and produced no offspring despite mating for three
months with either Floped+/+, Floped+/tm or Flopedtm/tm males.

Maternal Effect on Pre-implantation Embryogenesis
To resolve the discrepancy between the sterile phenotype and seemingly normal ovarian
physiology, embryos were recovered from Flopedtm/tm female mice at E0.5 (embryonic day
0.5), E1.5, E2.5 and E3.5. Eggs from Flopedtm/tm females were fertilized and comparable
numbers of normal appearing one-cell zygotes were recovered from oviducts of control and
mutant female mice at E0.5 (Figures 2A,2B). However, progression from one- to two-cell
embryos was delayed 6–8 hours (Figure 2C) and blastomeres derived from Flopedtm/tm mice
were often (57.6%, 74/128) unequal in size with attenuated contact regions compared to normal
embryos (Figure 2A, E1.5). Fewer embryos (<20%) derived from Flopedtm/tm mice progressed
beyond the two-cell stage (Figure 2B) and by E2.5 those had formed cytoplasmic blebs and
fragmented (Figure 2A). Normal morula and blastocysts were recovered from control females
as expected at E2.5 (Figures 2A,2B) and E3.5 (data not shown).

Identification of Potential Binding Partners of FLOPED
Using anti-FLOPED antibodies, ovarian lysates of Flopedtm/tm and normal mice were
precipitated and analyzed by SDS-PAGE (Figure 3A). Bands that co-precipitated in normal
but not Floped were digested with trypsin and analyzed by microscale tandem mass
spectrometry. As anticipated, FLOPED was present in the immunoprecipitate and was
identified based on two peptides covering 17% of the 164 amino acid protein. MATER (1163
amino acids), present in the subcortex of eggs with a null phenotype similar to Flopedtm/tm

(Tong et al., 2000), was also detected based on 23 unique peptides (24% coverage) as was Filia
(346 amino acids), a recently described binding partner of MATER (8 peptides, 22% coverage).
Unexpectedly, TLE6 (Transducin-Like Enhancer of Split 6), a mammalian homologue of
Drosophila Groucho, was identified as a co-precipitate with 8 peptides covering 17% of its 581
amino acids (Figure 3A).

Tle6 belongs to the Groucho/Tle super family of transcriptional co-repressors that plays critical
roles in a range of developmental processes (Bajoghli, 2007; Buscarlet and Stifani, 2007).
Tle6 was expressed predominantly in ovaries (Figure 3B) where, similar to Floped and
Mater, its transcripts accumulated in growing oocytes (Figure 3B, inset). The developmental
expression of Tle6, which began at E15.5 and peaked in the first week after birth (Figure 3C),
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was similar to Floped (Figure 1A) and consistent with co-regulation of the two genes.
Floped, Mater and Tle6 transcripts accumulated during oogenesis and their abundance was
greatest in fully grown (80 μm) oocytes. During meiotic maturation and ovulation, the vast
majority of FLOPED, MATER and TLE6 transcripts was degraded and virtually none was
detected by the two-cell stage of embryogenesis (Figure 3D). However, the cognate proteins,
first observed in growing oocytes, persisted during pre-implantation embryogenesis up to the
blastocyst stage of development (Figure 3E).

FLOPED, MATER, TLE6 and Filia Form a Complex
Physical interactions of FLOPED, MATER, TLE6 and Filia were investigated by co-
immunoprecipitation (Figure 4A). All four proteins were present in normal, but only residual
amounts of MATER, TLE6 and Filia were observed in Floped null ovarian lysates. Using
antibodies to either FLOPED or TLE6, all four proteins were immunoprecipitated from normal,
but none from Floped null ovarian lysate. The ability of antibodies to TLE6 to
immunoprecipitate itself, but not the other three proteins, suggested that TLE6, and by
extension MATER and Filia, were present in Floped null oocytes (albeit at lower abundance),
but not in complex with one another.

To further investigate the physical interactions among the SCMC components, pairs of the four
proteins were expressed in COS cells. Cells lysates co-transfected with FLOPED-EGFP and
either MATER-myc, TLE6 or Filia-HA were incubated with anti-EGFP to immunoprecipitate
FLOPED and potential binding partners were detected by immunoblots of the precipitate.
FLOPED interacted with MATER and TLE6, but not Filia (Figure 4B). Co-transfections with
MATER-myc and each of the other three expression vectors confirmed FLOPED-MATER
binding and demonstrated interactions between MATER and TLE6 as well as MATER and
Filia (Figure 4C). Co-transfection of TLE6 and each of the other three expression vectors
confirmed FLOPED/TLE6 and MATER/TLE6 interactions, but did not detect binding of TLE6
and Filia (Figure 4D). In reciprocal co-transfections with Filia-HA and each of the other three
expression vectors, Filia did not bind to FLOPED or TLE6, but did bind to MATER (Figure
4E).

To explore the possibility that FLOPED, MATER, TLE6 and Filia might participate in a
common supramolecular complex, extracts from eggs were separated by FPLC gel filtration
and individual fractions were analyzed by immunoblot (Figure 4F). The peak fraction
containing all four proteins fell between the void volume (Mr ~2000 kDa) and 669 kDa. The
presence of Filia (50 kDa) in later fractions suggests either self oligomerization or interactions
with other cytoplasmic proteins.

Localization of the Subcortical Maternal Complex in Pre-implantation Embryos
Using antibodies to FLOPED, MATER and TLE6, the three proteins co-localized in the
subcortex of eggs and preimplantation embryos (Figure 5A). The fluorescent signals from each
protein were attenuated where the zygotic membrane was in contact with polar bodies and each
protein was seemingly excluded from the region of cell-cell contact at the two-cell stage. With
subsequent cell division, this exclusion affected the entire surface of some cells and resulted
in the absence of co-localizing signals in the ‘inner’ cells of morulae and in the ‘inner cell
mass’ of blastocysts (Figure 5A). The similar expression pattern of the four genes, the physical
interactions of the four cognate proteins and their co-localization in conjunction with the sterile
phenotype of Flopedtm/tm and Matertm/tm female mice define a Subcortical Maternal Complex
(SCMC) required for progression through early cleavage stages of pre-implantation
development.
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The localization of the complex to cells of the trophectoderm in blastocysts (Figure 5A) raised
the possibility that the presence of the SCMC triggers, either directly or indirectly, a
commitment of the ‘outer’ cell progeny to become trophectoderm (Ohsugi et al., 2008).
Tead4 encodes a transcription factor with an evolutionarily conserved TEA domain that binds
to DNA. Tead4 null mice do not form a trophectoderm during pre-implantation development
which results in embryonic lethality (Yagi et al., 2007; Nishioka et al., 2008). To determine if
cell lineage or external location of a free cell surface dictated the presence of the SCMC, E3.5
Tead4 null embryos were stained with antibodies to TLE6 and FLOPED. As reported (Yagi
et al., 2007; Nishioka et al., 2008), null embryos did not form blastocysts, but remained as a
clump of cells all of which were OCT4 positive, indicative of epiblast lineage.
Immunolocalization of the SCMC with antibodies to TLE6 (Figure 5B) and FLOPED (Figure
5C) was restricted to ‘outer’ cells of E3.5 Tead4 null embryos.

The SCMC Depends on the Presence of FLOPED and MATER
Embryos derived from Flopedtm/tm and Matertm/tm females had a similar phenotype which was
indistinguishable from that observed in embryos derived from double mutant mice (Figure 2B,
data not shown). Because of the strong sterile phenotypes observed in embryos derived from
homozygous null females from each these three lines, the ability to form the SCMC in the
absence of either protein product was investigated. Eggs from control, Flopedtm/tm or
Matertm/tm females were incubated with antibodies specific to FLOPED, MATER, TLE6 or
Filia while F-actin was detected with phalloidin (Figures 6A-D). Normal subcortical F-actin
localization was not significantly affected by the absence of FLOPED or MATER. However,
the SCMC was not observed and there was no subcortical localization of MATER, TLE6 or
Filia in the Flopedtm/tm or of FLOPED, TLE6 or Filia in Matertm/tm eggs. Signals from MATER,
TLE6 and Filia were faint, but diffusely detected in the cytoplasm of Flopedtm/tm eggs as were
FLOPED, TLE6 and Filia in Matertm/tm eggs.

These decreases were confirmed by immunoblots of lysates of Flopedtm/tm and Matertm/tm eggs
(Figure 6E). In Flopedtm/tm eggs, MATER was 4.8% and TLE6 was 5.0% of normal levels.
Neither FLOPED nor Filia was detected. In Matertm/tm eggs, there was residual MATER
protein as previously observed (Ohsugi et al., 2008) and FLOPED, TLE6 and Filia were 10.3%,
9.9% and 5.5% of normal, respectively. Although below the level of detection in these assays
of 10 eggs, Filia were still faintly visible in the confocal microscopic images of Flopedtm/tm

eggs (Figure 6D). Levels of Mater, Tle6 and Filia transcripts in Flopedtm/tm or of Floped,
Tle6, and Filia transcripts in Matertm/tm was similar to that in normal ovaries (data not shown),
suggesting instability of component proteins in the absence of the SCMC.

To determine if replacement of FLOPED would stabilize the other components and reform the
SCMC, a bicistronic vector expressing Floped and GFP was injected into Flopedtm/tm oocytes.
Expression was not observed in all oocytes (Figure 6F, insets), but those that expressed GFP
as a control for successful injection, also expressed FLOPED and reformed the SCMC (Figure
6F). The signal from the subcortical co-localization of FLOPED and Filia in the SCMC was
comparable, albeit more diffuse, to that observed in control oocytes (Figures 6A,6D). Taken
together, these results suggest that FLOPED, MATER and TLE6 directly interact each and that
Filia directly interacts only with MATER in forming the SCMC, the stability of which is
dependent on FLOPED and MATER (Figure 6G).

DISCUSSION
The interregnum of nuclear transcription between meiotic maturation in oocytes and activation
of the embryonic genome ensures critical roles for pre-existing stores of RNA and proteins
(Seydoux and Braun, 2006). Through gene targeting studies, individual maternal proteins have
been implicated as essential for cleavage-stage development in mouse (Zheng and Dean,
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2007). We have now identified a MDa complex of proteins composed of at least four
components (FLOPED, MATER, TLE6, Filia) located in the subcortex of eggs and required
for pre-implantation mouse development. Although the absence of the SCMC significantly
impedes development beyond the two-cell embryo, it seems likely that defects arise earlier as
progression from one- to two-cells is delayed and the initial cell division is often asymmetrical.
This could result from abnormalities in syngamy, mitotic spindle formation, cytokinesis or cell
cycle progression and could affect later events in embryonic development including axes
formation, a subject of intense investigative interest (Rossant and Tam, 2004; Motosugi et al.,
2005; Louvet-Vallee et al., 2005; Kurotaki et al., 2007; Bischoff et al., 2008).

Although genetic ablation of either Floped or Mater (or both) does not materially affect
intraovarian folliculogenesis, ovulation or fertilization, the failure of mutant embryos to
complete cleavage stage development results in a striking female sterile phenotype. FLOPED
is the smallest (18 kDa, 164 amino acids) component, but its absence disrupts complex
formation as effectively as MATER, the largest (125 kDa, 1163 amino acids). Genetic ablation
of the genes encoding Filia (38 kDa, 346 amino acids) and of TLE6 (65 kDa, 581 amino acids)
has not been reported. Three of the proteins have motifs associated with protein-protein
interactions: MATER has 13 leucine-rich repeats (Kobe and Kajava, 2001) near its carboxyl
terminus; TLE6 has 5 WD (~31 amino acid tryptophan-aspartate) repeats (Li and Roberts,
2001); and Filia has a novel 23 amino acid 10 fold repeat not described in other proteins.
FLOPED contains a single ~70 amino acid KH (hnRNA K homology) domain, multimers of
which associate with single-strand (RNA or DNA) nucleic acid (Valverde et al., 2008).

The SCMC has an Mr between 669 and 2000 kDa that is considerably in excess of the total
mass (~250 kDa) of the four identified proteins. In addition, FLOPED, MATER, TLE6 or Filia
(by themselves or paired with each other) fail to localize to the subcortex in heterologous cells
(data not shown) which suggests the presence of additional components to anchor the SCMC
near the membrane. In the current studies, PADI6 was identified by tandem mass spectrometry
after immunoprecipitation with anti-FLOPED antibodies (6 peptides, 11% coverage). Padi6
encodes an oocyte-specific, 77 kDa peptidylarginine deiminase that is preferentially located
in the cortex of eggs and preimplantation embryos (Wright et al., 2003). Padi6tm/tm females
ovulate eggs that can be fertilized, but do not progress beyond cleavage stage embryogenesis
and females are sterile (Esposito et al., 2007). Similar to embryos derived from Mater null
females (Tong et al., 2000), embryos from Padi6 null females have impaired embryonic
transcription and dysregulation of protein translation (Yurttas et al., 2008), a recapitulation
which implicate PADI6 as a fifth member of the SCMC. The enzymatic activity of
peptidylarginine deiminase converts arginine to citrulline in proteins and clarification of its
role in early embryogenesis should provide additional insights into the role of the SCMC in
early development.

The expression of the genes that encode at least four of these proteins (Floped, Mater, Tle6,
Padi6) is regulated by FIGLA (Factor in the germline, alpha), a bHLH transcription factor. A
role in activation of Filia remains indeterminate as transcripts were not represented in the
screened microarrays and SAGE libraries used to identify potential downstream targets (Joshi
et al., 2007). FIGLA was initially implicated as a transcription factor in the coordinate
expression of the zona pellucida genes (Zp1, Zp2, Zp3) that encode three proteins that form an
extracellular matrix surrounding eggs and pre-implantation embryos. Each zona gene contains
a canonical E-box (CANNTG) within 250 bp of its transcription start site which when ablated
affects reporter gene expression in heterologous cells (Liang et al., 1997). Zona transcripts
were more abundant in normal than in Figla null ovaries (Soyal et al., 2000; Joshi et al.,
2007). Thus, it appears that FIGLA regulates at least two multi-component complexes critical
for early development, the extracellular zona pellucida and the intracellular SCMC. As
observed with other tissue-specific bHLH master regulators (e.g. myoD, Tapscott, 2005), it is
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likely that FIGLA does not act in isolation and that other transcription factors are critical
modulators of genetic hierarchies required for successful fertilization and the onset of
development. Recently, heterozygous mutation of Figla have been observed in two patients
with premature ovarian failure (Zhao et al., 2008) raising the possibility that genetic pathways
affected by FIGLA are causal in disease.

Impaired progression beyond the first embryonic cleavage has been observed in a number of
experimental settings including defects in cell cycle, cytokinesis, and activation of the
embryonic genome. Maternal ablation of the Brg1 (official name: Smarca4), the catalytic
subunit of SWI/SNF remodeling complex (Bultman et al., 2006) or of Ube2a, a ubiquitin-
conjugating DNA repair enzyme (Roest et al., 2004), effectively arrests development at two-
cells as does treatment with α-amanitin, an inhibitor of RNA polymerase (Golbus et al.,
1973; Warner and Versteegh, 1974; Flach et al., 1982). Embryos derived from Matertm/tm and
Padi6tm/tm females also have a pronounced decrease in de novo transcription in two-cell
embryos (Tong et al., 2000; Yurttas et al., 2008) which raises the possibility that the SCMC
plays a role in activation of the embryonic genome. However, it remains perplexing how a
subcortical complex would affect nuclear events, although disruption of TCL1 (T cell
leukemia/lymphoma 1) mediated shuttling of Akt (protein kinase B) into the nucleus inhibits
embryonic progression (Narducci et al., 2002; Pekarsky et al., 2000). Perhaps more likely, the
observed decrease in transcription and deregulation of translation reflects impeding death of
early embryos derived from Mater and Padi6 null females. To further investigate the role of
SMCM in cell cycle progression and cytokinesis, we are establishing suitable reagents for in
vivo investigations using time-lapse confocal microscopy.

The persistence of the SCMC in the early blastocyst raises the possibility of a role(s) beyond
ensuring embryonic progression through cleavage stage development. Following the third cell
division, the blastomeres compact to form the morula and individual embryonic cells are
polarized with the SCMC remaining at the apical cortex. Subsequent cell division, orthogonal
to the axis of polarity results in ‘outer’ cells that contain the SCMC and ‘inner’ cells that do
not. Outer cells contribute progeny to the trophectoderm (precursor to the placenta) whereas
‘inner’ cells form the embryonic inner cell mass (Tarkowski and Wroblewska, 1967; Johnson
and Ziomek, 1981). The plasticity in the reformation of the SCMC in ‘inner cells’ after release
from cell-cell contacts may reflect the regulative nature of early mouse embryogenesis.
Embryos lacking TEAD4 do not form a trophectoderm (Yagi et al., 2007; Nishioka et al.,
2008) and the persistence of the SCMC in the outer cells of E3.5 Tead4 null embryos indicates
that topology rather than cell lineage determines the presence of the complex. Thus, the SCMC
does not appear to be sufficient to establish trophectoderm lineage.

Other maternal proteins adopt a polarized location during pre-implantation development, some
as early as the two-cell stage including TCL1 and UCH-L1 (ubiquitin carboxylterminal
hydrolase L1). Although Tcl1 and Uchl1 homozygous null female are fertile, both have marked
decreases in fecundity with litter sizes about half the number of normal (Narducci et al.,
2002; Sekiguchi et al., 2006). Additional embryonic proteins such as EZRIN and PAR3/aPKC
also become polarized, albeit not until the 8-cell stage of embryogenesis. Ezr null mice die
perinatally (Saotome et al., 2004) and EZRIN is an early marker of blastomere polarization
and of trophoblast precursor cells (Louvet et al., 1996; Dard et al., 2001). The PAR3/aPKC
complex is asymmetrically located in the 8-cell embryo and experimental disruption of either
protein in individual blastomeres in vitro, partially redirects their cell fate toward that of an
‘inner’ cell after the fourth embryonic cleavage (Plusa et al., 2005). Whether these proteins
interact with the SCMC beginning at the 8-cell stage of development has not been ascertained,
but their apical localization occurs after the initial formation of the complex.
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In earlier screens looking for oocyte-specific proteins, 2410146L05Rik (FLOPED) was
identified as cat, dog or mouse oocyte expressed protein (C/D/MOEP) and proposed as an RNA
binding proteins based on the presence of a KH domain (Pierre et al., 2007; Herr et al.,
2008). However, staining RNA in normal embryos with acridine orange did not co-localize
with the SCMC and treatment with RNase did not disrupt the complex as determined by
immunoprecipitation (data not shown). Nevertheless, specific transcripts could bind to the
SCMC and given the prominent role of RNA localization in development (Strome and
Lehmann, 2007), this possibility warrants further investigation. Human homologues can be
identified for FLOPED (149 amino acids, 39% identity), MATER (1200 amino acids, 46%
identity), TLE6 (449 amino acids, 44% identity), Filia (217 amino acids, 41% identity) and
PADI6 (694 amino acids, 67% identity). Thus, further elucidation of the molecular role of the
SCMC in the arrested development observed with embryos derived from Flopedtm/tm and
Matertm/tm female mice may provide insights into clinical infertility or recurrent spontaneous
abortion.

EXPERIMENTAL PROCEDURES
Experimental Animals and Isolation of Eggs and Embryos

Mice were maintained in compliance with the guidelines of the Animal Care and Use
Committee of the National Institutes of Health under a Division of Intramural Research,
NIDDK approved animal study protocol. A gene-trapped ES cell line (139A2-3, Centre for
Modeling Human Disease, University of Toronto, Canada) was microinjected into C57BL/6
blastocysts (Li et al., 1999) and germline transmission was confirmed by PCR genotyping
using Extract-N-Amp Tissue PCR Kits (Sigma-Aldrich). Floped null (Supplemental Data),
Mater null (Tong et al., 2000), Tead4 null (Yagi et al., 2007) and control CF1, C57BL/6J and
FVB female mice (4–5 week old) were stimulated with gonadotrophins to obtain ovulated eggs
or embryos (Rankin et al., 2003). Oocytes, eggs and embryos were collected in M2 medium
(Chemicon) and embryos were cultured in EmbryoMax® KSOM medium (Millipore) at 37°C
in 5% CO2.

RNA Isolation and Quantitative Real-time RT-PCR
Total RNA or mRNA was isolated from mouse tissues with RNeasy Mini Kit (Qiagen) and
Dynabeads® mRNA DIRECT™ Micro Kit (Dynal), respectively. Transcript abundance was
assessed by qRT-PCR using TaqMan® probes and gene-specific primers (Applied
Biosystems). Each data point was the average of duplicate assays performed on three
independently obtained biological samples and expressed as a percent of GADPH abundance
(average, ± s.e.m.). The abundance of normal and mutant Floped transcripts was assayed by
semi-quantitative PCR with OneStep RT-PCR Kit (Qiagen) and in situ hybridization was
performed as described (Ohsugi et al., 2008).

Photomicroscopy
Rabbit antisera were raised to FLOPED (1–19 aa) and TLE6 (172–191 aa) peptide antigens
(Covance). Using these and antisera specific to MATER and Filia (sources of other antibodies
are listed in Supplemental Data), confocal and immunofluorescence images were obtained on
LSM 510 and Axioplan Zeiss microscopes, respectively (Ohsugi et al., 2008). For triple
staining, individual rabbit antibodies were directly labeled by Monoclonal Antibody Labeling
Kits (Invitrogen). Fixed, plastic embedded tissue was stained and imaged as described (Rankin
et al., 1999).
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Immunoblots, Co-immunoprecipitation and Mass Spectrometry
SDS-PAGE separated samples were transferred to PVDF membrane (Invitrogen) and
incubated with primary antibodies, second antibodies and developed with SuperSignal West
Dura Extended Duration Substrate (Pierce Biotechnology). Results were analyzed with a
LAS-3000 using Multi Gauge software (FujiFilm Medical Systems). Ovarian lysates were
precipitated using ProFound™ Mammalian Co-Immunoprecipitation Kit (Pierce
Biotechnology) and, after SDS-PAGE, protein bands of interest were identified by the NIDDK
Proteomics and Mass Spectrometry Facility. In addition, Floped cDNA cloned in pEGFP-C2
(Clontech), Tle6 in pCMV-SPORT6 (Invitrogen), Mater in pCMV-myc and Filia pCMV-HA
(Clontech) were transfected into COS cells (Yi et al., 2007) and immunoprecipitated using
antibody to EGFP, Myc, HA and TLE6, prior to analysis by immunoblot.

Gel Filtration Chromatography
Using an AKTApurifier FPLC System (GE Healthcare), egg lysates were chromatographed
on a Superose 6 10/300 GL column pre-equilibrated with PBS, 100 μM KCl, 1 μM EDTA and
1 μM DTT, pH 7.4. The column was calibrated with protein standards from Gel Filtration
Calibration Kits and fractions (1.0 ml) were analyzed by immunoblots.

Microinjection of Expression Plasmids into Flopedtm/tm Oocytes
Floped cDNA was cloned into pIRES2-ZsGreen1 (Clontech) and injected into the nucleus of
oocytes isolated from 3 week old Flopedtm/tm mice. Injected oocytes were incubated in KSOM
medium containing dibutyryl cyclic AMP (250 μM) at 37°C, 5% CO2 prior to imaging.

Supplementary Material
Refer to Web version on PubMed Central for supplementary material.

Acknowledgments
For their help and advice we thank Lyn Gauthier (microinjection of oocytes), Dr. Cuiling Li (establishing mutant
mouse lines), Dr. Zhaohong Yi (gene expression in COS cells), Dr. David Eric Anderson (mass spectrometry analysis),
Drs. Melvin DePamphilis and Matthew Kohn (Tead4 null embryos), and Dr. Xinhua Liao. This research was supported
by the Intramural Research Program of the National Institutes of Health, NIDDK.

References
Aronson J, Solter D. Developmental potency of gametic and embryonic genomes revealed by nuclear

transfer. Curr Top Dev Biol 1987;23:55–71. [PubMed: 3330507]
Bajoghli B. Evolution of the Groucho/Tle gene family: gene organization and duplication events. Dev

Genes Evol 2007;217:613–618. [PubMed: 17624551]
Bischoff M, Parfitt DE, Zernicka-Goetz M. Formation of the embryonic-abembryonic axis of the mouse

blastocyst: relationships between orientation of early cleavage divisions and pattern of symmetric/
asymmetric divisions. Development 2008;135:953–962. [PubMed: 18234722]

Bolton VN, Oades PJ, Johnson MH. The relationship between cleavage, DNA replication, and gene
expression in the mouse 2-cell embryo. J Embryol Exp Morphol 1984;79:139–163. [PubMed:
6716041]

Bultman SJ, Gebuhr TC, Pan H, Svoboda P, Schultz RM, Magnuson T. Maternal BRG1 regulates zygotic
genome activation in the mouse. Genes Dev 2006;20:1744–1754. [PubMed: 16818606]

Buscarlet M, Stifani S. The ‘Marx’ of Groucho on development and disease. Trends Cell Biol
2007;17:353–361. [PubMed: 17643306]

Dard N, Louvet S, Santa-Maria A, Aghion J, Martin M, Mangeat P, Maro B. In vivo functional analysis
of ezrin during mouse blastocyst formation. Dev Biol 2001;233:161–173. [PubMed: 11319865]

Li et al. Page 9

Dev Cell. Author manuscript; available in PMC 2009 September 1.

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript



Esposito G, Vitale AM, Leijten FP, Strik AM, Koonen-Reemst AM, Yurttas P, Robben TJ, Coonrod S,
Gossen JA. Peptidylarginine deiminase (PAD) 6 is essential for oocyte cytoskeletal sheet formation
and female fertility. Mol Cell Endocrinol 2007;273:25–31. [PubMed: 17587491]

Flach G, Johnson MH, Braude P, Taylor RAS, Bolton VN. The transition from maternal to embryonic
control in the 2-cell mouse embryo. EMBO J 1982;1:681–686. [PubMed: 7188357]

Golbus MS, Calarco PG, Epstein CJ. The effects of inhibitors of RNA synthesis (alpha-amanitin and
actinomycin D) on preimplantation mouse embryogenesis. J Exp Zool 1973;186:207–216. [PubMed:
4795793]

Herr JC, Chertihin O, Digilio L, Jha KN, Vemuganti S, Flickinger CJ. Distribution of RNA binding
protein MOEP19 in the oocyte cortex and early embryo indicates pre-patterning related to blastomere
polarity and trophectoderm specification. Dev Biol 2008;314:300–316. [PubMed: 18191828]

Johnson MH, Ziomek CA. The foundation of two distinct cell lineages within the mouse morula. Cell
1981;24:71–80. [PubMed: 7237545]

Joshi S, Davies H, Sims LP, Levy SE, Dean J. Ovarian gene expression in the absence of FIGLA, an
oocyte-specific transcription factor. BMC Dev Biol 2007;7:67. [PubMed: 17567914]

Kobe B, Kajava AV. The leucine-rich repeat as a protein recognition motif. Curr Opin Struct Biol
2001;11:725–732. [PubMed: 11751054]

Kurotaki Y, Hatta K, Nakao K, Nabeshima Y, Fujimori T. Blastocyst axis is specified independently of
early cell lineage but aligns with the ZP shape. Science 2007;316:719–723. [PubMed: 17446354]

Latham KE, Schultz RM. Embryonic genome activation. Front Biosci 2001;6:D748–D759. [PubMed:
11401780]

Li C, Chen L, Iwata T, Kitagawa M, Fu XY, Deng CX. A Lys644Glu substitution in fibroblast growth
factor receptor 3 (FGFR3) causes dwarfism in mice by activation of STATs and ink4 cell cycle
inhibitors. Hum Mol Genet 1999;8:35–44. [PubMed: 9887329]

Li D, Roberts R. WD-repeat proteins: structure characteristics, biological function, and their involvement
in human diseases. Cell Mol Life Sci 2001;58:2085–2097. [PubMed: 11814058]

Liang LF, Soyal SM, Dean J. FIGα, a germ cell specific transcription factor involved in the coordinate
expression of the zona pellucida genes. Development 1997;124:4939–4949. [PubMed: 9362457]

Louvet S, Aghion J, Santa-Maria A, Mangeat P, Maro B. Ezrin becomes restricted to outer cells following
asymmetrical division in the preimplantation mouse embryo. Dev Biol 1996;177:568–579. [PubMed:
8806832]

Louvet-Vallee S, Vinot S, Maro B. Mitotic spindles and cleavage planes are oriented randomly in the
two-cell mouse embryo. Curr Biol 2005;15:464–469. [PubMed: 15753042]

Motosugi N, Bauer T, Polanski Z, Solter D, Hiiragi T. Polarity of the mouse embryo is established at
blastocyst and is not prepatterned. Genes Dev 2005;19:1081–1092. [PubMed: 15879556]

Narducci MG, Fiorenza MT, Kang SM, Bevilacqua A, Di GM, Remotti D, Picchio MC, Fidanza V,
Cooper MD, Croce CM, Mangia F, Russo G. TCL1 participates in early embryonic development and
is overexpressed in human seminomas. Proc Natl Acad Sci U S A 2002;99:11712–11717. [PubMed:
12181493]

Nishioka N, Yamamoto S, Kiyonari H, Sato H, Sawada A, Ota M, Nakao K, Sasaki H. Tead4 is required
for specification of trophectoderm in pre-implantation mouse embryos. Mech Dev 2008;125:270–
283. [PubMed: 18083014]

Ohsugi M, Zheng P, Baibakov B, Li L, Dean J. Maternally derived FILIA-MATER complex localizes
asymmetrically in cleavage-stage mouse embryos. Development 2008;135:259–269. [PubMed:
18057100]

Payer B, Saitou M, Barton SC, Thresher R, Dixon JP, Zahn D, Colledge WH, Carlton MB, Nakano T,
Surani MA. Stella is a maternal effect gene required for normal early development in mice. Curr Biol
2003;13:2110–2117. [PubMed: 14654002]

Pekarsky Y, Koval A, Hallas C, Bichi R, Tresini M, Malstrom S, Russo G, Tsichlis P, Croce CM. Tcl1
enhances Akt kinase activity and mediates its nuclear translocation. Proc Natl Acad Sci U S A
2000;97:3028–3033. [PubMed: 10716693]

Pierre A, Gautier M, Callebaut I, Bontoux M, Jeanpierre E, Pontarotti P, Monget P. Atypical structure
and phylogenomic evolution of the new eutherian oocyte- and embryo-expressed KHDC1/DPPA5/
ECAT1/OOEP gene family. Genomics 2007;90:583–594. [PubMed: 17913455]

Li et al. Page 10

Dev Cell. Author manuscript; available in PMC 2009 September 1.

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript



Plusa B, Frankenberg S, Chalmers A, Hadjantonakis AK, Moore CA, Papalopulu N, Papaioannou VE,
Glover DM, Zernicka-Goetz M. Downregulation of Par3 and aPKC function directs cells towards
the ICM in the preimplantation mouse embryo. J Cell Sci 2005;118:505–515. [PubMed: 15657073]

Rankin T, Talbot P, Lee E, Dean J. Abnormal zonae pellucidae in mice lacking ZP1 result in early
embryonic loss. Development 1999;126:3847–3855. [PubMed: 10433913]

Rankin TL, Coleman JS, Epifano O, Hoodbhoy T, Turner SG, Castle PE, Lee E, Gore-Langton R, Dean
J. Fertility and taxon-specific sperm binding persist after replacement of mouse ‘sperm receptors’
with human homologues. Dev Cell 2003;5:33–43. [PubMed: 12852850]

Roest HP, Baarends WM, de Wit J, van Klaveren JW, Wassenaar E, Hoogerbrugge JW, van Cappellen
WA, Hoeijmakers JH, Grootegoed JA. The ubiquitin-conjugating DNA repair enzyme HR6A is a
maternal factor essential for early embryonic development in mice. Mol Cell Biol 2004;24:5485–
5495. [PubMed: 15169909]

Rossant J, Tam PP. Emerging asymmetry and embryonic patterning in early mouse development. Dev
Cell 2004;7:155–164. [PubMed: 15296713]

Saotome I, Curto M, McClatchey AI. Ezrin is essential for epithelial organization and villus
morphogenesis in the developing intestine. Dev Cell 2004;6:855–864. [PubMed: 15177033]

Sekiguchi S, Kwon J, Yoshida E, Hamasaki H, Ichinose S, Hideshima M, Kuraoka M, Takahashi A, Ishii
Y, Kyuwa S, Wada K, Yoshikawa Y. Localization of ubiquitin C-terminal hydrolase L1 in mouse
ova and its function in the plasma membrane to block polyspermy. Am J Pathol 2006;169:1722–
1729. [PubMed: 17071595]

Seydoux G, Braun RE. Pathway to totipotency: lessons from germ cells. Cell 2006;127:891–904.
[PubMed: 17129777]

Soyal SM, Amleh A, Dean J. FIGα, a germ-cell specific transcription factor required for ovarian follicle
formation. Development 2000;127:4645–4654. [PubMed: 11023867]

Strome S, Lehmann R. Germ versus soma decisions: lessons from flies and worms. Science
2007;316:392–393. [PubMed: 17446385]

Swann K, Saunders CM, Rogers NT, Lai FA. PLCzeta(zeta): a sperm protein that triggers Ca2+
oscillations and egg activation in mammals. Semin Cell Dev Biol 2006;17:264–273. [PubMed:
16730199]

Tapscott SJ. The circuitry of a master switch: Myod and the regulation of skeletal muscle gene
transcription. Development 2005;132:2685–2695. [PubMed: 15930108]

Tarkowski AK, Wroblewska J. Development of blastomeres of mouse eggs isolated at the 4- and 8-cell
stage. J Embryol Exp Morphol 1967;18:155–180. [PubMed: 6048976]

Tong ZB, Gold L, Pfeifer KE, Dorward H, Lee E, Bondy CA, Dean J, Nelson LM. Mater, a maternal
effect gene required for early embryonic development in mice. Nat Genet 2000;26:267–268.
[PubMed: 11062459]

Valverde R, Edwards L, Regan L. Structure and function of KH domains. FEBS Journal 2008;275:2712–
2726. [PubMed: 18422648]

Warner CM, Versteegh LR. In vivo and in vitro effect of alpha-amanitin on preimplantation mouse
embryo RNA polymerase. Nature 1974;248:678–680. [PubMed: 4833268]

Wright PW, Bolling LC, Calvert ME, Sarmento OF, Berkeley EV, Shea MC, Hao Z, Jayes FC, Bush LA,
Shetty J, Shore AN, Reddi PP, Tung KS, Samy E, Allietta MM, Sherman NE, Herr JC, Coonrod SA.
ePAD, an oocyte and early embryo-abundant peptidylarginine deiminase-like protein that localizes
to egg cytoplasmic sheets. Dev Biol 2003;256:73–88. [PubMed: 12654293]

Yagi R, Kohn MJ, Karavanova I, Kaneko KJ, Vullhorst D, DePamphilis ML, Buonanno A. Transcription
factor TEAD4 specifies the trophectoderm lineage at the beginning of mammalian development.
Development 2007;134:3827–3836. [PubMed: 17913785]

Yi Z, Petralia RS, Fu Z, Swanwick CC, Wang YX, Prybylowski K, Sans N, Vicini S, Wenthold RJ. The
role of the PDZ protein GIPC in regulating NMDA receptor trafficking. J Neurosci 2007;27:11663–
11675. [PubMed: 17959809]

Yurttas P, Vitale AM, Fitzhenry RJ, Cohen-Gould L, Wu W, Gossen JA, Coonrod SA. Role for PADI6
and the cytoplasmic lattices in ribosomal storage in oocytes and translational control in the early
mouse embryo. Development. 2008

Li et al. Page 11

Dev Cell. Author manuscript; available in PMC 2009 September 1.

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript



Zhao H, Chen ZJ, Qin Y, Shi Y, Wang S, Choi Y, Simpson JL, Rajkovic A. Transcription factor FIGLA
is mutated in patients with premature ovarian failure. Am J Hum Genet 2008;82:1342–1348.
[PubMed: 18499083]

Zheng P, Dean J. Oocyte-specific genes affect folliculogenesis, fertilization, and early development.
Semin Reprod Med 2007;25:243–251. [PubMed: 17594605]

Li et al. Page 12

Dev Cell. Author manuscript; available in PMC 2009 September 1.

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript



Figure 1. Expression of Floped and Flopedtm/tm mouse lines
(A). Quantitative reverse-transcription, polymerase chain reaction (qRT-PCR) with total RNA
extracted from newborn brain (Br), heart (He), intestines (In), kidney (Ki), liver (Li), lung (Lu),
muscle (Mu), ovary (Ov), spleen (Sp), testis (Te), uterus (Ut) and pancreas (Pa) expressed as
a percent of GAPDH. (B). In situ hybridization of fixed, paraffin-embedded 4 μm ovarian
sections probed with DIG-labeled antisense (left) or sense (right) synthetic Floped
oligonucleotides. Scale bar, 50 μm. (C). qRT-PCR of Floped (blue bars) and Figla expression
(grey background) using total RNA isolated at embryonic day 12.5 (E12.5) to E19.5, newborn
(NB), 1–7 days post-partum (dpp) and at six weeks (6wk). (D). Eggs and two-cell embryos
were isolated, fixed and stained with peptide-purified antibodies to FLOPED or with Hoechst
and phalloidin which bind to DNA and F-actin, respectively. Morphology of eggs and early
embryos was observed with differential interference contrast (DIC). (E). Total ovarian RNA
was primed with oligo dT and PCR with P1 and P2 primers (Supplemental Data) produced a
229 bp band in normal (+/+) and heterozygote (+/−), but not in Floped null (−/−) mice (left).
RT-PCR with P1 and P3 primers produced a 361 bp band in null (−/−) and in heterozygote (+/
−), but not in normal mice (right). M, molecular mass markers. (F). Immunoblots of total
ovarian extract (20 μg) and 10 ovulated eggs from heterozygous (+/−) or homozygous (−/−)
Floped null mice were probed with anti-FLOPED antibody. (G). Plastic embedded ovarian
sections from homozygous (top) and control heterozygous (bottom) Floped null mice. (H).
Ovulated eggs from hormonally stimulated homozygous (top) and control heterozygous
(bottom,) Floped null mice were imaged by DIC.
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Figure 2. Phenotype of embryos derived from Flopedtm/tm female mice
(A). Embryos were flushed from the oviducts of Floped null and heterozygous controls at E0.5,
E1.5 and E2.5. (B). In vivo progression of pre-implantation embryos from (A) was quantified
from at least five females and expressed as the average ±s.e.m. Embryos derived from nine
Flopedtm/tm, Matertm/tm and double mutant females were isolated at E0.5 and cultured in vitro
for one (E1.5) or two (E2.5) days. (C). Homozygous and heterozygous (control) Floped null
females were mated with normal males to isolate one-cell embryos 30 hours after hCG
administration. Embryos (174 from Floped+/tm and 132 from Flopedtm/tm females) were
cultured an additional 18 hours and progression to two-cell embryos was assessed
morphologically. Data is the percent of two-cell embryos (average ± s.e.m.) observed at two
hour intervals.
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Figure 3. Identification of FLOPED binding partners
(A). Ovarian lysates from normal and Floped null mice were precipitated with peptide-purified,
rabbit anti-FLOPED antibody. Immunoprecipitates were separated by SDS-PAGE and stained
with colloidal blue. Arrows indicate protein bands present in normal, but not null extracts and
represent the relative mobility of MATER (1), TLE6 (2), Filia (3) and FLOPED (4). Molecular
mass (kDa) indicated on left. (B). Tissue-specific expression of Tle6 determined by qRT-PCR
of total RNA using TLE6 specific primers and probes. Inset, in situ hybridization with DIG-
labeled antisense synthetic Tle6 oligonucleotides. (C). Developmental expression profile of
Tle6. (D). Poly(A)+ RNA was isolated from oocytes/eggs/embryos, reversed transcribed with
oligo dT and aliquots were analyzed by qRT-PCR using synthetic oligonucleotide primers and
TaqMan® probes specific to Floped, Tle6, and Mater transcripts. Results were normalized to
the abundance in full grown (80 μm) oocytes. (E). Immunoblot of lysates isolated from 10

Li et al. Page 15

Dev Cell. Author manuscript; available in PMC 2009 September 1.

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript



growing oocytes, eggs and pre-implantation embryos were probed with antibodies specific to
FLOPED, MATER, TLE6 or β-actin as a load control.
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Figure 4. Interactions of FLOPED, MATER, TLE6 and Filia
(A). Ovarian lysates, before (Input) or after immunoprecipitation with antibodies to FLOPED
(α-FLP) or TLE6 (α-TLE) were immunoblotted and probed with antibodies to FLOPED,
MATER, TLE6 and Filia. Abbreviations include: Norm (normal) and Null (Flopedtm/tm)
ovarian lysates; α-FLP (rabbit anti-FLOPED antibody); α-TLE (rabbit anti-TLE6 antibody);
IgG (normal rabbit immunoglobulin), as a negative control. (B). FLOPED-EGFP and either
MATER-myc, TLE6 or Filia-HA expression vectors were co-transfected (Co-Txfect) into COS
cells. Lysates before (Input) or after immunoprecipitation with control immunoglobulin (IgG)
an antibody to EGFP (α-EGFP) were used to isolate FLOPED and associated proteins.
Immunoblots were probed with antibodies to myc, TLE6 and HA (hemaglutinin) to detect
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MATER, TLE6 and Filia, respectively. (C). Same as (B) except that MATER with either
FLOPED, TLE6 or Filia were co-transfected into COS cells; antibodies to myc (α-myc) were
used to immunoprecipitate MATER and associated proteins. Immunoblots were probed with
appropriate antibodies to detect FLOPED, TLE6 and Filia. (D). Same as (B) except that TLE6
with either FLOPED, MATER or Filia were co-transfected into COS cells; antibodies to TLE6
(α-TLE6) were used to immunoprecipitate TLE and associated proteins. Immunoblots were
probed with appropriate antibodies to detect FLOPED, MATER and Filia. (E). Same as (B)
except that Filia with either FLOPED, MATER or TLE6 were co-transfected into COS cells;
antibodies to HA (α-HA) were used to immunoprecipitate Filia and associated proteins.
Immunoblots were probed with appropriate antibodies to detect FLOPED, MATER and TLE6.
(F). Normal egg lysates (150) were chromatographed by FPLC on a Superose 6 10/300 GL
column with a void volume (V0) of ~2 × 106 Da (upper). Immunoblots of individual 1 ml
fractions (lower) detected FLOPED (fractions 8–16), MATER (fractions 8–14), TLE6
(fractions 8–14) and Filia (fractions 8–16). The data (average of two experiments) was
quantified by fluorescent image analysis and the peak values in fraction 9 were set at a relative
intensity of 100%. Elution of protein standards are indicated by arrows.
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Figure 5. Localization of the SCMC in eggs and pre-implantation embryos
(A). Confocal microscopic images of eggs and pre-implantation embryos after
permeabilization and incubation with antibodies to FLOPED, MATER, and TLE6. Co-
localization of FLOPED, MATER and TLE6 was observed in the merge. (B). At E3.5, control
(Tead4+/tm) and Tead4tm/tm embryos were isolated from the oviduct of mated mice,
permeabilized and incubated with antibodies to TLE6 and OCT4 (epiblast marker) or (C) with
antibodies to FLOPED and OCT4. In all eggs and embryos, DNA was visualized with Hoechst
and morphology was determined by DIC.
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Figure 6. Formation of the SCMC depends on FLOPED and MATER
(A). Eggs isolated from normal, Flopedtm/tm or Matertm/tm mice were fixed, permeabilized and
incubated with antibodies to FLOPED and phalloidin to detect F-actin. (B) Same as (A) except
with antibodies to MATER. (C) Same as (A) except with antibodies to TLE6. (D) Same as (A)
except with antibodies to Filia. (E). Egg lysates (10) from control (normal), Flopedtm/tm or
Matertm/tm mice were immunoblotted and probed with antibodies specific to FLOPED,
MATER, TLE6, Filia and β-actin. (F). Flopedtm/tm oocytes were injected with a plasmid
independently expressing FLOPED and GFP (positive transcription/translation control). After
~2 days in culture, oocytes were fixed and imaged by confocal microscopy for FLOPED, Filia
and GFP as well as by DIC. (G). A model of the subcortical maternal complex (SCMC) formed
during oogenesis that is required for cleavage stage embryogenesis. The SCMC is composed
of FLOPED, MATER, TLE6 and Filia. The first three proteins (FLOPED, TLE6, MATER)
interact directly with one another and Filia interacts with MATER, but not FLOPED or TLE6.
The size of each protein corresponds to its predicted molecular mass.
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