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Abstract
Transposable elements, including short interspersed repetitive elements (SINEs), comprise nearly half the mammalian
genome. Moreover, they are a major source of conserved non-coding elements (CNEs), which play important functional
roles in regulating development-related genes, such as enhancing and silencing, serving for the diversification of
morphological and physiological features among species. We previously reported a novel SINE family, AmnSINE1, as part of
mammalian-specific CNEs. One AmnSINE1 locus, named AS071, showed an enhancer property in the developing mouse
diencephalon. Indeed, AS071 appears to recapitulate the expression of diencephalic fibroblast growth factor 8 (Fgf8). Here
we established three independent lines of AS071-transgenic mice and performed detailed expression profiling of AS071enhanced lacZ in comparison with that of Fgf8 across embryonic stages. We demonstrate that AS071 is a distal enhancer
that directs Fgf8 expression in the developing diencephalon. Furthermore, enhancer assays with constructs encoding
partially deleted AS071 sequence revealed a unique modular organization in which AS071 contains at least three
functionally distinct sub-elements that cooperatively direct the enhancer activity in three diencephalic domains, namely the
dorsal midline and the lateral wall of the diencephalon, and the ventral midline of the hypothalamus. Interestingly, the
AmnSINE1-derived sub-element was found to specify the enhancer activity to the ventral midline of the hypothalamus. To
our knowledge, this is the first discovery of an enhancer element that could be separated into respective sub-elements that
determine regional specificity and/or the core enhancing activity. These results potentiate our understanding of the
evolution of retroposon-derived cis-regulatory elements as well as the basis for future studies of the molecular mechanism
underlying the determination of domain-specificity of an enhancer.
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mammals and that protein-coding regions constitute only a small
faction of each genome (1.2% [1]). These facts underscore the
potentially important role of non-coding regions in gene regulation. This concept has become firmly established with the
discovery of a large number of non-coding elements that are
highly conserved across species [5–8]. These conserved noncoding elements (CNEs) are assumed to be involved in generating
different morphological and physiological features among species.
They are often conserved only in a certain group of animals (cladespecific conservation; [9–11]), implying that they may have
important genomic functions responsible for generating cladespecific phenotypes. Several studies have identified many CNEs as
cis-regulatory elements, mainly as enhancers [9,12,13]. In most
cases, however, their evolutionary origins and functional role(s)
leading to morphological differences among species have not been
studied in detail.

Introduction
Retroposons, including short interspersed repetitive elements
(SINEs) and long interspersed repetitive elements (LINEs), can
proliferate in a genome via reverse-transcription of an RNA
intermediate and subsequent integration into random sites in the
genome. This ‘copy and paste’ mechanism of amplification is
called retrotransposition. Retroposons and their remnants constitute a substantial proportion of vertebrate genomes, e.g., .40% of
the human genome [1]. Since the discovery of transposable
elements in 1950 [2], they have generally been regarded as ‘junk
DNA’. Nevertheless, because retrotransposition can extensively
alter genome structure [3], it has been proposed that retroposons
might have had a great impact on host genomes and evolution [4].
It is widely accepted that the number and type of coding genes
do not vary greatly among vertebrate species from fish to
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One of the most striking discoveries in recent comparative
genomics was that transposable elements, including retroposons,
are the major source of CNEs [14–16]. Indeed, at least 16% of
eutherian-specific CNEs were derived from ancient transposable
elements [17]. This phenomenon, i.e., that transposable elements
acquired new functions after their insertion, is called exaptation
[18], and these exapted transposable elements might have acted as
a driving force in mammalian evolution by providing novel
patterns of gene expression. In this regard, it has been
demonstrated that several CNEs, acting as enhancers, were
derived from retroposons such as the LF-SINEs, AmnSINE1
and MIRs [19] [20] [21] [22] In most cases, an exapted SINE
constitutes only a part of the enhancer element. What function the
SINE-derived sequence has and how it together with its flanking
sequences acquired an enhancer function during evolution have
not been investigated.
We previously characterized a SINE family, AmnSINE1, that
is distributed in the genomes of amniotes, including mammals,
birds, and reptiles [20]. AmnSINE1s originated in a common
ancestor of Amniota, and we found that more than 100 copies
of AmnSINE1s make up a part of mammalian-specific CNEs
[20] [23]. This finding led us to propose that these AmnSINE1s
acquired novel genomic functions in the mammalian common
ancestor and are responsible for mammalian-specific characteristics. To examine this hypothesis, we used transgenic mice to
test the ability of many AmnSINE1 loci to act as enhancers. In
two studies, we identified two AmnSINE1 loci that function as
enhancers in the developing mammalian brain [24] [25].
Among them, AS071 showed enhancer activity in the
hypothalamus as well as in the dorsal midline and the lateral
wall of the diencephalon in the transgenic mouse embryos at
embryonic day 10.5 (E10.5) and E11.5. Because this enhancer
activity closely resembled the expression pattern of fibroblast
growth factor 8 (Fgf8), located 178 kb from AS071, we
speculated that AS071 might serve as a mammalian-specific
distal enhancer for diencephalic Fgf8 expression [24].
Fgf8, the most studied member of FGF family, is expressed in
various organs such as heart, limbs, and head regions (including
brain) from early developmental stages, and it acts as a crucial
diffusible morphogen in organogenesis during vertebrate development [26–34]. Several domains of Fgf8 expression in the
developing brain are known as important organizing centers.
For example, Fgf8 expression in the anterior neural ridge and
midbrain-hindbrain boundary is essential for cortical area
patterning and midbrain-hindbrain development, respectively
[29,30,35–37]. In contrast to the well-described functions at these
two prominent domains, the function of Fgf8 expression in the
diencephalon, including the hypothalamus, has been less studied.
We previously found that Fgf8 expression in the diencephalon
is relatively strong in mouse compared to chick [24,38]. These
data, together with the finding that AS071 constitutes a
mammalian-specific CNE, led us to hypothesize that AS071
might contribute to the observed mammalian-specific increase in
diencephalic Fgf8 expression and to mammalian-specific brain
formation. Verification of this hypothesis would require further
analysis of the mechanism by which AS071 enhances Fgf8
expression. Also, we aimed to demonstrate the significance of
retroposons in the evolution of transcriptional regulatory
elements by elucidating the contribution of a SINE to enhancer
activity of AS071. We discovered a unique aspect of AS071 in
gene regulation, in which the SINE-derived element contributes
to conferring enhancer activity to the hypothalamus, providing a
new clue to understand the importance of retroposons in the
acquisition of cis-regulatory elements during evolution. We here
PLOS ONE | www.plosone.org

propose the possible impact of enhanced Fgf8 expression in the
mammalian diencephalon and its contribution to mammalianspecific traits.

Results
Enhancer Activity of AS071 Recapitulates Fgf8 Expression
in the Developing Diencephalon
AS071
(589 bp)
on
human
chromosome
10
(Chr10:103,356,749–103,357,337, GRCh37/hg19) contains a
204 bp region derived from AmnSINE1 (Figure 1A). The
sequence of AS071 is highly conserved among all mammals
including platypus but not found in other animals, such as birds,
amphibians, and fishes (Figure 1A, Figure S1), suggesting an
evolutionarily conserved function. Notably, the synteny of genes
surrounding AS071 is also highly conserved (Figure 1B). We
previously performed enhancer assays using transient transgenic
mice into which we introduced 1.5 kb of mouse sequence
containing AS071 connected to the lacZ reporter gene [24]. We
demonstrated that lacZ expression driven by AS071 is similar to
that of Fgf8 in the developing diencephalon.
To compare the spatiotemporal enhancer function of AS071
with the expression pattern of Fgf8 in more detail, we established
three stable lines of transgenic mice (Line A, B, and C) bearing a
lacZ reporter gene construct containing the mouse AS071 (586 bp,
Chr19:45,641,837–45,642,422). LacZ expression in F1 or F2
heterozygous embryos was examined at various developmental
stages and compared with the Fgf8 expression pattern in the
developing diencephalon. Figure 2A shows the lacZ expression
profiling of Line C. Consistent lacZ expression was observed
between E9.5 and E15.5 in three distinct diencephalic domains
among the three independent stable lines (Figure 2A, Figure S2):
the dorsal midline of the diencephalon extending from the caudal
telencephalon (DD, green arrowhead), a narrow band stretch the
lateral wall of the diencephalon from dorsal midline (LD, blue
arrowhead), and the ventral midline of the hypothalamus (VMH,
red arrowhead). This expression pattern is identical to our
previous observations in transient AS071-transgenic embryos at
E10.5 and E11.5 [24]. Because no consistent lacZ expression was
observed among the three transgenic lines at E8.5 (Figure S2), the
onset of the enhancer activity probably occurs between E8.5 and
E9.5.
The lacZ expression in all the three domains continued at high
levels until E10.5 (Figure 2A-b, b’, b’’). By E11.5, the expression in
DD extended more caudally in the diencephalon while that in the
telencephalon was reduced, and the diffuse expression in
hypothalamus was restricted to VMH, and the expression in LD
remained, although it became weaker (Figure 2A-c, c’, c’’). At
E12.5, the lacZ expression in DD extended more caudally and
reached into the prospective pineal gland, and the narrow band of
expression in VMH was also maintained (Figure 2A-d, d’, d’’). At
E15.5, the expression in DD became much weaker but still
remained in the restricted domain surrounding the pineal gland,
and the expression in VMH also remained (Figure 2A-g, g’, g’’,
g’’’). The expression pattern in the transgenic embryos was
generally consistent among the three independent stable lines
though there were some ectopic expressions peculiar to each line.
The expression profiling of all three lines is shown in Figure S2.
Comparison of expression patterns of AS071-directed lacZ
(Figure 2A) with that of Fgf8 (Figure 2B) revealed a striking
resemblance–both spatially and temporally–in the mouse diencephalon (Figure 2A-b’, d’, f’, Figure 2B-a, b, c). This result
strongly supported our previous findings that AS071 acts as a distal
enhancer for Fgf8 expression in the developing diencephalon.
2
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Figure 1. Conservation of the sequence and surrounding gene synteny of AS071. (A) The human AS071 (chr10:103,356,749–103,357,337,
GRCh37/hg19) in the UCSC Genome Browser (http://genome.ucsc.edu/). The red bar corresponds to the AmnSINE1-derived region (homologous to
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the AmnSINE1 consensus sequence, 204 bp), and the black bar shows the region conserved among mammals (590 bp). Sequence alignment of the
region is shown in Figure S1. (B) The conserved gene synteny of the 1-Mb region around the locus among human (chr10:103,000,000–104,000,000,
GRCh37/hg19), mouse (chr19:45,310,000–46,310,000, NCBI37/mm9), dog (chr28:16,900,000–17,900,000, Broad/canFam2), and opossum
(chr1:110,001,000–111,001,000, Broad/monDom5). Note the inversion in this region in opossum. Gene annotations are based on the human
assembly in the UCSC Genome Browser.
doi:10.1371/journal.pone.0043785.g001

Hamburger-Hamilton (HH) stages 21, 23, and 30. Indeed, the
spatial and temporal expression pattern of Fgf8 in the
diencephalon strikingly differed between mouse and chicken,
indicating the significant difference in total diencephalic Fgf8
level in these two species (Figure 2B). In particular, mouse Fgf8
was strongly expressed as early as E10.5 in DD, LD, and VMH
as well as the anterior neural ridge in telencephalon (black
arrowhead) and optic recess at the border of telencephalon and

Diencephalic Fgf8 Expression is Enhanced by AS071 in
Mammals
We previously showed a difference in Fgf8 expression pattern
of diencephalic Fgf8 between mouse at E10.5 and chicken at the
corresponding stage [24,38]. Here, we further compared Fgf8
expression at three stages of mouse development, namely E10.5,
E12.5 and E14.5, each of which corresponds to chick

Figure 2. LacZ expression in AS071-transgenic mice and comparison of Fgf8 expression between mouse and chicken. (A) LacZ
expression pattern in developing mouse diencephalon directed by AS071 in the transgenic Line C. X-Gal staining for b-galactosidase activity in
AS071-lacZ transgenic mouse embryos through E9.5–E15.5 shows a dynamic pattern of lacZ expression in the diencephalic domain. An ectopic
expression in midbrain peculiar to this line was observed at E15.5. (a–g) Dorso-frontal views of whole-mount stained dissected brains. (a’–g’) Lateral
views. The left telencephalon was removed. (a’’–g’’, e’’’–g’’’) Sagittal sections. The expression profiling of all three lines is shown in Figure S2. Scale
bars: 0.5 mm (a–c, a’–c’), 1.0 mm (d–g, d’–g’), 0.4 mm (a’’–g’’, e’’’–g’’’). (B) Comparison of spatiotemporal Fgf8 expression between mouse and chicken
by in situ hybridization. The mouse E10.5, E12.5 and E14.5 stages correspond to chicken HH21, HH23 and HH30, respectively. Colored arrowheads
indicate as follows: green, dorsal midline of the diencephalon; blue, lateral wall of the diencephalon; red, ventral midline of the hypothalamus; black,
anterior neural ridge; white, optic recess.
doi:10.1371/journal.pone.0043785.g002
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diencephalon (white arrowhead). In chicken, however, the
expression in the diencephalic domains was not detected at
the corresponding developmental stage HH21 except for weak
expression in LD. Also, in chicken, the Fgf8 expression in DD
and VMH was observed at HH23, corresponding to mouse
E12.5. Especially, in mouse, Fgf8 expression in VMH was
maintained at a high level at least until E14.5, whereas that in
chicken was restricted to a small domain throughout its
expression period. Consequently, the early onset and the
continuous high-level Fgf8 expression resulted in an increased
total amount of Fgf8 in the mouse diencephalon. It should be
noted that the Fgf8 expression level did not differ significantly
between mouse and chick in other domains such as the anterior
neural ridge, most prominent expression domains known as a
signaling center. These findings provided additional support for
the idea that diencephalic Fgf8 expression is enhanced by
AS071 and that the increased Fgf8 level might be involved in
the formation of mammalian-specific features of the brain.

expected, the CNE2 sub-element alone failed to drive any lacZ
expression (Figure 3B-j and Figure 3C-j, j’). However, expression
in the caudal midline of the telencephalon was slightly reduced in
two of the CNE2-lacking constructs (DCNE2 and CNE1),
suggesting a possible involvement of CNE2 sub-element in
enhancer activity in this domain or stabilization of the AS071
activity (Figure 3B-b, b’ and Figure 3C-d, d’).
Figure 3D summarizes the data of the enhancer assay using
transient transgenic mice. Although our extensive enhancer assay
with various deletion constructs showed that AS071 can be divided
into three functional sub-elements, it should be noted that these
data were obtained from transient transgenic embryos only at
E10.5.

The SINE-derived Element Determines Domain-specificity
of AS071 Activity to VMH
An enhancer generally controls spatiotemporal gene expression, and its activity potentially involves the determination of
both the expression domains and timing of expression. To
determine whether the SINE sub-element is also involved in the
temporal enhancer activity of AS071, we examined whether the
lack of enhancer activity in VMH upon deletion of the SINE
sub-element was only a transient effect at E10.5, i.e., the SINE
sub-element may contribute only to determining the timing of
enhancer activity rather than to specify enhancer activity to
VMH. Accordingly, we established three lines of the AS071DSINE-stable transgenic mice (Line D, E, and F) carrying the
AS071 construct lacking the SINE sub-element (AS071-DSINEHSF51) and compared the spatiotemporal lacZ expression in
AS071-DSINE-transgenic embryos with that in AS071-transgenic embryos.
As shown in Figure 4, in the AS071-DSINE-transgenic
embryos (Line D), the lacZ expression disappeared only in
VMH, whereas the expressions in DD and LD were the same
between
AS071-and
AS071-DSINE-transgenic
embryos
(Figure 2A, Figure 4). This observation was consistent with
results from the transient deletion assay (Figure 3B-c, C-c, c’).
Furthermore, in AS071-DSINE-transgenic embryos, lacZ expression in VMH was not observed at any other later developmental stages, whereas expression in DD and LD was the same
as that in AS071-transgenic embryos through E9.5–E14.5
(Figure 4). This lacZ expression pattern was consistent among
the three independent stable lines (Figure S3). These observations indicated that the SINE sub-element contributes to
enhancer activity of AS071 by specifying activity to VMH
rather than by changing the timing of expression.

Functional Dissection of AS071 Reveals Three Distinct
Sub-elements
To determine the core sequence essential for AS071 activity and
the role of the SINE-derived element, we conducted an enhancer
analysis with transient transgenic mice using deletion constructs
lacking various regions of AS071. We designed the deletion
constructs by splitting the AS071 sequence into three sub-elements
(Figure 3A, Figure S1): CNE1 (266 bp), SINE (203 bp), and
CNE2 (117 bp). The SINE is an AmnSINE1-derived element, i.e.,
able to be aligned with the consensus sequence of AmnSINE1. For
later experiments, CNE1 was further divided into near-halves, i.e.,
CNE1a (120 bp) and CNE1b (146 bp).
A series of the deletion constructs with various combinations of
each AS071 sub-element as well as the flanking sequence were
then tested for enhancer activity by means of whole-embryo
staining for lacZ activity at E10.5 (Figure 3B, C). Deletion of the
entire AS071 sequence (DAS071) abolished enhancer activity,
indicating that the enhancer activity is driven by AS071 (Figure 3Bj). Interestingly, constructs lacking the SINE sub-element (DSINE)
failed to drive lacZ expression only in VMH (Figure 3B-c, and
Figure 3C-c, c’). Notably, a construct carrying only the SINE subelement could not direct lacZ expression in any diencephalic
domain (Figure 3B-h and Figure 3C-h, h’). These results indicated
that the SINE sub-element plays a role only in directing AS071
activity in VMH.
On the other hand, CNE1 sub-element alone could drive lacZ
expression in the DD and LD (Figure 3B-d and Figure 3C-d, d’),
suggesting that the core sequence of the AS071resides within
CNE1 sub-element. To further narrow down the core sequence,
two deletion constructs, one lacking CNE1a and one lacking
CNE1b, were subjected to further enhancer analysis. Exclusion of
CNE1a sub-element (DCNE1a) resulted in loss of lacZ expression
in LD, whereas expression in DD and VMH were maintained
(Figure 3B-e and Figure 3C-e, e’). Exclusion of CNE1b subelement (DCNE1b), however, abrogated lacZ expression in all
three domains (Figure 3B-f and Figure 3C-f, f’), consistent with
results for other constructs lacking CNE1b sub-element (DCNE1,
SINE, CNE2, Figure 3B-g, h, i and Figure 3C-g, h, i). These data
indicated that the core sequence essential for the AS071 resides
within the CNE1b sub-element and that CNE1b sub-element also
contains the sequence that directs AS071 activity to DD. CNE1a
sub-element appears to contribute only to specifying AS071
activity in LD.
Deletion of CNE2 sub-element (DCNE2) did not substantially
affect the enhancer activity (Figure 3B-b and Figure 3C-b, b’). As
PLOS ONE | www.plosone.org

Possible Transcription Factors that Associate with AS071
To elucidate the molecular basis of Fgf8 regulation by AS071,
we attempted to identify possible molecules that bind to the AS071
sequence. Based on a database of putative transcription factor
binding sites (TFBSs), three TFBSs for POU3F2, NR3C1, and
HMX1 were tested in the deletion assay (Figure S4). The complete
deletion of all three TFBSs (45 bp of the 586 bp of the AS071
sequence) did not significantly alter the lacZ expression pattern in
E10.5 embryos (data not shown). We noticed, however, that the
edge of its expression domain was not clear compared to that
directed by the full-length AS071 construct. This may simply have
been a consequence of changing the spacing between the
shortened DNA sequence and possible transcription factors
responsible for the enhancer activity. However, it is possible that
any of these three transcription factors are involved in AS071.

5

August 2012 | Volume 7 | Issue 8 | e43785

Diencephalic Fgf8 Enhancer Derived from SINE

PLOS ONE | www.plosone.org

6

August 2012 | Volume 7 | Issue 8 | e43785

Diencephalic Fgf8 Enhancer Derived from SINE

Figure 3. Functional dissection of AS071 using deletion constructs. (A) Genomic region surrounding the mouse AS071 in the UCSC Genome
Browser (chr19:45,641,837–45,642,422, NCBI37/mm9) and schematic representation of the transgene constructs. AS071 was split into four subelements for the deletion analyses: CNE1a, blue box; CNE1b, green box; SINE, red box; CNE2, turquoise box. The fragments with various combinations
of AS071 sub-elements were amplified from the AS071-HSF51 construct and re-introduced in the HSF51 vector harboring the mouse heat-shock
protein promoter (black box) and bacterial lacZ reporter gene (grey box) followed by the SV40 polyA signal (orange box). Resulting constructs were
linearized with Xho I and Not I before microinjection. (B) Results of the enhancer analysis using the AS071-deletion constructs. The letters a–j on the
left correspond to those in (C). Schematic diagrams of the organization of each construct are shown. The presence (+) or absence (–) of lacZ
expression in each expression domain is indicated. Efficiency denotes the number of embryos showing lacZ expression per those carrying the
transgene. (C) (Left) LacZ expressions directed in the diencephalic region by the deletion constructs. Note that all constructs lacking the SINE subelement (red box) could not direct lacZ expression in the ventral midline of the hypothalamus. Arrowheads indicate as follows: green, dorsal midline
of the diencephalon; blue, lateral wall of the diencephalon; red, the ventral midline of the hypothalamus. (Right) The constructs lacking CNE1b (green
box) show no enhancer activity in the diencephalon. (D) Summary of the functional dissection of AS071. Whether each AS071-enhancer sub-element
showed activity in a particular region is indicated by + or –. The color of each element corresponds to the associated diencephalic domain shown in
the illustration. DD, dorsal midline of the diencephalon; LD, lateral wall of the diencephalon; VMH, ventral midline of the hypothalamus.
doi:10.1371/journal.pone.0043785.g003

Fgf8 is expressed in the diencephalic domain during embryogenesis of mouse, chicken, and zebrafish [26,27,40]. This suggests
that Fgf8 plays critical roles in vertebrate development and that the
regulatory elements governing diencephalic Fgf8 expression are
expected to be conserved during vertebrate evolution. Although
we already described that there is no sequence homologous to
AS071 at the syntenic position of the chicken genome, namely in
the intronic region of the gene RP11-529110.4, we investigated
whether there might be sequences similar to AS071 in the chicken
genome, even in non-homologous regions. We did not, however,
find any such sequence in the chicken genome. This indicates that
AS071 was newly acquired in the genome of a mammalian
common ancestor and that the diencephalic expression of Fgf8 in
vertebrates other than mammals is regulated by their own
diencephalic Fgf8 enhancer. As described in the Results section,
although the expression domain of Fgf8 is essentially the same, we
observed differences in both the onset and level of diencephalic
Fgf8 expression between mouse and chicken (Figure 2B). This
difference might be explained by the presence of AS071. Whether
AS071 is a unique enhancer responsible for the diencephalic
expression of Fgf8 in mammals or plays a role in addition to
already existing enhancers remains to be determined.

Point mutations that disrupt the binding motifs will be necessary to
confirm this issue.

Discussion
AS071 is a Distal Enhancer for Mammalian Fgf8 Expressed
in the Developing Diencephalon
Using an enhancer assay with transient transgenic mice, we
previously reported that the lacZ expression directed by AS071
resembles that of Fgf8 in the developing diencephalon at specific
developmental stages (E10.5 and E11.5). In the current study, by
making three independent AS071-transgenic lines (Figure 2A and
Figure S2), we analyzed the expression of lacZ in transgenic
embryos from developmental stages from E8.5 to E15.5 and
obtained unambiguous data, in which the expression pattern of
lacZ driven by AS071 recapitulates that of diencephalic Fgf8,
confirming our previous findings. Although several enhancer
elements have been reported that regulate Fgf8 expression in many
tissues, including brain region ([39] see below), this is the first
demonstration of a mammalian Fgf8 enhancer specific for its
diencephalic expression.

Figure 4. Comparison of spatiotemporal lacZ expression pattern between the AS071-DSINE-and AS071-transgenic lines. LacZ
expression in AS071-DSINE-transgenic embryos shows exactly same pattern as that in AS071-transgenic embryos between E9.5–E14.5 except in the
ventral midline of the hypothalamus (red broken-line triangle), indicating the role of the SINE sub-element in determining domain-specificity of the
activity to the ventral midline of the hypothalamus. (a–f) Dorso-frontal views of whole-mount stained dissected brains. (a’–f’) Lateral views. The left
telencephalon was removed. (a’’–f’’, e’’’–f’’’) Sagittal sections. Colored arrowheads represent as follows: green, dorsal midline of the diencephalon;
blue, lateral wall of the diencephalon; red, the ventral midline of the hypothalamus. Scale bars: 0.5 mm (a–c, a’–c’), 1.0 mm (d–g, d’–g’), 0.4 mm (a’’–
g’’, e’’’–g’’’).
doi:10.1371/journal.pone.0043785.g004
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Origin of the Three Functionally Distinct Sub-elements
within AS071

The SINE Sub-element in AS071 is Involved only in
Determining Domain-specificity to VMH

Recent reports have shown that developmental genes are often
regulated by multiple discrete enhancer modules with wholly or
partially overlapped activities, redundancies of which can be
explained based on the need for robustness of gene expression
against adverse environmental conditions (such as shadow
enhancers) [41–43]. In other cases, a single enhancer may drive
activity in multiple tissues [44] or at different developmental stages
[45]. Such a multifunctional enhancer may be comprised of
several sub-elements having different activities. The structure of
such a multifunctional enhancer, however, has not been
sufficiently examined in detail with regard to the functions of
respective sub-elements.
Our enhancer analysis using a series of deletion constructs
with various combinations of each AS071 sub-element revealed
that AS071 consists of at least three functionally distinct subelements, i.e., AS071 functions as an enhancer unit via
orchestrated regulation by the three sub-elements with respective domain-specificities for activity, including one core subelement essential for overall enhancer function. This single-core
enhancer unit can direct the activity to all three diencephalic
expression domains. From this viewpoint, AS071 exhibits a
unique aspect of gene regulation. Thus, these findings allow us
to propose a model for the regulatory mechanism of AS071
(Figure 5). The domain-specific Fgf8 expression in the developing diencephalon by AS071 is accomplished through the
interaction of multiple activator proteins that cooperatively bind
to each sub-element. The activator protein and the coactivator
protein both are ubiquitously expressed throughout the diencephalon and thus are shared in all cases. The coactivator
protein mediates the interaction between the diencephalonspecific activator protein essential for the display of enhancer
activity and other domain-specific activator proteins that specify
enhancer activity to each domain. Thereby, the enhancer
activity in each diencephalic domain is invoked.
It will be interesting to determine how the multiple subelements of AS071 have acquired their functions and came to
be conserved as a mammalian-specific CNE during evolution.
Because it is unlikely that multiple mutations that provide
advantages for host survival occurred simultaneously at individual sites of each sub-element, it is reasonable to assume that
each sub-element within AS071 underwent an independent but
sequential acquisition of function. From the fact that CNE1b
sub-element contains the core sequence essential for AS071
activity, the following evolutionary scenario of AS071 can be
deduced. In the genome of a mammalian common ancestor,
CNE1b sub-element initially acquired the enhancer activity for
Fgf8 expression in the dorsal midline of the diencephalon and
was conserved as a CNE. Subsequently, the two flanking
sequences of CNE1b sub-element, namely AmnSINE1 and
present-day CNE1a sub-element, might progressively have
acquired their functions to serve an additional domain-specificity
such as VMH and LD, respectively. This organizational feature
of AS071 composed of multiple sub-elements allows one
enhancer unit to produce the spatiotemporally complex patterns
of the Fgf8 expression by means of sharing one core element.
This may be an alternative strategy to add a new function to
the existing enhancer, leading to the generation of extra
domains and/or a change in levels of Fgf8 expression. As a
result of coevolution of the multiple functional sequences,
AS071 was established as an enhancer unit in the genome of a
mammalian common ancestor and provided a high level of Fgf8
expression in the mammalian diencephalon.

The comprehensive expression profiling of the AS071-DSINEtransgenic mice revealed that the SINE sub-element contributes to
specify enhancer activity to VMH. It should be noted that this
domain-specificity is highly restricted to VMH because the other
expression domains, DD and LD, were not affected by the deletion
of the SINE sub-element. This is the first example of an enhancer
that can be experimentally divided into distinct sub-elements with
different functions, namely the enhancement of activity and the
determination of domain-specificity.
The domain-specific expression of developmental genes is
considered to be determined by the combination of trans-acting
factors expressed in a particular tissue. In the present case, there
may be trans-acting-factors–specifically expressed in VMH that
bind to the SINE sub-element to ensure the hypothalamic
expression of Fgf8, as explained in the previous section. We
investigated possible sequence motifs for binding of known transacting factors specifically expressed in hypothalamus in the SINE
sequence. This quest, however, was unsuccessful.
Furthermore, comparison of the SINE sub-element of the
AS071-enhancer and the zebrafish Fgf8 enhancer, fgf.dr18, which
directs Fgf8 expression to the head region including Hypo [40],
revealed no sequence similarity or shared motifs between these two
hypothalamic Fgf8 enhancers (data not shown).
Franchini et al. characterized two mammalian hypothalamic
enhancers of the proopiomelanocortin gene (POMC), nPE1 and
nPE2 [25]. These enhancers drive similar POMC expression
patterns in the arcuate nucleus in mouse hypothalamus and share
three nucleotide motifs and eight putative TFBSs [22], although
they originated from different retroposons, namely an MaLR
retroposon and an MIR SINE, respectively. Accordingly, Franchini et al. concluded that the enhancers are the consequence of
convergent molecular evolution of two unrelated retroposons [22].
Because the AS071 SINE sub-element also participates in
determining the hypothalamic specificity of the enhancer activity,
even though the SINE sub-element alone is incapable of driving
activity, we performed a comparative motif analysis among three
retroposon-derived hypothalamic enhancers. We found three
de novo nucleotide motifs shared among nPE1, nPE2 and
AS071 (Figure S5). In focusing on the AS071 SINE sub-element
involved in the hypothalamic enhancer activity, one of the motifs
(Motif 1) present in the AS071 SINE sub-element is shared with
nPE1 and nPE2. In addition, Motif 2 is shared between the SINE
sub-element and nPE1. Whether these motifs are actually
responsible for determining domain-specificity to hypothalamus
remains to be examined.

PLOS ONE | www.plosone.org

Possible Implications of Diencephalic Fgf8 in Mammalianspecific Brain Formation
As described in the Results section, the level of diencephalic Fgf8
expression seems to be enhanced specifically in mammals even
though the expression domains are fundamentally conserved
across the vertebrate species (Figure 2B). We previously demonstrated that the Fgf8 signaling in LD is required for the proper
patterning of thalamic nuclei [46], and suggested that the
enhanced Fgf8 level in diencephalon might be involved in the
formation of mammalian brain. This led us to propose a
hypothesis in which AS071 is involved in the generation of a
new thalamo-cortical somato-sensory system through whisker due
to nocturnal life of primordial mammals [11]. To date, the
significance of Fgf8 signaling in the development of diencephalon
has not been sufficiently analyzed. Several studies using the Fgf8
8
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Figure 5. A model of domain-specific expression of diencephalic Fgf8 by AS071. Spatiotemporally restricted Fgf8 expression in the
developing diencephalon by AS071 is accomplished through the interaction of activator proteins that cooperatively bind to each sub-element. The
coactivator protein (purple box) mediates the interaction between the activator protein (yellow box), which is ubiquitously expressed in the
diencephalon, and other domain-specific activator proteins, as indicated by the colored shapes. Each domain-specific activator protein needs to
associate with the core element in CNE1b to effect enhancer activity in each diencephalic domain.
doi:10.1371/journal.pone.0043785.g005

In Fgf8 hypomorphic mice, it is also demonstrated that the
size of a pineal gland was reduced corresponding to the
decreasing Fgf8 activity in DD [52]. The pineal grand plays a
crucial role in regulating the circadian rhythms in most nonmammalian vertebrates through both photo input and melatonin output. However, in the case of mammals, a pineal gland is
specialized to synthesize and release melatonin under the
regulation through the suprachiasmatic nuclei (SCN) of the
hypothalamus, the primary pacemaker of the circadian rhythms
[53,54]. This evolutionary trend corresponds to dramatic
changes in the structure and function of the pineal gland, i.e.,
the mammalian pinealocytes have lost the ability to respond to
light whereas the photoreceptor cells in the pineal gland of nonmammalian vertebrates can function as a light detector [55,56].
Enhanced Fgf8 activity in DD might have contributed to the
alteration of cell fate in the mammalian pineal gland. The
evolution of this new system to catch the modicum of light in
the dark might have been needed to keep the body clock
constantly fine-tuned for early nocturnal mammals [11]. A
suggestion that the Fgf8 expressed in the regions surrounding

hypomorphic mice, however, provided some implications about
the involvement of enhanced diencephalic Fgf8 signaling in
mammalian-specific brain formation.
Brooks et al. discovered a significant reduction of oxytocincontaining neurons in the hypoththalamic nuclei of homozygous
Fgf8 hypomorphic mice [47], and suggested that the Fgf8 signaling
participates in the maturation of the oxytocin system that
originates in the diencephalon [47]. Traditionally, oxytocin, a
mammalian endocrinal hormone, is involved in maternal functions such as regulating uterine contractions during labor and
modulating milk ejection [48]. In addition, recent studies have
provided evidence that the neurohormonal action of oxytocin is
associated with various important behaviors in mammals including
maternal behaviors, social recognitions, and pair-bonding [49–51].
The maintenance of harmonious social relationships is necessary
for mammals whose life span is long, and in addition, a robust
bond of mother and children or mate pair would increase offspring
survival. The involvement of Fgf8 signaling may contribute to the
establishment of mammalian social organization through the
actions of oxytocin.
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the optic chiasma may participate in the development of
hypothalamic nuclei including SCN [57] supports this idea.
It must be noted that the overall Fgf8 activity, not only in the
diencephalon, is reduced in Fgf8 hypomorphic mice. Therefore,
these morphological defects observed in Fgf8 hypomorphic mice
are not necessarily due to the reduction of the diencephalic fgf8
activity. Further understanding about the role of Fgf8 activity in
development of diencephalon would reveal the contribution of
enhanced Fgf8 expression to generating the mammalian-specific
traits.

Transgene Construction
The AS071-HSF51 construct (corresponding to the AS071HSF51-2 construct in [27]) was made as described [24]. Briefly, a
1.6-kbp fragment (chr19:45,641,377–45,642,945; mm9) containing 586 bp of AS071 was amplified by PCR from MCH mouse
(CLEA Japan, Inc.) genomic DNA using primers AS071-F2 and
AS071-R2 (Table S1) and cloned into the HSF51 vector harboring
the mouse heat-shock protein 68 promoter (hspp) followed by the
bacterial lacZ reporter gene [61] and the SV40 poly-A signal
through the Hind III sites. The 586 bp of AS071
(chr19:45,641,837–45,642,422; mm9) was amplified from the
AS071-HSF51 construct using primers AS071-F1 and AS071-R1
(Table S1) to generate the AS071-CNE-HSF51 construct (corresponding to AS071-HSF51-1 in [27]).
The deletion constructs containing combinations of the various
AS071 sub-elements were generated by overlap extension PCR.
Briefly, internal primers of overlapping complementary sequence
(Table S1) were designed to carry out the successive deletion of
each AS071 sub-element. The first PCR was performed with the
internal primer and the vector primer (HSF51-F: 59-ACCACAGCTGGGTACCGGG-39
and
HSF51-R:
59CCGGCTGCTCAGTTTGGAT-39) using the AS071-HSF51
construct as a template. The resulting two PCR fragments were
purified using the Gel Extraction kit (Qiagen) and then used as
templates for the second PCR with the vector primers to generate
the various deletion fragments. Final products were purified and
cloned into the HSF51 vector at Hind III sites. These deletion
constructs contained the flanking sequence of AS071 so that each
of the AS071 sub-elements retained a physical distance of
.524 bp from the hspp. The AS071-TFBSs-deletion construct
was generated essentially as the other deletion constructs except a
third round of PCR was needed to obtain the final product. Inner
primers used are listed in Table S2.
Overlap extension PCR amplification was conducted in 50 ml
containing 5 ng of plasmid DNA, 0.3 mM of each primer, 0.2 mM
of dNTPs, 1 mM of MgSO4, 5 ml of KOD-Plus-buffer, and 1U of
KOD-Plus-Polymerase (TOYOBO, Japan). The cycling program
was: 25–30 cycles of denature at 94uC for 15 s, annealing at 60uC
for 30 s, and extension at 68uC at 1–2 min.
Each construct was confirmed by sequencing. Sequencing
reaction was performed using BigDyeH Terminator Cycle
Sequencing Kit (Applied Biosystems). After ethanol precipitation,
samples were resuspended in HiDiTM Formamid (Applied
Biosystems), and sequenced on the Applied Biosystems 3130x/
Genetic Analyzer.

Contribution of Retroposons to Genomic Evolution
Owing to their repetitive nature, the biggest impact of
retroposons on genome structure is to increase non-coding regions.
Because a certain amount of mammalian CNEs are derived from
retroposons (see Introduction), they may provide plasticity to
genomic structure. The repetitive nature of retroposons would
become more important if originally the retroposons contained
motifs that could be bound by certain trans-acting proteins. For
example, the MER20 transposons are frequently observed
adjacent to genes expressed in endometrial cells [58]. The authors
proposed that MER20 sequences have been used as various
expression regulatory elements such as insulators and have
provided a novel gene regulatory network involved in pregnancy
in placental mammals. In addition, Schmidt et al. identified
thousands of regions that bind the transcriptional repressor,
CTCF, and these regions were derived from retroposons in six
representative mammals, suggesting that retroposons have been an
important source of insulators during mammalian evolution [59].
These findings support a model in which a retroposon carrying a
certain functional sequence(s) can be a source of dispersed
regulatory DNA elements and produce a novel regulatory network
for gene expression [4] [60].
We previously described that an AmnSINE1 locus, AS021,
contains several binding motifs for known transcription factors,
such as Oct-1 and Brn-1, which are also shared by multiple
AmnSINE1 copies [25]. This fact may support the notion that
AmnSINE1s contained such primordial motifs when the original
AmnSINE1 sequences were amplified in a common ancestor of
mammals and that a new regulatory network system mediated by
AmnSINE1s contributed to the acquisition of mammalian-specific
traits.
In contrast with AS021, we did not find any known shared
motifs in the SINE-derived sub-element of AS071, although the
similarity between the consensus sequence of AmnSINE1 and the
SINE-derived sub-element of AS071 is relatively high. Accordingly, in the case of AS071, the genomic function was not acquired
apparently by taking advantage of the motifs contained in the
original sequence. This indicates that there can be multiple ways
to become an enhancer from one original sequence. Given the fact
that more than 100 AmnSINE1-derived CNEs exist in mammalian genome, investigation of them would be significant to reveal
various evolutionary processes of cis-regulatory elements.

Production of Transgenic Mice and Genotyping
Transgenic mice were produced as described [24]. Briefly, the
constructs were linearized with Sca I (for AS071-CNE-HSF51) or
with Not I and Xho I (for other constructs). After purification using
the Qiagen Gel Extraction kit, the DNA fragments were dialyzed
against microinjection buffer (5 mM Tris-HCl, 0.1 mM EDTA) at
4uC overnight. Pronuclear microinjection was performed using
10 ng/ml of the DNA solution into a B6C3F1 zygote, and
microinjected zygotes were transferred to the oviduct of pseudopregnant ICR females. The AS071-CNE-HSF51 construct and
AS071-DSINE-HSF51 construct were used to generate stable lines
of AS071-transgenic mice.
Genotyping PCR was conducted in 10 ml containing 0.5 ml of
DNA solution, 0.25 mM of each primer, 0.2 mM of dNTPs, 1 ml
of Ex Taq buffer, and 0.05U of Ex Taq Polymerase (Takara, Japan).
The cycling program was: 30 cycles of denature at 95uC for 30 s,
annealing at 72uC for 30 s, and extension at 72uC at 1 min. The
genomic DNA was extracted from tail or yolk sac using Direct

Materials and Methods
Ethics Statement
Mouse strains of B6C3F1, C57BL/6 and ICR used in this study
were purchased from Sankyo Laboratory Service Corporation
(Tokyo, Japan). Animals were kept in ventilated cages under a 12h light/dark cycle at room temperature. This study was approved
by the Ethics Committee of Tokyo Institute of Technology.
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LacZ expression profiling of three independent stable AS071-transgenic lines. Spatiotemporally consistent lacZ expression pattern among the three independent stable
AS071 lines A, B, and C. No consistent lacZ expression is observed
at E8.5 (a, a’, a’’). Consistent lacZ expression is observed in the
dorsal midline of the diencephalon (green arrowhead), lateral wall
of the diencephalon (blue arrowhead), and the ventral midline of
the hypothalamus (red arrowhead) from E9.5 to E15.5. Upper (b–
h, b’–h’, b’’–h’’) and lower (i–o, I’–o’, I’’–o’’) panels are lateral and
dorso-frontal views of the dissected brains, respectively.
(TIF)
Figure S2

PCR reagent (VIAGEN BIOTECH Inc.). Following PCR primers
were used for identifying the transgenic animals: LZSEQ5, 59GCGATTAAGTTGGGTAACGCCA-39; and HSPP681, 59ACGCGATTGGAGAGGATCAC-39.

Whole-embryo X-Gal Staining and Histological Analysis
of Embryos
Transgene (lacZ) expression was quantified by whole-embryo XGal staining of F1 or F2 offspring as described [24]. Briefly,
dissected embryos (E8.5–E12.5 stages) or brains (for later stages)
were fixed for 30 min (E8.5–E11.5) or 1 h (later stages) in PBS
containing 1% formaldehyde, 0.1% glutaraldehyde, and 0.05%
(v/v) NP40. The fixed embryos or brains were washed twice in
PBS, and stained with PBS containing 500 mg/ml X-Gal, 5 mM
K3Fe(CN)6, 5 mM K4Fe(CN)6, 2 mM MgCl2, 0.02% NP40, and
0.01% sodium deoxycholate for more than 3 h at 37uC. The
stained embryos or brains were then fixed with 4% paraformaldehyde in PBS overnight at 4uC, rinsed several times with PBS,
and permeated with 10% sucrose in 0.1 M phosphate buffer (PB)
overnight at 4uC. After incubation with 7.5% gelatin and 10%
sucrose in 0.1 M PB (GS-PB) for 30–120 min at 37uC, embryos
were embedded in GS-PB for sectioning. Sagittal sectioning was
performed on a cryostat (Leica CM 1850), and the sections were
counterstained with kernechtrot (Nuclear Fast Red).

LacZ expression profiling of three independent stable AS071-DSINE-transgenic lines. Spatiotemporally consistent lacZ expression pattern among the three independent stable AS071-DSINE Lines D, E, and F. LacZ expression is
observed only in the dorsal midline of the diencephalon (green
arrowhead) and lateral wall of the diencephalon (blue arrowhead).
LacZ was not expressed in the ventral midline of the hypothalamus
from E9.5 to E14.5. Upper (a–f, a’–f’, a’’–f’’) and lower (g–l, g’–l’,
g’’–l’’) panels are lateral and dorso-frontal views, respectively, of
the dissected brains.
(TIF)

Figure S3

Figure S4 Deletion analysis using D-TFBS construct.
Putative TFBSs in the AS071 locus identified by the UCSC
Genome Browser. Three TFBSs, POU3F2, NR3C1 (in CNE1a),
and HMX1 (in SINE sub-element), with p,0.01 were chosen for
the deletion assay (red asterisks).
(TIF)

In Situ Hybridization (ISH)
Mouse embryos were prepared from ICR mice. For wholemount ISH in mouse (E10.5), brains were dissected and then fixed
overnight in 4% paraformaldehyde dissolved in DEPC-treated
PBS at 4uC. For the section ISH (E12.5 and E14.5), brains were
fixed overnight in 30% sucrose with 4% paraformaldehyde and
embedded with OCT compound (Tissue-Tek, Sakura, Torrance,
CA) and frozen. Sagittal sections were prepared on a Leica sledge
microtome at 40 mm and individually mounted on slides. Single-or
two-color non-radioactive ISH analysis was performed on mouse
embryos (E10.5, E12.5, E14.5) and chicken embryos (HH21,
HH23, HH30) to visualize expression of Fgf8 as described [62]
with some modifications [38].

Figure S5 Comparison of motifs in sequences of AS071
and nPE1 and nPE2 enhancers. Sequence comparison of
human AS071 with the two retroposon-derived human enhancers,
nPE1 and nPE2 [22]. Sequence analysis of nPE1, nPE2, and the
SINE sub-element within AS071 (indicated by bold characters in
the orange box) using the matrix-based algorithm MEME (http://
meme.nbcr.net/) revealed three previously unrecognized motifs
found in at least in five sites in the enhancers. Motif 1 (shown in
red characters) is shared among all three retroposon-derived
sequences, whereas motif 2 (blue characters) is detected in the
SINE sub-element of AS071 as well as nPE1. Motif 3 (green
characters) resides in CNE1b but not in the SINE sub-element.
(TIF)

Identification of Possible TFBSs in AS071
To search for transcription factors that bind to AS071, we
referred to the UCSC Genome Browser, which provides predicted
TFBSs identified from the conserved sequences from the human/
mouse/rat alignment. Three significant (p,0.01) binding sites of
POU3F2
(GCTGTATGTATTCAT,
Chr19:45,641,936–
45,641,950 mm9), NR3C1 (AGAAGAACACAGCATGTCCA,
Chr19:45,642,006–45,642,025 mm9), and HMX1 (CAGGCACTTG, Chr19:45,642,108–45,642,117 mm9), were chosen
for the deletion assays (Figure S4).

Table S1 Inner primers used to generate the AS071deletion constructs. A series of AS071-deletion constructs was
generated by overlap extension PCR using combinations of inner
primers and vector (outer) primers. The length of each final insert
fragment is shown in the right column.
(TIF)
Table S2 Inner primers used to generate the D-TFBS
constructs. D-TFBS constructs were generated by three-step
overlap extension PCR using combinations of inner primers and
vector (outer) primers.
(TIF)

Comparative Motif analysis
The matrix-based MEME algorithm (meme.nbcr.net) was used
to identify motifs shared among the three retroposon-derived
hypothalamic enhancers, AS071, human nPE1, and nPE2 [22].

Acknowledgments
Supporting Information

We thank Isao Matsuo and Chiharu Kimura-Yoshida for valuable
suggestions on transgenic techniques. We thank Frédéric Causeret for
technical advice on section preparation.

Figure S1 Sequence conservation of AS071 among

mammals. Alignment of AS071 loci among 19 mammalian
species. Colored boxes above the sequences represent the AS071
sub-elements: CNE1a (blue), CNE1b (green), SINE sub-element
(red), and CNE2 (turquoise) (see Figure 3A).
(TIF)
PLOS ONE | www.plosone.org

Author Contributions
Conceived and designed the experiments: AN HN NO. Performed the
experiments: AN NK HN T. Sasaki ASH. Analyzed the data: AN HN

11

August 2012 | Volume 7 | Issue 8 | e43785

Diencephalic Fgf8 Enhancer Derived from SINE

ASH MH T. Shimogori. Contributed reagents/materials/analysis tools:
KS. Wrote the paper: AN HN NO.

References
1. International Human Genome Sequencing Consortium (2004) Finishing the
euchromatic sequence of the human genome. Nature 431: 931–945.
2. McClintock B (1950) The origin and behavior of mutable loci in maize. Proc
Natl Acad Sci U S A 36: 344–355.
3. Kazazian HH (2004) Mobile elements: drivers of genome evolution. Science
303: 1626–1632.
4. Britten RJ, Davidson EH (1969) Gene regulation for higher cells: a theory.
Science 165: 349–357.
5. Dermitzakis ET, Reymond A, Scamuffa N, Ucla C, Kirkness E, et al. (2003)
Evolutionary discrimination of mammalian conserved non-genic sequences
(CNGs). Science 302: 1033–1035.
6. Margulies EH, Blanchette M, Haussler D, Green ED (2003) Identification and
characterization of multi-species conserved sequences. Genome Res 13: 2507–
2518.
7. Thomas JW, Touchman JW, Blakesley RW, Bouffard GG, Beckstrom-Sternberg
SM, et al. (2003) Comparative analyses of multi-species sequences from targeted
genomic regions. Nature 424: 788–793.
8. Bejerano G, Pheasant M, Makunin I, Stephen S, Kent WJ, et al. (2004)
Ultraconserved elements in the human genome. Science 304: 1321–1325.
9. Boffelli D, McAuliffe J, Ovcharenko D, Lewis KD, Ovcharenko I, et al. (2003)
Phylogenetic shadowing of primate sequences to find functional regions of the
human genome. Science 299: 1391–1394.
10. Woolfe A, Goodson M, Goode DK, Snell P, McEwen GK, et al. (2005) Highly
conserved non-coding sequences are associated with vertebrate development.
PLoS Biol 3: e7.
11. Okada N, Sasaki T, Shimogori T, Nishihara H (2010) Emergence of mammals
by emergency: exaptation. Genes Cells 15: 801–812.
12. Pennacchio LA, Ahituv N, Moses AM, Prabhakar S, Nobrega MA, et al. (2006)
In vivo enhancer analysis of human conserved non-coding sequences. Nature
444: 499–502.
13. Visel A, Blow MJ, Li Z, Zhang T, Akiyama JA, et al. (2009) ChIP-seq accurately
predicts tissue-specific activity of enhancers. Nature 457: 854–858.
14. Girard L, Freeling M (1999) Regulatory changes as a consequence of transposon
insertion. Dev Genet 25: 291–296.
15. Deininger PL, Moran JV, Batzer MA, Kazazian HH (2003) Mobile elements
and mammalian genome evolution. Current Opinion in Genetics & Development 13: 651–658.
16. Chen JM, Stenson PD, Cooper DN, Ferec C (2005) A systematic analysis of
LINE-1 endonuclease-dependent retrotranspositional events causing human
genetic disease. Hum Genet 117: 411–427.
17. Mikkelsen TS, Wakefield MJ, Aken B, Amemiya CT, Chang JL, et al. (2007)
Genome of the marsupial Monodelphis domestica reveals innovation in noncoding sequences. Nature 447: 167–177.
18. Brosius J, Gould SJ (1992) On ‘‘genomenclature’’: a comprehensive (and
respectful) taxonomy for pseudogenes and other ‘‘junk DNA’’. Proc Natl Acad
Sci U S A 89: 10706–10710.
19. Bejerano G, Lowe CB, Ahituv N, King B, Siepel A, et al. (2006) A distal
enhancer and an ultraconserved exon are derived from a novel retroposon.
Nature 441: 87–90.
20. Nishihara H, Smit AF, Okada N (2006) Functional noncoding sequences derived
from SINEs in the mammalian genome. Genome Res 16: 864–874.
21. Santangelo AM, de Souza FS, Franchini LF, Bumaschny VF, Low MJ, et al.
(2007) Ancient exaptation of a CORE-SINE retroposon into a highly conserved
mammalian neuronal enhancer of the proopiomelanocortin gene. PLoS Genet
3: 1813–1826.
22. Franchini LF, Lopez-Leal R, Nasif S, Beati P, Gelman DM, et al. (2011)
Convergent evolution of two mammalian neuronal enhancers by sequential
exaptation of unrelated retroposons. Proc Natl Acad Sci U S A 108: 15270–
15275.
23. Hirakawa M, Nishihara H, Kanehisa M, Okada N (2009) Characterization and
evolutionary landscape of AmnSINE1 in Amniota genomes. Gene 441: 100–
110.
24. Sasaki T, Nishihara H, Hirakawa M, Fujimura K, Tanaka M, et al. (2008)
Possible involvement of SINEs in mammalian-specific brain formation. Proc
Natl Acad Sci U S A 105: 4220–4225.
25. Tashiro K, Teissier A, Kobayashi N, Nakanishi A, Sasaki T, et al. (2011) A
mammalian conserved element derived from SINE displays enhancer properties
recapitulating Satb2 expression in early-born callosal projection neurons. PLoS
One 6: e28497.
26. Crossley PH, Martin GR (1995) The mouse Fgf8 gene encodes a family of
polypeptides and is expressed in regions that direct outgrowth and patterning in
the developing embryo. Development 121: 439–451.
27. Crossley PH, Martinez S, Martin GR (1996) Midbrain development induced by
FGF8 in the chick embryo. Nature 380: 66–68.
28. Crossley PH, Martinez S, Ohkubo Y, Rubenstein JL (2001) Coordinate
expression of Fgf8, Otx2, Bmp4, and Shh in the rostral prosencephalon during
development of the telencephalic and optic vesicles. Neuroscience 108: 183–206.

PLOS ONE | www.plosone.org

29. Inoue F, Parvin MS, Yamasu K (2008) Transcription of fgf8 is regulated by
activating and repressive cis-elements at the midbrain-hindbrain boundary in
zebrafish embryos. Dev Biol 316: 471–486.
30. Shinya M, Koshida S, Sawada A, Kuroiwa A, Takeda H (2001) Fgf signalling
through MAPK cascade is required for development of the subpallial
telencephalon in zebrafish embryos. Development 128: 4153–4164.
31. Capdevila J, Izpisua Belmonte JC (2001) Patterning mechanisms controlling
vertebrate limb development. Annu Rev Cell Dev Biol 17: 87–132.
32. Storm EE, Rubenstein JL, Martin GR (2003) Dosage of Fgf8 determines
whether cell survival is positively or negatively regulated in the developing
forebrain. Proc Natl Acad Sci U S A 100: 1757–1762.
33. Ladher RK, Wright TJ, Moon AM, Mansour SL, Schoenwolf GC (2005) FGF8
initiates inner ear induction in chick and mouse. Genes Dev 19: 603–613.
34. Echevarria D, Belo JA, Martinez S (2005) Modulation of Fgf8 activity during
vertebrate brain development. Brain Res Brain Res Rev 49: 150–157.
35. Fukuchi-Shimogori T, Grove EA (2001) Neocortex patterning by the secreted
signaling molecule FGF8. Science 294: 1071–1074.
36. Storm EE, Garel S, Borello U, Hebert JM, Martinez S, et al. (2006) Dosedependent functions of Fgf8 in regulating telencephalic patterning centers.
Development 133: 1831–1844.
37. Martinez S, Crossley PH, Cobos I, Rubenstein JL, Martin GR (1999) FGF8
induces formation of an ectopic isthmic organizer and isthmocerebellar
development via a repressive effect on Otx2 expression. Development 126:
1189–1200.
38. Suzuki-Hirano A, Shimogori T (2009) The role of Fgf8 in telencephalic and
diencephalic patterning. Semin Cell Dev Biol 20: 719–725.
39. Beermann F, Kaloulis K, Hofmann D, Murisier F, Bucher P, et al. (2006)
Identification of evolutionarily conserved regulatory elements in the mouse Fgf8
locus. Genesis 44: 1–6.
40. Komisarczuk AZ, Kawakami K, Becker TS (2009) Cis-regulation and
chromosomal rearrangement of the fgf8 locus after the teleost/tetrapod split.
Dev Biol 336: 301–312.
41. Hong JW, Hendrix DA, Levine MS (2008) Shadow enhancers as a source of
evolutionary novelty. Science 321: 1314.
42. Frankel N, Davis GK, Vargas D, Wang S, Payre F, et al. (2010) Phenotypic
robustness conferred by apparently redundant transcriptional enhancers. Nature
466: 490–493.
43. Hobert O (2010) Gene regulation: enhancers stepping out of the shadow. Curr
Biol 20: R697–699.
44. Tsujimura T, Hosoya T, Kawamura S (2010) A single enhancer regulating the
differential expression of duplicated red-sensitive opsin genes in zebrafish. PLoS
Genet 6: e1001245.
45. Suda Y, Kokura K, Kimura J, Kajikawa E, Inoue F, et al. (2010) The same
enhancer regulates the earliest Emx2 expression in caudal forebrain primordium, subsequent expression in dorsal telencephalon and later expression in the
cortical ventricular zone. Development 137: 2939–2949.
46. Kataoka A, Shimogori T (2008) Fgf8 controls regional identity in the developing
thalamus. Development 135: 2873–2881.
47. Brooks LR, Chung WC, Tsai PS (2010) Abnormal hypothalamic oxytocin
system in fibroblast growth factor 8-deficient mice. Endocrine 38: 174–180.
48. Nishimori K, Young LJ, Guo Q, Wang Z, Insel TR, et al. (1996) Oxytocin is
required for nursing but is not essential for parturition or reproductive behavior.
Proc Natl Acad Sci U S A 93: 11699–11704.
49. Pedersen CA, Vadlamudi SV, Boccia ML, Amico JA (2006) Maternal behavior
deficits in nulliparous oxytocin knockout mice. Genes Brain Behav 5: 274–281.
50. Choleris E, Clipperton-Allen AE, Phan A, Kavaliers M (2009) Neuroendocrinology of social information processing in rats and mice. Front Neuroendocrinol
30: 442–459.
51. Young KA, Gobrogge KL, Liu Y, Wang Z (2011) The neurobiology of pair
bonding: insights from a socially monogamous rodent. Front Neuroendocrinol
32: 53–69.
52. Martinez-Ferre A, Martinez S (2009) The development of the thalamic motor
learning area is regulated by Fgf8 expression. J Neurosci 29: 13389–13400.
53. Welsh DK, Takahashi JS, Kay SA (2010) Suprachiasmatic nucleus: cell
autonomy and network properties. Annu Rev Physiol 72: 551–577.
54. Fukada Y, Okano T (2002) Circadian clock system in the pineal gland. Mol
Neurobiol 25: 19–30.
55. Falcon J, Besseau L, Fuentes M, Sauzet S, Magnanou E, et al. (2009) Structural
and functional evolution of the pineal melatonin system in vertebrates.
Ann N Y Acad Sci 1163: 101–111.
56. Collin JP, Voisin P, Falcon J, Faure JP, Brisson P, et al. (1989) Pineal transducers
in the course of evolution: molecular organization, rhythmic metabolic activity
and role. Arch Histol Cytol 52 Suppl: 441–449.
57. Tsai PS, Brooks LR, Rochester JR, Kavanaugh SI, Chung WC (2011) Fibroblast
growth factor signaling in the developing neuroendocrine hypothalamus. Front
Neuroendocrinol 32: 95–107.

12

August 2012 | Volume 7 | Issue 8 | e43785

Diencephalic Fgf8 Enhancer Derived from SINE

58. Lynch VJ, Leclerc RD, May G, Wagner GP (2011) Transposon-mediated
rewiring of gene regulatory networks contributed to the evolution of pregnancy
in mammals. Nat Genet 43: 1154–1159.
59. Schmidt D, Schwalie PC, Wilson MD, Ballester B, Goncalves A, et al. (2012)
Waves of retrotransposon expansion remodel genome organization and CTCF
binding in multiple mammalian lineages. Cell 148: 335–348.
60. Feschotte C (2008) Transposable elements and the evolution of regulatory
networks. Nat Rev Genet 9: 397–405.

PLOS ONE | www.plosone.org

61. Kothary R, Clapoff S, Darling S, Perry MD, Moran LA, et al. (1989) Inducible
expression of an hsp68-lacZ hybrid gene in transgenic mice. Development 105:
707–714.
62. Grove EA, Tole S, Limon J, Yip L, Ragsdale CW (1998) The hem of the
embryonic cerebral cortex is defined by the expression of multiple Wnt genes
and is compromised in Gli3-deficient mice. Development 125: 2315–2325.

13

August 2012 | Volume 7 | Issue 8 | e43785

