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SUMMARY
Although the functional roles of long noncoding RNAs (lncRNAs) have been increasingly identified, few lncRNAs that control the naı̈ve

state of embryonic stem cells (ESCs) are known.Here, we report a naı̈ve-state-associated lncRNA, LincU,which is intrinsically activated by

Nanog in mESCs. LincU-deficient mESCs exhibit a primed-like pluripotent state and potentiate the transition from the naı̈ve state to the

primed state, whereas ectopic LincU expression maintains mESCs in the naı̈ve state. Mechanistically, we demonstrate that LincU binds

and stabilizes the DUSP9 protein, an ERK-specific phosphatase, and then constitutively inhibits the ERK1/2 signaling pathway, which

critically contributes tomaintenance of the naı̈ve state. Importantly, we reveal the functional role of LincU to be evolutionarily conserved

in human. Therefore, our findings unveil LincU as a conserved lncRNA that intrinsically restricts MAPK/ERK activity and maintains the

naı̈ve state of ESCs.
INTRODUCTION

Early embryonic development involves dynamic cellular

conversion events that are characterized by dramatic

changes in both extrinsic signaling pathways and intrinsic

epigenetic and transcriptional programs (Young, 2011).

Preimplantation blastocysts have the capacity to differen-

tiate into both somatic cells and germ cells and are thus

considered to display a naı̈ve pluripotent state (Bradley

et al., 1984; Leitch and Smith, 2013). Upon implantation,

the inner cell mass (ICM) develops into the epiblast, which

is characterized by the incipient expression of germ layer

markers and disintegration of the naı̈ve pluripotency

network, considered to be a primed pluripotent state (Nich-

ols and Smith, 2009). In addition, the inaccessibility of

these transient cell populations in vivo further restricts

the study of this process directly. Fortunately, mouse em-

bryonic stem cells (mESCs), derived from the ICM, provide

a versatile model for studying this transient process in vitro

(Evans and Kaufman, 1981; Martin, 1981). When cultured

in vitro, mESCs exhibit two distinct pluripotent states, the

original naı̈ve state and the primed state (epiblast-like

cells), which display distinct morphological, transcrip-

tional, and epigenetic profiles (Hackett and Surani, 2014;

Kalkan and Smith, 2014). Naı̈ve-state clones show round

morphology while primed-state clones are flat, similar to

human ESCs (hESCs) (Nichols and Smith, 2009; Tesar

et al., 2007). Nanog, Klf2 and Esrrb have been defined as
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state of mESCs (Dunn et al., 2014; Festuccia et al., 2012;

Stuart et al., 2014), whereas Brachyury, Fgf5, and Eomes are

unique genes expressed in the primed state (Nichols and

Smith, 2009). The transition from the naı̈ve state to the

primed state is accompanied by global upregulation of

H3K27me3 and DNA methylation (Marks et al., 2012).

Further understanding the core regulatory network that

dominates these two pluripotent states will be pivotal to

studying preimplantation embryonic development and

applying this knowledge to regenerative medicine.

Signaling pathways are commonly acknowledged as the

main extrinsic factors that trigger the transition between

naı̈ve and primed pluripotent states (Hackett and Surani,

2014; Kunath et al., 2007). The leukemia inhibitory factor

(LIF) and bone morphogenetic protein 4 (BMP4) signaling

pathways have been shown to be critical for the self-

renewal of naı̈ve-state stem cells but are dispensable for

the primed state (Niwa et al., 2009; Yoshida et al., 1994).

Additionally, activation of the ERK1/2 signaling pathway

triggers the transition from the naı̈ve state to the primed

state, and this pathway collaborates with the ACTIVIN/

NODAL signaling pathway to maintain the primed state

(Brons et al., 2007; Hackett and Surani, 2014; Ogawa

et al., 2007). Interestingly, LIF also induces the activation

of the ERK1/2 signaling pathway in the naı̈ve pluripotent

state regardless of the primarily activated LIF signaling

pathway (Nichols et al., 2001). In addition, while ERK1/2
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signaling drives lineage priming in mESCs, it is also

required for the maintenance of self-renewal in hESCs

(Greber et al., 2010). Moreover, the evolutionarily

conserved fibroblast growth factor (FGF)/ERK signaling

pathway has been reported to control a multitude of early

embryonic developmental processes, including prolifera-

tion, survival, migration, metabolism, and differentiation

(Roskoski, 2012). All of these observations underscore the

importance of the ERK1/2 signaling pathway in stem cell

fate decisions. Strikingly, maintenance of a homogeneous

naı̈ve pluripotent state is enabled by the elimination of dif-

ferentiation-inducing signals from the ERK1/2 signaling

pathway (Nichols et al., 2009; Ying et al., 2008). Therefore,

fine-tuning of ERK1/2 activity is critical for determining

the pluripotent state of stem cells. Recently, exogenous

BMP4 was reported to steadily attenuate ERK1/2 activity

by upregulating the expression of the pluripotency-specific

protein dual-specificity phosphatase 9 (Dusp9), which

binds to ERK1/2 and inhibits its phosphorylation in the

naı̈ve pluripotent state (Li et al., 2012). However, the

intrinsic modifiers that modulate the activity of ERK1/2

signaling pathway are rarely uncovered.

Long noncoding RNAs (lncRNAs), with lengths more

than 200 bp, are more versatile in distinct biological pro-

cesses, accounting for their higher-ordered structures and

flexible expression patterns (Batista and Chang, 2013;

Guttman and Rinn, 2012; Rinn and Chang, 2012). Based

on their genomic location, lncRNAs can be classified as

sense, antisense, bidirectional, intronic, or intergenic

(lincRNA) (Fatica and Bozzoni, 2014). By functioning as

molecular scaffolds, lncRNAs participate in the regulation

of gene expression and the post-translational modification

of proteins, including ubiquitination and phosphorylation

(Nagano et al., 2008; Pandey et al., 2008; Taniue et al.,

2016;Wang et al., 2014). The p53-induced lincRNA-p21 re-

presses the translation of CTNNB1 and JUNB by directly in-

teracting with their mRNAs (Yoon et al., 2012). Further-

more, linc00673 can reinforce the interaction between

PTPN11 and PRPF19 and promote the ubiquitination and

degradation of PTPN11 (Zheng et al., 2016). A previous

study in dendritic cells revealed that the lincRNA lnc-DC

could directly interact with STAT3 and sustain its phos-

phorylation at tyrosine-705 by preventing SHP1-mediated

dephosphorylation (Wang et al., 2014). Recently, lncRNAs

that collaborate with epigenetic remodeling complexes to

directly regulate gene expression for the maintenance of

pluripotency and lineage commitment in pluripotent

stem cells have been discovered (Dinger et al., 2008; Gutt-

man et al., 2011). Nevertheless, lncRNAs involved in the

regulation of core signaling pathway activity in pluripotent

stem cells remain largely unexplored.

Here, we report a naı̈ve mESC specifically expressed

lincRNA, LincU (previously referred as linc1483 [Guttman
396 Stem Cell Reports j Vol. 11 j 395–409 j August 14, 2018
et al., 2011]), whose deficiency promotes the transition

from naı̈ve state to primed state, and its overexpression in-

hibits this process. Mechanistically, we found that LincU

specifically restricts the activity of the mitogen-activated

protein kinase (MAPK)/ERK signaling pathway by binding

and stabilizing the ERK-specific phosphatase DUSP9. Our

results suggest that LincU acts as an intrinsic inhibitor of

MAPK/ERK signaling and critically controls the naı̈ve

pluripotent state of mESCs.
RESULTS

LincU Is Both Essential and Sufficient for Maintaining

the Naı̈ve Pluripotency of mESCs

Naı̈ve pluripotency holds great promise for the clinical

application of pluripotent stem cells (Batista and Chang,

2013). Although thousands of lncRNAs have been identi-

fied and integrated into the pluripotency regulation

network (Guttman et al., 2011), functional lncRNA that

plays a pivotal role in the maintenance of naı̈ve pluripo-

tency has rarely been found. As Nanog is considered a

core element in naı̈ve-state maintenance (Chambers

et al., 2003, 2007; Mitsui et al., 2003) we found that Nanog

can bind the promoter region of LincU, which is located on

chromosome 16 (9,133,405–9,138,147) (mm9) (Murakami

et al., 2016). Similar to that of Nanog, the expression

pattern of LincU is dramatically and rapidly downregulated

after LIF withdrawal (Figure S1A). Thus, to identify the

functional role of LincU in the maintenance of naı̈ve plu-

ripotency, we assessed the expression levels of LincU in

the mESCs at different pluripotent states, including those

at the primed pluripotent state (sustained with basic FGF

[bFGF] and activin A, bFGF + activin A), naı̈ve pluripotent

state (maintained with LIF and 2i, LIF + 2i), and heteroge-

neous pluripotent state (cultured in medium supple-

mented with LIF and fetal bovine serum [FBS], LIF + FBS).

As expected, the naı̈ve pluripotency-specific genes Rex1,

Esrrb,Nanog, and Tcl1 are highly expressed in the heteroge-

neous pluripotent state and even more highly expressed in

the naı̈ve pluripotent state, while the primed-state genes

Fgf5, Dnmt3b, T, and Eomes together with the develop-

mental genesNestin,Mixl l,N-cad, and Gata4 are highly ex-

pressed in the primed pluripotent state (Figure 1A).

Compared with ESCs cultured in bFGF + activin A and

LIF + FBS, ESCs cultured in LIF + 2i showed higher expres-

sion level of LincU (Figure 1A), which is in accordance

with the expression patterns of naı̈ve pluripotency-specific

genes, indicating a potentially pivotal role of LincU in the

maintenance of the naı̈ve pluripotent state.

Employing a nucleocytoplasmic separation assay, we

observed that the LincU transcripts were abundant in the

cytoplasm of naı̈ve-state mESCs (Figure S1B). Thus, we



Figure 1. LincU Is Both Essential and Sufficient for Maintaining the Naı̈ve Pluripotency of mESCs
(A) LincU is highly expressed in the heterogeneous pluripotent state and even more highly expressed in the naı̈ve pluripotent state. Data
are shown as the mean ± SEM (n = 3). *p < 0.05, **p < 0.01, ***p < 0.001, t test.
(B and C) shLincU mESCs exhibit a primed-like state when cultured in LIF + FBS medium, as shown by qPCR (B) and western blot (C) analysis
of primed-state-related and developmental genes. Data are shown as the mean ± SEM (n = 3). *p < 0.05, **p < 0.01, ***p < 0.001, t test.

(legend continued on next page)
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designed two efficient short hairpin RNAs (shRNAs) that

target LincU transcripts to knock down its expression

(shLincU-1 and shLincU-2) in mESCs via a lentivirus deliv-

ery system; a scrambled shRNA (shCtrl) served as the nega-

tive control. When cultured in LIF + FBS medium, mESCs

fluctuate between the naı̈ve and primed pluripotent states,

which is termed the heterogeneous pluripotent state (Fes-

tuccia et al., 2012), and provides amore accessible platform

to study the transition between the naı̈ve and primed

states. After maintaining shLincU and shCtrl mESCs in

this serum-containing medium, shLincU mESCs exhibited

a primed-like pluripotent state, which was characterized by

higher expression levels of primed-state-specific genes,

including Fgf5, Dnmt3b, T, Eomes, Mixl1, and N-cadherin,

although LincU knockdown had no apparent influence

on the expression of naı̈ve-state-related genes (Figure 1B).

Western blot also confirmed the elevated expression levels

of primed-state-specific proteins (Figures 1C and S1C).

Increased expression level of DNMT3B, a DNA methyl-

transferase, will enhance DNA methylation, which is well

known to be a dominant feature of the primed pluripotent

state (Borgel et al., 2010).

To validate the primed-like pluripotent state of LincU

knockdown mESCs, we directly induced these mESCs to

enter the primed pluripotent state by applying N2B27 +

bFGF + activin A medium (Hayashi et al., 2011). As ex-

pected, LincU knockdown mESCs exhibited accelerated

epiblast induction compared with shCtrl mESCs, as

determined by more notable epiblast-like morphology,

decreased expression of naı̈ve-state-related genes, and

increased expression of primed-state-related genes after

2 days of induction (Figures 1D and 1E). Furthermore,

when we replated the induced primed pluripotent cells

(cultured in N2B27 + activin A + FGF2) into LIF + FBS

medium, LincU knockdown cells failed to form alkaline

phosphatase (AP)-positive colonies (Figures S1D and S1E)

(Karwacki-Neisius et al., 2013). These data demonstrated

that LincU knockdownmESCs exhibit a primed-like plurip-

otent state.

To further confirm the functional role of LincU in the

maintenance of naı̈ve pluripotency, we directly generated
(D and E) LincU knockdown accelerates the epiblast induction process
induced for 2 days. Data are shown as the mean ± SEM (n = 3). *p <
(F and G) LincU�/� mESCs express higher levels of primed-state-spe
medium, as shown by qPCR (F) and western blot (G) analysis. Data
***p < 0.001, t test.
(H and I) LincU-overexpressing mESCs express lower levels of primed-s
FBS medium, as shown by qPCR (H) and western blot (I) analysis. D
***p < 0.001, t test.
(J and K) LincU-overexpressing mESCs fail to differentiate into the p
analysis of day-2 induced epiblast cells. Data are shown as the mean ±
100 mm.
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LincU�/� mESCs via CRISPR/Cas9-mediated genome dele-

tion (Li et al., 2017). Knockout efficiency was validated

by genomic DNA PCR (Figure S1F) and qPCR (Figure 1F).

Similarly, LincU�/� mESCs expressed higher levels of

primed-state-specific genes when maintained in a hetero-

geneous pluripotent state (Figures 1F, 1G, and S1G). More-

over, we evaluatedwhether LincU�/� cells could contribute

to chimeras and found that mESCs lacking LincU failed to

form chimeras, thereby demonstrating that LincU-defi-

cient mESCs have lost naı̈ve pluripotency (Figures S2A

and S2B). Additionally, we performed the teratoma forma-

tion assay and our results showed that LincU�/� mESCs

formed larger teratomas with higher expression levels of

primed-state and lineage-specific genes (Figures S2C and

S2D). These results demonstrated that LincU is required

for maintaining the naı̈ve pluripotency of mESCs.

Next, we built the LincU-overexpressing mESCs by inte-

grating CAG promoter-driven LincU expression into the

Rosa26 locus using CRISPR/Cas9-mediated homologous

recombination (Li et al., 2017). After confirming the

constitutive overexpression of LincU transcripts, we

found that LincU-overexpressing mESCs expressed lower

expression levels of primed-state-related and develop-

mental genes than control mESCs when cultured in

LIF + FBS medium (Figure 1H). Additionally, a slight in-

crease in the expression of naı̈ve-state-related genes was

observed (Figure 1H). Western blot assay also verified

the decreased DNMT3B and N-CADHERIN protein levels

(Figures 1I and S2E). These observations indicated that

LincU-overexpressing mESCs exhibit a naı̈ve-like pluripo-

tent state. To further confirm this hypothesis, we induced

control and LincU-overexpressing mESCs to differentiate

to the primed pluripotent state. Notably, the LincU-over-

expressing mESCs failed to transit to the primed state,

as shown by a naı̈ve-state morphology and a much

lower expression level of primed-state-related genes

than that in control mESCs (Figures 1J and 1K). Moreover,

the induced EpiSCs derived from LincU-overexpressing

mESCs were still able to form AP-positive colonies after be-

ing replated into LIF + FBS medium (Figures S2F and S2G),

showing that overexpression of LincU severely disrupted
as shown by microscopy (D) and qPCR (E) analysis of epiblast cells
0.05, **p < 0.01, ***p < 0.001, t test. Scale bar, 100 mm.
cific genes and developmental genes when cultured in LIF + FBS
are shown as the mean ± SEM (n = 3). *p < 0.05, **p < 0.01,

tate-related genes and developmental genes when cultured in LIF +
ata are shown as the mean ± SEM (n = 3). *p < 0.05, **p < 0.01,

rimed pluripotent state, as shown by microscopy (J) and qPCR (K)
SEM (n = 3). *p < 0.05, **p < 0.01, ***p < 0.001, t test. Scale bar,



Figure 2. LincU Specifically Inhibits the MAPK-ERK Signaling Pathway
(A) Scatterplots of global gene expression according to microarray data for shLincU-2 mESCs versus shCtrl mESCs. The gray dashed lines
delineate the boundaries of a 2-fold change in gene expression. Upregulated genes are highlighted in red and downregulated genes are
shown in green.
(B) GSEA of the MAPK and WNT signaling pathways in shLincU-2 mESCs versus shCtrl mESCs. NES represents the normalized enrichment
scores in each category.

(legend continued on next page)
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the transition from the naı̈ve pluripotent state to the

primed pluripotent state. Similarly, we performed the tera-

toma formation assay with control and LincU-overex-

pressing mESCs, whereby LincU overexpression resulted

in a smaller teratoma size and lower expression level of

lineage-specific genes than those in control mESCs (Fig-

ures S2H and S2I). These in vivo results further confirmed

that LincU-overexpressing mESCs maintain a naı̈ve-like

pluripotent state that is resistant to the initiation of differ-

entiation. Collectively, these results demonstrated that

LincU is both essential and sufficient for maintaining

the naı̈ve pluripotency of mESCs.

LincU Specifically Inhibits the MAPK-ERK Signaling

Pathway

To determine the mechanism underlying LincU-induced

key phenotypes in mESCs, we performed global transcrip-

tome analysis of both LincU knockdown and LincU-over-

expressingmESCs, whichweremaintained in the heteroge-

neous pluripotent state. Consistently, primed-state-related

genes were upregulated upon LincU knockdown and

downregulated upon LincU overexpression (Figures 2A

and 2E). In addition, gene ontology analysis of these differ-

entially expressed genes showed that LincU deficiency led

to significant upregulation of functional terms related to

in utero embryonic development, whereas LincU overex-

pression notably downregulated these functional terms

(Figures S3A and S3B). Importantly, KEGG (Kyoto Encyclo-

pedia of Genes and Genomes) pathway analysis of the

downregulated genes in LincU-overexpressing mESCs

showed that these genes are significantly enriched in the

MAPK signaling pathway (Figure S3C). Furthermore, we

performed gene set enrichment analysis (GSEA) and

analyzed the normalized enrichment scores (NES) for two

key signaling pathways that are involved in naı̈ve-state re-

programming and maintenance: the MAPK/ERK andWNT

signaling pathways. Our results indicated that MAPK
(C and D) LincU knockdown increases the expression of downstream
expression level of WNT target genes (D). Data are shown as the mea
(E) Scatterplots of global gene expression according to microarray data
lines delineate the boundaries of a 2-fold change in gene expression.
are shown in green.
(F) GSEA of the MAPK and WNT signaling pathways in LincU-overex
enrichment scores in each category.
(G and H) LincU overexpression decreases the expression of the down
the expression level of WNT target genes (H). Data are shown as the
(I and J) Western blot (n = 3) showing higher levels of ERK1/2 phosph
LIF + FBS medium.
(K) Western blot (n = 3) showing that LincU overexpression decrease
medium.
(L and M) LincU knockdown-induced increases in the expression of pri
compromised by MAPK/ERK inhibitor (PD0325901) treatment, as show
mean ± SEM (n = 3). *p < 0.05, **p < 0.01, ***p < 0.001, #p < 0.05,
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signaling, but not WNT signaling, was significantly

affected in both LincU knockdown and LincU-overexpress-

ing mESCs (Figures 2B and 2F). We further examined the

expression level of downstream genes of the WNT and

MAPK/ERK signaling pathways, and our data indicated

that LincU was negatively correlated with the expression

level of MAPK/ERK downstream genes, but not the down-

stream genes of the WNT signaling pathway (Figures 2C,

2D, 2G, and 2H), which suggested that the activity of

MAPK/ERK signaling pathway was affected by LincU

expression manipulation.

To validate the sequential changes of MAPK/ERK

signaling pathway activity after modifying the expression

of LincU, we examined the level of ERK1/2 phosphoryla-

tion in LincU knockdown, LincU knockout, and LincU-

overexpressing mESCs. Consistently, the level of ERK1/2

phosphorylation was markedly increased by LincU knock-

down or knockout and dramatically decreased by LincU

overexpression (Figures 2I–2K and S3D–S3F). Meanwhile,

we also observed a negative correlation between the LincU

expression level and the level of ERK1/2 phosphorylation

in the teratomas derived from these three groups of mESCs

(Figures S3G–S3J). Moreover, treatment with a potent

MAPK inhibitor, PD0325901, significantly compromised

the LincU knockdown-induced upregulation of primed-

state-related genes and increased the level of ERK1/2 phos-

phorylation and DNMT3B protein (Figures 2L, 2M, and

S3K). In conclusion, these results proved that LincU specif-

ically inhibits MAPK/ERK signaling activity in mESCs,

thereby elucidating the role of LincU in maintaining the

naı̈ve state.

LincU Stabilizes the ERK-Specific Phosphatase DUSP9

in mESCs

Direct competition between phosphorylation and dephos-

phorylation has been proposed as a major mechanism un-

derlyingextracellular stimulationandhasbeendocumented
genes of the MAPK signaling pathway (C) but barely affects the
n ± SEM (n = 3). *p < 0.05, **p < 0.01, ***p < 0.001, t test.
for LincU-overexpressing mESCs versus Ctrl mESCs. The gray dashed
Upregulated genes are highlighted in red and downregulated genes

pressing mESCs versus Ctrl mESCs. NES represents the normalized

stream genes of the MAPK signaling pathway (G) but barely affects
mean ± SEM (n = 3). *p < 0.05, **p < 0.01, ***p < 0.001, t test.
orylation in shLincU mESCs (I) and LincU�/� mESCs (J) cultured in

s the level of ERK1/2 phosphorylation when cultured in LIF + FBS

med-state-related genes and developmental genes are significantly
n by qPCR (L) and western blot (M) analysis. Data are shown as the
##p < 0.01, ###p < 0.001, t test.



in most biological processes (Bononi et al., 2011). The

negative correlation between LincU expression and the

level of ERK1/2 phosphorylation indicates that LincU

modifies ERK1/2 phosphorylation in mESCs. ERK1/2

are serine/threonine kinases that are mainly involved

in signal transduction of the Ras-Raf-MEK-ERK cascade.

MEK1/2 arewell-known kinases that catalyze the phosphor-

ylation of ERK1/2, whereas DUSP9 specifically hydrolyzes

the phosphate group on ERK1/2 in mESCs (Figure 3A). We

thus examined the protein levels of phosphorylated

MEK1/2 and DUSP9 in LincU-deficient and LincU-overex-

pressingmESCs.Notably, no significant change in the phos-

phorylated MEK1/2 protein level was observed after either

LincU deficiency or overexpression, whereas the protein

level of DUSP9 was obviously decreased after LincU defi-

ciency and increased with LincU overexpression (Figures

3B–3D and S4A–S4C). In vivo results also showed that LincU

knockout decreased DUSP9 protein levels while LincU

overexpression increased DUSP9 protein levels in teratomas

(Figures S4D–S4G). Interestingly, the mRNA level of Dusp9

remained unchanged after either LincU deficiency or

overexpression (Figures 3E–3G), indicating that LincU

might increase Dusp9 protein stability at the post-transla-

tional level.

Considering that LincU is primarily resident in the

cytoplasm, we suspected that LincU could bind to

DUSP9 to increase its protein stability. To this end, a native

RNA immunoprecipitation (RIP) assay was performed us-

ing a specific antibody against DUSP9 in mESCs. After

pulling down DUSP9, substantial amounts of LincU were

observed in the immunocomplexes (Figure 3H). More-

over, we performed the crosslinked RIP assay with a spe-

cific DUSP9 antibody, and our results further showed

that LincU indeed interacted with DUSP9 (Figure S4H).

To further confirm that LincU is required for the stabiliza-

tion of DUSP9 protein, we treated shCtrl and shLincU

mESCs with cycloheximide to disrupt the translation pro-

cesses and found that the DUSP9 protein level decreased

much more dramatically in LincU-deficient mESCs than

in control mESCs (Figures 3I and S4I). Moreover, pretreat-

ment with a potent proteasome inhibitor, MG132, stabi-

lized DUSP9 protein expression in LincU-deficientmESCs,

indicating that the ubiquitination-proteasome pathway is

involved in LincU deficiency-induced DUSP9 degradation

(Figures 3J and S4J). Immunoprecipitation using a specific

DUSP9 antibody was performed after pretreatment with

MG132 and blotted with an antibody against ubiquitin.

Our results clearly showed polyubiquitinated DUSP9

bands, suggesting that LincU knockdown causes DUSP9

ubiquitination (Figures 3K and S4K). Collectively, these re-

sults demonstrated that LincU protects DUSP9 protein

from ubiquitination-proteasome-mediated degradation

in mESCs.
Dusp9 Lies Downstreamof LincU to Preserve theNaı̈ve

Pluripotency of mESCs

To certify thatDusp9 lies downstream of LincU tomaintain

the naı̈ve state of mESCs, we designed a potent shRNA tar-

geting the CDS (coding sequence) region of Dusp9 mRNA

to knock down Dusp9 in LincU-overexpressing mESCs.

The knockdown efficiency was verified by qPCR and west-

ern blot (Figures 4A, 4B, and S5A). In addition, we found

that both the decreased levels of ERK1/2 phosphorylation

and the decreased expression levels of primed-state-related

genes triggered by LincU overexpression were significantly

compromised by Dusp9 knockdown (Figures 4A, 4B,

and S5B). Moreover, the LincU-inhibited expression of

DNMT3B was rescued by Dusp9 knockdown (Figures 4C

and S5C). Additionally, LincU-overexpressing mESCs recu-

perated their ability to transition to the primed state when

Dusp9was downregulated (Figures 4D–4F). Taken together,

our data demonstrated that Dusp9 lies downstream of

LincU to preserve the naı̈ve pluripotency of mESCs.

LincU Is the Direct Target of NANOG in Naı̈ve-State

mESCs

Chromatin immunoprecipitation sequencing (ChIP-seq)

data for ESCs from CODEX (http://codex.stemcells.cam.

ac.uk/) indicated that the core transcription factors

NANOG, SOX2, ESRRB, KLF4, and SMAD1 do bind to

the promoter of LincU (Sanchez-Castillo et al., 2015).

Thus, we tested the LincU-promoter luciferase reporter

with Sox2, Esrrb, Klf4, and Smad1 as well as Nanog. Our

results showed that NANOG induced a stronger activa-

tion of LincU promoter than KLF4 and SMAD1, while

SOX2 and ESRRB showed no significant activation of

LincU promoter (Figure S5D). Next, we deleted two

possible Nanog-binding motifs in LincU promoter

(mutant LincU promoter) and found that reporter activ-

ity was reduced (Figure 5A). These results indicated that

Nanog is one important upstream regulator of LincU,

and these other transcription factors might regulate

LincU together with NANOG. Furthermore, ChIP-

PCR assay using a specific antibody against NANOG

confirmed that NANOG directly binds to the promoter

of LincU in naı̈ve-state mESCs (Figure 5B).

To further confirm that LincU is downstreamofNanog, we

performed knockdown of Nanog and observed a dramatic

decrease of LincU transcription afterNanog knockdown (Fig-

ures 5C and 5D). Consistent with the results obtained from

LincU knockdown, Nanog knockdown upregulated primed-

state-related genes (Figure 5D), decreased DUSP9 protein

expression and increased ERK1/2 phosphorylation (Figures

5E and S5E). Notably, Nanog knockdown-accelerated

primed-state transition, which was characterized by a

flat morphology and high expression levels of primed-

state-related genes, was significantly compromised by
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Figure 3. LincU Stabilizes the ERK-Specific Phosphatase DUSP9 in mESCs
(A) Model illustrating the phosphorylation and dephosphorylation roles of MEK1/2 and DUSP9, respectively, in the regulation of ERK1/2
phosphorylation.
(B–D) Western blot (n = 3) showing the expression level of LincU is positively correlated with the protein level of DUSP9 but not the level of
MEK1/2 phosphorylation in shLincU mESCs (B), LincU�/� mESCs (C), and LincU-overexpressing mESCs (D).
(E–G) LincU does not change the mRNA level of Dusp9, as shown by qPCR analysis of shLincU mESCs (E), LincU�/� mESCs (F), and LincU-
overexpressing mESCs (G).
(H) Native RIP assays showing the physical interaction between DUSP9 and LincU. Linc1548 acts as a negative control. Data are shown as
the mean ± SEM (n = 3). *p < 0.05, t test.
(I) DUSP9 protein degradation is accelerated in shLincU mESCs compared with shCtrl mESCs after CHX (20 mg/mL) treatment.
(J) DUSP9 protein degradation in shLincU mESCs is rescued by proteasome inhibitor (MG132) treatment.
(K) LincU knockdown induces robust DUSP9 ubiquitination.
ectopic LincU expression (Figures 5F and 5G). Meanwhile,

the decreased DUSP9 protein expression and increased level

of ERK1/2 phosphorylation triggered by Nanog knockdown
402 Stem Cell Reports j Vol. 11 j 395–409 j August 14, 2018
were also rescued by LincU overexpression (Figures 5H and

S5F). Together, these data verified that LincU is the direct

target of Nanog in naı̈ve mESCs.



Figure 4. Dusp9 Lies Downstream of LincU to Preserve the Naı̈ve Pluripotency of mESCs
(A) Western blot (n = 3) showing Dusp9 knockdown rescues the LincU overexpression-induced decrease in ERK1/2 phosphorylation.
(B and C) LincU overexpression-induced inhibition of primed-state-related and developmental gene expression is significantly compro-
mised by Dusp9 knockdown, as shown by qPCR (B) and western blot (C) analysis in mESCs. Data are shown as the mean ± SEM (n = 3).
**p < 0.01, ***p < 0.001, #p < 0.05, ##p < 0.01, ###p < 0.001, t test.
(D and E) Dusp9 knockdown restores the capacity of LincU-overexpressing mESCs to undergo epiblast induction, as shown by microscopy
(D) and qPCR (E) analysis of day-2 induced epiblast cells. Data are shown as the mean ± SEM (n = 3). *p < 0.05, **p < 0.01, ***p < 0.001,
#p < 0.05, ##p < 0.01, ###p < 0.001, t test. Scale bar, 100 mm.
(F) Colony-formation assay of single cells from Ctrl group and LincU-overexpression group along with shCtrl and shDusp9, respectively,
48 hr post epiblast induction. Colonies were stained for AP activity on day 6 of culture in LIF + FBS medium and deemed as either AP-
positive or AP-negative. Data are shown as the mean ± SEM (n = 3). **p < 0.01, ##p < 0.01, $$p < 0.01, t test.
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Figure 5. LincU Is the Direct Target of NANOG in Naı̈ve-State mESCs
(A and B) NANOG directly binds to the promoter region of LincU, as shown by the luciferase reporter assay (A) and ChIP-qPCR with
anti-NANOG antibody (B). Prdm14 acts as a positive control. The negative control amplifies an intergenic region. Data are shown as the
mean ± SEM (n = 3). *p < 0.05, **p < 0.01, #p < 0.05, t test.
(C and D) Nanog knockdown induces obvious differentiation of mESCs, as shown by microscopy (C) and qPCR (D) analysis 48 hr post
shNanog lentivirus infection. Data are shown as the mean ± SEM (n = 3). *p < 0.05, **p < 0.01, ***p < 0.001, t test. Scale bar, 100 mm.
(E) Western blot (n = 3) showing Nanog knockdown clearly decreases the protein level of DUSP9 and elevates the level of ERK1/2
phosphorylation.
(F and G) Overexpressing LincU markedly blocks the differentiation of mESCs triggered by Nanog knockdown, as shown by microscopy (F)
and qPCR analysis (G). Data are shown as the mean ± SEM (n = 3). *p < 0.05, **p < 0.01, ***p < 0.001, #p < 0.5, ##p < 0.01, ###p < 0.001,
t test. Scale bar, 100 mm.
(H) Western blot (n = 3) showing the decreased protein level of DUSP9 and elevated level of ERK1/2 phosphorylation in shNanogmESCs are
significantly compromised by LincU overexpression.
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Figure 6. Functional Role of LincU Is Conserved in hESCs
(A) The matched sequence of mouse LincU in the human genome indicates that LincU is conserved in humans.
(B) Morphology of primed hESCs and naı̈ve hESCs. Scale bar, 100 mm.
(C) LincU is highly expressed in naı̈ve hESCs compared with primed hESCs. Data are shown as the mean ± SEM (n = 3). *p < 0.05, **p < 0.01,
***p < 0.001, t test.
(D) Western blot (n = 3) showing higher protein levels of DUSP9 and lower levels of ERK1/2 phosphorylation are detected in naı̈ve hESCs
than in primed hESCs.

(legend continued on next page)
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The Functional Role of LincU Is Conserved in hESCs

Naı̈ve-state hESCs show great promise for clinical cellular

supplementation therapy (Batista and Chang, 2013). In

addition, lincRNAs commonly exhibit high mutation fre-

quencies and are rarely conserved from rodents to humans.

Thus, conserved and functional lincRNAs involved in the

transition between naı̈ve and primed hESCs are rarely re-

ported. Fortunately, mouse LincU shares a homology re-

gion with human genome (Figure 6A), indicating that

LincU is an evolutionarily conserved lincRNA. We thus de-

signed a specific pair of primers for the qPCR amplification

of human LincU and examined the relative expression

levels between naı̈ve and primed hESCs (Figure 6B). The re-

sults showed that the expression of LincU was higher in

naı̈ve-state hESCs than that in primed-state hESCs, which

is similar to the expression patterns of reported human

naı̈ve-state-specific genes (Gafni et al., 2013) (Figure 6C).

Importantly, DUSP9 protein expression levels were higher

and ERK1/2 phosphorylation levels were lower in naı̈ve

hESCs than in primed-state hESCs (Figures 6D and S6A),

indicating the conserved role of LincU in stabilizing the

DUSP9 protein.

Moreover, ectopic expression of human LincU in hESCs

successfully induced hESCs to a naı̈ve-like state under

NHSM (naı̈ve human stem cell medium) without an

MAPK signaling pathway inhibitor, as characterized by a

more domed morphology, high expression levels of

naı̈ve-state-related genes, and lower expression levels of

primed-state-related genes (Figures 6E and 6F). Notably, hu-

man LincU overexpression in hESCs also protected DUSP9

from degradation to a greater extent and inhibited the

phosphorylation of ERK1/2 (Figures 6G and S6B). Taken

together, our findings uncovered an evolutionarily

conserved naı̈ve-state-associated lincRNA named LincU

that plays a pivotal role in maintaining the naı̈ve state of

both mouse and human ESCs. Nanog-induced LincU

directly binds and stabilizes DUSP9 protein, which then

constitutively inhibits the ERK1/2 signaling pathway, crit-

ically contributing to the maintenance of the naı̈ve state

(Figure 6H).
DISCUSSION

Until recently the functional roles of lncRNAs, which were

once underestimated and regarded as ‘‘junk’’ in the
(E and F) LincU overexpression leads to naı̈ve-state-like hESCs when
microscopy (F). Data are shown as the mean ± SEM (n = 3). *p < 0.05
(G) Western blot (n = 3) showing that overexpressing LincU increas
phosphorylation.
(H) Model showing that Nanog-activated LincU directly binds and stab
ERK signaling activity to maintain the naı̈ve pluripotent state of ESC
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genome, have been revealed in multiple biological pro-

cesses, including early embryonic development and adult

aging (Balakirev and Ayala, 2003; Grote et al., 2013; Lee

and Bartolomei, 2013; Ulitsky et al., 2011; Zhang et al.,

2012). Although an increasing number of lncRNAs that

participate in controlling the pluripotency of mESCs have

been discovered (Guttman et al., 2011), identification of

functional lncRNAs involved inmaintaining thenaı̈ve state

ofmESCs, which are closer to early-stage embryos and have

higher pluripotency, is still missing. Here, we found that

LincU is specifically and highly expressed in naı̈ve mESCs

and that its expression decreases dramatically as mESCs

exit the naı̈ve state. Moreover, we verified that LincU is

both indispensable and sufficient to maintain the naı̈ve

state of mESCs with both in vivo and in vitro assays, similar

to those well-defined naı̈ve-state-associated transcription

factors, such as Klf2, Klf4, Esrrb, and Nanog. Therefore, our

research identified a vital naı̈ve-state-associated lincRNA

that is involved in maintaining the naı̈ve state.

Early embryonic development is a complicated and elab-

orate process that is precisely controlled by extrinsic

signaling transduction and intrinsic epigenetic and tran-

scriptional regulation. In addition, extrinsic signaling

pathways are consistently acknowledged as the main force

underlying early lineage commitment (Kalkan and Smith,

2014). Among those pathways, MAPK/ERK signaling has

been identified as a pivotal signaling pathway involved in

early embryonic development both in vivo and in vitro,

playing roles in gastrulation, transition from the naı̈ve to

the primed state, stabilization of primed-state pluripotent

stem cells, and early neural lineage commitment (Kunath

et al., 2007; Nichols et al., 2009; Nichols and Smith,

2009). However, the intrinsic factor that tactically modu-

lates the activity of MAPK/ERK signaling remains uneluci-

dated. In the present study, we identified LincU as an

intrinsic inhibitor of the MAPK/ERK signaling pathway in

naı̈ve-state mESCs. Notably, we revealed that LincU stabi-

lizes the DUSP9 protein, a BMP4/SMADs-induced and

mESC-specific ERK1/2 phosphatase, by interacting with

DUSP9 and preventing its ubiquitination/degradation

cascade (Li et al., 2012). Although the details regarding

the protective effects of LincU on DUSP9 must be further

explored, the present study clearly demonstrates that

intrinsic inhibition of the MAPK/ERK signaling pathway

by the LincU/DUSP9 axis is indispensable for the mainte-

nance of the naı̈ve state.
cultured in NHSM without PD0325901, as shown by qPCR (E) and
, **p < 0.01, t test. Scale bar, 100 mm.
es the protein level of DUSP9 and decreases the level of ERK1/2

ilizes the ERK-specific phosphatase DUSP9 and then inhibits MAPK/
s.



When cultured in medium supplemented with LIF and

serum, mESCs are a hodgepodge of both naı̈ve and primed

mESCs, which are well defined by the expression level of

Nanog (Festuccia et al., 2012). Nanog has been reported to

be the gateway to naı̈ve pluripotency, and forced Nanog

expression is sufficient to drive the cytokine-independent

self-renewal of naı̈ve-state mESCs (Chambers et al., 2007).

Interestingly, inhibition of the MAPK/ERK signaling

pathway leads to effects similar to those of Nanog overex-

pression. However, the relationship between Nanog and

MAPK/ERK signaling in naı̈ve-state mESCs remains to be

elucidated. In the present study, we verified a negative cor-

relation between Nanog expression and the activity of

MAPK/ERK signaling. In addition, we demonstrated that

Nanog directly activates the expression of LincU, which

further stabilizes DUSP9 protein expression and results in

inhibition of the MAPK/ERK signaling pathway in naı̈ve-

state mESCs. Importantly, we found that forced expression

of LincU can inhibit theMAPK/ERK signaling pathway and

drive the self-renewal of Nanog-deficient mESCs. Collec-

tively, our study clearly revealed that the intrinsic tran-

scription factor Nanog inhibits MAPK/ERK signaling

pathway activity by directly inducing the transcription of

LincU in naı̈ve-state mESCs.

Species differences in early embryonic development,

especially the stage around implantation, cause the results

acquired from animal models to be suboptimal for human

applications. Most famously, signaling pathways impli-

cated in the maintenance of mESCs involve activation of

the LIF/STAT3 and BMP signaling pathways or inhibition

of the FGF/ERK and GSK3b signaling pathways, whereas

the self-renewal of hESCs requires activation of the bFGF/

ERK and activin/nodal signaling pathways (James et al.,

2005; Li et al., 2007). Recently, numerous studies have

identified a combination of five kinase inhibitors,

including an ERK1/2 inhibitor together with LIF and acti-

vin A (5i/L/A), that enables the conversion of pre-existing

hESCs to the naı̈ve state, indicating the conserved role of

MAPK/ERK signaling in the maintenance of naı̈ve-state

hESCs (Gafni et al., 2013). Here, we demonstrated that

LincU is conserved and more highly expressed in naı̈ve-

state hESCs, along with higher protein level of DUSP9

and lower MAPK/ERK signaling activity in naı̈ve-state

hESCs compared with those in primed-state hESCs.

Notably, we recapitulated the functional interplay between

LincU and DUSP9 in hESCs, and the results coincided

exactly with those in mice.

In summary, we report an evolutionarily conserved

naı̈ve-state-associated lincRNA, LincU, which plays a

pivotal role in maintaining the naı̈ve state of both mouse

and human ESCs. Nanog-induced LincU directly binds

and stabilizes the DUSP9 protein and then constitutively

inhibits the ERK1/2 signaling pathway, which critically
contributes tomaintenance of the naı̈ve state. Collectively,

our data shed light on a crucial role of the intrinsic Nanog/

LincU/DUSP9/ERK signaling pathway in naı̈ve-state main-

tenance, which is potentially beneficial for capturing the

highest value of naı̈ve-state ESCs in future research and

therapeutic applications.
EXPERIMENTAL PROCEDURES

Animal Studies
All experiments involving animals were approved by the Institu-

tional Animal Care and Use Committee of Tongji University under

theGuide for theCare andUse of Laboratory Animals (NIHGuide).

Induction of Epiblast-like Cells
A 6-well plate was coated with 0.1% (w/v) gelatin (Gibco) over-

night, and mESCs were trypsinized and plated (3 3 105) into

eachwell inN2B27-basedmedium containing 1% knockout serum

replacement medium (Gibco), 12 ng/mL bFGF (Sino Biological),

and 20 ng/mL activin A (R&D Systems).

Colony-Formation Assay
Colony-formation assay was performed as previously described

(Karwacki-Neisius et al., 2013). In total, 600 cells were plated into

each well of a 6-well plate and cultured in mESC medium for

6 days. The colonies were then fixed with 4% paraformaldehyde

in PBS for 1 min at room temperature, and AP staining was per-

formed using an Alkaline Phosphatase Kit (Sigma) for 20 min at

37�C. The AP-positive and -negative colony numbers were

calculated.

Statistical Analysis
All statistical data are presented as the mean ± SEM of at least three

independent experiments. Statistical significance was determined

using unpaired two-tailed Student’s t tests (in figures *p < 0.05,

**p < 0.01, ***p < 0.001, #p < 0.05, ##p < 0.01, ##p < 0.001,
$p < 0.05, $$p < 0.01, $$$p < 0.001).
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SUPPLEMENTAL FIGURES 

 

Figure S1.  LincU is both essential and sufficient for maintaining the naïve 

pluripotency of mESCs. Related to Figure 1 



 

Figure S2.  LincU is both essential and sufficient for maintaining the naïve 

pluripotency of mESCs. Related to Figure 1 

 



 

 

Figure S3.  LincU specifically inhibits the MAPK-ERK signaling pathway. 

Related to Figure 2 



Figure S4. LincU stabilizes the ERK-specific phosphatase DUSP9 in mESCs. 

Related to Figure 3 

 



 

Figure S5. LincU is the direct target of NANOG in naïve-state mESCs. Related 

to Figure 4 and Figure 5 



 

Figure S6. Functional role of LincU is conserved in hESCs. Related to Figure 6 

 

SUPPLEMENTAL FIGURE LEGENDS 

Figure S1. LincU is both essential and sufficient for maintaining the naïve 

pluripotency of mESCs. Related to Figure 1. 

(A) The expression level of LincU is dramatically reduced during differentiation. Data 

are shown as the mean ± SEM (n=3), ***p<0.001, t-test. 

(B) mRNA analysis of nuclear and cytoplasmic fractions of naïve state mESCs 

showing that LincU is mainly located in the cytoplasm. Xist and Gapdh serve as 

positive ctrl of nuclear and cytoplasm, respectively. 

(C) Quantitative analysis of western blots in Figure 1C. Data are shown as the mean ± 



SEM (n=3), **p<0.01, ***p<0.001, t-test. 

(D and E) Colony formation assay using single shCtrl or shLincU cells 48 h after 

Epiblast induction. Colonies were stained for AP activity on day 6 of culture in the 

LIF+FBS condition (D) and deemed as either AP-positive or AP-negative (E). Data 

are shown as the mean ± SEM (n=3), *p<0.05, 
#
p<0.05, t-test. 

(F) Validation of the LincU
-/- 

mESC line by PCR genotyping. 

(G) Quantitative analysis of western blots in Figure 1G. Data are shown as the mean ± 

SEM (n=3), *p<0.05, **p<0.01, t-test. 

 

Figure S2. LincU is both essential and sufficient for maintaining the naïve 

pluripotency of mESCs. Related to Figure 1. 

(A) LincU
-/-

 mESCs fail to form chimeras. Scale bar, 2 mm. 

(B) Percentage of GFP-positive cells in chimera mice. 

(C) Teratoma formation assay by subcutaneously injecting Ctrl and LincU
-/- 

mESCs 

into the backs of NOD/SCID mice respectively. Four weeks post the injection, 

teratomas were dissected, photographed (left panel) and weighed (right panel). The 

ruler scales are 0.1 mm per minor mark. Data are shown as the mean ± SEM (n=3), 

**p<0.01, t-test. 

(D) Relative mRNA levels of primed state-related and developmental genes in the 

teratomas formed by Ctrl and LincU
-/-

 mESCs were evaluated using qPCR. Data are 



shown as the mean ± SEM (n=3), *p<0.05, **p<0.01, ***p<0.001, t-test. 

(E) Quantitative analysis of western blots in Figure 1I. Data are shown as the mean ± 

SEM (n=3), **p<0.01, ***p<0.001, t-test. 

(F and G) Colony formation assay for single Ctrl or LincU-overexpressing cells 48 h 

after Epiblast induction. Colonies were stained for AP activity on day 6 of culture in 

the LIF+FBS medium (F) and deemed as either AP-positive or AP-negative (G). Data 

are shown as the mean ± SEM (n=3), **p<0.01, 
##

p<0.01, t-test. 

(H) Teratoma formation assay by subcutaneously injecting stably lentiviral 

transfected Ctrl mESCs and LincU-overexpressing
 

mESCs into the backs of 

NOD/SCID mice respectively. Four weeks post the injection, teratomas were 

dissected, photographed (left panel) and weighed (right panel). The ruler scales are 

0.1 mm per minor mark. Data are shown as the mean ± SEM (n=3), *p<0.05, t-test. 

(I) Relative mRNA levels of primed state-related and developmental genes in the 

teratomas formed by Ctrl and LincU-overexpressing mESCs were evaluated using 

qPCR. Data are shown as the mean ± SEM (n=3), *p<0.05, **p<0.01, 

***p<0.001, t-test. 

 

Figure S3. LincU specifically inhibits the MAPK-ERK signaling pathway. 

Related to Figure 2. 

(A) GO analysis of biological processes associated with differentially expressed genes. 

The upper panel shows 2097 genes with two-fold upregulated expression and the 



lower panel shows 2301 genes with downregulated expression after LincU 

knockdown. 

(B) GO analysis of biological processes associated with differentially expressed genes. 

The upper panel shows 1506 genes with two-fold upregulated expression, and the 

lower panel shows 1764 genes with downregulated expression after LincU 

overexpression. 

(C) KEGG analysis of LincU-overexpressing mESCs. 

(D-F) Quantitative analysis of western blots in Figure 2I (D), 2J (E), and 2K (F). Data 

are shown as the mean ± SEM (n=3), *p<0.05, **p<0.01, t-test. 

(G) Western blot (n=3) showing higher levels of ERK1/2 phosphorylation in teratoma 

formed by LincU
-/-

 mESCs. 

(H) Quantitative analysis of western blots in Figure S3G. Data are shown as the mean 

± SEM (n=3), *p<0.05, t-test. 

(I) Western blot (n=3) showing reduced levels of ERK1/2 phosphorylation in 

teratoma formed by LincU-overexpressing mESCs. 

(J) Quantitative analysis of western blots in Figure S3I. Data are shown as the mean ± 

SEM (n=3), **p<0.01, t-test. 

(K) Quantitative analysis of western blots in Figure 2M. Data are shown as the mean 

± SEM (n=3), *p<0.05, **p<0.01, 
#
p<0.05, 

##
p<0.01, t-test. 

 



Figure S4. LincU stabilizes the ERK-specific phosphatase DUSP9 in mESCs. 

Related to Figure 3. 

(A-C) Quantitative analysis of western blots in Figure 3B (A), 3C (B), and 3D (C). 

Data are shown as the mean ± SEM (n=3), *p<0.05, ***p<0.001, t-test. 

(D) Western blot (n=3) showing reduced levels of DUSP9 in teratoma formed by 

LincU
-/-

 mESCs. 

(E) Quantitative analysis of western blots in Figure S3D. Data are shown as the mean 

± SEM (n=3), *p<0.05, t-test. 

(F) Western blot (n=3) showing higher levels of DUSP9 in teratoma formed by 

LincU-overexpressing mESCs. 

(G) Quantitative analysis of western blots in Figure S3F. Data are shown as the mean 

± SEM (n=3), *p<0.05, t-test. 

(H) Crosslinked RIP assay showing the interaction between DUSP9 and LincU. Data 

are shown as the mean ± SEM (n=3), **p<0.01, t-test. Linc1548 serves as a negative 

control. 

(I-K) Quantitative analysis of western blots in Figure 3I (I), 3J (J), and 3K (K). Data 

are shown as the mean ± SEM (n=3), *p<0.05, 
#
p<0.05, t-test. 

 

Figure S5. LincU is the direct target of NANOG in naïve-state mESCs. Related 

to Figure 4 and Figure 5. 



(A and B) Quantitative analysis of western blots in Figure 4A. Data are shown as the 

mean ± SEM (n=3), **p<0.01,
 #

p<0.05, 
##

p<0.01, t-test. 

(C) Quantitative analysis of western blots in Figure 4C. Data are shown as the mean ± 

SEM (n=3), ** p<0.01,
 ##

p<0.01, t-test. 

(D) Luciferase reporter assay indicating that the expression of LincU is activated by 

Nanog, Klf4 and Smad1. *p<0.05, ** p<0.01, t-test, n=3. 

(E and F) Quantitative analysis of western blots in Figure 5E (E) and 5H (F). Data are 

shown as the mean ± SEM (n=3), *p<0.05, **p<0.01, 
#
p<0.05, 

##
p<0.01, t-test. 

 

Figure S6. Functional role of LincU is conserved in hESCs. Related to Figure 6. 

(A and B) Quantitative analysis of western blots in Figure 6D (A) and 6G (B). Data 

are shown as the mean ± SEM (n=3), *p<0.05, **p<0.01, t-test. 

 

SUPPLEMENTAL TABLE 

Table S1. Primers list, related to EXPERIMENTAL PROCEDURES section 

Applic

a 

tion 

Gene Species Forward primer Reverse primer 

qPCR Gapdh Mouse ATGACATCAAGAAGGTGGT

G 

CATACCAGGAAATGAGCT

TG 

qPCR LincU Mouse AGTGAGGTGGTTTAGTGGA

ACC 

GTGAGTTAGAGCAAGGAG

GGC 

qPCR Rex1 Mouse GGAAGAAATGCTGAAGGT

GGAGAC 

AGTCCCCATCCCCTTCAAT

AGC 

qPCR Esrrb Mouse GACCTTTACCGAGCCATCC

T 

GCCTCCAGGTTCTCAATGT

A 

qPCR Nanog Mouse ATTCTTCCACCAGTCCCAA ATCTGCTGGAGGCTGAGG



A TA 

qPCR Tcf1 Mouse TGGCCTCACTAGAACAAGA

GG 

CTCGGTCAAGGATGGAAG

C 

qPCR Fgf5 Mouse AAAGTCAATGGCTCCCACG

AA 

GGCACTTGCATGGAGTTT

TCC 

qPCR Dnmt3b Mouse CTCGCAAGGTGTGGGCTTT

TGTAAC 

CTGGGCATCTGTCATCTTT

GCACC 

qPCR Eomes Mouse CCCTATGGCTCAAATTCCA

C 

CCAGAACCACTTCCACGA

AA 

qPCR Nestin Mouse GAATGTAGAGGCAGAGAA

AACT 

TCTTCAAATCTTAGTGGCT

CC 

qPCR Mixl1 Mouse ACTTTCCAGCTCTTTCAAG

AGCC 

ATTGTGTACTCCCCAACTT

TCCC 

qPCR N-cad Mouse TCCTGATATATGCCCAAGAC

AA 

TGACCCAGTCTCTCTTCTG

C 

qPCR Gata4 Mouse CCTGGAAGACACCCCAATC

TC 

AGGTAGTGTCCCGTCCCA

TCT 

qPCR Dusp9 Mouse CCCCATCTCTGACCATTGG

A 

TGCGACAAGGCCTCATCA

A 

qPCR Linc1548 Mouse GGAGTTGATTTCAGACTAT

G 

TGCAGCAAGTTCTTGTTAT

C 

qPCR Med14 Mouse AAGGAAACAGGAGATGGG

CG 

CAGAAGCTGGCAAAGGA

GGA 

qPCR Parp Mouse ACTCATGCTACCACGCACA

A 

CTTTGACACTGTGCTTGCC

C 

qPCR Erf Mouse ACTGACAAGAGCAGTGGT

GG 

CTCACCCTCATCTTCAGGG

C 

qPCR Egr1 Mouse CCCACCATGGACAACTACC

C 

GGAGAAGCGGCCAGTATA

GG 

qPCR C-Jun Mouse TGCAAGCCCTGAAGGAAG

AG 

GCTGCGTTAGCATGAGTT

GG 

qPCR Ubf Mouse GAGACTATCTGGCCCGCTT

C 

TGCACCTTGTACTGCCTCT

G 

qPCR Brf1 Mouse AGCTGGGGAGGCTATTGAG

A 

ATGGCTTGATTGGCTCTGC

T 

qPCR Sap1 Mouse GTTCCTCTTGCACTTGCTG

C 

AGGACTAAGGCTGCTCCA

GA 

qPCR Sap2 Mouse ACCCCAGCCTCCATATCCAT 

 

GCTGGTGTAAGAGACGCT

GT 

qPCR Dvl1 Mouse GACAATGCCAAGTTGCCCT

G 

CGGCTCGTATTGTCCTCCT

C 

qPCR Gsk3β  Mouse TGTATGGTCTGCAGGCTGT

G 

GTTTGACATTTGGGTCCCG

C 



qPCR Wisp Mouse TGATGACGCAAGGAGACC

AC 

GTACTTGGGTCGGTAGGT

GC 

qPCR Lef1 Mouse GGGACCCTCCTACTCCAGT

T 

TGCCTTGCTTGGAGTTGA

CA 

qPCR Dvl3 Mouse CATGAGCAACGATGACGCA

G 

CCGAGCCGATGAAAGCAT

TG 

qPCR Tcf3 Mouse CCCCAACTACGATGCAGGT

C 

ATCCTCTTTCTCCTCCCGC

T 

qPCR β -Catenin Mouse GCTGAAGGTGCTGTCTGTC

T 

GGCAGGCTCAGTGATGTC

TT 

qPCR Tcf7 Mouse AGTGCACACTCAAGGAGA

GC 

TTTCCCTTGACCGCCTCTT

C 

qPCR Lrp6 Mouse CAGCATTGAACGTGCCAAC

A 

TCCGAAGGCTGTGGATAG

GA 

qPCR Human 

LincU 

Human TCAGATTGGGTTACCACGG

G 

TTTGGGTGAGGCTGAATC

CC 

qPCR ID3 Human CTACAGCGCGTCATCGACT

A 

TCGTTGGAGATGACAAGT

TCC 

qPCR ZIC1 Human GCGCTCCGAGAATTTAAAG

A 

GTCGCTGCTGTTAGCGAA

G 

qPCR TFE3 Human TGCCTGTGTCAGGGAATCT

G 

CGACGCTCAATTAGGTTG

TGAT 

qPCR MIXL1 Human AGCTGCTGGAGCTCGTCTT CGCCTGTTCTGGAACCAT

AC 

qPCR EOMES Human CGCCACCAAACTGAGATGA

T 

CACATTGTAGTGGGCAGT

GG 

ChIP-P

CR 

Primer#1 Mouse GGTGCTCTAACCACTGCCA

A 

ACAGGCTTACAGCAGACT

CA 

ChIP-P

CR 

Primer#2 Mouse CCCGGCACACCTGATCAAT

A 

TCCAGGATGTCCCACTCA

CA 

ChIP-P

CR 

Prdm14 Mouse GCATCAGGAGATTGCCCCT

T 

GCTGTGTGAGGTCCTCTG

TG 

ChIP-P

CR 

Negtive 

control 

Mouse AGGAGACCAGAGAGGCAA

GA 

GTCTTGAGGCCAGAAACC

TC 

 

SUPPLEMENTAL EXPERIMENTAL PROCEDURES 

ESC culture 

The mESC line 46C was cultured in DMEM (Gibco) supplemented with 15% 

FBS (Gibco), 0.1 mM 2-mercaptoethanol (Gibco), 0.1 mM MEM nonessential amino 



acids (NEAA, Gibco), 2 mM L-glutamine (Gibco), 1% sodium pyruvate (Gibco), and 

1000 units/mL recombinant LIF (Millipore) on feeder cells. 

Naïve mESCs were induced by DMEM/F12 (Gibco) and neurobasal medium 

(Gibco) mixed at a ratio of 1:1 containing 1× B27 (Gibco), 1×N2 (Gibco), 2 mM 

L-glutamine (Gibco), 0.1 mM 2-mercaptoethanol (Gibco), and 1% knockout serum 

replacement (KOSR, Gibco) with 3 μM CHIR99021 (Tocris) and 1 μM PD0325901 

(Tocris) and LIF (Millipore). 

Human ES cell were cultured in DMEM-F12 (Gibco) containing 15% knockout 

serum replacement (KOSR, Gibco), 1 mM glutamine (Gibco), 1% nonessential amino 

acids (NEAA, Gibco), 0.1 mM β-mercaptoethanol (Gibco), and 8 ng/ml bFGF (R&D). 

Naïve hESCs were cultured in knockout DMEM (Gibco), 1% BSA (Amresco), 1

× N2 supplement (Gibco), 12.5 µg/ml insulin (Roche), 1000 units/mL recombinant 

LIF (Millipore), 8 ng/ml bFGF (R&D), 1 ng/ml TGF-β1 (Peprotech), 1 mM glutamine 

(Gibco), 1% nonessential amino acids (Gibco), 0.1 mM β-mercaptoethanol (Gibco), 

penicillin-streptomycin (Gibco) and small molecule inhibitors: 1 µM PD0325901 

(Tocris), 3 µM CHIR99021 (Tocris), 10 µM SP600125 (Tocris) and 10 µM SB203580 

(Tocris). All cells were free of mycoplasma contamination. 

Plasmid construction  

The cDNA sequence of mouse LincU was amplified from 46C ESCs cDNAs. For 

knockdown experiments, two shRNAs targeting LincU (shLincU-1, 

5’-AAGATTCAGCCTCACCAAAAA-3’; shLincU-2, 



5’-TTGGCAGGTAGGGTAAGAAAA-3’), one shRNA targeting Dusp9 

(5’-AGTCAGCATCCCACTCTTCTT-3’) and one shRNA targeting Nanog 

(5’-TTAACCTGCTTATAGCTCAGG-3’) were cloned into the pLKO.1-TRC cloning 

vector obtained from David Root (Addgene plasmid #10878)(Moffat et al., 2006). A 

shRNA targeting luciferase was also designed as a control (shCtrl, 

5’-TGAAACGATATGGGCTGAATA-3’). 

To knockout LincU, two guide RNAs (gRNAs) targeting full-length LincU were 

designed (LincU KO gRNA#1, 5’-CCGGCACACCTGATCAATAA-3’; LincU KO 

gRNA#2, 5’-CCTTGATCCGAAAGCACCC-3’) and cloned as previously 

described(Aparicio-Prat et al., 2015). Two gRNAs together with a CAS9 plasmid and 

puromycin resistance cassette were electroporated into mESCs. We selected the cells 

with 3-10 µg/ml puromycin for 3 days and the surviving clones were picked up for 

genomic DNA PCR analysis. 

For constitutive overexpression of LincU, a guide RNA (gRNA) targeting a 

region close to the stop codon of Rosa26 (Rosa26 gRNA: 

AAGGGTCCTCCTACGTTGT) and a donor plasmid containing 

S2A-puromycin
R
-pA-CAG-LincU-pA cassettes (forward primer: 

5’-CAAGGTCAGAAGAGTTGGATGC-3’; reverse primer: 

5’-ATTAAATGTTGTCCTTTATAAGAGTTGCC-3’) flanked by the 5’ and 3’ 

homologous arms were co-electroporated into 46C mESCs in a 0.4-cm cuvette 

(Phenix Research Products) using the Gene Pulser Xcell System (Bio-Rad) at 320 V 

and 200 μF, and the cells were selected with 5 μg/ml blasticidin (InvivoGen) for 7 



days. The surviving clones were selected for genomic DNA PCR analysis. 

For lentiviral packaging, HEK 293FT cells (1 well of a 6-well plate) were 

transfected with foreign DNA (2 µg) together with Pax2 (1.5 µg) and Vsvg (1 µg) 

using XtremeGENE HP (Roche) according to the manufacturer’s recommendations. 

The supernatant was gently mixed with lentivirus and added to mESCs together with 

8 µg/ml polybrene. 

To generate inducible human LincU-overexpressing hESC lines, we amplified 

the sequence at Homo chr16:9453451-9454070 (hg19), which is homologous to the 

mouse genome. The cDNA sequence (forward primer: 

5’-CCTTCAGCTCCATTTTCCCAA-3’; reverse primer: 

5’-GTTTTCCCTCCAACACTTACC-3’) was amplified from H9 hESCs and cloned 

into pLVX-Tight-Puro vector, which is a doxycycline-induced overexpression vector. 

The plasmid was then packaged into lentivirus and concentrated by ultracentrifugation. 

The viral particles were incubated with the advanced rtTA-expressed hESC line (Li et 

al., 2017). 

Reverse transcription and PCR analyses 

Total RNAs were isolated using Trizol (Invitrogen), and reverse transcription 

into cDNA was performed using the SuperScript III First-Strand Synthesis System 

(Invitrogen) following the manufacturer’s instructions. The cDNAs were subjected to 

q-PCR (Bio-Rad, CFX Connect Real-Time System) amplification with SYBR Premix 

Ex Taq (TaKaRa). The primer sequences used for qPCR were listed in Table S1. In 



addition, relative gene expression analysis using qPCR was performed with 

QuantStudio7. 

Western blot 

We removed the feeder and harvested floating cell populations by centrifugation 

at 4℃ with 2,000 rpm for 5 min, and protein concentrations were then standardized 

with the Pierce BCA Protein Assay Kit (Thermo Scientific). In total, 15 µg of total 

protein was separated by SDS-PAGE, transferred to nitrocellulose membranes, and 

incubated with primary antibodies. The primary antibodies included DNMT3B 

(Abcam, #ab122932), N-CADHERIN (BD Biosciences, #610920), GAPDH (Santa 

Cruz, #SC-47724), p-ERK1/2 (CST, #4370s), ERK1/2 (CST, #4695s), p-MEK1/2 

(Bioworld, #BS4733), DUSP9 (Bioworld, #BS2348) and NANOG (Abcam, 

#ab80892). 

Nuclear and cytoplasmic extraction  

mESCs were harvested after removing the feeder cells, and 2×10
6
 mESCs were 

transferred to 1.5-mL microcentrifuge tubes and subjected to the NE-PER Nuclear 

and Cytoplasmic Extraction Kit (Thermal Fisher Scientific) according to the 

manufacturer’s instructions. 

Teratoma formation and generation of chimeras 

For teratoma formation, mESCs were dissociated and suspended in DMEM at 

1×10
7 

cells/ml. A total of 1×10
6
 cells were subcutaneously injected into NOD/SCID 

mice. Four weeks post injection, the teratomas were dissected and weighed. Three 



biological and three technical replicates were performed for each experiment. 

Differences in the mean weights in the same individuals were statistically evaluated 

by Student’s t-test. 

To generate chimeras, LincU
-/-

 and Ctrl mESCs were first transfected with GFP 

lentivirus, and the pure 46C-GPF and LincU
-/-

 mESCs were sorted for injection. Then, 

E2.5 embryos were produced by the electrofusion of 2-cell-stage embryos that were 

collected from ICR mice and approximately 15 mESCs were injected into the 

blastocoel cavity using a piezo-actuated microinjection pipette. 

FACS analysis 

Cells were trypsinized, washed twice with PBS and resuspended in a total 

volume of 200 µl. Large clumps of cells were removed using a cell strainer (BD 

Biosciences), then the remaining cells were analyzed by using BD FACSVerse. 

Fluorescence-activated cell-sorting analysis 

The ESCs transfected with GFP lentivirus and cultured under the serum+LIF 

condition were trypsinized, washed with PBS, and then collected by centrifugation. 

Large clumps of cells were removed using a cell strainer (BD Biosciences). The cells 

were sorted and analyzed on a flow cytometer (ARIA II; BD Biosciences). The GPF 

fluorescence activities were detected in the FITC channel. 

mRNA microarray analysis  

For microarray analysis in shLincU-2 and shCtrl mESCs, total RNA was 

quantified by a NanoDrop ND-2000 (Thermo Scientific), and the RNA integrity was 



assessed using Agilent Bioanalyzer 2100 (Agilent Technologies). Sample labeling, 

microarray hybridization and washes were performed based on the manufacturer’s 

standard protocols. Briefly, total RNA was transcribed into double-stranded cDNA, 

which was then synthesized into cRNA and labeled with Cyanine-3-CTP. The labeled 

cRNAs were hybridized onto the microarray. After washing, the arrays were scanned 

by the Agilent Scanner G2505C (Agilent Technologies). Feature Extraction software 

(version10.7.1.1, Agilent Technologies) was used to analyze array images to obtain 

the raw data. Genespring (version13.1, Agilent Technologies) was employed to finish 

the basic analysis of the raw data. First, the raw data was normalized with the quantile 

algorithm. The probes with at least 100% of the values in any one condition and flags 

indicating "detected" were chosen for further data analysis. Differentially expressed 

genes were then identified based on fold changes. The threshold set for up- and 

downregulated genes was a fold change≥2.0. Afterwards, GO analysis and KEGG 

analysis were applied to determine the roles of these differentially expressed mRNAs.  

 For microarray analysis in LincU-overexpressing and Ctrl mESCs, total RNA 

was checked for a RIN number to inspect RNA integrity by an Agilent Bioanalyzer 

2100 (Agilent technologies, Santa Clara, CA, US). Qualified total RNA was further 

purified by a RNeasy micro kit (Cat#74004, QIAGEN, GmBH, Germany) and 

RNase-Free DNase set (Cat#79254, QIAGEN, GmBH, Germany). Total RNA was 

amplified, labeled and purified by using the GeneChip 3' IVT PLUS Reagent Kit 

(Cat#902416, Affymetrix, Santa Clara, CA, US) following the manufacturer’s 

instructions to obtain biotin-labeled cRNA. Array hybridization and washes were 



performed using the GeneChip Hybridization Wash and Stain Kit (Cat#900720, 

Affymetrix, Santa Clara, CA, US) in a Hybridization Oven 645 (Cat#00-0331-220V, 

Affymetrix, Santa Clara, CA, US) and Fluidics Station 450 (Cat#00-0079, Affymetrix, 

Santa Clara, CA, US) following the manufacturer`s instructions. Slides were scanned 

by a GeneChip Scanner 3000 (Cat#00-00212, Affymetrix, Santa Clara, CA, US) and 

Command Console Software 4.0 (Affymetrix, Santa Clara, CA, US) with default 

settings. Raw data were normalized by the MAS 5.0 algorithm using Gene Spring 

Software 11.0 (Agilent technologies, Santa Clara, CA, US). 

GO analysis 

GO enrichment was carried out using the DAVID functional annotation 

bioinformatics microarray analysis tool (https://david.ncifcrf.gov/).  

Native RIP Assay and crosslinked RIP assay 

For native RIP assay, 5×10
6
 ESCs were harvested after removing the feeder cells, 

lysed in 0.2 mL of lysis buffer [100 mM KCl, 5 mM MgCl2, 10 mM HEPES (pH 7.0), 

0.5% Nonidet P-40, 1 mM dithiothreitol] containing protease inhibitors and an RNase 

inhibitor (Promega) and centrifuged at 13，000 rpm for 10 min. The supernatants were 

incubated with anti-DUSP9 (Bioworld, #BS2348) and anti-rabbit IgG (Millipore, 

12-370) for 6 h at 4°C with gentle rotation. Next, 15 µL of Protein G Dynabeads 

(Invitrogen) was added, and the mixture was incubated for 3 h at 4°C with gentle 

rotation. The beads were washed three times with wash buffer [50 mM Tris (pH 7.4)], 

1 mM MgCl2, 150 mM NaCl, 0.05% Nonidet P-40) containing an RNase inhibitor 



(Promega) and twice with PBS containing an RNase inhibitor (Promega). RNA was 

extracted using a total RNA isolation kit (TIANGEN), and qPCR was performed as 

described above. Primer sequences for qPCR are listed in Table S1. 

For crosslinked RIP assay, 5×10
6
 ESCs were harvested after removing the feeder cells, 

crosslinked with 1% formaldehyde for 10 min at RT, and quenched with 0.125 M 

glycine. Then, the lysed samples were washed twice with cold PBS. The remaining 

steps were the same as those in native RIP assay. 

Chromatin immunoprecipitation (ChIP) assays 

ChIP assays were performed as previously described (Li et al., 2017). Briefly, 

mESCs were harvested after removing the feeder cells, crosslinked with 1% 

formaldehyde for 10 min at RT, and quenched with 0.125 M glycine. The lysed 

samples were washed with PBS twice and sonicated to generate DNA fragments 

approximately 500 bp in length. Then the chromatin fragments were 

immunoprecipitated at 4°C overnight with anti-NANOG (1:2000, Abcam, #ab80892) 

and Rabbit IgG. After dissociation from the immune complexes, the 

immunoprecipitated DNAs were quantified by qPCR and normalized against the 

genomic DNA input prepared before immunoprecipitation. The primers used in 

ChIP-qPCR analysis were listed in Table S1. 

Luciferase reporter gene assay 

LincU promoters sequence (-919 bp to -217 bp away from the TSS of LincU) was 

cloned into pGL3 vector (forward primer: 5’-ACACAAGTCCTTGGTCGGC-3’; 



reverse primer: 5’-CAGCTGACTTTTTCTTTCCCC-3’). For mutant LincU promoter, 

we deleted two possible Nanog binding motifs (AGACCATCCCC; GGCTAATTACC) 

in LincU promoter, and the mutant LincU promoter sequence was synthesized by 

RuiDi Biological Technology Company. NIH/3T3 cells were cultured in DMEM 

supplemented with 10% FBS. In total, 5×10
4 

cells well were plated in one well of 

24-well plate and transfected with Opti-MEM (1:100 μl), 10 ng of Renilla luciferase 

and 200 ng of the pGL3 luciferase reporter were co-transfected with Ctrl vector, 

Nanog, Sox2, Esrrb, Klf4, Smad1 overexpression plasmid with Lipofectamine 2000 

(Invitrogen). The luciferase assays were performed using the Dual-Luciferase 

Reporter Assay System (Promega). 
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