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Abstract
Molecular control of the pluripotent state is thought to reside in a core circuitry of master
transcription factors including the homeodomain-containing protein Nanog1–2, which plays an
essential role in establishing ground state pluripotency during somatic cell reprogramming3–4.
While the genomic occupancy of Nanog has been extensively investigated, comparatively little is
known about Nanog-associated proteins5 and their contribution to the Nanog-mediated
reprogramming process. Using enhanced purification techniques and a stringent computational

#Equal senior and corresponding authors: Jianlong Wang, Ph.D., Mount Sinai School of Medicine, Black Family Stem Cell Institute,
Dept. of Developmental and Regenerative Biology, Atran Building, AB7-10D, 1428 Madison Ave, New York, NY 10029,
jianlong.wang@mssm.edu, Tel: 212-241-7425, José C. R. Silva, Ph.D., Wellcome Trust Centre for Stem Cell Research, Department
of Biochemistry, University of Cambridge, Tennis Court Road, Cambridge CB2 1QR, UK, jcs64@cam.ac.uk, Tel: +44 (0) 1223
760208.
*These authors contributed equally to the work.

Author Contributions
J.C.R.S. and J.W. conceived the project, designed the experiments, prepared and approved the manuscript.
T.W.T. designed and performed experiments and wrote the manuscript draft.
Y.C., J.D., F.F., M.F., and A.S. designed and performed experiments and prepared the manuscript.
T.A.H. designed and performed experiments.
P.V.S. performed interactomics data analysis.
M.L. provided technical assistance.
S.D. provided bioinformatic analysis.
S.D., D.N.L., Z.L., and M.X. contributed to the reagents.
W.R. designed experiments and contributed to the reagents.

The authors declare no competing financial interests.

NIH Public Access
Author Manuscript
Nature. Author manuscript; available in PMC 2013 September 21.

Published in final edited form as:
Nature. 2013 March 21; 495(7441): 370–374. doi:10.1038/nature11925.

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript



algorithm, we identified 27 high-confidence protein interaction partners of Nanog in mouse ES
cells. These consist of 19 novel partners of Nanog that have not been reported before including the
Ten eleven translocation (Tet) family methylcytosine hydroxylase Tet1. We confirmed physical
association of Nanog with Tet1, and demonstrated that Tet1, in synergy with Nanog, enhances the
efficiency of reprogramming. We also found physical association and reprogramming synergy of
Tet2 with Nanog, and demonstrated that knockdown of Tet2 abolishes the reprogramming synergy
of Nanog with a catalytically deficient mutant of Tet1 (Tet1Mut). These results indicate that the
physical interaction between Nanog and Tet1/2 proteins facilitates reprogramming in a manner
that is dependent on Tet1/2's catalytic activity. Tet1 and Nanog co-occupy genomic loci of genes
associated with both maintenance of pluripotency and lineage commitment in ES cells, and Tet1
binding is reduced upon Nanog depletion. Co-expression of Nanog and Tet1 results in expression
priming of and increased 5hmC levels at top ranked common targets Esrrb and Oct4 before
reprogramming to naïve pluripotency. We propose that Tet1 is recruited by Nanog to enhance the
expression of a subset of key reprogramming target genes. These results provide an insight into
the reprogramming mechanism of Nanog and uncover a novel role for 5mC hydroxylases in the
establishment of naïve pluripotency.
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We expanded the Nanog interactome in mouse ES cells using an improved affinity
purification and mass spectrometry (AP-MS) strategy6–8 (see Supplementary Information).
This analysis identified 27 high-confidence interaction partners of Nanog (Fig. 1a-b,
Supplementary Figs. 1–4 and Supplementary Tables 1–2). Notable among the 19 novel
interaction partners of Nanog was the methylcytosine hydroxylase Tet19–10 (Fig. 1b).
Specific association of Tet1 with Nanog was detected in all five affinity purification runs of
three independent APs (Supplementary Fig. 5b and Supplementary Table 2), and the
interaction between Nanog and Tet1 was further confirmed by immunoprecipitation and co-
immunoprecipitation (IP/coIP) (Fig. 1c and Supplementary Fig. 5c-d). While Nanog clearly
associates with Tet1 in ES cells, there also exists Tet1-free Nanog protein as shown by
immunodepleting Tet1 in ES cells (Supplementary Fig. 5e). Notably, among the 27 high-
confidence interaction partners of Nanog, at least 5 (Nacc1, Sgol2, Qser1, Hdac2, and Oct4)
were also associated with Tet1 by coIP and/or IP-MS experiments (Supplementary Fig. 5f-
h). Expression of Tet1, like that of Nanog, is up-regulated during reprogramming to
pluripotency (Supplementary Fig. 6a). Since Nanog is a critical determinant during
establishment of pluripotency3, 11, we investigated whether Tet1 may also be required for
efficient nuclear reprogramming. Indeed, RNAi-mediated inhibition of Tet1 during
reprogramming reduced generation of induced pluripotent stem (iPS) cells from MEFs
(Supplementary Fig. 6b-g and Supplementary Fig. 7). The requirement of Tet1 for efficient
reprogramming was confirmed using an independent, heterokaryon-based reprogramming
system12 (Supplementary Fig. 8).

The physical association of Tet1 with Nanog prompted us to consider whether Tet1 may
modulate Nanog function in establishing pluripotency. Nanog and Tet1 are only minimally
expressed in reprogramming intermediates resulting from retroviral infection of neural stem
(NS) cells with the reprogramming factors Oct4, Klf4 and c-Myc (rOKM) (Fig. 2a). We
addressed whether Nanog-mediated reprogramming of these cells requires functional
contribution of Tet1. A clonal line of reprogramming intermediates was transfected with a
PiggyBac (PB) Nanog transgene followed by addition of siRNA against Tet1
(Supplementary Fig. 9a-b). Down-regulation of Tet1 reduced Nanog reprogramming
efficiency by 26-fold compared with the non-targeting control (Fig. 2b and Supplementary
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results demonstrate that neither Tet1 nor Tet2 is sufficient for the induction of pluripotency
(Fig. 2c, Supplementary Fig. 10–11, and Fig. 3c), but either enzyme can partner with Nanog
to enhance reprogramming of somatic cells to naïve pluripotency.

We compared deposited ChIP-Seq data for both Nanog16–17 and Tet118–19 and found a
statistically significant overlap between Nanog and Tet1 binding sites in the mouse ES cell
genome (p < 2e–4, permutation test) (Fig. 4a and Supplementary Table 3). Gene ontology
(GO) analysis revealed that genes with roles in “multicellular organismal development” and
“positive regulation of transcription from Pol II promoter” are enriched in the common
targets (Supplementary Fig. 14). We ranked the common target genes of Nanog and Tet1
based on the number of overlapping ChIP-Seq peaks in four studies (Fig. 4b and
Supplementary Table 4). Among the common targets with the highest number of
overlapping Nanog and Tet1 peaks was Esrrb (Fig. 4b). To investigate whether Nanog may
be required to direct Tet1 to shared target genes, we used ES cells containing an inducible
Nanog transgene in a Nanog−/− background21 (Fig. 4c-d). Loss of Nanog expression reduced
Tet1 binding to a number of common targets, including Esrrb (Fig. 4e-f and Supplementary
Fig. 15). Nanog-dependent binding of Tet1 to the Esrrb locus appears to be independent of
Oct4, as Oct4 is not present at the same genomic location (Fig. 4e). Thus, Nanog is
responsible for the recruitment of Tet1 to a subset of shared genomic loci that are implicated
in both the regulation of pluripotency (e.g., Esrrb) and lineage commitment (e.g., Pax6).
Such Nanog-dependent target binding of Tet1 is highlighted by the fact that the truncated
form of Tet1 lacking the CXXC DNA binding domain (i.e., Tet1C) maintains its physical
interaction and reprogramming synergy with Nanog (Fig. 3b-d).

Since the functional synergy between Nanog and Tet enzymes was dependent on catalytic
activity, we examined 5hmC levels at Nanog/Tet1 peaks in mouse ES cells. A recent study
reported 5hmC enrichment at promoter-distal NANOG binding sites in human ES cells22

(Supplementary Fig. 16a). In contrast, we observed an inverse correlation between 5hmC
and Nanog/Tet1 binding at actively expressed target genes in mouse ES cells
(Supplementary Fig. 16). This led us to consider whether 5hmC may be transiently
deposited to common Nanog/Tet1 targets prior to the establishment of pluripotency, that is,
during in vitro reprogramming when Nanog is required3. We focused on target gene
regulation of Esrrb and Oct4, two key pluripotency genes that are among top ranked
common targets of Nanog and Tet1 (Fig. 4b). Significantly, we observed expression priming
of both Esrrb and Oct4 by combined expression of Nanog with Tet1WT, Tet1Mut, Tet1C or
Tet2 in reprogramming intermediates of two independent cellular systems (Fig. 4g,
Supplementary Figs. 11g and 13b). More importantly, we detected increased 5hmC and
decreased 5mC levels at these loci when Nanog is co-expressed with Tet1 (Fig. 4h). Thus,
Nanog and Tet1 act before the transition to naïve pluripotency by inducing local
transcriptional changes in shared target genes that are critically involved in the regulation of
pluripotency.

In summary, we identified 5mC hydroxylases Tet1 and Tet2 as novel interaction partners of
Nanog. Tet1/2 and Nanog synergistically enhance the efficiency of reprogramming and this
phenotype is dependent on the hydroxylation of 5mC to 5hmC during somatic cell
reprogramming. This study thus provides mechanistic insight into how Nanog establishes
pluripotency, demonstrating that interactions between Nanog and epigenetic regulators fine-
tune induced pluripotency. Future experimental work is needed to delineate the precise
composition of Nanog-Tet1/2 protein complexes, and the contribution of other interaction
partners to the reprogramming mechanism described herein. Our work supports an emerging
view that Tet proteins can overcome epigenetic roadblocks during reprogramming and
transdifferentiation15, 23.
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Fig. 1. Identification of Tet1 as a novel partner of Nanog
a



Fig. 2. Synergy between Nanog and Tet1 during reprogramming
a, Nanog and Tet1 are specifically expressed in pluripotent cells. b, Knockdown of Tet1
compromises reprogramming activity of a constitutive Nanog transgene in reprogramming
intermediates. c, Both wild-type and mutant Tet1 enhance Nanog-dependent
reprogramming. Quantification of the number of iPS colonies at day 10 of 2i/LIF treatment
in Supplementary Fig. 10b is shown. d-e, Contribution of iPS cells generated with Nanog
and Tet1WT (top) or Tet1Mut (bottom) transgenes to the germline at E12.5 (d) and live-
born chimeras (e). siTet1, siRNA against Tet1; siNT, non-targeting siRNA control; +rOKM,
adult NS cells transduced with retroviral Oct4, Klf4, and c-Myc transgenes. Error bars
indicate standard deviation (n=3).
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Fig. 3. Synergy between Nanog and Tet1/2 during reprogramming is dependent upon catalytic
activity of Tet1/2
a, Measurement of global levels of 5hmC (left) and Tet2 expression (right) in
reprogramming intermediates transfected with PB transgenes. b, Schematic depiction of
wild-type (WT) Tet1, Tet2, and the truncated Tet1 mutant (Tet1C). Note the absence of a
CXXC DNA binding domain in Tet2 and Tet1C proteins. c, Quantification of GFP+ iPS
colonies. d, Physical association of Nanog with Tet1C. CoIP was performed in HEK293T
cells. e, Tet2 knockdown (siTet2) reduces reprogramming efficiency in intermediate cells
transgenic for Nanog+Tet1Mut compared to Nanog+Tet1WT. Non-targeting siRNA (siNT)
serves as a control. f, Quantification of the number of iPS colonies in (e). Error bars indicate
standard deviation (n=3). CD, catalytic domain.

Costa et al. Page 9

Nature. Author manuscript; available in PMC 2013 September 21.

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript



Fig. 4. Mechanism and genome-wide significance of the Nanog/Tet1 interaction
a, Scatterplot showing the observed vs. expected overlap in genomic binding sites of Nanog
and Tet1 according to comparisons performed in Supplementary Table 3. b, Ranked list of
common targets of Nanog and Tet1 based on the comparisons in Supplementary Table 3. c,
Schematic representation of ES cells harboring a doxycycline (Dox)-suppressible Nanog
transgene in a Nanog−/− genetic background21. d, Western blot analysis of Oct4, Nanog, and


