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SUMMARY
During mammalian embryogenesis, changes in morphology and gene expression are concurrent with epigenomic reprogramming. Us-

ing human embryonic stem cells representing the preimplantation blastocyst (naive) and postimplantation epiblast (primed), our data in

2iL/I/F naive cells demonstrate that a substantial portion of known human enhancers are premarked by H3K4me1, providing an

enhanced open chromatin state in naive pluripotency. The 2iL/I/F enhancer repertoire occupies 9% of the genome, three times that

of primed cells, and can exist in broad chromatin domains over 50 kb. Enhancer chromatin states are largely poised. Seventy-seven

percent of 2iL/I/F enhancers are decommissioned in a stepwise manner as cells become primed. While primed topologically associating

domains are largely unaltered upon differentiation, naive 2iL/I/F domains expand across primed boundaries, affecting three-dimensional

genome architecture. Differential topologically associating domain edges coincide with 2iL/I/F H3K4me1 enrichment. Our results sug-

gest that naive-derived 2iL/I/F cells have a unique chromatin landscape, which may reflect early embryogenesis.
INTRODUCTION

Dynamic changes in the epigenome are associated with

morphological and gene expression changes during early

embryogenesis. Soon after fertilization DNA methylation

is actively removed from the paternal genome, passively

lost from the maternal genome, and regained in the post-

implantation epiblast (Guo et al., 2014). In addition to

resetting the DNA methylome, the early embryonic epige-

nomemaintains an open chromatin structure as repressive

heterochromatin is gained later over the course of develop-

ment, lineage commitment, and differentiation (Ahmed

et al., 2010; Liu et al., 2004; Sarmento et al., 2004). These

changes in histonemodification correlatewith the hypoth-

esis that a more open chromatin structure is a key aspect of

pluripotency and allows embryonic cells to respond to a

broad array of developmental signaling cues (Hawkins

et al., 2010; Meshorer et al., 2006).

Pre- and postimplantation pluripotent embryonic stem

cells (ESCs) provide a system to model epigenomic reprog-

ramming during early embryogenesis and to study changes

in pluripotency. In the past few years, several groups

described the first set of naive human ESCs (hESCs),

whereby primed hESCs or human pluripotent stem cells

were induced, or reset, to the naive state (Chan et al.,

2013; Gafni et al., 2013; Hanna et al., 2010; Takashima

et al., 2014; Theunissen et al., 2014; Valamehr et al.,

2014; Ware et al., 2014). Additionally new hESC lines
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were derived, each under a different naive growth condi-

tion (Gafni et al., 2013; Guo et al., 2016; Theunissen

et al., 2014; Ware et al., 2014; for review see Ware, 2016).

Similar to mouse, naive hESCs exhibit DNA hypomethyla-

tion and two active X chromosomes (Gafni et al., 2013;

Theunissen et al., 2016; Ware et al., 2014), hallmarks of

the preimplantation state.

Given the differences between early human and mouse

embryogenesis (Blakeley et al., 2015; Rossant, 2015),

naive-derived hESC lines provide an opportunity to study

changes that are reflective of early human development

and pluripotency. To better our understanding of epige-

nomic reprogramming as hESCs transition from naive to

primed, we present data from whole-transcriptome RNA

sequencing (RNA-seq), chromatin immunoprecipitation

sequencing (ChIP-seq) for five histone modifications, and

topologically associating domains (TADs) from in situ

DNaseI Hi-C for the naive-derived Elf1 line (Ware et al.,

2014) grown in 2i + leukemia inhibitory factor (LIF) + insu-

lin-like growth factor 1 (IGF1) + fibroblast growth factor

(FGF) (2iL/I/F). Elf1 cells grown in this culture condition

were previously shown to be naive based on gene expres-

sion, but in a later stage of development compared with

5iL/A and t2iL + Gö cells, and are more similar to mouse

ESCs (mESCs) (Figure 1A) (Moody et al., 2017). We include

data from cells that are exiting or transitioning out of the

naive state (activin + FGF) and compared our results with

data from primed H1 hESCs (Dixon et al., 2012; Hawkins
eports j Vol. 12 j 1129–1144 j May 14, 2019 j ª 2019 The Authors. 1129
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Figure 1. Overview of Chromatin States
(A) Schematic of where 2iL/I/F and other ESCs lie on the pluripotency spectrum. Dashed line represents transition from naive to primed.
Adapted from Moody et al. (2017).
(B) Global view of chromatin structure for 2iL/I/F (navy), transitioning (TR; cyan) and primed (orange) hESCs. These colors are used
throughout all figures. UCSC Genome Browser images of TBX3 and CDX2 gene loci showing enrichment of H3K4me1 (RPKM range 1–20),
H3K27ac (RPKM range 1–20), and H3K27me3 (RPKM range 1–30) in 2iL/I/F, transitioning and primed cells.
(C) The number of ChIP-seq peaks called by MACS with FDR cutoff %0.05.

(legend continued on next page)
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et al., 2010). Extensive chromatin remodeling occurs at

promoters and enhancer elements as cells transition from

naive to primed. Our analysis reveals that 2iL/I/F hESCs

have a more open chromatin structure due to large expan-

sions of H3K4me1 and H3K27ac in the genome. Seventy-

seven percent of 2iL/I/F enhancers are decommissioned

in the primed state. TADs are largely stable between plurip-

otent states, but our data reveal limited 2iL/I/F-specific

shifts in TAD boundaries. Overall, these data provide an

extensive view of the epigenome and three-dimensional

(3D) genome for hESC states and a model for epigenomic

reprogramming during early human embryogenesis.
RESULTS

Gene Expression in 2iL/I/F hESCs

It is currently accepted that pluripotency exists as a spec-

trum (Wu and Izpisua Belmonte, 2015; Zimmerlin et al.,

2017), and 2iL/I/F cells are useful for studying the naive-

to-primed transition (Figure 1A). As additional support of

their position on the naive spectrum, we tested the pres-

ence of naive-specific cell-surface markers previously iden-

tified by Collier et al. (2017) using fluorescence-activated

cell sorting (FACS). We found that the majority of 2iL/I/F

cells expressed naive cell-surface markers CD77 and CD75

(Figures S1A and S1B). We also performed reduced repre-

sentation bisulfite sequencing (RRBS) tomeasure the global

DNA methylation level in 2iL/I/F cells. 2iL/I/F cells are

more methylated than cells grown in the naive 5iL/A con-

dition but hypomethylated compared with primed cells

(Figure S1C). 2iL/I/F cells also exist in a metabolic state

similar to preimplantation embryos, unlike the glycolytic

state of primed cells (Sperber et al., 2015; Zhou et al.,

2012). Altogether, this indicates that 2iL/I/F cells have

characteristics that are reflective of preimplantation devel-

opment and in vitro naive states. We then performed

strand-specific, whole-transcriptome RNA-seq in replicate

on Elf1 2iL/I/F, Elf1 transitioning (activin + FGF; referred

to as TR) andH1 primed (mTeSR) cells of equal cell numbers

(Figures S1D–S1F). We identified differentially expressed

genes (DEGs) in a pairwise manner (Figures S1G and

S1H). The largest number of DEGs was observed between

2iL/I/F and primed hESCs (Figure S1H and Table S1), signi-

fying just how distinct these cellular states are. Highlighted
(D) The percentage of genome covered by each histone modification
(E) Cartoon showing different categories of promoter states.
(F) Violin plots showing the distribution of RPKM values of NNGs of ac
for pairwise comparisons are computed using two tailed t tests with p
***p < 0.001.
(G) Sankey plot of primed bivalent gene promoters and their origins
(H) Significance level of GO terms from bivalently marked gene prom
in Figures S1G and S1H are several genes known to be upre-

gulated in the human preimplantation epiblast (Blakeley

et al., 2015; Yan et al., 2013) and other key genes of interest.

We identified gene ontology (GO) categories and KEGG

pathways for 2iL/I/F DEGs, which were significantly en-

riched for embryo development and pluripotency

signaling pathways along with other pathways important

during preimplantation development (Figures S1I and

S1J). In particular, genes in the transforming growth factor

b (TGF-b) pathway were found to be upregulated in 2iL/I/F

cells, including LEFTY1, SMAD3, and NODAL. The TGF-b

pathway was shown to be important for maintenance of

NANOG in the human epiblast, whereas inhibition of this

pathway has insignificant effects on mouse embryos (Bla-

keley et al., 2015). The PI3K-AKT signaling pathway was

also enriched, and is known to promote ESC self-renewal

through inhibition of the ERK signaling pathway (Chen

et al., 2012). The WNT signaling pathway was enriched

for naive upregulated genes including WNT8A, WNT5B,

and TCF7 (Sperber et al., 2015). A number of terms associ-

ated with embryonic development and morphogenesis

were enriched for 2iL/I/F upregulated genes.

We identified cell-type-specific genes in the different

hESC stages by applying a cutoff of an RPKM (reads per

kilobase per million) value greater than or equal to 2 in

one cell type and less than 1 in the other two cell types (Fig-

ure S2A). Using this cutoff we determined 429 2iL/I/F-spe-

cific genes, 229 TR-specific genes, and 333 primed-specific

genes. Compared with the primed states, 2iL/I/F-specific

genes were enriched for GO terms associated with

morphogenesis and pattern specification (Figure S2A).

This is due, in part, to the many HOX genes that are

uniquely expressed in 2iL/I/F hESCs and not in transition-

ing or primed cells. Primed cells were enriched for terms

associated with extracellular communication and pro-

tein/histone demethylation.

A recent report showed that the transposable element

(TE) transcriptome can be used as a state-specific signature

in hESCs (Theunissen et al., 2016). 2iL/I/F and primed

hESCs segregate when clustered on the top 1,000 highest

expressed TEs (Figure S2B). We see that HERVK and LTR5

are upregulated in 2iL/I/F cells while HERVH and LTR7

are upregulated in primed. Lastly, we compared upregu-

lated genes with human embryo RNA-seq data from

Yan et al. (2013). We find that a similar percentage of
.

tive, poised, and bivalent promoter peaks in each cell type. p values
ooled SD. p values are adjusted with Benjamini-Hochberg method.

from the 2iL/I/F state.
oters.

Stem Cell Reports j Vol. 12 j 1129–1144 j May 14, 2019 1131



upregulated genes from2iL/I/F and primed are expressed in

pre-zygotic genome activation stages, while 2iL/I/F hESCs

share more upregulated genes with the post-zygotic

genome activation (ZGA) embryo than primed (Fig-

ure S2C). This strengthens reports that Elf1 cells are a

good representative model of the preimplantation stage

of human development (Moody et al., 2017; Sperber

et al., 2015; Ware et al., 2014).

Global Chromatin Features of 2iL/I/F hESCs

To assess global chromatin dynamics between the cellular

states, we performed ChIP-seq on five histone modifica-

tions from 2iL/I/F and transitioning cells (Table S2), and

used data previously generated in H1 hESCs for the primed

state (Hawkins et al., 2010). These modifications include

H3K4me3 for Pol II-bound promoters, H3K4me1 for

enhancers, H3K27ac for active regions, H3K27me3 for Pol-

ycomb-repressed regions, and H3K9me3 for heterochro-

matin. All five modifications along with ChIP inputs were

sequenced in duplicates for both Elf1 2iL/I/F and Elf1 tran-

sitioning cells for a total of >270 million and >213 million

sequencing reads, respectively (Table S2).

We inspected genes with known expression differences

during early embryogenesis through the blastocyst/

epiblast stage to ensure our chromatin maps reflect known

changes during differentiation fromnaive to primed. TBX3

was shown to be expressed in naive ESCs and human epi-

blasts (Blakeley et al., 2015). The TBX3 locus exhibits

high levels of H3K4me1 and H3K27ac in naive hESCs, a

reduction of H3K27ac in the transitioning state, followed

by a reduction of H3K4me1 and a gain of H3K27me3 in

primed hESCs (Figure 1B). KLF2, which was shown not to

be expressed in human naive cells (Blakeley et al., 2015),

lacks the H3K27ac modification in all three hESC stages

(Figure S3A). CDX2 has active histone modifications in

naive hESCs but transitions to a loss of acetylation and

gain of H3K27me3 in primed hESCs (Figure 1B). CDX2

protein has been shown to be present after blastocyst

formation in human embryos and overlaps OCT4 protein

in preimplantation embryos (Niakan and Eggan, 2013).

Expansion of H3K27me3 domains are also shown at the

HOXA locus as hESCs move from naive to primed (Fig-

ure S3B). Next, we asked whether these trends observed

at specific loci held true genome wide.

Comparisons across cell types reveal a genome-wide

depletion of repressive histone modifications in 2iL/I/F

cells (Figures 1C and 1D). H3K27me3 repressed regions

are more abundant and broader in primed than in 2iL/I/F

cells, covering �1.4% of the genome in primed cells

comparedwith 0.5% in 2iL/I/F (Figures 1D and S3C), which

we previously showed is linked tometabolic differences be-

tween the cell states (Sperber et al., 2015). H3K9me3 het-

erochromatin regions, which are sparse in primed cells
1132 Stem Cell Reports j Vol. 12 j 1129–1144 j May 14, 2019
(Hawkins et al., 2010), are further depleted in transitioning

and 2iL/I/F cells (Figures 1C, 1D, and S3D; Table S3). There

is a notable abundance of H3K4me1 regions in 2iL/I/F

hESCs (Figure 1C and Table S3). Over 9% of the 2iL/I/F

genome is marked by H3K4me1, 3-fold more than primed

cells and 1.7-fold more than transitioning cells (Figure 1D

and Table S3). Monomethylation is present in larger do-

mains, reaching sizes of over 30 kb in transitioning cells

and over 50 kb in 2iL/I/F cells (Figure S3E). Acetylation is

also more enriched in 2iL/I/F cells with 3-fold more peaks

than primed, which is similar to H3K27ac in naive 5iL/A

cells where it also covers �4% of the genome (Ji et al.,

2016). Similar to H3K4me1, broad H3K27ac domains can

reach over 50 kb (Figures 1C, 1D, and S3F; Table S3). We

found H3K4me3 to be the most stable mark although

cell-specific peaks exist (Figures 1C, 1D, and S3G). The

trends for histonemodifications also hold true for a second

primed line, H9 (Figure S3H).

Promoter Transitions as hESCs Exit the Naive State

We investigated how DEGs were reflected through pro-

moter chromatin states using >19,000 GENCODE defined

autosomal protein coding genes. Over 12,000 promoters

are marked with H3K4me3 (Figure S4A). We divided pro-

moters into six categories: (1) active—H3K4me3 and

H3K27ac; (2) poised—H3K4me3 only; (3) bivalent—

H3K4me3 and H3K27me3; (4) H3K27ac—H3K27ac only;

(5) H3K27me3—H3K27me3 only; and (6) unmarked—

lacking all three modifications (Figures 1E and S4B).

Although the largest percentages of gene promoters remain

static as either active or unmarked across all three stages,

many promoters change chromatin state (Figure S4C),

which exemplifies the dynamic nature of the epigenome.

To illustrate that chromatin patterns coincide with general

trends of expression, we plotted the RPKM values of genes

with active, poised, and bivalent promoters. As expected,

genes with active promoters had overall higher expression

levels than genes with promoters in the other two cate-

gories (Figure 1F).

We observed an increase in bivalent gene promoters from

2iL/I/F to primed cells (1,097 versus 2,674), and deter-

mined from which epigenetic states the primed bivalent

promoters arose. Roughly 60% of primed bivalent pro-

moters are bivalent in transitioning cells, and of those,

their promoter states are split between active (42%), biva-

lent (32%), and poised (20%) in 2iL/I/F hESCs (Figure 1G).

Of the �7% of 2iL/I/F active gene promoters that become

bivalent in transitioning cells, these genes were enriched

for GO terms such as morphogenesis and WNT signaling,

and included genes such as HOXA1, HOXA4, HOXD8,

and ZEB1. 2iL/I/F bivalent genes fall into categories

involving GO terms for synaptic transmission, ion trans-

port, and neuron differentiation (Figure 1H). Thus, it



Figure 2. 2iL/I/F Enhancer Repertoire
(A) Venn diagram of 2iL/I/F (navy) enhancers
overlapped with transitioning (cyan) and
primed (orange) enhancers.
(B) Heatmap of H3K4me1 normalized ChIP-
seq signal centered at cell type-specific en-
hancers in a 3-kb window.
(C) Percentage of hESC H3K4me1 genomic
space, i.e., number of base pairs, occupied
by ENCODE DNase hypersensitive sites (DHS)
from 177 cell types.
(D) Number of ENCODE DHS from 177 cell
types overlapping with 2iL/I/F and primed
H3K4me1 enhancers.
(E) Percentage of active (H3K4me1 +
H3K27ac) and poised (H3K4me1 only or
H3K4me1 + H3K27me3) enhancer states in
each cell type.
appears that the neural lineage is one of the first lineages to

be bivalently marked in 2iL/I/F cells and further suggests

that naive hESCs may be an excellent model for further

investigation of the establishment of Polycomb-repressive

regions in the early epigenome.

Enhancers in 2iL/I/F Cells

Enhancer elements are cis-acting regulatory sequences

that control gene expression via interaction with transcrip-

tion factors and promoters. We defined enhancers

as H3K4me1 peaks lacking overlap with H3K4me3

(Table S3) (Heintzman, 2007; Heintzman, 2009). Investiga-

tion of the enhancer landscape across hESC states revealed

that 2iL/I/F cells harbor the most cell-type-specific en-

hancers (>47k; Figures 2A and 2B), while transitioning

and primed cells had roughly the same number of unique
enhancers at �17k and �14k, respectively (Figures 2B,

S5A, and S5B). Sixty-four percent of transitioning en-

hancers and 55% of primed enhancers are marked in the

2iL/I/F state (Figures S5A and S5B). We asked whether the

expansion of 2iL/I/F H3K4me1 was random or occurred

at known regulatory elements. Using DNase I hypersensi-

tive sites (DHS) data from 177 ENCODE cells (ENCODE

Project Consortium, 2012), we found 25%–30% of the

H3K4me1-marked genome (enhancer-verse) to be hyper-

sensitive in each of our pluripotent cell types (Figure 2C).

Of the 177 cell and tissue types, fetal tissues had the largest

collection of DHS overlapping 2iL/I/F enhancers (Figure 2D

and Table S4). Additionally, over 92% of the enhancer re-

gions (quantified by number of bases) covered by 2iL/I/F

H3K4me1 peaks are utilized as enhancers in 127 Roadmap

Epigenome Project cell types, as indicated by H3K4me1
Stem Cell Reports j Vol. 12 j 1129–1144 j May 14, 2019 1133
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(Figures S5C and S5D). Single-cell RNA-seq data from early

human embryogenesis (Yan et al., 2013) indicate that 92%

of annotated transcription factors (Zhang et al., 2015) are

expressed by the late blastocyst stage (Figure S5E). Their

expression provides a plausible means for aiding the local-

ization of H3K4me1 to known enhancers.

Enhancer elements can exist in distinct chromatin states,

or classes, that indicate whether they are active or poised

(Figures 2E and S5F) (Creyghton et al., 2010; Hawkins

et al., 2011; Rada-Iglesias et al., 2011).We characterized dif-

ferences in the classes of enhancers in each hESC state. We

defined active enhancers as regions having H3K4me1 and

H3K27ac and poised enhancers as regions with either

H3K4me1 only or H3K4me1 and H3K27me3. In all three

stages of pluripotency, the majority of enhancers are in

the H3K4me1 only poised state (67%, 84%, and 73% in

2iL/I/F, transitioning, and primed cells, respectively;

Figure 2E). There is an increase of H3K27me3 contain-

ing poised enhancers moving from 2iL/I/F to primed

(1%–4%; Figure 2E), which correlates with the increase of

H3K27me3.

Our comparative analysis of enhancers indicates that

both active and H3K4me1 only poised enhancers are

largely decommissioned as 2iL/I/F hESCs transition to the

primed state (Figure 3A). When assessing overlapping

H3K4me1 peaks across hESCs, we see that the chromatin-

marked genomic space of 2iL/I/F enhancers is greatly

reduced in primed cells (Figures 3A and 3B). This is exem-

plified at the H19 locus, where broad enhancers are shorter

and broken up in the transitioning state, and most have

disappeared by primed state (Figure 3A). This process hap-

pens in a stepwise manner, as is evidenced by the loss of

acetylation as cells exit the 2iL/I/F state followed by the

gradual loss H3K4me1. We observed this globally and at

shared 2iL/I/F enhancer regions (Figures 1B, 1C, 3A, and

3B). This introduces an alternative view of development

compared with previous studies showing that poised en-

hancers gain acetylation following differentiation and

were often enriched near genes that became activated later

in development (Creyghton et al., 2010; Hawkins et al.,
Figure 3. 2iL/I/F Enhancers Are Decommissioned but Active in O
(A) UCSC Genome Browser image illustrating loss of H3K27ac, followe
(navy), to transitioning (cyan), to primed (orange); RPKM range 1–20
2iL/I/F hESCs. Enhancer peak calls are represented as bars above the
(B) Number of bases under peaks overlapping shared (all three cell
sitioning genome, then there is a great reduction in H3K4me1.
(C) Heatmaps of H3K4me1 and H3K27ac normalized ChIP-seq signal
(D) Histograms of average H3K4me1 and H3K27ac normalized ChIP-s
(E) Violin plots showing the distribution of RPKM values of n
(H3K4me1 R5 kb), or active broad enhancers (H3K4me1 R5 kb ove
comparisons are computed using two-tailed t tests with pooled SD. p
**p < 0.01; ***p < 0.001.
2011; Rada-Iglesias et al., 2011). By using 2iL/I/F hESCs as

a model, we can infer that not only is H3K4me1 likely

maintaining open chromatin to aid in the pluripotency

phenotype, but that a substantial fraction of enhancers

in the human genome are premarked early during

embryogenesis and subsequently decommissioned during

priming.

Broad Enhancer Domains in the 2iL/I/F Epigenome

Super (Whyte et al., 2013) and stretch (Parker et al., 2013)

enhancers, which are largely based on H3K27ac, were orig-

inally identified in primed ESCs. These regions were shown

to upregulate nearby and cell-specific genes andwere stron-

ger than conventional enhancers. We asked to what degree

these regions were present in 2iL/I/F hESCs. To identify

both broad H3K4me1 andH3K27ac domains, we identified

regions R5 kb in all cell types (Figure 3C). The H3K4me1

broad enhancers are almost 20-fold more abundant in the

2iL/I/F epigenome compared with the primed hESC stage

(7,412 in 2iL/I/F hESCs compared with 371 in primed)

with an average size of 8.1 kb compared with 6.1 kb in

primed (Figures S5G and S5H). The number of broad en-

hancers steadily declines as hESCs transition from 2iL/I/F

to primed. We observed the same trend with H3K27ac

broad domains (2,330 in 2iL/I/F compared with 803 in

primed), although the number of broad H3K27ac domains

in 2iL/I/F cells is 3-fold less than the number of H3K4me1

broad enhancers (Figure S5G). For perspective, we looked

for broad H3K4me3 peaks, and found them to be limited

across the different hESC stages (Figure S5G).

Next, we determined whether H3K4me1 broad en-

hancers and H3K27ac broad domains occupy the same

genomic space. The average number of bases contained

within the overlap of broad H3K4me1 and H3K27ac do-

mains is over 70% of the average length of each domain

(Figure S5H). Over 78% of broad H3K27ac domains in

2iL/I/F cells are found within H3K4me1 broad enhancers

(Figure S5I). In the 2iL/I/F and primed states 87% and

71% of H3K4me1 broad enhancers, respectively, contained

some overlap with H3K27ac, indicating that they are active
ther Cell Types
d by loss of H3K4me1 at the H19 locus as cells move from 2iL/I/F
for each track. This region also contains a broad enhancer domain in
H3K4me1 track.
types) 2iL/I/F enhancers. H3K27ac is reduced greatly in the tran-

at broad enhancer regions (R5 kb).
eq signal at all broad enhancers or broad H3K27ac domains.
earest neighboring genes of all enhancers, broad enhancers
rlapping H3K27ac R5 kb) in each cell type. p values for pairwise
values are adjusted with Benjamini-Hochberg method. *p < 0.05;

Stem Cell Reports j Vol. 12 j 1129–1144 j May 14, 2019 1135



enhancers (Figures 3D and S5I). The average ChIP-seq

signal for H3K4me1 is high at H3K27ac broad domains in

all cells except primed hESCs (Figure 3D). The active state

of broad enhancers is supported by the distribution of

expression values of nearest neighboring genes (NNGs)

(Figure 3E). Only in the primed state are there more broad

H3K27ac domains than H3K4me1 domains, and the differ-

ence in the expression distribution of NNGs at broad en-

hancers versus active broad enhancers in primed cells was

the only comparisonnot found tobe significant (Figure 3E).

This may explain why H3K27ac was originally associated

with ‘‘super/stretch’’ enhancers, as most broad H3K4me1

domains are found at broad H3K27ac domains and broad

H3K27ac domains are more abundant. However for naive

pluripotency the frequent occurrence of H3K4me1 and

H3K27ac broad domains, and the observation that broad

H3K27ac domains lie within broad H3K4me1 enhancers,

provides an additional means of giving the genome its

‘‘open structure.’’

2iL/I/F hESCs Enhancers in Different Growth

Conditions

To determine whether the expansion of H3K4me1 in the

2iL/I/F epigenome was indicative of the naive state and in-

dependent of a single growth condition or cell line, we

grew three lines in 4i (2i + p38 kinase inhibitor + JNK inhib-

itor) + LIF + IGF1 + FGF (4iL/I/F [Sperber et al., 2015]): Elf1,

H1 reset to naive, and the naive-derived LIS1 line (Gafni

et al., 2013) (Figure S6A). The LIS1 line grew slightly better

in 4iL/I/F compared with the original growth conditions.

To determine whether growth conditions or genetic back-

ground had an effect on the enhancer landscape, we

compared the enhancer profiles from H3K4me1 ChIP-seq

data across cell types and conditions. Overall, all naive cells

have a similar enhancer profile (Figure 4A). Cells grown in

4iL/I/F exhibit a stronger enhancer signal at Elf1 2iL/I/F-

specific enhancers (Figures 4B and 4C), and less enrich-

ment at primed- and transitioning-specific enhancers

(Figures 4B and S6B). Principal component analysis (PCA)

of gene expression data shows a clear separation between

naive and primed cells (Figure S6C). PCA of H3K4me1

signal reveals that all lines grown in 4iL/I/F are largely

indistinguishable, and most similar to 2iL/I/F (Figure 4D).

Our analysis suggests that 2iL/I/F enhancers do not vary

greatly in 4iL/I/F conditions, although 2iL/I/F hESCs have

some distinct H3K4me1 features. The acquired expansion

upon resetting primed H1 cells to 4iL/I/F may suggest

that this epigenetic feature is necessary for maintenance

in the naive state. Further experiments will be needed to

confirm this hypothesis. Additionally, we find that one-

third of H3K27ac peaks in 5iL/A reset hESCs(Ji et al.,

2016) are also present in 2iL/I/F hESCs (Figure S6D), high-

lighting the epigenetic changes that must occur as cells
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transition through the spectrum of pluripotency, eventu-

ally becoming primed.

3D Genome Architecture in 2iL/I/F hESCs

Genome architecture is an important component of gene

regulation. TADs identified in primed hESCs proved to be

surprisingly stable upon differentiation to distinct cell

types despite diverse changes to chromatin structure

(Dixon et al., 2015). However, domain-scale 3D genome ar-

chitecture is still missing for the naive state. To characterize

TADs in hESCs at the naive spectrum of pluripotency, we

generated deeply sequenced in situ DNase Hi-C maps

(Deng et al., 2015) in Elf1 2iL/I/F (Figure S7A), which ex-

hibited characteristic reductions in contact frequency as a

function of linear distance between two loci (Figure 5A).

We processed raw Hi-C read pairs produced from H1

primed hESCs (Dixon et al., 2012, 2015) and compared

the architectural features identified in each cell type at

40-kb resolution. A total of 6,119 TADs were identified in

2iL/I/F hESCs and 5,822 TADs in primed hESCs (Fig-

ure S7B), consistent with previous observations in primed

hESCs (Shin et al., 2016). We defined boundaries as regions

between two adjacent TADs and found that 7.3% and 6.2%

of boundaries were greater than 40 kb in 2iL/I/F and primed

cells, respectively (Figure S7C). To provide confidence in

our TAD calls, we calculated insulation scores at each

Hi-C bin (Crane et al., 2015; Giorgetti et al., 2016). The in-

sulation score represents how insulated each bin is from

TAD boundaries. It is expected that TAD boundaries occur

at the valleys/minima of insulation scores, and TAD centers

occur at the peaks/maxima. We found that boundary

insulation scores were significantly different fromTADcen-

ter scores (Figure 5B), providing high confidence to our

defined TAD regions.

Overall, TAD size distributions are similar (Figure 5C, first

panel), with means of 420 kb in 2iL/I/F and 444 kb in

primed. We observed 2,024 TADs whose genomic coordi-

nates are identical at 40-kb resolution while the remaining

overlapping TADs differ by at least 40 kb (Figure 5C, second

panel). We could detect differences in TAD boundaries as

illustrated by 2iL/I/F-specific boundaries exhibiting an

enrichment of primed Hi-C signal (Figure 5D). The enrich-

ment of primed signal at 2iL/I/F-specific boundaries con-

firms that this is not a boundary in primed cells. We asked

whether the higher number of 2iL/I/F Elf1 TADs may be

due to technical differences of our in situ data. We found

that some H1 TADs were split into two or more Elf1

TADs, which accounts for an ‘‘extra’’ 427 Elf1 TADs (Fig-

ure S7D). The average overlap between 2iL/I/F and primed

TADs is 319 kb, suggesting that while some difference exist

in TAD structure, the overall TAD structure remains intact

between the 2iL/I/F and primed states (Figure S7E), To

confirm that our in situ DNaseI Hi-C data are accurately



Figure 4. 2iL/I/F Enhancers from Various 2iL/I/F Culture Conditions
ChIP-seq of naive cells grown in different culture conditions including Elf1 2iL/I/F (navy), Elf1 4iL/I/F (purple), Elf1 AF (transitioning;
cyan), primed H1 mTeSR (orange), H1 4iL/I/F (red), and LIS1 4iL/I/F (green).
(A) H3K4me1 enrichment in different growth conditions at DNMT3L and SOX2 loci.
(B) Average ChIP-seq signal at 2iL/I/F-specific enhancers (top panel) and primed-specific enhancers (bottom panel).
(C) Heatmap of H3K4me1 ChIP-seq signal at 2iL/I/F-specific enhancers, defined as not in TR or primed. Scale is RPKM.
(D) PCA of top 500 10-kb bins of H3K4me1 with largest variance.
capturing the 3D structure of the naive genome, we utilized

cohesin chromatin interaction analysis by paired-end tag

sequencing (ChIA-PET) and CTCF ChIP-seq data from

primed and reset naive hESCs, which previously revealed

changes in looping structures (Ji et al., 2016). Most TADs

have a CTCF binding site near their boundaries. We asked

whether the reset naive CTCF ChIP-seq signal was also en-

riched at our 2iL/I/F-derived hESC TAD boundaries.
Indeed, we found the CTCF signal to be enriched near

our 2iL/I/F boundaries and that this enrichment was pre-

sent in both our 2iL/I/F and primed hESCs (Figure 5E).

This may have been expected, as Ji et al. (2016) found

that 80% of CTCF binding sites were shared between their

reset naive and primed hESC lines.

We also determined whether the cohesin ChIA-PET data

could additionally validate our naive TAD boundary calls,
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Figure 5. 3D Genome Architecture in 2iL/I/F hESCs
(A) Hi-C contact heatmap of chromosome 3 in 2iL/I/F cells at 500-kb resolution.
(B) Box plots of the insulation scores at all TAD centers and boundaries for both 2iL/I/F and primed cells. p values are computed using
individual Wilcoxon signed-rank tests.
(C) Global size distributions of TADs within 2iL/I/F and primed cells (left panel) and size differences of overlapping TADs (40-kb bin
resolution) in 2iL/I/F and primed cells (right panel).
(D) Differential heatmap of 2iL/I/F minus primed Hi-C. Negative (red) values indicate a stronger bin signal in primed cells relative to
2iL/I/F cells.
(E) Naive CTCF ChIP-seq signal from Ji et al. (2016) centered at 2iL/I/F TAD boundaries.
(F) Number of TADs or differential TADs with cohesin ChIA-PETs within 80 kb of boundary.
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since it was shown to recapitulate Hi-C TADs in H1 primed

hESCs (Ji et al., 2016). An overlap analysis with cohesin

PETs yielded 1,363 2iL/I/F and 1,818 primed TADs with at

least one PET, from the respective cell type, whose termini

are located within 40 kb of each boundary of a given TAD

(Figure 5F). This corresponds to 22% of our 2iL/I/F TADs

having a naive PET and 31% of primed TADs having a

primed PET within 40 kb of the TAD boundary. We exam-

ined whether any of the PETs were localize at differential

TAD boundaries, focusing on those boundaries in 2iL/I/F

that are 80 kb or greater from the boundary in primed. Of

1,363 PETs near a 2iL/I/F boundary, 529 (39%) are near a

2iL/I/F differential TAD (Figure 5F). Although the authors

note that their ChIA-PET data were undersaturated, these

data confirm some of the structural differences observed

in the 2iL/I/F 3D genome.

We investigated whether there was a relationship be-

tween higher-order chromatin structure at differential

TAD boundaries and changes in chromatin modifications.

We observe a significant enrichment for H3K4me1 and

H3K27ac across differential TAD boundaries in 2iL/I/F rela-

tive to random (2iL/I/F H3K4me1 and H3K27ac p < 5 3

10�5), and a similar enrichment for primed H3K27me3

(p < 13 10�4) (Figure 6A). A clear example illustrating these

differences in TAD and chromatin structure is the HOXA

cluster, where a broad boundary spans the HOXA cluster

in primedhESCs and is enriched forH3K27me3 (Figure 6B).

The 2iL/I/F TAD to the left of the primed boundary is

extended across the cluster and marked by H3K4me1 and

H3K27ac. As mentioned previously, HOXA genes are ex-

pressed in 2iL/I/F cells. We asked whether there was a sig-

nificant difference in the TAD structure around the

HOXA locus between 2iL/I/F and primed cells. To do this

we calculated the differential insulation scores by

comparing the 2iL/I/F and primed insulation scores. The

differential insulation score represents the differential

TAD structure between two conditions. We observed that

there was a noticeable drop in the differential insulation
Figure 6. Changes in 3D Genome Architecture in 2iL/I/F hESCs
(A) Enrichment of ChIP peaks for histone marks H3K4me1, H3K27ac,
was calculated from a permutation test (N = 10,000 permutations)
masked.
(B) Interaction matrices of region of chr7 containing HOXA locus. Be
individual TAD, 2iL/I/F in navy and primed in orange. The green ba
insulation score of 2iL/I/F versus primed cells around the HOXA locus n
20 for H3K4me1 and H3K27ac, scaled 0 to 30 for H3K27me3, 2iL/I/F
(C) Example of a 2iL/I/F-specific A compartment relative to primed.
(D) Heatmap of PC1 values at 2iL/I/F- and primed-specific A comp
underneath. ‘‘N’’ and ‘‘P’’ denote 2iL/I/F and primed, respectively.
(E) Box plot of transposable element expression (RPKM) overlapping
primed directions. Stable are compartments that do not switch. p value
***p < 2.2 3 10�16.
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score at theHOXA locus, confirming that the TAD structure

at the HOXA locus is different between 2iL/I/F and primed

cells (Figure 6B).

Finally, to compare the spatial organization of chromatin

within the nuclei of 2iL/I/F and primed hESCs, we parti-

tioned the genome into active and inactive (A/B) compart-

ments by performing a PCA of each intrachromosomal

contact matrix (Dixon et al., 2015; Lieberman-Aiden

et al., 2009). Compartments identified using the first

principal component (PC1) ranged in size from 40 kb to

over 49 Mb in both cell types, with means of 3.6 Mb in

2iL/I/F cells and 3.4 Mb in primed. An overwhelming ma-

jority of compartments are static, with only 23 switching

from being active in 2iL/I/F cells to inactive in primed

(A toB), and124 switching frombeing active inprimedcells

to inactive in 2iL/I/F (B to A; Figures 6C and 6D). While

there is enrichment of primed-specific active compart-

ments, a previous study showed that inactive B subcom-

partments are largely devoid of histone modifications,

including H3K27me3 and H3K9me3 (Rao et al., 2014). It

is therefore likely that the primed-specific active compart-

ments are driven by the lack of repressive modifications in

2iL/I/F hESCs (alternatively, these are 2iL/I/F-specific inac-

tive B compartments). Additionally, cell-specific active

compartments are enriched for TE expression relative to

stable compartments (Figure 6E), and gene expression to a

lesser extent (Figure S7F).
DISCUSSION

mESCs derived from the preimplantation blastocyst and

grown in 2iL, as compared with the traditional serum and

Lif, have been described as the ground state of pluripotency

(Nichols and Smith, 2009; Silva and Smith, 2008). Recent

gene expression studies of 2iL mESCs illustrated that their

transcriptional and network analysis profiles reflect that

of preimplantation blastocysts (Boroviak et al., 2014,
H3K27me3, and H3K4me3 at overhanging TAD regions. The p value
of randomized genomic regions with centromeres and telomeres

tween matrices, horizontal bars with a vertical offset represent an
r indicates a primed boundary region >40 kb. Track of differential
ested in between TAD calls. ChIP-seq signal (RPKM) scaled from 0 to
in navy and primed in orange.
PC1 scale from �60 to 60.
artments. PC1 values at randomized compartments are displayed

A to B compartment switches. ‘‘A to B’’ and ‘‘B to A’’ are 2iL/I/F to
s are computed using two-sample t test with one-sided alternative.



2015). Our comparison of single-cell RNA-seq from the

developing human blastocyst (Blakeley et al., 2015) to

2iL/I/F and primed hESCs demonstrated an enrichment

of key developmental genes and pathways, including

WNT and TGF-b, in 2iL/I/F hESCs. In addition, we

described the enrichment of hundreds of 2iL/I/F-specific

genes that are expressed during early embryogenesis.

Coupling transcriptome data with evidence that that the

genome of naive hESCs are also hypomethylated, naive

versus primed hESCs can be used to model epigenomic

reprogramming that occurs as cells shift between these

developmental states.

The early mouse embryo undergoes dramatic chromatin

remodeling. Immunofluorescence studies in mouse em-

bryos showed that during the first few hours after fertiliza-

tion, H3K4me1 levels in the paternal genome increase to

match maternal levels, while histone 3 lysine 9 dimethy-

lation (H3K9me2) is rapidly removed from the maternal

genome (Lepikhov and Walter, 2004; Sarmento et al.,

2004; van der Heijden et al., 2005). This is accompanied

by hyperacetylation of histones prior to zygotic genome

activation (Adenot et al., 1997; Wiekowski et al., 1997).

The presence of H3K4 methylation inhibits interaction

of DNMT3L with DNA, thus potentially contributing to

the hypomethylated epigenome (Ooi et al., 2007). Based

on equivalent cells in mouse, naive and primed hESCs

are thought to be reflective of early human embryogen-

esis, capturing the preimplantation and postimplantation

states, respectively (Nichols and Smith, 2009). We observe

novel features of the epigenome transitioning from naive

to primed. We hypothesize that widespread deposition of

H3K4me1 and histone acetylation are part of the mecha-

nism to reset the zygotic genome along with known

global DNA demethylation, and that this aids to open

chromatin structure for, or in response to, genome

activation.

These dramatic chromatin changes during embryogen-

esis are likely further altered upon implantation. For

example, recent ChIP-seq results for H3K27ac in themouse

embryo and serum-maintained mESCs confirmed an

enrichment of H3K27ac genome-wide post-ZGA followed

by a decline inmESCs (Dahl et al., 2016). Enhancer decom-

missioning requires LSD1 activity (Whyte et al., 2012),

which is inhibited by acetylation (Forneris et al., 2005;

Lee et al., 2006). Deacetylation must, therefore, precede

the removal of H3K4me1 by LSD1. This stepwise decom-

missioning was observed as cells exited the naive state,

lending support to our hypothesis that enhancer premark-

ing is a likely component of epigenetic reprogramming

during embryogenesis.

Lastly, changes in chromatin modifications are re-

flected in changes in 3D genome architecture. Although

primed TADs are largely unchanged upon hESC differen-
tiation (Dixon et al., 2015), most 2iL/I/F TAD boundaries

are unique to this pluripotent state, subsets of which are

validated by recent ChIA-PET data. Our findings suggest

that TAD structures are still formalizing prior to implan-

tation, i.e., while overall TAD architecture is in place

naive boundaries are expanded or contracted relative to

primed cells. This was also recently observed in the

mouse embryo, where 80% of inner cell mass (ICM)

TAD boundaries are also present in mESCs, as the other

TADs did not reach a mESC or somatic cell-like state until

later development (Du et al., 2017). We, therefore, sus-

pect a large fraction of 2iL/I/F TADs may also be reflected

in the naive human ICM. Collectively, these characteris-

tics are likely to shape naive pluripotency and provide

new insights on epigenetic reprogramming through

this model of development.
EXPERIMENTAL PROCEDURES

Human Embryonic Stem Cell Culture
All human ESC culture conditions were as previously described

(Sperber et al., 2015), with modifications described in Supple-

mental Experimental Procedures. Base media were supplemented

with specific inhibitors for each growth condition.

Genome-wide Assays, Library Construction, and

Sequencing
ChIP-seq was performed as previously described (Hawkins et al.,

2013). Raw sequence reads were obtained from the Roadmap Ep-

igenome Project (Hawkins et al., 2010). Replicates of aligned files

were merged prior to peak calling. RNA-seq libraries, performed

in duplicate, were constructed using the Scriptseq RNA-seq

Library Preparation Kit. All Libraries were sequenced single-end

75 cycles on Illumina NextSeq or single-end 50 cycles on HiSeq

2500.

Computational Analysis
Details of computational analysis are provided in Supplemental

Experimental Procedures. Sequencing raw reads were trimmed

for low quality and adapters using TrimGalore!, andmapped to hu-

man genome (hg19) using Bowtie2 (ChIP-seq) (Langmead and

Salzberg, 2012) and TopHat2 (RNA-seq) (Kim et al., 2013). Dupli-

cates were merged. Transcript quantification was performed by

Cufflinks (Trapnell et al., 2010) using GENCODE gene annotation

release 19 as reference annotation. ChIP-seq peaks were called us-

ing MACS v1.4 using the –nomodel mode.

ACCESSION NUMBERS

All data are available from NCBI GEO accession number GEO:

GSE90680.
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Supplemental Information can be found online at https://doi.org/

10.1016/j.stemcr.2019.04.004.
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Figure S1: RNA-seq replicates and DEGs in Key Pathways 
(A) Graph of percent of Elf1 5iL/A, 2iL/I/F, and mTesr (primed) hESCs positive for naïve cell surface 
markers as determined by Collier et al., 2017. (B) FACS scatterplots after gating for single cells, the P3 
population was counted as positive for either CD75 or CD77. (C) Table shows average CpG DNA 
methylation levels as determined by RRBS. H9 data were taken from Kyttala et al., 2016. (D-F) 
Correlation between RNA-seq replicates, log10(RPKM) is plotted. On figure “NS” means not significant 
and “S” means significant. (G-H) Volcano plot of differentially expressed genes (DEGs) in 2iL/I/F versus 
transitioning (G) and 2iL/I/F versus primed (H) pairwise comparison. Genes in magenta have P-adj < 0.01 
and fold change > 2 while genes in green have P-adj < 0.01 and fold change > 4. (I-J) Heatmap showing 
significantly overrepresented GO terms and KEGG pathways based on DEGs in 2iL/I/F versus 
transitioning and 2iL/I/F versus primed pairwise comparison.  
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Figure S2: Cell-type Specific Genes and Transposable Elements 
(A) Cell type-specific genes in the different hESC stages by applying a cutoff of a RPKM value greater 
than or equal to two in one cell type and less than one in the other two cell types. GO terms shown in 
network, connected by shared genes between terms. (B) Hierarchical clustering of transposable elements 
expression separates 2iL/I/F from primed hESCs in first panel. Second and third panel show the 
percentage of integrants that are upregulated in each cell type. (C) Percentage of genes upregulated in 
pairwise comparison of 2iL/I/F or primed hESCs that are also found to be upregulated in human embryo 
developmental stages. 
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Figure S3: Histone Modifications globally and Chromosome X 
(A-B) UCSC Browser image of the KLF2 (A) and HOXA (B) loci. H3K4me1 and H3K27ac (top 6 tracks, 
RPKM scale 1-20) and H3K27me3 (bottom 3 tracks, RPKM scale 1-30) are shown for 2iL/I/F, 
transitioning and primed ChIP-seq data. (C-G) Histograms showing distribution of peak lengths for (C) 
H3K27me3, (D) H3K9me3, (E) H3K4me1, (F) H3K27ac and (G) H3K4me3. (H) Percent of human 
genome bases covered by histone modifications in primed cell line H9. H9 ChIP-seq data taken from the 
Roadmap Project.  
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Figure S4: Histone Modifications at Promoters and Bivalent Gene Ontology 
(A) Number of GENCODE coding gene promoters marked with H3K4me3 or unmarked in each hESC 
stage. (B) Breakdown of promoter chromatin state categories. Graph shows how many gene promoters are 
found in each category. (C) Sankey plot of all promoter state transitions between three hES cell types.  
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Figure S5: Characteristics of Enhancers in hESCs 
(A-B) Venn diagrams of enhancer overlaps for transitioning (A) and primed (B) cells with other cell 
types. Venns are separate because one peak in one cell type can overlap multiple peaks in another cell 
type. (C) Percent of hESC H3K4me1 genomic space (% bases or enhancer-verse) occupied by Roadmap 
H3K4me1 from 127 cell types. (D) Number of Roadmap H3K4me1 peaks from 127 cell types 
overlapping with 2iL/I/F and primed H3K4me1 enhancers. (E) Percent of transcription factors, annotated 
from Animal TFDB, expressed at each stage of embryogenesis and cumulatively across stages using 
single cell RNA-seq data from Yan et al. (Yan et al., 2013). (F) Number of enhancers peaks that fall into 
the category of active, poised HK4me1 only or poised H3K27me3 enhancer classes. (G) Number of 
H3K4me1, H3K27ac and H3K4me3 peaks, broken down by size. (H) Average length of broad (≥ 5 kb) 
H3K4me1 and H3K27ac domains and the average number of bases overlapped in shared regions. (I) 
Percent of broad peaks that overlap in these comparisons: broad H3K4me1 with any H3K27ac overlap, 
broad H3K4me1 with only broad H3K27ac overlap, or broad H3K27ac with broad H3K4me1 overlap. 
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Figure S6: RNA-seq and ChIP-seq of hESCs in Different Growth Conditions 
(A) Representative images of cell lines in each growth condition used for this study. Yellow bar is 
200um. (B) Average normalized ChIP-seq signal in all naïve and primed hESCs at transitioning-specific 
enhancers. (C) PCA of autosomal gene expression, naïve cells cluster separately from primed cells. (D) 
Venn diagram showing the number of Elf1 2iL/I/F H3K27ac peaks that overlap 5iL/A H3K27ac peak 
calls from Ji et al., 2016.  
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Figure S7: Hi-C libraries and TAD structure 
(A) Summary of Hi-C sequencing read pairs and interactions in 2iL/I/F and primed hESCs. (B) Total 
counts of TADs and boundaries identified in 2iL/I/F and primed hESCs after discarding X and Y 
chromosome interactions. (C) Global size distributions of boundaries > 40 kb. (D) Bar chart of the 
number of Elf1 TADs within an H1 TAD and depiction of how “extra” TADs are defined. (E) Contact 
heatmaps of a region in chromosome 7. Navy and dark orange tracks denote TADs in 2iL/I/F and primed 
hESCs, respectively. (F) Boxplot of gene expression (RPKM) overlapping A to B compartment switches. 
“A to B” and “B to A” are 2iL/I/F to primed directions. Stable are compartments that do not switch. P-
values are computed using two-sample t-test with one sided alternative. *** P-value < 1.34 x 10-10. 
  



Table S1: DEGs and DEG Pathways 
List of differentially expressed genes and Gene Ontology pathways 
  



Elf1 2iL/I/F

Sample

Number of Reads 

Sequenced Mapped reads Mapping Efficiency

ENK27acRep1 10,289,987 9,885,369 96.1%

ENK27acRep2 34,868,010 31,613,836 90.7%

ENK27me3Rep1 11,131,576 10,256,807 92.1%

ENK27me3Rep2 28,435,049 25,806,462 90.8%

ENK4me1Rep1 29,070,786 26,338,406 90.6%

ENK4me1Rep2 23,139,610 22,376,410 96.7%

ENK4me3Rep1 15,960,227 14,359,079 90.0%

ENK4me3Rep2 25,423,585 23,909,154 94.0%

ENK9me3Rep1 28,486,276 25,936,935 91.1%

ENK9me3Rep2 42,803,514 38,115,104 89.0%

ENInputRep1 31,149,021 23,377,765 75.1%

ENInputRep2 20,116,865 18,585,106 92.4%

Total 2iL/I/F 

(1.35E10 bases) 270,560,433

Elf1 Transitioning

Sample ID

Number of Reads 

Sequenced Mapped reads Mapping Efficiency

EPK27acRep1 16,542,791 15,466,596 93.5%

EPK27acRep2 19,045,610 14,495,788 76.1%

EPK27me3Rep1 14,661,174 12,484,843 85.2%

EPK27me3Rep2 17,360,465 10,303,499 59.4%

EPK4me1Rep1 13,466,280 12,643,726 93.9%

EPK4me1Rep2 14,628,581 13,524,908 92.5%

EPK4me3Rep1 14,142,256 12,502,355 88.4%

EPK4me3Rep2 12,112,327 9,124,628 75.3%

EPK9me3Rep1 37,350,962 32,818,042 87.9%

EPK9me3Rep2 42,244,794 36,811,767 87.1%

EPInputRep1 8,581,717 7,920,395 92.3%

EPInputRep2 37,772,483 35,291,325 93.4%

Total EP genome

(1.07E10 bases) 213,387,872

Table S2



Table S2: Summary of Mapping Statistics for Elf1 2iL/I/F and Transitioning (AF) Cells 
ChIP-seq DNA libraries were sequenced on Illumina platform, SE75 and mapped using Bowtie2.  
  



Table S3

H3K4me1 H3K4me3 H3K27ac H3K27me3 H3K9me3

# 
enhancers 

after 
removing 
H3K4me3 

overlapping
peaks

# peaks % genome # peaks % genome # peaks % genome # peaks % genome # peaks % genome

Elf1 2iL/I/F 116,999 9.25% 21,071 1.58% 67,500 4.49% 4,512 0.51% 12 0.00% 98,020

Elf1 TR 83,940 5.61% 20,541 1.29% 36,701 1.71% 17,379 1.09% 2,831 0.22% 69,467

H1 Primed 46,843 3.04% 22,866 1.41% 24,668 1.81% 10,454 1.39% 22,911 2.35% 38,677



Table S3: Number of ChIP-seq Peaks and Percent Genome covered by Histone Modification 
Numbers in bar chart for Figure 2B. Number of ChIP-seq peaks called by MACS that pass FDR 5% for 
each cell type. Numbers in bar chart for Figure 2C. Percent of genome covered by each histone 
modification. Includes number of K4me1 peaks after excluding peaks that overlap K4me3. 
  



Table S4:  Enhancer overlaps with ENCODE DHS and Roadmap H3K4me1 
Charts of the number or fraction of a cell type’s peaks were found in 2iL/I/F, transitioning or primed 
hESCs from 177 ENCODE DHS cell types or 127 Roadmap Epigenome Project cell types. 
  



Supplemental Experimental Procedures 
 
Human Embryonic Stem Cell Culture 
All human ESC culture conditions were as previously described (Sperber et al., 2015), with the following 
modifications. Base hESC media consisted of DMEM/F12, 20% knock-out serum replacer (KSR), 1mM 
sodium pyruvate, 0.1 mM nonessential amino acids, 50 U/mL penicillin, 50 ug/mL streptomycin, and 
0.1mM β-mercaptoethanol. Growth conditions: 2iL/I/F - 1uM Mek inhibitor (PD0325901) [catalog 
#S1036, Selleck Chemicals, Houston, TX, USA], 1uM GSK3 inhibitor (CHIR-99021) [catalog #S2924, 
Selleck Chemicals, Houston, TX, USA], 10 ng/mL human Leukemia inhibitory factor [catalog 
#YSP1249, Speed Biosystems, Gaithersburg, MD, USA], 5ng/mL IGF-1 [catalog #100-11 Peprotech, 
Rocky Hill, NJ], 10ng/mL FGF [catalog #PHG0263, Thermo Fisher Scientific, Waltham, MA, USA]; 
4iL/I/F - 1uM Mek inhibitor (PD0325901), 1uM GSK3 inhibitor (CHIR-99021), 5uM JNK inhibitor 
(SP600125) [catalog #S1460, Selleck Chemicals, Houston, TX, USA], 2uM p38 inhibitor  (BIRB796) 
[catalog #S1574, Selleck Chemicals, Houston, TX, USA], 10 ng/mL Leukemia inhibitory factor, 5ng/mL 
IGF-1, 10ng/mL FGF. 
 
Flow Cytometry for CD75 and CD77 Markers 
2iL/I/F Elf1 cells were harvested from one 10cm^2 plate. The plate was rinsed with PBS, then cells were 
separated from the plate with trypsin. After the incubation, cells were unicellularized through pipetting of 
the cell suspension. Trypsin was neutralized using 5% FBS/PBS solution. Cells were rinsed with PBS 
twice and resuspended in 500 uL of 5% FBS/PBS. 5mL of a 70% EtOH solution was slowly added while 
cells were vortexed. Cells were stored at -20°C for two days.  
 
To perform antibody staining, cells were removed from -20°C and washed twice with PBS. Cells were 
resuspended in 300uL of 5% FBS/PBS and then split equally into three samples: an unstained control, 
CD75 stained, and CD77 stained. 1ug of Anti-CD75 antibody (Abcam, cat #: ab77676, lot #: 
GR3181182-5) was added to the CD75 stained sample. 1ug of Anti-CD77 antibody (BD Biosciences, cat 
#: 551352, lot #: 7214648) was added to the CD77 stained sample. The control sample was stored at 4°C 
in 400uL 5% FBS/PBS. CD75 and CD77 samples were stained with the primary antibody for 30 minutes 
at room temperature, washed once with 5% FBS/PBS. They were then resuspended in 100uL of 5% 
FBS/PBS containing the secondary antibody, Alexa Fluor 586 donkey anti-mouse (Invitrogen, cat #: 
A10037, lot #: 1917938), at a dilution of 1:1000 and incubated for 30 minutes at room temperature in the 
dark. CD75 and CD77 samples were rinsed once with 5% FBS/PBS and resuspended in 400uL of 5% 
FBS/PBS.  The control, CD75, and CD77 samples were fixed by adding 100uL 4% PFA and were mixed 
by pipetting. Flow cytometry was performed with BD FACSAria II. The program BD FACSDiva was 
used for gating and analysis.  
 
Reduced Representation Bisulfite Sequencing 
Genomic DNA was extracted with Qiagen All Prep Kit (Qiagen, cat #: 80204). Unmethylated lambda 
DNA was sheared to 300 bp using Covaris M-series and spiked in to each sample at 0.5% of DNA 
quantity. About 100-500 ng of genomic DNA was digested in a total volume of 20 uL with 1 uL MspI 
enzyme (NEB, cat #: R0106S) with 2 uL NEB buffer 2 and incubated at 37C for 2-4 hours, followed by 
heat inactivation at 65C for 10min. Next, samples underwent A-tailing reaction by adding 1.2 uL Klenow 
exo- (NEB, cat #: M0212S), 1.2 uL of dNTP mix (10mM dATP, 1mM dGTP, 1mM dCTP (NEB, cat #: 
N0446S)) to each sample and incubating at 30C for 30 min, then 37C for 30 min, followed by heat 
inactivation at 65C for 10min. Methylated Illumina compatible adapters with ligated to the DNA samples 
by adding to each sample 1.4 uL of NEB buffer 2, 1 uL of 10uM methylated adapters, 1.2 uL of T4 DNA 
ligase (NEB, cat #: M0202S), 3.4 uL of 10mM ATP, and sterile water to a final volume of 34 uL. The 
ligation reaction sat at RT for 1 hour.  Ligated DNA samples were then gel size selected for 150-350 bp 
fragment size and then samples were proceeded to bisulfite conversion (MethylCode Bisulfite Conversion 
Kit, ThermoFisher, cat #: MECOV50). Converted DNA samples underwent indexing PCR using KAPA 



HIFI Hotstart URACIL+ Readymix (Fisher Scientific, cat #: NC0682281) for 12-15 cycles. Final libraries 
were cleaned with AMPure beads at 1.1x ratio and sequenced on NextSeq 500. Samples were mapped 
using Bismarck(Krueger and Andrews, 2011) and methylation levels were calculated using Bismark 
Methylation Extractor. H9 data were taken from Kyttala et al., 2016 (Kyttala et al., 2016). 
 
ChIP-seq Analysis and Visualization 
ChIP-seq was performed and analyzed as previsously described (Hawkins et al., 2013; Valensisi et al., 
2017). Sequencing raw reads were trimmed for low quality and adapters using TrimGalore!,  aligned to 
genome (version hg19) using Bowtie2 (Langmead and Salzberg, 2012). For the UCSC genome browser 
tracks, ChIP-seq signals were normalized by RPKM followed by subtraction of input from ChIP using 
deepTools suite (Ramirez et al., 2014). Heatmaps and histograms are of normalized ChIP-seq signal: 
samples are normalized by read count and log2(chip reads/input reads) per 10kb bin is plotted using 
deepTools suite (Ramirez et al., 2014). 
  
Peak Calling 
ChIP-seq peaks were called on merged replicates and normalized to input using MACS v1.4 (Zhang et al., 
2008). Peak calls with a FDR of 5% or less were used for downstream analysis. Percent of genome 
covered, also referred to as genomic space in text, was defined as total number of bases under the peak 
divided by 2.7e9, the effective genome size. This was found it to be a better representation of global 
chromatin structure (e.g. a 10kb region can be covered by one or many ChIP-seq peaks due to peak size; 
the number of peaks may vary more than the total number of bases under the peaks). Peak comparisons 
and overlaps were done using the BedTools suite (Quinlan and Hall, 2010) for autosomal chromosomes 
only. 
 
In order to compare the histone marks (H3K4me1 and H3K27ac) across cell types, we divided the 
genome into 10 kb bins and counted the reads across these 10 kb genomic regions using featurecounts in 
Rsubread package (Liao et al., 2014). Then, PCA was performed on regularized log transformed read 
count data obtained using DESeq2 (Love et al., 2014). 
  
RNA-seq and Gene Expression 
Embryonic stem cells were counted and 200,000 cells were pelleted for RNA extraction using the Qiagen 
All Prep Kit (cat # 80204). RNA-seq libraries were constructed using the Scriptseq RNA-seq Library 
Preparation Kit on  ¾ of total RNA. Libraries were sequenced single-end 75 on Illumina NextSeq. The 
quality of the reads and contamination of adapter sequences were checked with FastQC tool 
(http://www.bioinformatics.babraham.ac.uk/projects/fastqc/). Reads were mapped to human hg19 genome 
(UCSC) using TopHat2 (Kim et al., 2013). Transcript quantification was performed by Cufflinks 
(Trapnell et al., 2010) using GENCODE's comprehensive gene annotation release 19 as reference 
annotation. 
  
Differential Gene Expression Analysis 
The raw read counts were calculated using featurecounts in Rsubread package (Liao et al., 2014) and 
GENCODE’s release 19 as reference annotation. Differential gene expression analysis was performed 
with DESeq2 (Love et al., 2014) using read counts matrix. Two sets of differentially expressed genes 
(DEGs) are identified with P-value < 0.01, log2FC > |1| and P-value < 0.01, log2FC > |2|. The P-values 
were adjusted for multiple hypothesis correction. DEGs in all pairwise sample comparisons were 
identified. PCA was performed on regularized log transformed read count data from autosomes of top 500 
highly variant genes obtained using DESeq2(Love et al., 2014) and plot was generated using ggplot2 in 
R(Wickham, 2009). 
  
For transposable elements (TE) analysis, transcripts were quantified using hg19 UCSC RepeatMasker TE 
annotation. We considered unique reads as well as multi mapped reads during quantification of TE 



transcripts. PCA was performed on regularized log transformed read count data of top 500 highly variant 
TE transcripts obtained using DESeq2. 
 
Identification of Overrepresented GO Terms and Enriched Pathways 
ClueGO (Bindea et al., 2009) was used to identify the overrepresented GO terms and enriched pathways 
with the data from gene ontology consortium and KEGG pathways database. The input gene lists to the 
ClueGO were DEGs with P-value < 0.01, log2FC > |1|. We used all genes in the genome as background. 
The statistically significant GO terms and pathways were filtered with P-value < 0.05 and GO 
term/pathway should contain at least 5 DEGs. P-values were adjusted with Benjamini Hochberg method 
for multiple hypothesis correction. 
  
Sankey Plot 
We looked at promoter chromatin state transitions from 2iL/I/F to primed to gain insight into the 
establishment of bivalency and other chromatin state changes occurring at gene promoters. In order to 
accomplish this goal we focused on the over 19,000 autosomal protein-coding gene TSS annotated by 
GENCODE. We assigned a promoter to a gene if the H3K4me3 peak was within -2kb to +500bp of the 
TSS. Sankey plot is limited by the presence of multiple promoters within overlapping regions. Sankey 
plot were created using Google Charts 
(https://developers.google.com/chart/interactive/docs/gallery/sankey) 
 
In situ DNase Hi-C  
Samples were prepared in a manner similar to Deng et al. (Deng et al., 2015). Briefly, nuclei from ~5 x 
106 cross-linked Elf1 cells were isolated and permeabilized, and chromatin was digested with 4 U DNase 
I at room temperature for 4 min. Following end-repair and dA-tailing reactions, chromatin ends were 
ligated to biotinylated bridge adapters, and nuclei were purified with two volumes of AMPure XP beads 
(Beckman Coulter). Chromatin ends were phosphorylated and ligated in situ, and protein-DNA cross-
links were reversed by proteinase K digestion and incubation at 60C overnight. Following purification, 
DNA was sonicated to an average size of 400 bp, and chimeric species were enriched via pull-down with 
streptavidin-coated magnetic beads (Active Motif). Preparation of Hi-C libraries was accomplished by 
ligating sequencing adapters to the ends of bead-bound DNA fragments and PCR-amplifying the products 
in the presence of forward and barcoded reverse primers. Libraries were purified with AMPure XP beads, 
DNA concentrations were determined using a Qubit 2.0 (Thermo Fisher), and size distributions were 
quantified using a Bioanalyzer with a high sensitivity kit (Agilent). A 10 ng aliquot from each library was 
digested with BamHI, run on the Bioanalyzer, and compared to an undigested control in order to confirm 
the presence of a reconstituted BamHI site at the junctions of ligated bridge adapters. 
 
Hi-C Sequencing and Data Processing 
Raw Hi-C sequencing reads from H1 hESCs were downloaded from GEO (GSE35156). Reads were 
aligned using Bowtie2 (Langmead and Salzberg, 2012) to the hg19 reference genome and filtered for 
MAPQ ≥ 10, uninformative ligation products, and PCR duplicates using HiC-Pro (Servant et al., 2015). 
 
Valid Hi-C read pairs from biological replicates of Elf1 and H1 hESCs were combined, respectively, and 
used to generate raw chromosome-wide interaction matrices binned at a resolution of 40kb. Raw matrices 
were ICE-normalized using the HiTC Bioconductor package (Servant et al., 2012) for R, and TADs and 
boundaries were identified using TopDom (Shin et al., 2016) with a window size of 5. X and Y 
chromosomes were removed for the datasets for all Hi-C analyses. 
 
Insulation scores were calculated from the ICE-normalized matrices of both the Elf1 and H1 hESCs, 
separately.  Insulation vectors were detected via cworld (Giorgetti et al., 2016) using the script 
matrix2insulation.pl, and using the following options: (--is 240000 --nt 0.1 --ids 160000 --im median --



bmoe 0).  Differential insulation scores computing Elf1 score minus H1 score for the all autosomes via 
cworld using the script compareInsulation.pl, with inputs being the two insulation scores above. 
 
High-Confidence SMC1 ChIA-PET interactions for naïve and primed hESCs were downloaded as a 
supplemental table (Ji et al., 2016). A ChIA-PET was considered to span a TAD if both PET termini were 
located within 40 kb of a TAD boundary. 
 
Spatial compartments and activity status were identified via principal component analysis (PCA) using 
Homer Tools(Heinz et al., 2010). Processed Hi-C reads were imported into Homer. For each 
chromosome, a contact matrix was constructed at 40 kb resolution and normalized using a sliding window 
of 400 kb as background. Next, the correlation between intra-chromosomal contact profiles was computed 
and the first principal component (PC1) vector was extracted and saved as a bedGraph file. H3K27ac 
ChIP-seq peaks served as a seed for determining which regions are active (PC1 > 0). A genomic region 
was considered cell type-specific if it met the following three criteria: 1) the average PC1 value was 
positive in one cell type and negative in the other, 2) the difference in the average PC1 value was > 50 
and 3) the correlation between contact profiles was < 0.4. Randomization was achieved by selecting 
coordinates from a pool of 40 kb regions that had associated PC1 values and were not located within any 
cell type-specific sub-compartments.  
  



Supplemental References 
Bindea, G., Mlecnik, B., Hackl, H., Charoentong, P., Tosolini, M., Kirilovsky, A., Fridman, W.H., Pages, 
F., Trajanoski, Z., and Galon, J. (2009). ClueGO: a Cytoscape plug-in to decipher functionally grouped 
gene ontology and pathway annotation networks. Bioinformatics 25, 1091-1093. 

Giorgetti, L., Lajoie, B.R., Carter, A.C., Attia, M., Zhan, Y., Xu, J., Chen, C.J., Kaplan, N., Chang, H.Y., 
Heard, E., et al. (2016). Structural organization of the inactive X chromosome in the mouse. Nature 535, 
575-579. 

Hawkins, R.D., Larjo, A., Tripathi, S.K., Wagner, U., Luu, Y., Lonnberg, T., Raghav, S.K., Lee, L.K., 
Lund, R., Ren, B., et al. (2013). Global chromatin state analysis reveals lineage-specific enhancers during 
the initiation of human T helper 1 and T helper 2 cell polarization. Immunity 38, 1271-1284. 

Heinz, S., Benner, C., Spann, N., Bertolino, E., Lin, Y.C., Laslo, P., Cheng, J.X., Murre, C., Singh, H., 
and Glass, C.K. (2010). Simple combinations of lineage-determining transcription factors prime cis-
regulatory elements required for macrophage and B cell identities. Mol Cell 38, 576-589. 

Ji, X., Dadon, D.B., Powell, B.E., Fan, Z.P., Borges-Rivera, D., Shachar, S., Weintraub, A.S., Hnisz, D., 
Pegoraro, G., Lee, T.I., et al. (2016). 3D Chromosome Regulatory Landscape of Human Pluripotent 
Cells. Cell Stem Cell 18, 262-275. 

Kim, D., Pertea, G., Trapnell, C., Pimentel, H., Kelley, R., and Salzberg, S.L. (2013). TopHat2: accurate 
alignment of transcriptomes in the presence of insertions, deletions and gene fusions. Genome Biol 14, 
R36. 

Krueger, F., and Andrews, S.R. (2011). Bismark: a flexible aligner and methylation caller for Bisulfite-
Seq applications. Bioinformatics 27, 1571-1572. 

Kyttala, A., Moraghebi, R., Valensisi, C., Kettunen, J., Andrus, C., Pasumarthy, K.K., Nakanishi, M., 
Nishimura, K., Ohtaka, M., Weltner, J., et al. (2016). Genetic Variability Overrides the Impact of Parental 
Cell Type and Determines iPSC Differentiation Potential. Stem Cell Reports 6, 200-212. 

Langmead, B., and Salzberg, S.L. (2012). Fast gapped-read alignment with Bowtie 2. Nat Methods 9, 
357-359. 

Liao, Y., Smyth, G.K., and Shi, W. (2014). featureCounts: an efficient general purpose program for 
assigning sequence reads to genomic features. Bioinformatics 30, 923-930. 

Love, M.I., Huber, W., and Anders, S. (2014). Moderated estimation of fold change and dispersion for 
RNA-seq data with DESeq2. Genome Biol 15, 550. 

Quinlan, A.R., and Hall, I.M. (2010). BEDTools: a flexible suite of utilities for comparing genomic 
features. In Bioinformatics, pp. 841-842. 

Ramirez, F., Dundar, F., Diehl, S., Gruning, B.A., and Manke, T. (2014). deepTools: a flexible platform 
for exploring deep-sequencing data. Nucleic Acids Res 42, W187-191. 

Servant, N., Lajoie, B.R., Nora, E.P., Giorgetti, L., Chen, C.J., Heard, E., Dekker, J., and Barillot, E. 
(2012). HiTC: exploration of high-throughput 'C' experiments. Bioinformatics 28, 2843-2844. 



Servant, N., Varoquaux, N., Lajoie, B.R., Viara, E., Chen, C.J., Vert, J.P., Heard, E., Dekker, J., and 
Barillot, E. (2015). HiC-Pro: an optimized and flexible pipeline for Hi-C data processing. Genome Biol 
16, 259. 

Shin, H., Shi, Y., Dai, C., Tjong, H., Gong, K., Alber, F., and Zhou, X.J. (2016). TopDom: an efficient 
and deterministic method for identifying topological domains in genomes. Nucleic Acids Res 44, e70. 

Trapnell, C., Williams, B.A., Pertea, G., Mortazavi, A., Kwan, G., van Baren, M.J., Salzberg, S.L., Wold, 
B.J., and Pachter, L. (2010). Transcript assembly and quantification by RNA-Seq reveals unannotated 
transcripts and isoform switching during cell differentiation. Nat Biotechnol 28, 511-515. 

Valensisi, C., Andrus, C., Buckberry, S., Jayavelu, N.D., Lund, R.J., Lister, R., and Hawkins, R.D. 
(2017). Epigenomic landscapes of hESC-derived neural rosettes: modeling neural tube formation and 
diseases. Cell Rep 20, 1448-1462. 

Wickham, H. (2009). ggplot2: Elegant Graphics for Data Analysis. In  (Springer-Verlag New York). 

Yan, L., Yang, M., Guo, H., Yang, L., Wu, J., Li, R., Liu, P., Lian, Y., Zheng, X., Yan, J., et al. (2013). 
Single-cell RNA-Seq profiling of human preimplantation embryos and embryonic stem cells. Nat Struct 
Mol Biol 20, 1131-1139. 

Zhang, Y., Liu, T., Meyer, C.A., Eeckhoute, J., Johnson, D.S., Bernstein, B.E., Nusbaum, C., Myers, 
R.M., Brown, M., Li, W., et al. (2008). Model-based analysis of ChIP-Seq (MACS). Genome Biol 9, 
R137. 
 


	Enhancer Chromatin and 3D Genome Architecture Changes from Naive to Primed Human Embryonic Stem Cell States
	Introduction
	Results
	Gene Expression in 2iL/I/F hESCs
	Global Chromatin Features of 2iL/I/F hESCs
	Promoter Transitions as hESCs Exit the Naive State
	Enhancers in 2iL/I/F Cells
	Broad Enhancer Domains in the 2iL/I/F Epigenome
	2iL/I/F hESCs Enhancers in Different Growth Conditions
	3D Genome Architecture in 2iL/I/F hESCs

	Discussion
	Experimental Procedures
	Human Embryonic Stem Cell Culture
	Genome-wide Assays, Library Construction, and Sequencing
	Computational Analysis

	Accession Numbers
	Supplemental Information
	Author Contributions
	Acknowledgments
	References


