
High-throughput biochemical analysis of in vivo
location data reveals novel distinct classes
of POU5F1(Oct4)/DNA complexes
Dean Tantin,1,4 Matthew Gemberling,2,4 Catherine Callister,1

and William Fairbrother2,3,5

1Department of Pathology, University of Utah School of Medicine, Salt Lake City, Utah 84112, USA; 2MCB Department,
Brown University, Providence, Rhode Island 02912, USA; 3Center for Computational Molecular Biology, Brown University,
Providence, Rhode Island 02912, USA

The transcription factor POU5F1 is a key regulator of embryonic stem (ES) cell pluripotency and a known
oncoprotein. We have developed a novel high-throughput binding assay called MEGAshift (microarray evaluation of
genomic aptamers by shift) that we use to pinpoint the exact location, affinity, and stoichiometry of the
DNA–protein complexes identified by chromatin immunoprecipitation studies. We consider all genomic regions
identified as POU5F1-ChIP–enriched in both human and mouse. Compared with regions that are ChIP-enriched in a
single species, we find these regions more likely to be near actively transcribed genes in ES cells. We resynthesize
these genomic regions as a pool of tiled 35-mers. This oligonucleotide pool is then assayed for binding to
recombinant POU5F1 by gel shift. The degree of binding for each oligonucleotide is accurately measured on a
custom oligonucleotide microarray. We explore the relationship between experimentally determined and
computationally predicted binding strengths, find many novel functional combinations of POU5F1 half sites, and
demonstrate efficient motif discovery by incorporating binding information into a motif finding algorithm. In
addition to further refining location studies for transcription factors, this method holds promise for the
high-throughput screening of promoters, SNP regions, and epigenetic modifications for factor binding.

[Supplemental material is available online at www.genome.org.]

Gene expression is mediated by the interaction of transcription
factors with accessible locations in chromatin. Modulation of
this accessibility and changes in the activity and composition of
transcription factors are a major source of gene regulation during
development. The transcription factor POU5F1 (also known as
Oct4) has been implicated in maintaining embryonic stem (ES)
cell pluripotency and also in reprogramming somatic cells to an
ES cell fate (for review, see Pan et al. 2002; Wernig et al. 2007).
POU5F1 was isolated from ES cells on the basis of its ability to
bind an octamer sequence, ATGCAAAT (Scholer et al. 1989). It
was later shown to be a principal factor in maintaining a stem
cell state—a property that generated great interest in this tran-
scription factor’s target genes (Niwa et al. 2000). POU5F1 expres-
sion may also mark adult germline compartments and certain
classes of tumors (Gidekel et al. 2003; Kehler et al. 2004; Atlasi et
al. 2007). POU5F1’s in vitro binding specificity has been deter-
mined by SELEX, a method of identifying high affinity binding
sites from random sequence through iterative steps of binding
selection and enrichment (Nishimoto et al. 2003). Weight ma-
trices are calculated from an alignment of the selected sequences
and used to score the “closeness” of real sequences to the high
affinity sites. However these methods often leave questions
about the in vivo relevance of the output sequences, as natural
selection may not always favor the highest binding affinity sites.

In addition, it has long been observed that other factors such as
chromatin accessibility greatly limit the usefulness of in vitro
binding specificities for predicting sites in vivo (for a more com-
plete discussion of this phenomena, see Wasserman and Sandelin
2004).

More recently, new methods have been developed to mea-
sure interactions between transcription factors and chromatin.
These methods, termed ChIP-chip and ChIP-PET, locate binding
sites in vivo by immunoprecipitating the factor of interest after it
has been cross-linked to chromosomal DNA (Orlando and Paro
1993). Binding regions are identified either by microarray (ChIP-
chip) or by sequencing (ChIP-PET). Both of these techniques
have been applied to the identification of POU5F1-bound re-
gions in human and murine ES cells (Boyer et al. 2005; Loh et al.
2006).

While high-throughput localization studies such as ChIP-
chip and ChIP-PET have revolutionized the field of transcription,
they have several important limitations. Chemical cross-linking
does not provide a quantitative measure and sometimes not even
a measure of direct binding. The resolution is limited by the
shearing size of the DNA prior to the immunoprecipitation, as
well as microarray densities and sequencing depths (Buck and
Lieb 2004). Most of the published location studies return regions
that span ∼1 kb of genomic space. The number and location of
binding sites within these regions cannot immediately be deter-
mined. Recent advances in sequencing technology and the prac-
tice of size selecting the recovered DNA fragments have improved
this situation, allowing for the inference of binding sites to a
resolution of 50 base pairs (Johnson et al. 2007; Robertson et al.
2007). However, this approach remains costly and the resolution
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is dependant on the number of binding sites in the genome, and
so the stated resolution will vary. Furthermore, the inference that
predicts a binding site from the distribution of sequenced tags
becomes problematic when recognition elements cluster in
closely spaced groups along the DNA. A more direct determina-
tion of POU5F1 binding sites within these regions will help iden-
tify variants that disrupt binding and also shed light on the
mechanism of POU5F1 function. It has been shown that POU5F1
binding does not always enhance transcription. In some cases,
POU5F1 binding is correlated with a repressed transcriptional
state (Boyer et al. 2005). This duality is not uncommon for tran-
scription factors and is probably explained by the local context of
each site and the identity of neighboring factors on the DNA.
High-resolution maps of transcription factor binding sites
(TFBSs) in promoters are required to understand these nuances of
transcription factor function. To date, functionally defined target
gene regulation by POU5F1 binding has been described for only
a handful of genes at base pair resolution. These include POU5F1
itself, FGF2, NANOG, SOX2, and SPP1 (osteopontin) (Ambrosetti
et al. 1997; Botquin et al. 1998; Chew et al. 2005; Rodda et al. 2005).

In order to pinpoint the specific sites and quantify the
strength of binding of a factor to its targets in vivo, the large
volumes of output sequence returned by high-throughput ChIP
methods will need to be interrogated by traditional means such
as the electrophoretic mobility shift assays (EMSA). As these ge-
nomic location studies become increasingly utilized, the field
will require high-throughput technology to identify binding sites
within these genomic regions. One potential method is to use
protein-binding microarrays (PBMs) to measure binding affinities
of a labeled protein to double-stranded substrates arrayed on a
glass slide. This technique has been used to identify binding
specificities for transcription factors and can measure the degree
to which a protein binds to a particular sequence (Mukherjee et
al. 2004). While PBM is high-throughput, it lacks some of the
flexibility and qualitative features of EMSA. For example, EMSA
can distinguish single from multiple molecules of bound protein.
EMSA is a highly quantitative, well-established method that can
be performed in whole-cell extracts, allows for the physical iso-
lation of the bound product, and does not require a microarray to
analyze the result.

Here, we demonstrate the feasibility of a high-throughput
EMSA with an analysis of POU5F1 binding capacity throughout
the POU5F1-ChIP-enriched regions (Boyer et al. 2005). The
MEGAshift method utilizes inexpensive commercial sources of
solid-phase DNA synthesis to remake regions of interest as large
pools of short oligonucleotides (see Discussion). The reverse
strands of these oligonucleotides are also synthesized as probes
onto a custom oligonucleotide microarray. The oligonucleotides
are incubated with recombinant POU5F1 and the bound and
unbound fraction analyzed by microarray. From this analysis, a
binding affinity can be directly measured for each oligonucleo-
tide and, so by proxy, for each window along the POU5F1-
enriched chromosomal region.

Results

Pooled oligonucleotide design and experimental scheme

We started with genomic regions that were found to be occupied
by POU5F1 in vivo using ChIP-chip or ChIP-PET in both human
and mouse ES cells (Boyer et al. 2005; Loh et al. 2006). We rea-
soned that the intersection of these results would contain the

highest-confidence set of POU5F1 binding sites that are con-
served across these two species. While the original ChIP-PET
study reported 88 POU5F1 targets shared by the human and the
mouse results, only 19 genomic regions fit this criterion of over-
lapping binding regions (19 in either species = 38 gene regions
total) (Supplemental Table S1). While POU5F1 is generally
known as an activator in the stem cell state and is turned off
during differentiation (Pan et al. 2002; data not shown), only
39% of POU5F1 targets are transcriptionally active in human ES
cells. Among the subset of these targets that overlap with mouse
ChIP regions, 73% were in close proximity to genes that were
expressed in ES cells. In this regard, the subset chosen for study is
significantly different (P-value < 0.002, �2 = 10, d.f. = 1) than the
overall data set from which they were derived either because (1)
the overlapping conserved set has a lower false positive rate or (2)
POU5F1 sites that function as enhancers are subject to stronger
purifying selection than their silencer or otherwise nonenhancer
counterparts.

The ChIP-enriched regions were analyzed in both human
and mouse. The binding regions in human and mouse did not
always align perfectly, and so to extend the region of compari-
son, the union of this overlap was synthesized in human (Fig. 1,
step 1). Each of these 38 regions was then used to generate a
contig of 35-mers tiled in 19-nucleotide increments across the
genomic region enriched in the ChIP assay, creating a total of
2468 genomic aptamers(Fig. 1, step 2). Universal primers flank-
ing the 35-mer were designed to enable PCR amplification of the
library en masse. This library then represented an approximate
twofold coverage of the POU5F1 regions in human and the or-
thologous regions in mouse and is capable of reporting binding
sites with 19-nucleotide resolution. The library was then tested
for POU5F1 binding by EMSA (Fig. 1, step 3) using the complex
pool as a probe. The shifted fraction was isolated and analyzed
either by sequencing or by hybridizing the sample to probes on
a custom oligonucleotide microarray (Fig. 1, step 4). By differen-
tially labeling the EMSA-selected and nonselected initial pool,
enrichment can be derived from the red/green ratios of hybrid-
ization intensities on the microarray.

Sequential enrichment of POU5F1-binding activity
from a complex pool
In order to isolate the fraction of the library that binds POU5F1,
an EMSA was performed in the presence of purified recombinant
human full-length POU5F1. To establish the appropriately dis-
criminating concentration of POU5F1 for this experiment and to
control for possible binding contributions from the flanking
primers, a canonical octamer site, derived from a human immu-
noglobulin heavy chain promoter, was amplified with a mutant
control. At the optimized POU5F1 concentration, the wild-type
control was saturated and the mutant probe showed trace
amounts of binding (Fig. 2A, lanes 1–4). The radiolabeled oligo-
nucleotide library represents 2468 different genomic 35-mer win-
dows flanked by the universal primer pair but migrated as a single
band in the polyacrylamide gel (Fig. 2A, lane 5) with no appre-
ciable shift when incubated with recombinant POU5F1 (Fig. 2A,
lane 6). The region of the gel where the POU5F1 shift would be
expected to migrate (as determined by the positive control) was
excised, reamplified, and used to reprobe POU5F1 in round 2 of
the selection (Fig. 2A, lanes 7, 8). In round 2, an appreciable
signal, consistent with an POU5F1-bound probe, was detected.
To determine if this fraction also bound POU5F1 in whole-cell
extract, the EMSA was repeated in whole-cell lysate derived from
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ES cells using the enriched fraction from round 2 as a probe (Fig.
2B, lane 8).

Because of the tendency of POU5F1 to form various hetero
and homo complexes, probes containing octamer sequences
have been observed to display complex shifting patterns in ex-
tract (Remenyi et al. 2001; Remenyi et al. 2003). In this experi-
ment, the wild-type probe displayed at least three shifted prod-
ucts that could represent POU5F1-containing complexes. While
preincubating the extract with antibodies against the closely re-
lated POU2F1 had no effect on the formation of these complexes
(Fig. 2B, lane 4), POU5F1-specific antibodies decreased the inten-
sity of two of these shifted products and greatly increased the
intensity of the third (arrow in Fig. 2B, lane 3). These three com-
plexes can be efficiently competed with unlabelled wild-type
probe and were also lost when EMSA was performed with differ-
entiated ES cells, which lack POU5F1 (data not shown). Both

with the wild type and selected pool, the upper band was respon-
sive to the preincubation with POU5F1 antibodies (Fig. 2B, lane
3 vs. 9). A band of similar mobility was detected in the EMSA
performed with the unselected pool but was not responsive to
POU5F1 antibody (Fig. 2B, lanes 6, 7). This demonstrates that the
enrichment protocol performed with the recombinant bacteri-
ally expressed POU5F1 selected for a population of probes that, as
a group, had increased affinity for endogenous POU5F1 derived
from ES cells.

The selection with recombinant POU5F1 was repeated an
additional round resulting in more enrichment. In this final
round 3, a faint band corresponding to a probe bound by mul-
tiple POU5F1 molecules was detected. The corresponding region
of round 2 was excised from the gel from round 2. While no band
was visible in this region of the gel, a product was amplified, and
this pool resulted in enrichment in the additionally shifted mol-
ecules (see Fig. 2C, lanes 5, 6). This mixed population cannot be
saturated within the concentration range of the protein required
to saturate the positive control (Fig. 2D).

Recording the enrichment of 2468 genomic sites
in the POU5F1 bound fraction of the pool

To determine the binding affinities of each of the 2468 oligonu-
cleotides, we used a two-color labeling strategy in conjunction
with an Agilent custom oligonucleotide microarray to compare
the representation of each oligonucleotide in the shifted band to
the enrichment of that oligonucleotide in the starting pool. The
hybridization intensity of the selected targets was normalized to
the hybridization of the pool by a process of multiplying each
probe intensity in the selected channel by a constant such that
the log of the ratio of selected/pool intensities (red/green spot
ratios) summed to zero across all the probes on the microarray.

Initially all probes indicate a similar level of enrichment, but
as the SELEX progresses, the tight distribution of enrichment
scores gradually spread into progressively enriched and depleted
subclasses of molecules (Fig. 3A). Sequencing of the initial pool
verifies that the oligonucleotide synthesis protocol had pro-
ceeded with high fidelity and without any detectable enrichment
bias (data not shown). We cloned 48 oligonucleotides from the
POU5F1-enriched sets, and sequencing revealed that these con-
sist of 39 unique clones where eight of these sequences were
cloned multiple times (Supplemental Tables S2, S3). In addition
to these eight clones, there were several other cases where a se-
quence was represented multiple times in overlapping clones
(Fig. 4A). Presumably regions that were cloned multiple times
from the selected pool were more highly enriched in the selected
pool because they contain strong POU5F1 binding sites. To
evaluate this prediction, the result of EMSAs performed with ol-
igonucleotides cloned from the selected fraction, or the unse-
lected fraction was compared to microarray enrichment (Fig.
3C,D). In this experiment, the pool was labeled with Cy5 and the
selected fraction with Cy3 so oligonucleotides that are greenish
in color are detected as enriched in the selected fraction (Fig. 3E).
Oligonucleotides cloned from the selected pool both have a
higher ranked enrichment (Fig. 3B, blue vs. red lines) and greater
inclusion frequencies than oligonucleotides that were cloned
from the unselected pool. An exception to this trend, unselected
clone 4, was predicted by EMSA to be bound by POU5F1 but was
cloned from the unselected fraction. This unexpected result is,
however, consistent with the microarray estimate of enrichment;
leading to the conclusion that lane 4 is a high affinity POU5F1

Figure 1. MEGAshift protocol. (Step 1) All orthologous genomic re-
gions enriched in both human and mouse POU5F1 (Oct4) ChIP experi-
ments were aligned and resynthesized (step 2) as a tiled contig of 35-
mers flanked by universal primer binding sites. The human genomic re-
gion was extended to cover the union of this overlap. (Step 3) This pool
was amplified with labeled primers migrates as a single band and was
then used in an EMSA activity with recombinant POU5F1. The shifted
band was excised, reamplified, and either reshifted or analyzed by clon-
ing or microarray. (Step 4) Microarray analysis. Shifted and unselected
fraction were reamplified and the T7 containing template used to gen-
erate Cy3 (shifted) or Cy5 (unselected) targets for the custom oligo-
nucleotidearray.
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binding sequence that happened to be cloned from the unse-
lected pool (Fig. 3D, lane 4).

Distribution of POU5F1 binding sites in mammalian promoters

Custom genome tracks were written to facilitate the visual com-
parison of these cloning and enrichment results at each round of
the SELEX experiment using the popular UCSC genome browser
(Fig. 4). The region upstream of the REST gene represents an

example of close agreement between the
mouse ChIP-PET result and human
ChIP-chip result. Oligonucleotides cor-
responding to the mouse and human
were cloned multiple times from this re-
gion near the REST gene, also known as
NRSF, and correspond well to the human
site of maximal POU5F1 binding. This
region is highly conserved (Fig. 4A) and
also contains high-quality matches to
POU2F1 weight matrices—motifs that
are indistinguishable from the POU5F1
consensus sequences.

The region upstream of GADD45G
represents an example of poor agree-
ment between the mouse ChIP-PET re-
sults and human ChIP-chip result (Fig.
4B). Though the ChIPped regions con-
tain little overlap, MEGAshift finds mul-
tiple sites that appear to be functionally
conserved; i.e., enriched in both species
throughout the SELEX experiment. The
clustered distribution of binding sites
that is common within the data appears
to complicate the calling of enriched
peaks in ChIP-chip analysis. For ex-
ample, several closely spaced regions up-
stream of GADD45G are enriched in the
ChIP-chip or ChIP-PET data. These re-
gions overlap incompletely, yet accord-
ing to MEGAshift, the most significant
POU5F1 binding is occurring in a non-
overlapping region. This oligonucleotide

is located in a highly conserved block, comparable to an exonic
coding sequence, and contains a predicted POU5F1 binding site.
For these reasons, it is likely that this site is a bona fide POU5F1
binding site that was missed in the peak calling procedure.

Training binding models with enrichment data

To study the role of the POU5F1 consensus sequence in POU5F1
binding, all oligonucleotides were scored based on similarity

Figure 2. Enrichment for POU5F1 (Oct4) binding sites. (A) Perfect octamer, ATGCAAAT, containing
oligonucleotide from the immunoglobulin heavy chain promoter (“wt” lanes 1,2) and its octamer
scrambled control (“mut” lanes 3,4) were analyzed by EMSA with recombinant POU5F1(even number
lanes) or no protein control (odd lanes). Mobility associated with singly bound oligonucleotides
marked with an arrow; multiply bound oligonucleotides have been marked with a feathered arrow.
Round 1 (lanes 5,6) of the POU5F1 enrichment was performed with the synthetic oligonucleotide pool
as a probe. The singly shifted fraction was excised, reamplified, and used as a probe in lanes 7,8. The
singly shifted fraction from round 2 was used as a probe in lanes 9,10. (B) EMSA performed using J1ES
cell extract. Extract was preincubated with POU5F1 (Oct4) antibody (lanes 3,7,9) or with an antibody
against a closely related POU2F1 (OCT1). Bands responsive to anti-POU5F1 antibodies are indicated
with arrows. Lanes 6–9 display the oligonucleotide pool being shifted by ES extract. The starting
oligonucleotide pool was used as probes for lanes 6,7, while lanes 8,9 use selected sequences from
Round 2 (A, lane 8) of SELEX using the recombinant POU5F1. (C) Wild-type (wt), mutant, and the
multiply shifted fraction of the oligonucleotide pool, excised (undetectable) from panel A, lane 8
(feathered arrow) were reamplified and used as a probe in an EMSA using recombinant POU5F1. (D)
EMSA analysis performed using an increasing concentration gradient of recombinant POU5F1 protein
on wild type and the multiply shifted fraction of the oligonucleotide pool.

Figure 3. Changes in oligonucleotide enrichment throughout an POU5F1 SELEX experiment. (A) Enrichment scores for each round of SELEX were
binned and graphed as a histogram. (B) Average enrichment scores were ranked with relevant oligonucleotides marked on the percentile bar. Gel shift
assay was repeated for isolates cloned from selected (C) and unselected (D) fractions. (E) Microarray images corresponding to pool/pool and pool/
round1 are drawn below the gel lane for each oligonucleotide.
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with the SELEX-determined POU5F1 weight matrix (Supplemen-
tal Fig. 1S). The highest scoring window for each oligonucleotide
was then compared with its enrichment value from the microar-
ray. As expected, there is no initial bias for POU5F1 sites in the
unselected pool’s self comparison; however, throughout the
course of SELEX, the higher scoring POU5F1 sites (lower values
on the Y-axis; Fig. 5A) experience greater enrichment (a right-
ward migration on the X-axis; Fig. 5A) than the oligonucleotides
without discernable POU5F1 sites (Fig. 5A, upper portion).

To determine whether incorporating the added information
derived from the EMSA experiment increased the accuracy of
motif prediction, we ranked the oligonucleotides according to
enrichment in the singly shifted fraction of the pool (Round1)
and multiply shifted fraction (multiple) (Supplemental Table S4).
These ranked lists were then used to generate input sets for Gibbs
sampler trials that searched for motifs of lengths 8–20 nucleo-
tides long. Using the top 20 most-enriched probe signals (0.4% of
the data), the Gibbs sampler converged on a motif that contained
the consensus POU5F1 binding site (ATGCAAAT) in ∼40% of the
trials (Fig. 5B). This value peaked using ∼3% of the data and
decreased as a greater fraction of progressively less enriched data
was added to the search space. Using this optimal amount of

input data, we systematically explored the effect of motif length.
While the POU5F1 consensus is 8 nucleotides long, the sampler
converges to the consensus in only 50% of the runs when the
motif length is set to eight, nine, or 10. In 97% of the cases where
the sampler does not converge on the consensus, the output
motif is a slightly truncated version of the consensus that ex-
tends to at least six positions of the octamer. We conclude that
these sequences do not represent independent motifs. Indeed,
both the singly shifted and the multiply shifted enrichment val-
ues include a wide range of motif lengths that return POU5F1
consensus sequences ∼100% of the time (Fig. 5C; pictograms of
all discovered motifs can be seen in Supplemental Fig. S1D). Judg-
ing by its performance with POU5F1, MEGAshift can be used to
infer the binding specificity of a factor de novo. As MEGAshift
can determine the identity of sequences present in both the sin-
gly or multiply bound state, it should be possible to learn se-
quence features that predispose a particular element to bind mul-
tiple molecules of POU5F1.

Sequence determinants of multimerization motifs
Plotting enrichment of the singly versus multiply bound fraction
indicates that a sequence enriched in the singly bound fraction is

Figure 4. MEGAshift tracks for the UCSC Genome Browser. Two of the 19 genomic regions corresponding to REST (A) and GADD45G (B) have been
displayed in custom UCSC genome browser tracks. Annotation is stacked vertically along the chromosomal coordinate axis (X-axis). Starting from the
top and proceeding down, the mouse (red) sequences are annotated for the following molecules: oligonucleotides cloned out of POU5F1 selected
fraction(short, stacked bars). ChIP-PET regions (wide bars), normalized enrichment scores in grayscale for each duplicate probe pair for each microarray
experiment (multiply bound, round 3, round 2, round 1). Enriched oligonucleotides are shaded darkly. Human (blue) is identical save ChIPped material
is analyzed by microarray (ChIP-chip). Predicted OCT binding sites annotated below. Conservation determined by eight vertebrate BLASTZ alignments.
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more likely to also be enriched in the multiply bound fraction
(Fig. 6A). Are there distinct sequence features that favor multimer
formation? The Gibbs sampler converges on the core POU5F1
binding sequence in the multiply shifted pool, but the behavior
of the length parameter suggests slightly different motif charac-
teristics. As has been noted for other POU domain proteins, pal-
indromic combinations of half sites have been known to support
homo and heterodimer formation (Remenyi et al. 2001). Al-
though these designed examples are informative, MEGAshift al-
lows for the discovery of genomic sequences that predispose
POU5F1 to bind as a multimer.

Changing the sampling parameters to include more than
one binding model and restricting the oligonucleotide input for
Gibbs sampling in such a way that retains the requirement for
binding but emphasizes oligonucleotides that are bound as
multimers returns three motifs that appear as chimeric com-
binations of POU5F1 half sites (Supplemental Fig. S1E). The full
range of half site combinations found to be enriched in the
multiply bound fraction (all points below the red line in Fig. 6A)
relative to the singly bound fraction (all points above the green
line) is noticeably more diverse than the combinations identi-
fied to date (Fig. 6B). In general, oligonucleotides that contained
three or more half sites were enriched in the multiply shifted
fraction Oligonucleotides that contained the ATGC half site
also tended to be enriched in the multiply bound fraction. The
well-studied palindromic half-site combinations represent only
a minority of the total possible combinations observed in vivo
in the selection of data present here (Fig. 6B) (Remenyi et al.
2001).

Discussion

These results demonstrate that the majority of nucleotide se-
quences identified by ChIP are not able to interact with recom-
binant POU5F1. Of the fraction of nucleotides that were able to
bind, we demonstrate that these sequences can also interact with
the POU5F1 in ES cell extracts. We identified numerous se-
quences with multiple paired and overlapping nonconsensus

POU5F1-bound sequences, underscoring the difficulty of identi-
fying biologically relevant sites using ChIP, SELEX, or in silico
approaches by themselves.

These experiments serve as a bridge between low-resolution
in vivo ChIP-chip results and a high-resolution molecular char-
acterization of protein–nucleic acid interactions. Because MEGA-
shift is coupled to a readout of in vivo binding activity (ChIP),
this technique represents a means of obtaining the best possible
estimate of POU5F1 binding in ES cells. One intriguing feature of
this work is the role of noncanonical binding sites that are com-
prised of various combinations of half sites. While this class of
elements was not detected in SELEX experiments or in the origi-
nal ChIP data, synthetic versions of these elements have been
shown to facilitate POU5F1 binding as a dimer (Remenyi et al.
2001, 2003). These types of hybrid binding sites have been ob-
served with other transcription factors, and MEGAshift offers a
powerful discovery tool to characterize alternate modes of bind-
ing for these novel classes of sites (Wei et al. 2006; Johnson et al.
2007).

The finding that native POU5F1 binding sites frequently
adopt complex multimeric configurations raises the interesting
possibility of gene regulation either through induction of specific
dimer assemblages or through differential transcriptional activity
of particular dimer configurations. Evidence for the latter possi-
bility comes from the finding that POU domain protein dimers
formed on a consensus MORE site (ATGCATATGCAT) cannot
recruit the transcriptional coactivator POU2AF1/OCA-B, whereas
dimers formed using a PORE sequence (ATTTGAAATGCAAAT)
are able to recruit POU2AF1 (Tomilin et al. 2000). Evidence for
the former possibility comes from our recent findings that se-
quence-specific dimerization can be induced following stress
through specific post-translational modifications of conserved
residues in the POU DNA binding domain (data not shown).

Another application is to discover or refine binding motifs
based on direct evidence and real sequence. Choosing the appro-
priate parameters and using a MEGAshift-ranked input leads to a
complete convergence of motif finders on the octamer sequence.
POU5F1 has a known binding motif, but this result demonstrates

Figure 5. Comparison of octamer site prediction and POU5F1 binding. (A) POU5F1 sites were scored for each oligonucleotide as the log probability
that a random sequence would fit the octamer binding model better than the highest scoring window (Y-axis) in the oligonucleotide and plotted against
enrichment (X-axis). Vertical line represents mean enrichment for each experiment. (B) De novo motif identification was performed using Gibbs
sampling trials with varying amounts of input that were ranked according to enrichment in round 1 (red) or the multiply bound fraction (blue).
Successful trials that converged on motifs with the POU5F1 consensus (ATGCAAAT) were recorded on the Y-axis. (C) Using the top 3% of enriched
oligonucleotides, the effect of motif length was examined.
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that binding motifs could be identified from unknown com-
plexes that form on oligonucleotide pools in whole-cell extracts.
If upstream promoters of coordinately regulated genes were used
for the design of oligonucleotide pools, these complexes could be
mapped relative to each other, allowing for the definition of
regulatory modules. Finally, sequences identified on the basis of
one parameter (such as POU5F1 binding) can be tested for other
attributes, such as general sequence composition and neighbor-
ing TFBSs.

One significant benefit of MEGAshift is the ability to specify
the sequences of the oligonucleotides that go on to be assayed for
binding. This assay could be used to discover candidate func-
tional SNPs. Mutations or polymorphisms could be engineered

into specific positions in an oligonucleotide such that both alle-
lic versions of the oligonucleotide are present in the pool. MEGA-
shift could then be used to assay the effect of sequence variation
on a transcription factor, like POU5F1.

MEGAshift is not limited to binding assays. The general idea
of a synthetic oligo library, a molecular selection, and a micro-
array based readout could be reconfigured into a variety of func-
tional assays. For example, RNA stability could be assayed in
extract. Any application that involves a pool of nucleic acid and
a method of molecular selection could be amenable to this pro-
tocol. MEGAshift is an affordable means to biochemically char-
acterize a large sequence pool. Oligonucleotide pools can be in-
expensively synthesized from commercial sources (e.g., Atactic
makes 4000 sequences for approximately $700) or even mechani-
cally scoured from custom oligonucleotide microarray (e.g., Ag-
ilent microarray yields 240,000 sequences at a cost of $450).
These pools represent a one-time expense as the oligo library can
be propagated by PCR amplification in multiple experiments.
The microarrays to read the output are also economical. Micro-
arrays can be stripped and reused several times, and the results
could easily be analyzed by sequencing if microarray scanners are
unavailable (Guenther et al. 2007).

In conclusion, MEGAshift represents a hybrid of biochemi-
cal, genomic, and computational approaches applied to the ques-
tion of binding specificity in gene expression. It is extremely
versatile in creating reagents that can be shared, reused, and
cloned from. In summary, this method brings high-throughput
experimentation to laboratories that may not have the requisite
equipment and resources to follow typical high-throughput pro-
tocols.

Methods

Library design, oligonucleotide synthesis, cloning,
and sequencing
The tool liftOver (Kent et al. 2002) was used to map the mouse
coordinates onto the human genome, and a Perl script was used
to identify overlapping regions. The human sequence was ex-
tended to completely cover the mouse sequences. A complex
pool of 2468 oligonucleotides was synthesized in picoarray mi-
crofluidic µParaflo devices. The pool was amplified en masse by
10 cycles of PCR and end-labeled using [�-32P]ATP. Each oligo-
nucleotide was designed as a tiled genomic 35-mer flanked by the
common sequences CCAGTAGATCTGCCA and ATGGAGTC
CAGGTTG that were used as the universal primer binding pair.

Recombinant human POU5F1 and preparation of whole-cell
extracts
GST-human POU5F1 bacterial expression vectors and protocols
were supplied by Drs. Yehudit Bergman (Hebrew University, Is-
rael) and Jungho Kim (Sogang University, South Korea). Briefly,
an overnight culture of BL21-DE3 (Codon-plus, Stratagene) Esch-
erichia coli was diluted 1:20 in LB, grown to OD660 0.5, and in-
duced for 4 h with 1 mM isopropyl-�-D-thiogalactopyranoside
(IPTG) at 30°C. Cells were lysed using SoluLyse (Genlantis) in 50
mM Tris-Cl (pH 8.0), 1% NP-40, 2 mM ethylene-diamine-
tetraacetic acid (EDTA), 150 mM NaCl, 0.5 mM dithiothreitol
(DTT), plus a protease inhibitor cocktail (Roche). The lysate was
clarified by centrifugation and incubated with glutathione-
Sepharose (GE Healthcare) for 30 min at 4°C. Sepharose beads
were collected by centrifugation and washed three times with the
lysis buffer. Washed beads were eluted with 20 mM glutathione

Figure 6. De novo motif identification. (A) For each oligo, singly bound
(Y-axis) enrichment values were plotted against multiply bound enrich-
ment (X-axis) values. POU5F1 contains two POU domains that recognize
a bipartite signal as diagrammed in B. Half sites (ATGC, GCAT, AAAT, and
ATTT) are counted in the entire set of oligonucleotidess, the set biased
toward the singly bound state (above green line in A), and the set biased
toward multiply bound (below the red line in A). Each permutation of half
sites with more than twofold relative risk of being found in the mul-
tibound state versus the entire set is graphed. Red histogram bars mark
relative risk (RR) of particular combination occurring in the multiply
shifted fraction. Green bars for singly shifted fraction. Both measures are
relative to the entire set and the blue dashed line marks zero enrichment
(RR = 1).
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in lysis buffer. The purified GST-POU5F1 in the eluate was dia-
lyzed into buffer D (20 mM HEPES at pH 7.9, 100 mM KCl, 0.1
mM EDTA, 20% glycerol, 1 mM DTT, 0.5mM phenylmethyl-
sulphonyl fluoride [PMSF]).

Whole-cell extracts were obtained from J1 ES (male) undif-
ferentiated and retinoic acid (RA) differentiated cells. Cells were
pelleted, resuspended, and incubated in extraction buffer (200
mM KCL, 100 mM Tris at pH 8.0, 0.2 mM EDTA, 0.1% Igepal,
10% glycerol, 1 mM PMSF) for 50 min on ice. Cell debris was
pelleted, and extracts were frozen using liquid N2 and stored in
the �80°C.

Electrophoretic mobility shift assays
Oligonucleotides were prepared for EMSA by end-labeling PCR
products with [�-32P]ATP. Samples were prepared in 20 µL (0.6�

buffer D, 50 ng/µL Poly dI�dC, 1 µg/µL BSA, 1 mM DTT, 20 ng of
probe). Samples were incubated for 30 min at room temperature.
Native 4% polyacrylamide gels (29:1 acrylamide:bisacrylamide,
1% glycerol, 0.5� TBE) were prerun for 1 h at 80 V; samples were
loaded and run for 1.75 h at 80V.

Hybridization and microarrays
Custom oligonucleotide microarrays (8 � 15 K) were produced
by Agilent Technologies Inc. with default parameters. Probes
were designed (in duplicate) to be the exact reverse compliment
of the oligonucleotides in the library. Microarrays were hybrid-
ized following a modified version of the Agilent two-color mi-
croarray-based gene expression analysis protocol. Microarrays
were hybridized for 3 h at 50°C and then washed for 1 min with
2� SSC with 0.2% SDS, for two 1-min washes with 1� SSC, and
finally for one 10-sec wash with 95% EtOH. Microarrays were
then centrifuged dry and scanned using a GenePix 4000B scan-
ner from Molecular Devices. RNA probes were produced and la-
beled with Cy3 and Cy5 using the MEGAshortscript High-Yield
Transcription kit (Ambion) after appending a T7 promoter to the
oligonucleotides.

Cell culture
Differentiation of J1 ES cells occurred in the presence of 10�7 M
(or 100 nM) retinoic acid (RA) over a 16-d period. ES cells were
cultured in DMEM + HEPES supplemented with 1 mM glutamine,
1 mM sodium pyruvate, and 1 mM MEM nonessential amino
acids (Invitrogen) plus 15% ES cell-qualified heat-inactivated fe-
tal bovine serum (HyClone), 50 µM 2-mercaptoethanol (Sigma),
and leukemia inhibitory factor (LIF/ESGRO, Chemicon).

Web resources
Genome browser snapshots of all the gene loci with POU5F1
binding data can be viewed at http://fairbrother.biomed.
brown.edu/data/POU5F1. The raw data from the microarray ex-
periments are stored as text files on the server, as is legend dia-
gramming each experiment. Custom tracks will be submitted to
the UCSC Genome browser and are also available for download.
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Errata

Genome Research 18: 631–639 (2008)

High-throughput biochemical analysis of in vivo location data reveals novel distinct classes
of POU5F1(Oct4)/DNA complexes
Dean Tantin, Matthew Gemberling, Catherine Callister, and William Fairbrother

In the author list for this paper, author name William Fairbrother should have appeared
as William G. Fairbrother.

The authors apologize for any confusion this may have caused.

Genome Research 19: 500–509 (2009)

Mapping DNA structural variation in dogs
Wei-Kang Chen, Joshua D. Swartz, Laura J. Rush, and Carlos E. Alvarez

The authors have discovered minor changes in the data, which affect one sentence in text and one species
row in Table 2.

On page 501, the fourth sentence beneath the heading ‘‘aCGH of pedigreed dogs’’ should read:

We identified 152 CNVs—in 57 CNV regions (CNVrs)—at high confidence (Fig. 2; Table 1; Supplemental
Table S2).

In addition, the row that displays the data for the Dog species is incorrect and has been replaced. The
corrected Table 2 is reprinted below.

Table 1B. Comparison of dog CNV to that reported in other mammals

Species
Total no.
of CNVs

Mean no. of CNVs
per individual

No. of
CNVrs

No. of
deletions, no.

of amplifications
Amplified

avg. (mean)
Deletion

avg. (mean) References

Dog (n = 9) 152 16.9 (385 k oligo aCGH) 57 85, 67 476.5 kb 272.2 kb This study
Mouse (n = 21) 80 22 (385 k oligo aCGH) 271.5 kba Graubert et al. 2007
Rat (n = 10, 5 M

oligob; n = 3,
375 k)

643 63 (5 M exon-specific
oligob); 11 (385 k
oligo aCGH)

5.2 kb (5 M exon-specific
oligob); 256 kb (375 k
oligo aCGH)a

Guryev et al. 2008

Macaque (n = 9) 123 14 (385 k oligo aCGH) 102 kba Lee et al. 2008
Human (n = 270) 1447 70 (BAC aCGH); 24

(SNP array)
341 kb (BAC aCGH);

206 kb (SNP array)a
Redon et al. 2006

aAverage CNV size, amplifications and deletions combined.
b5 M exon-specific, non-CGH oligo array.
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Figure S1. Pictogram Representations of Octamer binding motifs. Pictograms of 

Octamer motifs generated from A) In vitro SELEX assay. Motif ID V$POU2F1_01 was 
extracted from Transfac and converted into a pictogram with the program enoLOGOS 
without applying normalization. This protocol was then used to convert POU5F1 position 
weight matrix discovered from genomic location studies into pictograms. Logos B) and 
C) were a kind gift from Wing Wong and were among multiple motifs discovered in the 
POU5F1 chip-chip data (B) and Pou5f1 chip-PET data (C) also used to design the oligo 
library used in this study. D) Motifs returned by Gibbs trials at varying length parameters 
as described in Figure 5C.  Gibbs trials that converged on the octamer motif were 
randomly selected and converted into pictograms as described in part A. The input was 
derived from the top enriched probes in the singly (left column) and multiply (right 
column) bound fractions.  E) Motif discovery was performed with Gibbs sampler using 
the dataset of oligonucleotides biased towards the multiply bound state (red circles in 
Figure 6A) as the input. Motifs were displayed in weblogo format. 

 
 
Table S1: Genomic regions identified by ChIP used in this study Regions of 
POU5F1 enrichment from mouse ChIP-PET and human ChIP-chip were examined 
for overlap. Orthology was determined by the UCSC genome tool liftover and 

orthologous (overlapping) regions were presented in tabular form.  
 
Table S2: Human sequences cloned from selected pools. Sequences were cloned 
from either 2s or 2u and sequenced. Readable sequences were back mapped to the 
starting library and human sequences assembled into a tabular form with the observed 
cloning frequency and chromosomal coordinates  
 
Table S3: Mouse sequences cloned from selected pool. Sequences were cloned 

from either 2s or 2u and sequenced. Readable sequences were back mapped to the 
starting library and mouse sequences assembled into a tabular form with the observed 
cloning frequency and chromosomal coordinates 
 
Table S4: Top 20 sequences from each round of selection.  
Array probes from each round of selection possessing the highest enrichment score are 
listed. Enrichment score is equivalent to the gray scale value assigned during custom 
UCSC genome browser track creation.  
 
 
 
 

 



Figure S1 

 
 
 
 
 



Table S1 

 
 
 
 
 

  

Gene 

Symbol: 

Description: Mouse genomic location: Human genomic location: 

TAF12 TATA box binding protein (TBP)-associated 
factor, 20kDa chr4:131484549-131485046 chr1:28795245-28796453 

C1ORF180 Chromosome 1 open reading frame 180 chr3:118203387-118204142 chr1:98225776-98226596 
TCF7L1 Transcription factor 7-like 1 (T-cell specific, 

HMG-box) chr6:72805179-72806147 chr2:85273225-85274238 
RIF1 RAP1 interacting factor homolog (yeast) chr2:52078478-52080086 chr2:152088713-152091883  
LRRC2; 

TDGF1 

Leucine rich repeat containing 2; 

teratocarcinoma-derived growth factor 1 chr9:110645218-110646551 chr3:46588901-46591512 
REST RE1-silencing transcription factor chr5:77193427-77193789 chr4:57612915-57613396 
CDYL Chromodomain protein, Y-like chr13:35154759-35155251 chr6:4717841-4718652 
GJA1 Gap junction protein, alpha 1, 43kDa chr10:56191031-56192146 chr6:121793740-121795400 
DLL1 Delta-like 1 (Drosophila) chr17:13617364-13618014 chr6:170522372-170523078 
GADD45G growth arrest and DNA-damage-inducible, 

gamma chr13:50879773-50880414 chr9:89447723-89449847 
URM1 Ubiquitin related modifier 1 homolog (S. 

cerevisiae) chr2:29827551-29828193 chr9:128205888-128207470 
NANOG Nanog homeobox chr6:122744203-122745213 chr12:7832622-7834197 
MYF5 Myogenic factor 5 chr10:106950854-106951770 chr12:79609322-79611519 
RFX4 Regulatory factor X, 4 (influences HLA class II 

expression) chr10:84295995-84297744 chr12:105477407-105479737  
ZFP36L1 Zinc finger protein 36, C3H type-like 1 chr12:78079438-78080022 chr14:68333505-68334273 
TLE3 Transducin-like enhancer of split 3 homolog, 

Drosophila) chr9:61398205-61399456 chr15:68177144-68178430 
PIPOX Pipecolic acid oxidase chr11:77975333-77976291 chr17:24393556-24394435 
BLCAP Bladder cancer associated protein chr2:157306714-157307745 chr20:35589181-35590317 
GRAP2 GRB2-related adaptor protein 2 chr15:80703470-80705199 chr22:38661579-38664537 

 



 
Table S2  

  

Number of Clones Genomic Coordinates Sequence 

1 chr1:28795504-28795538 AGTATATTTGCATATCAACTCACTACATTTTTTTC 

1 chr3:46590862-46590896 GCCATTAACTTGTTAATGAAGTGTGGCCAGGACAC 

1 chr3:46590482-46590516 TAGAAATTTACAAGAGGAATATGCTCTCAAGCGTT 

1 chr3:46590444-46590478 TTGGAAGCATCCACCCTTTAACCAAGCAATTCCAG 

2 chr4:57613137-57613171 TCACAATATGTGGGAATAAATTTGCAATTAATAAG 

1 chr4:57613118-57613152 CGCCATTCTTCTATTTGCATCACAATATGTGGGAA 

1 chr4:57613080-57613114 GGGCCTCTGCTAATTTTAAATGAATGCAGCTGCCC 

1 chr6:4717883-4717917 CAAGAACGGCATTTAATTTCCCTTCAGCCACTGTG 

2 chr6:121794108-121794142 GAATTGCCCCAGAGGGATTGCAAATTTTCTGATTC 

1 chr6:121793975-121794009 TTTGGTGCATAGAAAGGATTATTCTGATGCGAAGG 

1 chr6:121793956-121793990 ACGTTAGTTAAAATGGAAATTTGGTGCATAGAAAG 

1 chr9:89448783-89448817 CGAGCGGCGTGCGCCGGCCGCAATCTGCTCGTCCC 

1 chr9:89448051-89448085 GGAAAAAAGGCTTTTTACATATGCGCATTTAAGTA 

1 chr17:24394075-24394109 TTTGCATGACAATAATTGAGCCAAGAATAGAAAGC 

3 chr12:79609938-79609972 GAAATAAATGTGCGTTTTCTCCGCAAGCAAGAAAT 

1 chr12:7834095-7834129 CTGTAATACATAATTTGGGTAATTCTTTCTATGTC 

1 chr12:7833582-7833616 TCCATCCTTGCAAATGTCTTCTGCTGAGATGCCTC 

1 chr12:7833335-7833369 CAACTCACTTTATCCCAATTTCTTGATACTTTTCC 

1 chr12:7833316-7833350  CCTCATGTTATTATGCAGGCAACTCACTTTATCCC 

2 chr12:105479005-105479039 AATAAGAAAAACGTTGCTAATGCTATAATAGAAGG 

1 chr22:38663710-38663744 TGGAGGTTATTTTAAAGAGCTGTAGCATGGCTTTT 

1 chr22:38663273-38663307 AACAGAGGAAAACTTTGTCTCTAAATTAATGAACT 

1 chr22:38662684-38662718 TGTACAGTGAGGCTTAACTGTAATCATTTTTCCTG 

1 chr22:38662608-38662642 CCTCCATAATACATGCTAATATGATTCCATTTACA 

2 chr22:38662532-38662566 AAGGTAGTTATTTGCATAACAAATTTTCCTTTCAT 
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Number of Clones Genomic Coordinates Sequence 
1 chr1:98226504-98226538 GGTTTTTAATTACCAAGCGTTTAGCTAGGATGGGT 
1 chr2:152091022-152091056 GAAGGGCGGTATTTTGAAATCTGCAAATCAATACC 

1 chr3:46589452-46589488 AAAATAGGGGCTAATAATGCAAGACATCTGAGAAT 
1 chr3:46588962-46589320 GGTTCTTTATTCTAAAACGTTTGCCAAATTCAAGA 
2 chr4:57613083-57613116 CTTCTGCAAATGTTAAATGAATGCAGCCGCCATGA 
2 chr6:4717947-4717981 CTTCATAAAATCCATAATTAAATTCTGAGCTTTAG 
1 chr6:170522747-170522781 TGCTCCGGGCTGTCCTGCGCTGATTTCCATAACAA 
1 chr6:121794275-121794304 TGAATAATTGCCCTTTCTGAGTTAAAGACCTAGAA 
1 chr6:121794256-121794290 CATTCACTCTTGTTTTCAATGAATAATTGCCCTTT 

1 chr6:121794021-121794055 ATAAGATAATAAAATCTAAGCCCACTGCAATGTTA 
1 chr12:7834062-7834117 GTGAGGTTATACAGTTAGTTTGCAATTTGCCCAAA 
2 chr12:7833705-7833740 CTTCTTTATGAACCGTAGTAGTCATTAACATAAGC 
1 chr17:24394059-24394094 GCTCAATTATTGTCATGCAAATGGCGCCTTCCCAT 
1 chr22:38662526-38662560 AATTAAAAGATAGTTATTTGCATAACAAAGTTTCC 
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Round 1 (1s) 

Genomics Coordinates Sequence 
Enrichment 

Score 
chr9:89448771-89448805 TAGAAATGCAAACGAGCGGCGTGCGCCGGCCGCAA 1000 
chr9:89448771-89448805 TAGAAATGCAAACGAGCGGCGTGCGCCGGCCGCAA 966 

chr12:7833568-7833602 CCTGAAGAAAACTATCCATCCTTGCAAATGTCTTC 864 
chr12:7833568-7833602 CCTGAAGAAAACTATCCATCCTTGCAAATGTCTTC 823 
chr17:24394063-24394097 GGAAGGAGCCCATTTGCATGACAATAATTGAGCCA 817 
chr17:24394063-24394097 GGAAGGAGCCCATTTGCATGACAATAATTGAGCCA 815 

chr1:98226505-98226539 ACCCATCCCAGTTAATCGCTTCGCAATTTGCAACC 795 
chr1:98226505-98226539 ACCCATCCCAGTTAATCGCTTCGCAATTTGCAACC 789 
chr9:128206073-128206107 CACGTACCTTGTTTTTTTAAAATCCTCCTATTCAA 785 
chr12:79610666-79610700 GCCCTAAGGAAGCGCACGGAGCCTAAATTAATTGA 779 
chr12:79610666-79610700 GCCCTAAGGAAGCGCACGGAGCCTAAATTAATTGA 766 
chr9:128206073-128206107 CACGTACCTTGTTTTTTTAAAATCCTCCTATTCAA 763 
chr4:57613112-57613146 CCCATTCGCCATTCTTCTATTTGCATCACAATATG 759 

chr17:24393892-24393926 TGCCAAGTTCTTAGCGGGGCCCTCTAGAATCTCTA 755 
chr22:38662037-38662071 CATCATGTGTTTTTGACCTTGAGCTAATTTACATT 752 
chr22:38663576-38663610 CATAAAATGGAAACCTTAGCTATTCATAGCCAACT 751 
chr6:4718062-4718096 CCAACCATAAAACGCCTTTGGCTCTGAGAATAGTA 748 
chr12:7833302-7833336 GACTGAGCTGGTTGCCTCATGTTATTATGCAGGCA 740 
chr22:38662037-38662071 CATCATGTGTTTTTGACCTTGAGCTAATTTACATT 736 
chr9:89449094-89449128 AAAATGCAAAAAAAAATCCCTTTGCTTCTATAAAG 733 

Round 2 (2s) 

Genomics Coordinates Sequence 
Enrichment 

Score 
chr22:38662037-38662071 CATCATGTGTTTTTGACCTTGAGCTAATTTACATT 924 

chr4:57613112-57613146 CCCATTCGCCATTCTTCTATTTGCATCACAATATG 910 

chr22:38662037-38662071 CATCATGTGTTTTTGACCTTGAGCTAATTTACATT 906 

chr4:57613112-57613146 CCCATTCGCCATTCTTCTATTTGCATCACAATATG 905 

chr17:24394063-24394097 GGAAGGAGCCCATTTGCATGACAATAATTGAGCCA 836 

chr12:79609355-79609389 ATTCCCAGAGCTAATAGCAATTTGCAATTGTTGAG 821 

chr17:24394063-24394097 GGAAGGAGCCCATTTGCATGACAATAATTGAGCCA 816 

chr12:79609355-79609389 ATTCCCAGAGCTAATAGCAATTTGCAATTGTTGAG 808 

chr9:89448771-89448805 TAGAAATGCAAACGAGCGGCGTGCGCCGGCCGCAA 804 

chr6:121794105-121794139 CTTGAATTGCCCCAGAGGGATTGCAAATTTTCTGA 803 

chr12:7833568-7833602 CCTGAAGAAAACTATCCATCCTTGCAAATGTCTTC 802 

chr9:89448771-89448805 TAGAAATGCAAACGAGCGGCGTGCGCCGGCCGCAA 796 

chr12:7833568-7833602 CCTGAAGAAAACTATCCATCCTTGCAAATGTCTTC 788 

chr9:89448752-89448786 TGCTATTGTGCGCCCTCCATAGAAATGCAAACGAG 783 

chr12:7833302-7833336 GACTGAGCTGGTTGCCTCATGTTATTATGCAGGCA 765 

chr6:121794105-121794139 CTTGAATTGCCCCAGAGGGATTGCAAATTTTCTGA 761 

chr9:89448752-89448786 TGCTATTGTGCGCCCTCCATAGAAATGCAAACGAG 754 

chr9:128206073-128206107 CACGTACCTTGTTTTTTTAAAATCCTCCTATTCAA 752 

chr12:79609925-79609959 CCTGTTTACATATGAAATAAATGTGCGTTTTCTCC 750 

chr12:7833587-7833621 CCTTGCAAATGTCTTCTGCTGAGATGCCTCACACG 749 
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Round 3 (3s) 

Genomics Coordinates Sequence 
Enrichment 

 Score 

chr22:38662037-38662071 CATCATGTGTTTTTGACCTTGAGCTAATTTACATT 947 

chr22:38662037-38662071 CATCATGTGTTTTTGACCTTGAGCTAATTTACATT 930 

chr6:121794105-121794139 CTTGAATTGCCCCAGAGGGATTGCAAATTTTCTGA 899 

chr6:121794105-121794139 CTTGAATTGCCCCAGAGGGATTGCAAATTTTCTGA 882 

chr4:57613112-57613146 CCCATTCGCCATTCTTCTATTTGCATCACAATATG 881 

chr9:89448771-89448805 TAGAAATGCAAACGAGCGGCGTGCGCCGGCCGCAA 879 

chr9:89448771-89448805 TAGAAATGCAAACGAGCGGCGTGCGCCGGCCGCAA 864 

chr4:57613112-57613146 CCCATTCGCCATTCTTCTATTTGCATCACAATATG 864 

chr9:128206073-128206107 CACGTACCTTGTTTTTTTAAAATCCTCCTATTCAA 844 

chr9:89448752-89448786 TGCTATTGTGCGCCCTCCATAGAAATGCAAACGAG 832 

chr9:89448752-89448786 TGCTATTGTGCGCCCTCCATAGAAATGCAAACGAG 820 

chr9:128206073-128206107 CACGTACCTTGTTTTTTTAAAATCCTCCTATTCAA 818 

chr12:79609355-79609389 ATTCCCAGAGCTAATAGCAATTTGCAATTGTTGAG 818 

chr12:79609355-79609389 ATTCCCAGAGCTAATAGCAATTTGCAATTGTTGAG 816 

chr17:24394063-24394097 GGAAGGAGCCCATTTGCATGACAATAATTGAGCCA 797 

chr17:24394063-24394097 GGAAGGAGCCCATTTGCATGACAATAATTGAGCCA 779 

chr2:152091163-152091197 ATTGAGGCATAGGTTAATTAACTTGCTAAAGTCAC 753 

chr2:152091163-152091197 ATTGAGGCATAGGTTAATTAACTTGCTAAAGTCAC 752 

chr12:79609925-79609959 CCTGTTTACATATGAAATAAATGTGCGTTTTCTCC 742 

chr12:79611198-79611232 GTATTTCAGAGGTAGCAATGTGCTTTGCATTTGCT 730 
Round 2 Upper Band (2u) 

Genomics Coordinates Sequence 
Enrichment 

 Score 

chr22:38662037-38662071 CATCATGTGTTTTTGACCTTGAGCTAATTTACATT 1000 

chr22:38662037-38662071 CATCATGTGTTTTTGACCTTGAGCTAATTTACATT 971 

chr9:89448049-89448083 CCGGAAAAAAGGCTTTTTACATATGCGCATTTAAG 961 

chr9:89448049-89448083 CCGGAAAAAAGGCT TTTTACATATGCGCATTTAAG 876 

chr1:98226258-98226292 ACTTCGCTTTTGAATATTTAGATACTGCTAGCGGA 872 

chr22:38662531-38662565 AAAGGTAGTTATTTGCATAACAAATTTTCCTTTCA 869 

chr17:24394063-24394097 GGAAGGAGCCCATTTGCATGACAATAATTGAGCCA 841 

chr4:57613112-57613146 CCCATTCGCCATTCTTCTATTTGCATCACAATATG 821 

chr17:24394063-24394097 GGAAGGAGCCCATTTGCATGACAATAATTGAGCCA 810 

chr6:4718157-4718191 CCTTTGGATTCAAATGTAGATGAAATGCAGATTCT 805 

chr4:57613112-57613146 CCCATTCGCCATTCTTCTATTTGCATCACAATATG 794 

chr22:38662531-38662565 AAAGGTAGTTATTTGCATAACAAATTTTCCTTTCA 791 

chr6:4718157-4718191 CCTTTGGATTCAAATGTAGATGAAATGCAGATTCT 786 

chr9:89448771-89448805 TAGAAATGCAAACGAGCGGCGTGCGCCGGCCGCAA 777 

chr6:121794105-121794139 CTTGAATTGCCCCAGAGGGATTGCAAATTTTCTGA 774 

chr9:89448752-89448786 TGCTATTGTGCGCCCTCCATAGAAATGCAAACGAG 762 

chr1:98226353-98226387 CATGTTTATTAGAATCTACATTTCTCTCGCGCCCC 761 

chr9:128206073-128206107 CACGTACCTTGTTTTTTTAAAATCCTCCTATTCAA 760 

chr4:57613131-57613165 TTTGCATCACAATATGTGGGAATAAATTTGCAATT 760 

chr9:89448752-89448786 TGCTATTGTGCGCCCTCCATAGAAATGCAAACGAG 753 
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