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Abstract Spatiotemporal patterns of DNA replication

have been described for yeast and many types of cultured

animal cells, frequently after cell cycle arrest to aid in

synchronization. However, patterns of DNA replication in

nuclei from plants or naturally developing organs remain

largely uncharacterized. Here we report findings from 3D

quantitative analysis of DNA replication and endoredupli-

cation in nuclei from pulse-labeled developing maize root

tips. In both early and middle S phase nuclei, flow-sorted on

the basis of DNA content, replicative labeling was widely

distributed across euchromatic regions of the nucleoplasm.

We did not observe the perinuclear or perinucleolar

replicative labeling patterns characteristic of middle S phase

in mammals. Instead, the early versus middle S phase pat-

terns in maize could be distinguished cytologically by cor-

relating two quantitative, continuous variables, replicative

labeling and DAPI staining. Early S nuclei exhibited widely

distributed euchromatic labeling preferentially localized to

regions with weak DAPI signals. Middle S nuclei also

exhibited widely distributed euchromatic labeling, but the

label was preferentially localized to regions with strong

DAPI signals. Highly condensed heterochromatin, including

knobs, replicated during late S phase as previously reported.

Similar spatiotemporal replication patterns were observed

for both mitotic and endocycling maize nuclei. These results

revealed that maize euchromatin exists as an intermingled

mixture of two components distinguished by their conden-

sation state and replication timing. These different patterns

might reflect a previously described genome organization

pattern, with ‘‘gene islands’’ mostly replicating during early

S phase followed by most of the intergenic repetitive regions

replicating during middle S phase.

Keywords Cell cycle � DNA synthesis � Grass

Abbreviations

EdU 5-Ethynyl-20-deoxyuridine
AF-488 or A-488 ALEXA-fluor 488

DAPI 40,6-Diamidino-2-phenylindole

dihydrochloride

FITC Fluorescein isothiocyanate

Introduction

Much of our knowledge of eukaryotic replication timing

comes from analyses of yeast and animal cell culture sys-

tems, where complex temporal programs have been

described (Jackson et al. 2012; Rhind and Gilbert 2013).

Within S phase, different replicon populations are active at

different times, and the temporal order of replication

appears to follow a well-defined program. The replication

time for a given region has been associated with tran-

scriptional potential, epigenetic state, and subnuclear

localization (Gilbert et al. 2010; Gindin et al. 2014; Pope
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and Gilbert 2013; Ryba et al. 2010). Resolving relation-

ships between DNA replication, epigenetics, and chromatin

structure is a major challenge in modern cell biology

(Alabert and Groth 2012; Aparicio 2013; Julienne et al.

2013; Nordman and Orr-Weaver 2012; Pope and Gilbert

2013).

Studies of mammalian DNA replication have revealed

changes in the spatial distribution of DNA synthesis

through S phase (Kennedy et al. 2000; Nakayasu and

Berezney 1989; O’Keefe et al. 1992; van Dierendonck

et al. 1989). Although cytologically-defined substage pat-

terns differ across studies, several features common to most

mammalian replication patterns have emerged [types I–V,

as summarized by Zink (2006)]. First, DNA synthesis

during early S phase occurs at many foci widely distributed

across the nucleoplasm. Second, DNA synthesis during

middle S phase concentrates strikingly in perinuclear and

perinucleolar regions. Finally, during late S phase, DNA

synthesis is observed mainly at major heterochromatic

sites. Replication factories, marked by PCNA, exhibit a

similar progression of nuclear localization patterns (Leon-

hardt et al. 2000). Distributed replication in early S phase

and an association of late replication with heterochromatin

have also been reported in plants (Samaniego et al. 2002;

Sparvoli et al. 1994), but the limited number of plant

systems examined to date do not show the perinuclear and

perinucleolar replication characteristic of mammalian

middle S phase.

In stark contrast to the abundant reports for animal and

fungal systems, few publications have addressed replica-

tion timing in plants. In the 1960s and 1970s, Van’t Hof

and colleagues published reports that focused primarily

on early versus late replication in various plant species

(for example, Van’t Hof and Bjerknes 1979). More

recently, Lee et al. (2010) used pulse labeling, flow

cytometry, and tiling microarrays to identify over 150

putative replicons on Arabidopsis chromosome 4. That

study’s comparative analysis of early, middle, and late

replication revealed nearly identical patterns for early and

middle S phase, suggesting that there are only two major

replication phases in Arabidopsis. However, because

Arabidopsis has an unusually small genome with rela-

tively few repeat sequences, the relevance of these

observations to more complex genomes like those of

major crop plants is unknown. Samaniego et al. (2002)

described patterns of BrdU incorporation into pulse-la-

beled onion cells, but reports using higher resolution,

modern labeling techniques to examine more detailed

spatiotemporal patterns are lacking, as are any reports for

model systems such as maize. Furthermore, little is known

about replication programs in endocycling cells, which

occur normally in many developing plant tissues. Among

the plant species that have been used for DNA replication

studies, maize has a moderately large genome with a

C-value of 2.7 pg (http://data.kew.org/cvalues/), compa-

rable to that of the human genome (3.5 pg). In compar-

ison, the Arabidopsis genome is particularly small

(0.3 pg), whereas pea (Pisum sativum 4.9 pg) and onion

(Allium cepa 17 pg) have slightly or considerably larger

genomes. Carefully determining the temporal and spatial

properties of DNA replication within the nucleus of a

model system such as maize is critical to consolidate the

structure–function relationships operative in plant gen-

omes for which gene expression and epigenetic data are

rapidly accumulating.

We recently developed a system [reviewed by Bass et al.

(2014)] to analyze spatial and temporal aspects of DNA

replication in maize (Zea mays L.) root tips pulse-labeled

with the thymidine nucleoside analog, 5-ethynyl-20-deox-
yuridine (EdU). In contrast to animal DNA replication

systems, which use cells in tissue culture, this system

allows us to analyze DNA replication as it occurs in nat-

urally developing, intact organ meristems. In addition, the

moderately large, complex maize genome offers an

excellent combination of cytology and genomics. The

sequenced reference genome (inbred line B73) comprises

ten metacentric chromosomes with genotype-specific

heterochromatic knobs and a single rDNA locus on chro-

mosome 6 (Birchler and Bass 2009; Schnable et al. 2009).

We used high-resolution optical sectioning microscopy of

in planta pulse-labeled nuclei to carry out 3D analysis of

DNA replication in relation to bulk chromatin distribution

in maize root tip cells. This approach uncovered spatial

patterns of DNA replication that distinguish early from

middle S phase in nuclei from mitotic cells, with the pat-

terns persisting in nuclei from cells that entered the endo-

cycle without passing through mitosis.

Results

Isolating nuclei in early, middle or late S phase

of the mitotic cycle or endocycle

We used in vivo EdU pulse-labeling combined with flow

cytometry of isolated, fixed nuclei to generate populations

from different portions of S phase as shown in Fig. 1 and

reviewed by Bass et al. (2014). The DNA content in

labeled nuclei from 0 to 1 mm segments ranged primarily

from 2C to 4C, characteristic of cells undergoing a mitotic

cell cycle (Fig. 1b, c left panel). In contrast, labeled nuclei

from the 1 to 3 mm zone included a large fraction with

DNA contents ranging from 4C to 8C (Fig. 1b, c middle

panel), indicating a substantial sub-population of endocy-

cling cells in this zone. The occurrence of endocycling in

developing root cells is typical of many plant species
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[reviewed by Bass et al. (2014), Breuer et al. (2010),

Takatsuka and Umeda 2014)]. Relatively little DNA

replication activity was observed in nuclei isolated from 3

to 5 mm segments (Fig. 1b, c right panel). DNA contents

beyond 8C were seldom observed. Labeled nuclei, which

were detected using Alexa-488 (A-488) conjugated to EdU,

were gate-sorted (rectangle areas in Fig. 1c) into popula-

tions representing early, middle, and late stages of the

mitotic S phase (from 0 to 1 mm segments) or the endo-

cycle S phase (from 1 to 3 mm segments). These data

established the maize seedling root tip system as ideal for

studying DNA replication in an intact, naturally growing,

multicellular organ and for comparing replication in

mitotic and endocycling plant nuclei in a well-studied

genetic model system.

3D cytology defines early, middle, and late S

replication patterns in maize

Nuclei from the mitotic zone (0–1 mm) of maize roots

were sorted into early, middle and late S phase, and sub-

jected to 3D multiple wavelength iterative deconvolution

microscopy and image analysis. This imaging technology

yields high information content over a wide dynamic range

using low-dose illumination to minimize sample damage

and fluorescent dye bleaching [reviewed by Howe et al.

(2013) and references therein]. Images of representative

nuclei are shown in Fig. 2 as 1-lm projections (3–5 optical

sections) from the middle of each nucleus, revealing rep-

resentative DNA replication patterns during S phase in the

mitotic cell cycle. Two examples of each S phase stage are

shown and color overlay displays use red for DAPI and

green for A-488 for visual contrast.

In early S phase, labeling occurs in numerous punctate

foci distributed throughout the nucleoplasm and is mostly

absent from the nucleolus (‘‘n’’ in Fig. 2). The constitutive

heterochromatic knobs, brightly stained with DAPI (‘‘k’’ in

Fig. 2), largely lack A-488 fluorescence, indicating that

they are not being replicated at this time. In some nuclei,

weaker, but discrete, punctate A-488 signals occur inside

the nucleolus (highlighted in the dashed box in Fig. 2o, but

also evident in Fig. 2b, f, j). These signals may reflect

rDNA replication, suggesting that some rDNA repeats

replicate inside the nucleolus or move into the nucleolus

after replication during early S phase. Discontinuous A-488

staining within the nucleolus may represent asynchronous

labeling of sequences within individual rDNA repeating

units.

The middle S replication patterns were similar to the

early S phase patterns and differed markedly from mam-

malian middle S patterns, which are characterized by a

conspicuous transition to perinuclear and perinucleolar

Fig. 1 Pulse-labeling and flow cytometry gating used to collect early,

middle, and late S-phase nuclei from mitotic and endocycling maize

root tip cells. a Maize root tips from 3-day old seedlings were pulse-

labeled with EdU for 20 min, followed by root tip harvest (arrows)

and formaldehyde fixation and nuclei isolation. b Root tips were cut

into sized segments (top diagram) for nuclei preparations. The root

cap (gray, left end of zone 0–1 mm) covers the root apical meristem,

from which cells divide and eventually differentiate (from left to

right). EdU incorporated into DNA was conjugated to a fluorescent

probe (A-488) using click chemistry, and nuclei were counter-stained

with DAPI. c Nuclei were analyzed by flow cytometry using 355 nm

(UV) and 488 nm (blue) lasers. Bivariate plots of DNA content (X-

axis, DAPI fluorescence with emission filter 460 ± 50 nm) and EdU

incorporation (Y-axis, Alexa-488 fluorescence with emission filter

530 ± 40 nm) are shown for nuclei from each of three root zones.

The gates (red rectangles) corresponding to early (E), middle (M),

and late (L) sub-populations of S phase are indicated for mitotic

(0–1 mm) and endocycling (1–3 mm) S-phase nuclei. The heat map

(c, top of right plot) indicates the color code for increasing nuclei

density
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labeling with a concomitant reduction in distributed

nucleoplasmic staining [‘‘pattern Type III’’ as summarized

by Zink (2006)]. Interestingly, the largest difference

between maize early and middle S patterns is the rela-

tionship between the signals for EdU labeling of replicated

DNA versus those for DAPI staining of total chromatin.

Deconvolution images of DAPI-stained bulk interphase

chromatin (excluding knobs and nucleoli) often show a

patchy or wormy fiber-like pattern throughout the nucleo-

plasm. In early S phase, when displaying the DAPI as red

and the EdU as green, we typically saw a ‘‘red ? green’’

pattern, indicating that most of the EdU label is not coin-

cident with bulk chromatin. In contrast, middle S phase

nuclei typically exhibited a ‘‘yellow’’ pattern in overlay

images, indicating that much of the EdU label colocalizes

with bulk chromatin (cf. the early S nuclei in Fig. 2c, g to

the mid S nuclei in Fig. 2k, o).

We took advantage of the wide dynamic range afforded

by 3D deconvolution microscopy (linear over at least 4000

photon counts/pixel) to mathematically quantify these

visually apparent differences between early and middle S

phase. Specifically, we calculated the Pearson’s correlation

coefficients for DAPI versus A-488 signal intensity for the

entire population of voxels (volumetric pixels with X, Y,

and Z dimensions) in whole nuclei image data sets as

summarized for different stages of S phase in Table 1. The

Fig. 2 Cytology of DNA

replication in staged, mitotic

S-phase root tip nuclei. Nuclei

were prepared as illustrated in

Fig. 1 from the 0 to 1 mm

section of pulse-labeled maize

roots and subjected to 3D

deconvolution microscopy,

corrected for wavelength-

dependent chromatic aberration,

and displayed as gray-scale or

pseudo-colored overlay as

previously described (Bass et al.

2014; Howe et al. 2013). Each

row corresponds to images from

a single nucleus showing an

intensity-averaged projection

spanning 1 l (3–5 Z sections,

depending on Z-step distances

in the original dataset). The

newly synthesized DNA was

imaged as A-488 fluorescence

in the FITC channel, while total

DNA was imaged in the DAPI

channel. Two representative

examples are shown for each of

three sequential substages of S

phase; EARLY (a–h), MIDDLE

(i–p), and LATE (q–x). The
location of knobs (k) and

nucleoli (n) are indicated.

Zoomed sections illustrate

replication around, but not

within, knobs in early S (c/d, g/
h), overlapping signals of DAPI

and A-488 in middle S bulk

chromatin (k/l), detection of

A-488 within the interior of the

nucleolus (o/p), and bright

patchy heterochromatin labeling

by A-488 in late S (s/t, w/x). All
scale bars represent 5 l
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average Pearson’s correlation r value for DAPI versus

A-488 signals increased from 0.77 (±0.045) for early S to

0.88 (±0.035) for middle S (Table 1), indicating that the

voxel-by-voxel signal correlations per nucleus are repro-

ducibly and significantly lower in early S phase than in

middle S phase. Hence, quantitative analysis of the 3D

signal distribution confirmed the visual impression that the

types of chromatin being replicated in early versus middle

S phase differ in their overall compaction or density as

revealed by DAPI staining. This change in correlation

between DAPI staining and replicative labeling as nuclei

progress from early to middle S phase was unexpected,

representing a key finding for which no counterpart has

been documented in other plant or animal DNA replication

studies.

The nucleoplasm of late S phase nuclei (Fig. 2q–x)

contained several brightly labeled, punctate foci, and the

interiors of their nucleoli were not labeled. Maize knob

DNA has long been known to be late-replicating and may

be among the last DNA sequences to replicate during S

phase (Pryor et al. 1980). We used FISH to confirm that the

late-replicating DNA localizes to knob and centromere-

proximal chromatin (Fig. 3). Direct-labeled oligonu-

cleotide FISH probes specific to the 180-bp knob repeat or

the 160-bp centromere-localized CentC repeat (Ananiev

et al. 1998) were hybridized to late S phase nuclei prepared

for 3D acrylamide FISH analysis. Whole nuclei projections

from two representative images show total DNA (DAPI),

DNA synthesis sites in late S phase (A-488), knob repeat

sequences (knob 180) and centromere-associated foci

(CentC). The maize B73 cultivar in this study has two large

knobs, one each on the long arms of chromosome 5 and 7,

two small knobs, and several very small knob loci that can

only be reliably detected by FISH. The knobs, most of

which are already evident in the DAPI images, showed the

expected result of overlapping EdU labeling in late S

phase.

The high-resolution, 3D spatiotemporal patterns of DNA

replication for the large maize genome showed unique as

well as common patterns relative to similarly sized animal

genomes. Whereas the early and late S nuclei displayed

typical patterns of DNA replication, the maize middle S

nuclei revealed unexpected properties. We performed control

experiments (Fig. 4) to address the possibility that the PBS

buffer or vacuum fixation might contribute to the unique

replication patterns observed in maize nuclei. Root tips were

fixed in a buffer known to preserve plant chromatin for light

microscopy (buffer ‘‘MBA’’, Bass et al. 2014) and in the

absence of vacuum. Flow-sorted nuclei from these control

samples were imaged by 3D deconvolution (Fig. 4a–c) or

structured illumination super-resolution microscopy

(Fig. 4d–o). In all cases, we detected the same 3D spatial

DNA replication patterns (Table 1; cf. Figs. 2, 4). Hence, the

findings reported were robustly detected under different

preparative and imaging schema. QuickTime movies (see

online supplemental materials) showing all the optical sec-

tions of representative early, middle, and late S phase nuclei

(Fig. 4a–c) are provided in supplemental Table 1.

Spatiotemporal patterns persist in endocycling

nuclei

Among the developmental fates of cells in the maize root

tip is endoreduplication, as seen by flow cytometric

Table 1 Spatial and quantitative measurements from 3D images of S-phase nuclei from roots

Root zonea Stageb n Buffer Volume (lm3) DAPI versus FITC (Alexa-488)

Pearson’s correlation coefficient (r)c COMd offset (lm)

0–1 E 44 PBS 448 (±44) 0.77 (±0.045) 0.27 (±0.075)

M 61 605 (±61) 0.88 (±0.035) 0.21 (±0.010)

L 36 637 (±83)

1–3 En-E 45 742 (±58) 0.78 (±0.035) 0.50 (±0.027)

En-M 44 826 (±72) 0.85 (±0.040) 0.46 (±0.025)

En-L 52 861 (±36)

0–1 E 21 MBA 433 (±51) 0.75 (±0.003) 0.37 (±0.100)

M 18 589 (±52) 0.83 (±0.064) 0.26 (±0.070)

L 17 629 (±40)

MBA meiocyte buffer A (Bass et al. 2014), PBS phosphate buffered saline
a Region of root. 0–1, 0–1 mm from end; 1–3, 1–3 mm from end
b Substage of S phase; E (early), M (middle), L (late), en—(endocycling)
c r values for Pearson’s coefficient of correlation of DAPI and FITC channel signals were determined using the softWoRx program from applied

precision
d The calculated center of mass (COM) was determined for 3D data sets using the softWoRx program from applied precision (see also methods)
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analysis profiling (Fig. 1c; middle panel). We used the

developing root tip system to compare the cytological S

phase patterns of mitotic versus endocycling cells. Nuclei

from the endocycling population were subjected to 3D

deconvolution microscopy and image analysis as described

above, with representative nuclei shown in Fig. 5. As

expected, the volumes of endocycling nuclei were greater

than mitotic nuclei and continued to increase (Table 1)

during progression through the endocycle S phase.

Observed here but not previously reported, the overall

spatiotemporal pattern of DNA replication in nuclei from

endocycling cells was remarkably similar at the cytological

level to that for cells in the mitotic cycle, including the

‘‘red ? green’’ pattern of early endo S (Fig. 5c, g) and the

‘‘yellow’’ pattern of middle endo S (Fig. 5k, o).

Replication of knobs was also similar for nuclei in the

endocycle and the mitotic cycle. Specifically, knob repli-

cation was limited to late endo S phase (Fig. 5s, w) and

absent from early or middle endo S phase (Fig. 5d, p).

Intra-nucleolar labeling patterns were also similar, with

endocycling nuclei showing faint, punctate EdU staining in

the interior of the nucleolus in early and middle S phase but

not in late S phase (Fig. 5, cf. nucleoli signals from EdU or

color overlay panels). Finally, the Pearson’s correlation

coefficient used to quantify the correlation between DAPI

and A-488 showed a marked and significant increase from

r = 0.78 (±0.035) in early endo S phase to r = 0.85

(±0.040) in middle endo S phase (Table 1). Together,

these observations reveal a high degree of conservation of

the spatiotemporal DNA replication program for nuclei in

mitotic cell cycles and endocycles.

Discussion

In this study, we characterized the spatiotemporal patterns

of DNA replication using 3D cytological analysis of ima-

ges collected from pulse-labeled nuclei of naturally

developing maize root tips. Cytological data are inherently

descriptive, but that fact does not diminish their capacity to

contribute profoundly important insights into biological

phenomena. Examples include the cytological proof of

genetic crossing over in maize (Creighton and McClintock

1931), the semiconservative nature of DNA replication in

pea (Taylor et al. 1957) and the concept of a cell cycle

under genetic control [reviewed by Bryant (2014)]. Here,

advanced labeling and imaging technologies were used to

gain new insight into the interesting but understudied area

of plant genome replication.

The early S phase staining pattern for maize nuclei

resembles those described previously in other multicellular

eukaryotes including pea, onion, and cell lines from several

mammalian species (Nakayasu and Berezney 1989; van

Dierendonck et al. 1989; O’Keefe et al. 1992; Sparvoli

et al. 1994; Samaniego et al. 2002). However, two aspects

of the replication patterns observed in maize differed

strikingly from those reported in earlier studies. First, we

did not detect conspicuous concentrations of replication

Fig. 3 Colocalization in late S-phase nuclei of EdU signals or DNA

synthesis and FISH signals for knob and centromere sequences. Flow-

sorted nuclei stained with DAPI and A-488 was prepared as shown in

Fig. 1 and subjected to 3D acrylamide FISH as previously described

(Bass et al. 2014). Images from two different nuclei in late S phase are

shown as whole-nucleus, through-focus projections showing total

DNA in the DAPI channel (a, f), EdU incorporation (A-488) in the

FITC channel (b, g), knob FISH probe signals (knob 180) in the

rhodamine channel (c, h), and centromere-associated FISH probe

signals (CentC) in the Cy-5 channel (d, i). Pseudocolored overlay

shows the DAPI (red), EdU (green) and knobs (blue). The location of

several individual knobs (k), CentC clusters (c), and centromere-

associated heterochromatic regions (cah) are indicated. Oligonu-

cleotide FISH probe (NUBI-R for knob, MCCY for centC) informa-

tion is in Bass et al. (2014). All scale bars represent 5 l
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activity at the nuclear or nucleolar periphery that have been

repeatedly described for mouse and human cells in middle

S phase [reviewed by Zink (2006)]. To confirm that

peripheral labeling patterns were not discarded inadver-

tently during flow sorting, we examined unsorted prepa-

rations of EdU pulse-labeled nuclei and found no

indication of any peripheral patterns in maize nuclei.

Second, we observed and quantified distinct patterns of

replication during early and middle S phase, with early

replication occurring primarily in regions with weak DAPI

staining while middle replication signals correlating clo-

sely with areas of strong DAPI staining.

To gain insight into why the incorporated label does not

coincide with DAPI staining during early S phase but does

during middle S phase, we considered the structure of the

maize genome. Maize genes mostly exist singly or in small

clusters, referred to as ‘‘gene islands,’’ separated by blocks

of intergenic sequence ranging in size from several to

several 100 kbp and composed primarily of different

families of retroelements that are distinct from classical

heterochromatic repeats (Liu et al. 2007; SanMiguel et al.

1996; Schnable et al. 2009). Given this basic organizational

pattern, we propose a ‘‘mini-domain model’’ as summa-

rized in Fig. 6 to relate replication timing to genome
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Fig. 4 Cytology of DNA

replication in staged, mitotic

S-phase root tip nuclei fixed in a

chromatin-preserving buffer

without vacuum. Sequential

projections were produced as

described (Bass et al. 2014) and

are shown as pseudo-colored

overlay images. One

representative nucleus is shown

for each stage: a EARLY,

b MIDDLE, or c LATE. The

location of the nucleolus (n) is

indicated. Comparison of these

images to those from

PBS/vacuum-fixed root tissues

(Fig. 2) confirms that the early S

‘‘red ? green’’ and middle S

‘‘yellow’’ patterns are not

artifacts of vacuum or buffer. d–
o Samples of nuclei fixed in

MBA without vacuum were also

imaged by super-resolution SIM

microscopy (OMX, GE

Healthcare). Rows and columns

are displayed as described for

Fig. 2. At this higher optical

resolution, the non-overlapping

early S (d vs. e–g) and
overlapping middle S signals

(h vs. i–k) were more detailed

than but similar to those from

the deconvolution images. The

locations of the nucleolus

(n) and knob

(k) heterochromatin are

indicated. All scale bars

represent 5 l
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structure in the euchromatic arms of a typical maize

chromosome. Images of DAPI-stained maize interphase

chromatin often reveal a recurring pattern of thick fibers

about 300 nm wide. In our model, these thick fibers

(Fig. 6a, bracketed region) would represent locally com-

pacted repetitive blocks of DNA (Fig. 6d, e). Combining

the genome organizational pattern with the common ten-

dency for open, transcriptionally active chromatin to

replicate early, we hypothesize that open, genic chromatin

exists as low density projections from the 300-nm fibers,

and that this low density chromatin is preferentially repli-

cated in early S phase (Fig. 6; thin fibers in 6e, green dots

in 6f Early S panel). The low density chromatin would be

barely visible in DAPI images, but prominently labeled by

EdU. In contrast, we propose that repeat blocks constitute

most of the chromatin in 300-nm fibers, which are more

brightly stained by DAPI and replicate mainly in middle S

phase. The two types of euchromatin, genic versus inter-

genic, would be in close proximity to each other, but with

limited spatial overlap, thereby producing the ‘‘red and

green’’ pattern characteristic of early S phase and the

‘‘yellow’’ pattern characteristic of middle S phase.

An alternative model in which different gene activity

states, active verses inactive, result in different replication

timing, early verses middle, respectively, could also

explain our findings. Such a model is not mutually
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Fig. 5 Cytology of DNA

replication in endocycling root

tip nuclei. Nuclei were prepared

as illustrated in Fig. 1 from the

1 to 3 mm section of pulse-

labeled roots and subjected to

3D deconvolution microscopy

and image display as described

for Fig. 2. Two representative

examples are shown for each of

three sequential sub-stages of

endocycling S phase; EARLY

endo-S (a–h), MIDDLE endo-S

(i–p), and LATE endo-S (q–x).
The location of knobs (k) and

nucleoli (n) are indicated.

Zoomed sections illustrate

replication around, but not

within, knobs in early endo-S (c/
d) and middle endo-S (o/p),
overlapping signals of DAPI

and A-488 in middle endo-S

bulk chromatin (k/l), detection
of A-488 within the interior of

the nucleolus at early endo-S (g/
h), and bright patchy

heterochromatin labeling by

A-488 at late endo S (s/t, w/x).
All scale bars represent 5 l
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exclusive with the mini-domain model, as one could

envision gene islands with one or more active genes con-

ditioning early replication, whereas chromatin in tran-

scriptionally inactive regions, such as silent genes or blocks

of repeats, are more compacted and condition middle S

replication. In either case, our data and model are largely

congruent with the developing paradigm of the coexistence

of multiple chromatin states (Roudier et al. 2011; Julienne

et al. 2013; Pope and Gilbert 2013) rather than the more

traditional view in which chromatin exists in either an open

active state or a closed inactive state.

One of the implications of our model is that it may

provide an explanation for the apparent absence of a dis-

tinct set of sequences replicating during middle S phase in

µ
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Fig. 6 A mini-domain model for the maize DNA replication patterns

during early versus middle S phase. a–c A small region from a SIM

image of a nucleus in mitotic middle S phase is shown along the top

after imaging the DAPI and EdU as described in Fig. 2. Yellow

brackets indicate a ‘‘thick fiber’’ of approximately 300-nm width that

can be seen in both wavelengths. d Schematic of genic regions (light

gray) with alternating and larger repetitive blocks (black) are

proposed to replicate during early (green sections in ‘‘Early S’’) or

middle (green sections in ‘‘Mid S’’) S phase. e Hypothetical folding

model in which the repetitive intergenic regions form the thicker most

visible core of the 300-nm fiber, surrounded by less densely packaged

chromatin (thin fibers above and below the 300-nm fiber) from the

genic regions. f Diagram illustrating how the model in e would appear
in our cytological assays of early (EARLY S) compared to middle

(MIDDLE S) S phase. The organization depicted in e could appear as

the ‘‘RED and GREEN’’ pattern of bulk chromatin seen in Early S

(e.g. Figs. 2c, g, 4a, 5c, g), or the ‘‘YELLOW’’ pattern of bulk

chromatin seen in Middle S (e.g. Figs. 2k, o, 4b, 5k, o)
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Arabidopsis (Lee et al. 2010), a species with much less

repetitive DNA than maize. This hypothesis could be tested

using 3C mapping methods to examine the coupling of

replication timing domains with chromatin interaction data,

as recently reported in mammalian systems (Pope and

Gilbert 2013).

Given that endocycling nuclei enter a second S phase

without the intervening mitosis of a typical cell cycle, there

is no a priori reason to presume that mitotic and endocy-

cling S phases would have similar replication programs.

However, we found a remarkable congruence between S

phase in the mitotic cycle and the endocycle for all of the

examined cytological features, including the progressive

increase in nuclear volume (Table 1). Thus, the determi-

nants of these cytological patterns must be independent of,

or able to by-pass, mitotic processes such as chromatin

condensation, sister-chromatid separation, and nuclear-en-

velope dissolution and reformation. In yeast and mammals,

replication timing for a particular sequence, region or

domain can sometimes vary, reflecting changes in chro-

matin state, epigenomic features or transcriptional activity

[reviewed by Aparicio (2013)]. Nevertheless, we showed

that the cytological events associated with mitotic repli-

cation and the endocycle are visibly and quantitatively very

similar. We cannot exclude the possibility that certain

sequences replicate at different times, or undergo differ-

ential replication, in mitotic versus endocycling nuclei.

Most events of this type would be beyond the detection

limits of cytological analyses and would be revealed only

by detailed molecular analysis of replication timing pro-

files. However, our data on nuclear volume (Table 1) and

DNA content estimates from flow cytometry are consistent

with a single, complete replication of the entire maize

genome during endo S phase.

In summary, by careful measurement of the global

relationship between DNA synthesis and bulk DNA density

in 3D quantitative deconvolution image reconstructions,

we defined aspects of DNA replication in maize not pre-

viously described in other eukaryotes. Several features of

DNA replication were apparent at the whole nucleus scale.

Maize DNA replication activity is widely distributed in the

nucleoplasm during both early and middle S phase, and

does not show the perinuclear and perinucleolar patterns

characteristic of mammalian middle S phase. Statistical

analysis of the 3D data showed that maize DNA synthe-

sized during middle S phase tightly colocalizes with the

brightly stained DAPI signals in the nucleoplasm, a pattern

sharply distinct from the early S phase pattern of labeling

in decondensed regions with only weak DAPI signals. This

partitioning may reflect an interspersed pattern of chro-

matin states that is particularly well resolved in maize. In

addition, we found that endocycling nuclei exhibit the

same cytological progression within S phase as nuclei in

the mitotic cell cycle. A final and highly significant aspect

of this study derives from the use of nuclei isolated from

cells pulse-labeled and fixed while in a naturally develop-

ing organ of the plant. This system does not rely on cell

lines, artificial growth conditions or inhibitory chemicals.

As such, it provides an important benchmark for translating

knowledge of DNA replication between cultured cells and

the whole organism, while establishing a foundation for

future genetic, epigenetic and genomic analyses of plant

DNA replication.

Experimental procedures

Plant material

Zea mays B-73 seeds were imbibed in running water

overnight, and germinated in sterile Magenta boxes

(Sigma-Aldrich) containing a damp paper towel under

constant light at 28 �C. After 3 days, the seedlings were

immersed in sterile water containing 25 lM 5-ethynyl-20-
deoxyuridine (EdU, Life Technologies) for 20 min with

gentle agitation. After washing with sterile water, the ter-

minal 0–1 and 1–3 mm root segments were excised from

primary and seminal roots. The terminal and subapical

segments were separately fixed in 1 % formaldehyde in 19

phosphate-buffered saline (PBS) for 15 min with the first

5 min under vacuum, then washed in PBS three times, and

finally snap frozen in liquid nitrogen. As a control, a few

batches of cut root segments were alternatively fixed in

1 % formaldehyde in Meiocyte Buffer A [MBA from Bass

et al. (2014)] for 2 h without vacuum.

Nuclei isolation

The frozen roots were ground in a cell lysis buffer (CLB:

15 mM Tris–HCl pH 7.5, 2 mM EDTA, 80 mM KCl,

20 mM NaCl, 0.1 % Triton X-100, 15 mM b-mercap-

toethanol, pH 7.5) in a small commercial food processor at

4 �C. The ground cell suspension was incubated, filtered,

and centrifuged as previously described (Lee et al. 2010).

Isolated nuclei were washed in CLB-wash buffer (CLB

without EDTA and without b- mercaptoethanol) and cen-

trifuged at 2009g for 5 min at 4 �C. The incorporated EdU

was visualized after conjugation with A-488 using a Click-

iT EdU Alexa fluor 488 kit (Life Technologies). The nuclei

were incubated in the Click-iT reaction cocktail for 30 min

according to the manufacturer’s instructions, washed with

two volumes of CLB, and pelleted. Finally, the nuclei were

resuspended in CLB containing 2 lg/mL DAPI, and fil-

tered through a 20-lm nylon filter (Partec) before flow

cytometry and sorting.
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Flow cytometry and sorting

Isolated nuclei were sorted and recovered with an InFlux

flow cytometer (BD Biosciences) as previously described

(Lee et al. 2010; Bass et al. 2014), except the nuclei were

sorted into 29 CLB without b-mercaptoethanol. Nuclei

prepared from the 0–1 mm root segments were sorted using

sub-stage gates to collect populations of EdU/A-488-la-

beled nuclei with DNA contents in a defined windows

corresponding to early, middle and late S-phase between

2C and 4C populations (Fig. 1). Endocycle nuclei were

sorted by similar procedures, except that 1–3 mm root

segments were used and collections were made in windows

between the 4C and 8C populations. Flow cytometry data

was analyzed using FlowJo software (Tree Star Inc., Ash-

land, OR, USA).

Preparation of samples for microscopy

Flow-sorted nuclei were obtained as described above,

gently pelleted and stored in 19 PBS buffer at 4 �C and

imaged within weeks or months of fixation with no

apparent degradation in morphology or signal. Prior to 3D

deconvolution microscopy imaging, fixed nuclei were re-

stained with 5 lg/mL DAPI for 10 min, briefly pelleted,

washed with 19 PBS supplemented with 1 mM DTT,

placed on glass slides, mounted in VectaShield (H-1000,

Vector laboratories), and sealed under 1.5 coverslips for 3D

deconvolution microscopy imaging. Three-dimensional

FISH was carried out using the 3D acrylamide FISH

method with fluorescent oligonucleotide probes as descri-

bed by Howe et al. (2013, and references therein).

Three-dimensional image data collection,

processing, and display

Images were recorded with a DeltaVision 3D deconvolu-

tion microscope (Applied Precision) with an Olympus IX-

70 wide-field microscope and a 609 NA 1.4 PlanApo

(Olympus) oil-immersion lens with 1.5X magnification.

Image data were oversampled in the X, Y and Z dimensions

with typical XYZ voxel dimensions of 0.07 9 0.07 9

0.2 lm. Grayscale images were recorded on a cooled-CCD

camera and 3D datasets were subjected to three-dimen-

sional iterative deconvolution (Chen et al. 1995), and

chromatic aberration correction prior to analysis and

measurements. The resulting 3D data sets were then

cropped around individual whole nuclei prior to 3-D

modeling and spatial analysis. The images presented were

adjusted for brightness and contrast by linear scaling, and

multiple-wavelength images were pseudo-colored.

Through-focus projections were made using the ‘average

intensity projection’ mode. Sequential projections were

made by dividing the total number of optical sections per

nucleus by five and making through-focus average pro-

jections for each fifth of the nucleus. Pseudo-colored

overlays were adjusted for brightness and contrast using

linear scaling with red for DAPI and green for A-488. High

resolution structured illumination OMX microscopy

(courtesy of A. Quintanilla, Applied Precision Inc.,) was

carried out using slides prepared by our group.

Measurements of 3-D image data

The program EditPolygon was used to trace the edges of

the nucleus (DAPI image) manually, drawing circles on

each optical section for a given nucleus. The Vol-

umeBuilder program was used to connect the polygon

series into a 3-D object with a closed and continuous sur-

face. The 3-D object files were used to measure the nuclear

volumes and center of intensity (intensity weighted center

of space) for the objects in the DAPI and A-488 images.

The distance between the centers of intensity for DAPI and

A-488 datasets was calculated using standard Euclidian

distance measurements. Measurements reported in Table 1

were tabulated separately for each combination of fixation/

buffer conditions (PBS vs. MBA) or for each type of

microscopy (3D deconvolution/DV vs. structured illumi-

nation/OMX).

Acknowledgments This work was supported by grants from the

National Science Foundation Plant Genome Research Program (NSF

IOS-1025830 to L.H.-B. and W.F.T.; and NSF IOS-1025954 to

H.W.B.). We acknowledge with pleasure many helpful discussions

with other members of our research groups, as well Rob Martienssen,

Matt Vaughn, Vishnu Dileep, and Dave Gilbert, in addition to tech-

nical assistance with OMX data collection by Adrian Quintella

(Applied Precision Inc.,/GE Healthcare).

Author contributions Author contributions included the develop-

ment of the experimental system (T.-.J.L., E.E.W., G.C.A., L.H.B.,

W.F.T.); the collection, labeling, and FACS-sorting of nuclei for

image analysis (T.-J.L., E.E.W., G.C.A.); microscopy (G.G.H.); the

analysis of 3D image data (G.G.H.,.H.W.B., S.R.J.); and the writing

of the manuscript (H.W.B., L.H.B., W.F.T.).

Compliance with ethical standards

Conflict of interest The authors declare that they have no conflict

of interest.

Open Access This article is distributed under the terms of the

Creative Commons Attribution 4.0 International License (http://crea

tivecommons.org/licenses/by/4.0/), which permits unrestricted use,

distribution, and reproduction in any medium, provided you give

appropriate credit to the original author(s) and the source, provide a

link to the Creative Commons license, and indicate if changes were

made.

Plant Mol Biol (2015) 89:339–351 349

123

http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/


References

Alabert C, Groth A (2012) Chromatin replication and epigenome

maintenance. Nat Rev Mol Cell Biol 13:153–167

Ananiev EV, Phillips RL, Rines HW (1998) Chromosome-specific

molecular organization of maize (Zea mays L.) centromeric

regions. Proc Natl Acad Sci USA 95:13073–13078

Aparicio OM (2013) Location, location, location: it’s all in the timing

for replication origins. Genes Dev 27:117–128

Bass HW, Wear EE, Lee TJ, Hoffman GG, Gumber HK, Allen GC,

Thompson WF, Hanley-Bowdoin L (2014) A maize root tip system

to study DNA replication programmes in somatic and endocycling

nuclei during plant development. J Exp Bot 65:2747–2756

Birchler JA, Bass HA (2009) Cytogenetics and chromosomal

structural diversity. In: Bennetzen J, Hake S (eds) The maize

handbook. Domestication, genetics and genomics, vol II.

Springer, New York, pp 163–167

Breuer C, Ishida T, Sugimoto K (2010) Developmental control of

endocycles and cell growth in plants. CurrOpin PlantBiol 13:654–660

Bryant J (2014) Cell cycling with the SEB: a personal view. J Exp Bot

65:2563–2572

Creighton HB, McClintock B (1931) A correlation of cytological and

genetical crossing over in Zea mays. Proc Natl Acad Sci USA

17:492–497

Chen H, Swedlow JR, Grote MA, Sedat JW, Agard DA (1995) The

collection, processing, and display of digital three-dimensional

images of biological specimens. In: Pawley JB (ed) Handbook of

biological confocal microscopy. Plenum Press, New York,

pp 197–210

Gilbert DM, Takebayashi SI, Ryba T, Lu J, Pope BD, Wilson KA,

Hiratani I (2010) Space and time in the nucleus: developmental

control of replication timing and chromosome architecture. Cold

Spring Harb Symp Quant Biol 75:143–153

Gindin Y, Valenzuela MS, Aladjem MI, Meltzer PS, Bilke S (2014) A

chromatin structure-based model accurately predicts DNA

replication timing in human cells. Mol Syst Biol 10:722

Howe ES, Murphy SP, Bass HW (2013) Three-dimensional acry-

lamide fluorescence in situ hybridization for plant cells. In:

Pawlowski WP, Grelon M, Armstrong SA (eds) Plant meiosis.

Methods and protocols. Humana Press, Clifton, pp 53–66

Jackson D, Wang X, Rudner DZ (2012) Spatio-temporal organization

of replication in bacteria and eukaryotes (nucleoids and nuclei).

Cold Spring Harb Perspect Biol 4:a010389

Julienne H, Zoufir A, Audit B, Arneodo A (2013) Human genome

replication proceeds through four chromatin states. PLoS

Comput Biol 9:e1003233

Kennedy BK, Barbie DA, Classon M, Dyson N, Harlow E (2000)

Nuclear organization of DNA replication in primary mammalian

cells. Genes Dev 14:2855–2868

Lee TJ, Pascuzzi PE, Settlage SB, Shultz RW, Tanurdzic M,

Rabinowicz PD, Menges M, Zheng P, Main D, Murray JAH,

Sosinski B, Allen GC, Martienssen RA, Hanley-Bowdoin L,

Vaughn MW, Thompson WF (2010) Arabidopsis thaliana

chromosome 4 replicates in two phases that correlate with

chromatin state. PLoS Genet, p 18

Leonhardt H, Rahn HP, Weinzierl P, Sporbert A, Cremer T, Zink D,

Cardoso MC (2000) Dynamics of DNA replication factories in

living cells. J Cell Biol 149:271–280

Liu R, Vitte C, Ma J, Mahama AA, Dhliwayo T, Lee M, Bennetzen

JL (2007) A GeneTrek analysis of the maize genome. Proc Natl

Acad Sci USA 104:11844–11849

Nakayasu H, Berezney R (1989) Mapping replicational sites in the

eucaryotic cell nucleus. J Cell Biol 108:1–11

Nordman J, Orr-Weaver TL (2012) Regulation of DNA replication

during development. Development 139:455–464

O’Keefe RT, Henderson SC, Spector DL (1992) Dynamic organiza-

tion of DNA replication in mammalian cell nuclei: spatially and

temporally defined replication of chromosome-specific alpha-

satellite DNA sequences. J Cell Biol 116:1095–1110

Pope BD, Gilbert DM (2013) The replication domain model:

regulating replicon firing in the context of large-scale chromo-

some architecture. J Mol Biol 425:4690–4695

Pryor A, Faulkner K, Rhoades MM, Peacock WJ (1980) Asyn-

chronous replication of heterochromatin in maize. Proc Natl

Acad Sci USA 77:6705–6709

Rhind N, Gilbert DM (2013) DNA Replication timing. Cold Spring

Harb Perspect Med 3:1–26

Roudier F, Ahmed I, Berard C, Sarazin A, Mary-Huard T, Cortijo S,

Bouyer D, Caillieux E, Duvernois-Berthet E, Al-Shikhley L,

Giraut L, Despres B, Drevensek S, Barneche F, Derozier S,

Brunaud V, Aubourg S, Schnittger A, Bowler C, Martin-

Magniette ML, Robin S, Caboche M, Colot V (2011) Integrative

epigenomic mapping defines four main chromatin states in

Arabidopsis. EMBO J 30:1928–1938

Ryba T, Hiratani I, Lu J, Itoh M, Kulik M, Zhang J, Schulz TC,

Robins AJ, Dalton S, Gilbert DM (2010) Evolutionarily

conserved replication timing profiles predict long-range chro-

matin interactions and distinguish closely related cell types.

Genome Res 20:761–770

Samaniego R, de la Torre C, Diaz Moreno, de la Espina S (2002)

Dynamics of replication foci and nuclear matrix during S phase

in Allium cepa L. cells. Planta 215:195–204

SanMiguel P, Tikhonov A, Jin YK, Motchoulskaia N, Zakharov D,

Melake-Berhan A, Springer PS, Edwards KJ, Lee M, Avramova

Z, Bennetzen JL (1996) Nested retrotransposons in the intergenic

regions of the maize genome. Science 274:765–768

Schnable PS, Ware D, Fulton RS, Stein JC, Wei FS, Pasternak S,

Liang CZ, Zhang JW, Fulton L, Graves TA, Minx P, Reily AD,

Courtney L, Kruchowski SS, Tomlinson C, Strong C, Dele-

haunty K, Fronick C, Courtney B, Rock SM, Belter E, Du FY,

Kim K, Abbott RM, Cotton M, Levy A, Marchetto P, Ochoa K,

Jackson SM, Gillam B, Chen WZ, Yan L, Higginbotham J,

Cardenas M, Waligorski J, Applebaum E, Phelps L, Falcone J,

Kanchi K, Thane T, Scimone A, Thane N, Henke J, Wang T,

Ruppert J, Shah N, Rotter K, Hodges J, Ingenthron E, Cordes

M, Kohlberg S, Sgro J, Delgado B, Mead K, Chinwalla A,

Leonard S, Crouse K, Collura K, Kudrna D, Currie J, He RF,

Angelova A, Rajasekar S, Mueller T, Lomeli R, Scara G, Ko A,

Delaney K, Wissotski M, Lopez G, Campos D, Braidotti M,

Ashley E, Golser W, Kim H, Lee S, Lin JK, Dujmic Z, Kim W,

Talag J, Zuccolo A, Fan C, Sebastian A, Kramer M, Spiegel L,

Nascimento L, Zutavern T, Miller B, Ambroise C, Muller S,

Spooner W, Narechania A, Ren LY, Wei S, Kumari S, Faga B,

Levy MJ, McMahan L, Van Buren P, Vaughn MW, Ying K,

Yeh CT, Emrich SJ, Jia Y, Kalyanaraman A, Hsia AP,

Barbazuk WB, Baucom RS, Brutnell TP, Carpita NC, Chaparro

C, Chia JM, Deragon JM, Estill JC, Fu Y, Jeddeloh JA, Han YJ,

Lee H, Li PH, Lisch DR, Liu SZ, Liu ZJ, Nagel DH, McCann

MC, SanMiguel P, Myers AM, Nettleton D, Nguyen J, Penning

BW, Ponnala L, Schneider KL, Schwartz DC, Sharma A,

Soderlund C, Springer NM, Sun Q, Wang H, Waterman M,

Westerman R, Wolfgruber TK, Yang LX, Yu Y, Zhang LF,

Zhou SG, Zhu Q, Bennetzen JL, Dawe RK, Jiang JM, Jiang N,

Presting GG, Wessler SR, Aluru S, Martienssen RA, Clifton

SW, McCombie WR, Wing RA, Wilson RK (2009) The B73

maize genome: complexity, diversity, and dynamics. Science

326:1112–1115

Sparvoli E, Levi M, Rossi E (1994) Replicon clusters may form

structurally stable complexes of chromatin and chromosomes.

J Cell Sci 107(Pt 11):3097–3103

350 Plant Mol Biol (2015) 89:339–351

123



Takatsuka H, Umeda M (2014) Hormonal control of cell division and

elongation along differentiation trajectories in roots. J Exp Bot

65:2633–2643

Taylor JH, Woods PS, Hughes WL (1957) The organization and

duplication of chromosomes as revealed by autoradiographic

studies using tritium-labeled thymidine. Proc Natl Acad Sci USA

43:122–128

van Dierendonck JH, Keyzer R, van de Velde CJ, Cornelisse CJ

(1989) Subdivision of S-phase by analysis of nuclear 5-bromod-

eoxyuridine staining patterns. Cytometry 10:143–150

Van’t Hof J, Bjerknes CA (1979) Chromosomal DNA replication in

higher plants. Bioscience 29:18–22

Zink D (2006) The temporal program of DNA replication: new

insights into old questions. Chromosoma 115:273–287

Plant Mol Biol (2015) 89:339–351 351

123



Bass et al. Supplemental Table 1.  Page 1 of 2 

 
Supplemental Table 1.  3D movie files of optical sections from image datasets of DAPI 

and A488 at Early-, Middle-, or Late-S phase maize root tip nuclei. 
 

S-phase 
substage 

Wavelength, 
filter sets 

Fluorescent dye 
(molecules 

imaged) 
Optical section 

colors Movie or Source file 

EARLY 
(Fig 4A) DAPI DAPI 

(total DNA) grey-scale ZmRootBFA_EarlyS__DAPI 

 FITC 
Alexa-488 
(EdU-labeled 
DNA) 

grey-scale ZmRootBFA_EarlyS__FITC 

 DF, 
DAPI & FITC 

DAPI (DNA) & 
Alexa-488 (EdU) 

pseudo-color 
(mg = magenta & green; 
rg = red & green) 

ZmRootBFA_EarlyS_DFmg 
 
ZmRootBFA_EarlyS_DFrg 

 DAPI & FITC DAPI (DNA) & 
Alexa-488 (EdU) 

DeltaVision 3D source 
file, (.dv) ZmRootBFA_EarlyS_DF.dv 

MIDDLE 
(Fig. 4B) 

D, 
DAPI 

DAPI 
(total DNA) grey-scale ZmRootBFA_MidS__DAPI 

 F, 
FITC 

Alexa-488 
(EdU-labeled 
DNA) 

grey-scale ZmRootBFA_MidS__FITC 

 DF, 
DAPI & FITC 

DAPI (DNA) & 
Alexa-488 (EdU) 

pseudo-color 
(mg = magenta & green; 
rg = red & green) 

ZmRootBFA_MidS_DFrg 
 
ZmRootBFA_MidS_DFmg 

 DAPI & FITC DAPI (DNA) & 
Alexa-488 (EdU) 

DeltaVision 3D source 
file, (.dv) ZmRootBFA_MidS_DF.dv 

LATE 
(Fig. 4C) 

D, 
DAPI 

DAPI 
(total DNA) grey-scale ZmRootBFA_LateS__DAPI 

 F, 
FITC 

Alexa-488 
(EdU-labeled 
DNA) 

grey-scale ZmRootBFA_LateS__FITC 

 DF, 
DAPI & FITC 

DAPI (DNA) & 
Alexa-488 (EdU) 

pseudo-color 
(mg = magenta & green; 
rg = red & green) 

ZmRootBFA_LateS_DFrg 
 
ZmRootBFA_LateS_DFmg 

 DAPI & FITC DAPI (DNA) & 
Alexa-488 (EdU) 

DeltaVision 3D source 
file, (.dv) ZmRootBFA_LateS_DF.dv 
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Table Notes: 

Three different nuclei (Fig. 4A-C), displayed in various movie formats (see online 

supplemental materials), were from Meiocyte BufferA (MBA) plus formaldehyde-fixed 0-

1 mm section of pulse-labeled maize seedling root tips.  The 3D deconvolution datasets 

were cropped in 3 dimensions around each nucleus.  Exported quicktime movies step 

through the optical Z-sections the nuclei, shown as grey-scaled or pseudo-color as 

listed in the table.  The  image  wavelengths  are  designated  “D”  for  the  DAPI  channel  

images  (DAPI  dye)  showing  total  DNA/chromatin  or  “F”  for  the  FITC channel images 

(Alexa-488 dye) showing locations of EdU incorporation into newly synthesized DNA 

incorporated during the EdU labeling pulse.  Colored sections use either red or magenta 

for the DAPI image, and green for the FITC/A-488 image.  Also included are links to the 

source DeltaVision datasets (.dv files).  Scale bars are 1 micron. 
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