International Journal of

S
Molecular Sciences

Article

Frequent Spindle Assembly Errors Require Structural
Rearrangement to Complete Meiosis in Zea mays

Jodi D. Weiss !, Shelby L. McVey (7, Sarah E. Stinebaugh !, Caroline F. Sullivan 1, R. Kelly Dawe %3

and Natalie J. Nannas 1*

check for
updates

Citation: Weiss, ].D.; McVey, S.L.;
Stinebaugh, S.E.; Sullivan, C.F.; Dawe,
RK.; Nannas, N.J. Frequent Spindle
Assembly Errors Require Structural
Rearrangement to Complete Meiosis
in Zea mays. Int. J. Mol. Sci. 2022, 23,
4293. https://doi.org/10.3390/
ijms23084293

Academic Editor: George Zachos

Received: 14 March 2022
Accepted: 5 April 2022
Published: 13 April 2022

Publisher’s Note: MDPI stays neutral
with regard to jurisdictional claims in
published maps and institutional affil-

iations.

Copyright: © 2022 by the authors.
Licensee MDPI, Basel, Switzerland.
This article is an open access article
distributed under the terms and
conditions of the Creative Commons
Attribution (CC BY) license (https://
creativecommons.org/licenses /by /
4.0/).

1 Department of Biology, Hamilton College, Clinton, NY 13323, USA; jodi.weiss.jw@gmail.com (J.D.W.);
smcvey@hamilton.edu (S.L.M.); sstinebaugh718@gmail.com (S.E.S.); carolinefsullivan@gmail.com (C.ES.)

2 Department of Genetics, University of Georgia, Athens, GA 30602, USA; kdawe@uga.edu

3 Department of Plant Biology, University of Georgia, Athens, GA 30602, USA

*  Correspondence: njnannas@hamilton.edu

Abstract: The success of an organism is contingent upon its ability to faithfully pass on its genetic
material. In the meiosis of many species, the process of chromosome segregation requires that bipolar
spindles be formed without the aid of dedicated microtubule organizing centers, such as centrosomes.
Here, we describe detailed analyses of acentrosomal spindle assembly and disassembly in time-lapse
images, from live meiotic cells of Zea mays. Microtubules organized on the nuclear envelope with
a perinuclear ring structure until nuclear envelope breakdown, at which point microtubules began
bundling into a bipolar form. However, the process and timing of spindle assembly was highly
variable, with frequent assembly errors in both meiosis I and II. Approximately 61% of cells formed
incorrect spindle morphologies, with the most prevalent being tripolar spindles. The erroneous
spindles were actively rearranged to bipolar through a coalescence of poles before proceeding to
anaphase. Spindle disassembly occurred as a two-state process with a slow depolymerization,
followed by a quick collapse. The results demonstrate that maize meiosis I and II spindle assembly is
remarkably fluid in the early assembly stages, but otherwise proceeds through a predictable series
of events.
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1. Introduction

The faithful segregation of chromosomes during cell division is critical for an or-
ganism’s viability and fertility. Mistakes in this process lead to aneuploidy [1], which is
associated with tumorigenesis and metastasis in mitotic cells [2,3]. Aneuploidy in meio-
sis, the specialized cell division that produces haploid gametes, is the leading cause of
congenital birth defects and miscarriage [4]. Eukaryotic chromosomes are segregated in
mitosis and meiosis by the spindle, a cytoskeletal structure composed of microtubules
that polymerize dynamically with the addition of x- and 3-tubulin monomers. Spindle
microtubules are organized into bipolar arrays with their minus ends clustered at the poles
and their plus ends reaching into the midzone, where they attach to chromosomes [5].
Assembly of a bipolar spindle is critical for accurate chromosome segregation. Errors in
the assembly process can lead to aberrant spindle structures, such as multipolar spindles,
which are often seen in cancer cells [6], and the inhibition of spindle assembly dynamics
with small molecule inhibitors leads to severe chromosome mis-segregation [7]. In studies
of live human oocytes, unstable meiosis I spindles with multipolar or apolar morphologies
yielded high rates of segregation defects as well [8].

Spindle assembly in mitotic and male meiotic animal cells is mediated by centro-
somes, which are specialized microtubule organizing centers (MTOCs) localized in the
cytoplasm [9]. After the S phase, duplicated centrosomes migrate to opposite sides of the
cells, where they nucleate microtubules, and establish a bipolar spindle by polymerizing
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outward to attach chromosomes in a “search and capture” mechanism [10]. However, not
all cell types and species possess centrosomes; female meiotic cells in humans and other
mammals [11], C. elegans [12], Drosophila [13], Xenopus [14] and most plants [15] lack these
structures. It is likely that the lack of centrosomes makes the spindle assembly process
more error prone in the early stages [8,16-18]. Studies on live human oocytes showed
that more than 80% of cells initially formed multipolar or apolar spindles that required
correction [8], and spindle assembly in mouse oocytes requires the active fragmentation
and rearrangement of MTOCs into two poles [16,17]. Despite this evidence suggesting a
more error-prone process, the mechanisms of acentrosomal spindle assembly are still not
as well understood.

In most female animal meiosis, spindles are self-assembled after nuclear envelope
breakdown (NEBD), through microtubule nucleation near chromosomes and at dispersed
cytoplasmic MTOCs [9,19-21]. These cytoplasmic MTOCs are small asters, comprising
a y-tubulin, a specialized version of tubulin monomers that promote radial growth of
microtubules [22]. Human oocytes appear to use only chromatin-based nucleation, as
spindle assembly initiates solely from asters located within the chromosome mass [8].
Microtubule nucleation near chromatin has been shown to be regulated by the small GTPase
Ran and its associated pathway, as well as the Chromosome Passenger Complex, which
includes the Aurora B kinase, known for its role in monitoring chromosome attachments
to the spindle [23]. With the help of microtubule-associated proteins (MAPs), nucleated
microtubules are rearranged and bundled, orienting minus ends towards poles in a “slide
and cluster” mechanism [24]. Acentrosomal spindles are thought to have a more fluid
structure than their centrosomal counterparts, since their assembly relies on restructuring
microtubules into an ordered array [24].

Plants lack centrosomes entirely; all cell divisions, including mitosis, female meiosis
and male meiosis, occur with acentrosomal spindles [25,26]. Data from maize [27] and
Haemanthus [28,29] suggest that the plant acentrosomal assembly process may be different
from animals, with microtubules initially organizing on the nuclear envelope, then bundling
among the chromosomes after NEBD. Most of our understanding of plant spindle assembly
dynamics come from studies of live mitosis in maize [30,31], Arabidopsis [32], cultured
tobacco cells [33] and the moss P. patens [34]. Live imaging of plant meiosis has been more
limited, with studies focusing on chromosome dynamics, including rapid movements in
prophase I [35,36] or segregation in anaphase I and II [37-39], rather than spindle dynamics.
Understanding meiotic-specific spindle assembly is critical, as fixed studies have shown
that spindle structure can be dramatically different between meiosis and mitosis. Maize, for
example, has a narrow meiotic spindle, with highly focused poles compared to the broad,
barrel-shape of mitotic spindles [27,40].

A recent study by Prusicki et al. established a live meiotic imaging system in Ara-
bidopsis that followed cells from meiotic entry to the final gametes, using fluorescently
tagged microtubules (3-tubulin-RFP) and chromatin (Rec8-GFP, a meiosis-specific cohesin
component) [41]. By tracking the phenotypic changes of five cellular parameters, including
cell shape, microtubule arrays, nucleus and nucleolus position and chromatin condensation,
they defined 11 stages or “meiotic landmarks”. They demonstrated that the landmarks
could be used to characterize Arabidopsis meiotic mutants and their dynamic phenotypes
not captured with fixed imaging. We sought to establish a similar understanding of meiotic
progression in maize, given its importance as a model system for meiosis [42] and the
large number of identified meiotic mutants whose molecular functions remain uncharacter-
ized [42—44]. While Prusicki et al. observed the entire meiotic progression, we focused on
capturing spindle dynamics with increased spatial and temporal resolution. A recent study
of fixed specimens by Xue et al. suggests this process is highly error prone, similar to female
animal meiosis [18]. They identified multipolar spindles in wild-type rice, maize, tomato
and Arabidopsis cells, and concluded active correction must occur because the final meiotic
products did not display phenotypic errors [18]. However, these presumed correction
events have yet to be directly observed.
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Here, we used a live-cell imaging approach [38,39] to visualize maize meiotic spindle
assembly in real time. The data confirm the observations of Xue et al. (2019), by demon-
strating a high incidence of multipolar spindles in both meiosis I and II that are actively
corrected to bipolar form before proceeding to anaphase. Assembly error rates were similar
to animal meiosis [8,20], but the assembly process was significantly faster, with a time
scale of minutes compared to hours. Consistent with prior results [27,29,32,41,45,46], we
find that spindle assembly begins with a perinuclear ring of microtubules on the nuclear
envelope that collapses into nuclear space upon NEBD and organizes into a bipolar spindle.
We extended our observations to include the spindle disassembly, and found a two-state
process, with a switch from slow depolymerization to fast collapse, whereas the phragmo-
plast, the microtubule-based plant cytokinesis structure [47], expanded at a constant rate.
We observed structural fluidity through the correction of many erroneous morphologies, in-
cluding apolar, tripolar and multipolar spindles; in one instance, two independent spindles
fused within a cell. Our observations also showed that meiosis I and II spindle dynamics
are indistinguishable and, thus, error correction is inherent to the spindle assembly process.

2. Results

We previously demonstrated a method for imaging live maize meiotic cells under-
going chromosome segregation using CFP-p-tubulin to label microtubules and SYT012-
labelled chromosomes [38,39]. Here, we used the imaging method to investigate the
dynamics of wild-type meiotic spindle assembly and disassembly. We previously con-
firmed that the CFP-tubulin (3-TUB1) tag does not affect spindle dynamics, nor are the
isolated meiotic cells disrupted or compressed by imaging conditions [38]. Live cells
were imaged over time in three dimensions. A total of 75 cells (55 meiosis I and 20 meio-
sis II cells) were imaged undergoing spindle assembly and 76 cells (62 meiosis I and
14 meiosis II cells) were imaged disassembling the spindle and establishing a phragmoplast.
All quantification and analysis presented below is based on these live cells. Example
movies of spindle assembly (Supplemental Movies S1 and S2), chromosome congression
(Supplemental Movie S3), error correction (Supplemental Movies S6-510), disassembly
(Supplemental Movies 54 and S5), and the full process (Supplemental Movies 511 and 512)
can be found in the Supplemental Materials.

2.1. Spindle Assembly Dynamics in Male Meiosis I and Meiosis II

In both meiosis I and II cells, the nuclear envelope collapses, the spindle assembles in
the former nuclear space, and the poles become tightly focused (Figure 1A,B, Supplemental
Movies S1 and 52). The process of spindle assembly was categorized into five stages to assist
quantification (Figure 2A). Microtubules are visible on the periphery of the nuclear envelope
in prophase of both meiosis I (Figure 1A, T = 0 min) and meiosis II (Figure 1B, T = 0 min),
and extend radially into the cytoplasm. This structure has been previously identified in
multiple species as a perinuclear microtubule ring [27,32-34,48]. Upon nuclear envelope
breakdown (NEBD), microtubule bundles collapse into the nuclear space (Figure 1A,
T =7 min; Figure 1B, T = 0 and 5 min bottom cell, T =5 and 10 min top cell). NEBD time was
measured as the time from intact nuclear envelope (stage 1) to fully collapsed microtubules
in the nuclear space (stage 2). Average NEBD time for meiosis I was 10.6 £ 3.3 min and
9.4 &+ 3.0 min for meiosis II (no statistically significant difference, p-value > 0.05, t-test).
Meiosis I and II cells have a similar distribution of NEBD times, with no difference in
variation (Figure 2B).
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Figure 1. Live assembly of male maize meiosis I and meiosis II spindles. Live assembly of meiotic
spindles were imaged using CFP-tubulin (3-TUB1) to label microtubules (green). The cell volume can
be seen due to visible diffuse unincorporated CFP-tubulin monomers in the cytoplasm. (A) Example
movie of meiosis I spindle assembly. (B) Example movie of meiosis II spindle assembly. (C) A single
spindle forms in each meiosis II cell, but assembly results in spindles oriented parallel to each other
(panel 1). Of all imaged cells (n = 75 total), only a single instance of non-parallel meiosis II spindles
was observed (panel 2). Viewed in 3D, the spindles can be seen in a perpendicular orientation (panel
3); a cross-sectional view of the top spindle is seen in panel 3 as the 3D orientation is looking down
the length of the spindle. Chromosomes are shown in magenta in panel 2 and Scale bars: 10 um.



Int. . Mol. Sci. 2022, 23, 4293

50f19

A NEBD Assembly Pole Focus
I 1T 1T 1
Stage 1 Stage 2 Stage 3 Stage 4 Stage 5
B 80% ¢ 60%
mMeiosis | ) m Meiosis |
o 05! 2
% 60% OMeiosis Il 8 40% o Meiosis Il
o Y
S 40% =
R 0%
X 20% ’
0% 0%
0 5 10 15 20 5 10 15 20 25 30 35 40 45
NEBD Time (min) (stage 1-2) Assembly Time (min) (stage 2-4)
D E = 35
60% g . o
mMeiosis | = . o .-
2L 40% O Meiosis |1 5 30 ° 0.
0] = 0 ®
o o) o o ®
“— B .»
S 20% © 25 <1
=S 5 ° R2 =0.4758
c o
0% a
o 20
0 5 10 15 20 25 25 30 35 40

Pole Focus Time (min) (stage 4-5)

Perinuclear ring diameter (um)

Figure 2. Dynamics of meiotic spindle assembly. (A) Meiotic spindle assembly is grouped into
five stages; microtubules are shown in green and cell outline in black. Stage 1: nuclear envelope
with surrounding microtubules. Nuclear envelope breakdown (NEBD) occurs in the transition from
stage 1 to stage 2: collapse of microtubules into the nuclear space. Spindle assembly occurs from
stage 2 through stage In stage 3, a spindle shape is emerging and by stage 4, a bipolar spindle with
broad poles is visible. From stage 4 to the final stage 5 (fully formed bipolar spindle), the poles are
focused to tight points. (B) Histogram of the NEBD time (stage 1-2) in meiosis I (black) and meiosis
II (gray) cells. (C) Histogram of spindle assembly time (stage 2—4) in meiosis I and meiosis II cells.
(D) Histogram of spindle pole focusing time (stage 4-5). (E) Linear correlation of spindle length with
perinuclear ring diameter in meiosis I (black) and meiosis II (gray) cells (1 = 18).

Spindles assemble in the nuclear space, initially creating a barrel shape with irregular
microtubule structure (stage 3, Figure 1A T = 14, Figure 1B top cell T = 10-15min, bottom cell
T = 5-10 min) that is organized into parallel microtubule bundles with a bipolar form (stage
4, Figure 1A T = 21, Figure 1B top cell T = 20 min, bottom cell T = 15 min). The time from
collapsed microtubules (stage 2) to bipolar spindle (stage 4) was considered the spindle
assembly time (Figure 2A). The average assembly time for meiosis I was 22.9 £ 9.6 min
and 18.9 £ 5.5 min for meiosis II. While these averages are not statistically different, with
a 95% confidence level cut-off (p-value = 0.06, t-test), the variance in assembly time is
statistically different, with a greater variance in meiosis I assembly time (p-value = 0.03,
f-test). The variance can be seen in the histogram plot (Figure 2C), where meiosis I has a
broader distribution of assembly times than meiosis II, which has a defined peak at 15 min.

After creating a bipolar form, the spindle poles focus into tight points (stage 4-5).
The focusing of the spindle poles is a uniquely meiotic feature, as mitotic plant spindles
remain barrel shaped throughout chromosome segregation [28,30,32,45,49]. The average
pole focusing time was 13.2 £ 3.9 min for meiosis I and 13.7 & 4.6 min for meiosis II (no
statistical difference, p-value > 0.05, t-test), and they have a similar distribution of pole
focusing time, with no difference in variation (Figure 2D).

Total spindle assembly time was defined as the time from NEBD to a bipolar spindle
with focused poles (stage 1-5). Total spindle assembly time was the same in meiosis I
(46.7 £ 9.8 min) and meiosis II cells (41.9 £ 8.1 min) (not statistically different, p-value > 0.05,
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t-test) (Figure 2E). A single spindle formed inside each cell, and in paired meiosis II cells,
spindles formed in a parallel configuration (Figure 1C, panel 1). Of all imaged cells
(n =75 total), only a single instance of non-parallel meiosis II spindles was observed (panel
2). The perpendicular orientation can be seen with a cross-sectional view of the top spindle
(panel 3). Spindles did not elongate during assembly. Instead, microtubules within the
perinuclear ring appear to shuffle their arrangement into a bipolar spindle. The length of
the assembled spindle correlates with the diameter of the perinuclear ring (R? = 0.4758),
with spindle length approximately equal to the diameter of the ring (spindle length is
slightly shorter, on average 94.8% of ring diameter) (Figure 2E).

2.2. Meiotic Chromosome Congression Dynamics

During spindle assembly, chromosomes congress and align on the forming spindle
(Figure 3, Supplemental Movie S3). After NEBD, chromosomes previously contained
within the nucleus (T = 0 min) are unrestrained and individual chromosomes can be
resolved (T =10 min). Chromosomes congress to the midzone of the forming spindle
(T = 1040 min), where they display a tight alignment at the spindle equator until the
metaphase-to-anaphase transition. Average chromosome congression time is 30.4 & 8.7 min
for meiosis I and 29.0 & 5.5 min for meiosis II (no statistical difference, p-value > 0.05,
t-test). Once spindle assembly is complete and chromosomes have congressed to the
equator, there is a pause in metaphase before the onset of anaphase. This metaphase
hold time is 15.0 + 10.5 min for meiosis I and 22.5 + 3.5 min for meiosis II (no statistical
difference, p-value > 0.05, t-test) (Figure 3B). Congression also occasionally failed under
our culture conditions (n = 3/63 observed cells) and individual chromosomes could be
seen near spindle poles (Figure 3C). Cells with misaligned chromosomes did not proceed
to anaphase.

40 u Meiosis |
O Meiosis I

10

0
Chromosome Metaphase
Congression Hold Time

Figure 3. Dynamics of chromosome congression and alignment on the spindle. (A) Example movie

Time (minutes)

of chromosome congression dynamics during spindle assembly; chromatin (magenta) labelled via
SYTOTop panel: overlay microtubules (green) and chromosomes (magenta); bottom panel: chro-
mosomes alone. (B) Average chromosome congression time and metaphase hold time; error bars
represent standard deviation. (C) Example images of failed chromosome congression; congression
failed in 3 of 63 cells. Scale bars: 10 um.
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2.3. Spindle Disassembly Dynamics and Phragmoplast Expansion in Meiosis I and 11

After successful chromosome alignment in the metaphase, spindles mediate chromo-
some segregation in anaphase. The dynamics of anaphase chromosome movement were
previously analyzed [38], and here, we focused on the microtubule-based dynamics of spin-
dle disassembly and phragmoplast expansion. Example movies of meiosis I and II disassem-
bly and phragmoplast expansion are shown in Figure 4 (Supplemental Movies 54 and S5);
the process was categorized into four stages (Figure 5A). Disassembly begins at the transi-
tion from metaphase (stage 5, Figure 4A,B T = 0-5 min) to the onset of anaphase (stage 6,
Figure 4A T = 5 min, Figure 4B T = 5 min, top cell), characterized by depolymerization of
kinetochore microtubules. Kinetochore microtubules are fully disassembled when chro-
mosomes reach the spindle poles (stage 7, Figure 4A T = 10 min, 4B T = 10 min top cell,
T = 5 min bottom cell) and disassembly concludes when interpolar microtubules disappear.
Phragmoplast formation begins in telophase, with a bright disk of microtubules located
midway between chromosome masses (stage 8, Figure 4A T = 15 min, 4B T = 15 min top
cell, T = 20 min bottom cell) and expands radially outward toward the cell cortex (stage
9, Figure 4 T = 35 min). Spindle disassembly is defined as the time from the initiation of
anaphase (stage 6) to the appearance of the phragmoplast disk (stage 8). Phragmoplast
expansion is defined as the time from appearance (stage 8) to the completion of outward
expansion to the cell cortex (stage 9). The average spindle disassembly time for meiosis I is
16.2 & 3.5 min and 14.6 £ 3.1 min for meiosis II (not statistically different, p-value > 0.05,
t-test) (Figure 5D). Both meiosis I and II had a normal distribution of disassembly times
(Figure 2B). Disassembly of the spindle showed a unique two-state process with a rate
change near the end of disassembly. Beginning at the metaphase-to-anaphase transition,
spindle length gradually decreased at a rate of 0.45 um/min for approximately 15 min,
then exhibited a quick collapse (4.3 um/min) in the final 5 min (Figure 5E). The rate change
was observed in all cells, and the difference was statistically significant (p-value < 0.001,
t-test).

The phragmoplast expansion rate was constant at 0.85 um/min, and the total expan-
sion time in meiosis I was 41.9 & 11.8 min and 33.6 % 3.8 min in meiosis II. The difference
in time is statistically significant (p < 0.001, t-test) (Figure 5D). The variance in meiosis I
phragmoplast expansion time is also greater than meiosis I, as can be seen in the broader
distribution of times (Figure 5C, p = 0.001, f-test). Meiosis II cells are hemi-spherical, with
spindles orienting along the longer length (blue line) and phragmoplasts expanding perpen-
dicular to this dimension (red line) (Figure 5G). Average cell diameter in the phragmoplast
dimension (red line) is shorter in meiosis II cells compared to meiosis I cells (28.4 = 4.3 pm
vs. 34.7+ 8.0 um vs., p < 0.01, t-test). Additionally, expansion time correlates with this
length (R? = 0.7592); meiosis I cells are plotted in black and meiosis II cells are plotted in
gray (Figure 5F). A longer expansion time is required to build a larger phragmoplast to
reach the cell cortex in the larger meiosis I cells.
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Figure 4. Live disassembly of meiotic spindles and phragmoplast formation. Disassembly of meiotic
spindles and the formation of the phragmoplast was imaged using CFP-tubulin (3-TUB1) to label
microtubules (green) and SYTO12 to label chromosomes (magenta). (A) Example movie of meiosis
I spindle disassembly (T = 0-15 min) and phragmoplast expansion (T = 15-35 min). (B) Example
movie of meiosis II spindle disassembly (0-10 min) and phragmoplast formation (10-35 min). Scale
bars: 10 pm.
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Figure 5. Dynamics of meiotic spindle disassembly and phragmoplast expansion. (A) Meiotic spindle
disassembly and phragmoplast expansion is grouped into four stages. Metaphase cells (stage 5)
undergo the metaphase-to-anaphase transition (M-A transition) and begin depolymerization of
kinetochore microtubules (stage 6) to pull chromosomes apart. Kinetochore microtubules are fully
disassembled when chromosomes reach the spindle poles (stage 7) and disassembly concludes when
interpolar microtubules disappear (stage 8). Phragmoplast formation begins with a nucleating disk
(stage 8) that expands radially outward toward the cell cortex (stage 9). (B) Histogram of spindle
disassembly times (stage 6-8) in meiosis I (black) and meiosis II (gray) cells. (C) Histogram of
phragmoplast expansion time (stage 8-9) in meiosis I (black) and meiosis II (gray) cells. (D) The
average disassembly time and phragmoplast expansion time; error bars represent standard deviation.
* denotes p-value < 0.001, t-test (E) Spindle length plotted through disassembly time; time is adjusted
with T = 0 representing the inflection point between slow (green) and fast (yellow) depolymerization
phase (yellow). Displayed depolymerization rates are the calculated slope of each phase; error bars
represent standard deviation. (F) Linear correlation of cell diameter and phragmoplast expansion
time. R? value calculated for total cell population of meiosis I (black) and meiosis II (gray) cells
(n = 47). (G) Phragmoplasts expansion axis (red line) is perpendicular to former spindle axis (blue);
correlation plot in (F) uses phragmoplast-oriented cell diameter (red line). Scale bar: 10pum.

2.4. Frequent Errors in Spindle Assembly Require Active Correction

Live imaging of meiotic spindle assembly revealed that the process is error prone, with
frequent instances of multi-polar spindles that were corrected into the bipolar form. After
NEBD, initial spindle assembly yielded a variety of morphologies; example images are
shown in Figure 6A, with white arrows marking spindle poles. Tripolar spindles were the
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most prevalent morphology, observed in 45% of cells (Figure 6A panel 1 and 2, Figure 6B,
Supplemental Movies S6 and S7). The assembly of multipolar spindles (more than three)
was observed in 9% of cells (Figure 6A panel 4, Figure 6B, Supplemental Movie S9) and
spindles with no clear polarity were observed in 7% of cells (Figure 6A, panel 3, Figure 6B,
Supplemental Movie S8). Spindles were initially formed in the correct bipolar morphology
in only 39% of observed assemblies. Of the non-bipolar spindles, 85% (n = 39/45) corrected
the initial assembly error during the period of observation. The remaining cells failed to
correct the error and did not proceed to anaphase during observation.

A

Initial Spindle Assembly
80%
_ © 60% mAssembly Error
Bipolar Tripolar g BNo Assembly Eror
39% 45% 5 40%
ES
20%
0%
Unknown . 5 10 15 20 25 30 35 40 45
7% Multipolar Time (minutes)
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Figure 6. Characterization of spindle assembly errors and correction dynamics. (A) Examples of
incorrect spindle morphology in meiosis I (panel 1-3) and meiosis II (panel 4): tripolar spindles
(panel 1, 2, bottom cell in panel 4), unknown polarity (panel 3), and multipolar (top cell in panel
4). White arrows indicate poles. Scale bars: 10 um. (B) Distribution of initial spindle morphologies:
bipolar spindles (green) form only 39% of the time (n = 27/70), and the remaining assemblies contain
errors (red), the most frequent being tripolar (n = 32/70). (C) Histogram of spindle assembly time;
same data as Figure 2C but categorized by errors in assembly revealing two distinction populations.
(D) Comparison of assemblyt dynamic parameters by error status. * denotes p-value < 0.001, ¢-
test (E) Total assembly time in error and no error cells; breakdown by stage: NEBD (pink), initial
assembly (dark blue), correction time (light blue), and pole focus (green). Error bars represent
standard deviation. * denotes p-value < 0.001, ¢-test (F) Same stage breakdown analysis as displayed
in (E) but separated by each population: meiosis I no error, meiosis I error, meiosis Il no error, meiosis
II error. * denotes p-value < 0.05, t-test (G) Correction of tripolar spindles by fusion of poles (black
arrow). Fusion always occurred between poles separated by the smallest angle (A); average angle
measurements displayed.

Time (minutes)
w
o
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The histogram plot of spindle assembly time (stage 2—4) showed a broad distribution of
times that was not correlated to meiotic stage (Figure 2C). The distribution appears bimodal,
with a peak around 15 min and a peak around 25 min, so we tested whether the dataset
consists of two separate populations: a population of cells that initiated spindle assembly
correctly and a population that had an error in initial spindle assembly. When plotted as
these two populations (Figure 6C), the peaks are statistically different (p-value < 0.001, ¢-
test). The average assembly time for spindles with no errors is 14.6 & 2.9 min and assembly
time for spindles with errors is 29.0 £ 6.3 min (Figure 6C). The variance in assembly time is
also significantly greater in cells with errors (p-value < 0.001, f-test). Reanalyzing all of the
dynamic parameters by the presence of errors (Figure 6D) showed that the increase in total
assembly time (52.4 £ 6.0 min error vs. 37.7 & 7.1 min no-error, p-value < 0.001, t-test) is
due solely to increased time spent in stages 2-There was no difference in NEBD or pole
focusing time (p-values > 0.05, t-test), but the time required to congress chromosomes was
greater in cells with errors (33.1 &£ 7.7 min vs. 24.1 & 5.3 min, p-value < 0.001, ¢-test).

Analysis of the movies showed that the assembly process (stage 2—4) either proceeded
directly from collapsed microtubules to a bipolar spindle in cells with no errors, or required
a period of correction, where spindles reorganized from multipolar to bipolar spindles
(Supplemental Movie S6). This period of correction time was, on average, 18.5 £ 4.6 min
(light blue, Figure 6E), and it accounted for the increase in both assembly time (stage 2—4)
and total time (stage 1-5) (p-value < 0.001) (Figure 6E). The initial assembly process (dark
blue, Figure 6E) was statistically shorter in cells with an error (p-value = 0.02, t-test); cells
that initiated an incorrect spindle spent, on average, 12.0 & 5.2 min assembling the incorrect
morphology then switched to correction. Spindles with no initial error spent 14.6 & 2.9 min
assembling the bipolar shape and required no correction time. The increase in total spindle
assembly time was present in both meiosis I and II cells. Separating each population (MI
error, MI no error, MII error, MII no error) revealed that total assembly time (stage 1-5) in
both meiosis I and II was statistically greater in cells with errors than their counterparts
without errors (p-value < 0.05, t-test) (Figure 6F). Assembly and correction time was longer
in meiosis I than in meiosis II cells (29.9 &£ 6.8 vs. 25.6% 1.3 min, p-value = 0.01, ¢-test).

To correct assembly errors, multipolar spindles collapsed poles together to achieve
a bipolar morphology (Supplemental Movies S6-510). We measured the angle between
tripolar spindle poles and tracked their fate during correction (Figure 6G). In all observed
tripolar cells, the poles with the smallest separating angle were collapsed together (A
in Figure 6G). The smallest angle (A) was, on average, 74 £ 14°, with the other angles
averaging 121 + 14° (B, intermediate angle) and 165 + 11° (C, largest angle); all angles
were statistically different from each other (p-value < 0.001, t-test). In one cell, we observed
the assembly of two independent spindles that corrected into a single spindle (Figure 7).
Initially two spindles were built around disparate chromosome masses (T = 0-20 min). The
two spindles fused through a jack-knife action that brought them into parallel alignment
(T = 2545 min). After fusion into a single bipolar spindle, the cell proceeded to segregate
chromosomes in anaphase (T = 50-55 min) and telophase (60 min).
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Figure 7. Invivo correction merging two bipolar spindles. Two bipolar spindles (green) were
assembled in a single meiosis I cell (0-35 min). This error was corrected before anaphase (50 min) by
merging the two spindles into a single spindle (3545 min). After correction, the spindle successfully
separated chromosomes (magenta) (50-60 min). Scale bars: 10 pum.

3. Discussion

Acentrosomal spindle assembly relies on the self-organizational dynamics of micro-
tubules and MAPs, as well as microtubule nucleation from non-centrosomal locations.
Animal cells harness both cytoplasmic MTOCs, small asters of y-tubulin visible in the
cytoplasm before NEBD, and the nucleating potential of chromatin, regulated through the
RanGTP and Chromosome Passenger Complex (CPC) pathways [23]. While RanGTP path-
way members are conserved in plants [15,26] and CPC homologs have been recently identi-
fied [50], microtubule nucleation appears to be primarily driven by membranes [15]. Studies
in maize [27], Haemanthus [28,29,51], Arabidopsis [32,41] and tobacco cultured cells [45,46]
have shown microtubule localization and nucleation on the plasma membrane, the nuclear
envelope, and other membrane bound surfaces. Nuclear envelope-based nucleation is
particularly important in mitotic spindle assembly, as the y-tubulin ring complex interacts
with nuclear pore proteins, such as Nup88 [52] and Rael [51]. Microtubule foci on the
nuclear envelope coalesce into polar caps before NEBD and organize a “prospindle” on the
envelope surface [49,53,54]. After NEBD, the barrel-shaped mitotic plant spindle segregates
chromosomes, and the phragmoplast appears in the former spindle midzone to direct
cytokinesis [30,49].

Through live imaging of maize meiotic spindle assembly, we found that the process
shares similarities with both plant mitotic assembly and female animal meiotic assembly.
Previous live imaging studies of Arabidopsis meiosis revealed 11 identifiable landmarks,
based on subcellular morphologies throughout the entire meiotic process [41]. Our analysis
of live maize meiosis yielded nine identifiable stages, but located within a specific period
from NEBD to phragmoplast expansion due to our increased temporal and spatial reso-
lution. Identification of these stages allowed us to compare rates and dynamics to other
systems. Similar to live studies of mitotic spindle assembly in maize [30,31], Arabidopsis [32],
tobacco [33] and the moss P. patens [34], we observed a perinuclear ring of microtubules on
the nuclear envelope surface (stage 1, Figures 1 and 2A). However, we did not observe polar
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caps or prospindle-like structures; instead, our data indicate that homogenous perinuclear
rings collapse into the nuclear space and self-organize into bipolar spindles, similar to
female animals’ “slide and cluster” mechanism (Figure 1) [55]. Additionally, the diameter of
the perinuclear ring correlates with spindle length (Figure 2E), suggesting this microtubule
structure could help set spindle length.

The total time required to assemble a maize meiotic spindle (stage 1-5, ~45 min) was
on the same time scale of minutes as maize and Arabidopsis mitosis (~40 min) [30,32], P.
patens mitosis (10 min) [34] and Arabidopsis meiosis I and II (~60 min in metaphase I, >60
min in metaphase II) [41]. Animal meiotic spindle assembly occurs over many hours;
studies on live human [8] and mouse oocytes [16,20,56] showed that spindle assembly
occurs over ~16 h and 4-8 h, respectively. Chromosome congression showed a similar
difference in timing, with 7 h required in human oocytes [8] and 3-8 h in mouse [16,56],
but only 30 min in maize meiosis (Figure 3C).

Maize meiotic spindles focus their poles, unlike their mitotic counterparts [31], but in
a similar way to female animal meiotic spindles [57]; this process takes ~13 min (Figure 2D).
The focusing of plant meiotic poles is facilitated by the minus-end-directed kinesin-14,
Dv1 in maize [58] and AtKIN14 in Arabidopsis [59,60], as plants lack most of the subunits
of dynein [61] used by animal meiotic spindles [62]. After alighing chromosomes on the
spindle, cells waited in metaphase for approximately 15 min before proceeding to anaphase.
This hold time is considerably longer than observed in mitosis, where cells rapidly transition
to anaphase [30,34], but it is significantly shorter than female animal meiotic cells, which
hold in metaphase I for 1-2 h [8] and metaphase II for up to 6 h, until fertilization [63].
Animal meiosis is thought to have different metaphase-to-anaphase transition dynamics
than mitosis due to the presence of a meiosis-specific cyclin B3 [64]. The observed maize
meiotic hold time is longer than mitosis, but on a minutes, rather than hours, scale, so the
difference here could be due to satisfaction of the spindle assembly checkpoint. Previous
studies in fixed maize samples have shown that Mad2 localizes on kinetochores early in
meiotic chromosome alignment [65], which activates the checkpoint and prevents transition
to anaphase until all chromosomes are properly oriented [66]. The removal of Mad2 from
the meiotic kinetochore may be longer given its structural differences [67], and accounts for
this increased hold time.

Few studies have focused on the disassembly of the meiotic spindle following chromo-
some segregation. Live animal meiosis has shown a process that occurs over hours [20,56],
and the Arabidopsis live meiosis study did not have the temporal resolution to determine
disassembly time [41]. Live plant mitotic studies show a process that occurs over minutes,
approximately 45 min in Arabidopsis [32] and 10-15 min in maize and P. patens [30,31,34]. In
our observations, disassembly of the spindle in anaphase and telophase showed a unique
two-state process, previously uncharacterized in other live systems. Beginning at the
metaphase-to-anaphase transition, spindle length gradually decreases (stage 5-7) at a rate
of 0.45 um/min then exhibits a quick collapse (4.3 um/min) to the phragmoplast (stage 8)
(Figure 5E). These two rates are likely the result of microtubule stabilization by kinetochores
during the initial disassembly, as the quick collapse occurs after chromosomes have reached
the poles. The total disassembly time (6-8) of 16 min is similar to maize mitosis (10 min),
but the rate change has not been observed (Figure 5B,D). The phragmoplast expansion rate
was constant at 0.85um/min, faster than the previously measured maize mitotic rate of
0.2um/min [30] (Figure 5D,F).

The major defining feature of the observed spindle assembly process was the high
incidence of errors in initial assembly, and the correction to bipolar form before anaphase
(Figure 6A). Only 39% of cells initiated a bipolar spindle; the most predominant initial
morphology was tripolar (45%) (Figure 6B). Live studies in human oocytes showed similarly
high error rates, with less than 20% of cells initiating and maintaining stable bipolar
spindles [8]. Other studies in live mouse oocytes showed that multiple small cytoplasmic
asters produce multipolar spindles that require active fragmentation and coalescence
of poles into the bipolar form [17]. Live studies of Arabidopsis meiosis did not report



Int. . Mol. Sci. 2022, 23, 4293

14 of 19

multipolar spindles [41]. However, the Arabidopsis study was focused more broadly on
meiosis landmarks, where data were collected with 3D z-step acquisitions of >8um that
lacked the spatial resolution to identify these events. Studies using fixed samples found a
similar occurrence of multipolar meiotic spindles in rice, maize, tomato, Arabidopsis [18],
C. elegans [68] and mice [16]. In rice, multipolar meiosis I spindles transitioned to bipolar
form through the assistance of OsMTOPVIB [18], a protein essential for recombination and
double-strand break formation [69,70]. Interestingly, we found that error and correction
rates, as well as most dynamics of assembly and disassembly, were indistinguishable
between meiosis I and meiosis II (Figures 2, 3 and 5). The similarity in meiosis I and II
dynamics suggests that regulation of these processes may not be exclusive to meiosis-I-
specific activities, including DSB formation and recombination.

While there are no statistical differences between meiosis I and II dynamics (except
phragmoplast expansion time), many parameters were statistically different between cells
with and without assembly errors (Figure 6). Initiating an incorrect morphology sig-
nificantly increased total assembly time due to the required correction time. Likewise,
chromosome alignment time was increased, but time spent in metaphase was not different,
suggesting an internally regulated metaphase timing rather than the previously suggested
external synchronization of meiotic entry [71]. The time spent building the initial spindle
was statistically shorter in cells with an incorrect morphology compared to those with
bipolar spindles (Figure 6E), suggesting active assessment of spindle shape and a switch
to correction. The mechanism of spindle correction was the same in all observed cells;
in multipolar spindles, poles separated by the smallest angle coalesced into a single pole
(Figure 6G). The most likely mechanism for sensing and correcting these errors is the
spindle assembly checkpoint, a surveillance mechanism known to monitor the attachment
of chromosomes to the spindle in both mitosis and meiosis [72]. RNAi screens in Drosophila
52 cells and cancer cells have found that spindle assembly checkpoint proteins suppress
multipolar spindles [73]. Additionally, the spindle assembly checkpoint actives in response
to multipolar spindles, demonstrating a sensitivity to spindle morphology [73,74]. Several
of the major effector proteins in the spindle assembly checkpoint have been identified in
maize, including Mad2 [65], Bub1 and 3 [75], and Aurora B kinase [76].

We also observed the fusion of two spindles into a single bipolar spindle (Figure 7),
a phenomenon previously observed in cultured mitotic neuroblasts [77] and produced
by micromanipulation in cell extracts [78]. In vitro studies have shown that spindles will
form around masses of chromosomes, separated by sufficient distance (>10 um) [77-79].
These independent spindles can fuse into a single spindle via a fusion of proximal poles
and a jackknifing action that brings distal poles together [77,78]. We observed a similar
jackknifing mechanism of spindle fusion (Figure 7), but a unique mechanism must be
employed as maize lacks dynein [61], which was previously found to be required for this
action [78].

Live imaging allows the continuous monitoring of individual cells to capture data
about dynamic processes, not otherwise measurable in fixed specimens. Here, we analyzed
live spindle assembly and disassembly in maize meiotic cells, and confirmed previous
reports of an error-prone process [18], as well as demonstrating that individual spindles ac-
tively correct these errors through structural rearrangements before proceeding to anaphase.
The dynamics of spindle assembly are indistinguishable between meiosis I and II, suggest-
ing a general regulation mechanism for acentrosomal assembly, not specific to early meiotic
events as previously thought. Future studies will investigate potential regulatory pathways
governing spindle assembly, including RanGTP, CPC and the spindle assembly checkpoint.
Understanding the regulation of spindle assembly and the resulting chromosome segrega-
tion is particularly important in maize. The transmission of traits and viability of gametes
are critical for the production of this major agricultural crop, and ensuring accuracy in these
processes could support enhanced breeding efforts [80] to sustain growing worldwide food
needs [81,82].
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4. Materials and Methods
4.1. Maize Lines and Genotyping

A transgenic maize line (Zea mays ssp. mays) containing an N-terminal fusion of
B-tubulin (3-TUB1) with CFP was generated by the laboratory of Anne Sylvester (Univer-
sity of Wyoming, Laramie, WY, USA). Transgenic plant leaf tissue was genotyped using a
CTAB DNA extraction protocol (Clarke, 2009) and primers that spanned the CFP-3-TUB1
transgene (forward, anneal in CFP: 5-GGAGTACAACTACATCAGCCACAACGTC.; re-
verse, anneal in B-TUB1: 5'-CCGGACTGACCGAAGACGAAGTTGT). All chemicals and
reagents were purchased from Sigma Aldrich (St. Louis, MO, USA) unless otherwise noted.

4.2. Live Imaging

Male meiotic cells were harvested from immature tassels as previously described [39].
Isolated meiotic cells were cultured in medium [39] containing 2 uM STYO12 Green DNA
dye to label chromosomes (Invitrogen Molecular Probes, Eugene, OR, USA). Cells were
staged for meiotic progress, loaded onto coverslips (Cornings, Corning, NY, USA) coated
with 1 mg/mL poly-L-lysine, and sealed onto slides (Fisher Scientific, Waltham, MA, USA)
as previously described (Nannas and Dawe, 2016). Cells were imaged at 21 °C on a Zeiss
Axio Imager.M1 and a Zeiss Axio Observer 7 Marianas fluorescence microscope with a
63x /1.4 NA Plan-APO Chromat oil objective. Images were collected every 3—-7 min in three
dimensions over a 20 pm Z-range with 1 pm Z-steps with 50 ms exposure for CFP and
30 ms exposure for SYTO12 and 2 x 2 binning. Sample size was sufficient for Student’s
t-test used in statistical analysis described in the text.

4.3. Image Analysis

Images were analyzed using Slidebook software (Intelligent Imaging Innovations,
Denver, CO, USA). Meiotic stages and processes were assigned based on identifying
features: nuclear envelope breakdown time was measured as the first time point showing
deformation of the spherical nuclear envelope to the complete collapse of microtubules into
the nuclear space (stage 2). Spindle assembly time was measured as the time from the end
of nuclear envelope breakdown until the emergence of bipolar spindle (stage 4). Spindle
assembly status was determined by pole number; correct spindles contained 2 poles, while
spindles with greater or fewer than 2 poles were considered incorrect. Poles were identified
using Slidebook’s 4-Dimensional Viewer function (3-dimensional visualization through
time). Angles between spindle poles were measured using the angle measurement tool.
Spindle disassembly time was measured as the time from the first anaphase time point
(stage 6) until the appearance of the phragmoplast (stage 8). Phragmoplast expansion
time was measured as the time required for the phragmoplast to reach the cell cortex
(stage 9). The perinuclear microtubule ring, spindle and phragmoplast were identified as
objects by thresholding at approximately 50% above background CFP signal as previously
described [38]. Object statistics were extracted using Slidebook, and the perinuclear ring
diameter, spindle length, and phragmoplast diameter were measured as the longest chord
within the object (distance between the two furthest pixels within the object). Student’s
t-tests and f-tests were used to analyze differences in spatial and temporal measurements.

Supplementary Materials: The following supporting information can be downloaded at: https:
/ /www.mdpi.com/article/10.3390/ijms23084293/s1.

Author Contributions: Conceptualization, N.J.N., ].D.W. and R K.D.; methodology, N.].N.; software,
N.J.N., J.D.W,, SLM. and S.E.S,; validation, N.J.N., JD.W.,, S.L.M,, S.ES. and C.ES.; formal analysis,
N.J.N,, J.D.W, SLM. and S.E.S,; investigation, N.J.N., JD.W,, SL.M., SE.S. and C.ES,; resources,
N.J.N. and R.K.D. data curation, N.J.N., ].D.W., S.L. M. and S.E.S.; writing—original draft preparation,
N.J.N., ]JD.W, SLM., CES.; writing—review and editing, N.J.N., JD.W,, SLM., CES,, SES.,
R.K.D,; visualization, N.J.N., ].D.W. and S.L.M.; supervision, N.J].N.; project administration, N.J.N.;
funding acquisition, N.J.N. and R.K.D. All authors have read and agreed to the published version of
the manuscript.


https://www.mdpi.com/article/10.3390/ijms23084293/s1
https://www.mdpi.com/article/10.3390/ijms23084293/s1

Int. . Mol. Sci. 2022, 23, 4293 16 of 19

Funding: This research was funded by the National Science Foundation, grant MCB-1925546.
Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: Not applicable.

Acknowledgments: We thank the Hamilton College Biology Department and the Dean of Faculty for
their support through the Summer Science Research Fellowship funded by the Stephen Harper Kirner
Chair. We also thank Leili Aliyari, Elyssa Feuer, and Alexandra Ham for help with data curation, as
well as David Opozda, Jacob Kahn and Subin Myong for genotyping the CFP-tubulin plants.

Conflicts of Interest: The authors declare no conflict of interest. The funders had no role in the design
of the study; in the collection, analyses, or interpretation of data; in the writing of the manuscript, or
in the decision to publish the results.

References

1. Nagaoka, S.I; Hassold, TJ.; Hunt, PA. Human Aneuploidy: Mechanisms and New Insights into an Age-Old Problem.
Nat Rev. Genet. 2012, 13, 493-504. [CrossRef]

2. Bakhoum, S.E; Ngo, B.; Laughney, A.M.; Cavallo, J.; Murphy, C.J.; Ly, P.; Shah, P; Sriram, R.K.; Watkins, T.B.; Taunk, N.K.
Chromosomal Instability Drives Metastasis through a Cytosolic DNA Response. Nature 2018, 553, 467-472. [CrossRef] [PubMed]

3. Taylor, A.M.; Shih, J.; Ha, G.; Gao, G.E; Zhang, X.; Berger, A.C.; Schumacher, S.E.; Wang, C.; Hu, H.; Liu, J. Genomic and
Functional Approaches to Understanding Cancer Aneuploidy. Cancer Cell 2018, 33, 676-689.e3. [CrossRef] [PubMed]

4. Hassold, T.; Hall, H.; Hunt, P. The Origin of Human Aneuploidy: Where we have been, Where we are Going. Hum. Mol. Genet.
2007, 16, R203-R208. [CrossRef] [PubMed]

5. Nazockdast, E.; Redemann, S. Mechanics of the Spindle Apparatus. Semin. Cell Dev. Biol. 2020, 107, 91-102. [CrossRef]

6.  Maiato, H.; Logarinho, E. Mitotic Spindle Multipolarity without Centrosome Amplification. Nat. Cell Biol. 2014, 16, 386-394.
[CrossRef]

7. Kapoor, TM. Metaphase Spindle Assembly. Biology 2017, 6, 8. [CrossRef]

8.  Holubcova, Z.; Blayney, M.; Elder, K.; Schuh, M. Error-Prone Chromosome-Mediated Spindle Assembly Favors Chromosome
Segregation Defects in Human Oocytes. Science 2015, 348, 1143-1147. [CrossRef]

9.  Petry, S.; Vale, R.D. Microtubule Nucleation at the Centrosome and Beyond. Nat. Cell Biol. 2015, 17, 1089-1093. [CrossRef]

10. Heald, R.; Khodjakov, A. Thirty Years of Search and Capture: The Complex Simplicity of Mitotic Spindle Assembly. J. Cell Biol.
2015, 211, 1103-1111. [CrossRef]

11.  Schatten, H.; Sun, Q. The Functional Significance of Centrosomes in Mammalian Meiosis, Fertilization, Development, Nuclear
Transfer, and Stem Cell Differentiation. Environ. Mol. Mutagen. 2009, 50, 620-636. [CrossRef] [PubMed]

12.  Sumiyoshi, E.; Sugimoto, A.; Yamamoto, M. Protein Phosphatase 4 is Required for Centrosome Maturation in Mitosis and Sperm
Meiosis in C. Elegans. J. Cell. Sci. 2002, 115, 1403-1410. [CrossRef] [PubMed]

13. Casal, J.; Gonzalez, C.; Ripoll, P. Spindles and Centrosomes during Male Meiosis in Drosophila Melanogaster. Eur. |. Cell Biol.
1990, 51, 38-44.

14. Kalt, M.R. Ultrastructural Observations on the Germ Line of Xenopus Laevis. Z. Zellforsch Mikrosk. Anat. 1973, 138, 41-62.
[CrossRef] [PubMed]

15.  Yamada, M.; Goshima, G. Mitotic Spindle Assembly in Land Plants: Molecules and Mechanisms. Biology 2017, 6, 6. [CrossRef]
[PubMed]

16.  Schuh, M.; Ellenberg, J. Self-Organization of MTOCs Replaces Centrosome Function during Acentrosomal Spindle Assembly in
Live Mouse Oocytes. Cell 2007, 130, 484—498. [CrossRef]

17.  Clift, D.; Schuh, M. A Three-Step MTOC Fragmentation Mechanism Facilitates Bipolar Spindle Assembly in Mouse Oocytes.
Nat. Commun. 2015, 6, 7217. [CrossRef]

18.  Xue, Z,; Liu, C; Shi, W.; Miao, Y.; Shen, Y; Tang, D.; Li, Y.; You, A.; Xu, Y.; Chong, K. OsMTOPVIB is Required for Meiotic Bipolar
Spindle Assembly. Proc. Natl. Acad. Sci. USA 2019, 116, 15967-15972. [CrossRef]

19. Skold, H.N.; Komma, D.J.; Endow, S.A. Assembly Pathway of the Anastral Drosophila Oocyte Meiosis I Spindle. J. Cell. Sci. 2005,
118, 1745-1755. [CrossRef]

20. Baumann, C.; Wang, X.; Yang, L.; Viveiros, M.M. Error-Prone Meiotic Division and Subfertility in Mice with Oocyte-Conditional
Knockdown of Pericentrin. J. Cell. Sci. 2017, 130, 1251-1262. [CrossRef]

21. Lane,S.I; Yun,Y.; Jones, K.T. Timing of Anaphase-Promoting Complex Activation in Mouse Oocytes is Predicted by Microtubule-
Kinetochore Attachment but Not by Bivalent Alignment or Tension. Development 2012, 139, 1947-1955. [CrossRef] [PubMed]

22. Paz,].; Luders, ]. Microtubule-Organizing Centers: Towards a Minimal Parts List. Trends Cell Biol. 2018, 28, 176-187. [CrossRef]
[PubMed]

23. Dumont, J.; Desai, A. Acentrosomal Spindle Assembly and Chromosome Segregation during Oocyte Meiosis. Trends Cell Biol.

2012, 22, 241-249. [CrossRef] [PubMed]


http://doi.org/10.1038/nrg3245
http://doi.org/10.1038/nature25432
http://www.ncbi.nlm.nih.gov/pubmed/29342134
http://doi.org/10.1016/j.ccell.2018.03.007
http://www.ncbi.nlm.nih.gov/pubmed/29622463
http://doi.org/10.1093/hmg/ddm243
http://www.ncbi.nlm.nih.gov/pubmed/17911163
http://doi.org/10.1016/j.semcdb.2020.06.018
http://doi.org/10.1038/ncb2958
http://doi.org/10.3390/biology6010008
http://doi.org/10.1126/science.aaa9529
http://doi.org/10.1038/ncb3220
http://doi.org/10.1083/jcb.201510015
http://doi.org/10.1002/em.20493
http://www.ncbi.nlm.nih.gov/pubmed/19402157
http://doi.org/10.1242/jcs.115.7.1403
http://www.ncbi.nlm.nih.gov/pubmed/11896188
http://doi.org/10.1007/BF00307077
http://www.ncbi.nlm.nih.gov/pubmed/4121365
http://doi.org/10.3390/biology6010006
http://www.ncbi.nlm.nih.gov/pubmed/28125061
http://doi.org/10.1016/j.cell.2007.06.025
http://doi.org/10.1038/ncomms8217
http://doi.org/10.1073/pnas.1821315116
http://doi.org/10.1242/jcs.02304
http://doi.org/10.1242/jcs.196188
http://doi.org/10.1242/dev.077040
http://www.ncbi.nlm.nih.gov/pubmed/22513370
http://doi.org/10.1016/j.tcb.2017.10.005
http://www.ncbi.nlm.nih.gov/pubmed/29173799
http://doi.org/10.1016/j.tcb.2012.02.007
http://www.ncbi.nlm.nih.gov/pubmed/22480579

Int. . Mol. Sci. 2022, 23, 4293 17 of 19

24.

25.

26.
27.

28.

29.

30.

31.

32.

33.

34.

35.

36.
37.

38.

39.

40.

41.

42.

43.

44.

45.

46.

47.

48.

49.

50.

51.

52.

Burbank, K.S.; Mitchison, T.J.; Fisher, D.S. Slide-and-Cluster Models for Spindle Assembly. Curr. Biol. 2007, 17, 1373-1383.
[CrossRef]

Wasteneys, G.O. Microtubule Organization in the Green Kingdom: Chaos Or Self-Order? J. Cell. Sci. 2002, 115, 1345-1354.
[CrossRef]

Zhang, H.; Dawe, R K. Mechanisms of Plant Spindle Formation. Chromosome Res. 2011, 19, 335-344. [CrossRef]

Chan, A.; Cande, W.Z. Maize Meiotic Spindles Assemble Around Chromatin and do Not Require Paired Chromosomes. . Cell. Sci.
1998, 111 Pt 23, 3507-3515. [CrossRef]

Smirnova, E.A.; Bajer, A.S. Microtubule Converging Centers and Reorganization of the Interphase Cytoskeleton and the Mitotic
Spindle in Higher Plant Haemanthus. Cell Motil. Cytoskeleton 1994, 27, 219-233. [CrossRef]

Smirnova, E.A.; Bajer, A.S. Early Stages of Spindle Formation and Independence of Chromosome and Microtubule Cycles in
Haemanthus Endosperm. Cell Motil. Cytoskeleton 1998, 40, 22-37. [CrossRef]

Martinez, P.; Luo, A.; Sylvester, A.; Rasmussen, C.G. Proper Division Plane Orientation and Mitotic Progression Together Allow
Normal Growth of Maize. Proc. Natl. Acad. Sci. USA 2017, 114, 2759-2764. [CrossRef]

Rasmussen, C.G. Using Live-Cell Markers in Maize to Analyze Cell Division Orientation and Timing. Plant Cell Div. Methods Protoc.
2016, 2016, 209-225.

Chan, J.; Calder, G.; Fox, S.; Lloyd, C. Localization of the Microtubule End Binding Protein EB1 Reveals Alternative Pathways of
Spindle Development in Arabidopsis Suspension Cells. Plant Cell 2005, 17, 1737-1748. [CrossRef] [PubMed]

Lloyd, C.; Chan, J. Not so Divided: The Common Basis of Plant and Animal Cell Division. Nat. Rev. Mol. Cell Biol. 2006,
7,147-152. [CrossRef] [PubMed]

Nakaoka, Y.; Miki, T.; Fujioka, R.; Uehara, R.; Tomioka, A.; Obuse, C.; Kubo, M.; Hiwatashi, Y.; Goshima, G. An Inducible RNA
Interference System in Physcomitrella Patens Reveals a Dominant Role of Augmin in Phragmoplast Microtubule Generation.
Plant Cell 2012, 24, 1478-1493. [CrossRef] [PubMed]

Sheehan, M.J.; Pawlowski, W.P. Live Imaging of Rapid Chromosome Movements in Meiotic Prophase I in Maize.
Proc. Natl. Acad. Sci. USA 2009, 106, 20989-20994. [CrossRef]

Sheehan, M.].; Pawlowski, W.P. Imaging Chromosome Dynamics in Meiosis in Plants. Meth. Enzymol. 2012, 505, 125.

Yu, H.; Hiatt, ENN.; Chan, A.; Sweeney, M.; Dawe, R K. Neocentromere-Mediated Chromosome Movement in Maize. J. Cell Biol.
1997, 139, 831-840. [CrossRef]

Nannas, N.J.; Higgins, D.M.; Dawe, R.K. Anaphase Asymmetry and Dynamic Repositioning of the Division Plane during Maize
Meiosis. J. Cell Sci. 2016, 21, 4014-4024. [CrossRef]

Nannas, N.J.; Dawe, RK. Live Cell Imaging of Meiotic Spindle and Chromosome Dynamics in Maize (Zea Mays).
Curr. Protoc. Plant Biol. 2016, 4, 546-565. [CrossRef]

Rasmussen, C.G.; Wright, A.].; Miiller, S. The Role of the Cytoskeleton and Associated Proteins in Determination of the Plant Cell
Division Plane. Plant J. 2013, 75, 258-269. [CrossRef]

Prusicki, M.A; Keizer, E.M.; van Rosmalen, R.P,; Komaki, S.; Seifert, F.; Miiller, K.; Wijnker, E.; Fleck, C.; Schnittger, A. Live Cell
Imaging of Meiosis in Arabidopsis Thaliana. Elife 2019, 8, e42834. [CrossRef] [PubMed]

Cande, W.Z; Golubovskaya, I.N.; Wang, C.; Harper, L.C. Meiotic Genes and Meiosis in Maize. In Handbook of Maize: Genetics and
Genomics; Bennetzen, J., Hake, S., Eds.; Springer: New York, NY, USA, 2009; pp. 353-375.

Golubovskaya, I.N.; Sheridan, W.F.; Harper, L.C.; Cande, W.Z. Novel Meiotic Mutants of Maize Identified from Mu Transposon
and EMS Mutant Screens. Maize Genet. Coop. Newsl. 2003, 77, 10-12.

Staiger, C.J.; Cande, W.Z. Cytoskeletal analysis of maize meiotic mutants. In Molecular and Cell Biology of the Plant Cell Cycle;
Springer: Dordrecht, The Netherlands, 1993; pp. 157-171.

Dixit, R.; Cyr, R.J. Spatio-Temporal Relationship between Nuclear-Envelope Breakdown and Preprophase Band Disappearance in
Cultured Tobacco Cells. Protoplasma 2002, 219, 116-121. [CrossRef] [PubMed]

Hayashi, T.; Sano, T.; Kutsuna, N.; Kumagai-Sano, F.; Hasezawa, S. Contribution of Anaphase B to Chromosome Separation in
Higher Plant Cells Estimated by Image Processing. Plant Cell Physiol. 2007, 48, 1509-1513. [CrossRef] [PubMed]

Otegui, M.S.; Verbrugghe, K.J.; Skop, A.R. Midbodies and Phragmoplasts: Analogous Structures Involved in Cytokinesis.
Trends Cell Biol. 2005, 15, 404-413. [CrossRef] [PubMed]

Zheng, Y.; Buchwalter, R.A.; Zheng, C.; Wight, EM.; Chen, ].V.; Megraw, T.L. A Perinuclear Microtubule-Organizing Centre
Controls Nuclear Positioning and Basement Membrane Secretion. Nat. Cell Biol. 2020, 22, 297-309. [CrossRef] [PubMed]
Buschmann, H.; Holtmannspotter, M.; Borchers, A.; O’'Donoghue, M.; Zachgo, S. Microtubule Dynamics of the Centrosome-like
Polar Organizers from the Basal Land Plant Marchantia Polymorpha. New Phytol. 2016, 209, 999-1013. [CrossRef]

Komaki, S.; Takeuchi, H.; Hamamura, Y.; Heese, M.; Hashimoto, T.; Schnittger, A. Functional Analysis of the Plant Chromosomal
Passenger Complex. Plant Physiol. 2020, 183, 1586-1599. [CrossRef]

Lee, J.; Lee, H.; Wi, S,; Park, KY.; Schmit, A.; Pai, H. Dual Functions of Nicotiana Benthamiana Rael in Interphase and Mitosis.
Plant J. 2009, 59, 278-291. [CrossRef]

Park, G.T.; Frost, ].M.,; Park, J.; Kim, T.H.; Lee, J.S.; Oh, S.A.; Twell, D.; Brooks, J.S.; Fischer, R.L.; Choi, Y. Nucleoporin
MOS7/Nup88 is Required for Mitosis in Gametogenesis and Seed Development in Arabidopsis. Proc. Natl. Acad. Sci. USA 2014,
111, 18393-18398. [CrossRef]


http://doi.org/10.1016/j.cub.2007.07.058
http://doi.org/10.1242/jcs.115.7.1345
http://doi.org/10.1007/s10577-011-9190-y
http://doi.org/10.1242/jcs.111.23.3507
http://doi.org/10.1002/cm.970270304
http://doi.org/10.1002/(SICI)1097-0169(1998)40:1&lt;22::AID-CM3&gt;3.0.CO;2-H
http://doi.org/10.1073/pnas.1619252114
http://doi.org/10.1105/tpc.105.032615
http://www.ncbi.nlm.nih.gov/pubmed/15879559
http://doi.org/10.1038/nrm1831
http://www.ncbi.nlm.nih.gov/pubmed/16493420
http://doi.org/10.1105/tpc.112.098509
http://www.ncbi.nlm.nih.gov/pubmed/22505727
http://doi.org/10.1073/pnas.0906498106
http://doi.org/10.1083/jcb.139.4.831
http://doi.org/10.1242/jcs.194860
http://doi.org/10.1002/cppb.20035
http://doi.org/10.1111/tpj.12177
http://doi.org/10.7554/eLife.42834
http://www.ncbi.nlm.nih.gov/pubmed/31107238
http://doi.org/10.1007/s007090200012
http://www.ncbi.nlm.nih.gov/pubmed/11926062
http://doi.org/10.1093/pcp/pcm117
http://www.ncbi.nlm.nih.gov/pubmed/17855443
http://doi.org/10.1016/j.tcb.2005.06.003
http://www.ncbi.nlm.nih.gov/pubmed/16009554
http://doi.org/10.1038/s41556-020-0470-7
http://www.ncbi.nlm.nih.gov/pubmed/32066907
http://doi.org/10.1111/nph.13691
http://doi.org/10.1104/pp.20.00344
http://doi.org/10.1111/j.1365-313X.2009.03869.x
http://doi.org/10.1073/pnas.1421911112

Int. . Mol. Sci. 2022, 23, 4293 18 of 19

53.

54.

55.

56.

57.

58.

59.

60.

61.

62.

63.

64.

65.

66.

67.

68.

69.

70.

71.

72.

73.

74.

75.

76.

77.

78.

Liu, B.; Marc, J.; Joshi, H.C,; Palevitz, B.A. A Gamma-Tubulin-Related Protein Associated with the Microtubule Arrays of Higher
Plants in a Cell Cycle-Dependent Manner. J. Cell. Sci. 1993, 104, 1217-1228. [CrossRef] [PubMed]

Vos, ].W,; Pieuchot, L.; Evrard, J.; Janski, N.; Bergdoll, M.; de Ronde, D.; Perez, L.H.; Sardon, T.; Vernos, I.; Schmit, A. The Plant
TPX2 Protein Regulates Prospindle Assembly before Nuclear Envelope Breakdown. Plant Cell 2008, 20, 2783-2797. [CrossRef]
[PubMed]

Mullen, TJ.; Davis-Roca, A.C.; Wignall, SM. Spindle Assembly and Chromosome Dynamics during Oocyte Meiosis.
Curr. Opin. Cell Biol. 2019, 60, 53-59. [CrossRef] [PubMed]

Kitajima, T.S.; Ohsugi, M.; Ellenberg, J. Complete Kinetochore Tracking Reveals Error-Prone Homologous Chromosome Biorienta-
tion in Mammalian Oocytes. Cell 2011, 146, 568-581. [CrossRef]

Wang, X.; Baumann, C.; De La Fuente, R.; Viveiros, M.M. CEP215 and AURKA Regulate Spindle Pole Focusing and aMTOC
Organization in Mouse Oocytes. Reproduction 2020, 159, 261-274. [CrossRef]

Higgins, D.M.; Nannas, N.J.; Dawe, R.K. The Maize Divergent Spindle-1 (Dv1) Gene Encodes a Kinesin-14A Motor Protein Required
for Meiotic Spindle Pole Maturation. Front. Plant Sci. 2016, 7, 1277. [CrossRef]

Chen, C.; Marcus, A.; Li, W.; Hu, Y,; Calzada, ].V.; Grossniklaus, U.; Cyr, R]J.; Ma, H. The Arabidopsis ATK1 Gene is Required for
Spindle Morphogenesis in Male Meiosis. Development 2002, 129, 2401-2409. [CrossRef]

Quan, L.; Xiao, R.; Li, W.; Oh, S.; Kong, H.; Ambrose, ].C.; Malcos, ].L.; Cyr, R.; Twell, D.; Ma, H. Functional Divergence of the
Duplicated AtKIN14a and AtKIN14b Genes: Critical Roles in Arabidopsis Meiosis and Gametophyte Development. Plant J. 2008,
53, 1013-1026. [CrossRef]

Lawrence, C.J.; Morris, N.R.; Meagher, R.B.; Dawe, R.K. Dyneins have Run their Course in Plant Lineage. Traffic 2001, 2, 362-363.
[CrossRef]

Merdes, A.; Cleveland, D.W. Pathways of Spindle Pole Formation: Different Mechanisms; Conserved Components. J. Cell Biol.
1997, 138, 953-956. [CrossRef]

Balakier, H.; Sojecki, A.; Motamedi, G.; Librach, C. Time-dependent Capability of Human Oocytes for Activation and Pronuclear
Formation during Metaphase II Arrest. Hum. Reprod. 2004, 19, 982-987. [CrossRef] [PubMed]

Li, Y.; Wang, L.; Zhang, L.; He, Z; Feng, G.; Sun, H.; Wang, J.; Li, Z.; Liu, C.; Han, J.; et al. Cyclin B3 is Required for Metaphase to
Anaphase Transition in Oocyte Meiosis 1. . Cell Biol. 2019, 218, 1553-1563. [CrossRef] [PubMed]

Yu, H.G.; Muszynski, M.G.; Kelly Dawe, R. The Maize Homologue of the Cell Cycle Checkpoint Protein MAD2 Reveals
Kinetochore Substructure and Contrasting Mitotic and Meiotic Localization Patterns. J. Cell Biol. 1999, 145, 425-435. [CrossRef]
[PubMed]

Shah, ]J.V.; Cleveland, D.W. Waiting for Anaphase: Mad2 and the Spindle Assembly Checkpoint. Cell 2000, 103, 997-1000.
[CrossRef]

Li, X,; Dawe, R.K. Fused Sister Kinetochores Initiate the Reductional Division in Meiosis, 1. Nat. Cell Biol. 2009, 11, 1103-1108.
[CrossRef]

Wolff, L.D.; Tran, M.V.; Mullen, T.J.; Villeneuve, A.M.; Wignall, 5.M. Assembly of Caenorhabditis Elegans Acentrosomal Spindles
Occurs without Evident Microtubule-Organizing Centers and Requires Microtubule Sorting by KLP-18/Kinesin-12 and MESP-1.
Mol. Biol. Cell 2016, 27, 3122-3131. [CrossRef]

Fu, M.; Wang, C.; Xue, F,; Higgins, J.; Chen, M.; Zhang, D.; Liang, W. The DNA Topoisomerase VI-B Subunit OsMTOPVIB is
Essential for Meiotic Recombination Initiation in Rice. Mol. Plant 2016, 9, 1539-1541. [CrossRef]

Xue, Z.; Li, Y.; Zhang, L.; Shi, W.; Zhang, C.; Feng, M.; Zhang, F,; Tang, D.; Yu, H.; Gu, M. OsMTOPVIB Promotes Meiotic DNA
Double-Strand Break Formation in Rice. Mol. Plant 2016, 9, 1535-1538. [CrossRef]

Li, J.; Dukowic-Schulze, S.; Lindquist, L.E.; Farmer, A.D.; Kelly, B.; Li, T.; Smith, A.G.; Retzel, E.E; Mudge, J.; Chen, C. The
Plant-Specific Protein FEHLSTART Controls Male Meiotic Entry, Initializing Meiotic Synchronization in Arabidopsis. Plant J.
2015, 84, 659-671. [CrossRef]

Vogt, E.; Kirsch-Volders, M.; Parry, J.; Eichenlaub-Ritter, U. Spindle Formation, Chromosome Segregation and the Spindle
Checkpoint in Mammalian Oocytes and Susceptibility to Meiotic Error. Mutat. Res./Genet. Toxicol. Environ. Mutagenesis 2008,
651, 14-29. [CrossRef]

Kwon, M.; Godinho, S.A.; Chandhok, N.S.; Ganem, N.J.; Azioune, A.; Thery, M.; Pellman, D. Mechanisms to Suppress Multipolar
Divisions in Cancer Cells with Extra Centrosomes. Genes Dev. 2008, 22, 2189-2203. [CrossRef] [PubMed]

Yang, Z.; Loncarek, ].; Khodjakov, A.; Rieder, C.L. Extra Centrosomes and/Or Chromosomes Prolong Mitosis in Human Cells.
Nat. Cell Biol. 2008, 10, 748-751. [CrossRef] [PubMed]

Su, H.; Liu, Y.;; Dong, Q.; Feng, C.; Zhang, J.; Liu, Y.; Birchler, ].A.; Han, F. Dynamic Location Changes of Bub1l-phosphorylated-
H2AThr133 with CENH3 Nucleosome in Maize Centromeric Regions. New Phytol. 2017, 214, 682—-694. [CrossRef] [PubMed]
Zheng, H.; Wu, H.; Pan, X,; Jin, W.; Li, X. Aberrant Meiotic Modulation Partially Contributes to the Lower Germination Rate of
Pollen Grains in Maize (Zea Mays, L.) Under Low Nitrogen Supply. Plant Cell Physiol. 2017, 58, 342-353. [PubMed]

Savoian, M.S.; Rieder, C.L. Mitosis in Primary Cultures of Drosophila Melanogaster Larval Neuroblasts. ]. Cell Sci. 2002,
115, 3061-3072. [CrossRef] [PubMed]

Gatlin, J.C.; Matov, A.; Groen, A.C.; Needleman, D.J.; Maresca, T.J.; Danuser, G.; Mitchison, T.J.; Salmon, E.D. Spindle Fusion
Requires Dynein-Mediated Sliding of Oppositely Oriented Microtubules. Curr. Biol. 2009, 19, 287-296. [CrossRef] [PubMed]


http://doi.org/10.1242/jcs.104.4.1217
http://www.ncbi.nlm.nih.gov/pubmed/7686171
http://doi.org/10.1105/tpc.107.056796
http://www.ncbi.nlm.nih.gov/pubmed/18941054
http://doi.org/10.1016/j.ceb.2019.03.014
http://www.ncbi.nlm.nih.gov/pubmed/31082633
http://doi.org/10.1016/j.cell.2011.07.031
http://doi.org/10.1530/REP-19-0263
http://doi.org/10.3389/fpls.2016.01277
http://doi.org/10.1242/dev.129.10.2401
http://doi.org/10.1111/j.1365-313X.2007.03391.x
http://doi.org/10.1034/j.1600-0854.2001.25020508.x
http://doi.org/10.1083/jcb.138.5.953
http://doi.org/10.1093/humrep/deh158
http://www.ncbi.nlm.nih.gov/pubmed/15033953
http://doi.org/10.1083/jcb.201808088
http://www.ncbi.nlm.nih.gov/pubmed/30770433
http://doi.org/10.1083/jcb.145.3.425
http://www.ncbi.nlm.nih.gov/pubmed/10225945
http://doi.org/10.1016/S0092-8674(00)00202-6
http://doi.org/10.1038/ncb1923
http://doi.org/10.1091/mbc.e16-05-0291
http://doi.org/10.1016/j.molp.2016.07.006
http://doi.org/10.1016/j.molp.2016.07.005
http://doi.org/10.1111/tpj.13026
http://doi.org/10.1016/j.mrgentox.2007.10.015
http://doi.org/10.1101/gad.1700908
http://www.ncbi.nlm.nih.gov/pubmed/18662975
http://doi.org/10.1038/ncb1738
http://www.ncbi.nlm.nih.gov/pubmed/18469805
http://doi.org/10.1111/nph.14415
http://www.ncbi.nlm.nih.gov/pubmed/28079247
http://www.ncbi.nlm.nih.gov/pubmed/28007967
http://doi.org/10.1242/jcs.115.15.3061
http://www.ncbi.nlm.nih.gov/pubmed/12118062
http://doi.org/10.1016/j.cub.2009.01.055
http://www.ncbi.nlm.nih.gov/pubmed/19230671

Int. . Mol. Sci. 2022, 23, 4293 19 of 19

79.

80.
81.

82.

Church, K.; Nicklas, R.B.; Lin, H.P. Micromanipulated Bivalents can Trigger Mini-Spindle Formation in Drosophila Melanogaster
Spermatocyte Cytoplasm. J. Cell Biol. 1986, 103, 2765-2773. [CrossRef]

Yu, H; Li, J. Breeding Future Crops to Feed the World through De Novo Domestication. Nat. Commun. 2022, 13, 1171. [CrossRef]
Tilman, D.; Balzer, C.; Hill, J.; Befort, B.L. Global Food Demand and the Sustainable Intensification of Agriculture.
Proc. Natl. Acad. Sci. USA 2011, 108, 20260-20264. [CrossRef]

Godfray, H.C.J.; Beddington, J.R.; Crute, L.R.; Haddad, L.; Lawrence, D.; Muir, J.E; Pretty, J.; Robinson, S.; Thomas, S.M.;
Toulmin, C. Food Security: The Challenge of Feeding 9 Billion People. Science 2010, 327, 812-818. [CrossRef]


http://doi.org/10.1083/jcb.103.6.2765
http://doi.org/10.1038/s41467-022-28732-8
http://doi.org/10.1073/pnas.1116437108
http://doi.org/10.1126/science.1185383

	Introduction 
	Results 
	Spindle Assembly Dynamics in Male Meiosis I and Meiosis II 
	Meiotic Chromosome Congression Dynamics 
	Spindle Disassembly Dynamics and Phragmoplast Expansion in Meiosis I and II 
	Frequent Errors in Spindle Assembly Require Active Correction 

	Discussion 
	Materials and Methods 
	Maize Lines and Genotyping 
	Live Imaging 
	Image Analysis 

	References

