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Asymmetric chromatin retention and nuclear
envelopes separate chromosomes in fused cells
in vivo
Bharath Sunchu1,3, Nicole MynYi Lee 1,4, Jennifer A. Taylor 1,5, Roberto Carlos Segura 1,5,

Chantal Roubinet 2 & Clemens Cabernard 1✉

Hybrid cells derived through fertilization or somatic cell fusion recognize and separate

chromosomes of different origins. The underlying mechanisms are unknown but could pre-

vent aneuploidy and tumor formation. Here, we acutely induce fusion between Drosophila

neural stem cells (neuroblasts; NBs) and differentiating ganglion mother cells (GMCs) in vivo

to define how epigenetically distinct chromatin is recognized and segregated. We find that

NB-GMC hybrid cells align both endogenous (neuroblast-origin) and ectopic (GMC-origin)

chromosomes at the metaphase plate through centrosome derived dual-spindles. Physical

separation of endogenous and ectopic chromatin is achieved through asymmetric,

microtubule-dependent chromatin retention in interphase and physical boundaries imposed

by nuclear envelopes. The chromatin separation mechanisms described here could apply to

the first zygotic division in insects, arthropods, and vertebrates or potentially inform biased

chromatid segregation in stem cells.
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D ividing cells equally distribute the replicated chromo-
somes between the two sibling cells through microtubule-
dependent attachment and segregation mechanisms1,2.

Microtubules of bipolar spindles are connected to chromosomes
via kinetochore proteins, which are localized on centromeric
DNA3,4. Mitotic metazoan cells usually only form a single bipolar
spindle, but certain insect species, arthropods, or mouse zygotes
form two distinct mitotic spindles (dual-spindles, hereafter) in the
first division after fertilization, which physically separates the
maternal from the paternal chromatin5–7. Chromosome separa-
tion also occurs in hybrid cells, derived from somatic cell–cell
fusion events8,9. Dual-spindle dependent chromosome separation
could be achieved through specific chromosome recognition
mechanisms or physical boundaries to distinguish and separate
epigenetically distinct chromatin. The molecular nature of
potential recognition mechanisms is not known but could entail
asymmetries in centromere binding proteins, kinetochore size or
kinetochore composition10–13.

Over a century ago, unregulated cell-cell fusion between dif-
ferent somatic cells was proposed to initiate tumor formation14.
Aichel’s cell fusion model has the advantage that it can readily
explain aneuploidy, a feature frequently observed at the early
stages of tumor development15,16. Tetraploidy and super-
numerary centrosomes—the natural products of cell fusion—
predispose cells to aneuploidy through chromosome
rearrangements17. Aichel’s cell fusion model still remains to be
experimentally validated, which requires a detailed characteriza-
tion of chromosome dynamics in fused cells in vivo.

Here, we ask how hybrid cells derived through cell–cell fusion
of molecularly distinct cell types accurately recognize, separate,
and segregate epigenetically distinct chromosomes. To this end,
we acutely fused Drosophila neural stem cells (neuroblasts (NBs))
with differentiating ganglion mother cells (GMCs) in the intact
larval fly brain to create hybrid cells containing both neuroblast
and GMC chromosomes. In contrast to previously reported
cell–cell fusion experiments, performed by fusing cultured cells of
the same type8,9, we aimed to generate hybrid cells in vivo
between molecularly distinct cell types.

Unperturbed Drosophila neuroblasts divide asymmetrically,
self-renewing the neural stem cell while forming a differentiating
GMC. Neuroblasts are twice the size of GMCs, express the
transcription factor Deadpan (Dpn+) and divide asymmetrically
with a rapid cell cycle. The smaller GMCs can also be identified
based on Prospero (Pros+) expression and divide only once with
a long cell cycle18. NB and GMC chromatin is epigenetically
distinct, manifested in Histone modification differences19. Neu-
roblasts are intrinsically polarized, consisting of an apically
localized Par complex, which is connected to the Pins complex,
composed of Partner of Inscuteable (Pins; LGN/AGS3 in verte-
brates), Gαi and Mushroom body defect (Mud; NuMA in verte-
brates, Lin-5 in C. elegans)18,20,21. The Pins complex regulates
spindle orientation during mitosis and biased centrosome
asymmetry in interphase, manifested in the establishment and
maintenance of an apical interphase microtubule organizing
center (MTOC). The active interphase MTOC retains the
daughter-centriole containing centrosome close to the apical cell
cortex and pre-establishes spindle orientation in the subsequent
mitosis22–28.

We found that hybrid cells derived from such NB-GMC
fusions independently align the endogenous (neuroblast-origin)
and ectopic (GMC-origin) chromosomes at the metaphase plate.
Chromosome alignment is implemented through ectopic and
endogenous spindles, derived from GMC and NB centrosomes,
respectively. We also find that NB and GMC chromosomes seg-
regate independently of each other. We propose that NB-GMC
hybrid cells utilize asymmetric centrosome activity in interphase

to retain, and nuclear envelopes to physically separate, epigen-
etically distinct chromatin in vivo. These findings provide
mechanistic insight into how metazoan cells could separate
chromosomes of different origins.

Results
Acute NB-GMC fusions give rise to viable, mitotically active
hybrid cells. To quantitatively describe chromosome dynamics in
hybrid cells we developed an acute cell–cell fusion method in
intact larval fly brains. We used a 532 nm pulsed laser to induce a
small lesion at the NB–GMC interface, causing the GMC chro-
matin to enter the neuroblast cytoplasm. Neuroblasts can be
distinguished from GMCs based on their size, molecular markers
and cell cycle length (Supplementary Fig. 1a). Although larval
brains contain type I and some type II neuroblast lineages29–31,
we do not distinguish between the two and will refer to the
resulting hybrid cells as NB–GMC hybrids. Targeted mitotic
neuroblasts often retained the GMC chromosomes, creating a
large apical hybrid cell containing one Dpn+ and one Pros+

nucleus. Most NB–GMC hybrid cells normally localized the
contractile ring marker non-muscle Myosin to the cleavage fur-
row and completed cytokinesis (Supplementary Figure 1b–e).
Acute cell fusion can also result in the expulsion of the GMC
chromatin, forming GMC – GMC hybrids (see Supplementary
Fig. 3c in ref. 32). Here, we exclusively focus on NB–GMC hybrids
(hybrid cells, hereafter).

Fly FUCCI33 analysis revealed that GMCs contacting NBs were
either in G1-S (37%), S-phase (41%) or G2 (22%) (assayed from
110 NB lineages and 763 progeny cells; Supplementary Fig. 2a–d)
but could adjust its cell cycle to that of the neuroblast. For
instance, G1-S phase GMCs fused with a mitotic neuroblast
entered mitosis in contrast to neighboring GMCs (Supplementary
Fig. 2e–g; Supplementary Movie 1). We conclude that acute
fusions between NBs and GMCs, differing in both their molecular
composition and cell cycle stage, can give rise to viable NB-GMC
hybrid cells. Furthermore, G1-S phase GMCs can enter mitosis
when fused with a mitotic neuroblast.

NB-GMC hybrid cells independently align NB and GMC
chromatin at the metaphase plate. To better characterize the
dynamics of neuroblast (endogenous) and GMC (ectopic) chro-
mosomes during mitosis, we induced cell fusion at different cell
cycle stages in wild type neuroblasts, expressing the canonical
chromosome marker His2A::GFP. We hypothesized that hybrid
cells derived from NB-GMC fusions early in the cell cycle could
(1) align only the neuroblast chromosomes at the metaphase
plate, (2) congress a mix of neuroblast and GMC chromosomes
or (3) separate and align the two chromosome pools at the
metaphase plate (Fig. 1a). We found that the endogenous and
ectopic chromatin was separated and distinguishable when
fusions were induced in early mitosis. Both the ectopic and
endogenous chromatin aligned at the metaphase plate (Fig. 1b;
Supplementary Movie 2&3). NB-GMC fusions could be induced
at all cell cycle stages but GMC chromosomes aligned at the
metaphase plate more accurately in hybrid cells derived from
interphase or early prophase fusions (Fig. 1c; Supplementary
Fig. 3a–c). GMC chromatin usually failed to align in metaphase,
anaphase or telophase fusions (Supplementary Fig. 3d–f). We
conclude that hybrid cells derived from fusions between inter-
phase/early prophase NBs and GMCs accurately align ectopic and
endogenous chromatin at the metaphase plate.

We next asked whether GMC chromatin congresses indepen-
dently of neuroblast chromatin. To this end, we measured the
time between nuclear envelope breakdown (NEB; see methods)
and chromosome alignment at the metaphase plate for NB and
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ectopic GMC chromatin in hybrid cells derived from interphase
and early prophase fusions (Fig. 1d). In most hybrid cells, ectopic
and endogenous chromatin was distinguishable either based on
differences in location and/or intensity (the reason for these
intensity differences is unclear; see Fig. 1b; Supplementary
Movie 2 and 3). In untargeted control neuroblasts (unfused),
NB chromosomes aligned at the metaphase plate within 6.5 min

after NEB (SD= 1.55; n= 6), which is insignificantly faster than
the neuroblast chromosomes of hybrid cells (t= 7.4 mins;
SD= 2.76; n= 13). GMC chromosomes aligned within 9.2 min
(SD= 6.2; n= 13), statistically not significantly different from
unperturbed wild type chromosomes (Fig. 1d). In most NB-GMC
hybrids, the endogenous neuroblast and the ectopic GMC
chromosomes aligned at the metaphase plate with no significant
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between NB/endogenous (blue line) and GMC/ectopic (yellow ball) chromatin was measured and plotted. f Metaphase to anaphase onset was measured
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time difference. However, in a few cases, ectopic chromatin
aligned before or after the neuroblast chromatin, sometimes with
a large time difference (Fig. 1b, e). These results suggest that the
neuroblast and GMC chromatin can move independently to the
metaphase plate in hybrid cells.

Hybrid cells can independently segregate endogenous and
ectopic chromosomes. Since NB and GMC chromatin can con-
gress independently at the metaphase plate, can the two chro-
mosome pools also segregate independently? We tested this idea
by measuring the time between finished chromosome alignment
at the metaphase plate and chromosome separation in NB-GMC
hybrids expressing His2A::GFP and cherry::Jupiter. Unperturbed
control neuroblasts usually initiate anaphase onset within
2.63 min (SD= 1.84; n= 12) after chromosomes are aligned at
the metaphase plate. In hybrid cells derived from interphase
fusions, endogenous and ectopic chromatin entered anaphase
4.14 min (SD= 2.23; n= 14) and 5.12 min (SD= 1.85; n= 13)
after metaphase alignment. Only ectopic chromatin for prophase-
induced hybrid cells showed a significantly delayed anaphase
onset (Average: 10.25 min; SD= 4.12; n= 6) (Fig. 1f). Ectopic
chromatin never separated before endogenous chromosomes but
entered anaphase with a few minutes’ delay (Fig. 1g). These
observations suggests that the NB spindle dictates the timing of
anaphase onset, presumably via a diffusible ‘wait anaphase’
signal8. To test this idea, we imaged control and hybrid cells
expressing Mad2::GFP, a component of the spindle assembly
checkpoint (SAC)8,34. Control NBs consolidated Mad2::GFP into
a bright spot, presumably located at kinetochores, that dimin-
ished in intensity shortly before the spindle elongation in ana-
phase. Hybrid cells either contained a single, or sometimes two
Mad2::GFP foci. However, in all observed fusions Mad2::GFP
diffused from both foci before the hybrid cells started to elongate
the mitotic spindle (Fig. 1h & Supplementary Fig. 4a–d; n= 7).
We conclude that in NB-GMC hybrids, NB and GMC chromo-
somes can establish correct MT-kinetochore attachments, thereby
fulfilling the spindle assembly checkpoint necessary to enter
anaphase. However, given the delays in GMC chromosome
separation, we further conclude that ectopic spindles can initiate
chromatid separation independently from the endogenous neu-
roblast spindle, perhaps because the diffusible ‘wait anaphase’
signal is acting in a distance-dependent manner8 or because the
‘start anaphase’ signal overrides the inhibitory signal produced by
unattached kinetochores9.

Hybrid cells either form parallel double-spindles or an inter-
connected multipolar spindle. We next investigated the
mechanisms underlying independent NB/GMC chromosome
alignment and segregation, considering the following possibilities:
ectopic chromosomes could be aligned together with the endo-
genous chromosomes via a single bipolar spindle, similar to the
first zygotic spindle (gonomeric spindle, hereafter) in the Dro-
sophila embryo35. Alternatively, hybrid cells could form two or
more bipolar spindles, which either attach to chromosomes from
the neuroblast, and GMC separately or to chromosomes from
both cell types (Fig. 2a). Live cell imaging showed that hybrid cells
derived from prometaphase, metaphase or anaphase pre-
dominantly formed only one mitotic spindle, which attached to
the NB’s chromatin only (Supplementary Fig. 3c–e; Fig. 2c).
Fusions induced in interphase or prophase either formed two
clearly separated spindles (hereafter denoted as ‘II’; Fig. 2b, d, e;
Supplementary Fig. 5a; Supplementary Movies 4 and 5) or
interconnected spindles that looked like a ‘X’ (Fig. 2d, e; Sup-
plementary Fig. 3a; Supplementary Fig. 5b; Supplementary
Movie 12). Hybrid cells that had more time between fusion and

NEB were more likely to form ‘X’-type spindles (Fig. 2f). ‘X’-type
spindles usually resolved into a merged spindle by metaphase
through positioning of the two MTOCs next to each other at each
pole (Supplementary Fig. 5a, b). With some exceptions, II-type
spindles often formed at the same time and were initially oriented
perpendicular to each other. However, the two separate spindles
quickly decreased their inter-spindle distance and angle during
metaphase (Fig. 2g–l; Supplementary Movie 5). While spindle
architecture offers a potential mechanism for the independent
metaphase alignment, and subsequent segregation of NB and
GMC chromosomes, we observed that even in neuroblasts with
‘X’-type spindles, GMC-derived and NB chromatin remained
spatially separated until late metaphase (Supplementary Fig. 5a,
b). This suggests that spindle morphology is not the dominant
mechanism for the spatial separation of endogenous and ectopic
chromatin.

Ectopic spindles are nucleated from GMC centrosomes. Mitotic
spindles can be nucleated through the centrosome-dependent,
chromatin or microtubule pathway but when centrosomes are
present, the centrosome pathway prevails36. To elucidate the
mechanisms underlying ectopic spindle formation, we induced
NB-GMC fusions in interphase wild type neuroblasts expressing
live centriole (Asterless; Asl::GFP) and spindle (cherry::Jupiter)
markers, and assayed centrosome dynamics and spindle formation
throughout mitosis. Normal wild type neuroblasts usually con-
tained two Asl::GFP positive centrioles in mitosis, forming a single
bipolar spindle. However, in NB-GMC hybrids, we predominantly
found four Asl::GFP positive centrioles, two of which were intro-
duced from the GMC (Fig. 3a–c). In all hybrid cells with “II’-type
spindles, GMC centrosomes paired with GMC centrosomes and
NB centrosomes paired with NB centrosomes. In this case, each
cell pole contained a GMC-derived and a NB-derived centrosome,
a configuration referred to as ‘cis’ (Fig. 3d, e and Supplementary
Fig. 5a). A small number of ‘X’-type spindles either displayed the
‘cis’ configuration (Fig. 3b, d, f) or a ‘trans’ configuration, in which
each pole contained centrosomes from the same origin cell
(Fig. 3d, f & Supplementary Fig. 5b). However, in most cases, we
could not attribute the origin of centrosomes when ‘X’-type
spindles were formed (Fig. 3f). To test whether the centrosome-
dependent pathway is used to form double-spindles in hybrid cells,
we ablated centrosomes genetically. asl mutant neuroblasts lacked
functional centrosomes but formed bipolar spindles that poorly
converge at the poles (Fig. 3g)37. asl mutant NB-GMC hybrid cells
showed a spindle organization similar to that of unfused asl
mutant NBs, failing to form clearly separated spindles as shown
for wild type hybrid cells. However, GMC-derived chromatin
remained separated from NB chromatin until metaphase, when
the two pools became indistinguishable (Fig. 3g, h; Supplementary
Movie 6 and 7). We conclude that hybrid cells use the centrosome
pathway to form parallel (II) or intersecting (X) spindles. Fur-
thermore, these data suggest that parallel spindles form by con-
necting centrosomes from the same origin cell, whereas intersected
spindles are more varied in their centrosome configuration.

Asymmetric, microtubule-dependent chromatin-centrosome
connections tether chromosomes close to the apical neuroblast
cortex during interphase. Considering that hybrid cells with
intersected X-type spindles, or unfocused asl mutant spindles still
separated endogenous from ectopic chromatin, we investigated
spindle morphology-independent mechanisms for NB - GMC
chromosome separation. During mitosis, microtubules emanate
from centrosomes and attach to sister chromatids via kinetochore
proteins, localizing to the centromeric region38. The centromere-
specific H3 variant (Centromere identifier (Cid) in flies)
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colocalizes with centromeres39. Since sister chromatids in Dro-
sophila male germline stem cells contain asymmetric levels of
Cid11,40, we investigated whether hybrid cell spindles differentiate
between endogenous and ectopic chromosomes based on differ-
ing levels of Cid. We induced NB-GMC fusions of wild type cells
expressing EGFP::Cid41 in interphase or early prophase and

measured Cid intensity on both GMC and NB chromatin. These
measurements did not reveal a significant intensity difference
between NB and GMC Cid (Supplementary Fig. 6a). However,
we noticed that endogenous EGFP::Cid was localized in very close
proximity to the apical centrosome in unperturbed interphase
and prophase wild type neuroblasts (Fig. 4a & Supplementary
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Movie 8). EGFP::Cid remained associated with chromatin
throughout the neuroblast cell cycle, excluding the possibility that
early Cid clusters are not connected with chromatin (Supple-
mentary Fig. 6b & Supplementary Movie 9).

Interphase wild type neuroblasts contain only one active apical
microtubule organizing center (MTOC), which anchors the

daughter centriole-containing centrosome close to the apical
neuroblast cortex. The centrosome containing the mother
centriole is inactive in interphase but matures from prophase
onward, positioning itself on the basal cell cortex22,24–28.
We measured the distance of individual EGFP::Cid clusters to
the apical and basal centrosome in unperturbed wild type
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Fig. 3 asl mutant hybrid cells contain unfocused spindles. a Representative third instar larval control NB and b NB-GMC hybrid cell, expressing the
centriole marker Asl::GFP (cyan) and the spindle marker cherry::Jupiter (MTOCs; white in top and bottom row). Neuroblast-derived and GMC-derived
MTOCs were highlighted with green and red arrowheads, respectively. c Comparison of centrosome number between unfused wild type and hybrid cells.
d The two NB-derived centrosomes (green) can either form a bipolar spindle (cis), or pair with ectopic, GMC-derived (red) centrosomes to form a bipolar
spindle (trans). e, f Quantification of cis and trans spindles in wild type hybrid cells. g Unfused asl mutant neuroblasts and h asl mutant hybrid cells,
expressing the chromatin marker His2A::GFP (cyan) together with the spindle marker cherry::Jupiter (white). Colored boxes represent corresponding cell
cycle stages. Error bars correspond to SDs. Unpaired t-test was used in Fig. 3c. ****p < 0.0001. Time in mins:secs. Scale bar is 5 mm.
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Fig. 4 Biased MTOC activity retains Cid in the apical neuroblast hemisphere during interphase and early mitosis. a Representative third instar larval
neuroblast expressing the centromere specific Histone-3 variant marker, EGFP::Cid (cyan; top, white; bottom) and the microtubule marker cherry::Jupiter
(white; top). Colored boxes represent corresponding cell cycle stages. b The distance (purple and yellow dashed lines) between the apical (purple) and
basal (yellow) centrosome (CS), and individual Cid clusters (green circles) were measured throughout the cell cycle and plotted in c. d Representative third
instar larval neuroblast expressing cnb RNAi, cherry::Jupiter (white; top) and EGFP::Cid (cyan; top, white; bottom row). Orange arrowheads highlight the
apical MTOC. Blue arrowheads highlight the maturing basal MTOC. Note that cnb mutant neuroblasts lose the active MTOC in interphase (-9:00). The
blue and white dashed circle highlights Cid clusters and the cell outline, respectively. ‘Apical’ centrosome refers to the centrosome destined to be
positioned on the apical cortex, whereas ‘basal’ centrosome will be inherited by the basal GMC. e CS – Cid distance measurements were performed in cnb
RNAi expressing NBs. Once the apical CS disappeared in interphase, the last detectable position was used as a reference point (orange cross in the
schematic below; open circles in the graph). f CS – Cid measurements for cnb RNAi expressing NBs. Closed arrows refer to actual CS – Cid measurements.
Open circles denote Cid – previous active CS measurements. gWild type neuroblasts maintain apical CS – Cid attachments in prophase, due to asymmetric
MTOC activity and microtubule-dependent interphase centrosome – Cid attachments. cnb RNAi expressing neuroblasts lose MTOC activity in interphase,
randomizing the position of Cid clusters. When centrosomes mature again in prophase, both centrosomes simultaneously attach to Cid clusters.
h Centrosome – Cid distance of an unperturbed wild type neuroblast at the time of basal centrosome maturation (0min) and 6min thereafter. i, j Cid –

centrosome distance measurements, comparing wild type with cnb RNAi expressing neuroblasts. Error bars correspond to SDs. Two-sided paired or
unpaired t-test was used in Fig. 4h, i, j. ns; no significance. *p < 0.05. Time in mins:secs. Scale bar is 5 μm.
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neuroblasts and found that Cid was always in close proximity to
the apical centrosome during interphase. After nuclear envelope
breakdown (NEB), Cid moved progressively towards the
metaphase plate. Once the basal centrosome appeared (0 mins),
Cid was still closer to the apical than the basal centrosome and
this distance asymmetry was also observed 6 min after the
appearance of the basal centrosome. After nuclear envelope
breakdown (NEB), Cid moved progressively towards the
metaphase plate (Fig. 4a, b, c, h).

The proximity of EGFP::Cid clusters to the active interphase
MTOC suggests a microtubule-dependent chromatin localization
mechanism. Indeed, wild type neuroblasts treated with the
microtubule-depolymerizing drug colcemid showed a strong
correlation between apical MTOC activity and Cid localization:
as MTs depolymerized after colcemid addition, Cid progressively
moved away from the apical cortex towards the cell center
(Supplementary Figure 6c, d & Supplementary Movie 10). To test
whether polarized Cid localization specifically depends on
interphase MTOC activity, we removed the centriolar protein
Centrobin (Cnb; CNTROB in humans). Neuroblasts lacking Cnb
fail to maintain an active apical interphase MTOC but regain
normal MTOC activity during mitosis26. Neuroblasts expressing
cnb RNAi lost apical Cid localization after the apical centrosome
downregulated its MTOC activity. However, maturing centro-
somes reappeared in close proximity to Cid in prophase (Fig. 4d–g
& Supplementary Movie 11). Cid’s proximity to the apical MTOC
(‘apical’ refers to the centrosome destined to move to the apical
cortex) in cnb RNAi expressing neuroblasts was much more
varied compared to wild type. At 6 min after centrosome
maturation onset, Cid – apical MTOC distance was comparable
to wild type, as were Cid – basal centrosome distance relation-
ships (Fig. 4i, j). We conclude that Cid’s polarized localization
depends on interphase MTOC activity.

Asymmetric centrosome-chromatin connections contribute to
the separation of endogenous and ectopic chromatin in hybrid
cells in early mitosis. Based on these observations, we hypothe-
sized that the physical separation between endogenous NB and
ectopic GMC chromosomes in NB-GMC hybrid cells could be
dependent on the active apical MTOC. To test this hypothesis, we
tracked centrosome and Cid movements in wild type hybrid cells
and analyzed Cid localization in relation to the endogenous and
ectopic centrosomes. Similar to unperturbed wild type neuro-
blasts, endogenous Cid was also localized in close proximity to
the endogenous apical MTOC in wild type hybrid cells (Fig. 5a, c,
& Supplementary Movie 12; ‘apical’ refers to the centrosome
destined to segregate into the large apical sibling cell). Ectopic
Cid, however, appeared closer to ectopic centrosomes (Fig. 5a, d
& Supplementary Movie 12; ‘0’ refers to the appearance of the
ectopic centrosomes).

We next attempted to randomize the distance of endogenous
and ectopic Cid relative to centrosomes by inducing fusions in
cnb RNAi expressing neuroblasts, since loss of interphase MTOC
activity released endogenous Cid from the apical centrosome
(Fig. 4d–j and Supplementary Fig. 6c, d). In contrast to wild type
hybrid cells, endogenous Cid is roughly equidistant to the
endogenous NB and ectopic GMC MTOCs in cnb RNAi
expressing hybrid cells at ‘0’ min (Fig. 5b, e & Supplementary
Movie 13). However, ectopic Cid was still closer to the ectopic
centrosomes than to the endogenous apical centrosome in cnb
RNAi expressing hybrid cells (Fig. 5b, f & Supplementary
Movie 13). In both wild type and cnb RNAi expressing hybrid
cells, ectopic GMC and basal NB MTOCs were about equidistant
to endogenous Cid, but ectopic centrosomes were closer to
ectopic Cid (Supplementary Fig. 7a–e).

We next asked whether biased MTOC activity influences the
physical separation between endogenous and ectopic chromo-
somes and tracked endogenous and ectopic EGFP::Cid after
induced cell fusion. To this end, we measured the distance
between endogenous and ectopic Cid in hybrid cells, using
endogenous Cid–Cid distance as a baseline and determined when
endo-ecto CID distance was indistinguishable from this endo-
endo CID distance (defined as ‘T’). We then calculated and
plotted the time difference between T and NEB (defined as ΔT;
Fig. 5g; see methods). In most wild type hybrids, endogenous and
ectopic Cid remained physically well separated until ~10 min
after NEB (mean ΔT= 9.6 min; SD= 5.7 mins; n= 9). In cnb
RNAi expressing hybrid cells, the endogenous Cid-Cid and
ectopic Cid – endogenous Cid distances were similar already
~1 min after NEB (mean= 0.73 min; SD= 7.9; n= 15), which is
significantly earlier compared to wild type. Hybrid cells derived of
fusions between cnb PACT expressing neuroblasts, which contain
only active interphase MTOCs26, and GMCs showed an
intermediate phenotype (Fig. 5h).

Altering MTOC activity bias also influenced spindle architec-
ture in hybrid cells. In contrast to wild type hybrid cells, cnb
RNAi or cnb PACT hybrid cells predominantly formed ‘X’-type
spindles with no statistically significant time difference between
fusion induction and NEB (Figs. 2e, f and 5i, j). We conclude that
the apical, endogenous MTOC retains endogenous Cid close to
the apical cortex in wild type hybrid cells, which affects the timing
of the physical separation between NB and GMC chromatin in
hybrids.

Nuclear envelopes provide a barrier between endogenous and
ectopic chromatin in hybrid cells. We next hypothesized that the
separation of endogenous and ectopic chromatin could be sup-
ported by nuclear envelopes. Neuroblasts undergo semi-closed
mitosis, mostly retaining a matrix composed of nuclear envelope
proteins around the mitotic spindle42,43. We imaged wild type
neuroblasts with the nuclear envelope marker Lamin (UAS-
Lamin::GFP) and confirmed that unperturbed wild type neuro-
blasts contain a nuclear envelope matrix surrounding the mitotic
spindle during mitosis (Fig. 6a). Similarly, wild type hybrid cells
contain two nuclear envelopes during mitosis, which remain
separate until early anaphase. However, the separation between
the NB and introduced GMC NE became diffuse during anaphase
(Fig. 6b; Supplementary Movie 14).

The observed asymmetric interphase chromatin localization
could be mediated via direct or indirect microtubule—Cid
attachments. In the case of a direct attachment, we would expect
to see microtubules penetrating the nuclear envelope prior to
mitosis entry. To address this question, we stained wild type
neuroblasts expressing Lamin::GFP with anti-Tubulin and anti-
CID. However, we only saw microtubules entering the nuclear
envelope in prometaphase neuroblasts, but not before, indicating
that the MT-Cid connections observed during interphase are
most likely indirect. (Fig. 6c). Different imaging techniques will
be needed to exclude the possibility that we simply do not see
MTs penetrating the NE before prometaphase.

These data suggest that nuclear envelopes establish a physical
barrier between NB and GMC chromatin at least until metaphase
in hybrid cells.

Hybrid cells show a variety of chromosome missegregation
defects. Finally, we assessed the accuracy of chromosome segre-
gation in wild type hybrid cells. Using the canonical chromosome
marker His2A::GFP we detected chromosome missegregation—
ranging from lagging chromosomes to chromosome bridges—in
wild type hybrid cells (Fig. 7a, b, & Supplementary Movie 15).
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Chromosome segregation defects can result in aneuploidy and
micronuclei formation44. In most cases, hybrid cells fused both
nuclei into one, forming synkaryons, while some cells formed
heterokaryons (hybrid cells containing two nuclei of different
origins), and a small percentage of hybrid cells formed

micronuclei15. Synkaryon formation is most likely not a con-
sequence of failed cytokinesis but due the merging of both nuclei
(Fig. 7c, d; Supplementary Fig. 8).

We conclude that NB-GMC hybrids missegregate chromo-
somes, leading to the formation of micronuclei, heterokaryons or
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Fig. 5 Asymmetric microtubule dependent centrosome-chromatin attachments contribute to the separation of endogenous and ectopic chromosomes
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synkaryons. We find no evidence that heterokaryons or
synkaryons are a consequence of failed cytokinesis and appear
to be a result of nuclear fusion.

Discussion
Cell–cell fusion can occur under normal physiological conditions
and has also been implicated in malignancy16. How hybrid cells
recognize and separate endogenous and ectopic chromosomes
during mitosis is not known. Here, we acutely induce cell-cell
fusions in vivo between neural stem cells and differentiating
GMCs (or less frequently INPs) in the developing larval fly brain.
Previously performed cell fusion experiments with cultured cells
of the same type have revealed important conceptual and mole-
cular information about the mechanisms of the spindle assembly
checkpoint8,9. NB-GMC fusions do not naturally occur and laser-
based acute fusions could induce some unintended damage.
However, because we fuse molecularly distinct cell types, con-
taining epigenetically different chromatin, our system is useful to
reveal basic mechanisms of chromosome recognition and
separation. We found that NB-GMC derived hybrid cells keep
endogenous neuroblast chromosomes separated from the intro-
duced ectopic GMC chromosomes and align them independently

at the metaphase plate. Hybrid cells usually contain two neuro-
blast- and two GMC-derived centrosomes, which either form two
distinct parallel, or interconnected mitotic spindles. Spindle
architecture depends on the timing of fusion induction because
fusions performed long before NEB predominantly created
interconnected, X-like spindles, whereas fusions induced shortly
before NEB generated clearly distinct, II-like looking spindles.
Regardless of spindle morphology, centrosome migration and
spindle realignment position both spindles next to each other
during metaphase, thereby congressing the neuroblast- and
GMC-derived chromosomes at the metaphase plate. Hybrid cells
subsequently enter anaphase although NB and GMC chromo-
somes often do not migrate to the cell poles at the same time. The
distinct anaphase onset between NB and GMC chromosomes
could be due to the previously implicated diffusible ‘wait ana-
phase’ signal that acts in a distance-dependent manner8 or
because the ‘start anaphase’ signal overrides the inhibitory signal
produced by unattached kinetochores9. However, the fact that NB
and GMC chromosomes can initiate segregation autonomously
suggests that hybrid cell spindles can operate independently,
implying that NB and GMC chromatin remain separated
throughout anaphase. This separation could be achieved through
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nuclear envelopes. It has previously been described that fly neu-
roblasts undergo semi-closed mitosis42,43 and we found that NB-
GMC hybrid cells contain independent nuclear envelopes, dif-
fering in size, which appeared to merge during late metaphase or
early anaphase. Because the NE signal fades during anaphase, it is
difficult to see whether physical barriers between the NB and
GMC-derived spindle persist.

We also observed that the centromere-specific H3 variant is
connected—either directly or indirectly—to the active interphase
MTOC, located close to the apical NB cortex. Apical MTOC-Cid
connections ensure that NB Cid remains located in close proxi-
mity to the nuclear envelope facing the apical MTOC. This
connection keeps chromatin from floating around the nucleus
and prevents it from getting in close proximity to the GMC
chromatin. Because GMCs are predominantly clustered on the
basal side of the neuroblast, the observed NB-GMC chromatin
separation could be an artefact of this cell arrangement. However,
conditions that removed biased MTOC activity caused NB and
GMC Cid clusters to lose their physical separation prematurely,
although nuclear envelopes still prevented a complete mixing of
the two chromatin pools. Thus, it is unlikely that NB-GMC
arrangements, and the subsequent location of the GMC chro-
matin after cell-cell fusion, is the dominant mechanism for the
observed physical chromatin separation.

Finally, we showed that NB-GMC hybrid cells display chro-
mosome segregation errors in anaphase, which could be due to
incompletely replicated GMC chromosomes, spindle morphology

defects or erroneous MT-kinetochore attachments. However, NB-
GMC hybrid cells successfully complete cytokinesis and pre-
dominantly form synkaryons as well as heterokaryons or
micronuclei with less frequency.

Based on these observations, we propose that the separation,
independent alignment and segregation of NB and GMC chro-
mosomes depends on (1) biased interphase centrosome activity,
connecting the active apical MTOC with NB-chromatin
throughout interphase and early mitosis, and (2) nuclear envel-
opes, imposing physical boundaries between the NB and GMC
chromatin (Fig. 7e). This model builds on previous observations,
showing that wild type interphase neuroblasts contain one active
MTOC that remains stably anchored to the apical cell cortex24,28.
In contrast to yeast, where chromosomes make dynamic attach-
ments to microtubules in G145, this is generally not the case in
other metazoan cells2. Chromatin can be connected with cen-
trosomes through the LINC complex46, potentially implicating
the SUN domain protein Klaroid47 and the KASH-domain pro-
tein Klarsicht46,48 in asymmetric chromatin clustering.

The functional significance of these interphase microtubule-
chromatin connections in normal neuroblasts are not known but
could be similar to Drosophila male germline stem cells (GSCs),
where a single active centrosome connects to chromosomes in
prophase, a potential mechanism for biased chromatid
segregation11,49. Centromeres have also been found to be con-
fined to specific nuclear locations in other organisms50,51, sug-
gesting other important cellular functions. The biased centromere
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localization we report here could reflect a previously observed
pattern of chromosome organization referred to as the Rabl
conformation, although we do not report on neuroblast telomere
positioning here51–54. In nuclei exhibiting a Rabl conformation,
the polarized arrangement of chromosomes established in telo-
phase, with centromeres clustered on one side of the nucleus and
telomeres clustered on the opposite side, is retained in interphase
cells. In Drosophila, the Rabl configuration has been reported in
the nuclei of embryonic and salivary gland cells and has been
suggested in CNS cells from third instar larvae55–60. Asymmetric
centromere positioning has been reported in cultures S2 cells, but
centromeres are more dispersed than the localization we report
here in neuroblasts and telomeres do not clearly cluster61.

Although GMC and NB chromatin are epigenetically distinct43

we currently have no evidence to suggest that hybrid cells actively
distinguish between the two chromatin pools. Chromosome
separation is also observed during the first zygotic division after
fertilization in both invertebrates and vertebrates and it is equally
unclear whether the underlying mechanisms entail active
separation processes. For instance, during gonomeric-type ferti-
lization the two pronuclei do not fuse and stay side by side, each
independently forming a mitotic apparatus with a haploid chro-
mosome group7. Zygotic divisions with gonomeric spindles occur
in different species such as the firebug Pyrrhocoris apterus, Dro-
sophila melanogaster, the silkmoth Bombyx mori, the cricket
Gryllus bimaculatus, or the copepod Cyclops7,35,62,63. Similarly,
dual-spindles separate the paternal from the maternal chromatin
during the first zygotic division in mice and bovines but in
subsequent single-spindle divisions, genome compartmentaliza-
tion is lost6,64.

The functional significance of chromosome separation in either
somatic hybrid cells or during the first zygotic division are
unknown. However, it is noteworthy that the ability to form a
spindle from a female pronucleus and to continue subsequent
mitoses makes haploid parthenogenesis possible for social
insects7. To investigate the consequences of altered chromatin
compartmentalization in either hybrid cells or zygotes, acute
microtubule and nuclear envelope manipulations will have to be
developed to mix epigenetically distinct chromatin with spatio-
temporal resolution. Future studies will further aim at elucidating
the mechanisms and significance of asymmetric chromatin
localization.

Methods
Fly strains. Mutant alleles, transgenes and fluorescent markers: worGal4, UAS-
mCherry::Jupiter65; worGal4, UAS-mCherry::Jupiter, Sqh::GFP66; His2A::GFP
(Bloomington stock center); UAS-lamin::GFP (Bloomington stock center); UAS-
mCherry::CAAX, UAS-iLID::CAAX:;mCherry (this work); EGFP::Cid41; pUbq-
Asl::GFP67; worgal4, UAS-mCherry::Jupiter, Asl::GFP (this work); pros::EGFP
(endogenously tagged with CRISPR; this work); Mad2::GFP68; cnbGD11735 RNAi
line (v28651)69; UAS-GFP.E2f1.1–230, UAS-mRFP1.NLS.CycB.1–266}17/TM6B,
Tb33 (Bloomington stock center); pUASp-YFP::PACT-Cnb26, asl2,70, aslMecD 67.

Antibodies. The following primary antibodies were used for this study: mouse
anti-α-Tub (DM1A, Sigma; 1:2500; Cat# T6199), rabbit anti-Cid (1:500; Active-
motif; Cat#39719). Secondary antibodies were from Invitrogen.

Immunohistochemistry. Third instar larval brains were dissected in Schneider’s
medium for no longer than 20 min. Brains were fixed in 4% formaldehyde in PEM
(100 mM PIPES pH 6.9, 1 mM EGTA and 1 mM MgSO4). After fixing, the brains
were washed and blocked using 1× PBSBT. Subsequently, brains were incubated
overnight at 4 °C in the primary antibody dilution in 1× PBSBT (1× PBS, 0.5%
Triton-X 100, 1% BSA). Brains were then washed three times with 1× PBSBT and
incubated overnight in the secondary antibody dilution prepared in 1X PBSBT.
Brains were again washed three times in 1× PBT (1× PBS, 0.5% Triton-X 100)
before mounting in vectashield.

Generation of pros::EGFP with CRISPR. Target specific sequences with high
efficiency were chosen using the CRISPR Optimal Target Finder

(http://tools.flycrispr.molbio.wisc.edu/targetFinder/), the DRSC CRISPR finder
(http://www.flyrnai.org/crispr/), and the Efficiency Predictor (http://www.flyrnai.
org/evaluateCrispr/) web tools. Sense and antisense primers for these chosen sites
were then cloned into pU6-BbsI-ChiRNA71 between BbsI sites. To generate the
replacement donor template, EGFP and 1 kb homology arms flanking the insertion
site were cloned into pHD-DsRed-attP (Addgene plasmid #51019) using Infusion
technology (Takara/Clontech). Injections were performed in house. Successful
events were detected by DsRed-positive screening in the F1 generation. Con-
stitutively active Cre (BDSC#851) was then crossed in to remove the DsRed
marker. Positive events were then balanced, genotyped, and sequenced.

Live cell imaging and acute cell-cell fusion. Imaging medium consists of
Schneider’s insect medium (Sigma-Aldrich S0146) mixed with 10% BGS
(HyClone). Third instar larvae were dissected in imaging medium and the brains
were transferred into a µ-slide Angiogenesis or μ-slide 8 well (Ibidi). Live samples
were imaged with an Intelligent Imaging Innovations (3i) spinning disc confocal
system, consisting of a Yokogawa CSU-W1 spinning disc unit and two Prime 95B
Scientific CMOS cameras. A 60x/1.4NA oil immersion objective mounted on a
Nikon Eclipse Ti microscope was used for imaging. Live imaging voxels are
0.22 × 0.22 × 0.75-1 μm (60x/1.4NA spinning disc).

Neuroblast-GMC fusions were induced using a 3i Ablate! ablation system,
consisting of a 532 nm pulsed laser. We used a pulse width of 7 ns, targeting the
membrane interface between the neuroblast and the adjacent GMC.

Nuclear envelope breakdown (NEB) was used as a cell cycle reference point.
NEB was determined based on His2A::GFP or Cherry::Jupiter signal. For instance,
His2A::GFP can be detected in the entire nucleus prior to NEB but quickly localizes
to chromatin as MTs penetrate the NE. Microtubules labelled with Cherry::Jupiter
enter the nucleus at the start of NEB. The first frame of MTs entering the nuclear
space is thus defined as NEB.

Manual tracking, observed His2A::GFP intensity differences and/or physical
spacing allowed to distinguish between endogenous and ectopic chromosomes and/
or centrosomes until at least early metaphase. Movies were acquired with time
resolutions ranging from 30 s to 4 min (depending on the experiment).

Colcemid treatment. Dissected brains were incubated with Colcemid (Sigma) in
live imaging medium at a final concentration of of 25 µg mL−1.

Image processing and measurements. Live cell images were processed using
Imaris x64 8.3.1 and image J. For angle and distance measurements, the coordi-
nates for the two spindle poles were determined in Imaris. From these coordinates,
angles and distances between spindles were derived based on the calculations
outlined below.
Angle between spindles: θ ¼ cos�1 n�e

nj j ej j
Dot product: n�e = (X1*X2)+(Y1*Y2)+(Z1*Z2)
Magnitude of vectors: |n|=

ffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffi

X2
1 þ Y2

1 þ z21
p

|e|=
ffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffi

X2
2 þ Y2

2 þ z22
p

Where n corresponds to the spindle vector: n (x1, y1, z1) = (N1-N1′, N2-N2′,
N3-N3′) and e to the ectopic spindle vector: e (x2, y2, z2) = (E1-E1′, E2-E2′, E3-
E3′).

N1, N2, N3 and N1′, N2′ and N3′ are coordinates of the two poles of the NB
spindle. Similarly, E1, E2, and E3 and E1′, E2′ and E3′ are coordinates of the
ectopic spindle poles.

Distance between spindle vectors. The midpoints of the two spindle vectors are
calculated from coordinates of the poles on either side of the respective spindle.
This is followed by calculating the distance between these midpoints.

Midpoint of the NB spindle vector = ðN1þN1
1

2 ;
N2þN1

2
2 ;

N3þN1
3

2 Þ = M1;M2;M3

� �

Midpoint of the GMC spindle vector = ðG1þG1
1

2 ;
G2þG1

2
2 ;

G3þG1
3

2 Þ = m1;m2;m3

� �

Distance between these two points=
ffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffi

ðM1 �m1Þ2 þ ðM2 �m2Þ2 þ ðM3 �m3Þ2
q

Centrosome - Cid distance. The centrosome (CS) - Cid distance was calculated
using Cid and CS coordinates.

CS – Cid distance: =
ffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffi

x1 � x2
� �2 þ y1 � y2

� �2 þ z1 � z2
� �2

q

Where x1, y1, z1 correspond to CS and x2, y2, z2 to Cid coordinates, respectively.
Plotted values correspond to averaged values of all CS – Cid puncta distances

and the corresponding standard deviations.
0 and 6 min corresponds to the appearance of the basal centrosome and 6min

thereafter.
‘0’ and ‘6’ mins correspond to the appearance of the ectopic centrosome and

6 min thereafter.

Cid – cid distance calculations. The distance between Cid clusters was calculated
using the coordinates of endogenous and ectopic Cid foci over multiple time
points.

Endogenous to ectopic Cid: at least three endogenous Cid foci and one ectopic
Cid foci were selected. The values were averaged.
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Endogenous Cid to endogenous Cid: the distance between two endogenous Cid
clusters were calculated using the formula above and averaged.

T was defined as the first timepoint where the distance between endogenous
and ectopic cid fell below the highest observed inter-endogenous Cid distance. ΔT
was defined as the time difference between nuclear envelope breakdown (NEB) and
T. ΔT= T−NEB.

Statistics and reproducibility. Statistical analysis was performed using Graphpad
prism 8. Statistical significance was determined using paired or unpaired t-test and
one-way ANOVA. Significance was indicated as following: *p < 0.05, **p < 0.01,
***p < 0.001,****p < 0.0001, ns; not significant. Exact p values and complete sta-
tistical information can be found in Supplementary Data 1. The meta data used for
the quantifications is compiled in the file Supplementary Data 2.

Measurements were taken from multiple distinct samples and from several
independent experiments. Cell fusion experiments have been performed by 5
independent researchers with similar outcomes.

Reporting summary. Further information on research design is available in the Nature
Research Reporting Summary linked to this article.

Data availability
The authors declare that all data supporting the findings of this study are available within
the paper and its supplementary files. Source data are available upon request.

Received: 2 December 2021; Accepted: 23 August 2022;

References
1. McIntosh, J. R. Mitosis. Csh Perspect. Biol. 8, a023218 (2016).
2. Maiato, H., Gomes, A. M., Sousa, F. & Barisic, M. Mechanisms of

chromosome congression during mitosis. Biology 6, 13 (2017).
3. Thomas, G. E., Renjith, M. R. & Manna, T. K. Kinetochore–microtubule

interactions in chromosome segregation: lessons from yeast and mammalian
cells. Biochem J. 474, 3559–3577 (2017).

4. Yu, K., Zhong, N., Xiao, Y. & She, Z. Mechanisms of kinesin‐7 CENP‐E in
kinetochore–microtubule capture and chromosome alignment during cell
division. Biol. Cell 111, 143–160 (2019).

5. Snook, R. R., Hosken, D. J. & Karr, T. L. The biology and evolution of
polyspermy: insights from cellular and functional studies of sperm and
centrosomal behavior in the fertilized egg. Reproduction 142, 779–792 (2011).

6. Reichmann, J. et al. Dual-spindle formation in zygotes keeps parental genomes
apart in early mammalian embryos. Science 361, 189 193 (2018).

7. Kawamura, N. Fertilization and the first cleavage mitosis in insects. Dev.
Growth Differ. 43, 343–349 (2001).

8. Heasley, L. R., Markus, S. M. & DeLuca, J. G. “Wait Anaphase” signals are not
confined to the mitotic spindle. Mol. Biol. Cell 28, 1186–1194 (2017).

9. Rieder, C. L. et al. Mitosis in vertebrate somatic cells with two spindles:
implications for the metaphase/anaphase transition checkpoint and cleavage.
Proc. Natl Acad. Sci. 94, 5107–5112 (1997).

10. Arco, A. G., del, Edgar, B. A. & Erhardt, S. In vivo analysis of centromeric
proteins reveals a stem cell-specific asymmetry and an essential role in
differentiated, non-proliferating cells. Cell Rep. 22, 1982–1993 (2018).

11. Ranjan, R., Snedeker, J. & Chen, X. Asymmetric centromeres differentially
coordinate with mitotic machinery to ensure biased sister chromatid
segregation in germline stem cells. Cell Stem Cell https://doi.org/10.1016/j.
stem.2019.08.014 (2019).

12. Akera, T., Trimm, E. & Lampson, M. A. Molecular Strategies of Meiotic
Cheating by Selfish Centromeres. Cell 178, 1132–1144.e10 (2019).

13. Drpic, D. et al. Chromosome segregation is biased by kinetochore size. Curr.
Biol. 28, 1344 1356.e5 (2018).

14. Aichel, O. Über Zellverschmelzung mit quantitativ abnormer
Chromosomenverteilung als Ursache der Geschwulstbildung. (Verlag von
Wilhelm Engelmann, 1911).

15. Ogle, B. M., Cascalho, M. & Platt, J. L. Biological implications of cell fusion.
Nat. Rev. Mol. Cell Biol. 6, 567 575 (2005).

16. Platt, J. L. & Cascalho, M. Cell fusion in malignancy: a cause or consequence?
A provocateur or cure? Cells 8, 587 (2019).

17. Fujiwara, T. et al. Cytokinesis failure generating tetraploids promotes
tumorigenesis in p53-null cells. Nature 437, 1043–1047 (2005).

18. Gallaud, E., Pham, T. & Cabernard, C. Drosophila melanogaster neuroblasts: a
model for asymmetric stem cell divisions. Results Probl. Cell Differ. 61, 183
210 (2017).

19. Roubinet, C., White, I. J. & Baum, B. Asymmetric nuclear division of neural
stem cells contributes to the formation of sibling nuclei with different
identities. Biorxiv 2020.08.29.272724 https://doi.org/10.1101/2020.08.29.
272724 (2020).

20. Sunchu, B. & Cabernard, C. Principles and mechanisms of asymmetric cell
division. Development 147, dev167650 (2020).

21. Loyer, N. & Januschke, J. Where does asymmetry come from? Illustrating
principles of polarity and asymmetry establishment in Drosophila neuroblasts.
Curr. Opin. Cell Biol. 62, 70–77 (2020).

22. Gallaud, E. et al. Dynamic centriolar localization of Polo and Centrobin in
early mitosis primes centrosome asymmetry. Plos Biol. 18, e3000762 (2020).

23. Gambarotto, D. et al. Plk4 regulates centriole asymmetry and spindle
orientation in neural stem cells. Dev. Cell 50, 11–24.e10 (2019).

24. Rebollo, E. et al. Functionally unequal centrosomes drive spindle orientation
in asymmetrically dividing Drosophila neural stem cells. Dev. Cell 12, 467 474
(2007).

25. Januschke, J. & Gonzalez, C. The interphase microtubule aster is a
determinant of asymmetric division orientation in Drosophila neuroblasts. J.
Cell Biol. 188, 693 706 (2010).

26. Januschke, J. et al. Centrobin controls mother–daughter centriole asymmetry
in Drosophila neuroblasts. Nat. Cell Biol. 15, 241 248 (2013).

27. Januschke, J., Llamazares, S., Reina, J. & Gonzalez, C. Drosophila neuroblasts
retain the daughter centrosome. Nat. Commun. 2, 243 (2011).

28. Rusan, N. M. & Peifer, M. A role for a novel centrosome cycle in asymmetric
cell division. J. Cell Biol. 177, 13 20 (2007).

29. Boone, J. Q. & Doe, C. Q. Identification of Drosophila type II neuroblast
lineages containing transit amplifying ganglion mother cells. Dev. Neurobiol.
68, 1185–1195 (2008).

30. Bello, B. C., Izergina, N., Caussinus, E. & Reichert, H. Amplification of neural
stem cell proliferation by intermediate progenitor cells in Drosophila brain
development. Neural Dev. 3, 5 (2008).

31. Bowman, S. K. et al. The tumor suppressors Brat and Numb regulate transit-
amplifying neuroblast lineages in drosophila. Dev. Cell 14, 535–546 (2008).

32. Roubinet, C. et al. Spatio-temporally separated cortical flows and spindle
geometry establish physical asymmetry in fly neural stem cells. Nat. Commun.
8, 1383 (2017).

33. Zielke, N. et al. Fly-FUCCI: A versatile tool for studying cell proliferation in
complex tissues. Cell Rep. 7, 588 598 (2014).

34. Musacchio, A. The molecular biology of spindle assembly checkpoint
signaling dynamics. Curr. Biol. 25, R1002 18 (2015).

35. Callaini, G. & Riparbelli, M. G. Fertilization in Drosophila melanogaster:
centrosome inheritance and organization of the first mitotic spindle. Dev. Biol.
176, 199–208 (1996).

36. Prosser, S. L. & Pelletier, L. Mitotic spindle assembly in animal cells: a fine
balancing act. Nat. Rev. Mol. Cell Bio 18, 187–201 (2017).

37. Bonaccorsi, S., Giansanti, M. G. & Gatti, M. Spindle assembly in Drosophila
neuroblasts and ganglion mother cells. Nat. Cell Biol. 2, 54 56 (2000).

38. Fukagawa, T. & Earnshaw, W. C. The centromere: chromatin foundation for
the kinetochore machinery. Dev. Cell 30, 496–508 (2014).

39. Henikoff, S., Ahmad, K., Platero, J. S. & Steensel, Bvan Heterochromatic
deposition of centromeric histone H3-like proteins. Proc. Natl Acad. Sci. 97,
716–721 (2000).

40. Dattoli, A. A. et al. Asymmetric assembly of centromeres epigenetically
regulates stem cell fate. J Cell Biology 219, (2020).

41. Schuh, M., Lehner, C. F. & Heidmann, S. Incorporation of Drosophila CID/
CENP-A and CENP-C into centromeres during early embryonic anaphase.
Curr. Biol. 17, 237 243 (2007).

42. Katsani, K. R., Karess, R. E., Dostatni, N. & Doye, V. In vivo dynamics of
drosophila nuclear envelope components. Mol. Biol. Cell 19, 3652–3666
(2008).

43. Roubinet, C., White, I. J. & Baum, B. Asymmetric nuclear division in neural
stem cells generates sibling nuclei that differ in size, envelope composition,
and chromatin organization. Curr. Biol. https://doi.org/10.1016/j.cub.2021.06.
063 (2021).

44. Molina, O., Abad, M. A., Solé, F. & Menéndez, P. Aneuploidy in cancer:
lessons from acute lymphoblastic leukemia. Trends Cancer https://doi.org/10.
1016/j.trecan.2020.08.008 (2020).

45. Dorn, J. F. et al. Yeast kinetochore microtubule dynamics analyzed by high-
resolution three-dimensional microscopy. Biophys. J. 89, 2835–2854 (2005).

46. Lee, Y. L. & Burke, B. LINC complexes and nuclear positioning. Semin Cell
Dev. Biol. 82, 67 76 (2018).

47. Kracklauer, M. P., Banks, S. M. L., Xie, X., Wu, Y. & Fischer, J. A. Drosophila
klaroid encodes a SUN domain protein required for klarsicht localization to
the nuclear envelope and nuclear migration in the eye. Fly 1, 75–85 (2007).

48. Razafsky, D. & Hodzic, D. Bringing KASH under the SUN: the many faces of
nucleo-cytoskeletal connections. J. Cell Biol. 186, 461 472 (2009).

49. Yadlapalli, S. & Yamashita, Y. M. Chromosome-specific nonrandom sister
chromatid segregation during stem-cell division. Nature 498, 251 254 (2013).

COMMUNICATIONS BIOLOGY | https://doi.org/10.1038/s42003-022-03874-z ARTICLE

COMMUNICATIONS BIOLOGY |           (2022) 5:953 | https://doi.org/10.1038/s42003-022-03874-z | www.nature.com/commsbio 13

https://doi.org/10.1016/j.stem.2019.08.014
https://doi.org/10.1016/j.stem.2019.08.014
https://doi.org/10.1101/2020.08.29.272724
https://doi.org/10.1101/2020.08.29.272724
https://doi.org/10.1016/j.cub.2021.06.063
https://doi.org/10.1016/j.cub.2021.06.063
https://doi.org/10.1016/j.trecan.2020.08.008
https://doi.org/10.1016/j.trecan.2020.08.008
www.nature.com/commsbio
www.nature.com/commsbio


50. Weierich, C. et al. Three-dimensional arrangements of centromeres and
telomeres in nuclei of human and murine lymphocytes. Chromosome Res. 11,
485–502 (2003).

51. Muller, H., Gil, J. & Drinnenberg, I. A. The Impact of Centromeres on Spatial
Genome Architecture. Trends Genet 35, 565–578 (2019).

52. RABL, C. Uber Zelltheilung. Morphol. Jahrb. 10, 214–330 (1885).
53. Cremer, T. & Cremer, M. Chromosome territories. Csh Perspect. Biol. 2,

a003889 (2010).
54. Burla, R. et al. Interplay of the nuclear envelope with chromatin in physiology

and pathology. Nucleus 11, 205–218 (2020).
55. Foe, V. E. & Alberts, B. M. Reversible chromosome condensation induced in

Drosophila embryos by anoxia: visualization of interphase nuclear
organization. J. Cell Biol. 100, 1623–1636 (1985).

56. Lowenstein, M. G., Goddard, T. D. & Sedat, J. W. Long-range interphase
chromosome organization in Drosophila: a study using color barcoded
fluorescence in situ hybridization and structural clustering analysis. Mol. Biol.
Cell 15, 5678–5692 (2004).

57. Marshall, W. F., Dernburg, A. F., Harmon, B., Agard, D. A. & Sedat, J. W.
Specific interactions of chromatin with the nuclear envelope: positional
determination within the nucleus in Drosophila melanogaster. Mol. Biol. Cell
7, 825–842 (1996).

58. Hochstrasser, M., Mathog, D., Gruenbaum, Y., Saumweber, H. & Sedat, J. W.
Spatial organization of chromosomes in the salivary gland nuclei of
Drosophila melanogaster. J. Cell Biol. 102, 112–123 (1986).

59. Csink, A. K. & Henikoff, S. Large-scale chromosomal movements during
interphase progression in drosophila. J. Cell Biol. 143, 13–22 (1998).

60. Moretti, C., Stévant, I. & Ghavi-Helm, Y. 3D genome organisation in
Drosophila. Brief. Funct. Genomics 19, 92–100 (2019).

61. Padeken, J. et al. The nucleoplasmin homolog NLP mediates centromere
clustering and anchoring to the nucleolus. Mol. Cell 50, 236–249 (2013).

62. Sato, M. & Tanaka‐Sato, H. Fertilization, syngamy, and early embryonic
development in the cricket Gryllus bimaculatus (de geer). J. Morphol. 254,
266–271 (2002).

63. Huettner, A. F. Maturation and fertilization in Drosophila melanogaster. J.
Morphol. 39, 249–265 (1924).

64. Schneider, I., Ruijter-Villani, M. de, Hossain, M. J., Stout, T. A. E. & Ellenberg,
J. Non-rodent mammalian zygotes assemble dual spindles despite the presence
of paternal centrosomes. Biorxiv 2020.10.16.342154 https://doi.org/10.1101/
2020.10.16.342154 (2020).

65. Cabernard, C. & Doe, C. Q. Apical/basal spindle orientation is required for
neuroblast homeostasis and neuronal differentiation in Drosophila. Dev. Cell
17, 141 (2009).

66. Cabernard, C., Prehoda, K. E. & Doe, C. Q. A spindle-independent cleavage
furrow positioning pathway. Nature 467, 91 94 (2010).

67. Blachon, S. et al. Drosophila asterless and vertebrate Cep152 Are orthologs
essential for centriole duplication. Genetics 180, 2081 2094 (2008).

68. Buffin, E., Lefebvre, C., Huang, J. Y., Gagou, M. E. & Karess, R. E. Recruitment
of Mad2 to the kinetochore requires the Rod/Zw10 complex. Curr. Biol. 15,
856 861 (2005).

69. Dietzl, G. et al. A genome-wide transgenic RNAi library for conditional gene
inactivation in Drosophila. Nature 448, 151 156 (2007).

70. Bonaccorsi, S., Giansanti, M. G. & Gatti, M. Spindle self-organization and
cytokinesis during male meiosis in asterless mutants of Drosophila
melanogaster. J. Cell Biol. 142, 751–761 (1998).

71. Gratz, S. J. et al. Genome engineering of Drosophila with the CRISPR RNA-
Guided Cas9 nuclease. Genetics 194, 1029–1035 (2013).

Acknowledgements
We thank Xin Chen, Cayetano Gonzalez, Roger Karess, Tomer Avidor-Reiss for fly
stocks, David Salvador Garcia for generating the Pros::EGFP transgenic line, Sue Biggins
and members of the Cabernard laboratory for helpful discussions and comments. This
work was supported by the National Institutes of Health (1R01GM126029) and a
Research Scholar grant from the American Cancer Society (130285-RSG-16253-01-
CSM). Stocks obtained from the Bloomington Drosophila Stock Center (NIH
P40OD018537) and from the Vienna Drosophila Resource Center (VDRC).

Author contributions
This study was conceived by B.S., N.L., and C.C. C.R. provided some conceptual ideas
early on. Technical feasibility was demonstrated by C.R. & C.C. B.S. and N.L. performed
all the experiments with significant help from J.T. and R.C.S. B.S., N.L., J.T., R.C.S., and
C.C. analyzed the data. B.S. and C.C. wrote the manuscript.

Competing interests
The authors declare no competing interests.

Additional information
Supplementary information The online version contains supplementary material
available at https://doi.org/10.1038/s42003-022-03874-z.

Correspondence and requests for materials should be addressed to Clemens Cabernard.

Peer review information Communications Biology thanks the anonymous reviewers for
their contribution to the peer review of this work. Primary Handling Editors: Valeria
Naim and Manuel Breuer. Peer reviewer reports are available.

Reprints and permission information is available at http://www.nature.com/reprints

Publisher’s note Springer Nature remains neutral with regard to jurisdictional claims in
published maps and institutional affiliations.

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,

adaptation, distribution and reproduction in any medium or format, as long as 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. The images or other third party
material in this article are included in the article’s Creative Commons license, unless
indicated otherwise in a credit line to the material. If material is not included in the
article’s Creative Commons license and your intended use is not permitted by statutory
regulation or exceeds the permitted use, you will need to obtain permission directly from
the copyright holder. To view a copy of this license, visit http://creativecommons.org/
licenses/by/4.0/.

© The Author(s) 2022

ARTICLE COMMUNICATIONS BIOLOGY | https://doi.org/10.1038/s42003-022-03874-z

14 COMMUNICATIONS BIOLOGY |           (2022) 5:953 | https://doi.org/10.1038/s42003-022-03874-z | www.nature.com/commsbio

https://doi.org/10.1101/2020.10.16.342154
https://doi.org/10.1101/2020.10.16.342154
https://doi.org/10.1038/s42003-022-03874-z
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
www.nature.com/commsbio

	Asymmetric chromatin retention and nuclear envelopes separate chromosomes in fused cells in�vivo
	Results
	Acute NB-GMC fusions give rise to viable, mitotically active hybrid cells
	NB-GMC hybrid cells independently align NB and GMC chromatin at the metaphase plate
	Hybrid cells can independently segregate endogenous and ectopic chromosomes
	Hybrid cells either form parallel double-spindles or an interconnected multipolar spindle
	Ectopic spindles are nucleated from GMC centrosomes
	Asymmetric, microtubule-dependent chromatin-centrosome connections tether chromosomes close to the apical neuroblast cortex during interphase
	Asymmetric centrosome-chromatin connections contribute to the separation of endogenous and ectopic chromatin in hybrid cells in early mitosis
	Nuclear envelopes provide a barrier between endogenous and ectopic chromatin in hybrid cells
	Hybrid cells show a variety of chromosome missegregation defects

	Discussion
	Methods
	Fly strains
	Antibodies
	Immunohistochemistry
	Generation of pros::EGFP with CRISPR
	Live cell imaging and acute cell-cell fusion
	Colcemid treatment
	Image processing and measurements
	Distance between spindle vectors
	Centrosome - Cid distance
	Cid &#x02013; cid distance calculations
	Statistics and reproducibility

	Reporting summary
	Data availability
	References
	References
	Acknowledgements
	Author contributions
	Competing interests
	Additional information




