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Abstract Stem cells typically reside in a specialized physical and biochemical environment that 
facilitates regulation of their behavior. For this reason, stem cells are ideally studied in contexts that 
maintain this precisely constructed microenvironment while still allowing for live imaging. Here, we 
describe a long-term organ culture and imaging strategy for hematopoiesis in flies that takes advan-
tage of powerful genetic and transgenic tools available in this system. We find that fly blood progen-
itors undergo symmetric cell divisions and that their division is both linked to cell size and is spatially 
oriented. Using quantitative imaging to simultaneously track markers for stemness and differentia-
tion in progenitors, we identify two types of differentiation that exhibit distinct kinetics. Moreover, 
we find that infection-induced activation of hematopoiesis occurs through modulation of the kinetics 
of cell differentiation. Overall, our results show that even subtle shifts in proliferation and differenti-
ation kinetics can have large and aggregate effects to transform blood progenitors from a quiescent 
to an activated state.

Editor's evaluation
This study represents an important technical advancement in the live-imaging and analytical 
approaches to the Drosophila larval hematopoietic organ called the lymph gland. The new method 
allows tracking the proliferation and differentiation of progenitor cells ex vivo and provides insights 
into the modes of differentiation during development and infection. The evidence supporting this 
is convincing but would be further strengthened if the authors explain the disparity between the 
speed and proportion of two modes of differentiation as the reviewers suggested.

Introduction
Because of their key role in tissue maintenance and the inherent risk associated with their unchecked 
proliferative capacity, stem cell behavior is tightly regulated (Klein and Simons, 2011; He et  al., 
2009). This regulation is often mediated by controlling the biochemical composition of the microen-
vironment surrounding the stem cells, including the presence of signaling molecules and metabolic 
cues (Jones and Wagers, 2008; Morrison and Spradling, 2008). Additionally, physical inputs, such 
as mechanical cues and the architecture and topography of the extracellular matrix, also play an 
important role in controlling stem cell behaviour (Chacón-Martínez et al., 2018; Ahmed and Ffrench-
Constant, 2016; Díaz-Torres et al., 2021). The complex and precisely constructed in vivo microenvi-
ronment of stem cells can be very challenging to mimic in the laboratory and, when possible, it is best 
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to study stem cells in their endogenous environment. There has been significant emphasis over the 
last decade on the development and optimization of imaging tools and methodologies to allow live 
imaging of stem cells in their in vivo environment (Park et al., 2016; Rompolas et al., 2012; Martin 
et al., 2018; Sheng and Matunis, 2011).

Hematopoiesis, the production of the cellular components of blood, is a well-known paradigm 
for stem cell regulation through a niche (Martinez-Agosto et al., 2007; Huang et al., 2007; Mandal 
et al., 2007; Tokusumi et al., 2010). Drosophila provides a powerful and genetically tractable model 
to study hematopoiesis (Banerjee et al., 2019). During fly hematopoiesis, a specialized population of 
blood progenitors gives rise to blood cells. Drosophila blood progenitors exhibit many stem-cell-like 
properties, such as being controlled by a specialized population of cells that act as a hematopoietic 
niche, the Posterior Signaling Centre (PSC)(Krzemień et al., 2007, Mandal et al., 2007; Tokusumi 
et al., 2010; Cho et al., 2020). They can give rise to three highly differentiated blood cell types: plas-
matocytes, lamellocytes, and crystal cells (Jung et al., 2005). However, whether they are true stem 
cells has not been conclusively resolved (Banerjee et al., 2019). Vertebrate hematopoietic stem cells 
(HSCs) have been associated with several well-defined attributes: self-renewal, the ability to differ-
entiate into all blood lineages, and their dependence on a niche (Huang et al., 2007). Drosophila 
blood progenitors have been shown to exhibit most of these criteria but so far, there has been no 
clear evidence of either self-renewal or asymmetric cell division in the progenitors (Banerjee et al., 
2019). Nevertheless, previous studies provided evidence for the existence of HSCs in the lymph gland 
(LG) (Cho et al., 2020; Dey et al., 2016; Minakhina and Steward, 2010). For example, a population 
of cells in first instar larvae were identified, which gave rise to progenitors in later larval stages and 
behaved in ways consistent with the idea that they were equivalent to vertebrate HSCs (Dey et al., 
2016). Another study employed MARCM-based lineage tracing technique to identify distinct sub-
populations of progenitors within third instar larvae, one of which exhibited characteristics such as 
‘persistence’ that were consistent with the HSC fate (Minakhina and Steward, 2010).

The main site of hematopoiesis in Drosophila larvae is the primary lobe of a specialized organ 
known as the LG (Banerjee et al., 2019). The primary lobe contains three distinct zones: the PSC 
niche, the medullary zone (MZ) which houses the blood progenitors, and the cortical zone (CZ) that 
contains differentiated blood cells (Banerjee et  al., 2019; Mandal et  al., 2007). The progenitors 
in the MZ express markers such as the JAK-STAT receptor Domeless (Dome), while differentiated 
blood cells express unique markers depending on their terminal mature blood cell fate. For example, 
plasmatocytes express the marker P1, while crystal cells express the marker Lozenge (Lz) (Banerjee 
et al., 2019; Jung et al., 2005). In addition, a small population of cells has been described that lack 
the expression of terminal differentiation markers such as P1 but express both the progenitor marker 
Domeless and early differentiating blood cell markers such as Hemolectin (Hml) and Peroxidasin (Pxn) 
(Blanco-Obregon et al., 2020). These P1-, Dome+, and Pxn+/Hml+ cells were typically found in the 
boundary between the MZ and CZ and were proposed to represent a separate population of cells, 
commonly referred to as intermediate progenitors (Blanco-Obregon et al., 2020; Sinenko et al., 
2009; Spratford et al., 2021; Girard et al., 2021). Although this population is currently not well 
characterised, it is thought to contain cells in a transitional state as they go from a relatively quiescent 
multipotent state to a terminally differentiated state (Krzemien et al., 2010; Banerjee et al., 2019).

More recent data has supported the view that rather than being a homogenous population, progen-
itors in the MZ are heterogeneous (Blanco-Obregon et al., 2020; Cho et al., 2020; Baldeosingh 
et al., 2018; Girard et al., 2021). Single-cell transcriptomic analysis of the LG revealed a surprising 
level of heterogeneity of the developing blood cells and uncovered novel blood cell types including 
adipohemocytes, stem-cell like blood progenitors, and intermediate progenitors (Cho et al., 2020). 
Moreover, a distinct subpopulation of progenitor cells in the LG has been recently identified and 
termed ‘distal progenitors’ (Blanco-Obregon et al., 2020). These cells, named after their location at 
the distal part of the MZ near the boundary with the CZ, express some progenitor markers (Dome) 
but not others (Tep4) (Blanco-Obregon et al., 2020). A further subpopulation of distal progenitors, 
known as ‘committed progenitors’ is distinguished by its expression of the plasmatocyte marker gene 
eater but not the mature blood cell marker Hml (Blanco-Obregon et al., 2020). The population of 
progenitors that are close to the heart tube additionally exhibit distinct features in terms of regulation 
by Hh signalling, a key regulator of blood cell differentiation in the LG (Baldeosingh et al., 2018). 
These data suggest that rather than being composed of a simple and clearly defined population of 
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progenitors, the LG contains multiple subpopulations of progenitors at various stages and states of 
differentiation. These observations show the limitations of using fixed tissue approaches to study 
blood progenitor fate which is inherently a dynamic and evolving cell state.

The main function of mature blood cells in Drosophila is to fight infection and assist in wound 
healing (Evans et al., 2003; Khadilkar et al., 2017; Vlisidou and Wood, 2015). It is therefore not 
surprising that in healthy intact flies, few mature blood cells are made in late larval stages (Banerjee 
et al., 2019). During early larval stages, blood progenitors undergo expansion and are typically found 
to be in S phase of the cell cycle (Dey et al., 2016). However, once progenitor expansion is completed 
in the late larval stages, they for the most part stay in the G2 phase through the action of dopamine 
(Sharma et al., 2019; Kapoor et al., 2022), although some intermediate progenitors remain in S 
phase (Sharma et al., 2019). Upon infection, there is a strong and rapid induction of mature blood 
cell production, which depends on the type of immune challenge and involves large scale differenti-
ation of lamellocytes, crystal cells, or plasmatocytes (Banerjee et al., 2019; Khadilkar et al., 2017; 
Letourneau et al., 2016). How this induction is mediated, for example, whether it is primarily driven 
by changes in the cell cycle in the progenitors, predominantly by altered dynamics or patterns of 
differentiation, or by both factors in equal measure, is currently unclear. The key to answering these 
important remaining questions is to develop the ability to visualize and track fly hematopoiesis for 
extended periods in real time.

Here, we describe analysis of proliferation and differentiation patterns observed during long-term 
live imaging of intact LGs in healthy and infected larvae. This analysis utilises whole organ culture 
methodology and quantitative imaging tools that we developed, optimised, verified, and applied. By 
tracking markers for cell proliferation and division in real time as well as cell fate and differentiation, 
we are able to confirm that blood progenitors undergo symmetric cell divisions. Using quantitative 
automated image analysis of progenitors in healthy and infected flies, we elucidate the dynamics and 
spatiotemporal patterns of blood cell differentiation and proliferation. We describe how the modu-
lation of key differentiation and proliferation behaviours underlies the activation of mature blood 
cell production following infection. These results provide a novel system-level framework for under-
standing how Drosophila hematopoiesis is regulated in the context of the intact whole organ in real 
time.

Results
Development and optimization of a long-term ex vivo whole organ LG 
culture and imaging technique
In order to image fly hematopoiesis in real time, we developed a whole organ culture system for the 
LG. A large number of protocols for culturing various organs were explored and, through trial and 
error, we found that optimal results were obtained with a modified version of protocols used for 
imaging whole testes, CNS, and wing imaginal discs (Fairchild et al., 2015; Zartman et al., 2013; 
Reilein et al., 2018; Sheng and Matunis, 2011; Anllo et al., 2019; Tsao et al., 2016; Martin et al., 
2018; Kakanj et  al., 2020; Morris and Spradling, 2011; Kiepas et  al., 2020; Icha et  al., 2017; 
Greenspan and Matunis, 2017; Zhang et al., 2018; Dai et al., 2020; Koyama et al., 2020). This 
method used Schneider’s cell culture medium and relied upon three key features that we found to 
dramatically improve outcomes: (1) dissection methodology, wherein the LG was removed while main-
taining its association with the CNS, ring gland and the heart tube with which it was then co-cul-
tured, (2) the addition of intact larval fat bodies to the culture, and (3) the use of spacers to prevent 
mechanical force from being applied to the tissue by the presence of the cover slip and agar pad 
(see Materials and methods). With this technique, LG ultrastructure and proliferative capacity were 
maintained, and it was found we could successfully culture LGs overnight (Figure 1A–D, Figure 1—
figure supplement 1, Video 1). We used a genetically encoded marker for oxidative stress, gstD-GFP 
(Sykiotis and Bohmann, 2008), to show that oxidative stress in the LG does not increase substantially 
over the course of 13 hrs of ex vivo culture and imaging (Figure 1E). As a control and to illustrate the 
ability of gstD-GFP to detect oxidative damage, we omitted the fat bodies from the culture medium 
and observed a large increase in oxidative stress in the LGs over time (Figure 1E; Figure 1—figure 
supplement 2A–B). Furthermore, direct comparison of LGs that were kept in ex vivo culture condi-
tions and physiological in vivo conditions over the course of 12 hours showed comparable levels of 
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Figure 1. Long-term ex vivo culture system for extended imaging of developing Lgs. (A) Quantification of the percentage of videos where proliferation 
was observed versus videos where no proliferation was observed under four different conditions: co-culture with or without the presence of fat bodies 
(percentage calculated from n=29 videos) and with or without placing a spacer (percentage calculated from n=19 videos). (B) Quantification of the 
duration of imaging (in hrs) for individual LG videos (n=25 videos, on average 15.96 hr per video; see Materials and methods). (C) Schematic showing the 
experimental setup for the multi-organ co-culture system in a glass bottom dish. Organs in the culture include the central nervous system (CNS), ring 
gland, LG, heart tube (or dorsal vessel), and fat bodies. (D) Representative DIC image of an ex vivo cultured LG (blood progenitors labelled with dome-
MESO-GFP in green, mature hemocytes labelled with eater-dsRed in red). Genotype of the LG was dome-MESO-GFP; eater-dsRed. (E) Quantification 
of oxidative stress levels in whole LGs cultured overnight under two conditions: in Schneider’s medium (SM) with fat bodies (n=13 primary lobes tracked 
from 8 videos [each 13 hr]) and in SM without fat bodies (n=7 primary lobes tracked from 4 videos [each 13 hr]). Genotype of the LG was gstD-GFP. 
(F) Quantification of blood progenitor viability during long-term live imaging. In total n=1109 progenitors (marked by Tep4-Gal4 driven dsRed) were 
tracked from 4 videos (each 12.5 hr). Genotype of the LG was Tep4-Gal4>UAS-dsRed. (G) Schematic of the Fly-FUCCI system used to track the cell 
cycle progression using distinct fluorescent markers in combinations (see Materials and methods). (H) An example showing G2 to M to G1 transition of 
a blood progenitor over the course of approximately 60 min. (I) Quantification from an example, using Tep4-Gal4 driven FUCCI, to visualize an S to G2 
to M progression of a blood progenitor. Each dot represents a time point; decrease in the intensity during mitosis was caused by nucleus breakdown. 
Genotype of the LG was Tep4-Gal4>UAS-FUCCI. Scale bars in (D) and (H) represent 50 and 10 μm, respectively. Error bars indicate S.D from the 

Figure 1 continued on next page
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oxidative stress (Figure 1—figure supplement 2C). Similarly, the cell death stain Sytox green was used 
to monitor cell viability (Martin et al., 2018) and showed that, while there is a very small baseline level 
of cell death in the progenitors and in the whole LG, this baseline did not increase in a substantial way 
over the course of LG culture (Figure 1F; Figure 1—figure supplement 2D–E, Video 2). As a control 
and to illustrate the ability of Sytox green to monitor cell viability, we cultured LGs in PBS instead of 
Schneider’s medium in the presence of fat bodies, which led to a marked increase in cell death over 
time (Figure 1—figure supplement 2E right panel). Moreover, the baseline level of cumulative cell 
death that we observed under ex vivo culture conditions during 12.5 hr of culture was 2–12 cells 
per LG (Figure 1—figure supplement 2E left panel) which was in line with what was observed in 
previous in vivo studies (0–10 cells)(Khadilkar et al., 2020; Araki et al., 2019; Yu et al., 2021; Chiu 
and Govind, 2002; Mondal et al., 2011). Overall, we did not detect any harm or damage to the LG 

caused by the ex vivo culture technique.
To test and demonstrate the ability of our 

culture system to allow tracking of cell behaviour 
in the LGs over extended periods of time, we 
utilised the Fly-FUCCI system (Zielke et al., 2014) 
to monitor cell cycle progression in the progeni-
tors. Fly-FUCCI is based on the expression of fluo-
rescent protein-tagged degrons from the Cyclin 
B and E2F1 proteins, which are degraded during 

Video 2. Long-term monitoring of blood 
progenitor viability during overnight ex vivo culture. 
Representative video showing only three blood 
progenitors undergoing cell death in a live LG cultured 
ex vivo over a period of 12 hr. The blood progenitors 
were marked by Tep4-Gal4-driven dsRed (red). Dying 
cells were marked by Sytox green dye (green). The LG 
was obtained from an early 3rd instar larva (of genotype 
Tep4-Gal4>UAS-dsRed) raised at 25 °C, dissected, 
immediately mounted and imaged. Scale Bar: 15 µm.

https://elifesciences.org/articles/84085/figures#video2

mean. S medium in (A) and SM in (E) denote Schneider’s medium supplied with 15% FBS and 0.2 mg/mL insulin (see Materials and methods). See also 
Videos 1–3.

The online version of this article includes the following source data and figure supplement(s) for figure 1:

Source data 1. Raw data of Figure 1A, B, E, F, I.

Figure supplement 1. A LG stays integrated during long-term culture and imaging.

Figure supplement 2. Long-term ex vivo cultured LGs exhibit low oxidative stress and high cell viability.

Figure supplement 2—source data 1. Raw data of Figure 1—figure supplement 2A, B, C, E.

Figure supplement 3. Ex vivo cultured LGs demonstrate comparable cell cycle, proliferation, and differentiation profiles to in vivo LGs.

Figure supplement 3—source data 1. Raw data of Figure 1—figure supplement 3A, B, C, D, E, F, G.

Figure 1 continued

Video 1. Long-term imaging of an ex vivo wild-type 
LG at single cell resolution. Representative long-term 
live imaging video of a primary lobe from an ex vivo 
LG showing blood progenitor divisions (highlighted 
by yellow ROIs in the video) over a cultured period of 
13 hr. Blood progenitors were marked by dome-Gal4-
driven membranous GFP (green). Mature hemocytes 
were marked by eater-dsRed (red). Part of the ring 
gland (labelled as RG in the video) was also captured. 
The LG was obtained from an early 3rd instar larva (of 
genotype dome-Gal4 >UAS-mCD8-GFP, eater-dsRed) 
raised at 25 °C, dissected, immediately mounted and 
imaged. Scale bar: 10 µm.

https://elifesciences.org/articles/84085/figures#video1
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https://elifesciences.org/articles/84085/figures#video2
https://elifesciences.org/articles/84085/figures#video1


 Research article﻿﻿﻿﻿﻿﻿ Developmental Biology

Ho, Carr et al. eLife 2023;12:e84085. DOI: https://doi.org/10.7554/eLife.84085 � 6 of 34

mitosis or the onset of S phase, to distinguish the 
G1, S, and G2 phases of interphase (Zielke et al., 
2014). Expressing Fly-FUCCI using a progenitor-
specific driver (Tep4-Gal4) allowed us to track 
in real-time the cell cycle phase of individual 
progenitors using colour as an indicator: green 
during G1, red during S phase, and yellow during 
G2 (Figure  1G–H; Video  3). We applied auto-
mated quantitative imaging tools (see Materials 
and methods) to track the trajectory of a single 
progenitor through the cell cycle in order to 
analyse the dynamics of the process (Figure 1I). 
The Fly-FUCCI system allowed us to examine if our 
ex vivo culture methodology recapitulated the in 
vivo behaviour of LGs. Specifically, we compared 
the cell cycle profile of LGs in vivo (in intact 
stage-matched larvae) and in ex vivo culture. We 
observed little change in the proportion of cells in 
the LGs at each stage of the cell cycle over time 
in ex vivo culture (Figure 1—figure supplement 
3A), while, if we deliberately stressed LGs by 
leaving out the spacers and allowing them to be 
compressed, we saw cell cycle arrest (Figure 1—
figure supplement 3B). Moreover, tracking the 
proportion of cells in the LGs at each stage of 
the cell cycle over time either in ex vivo culture or 
in vivo showed little difference between the two 
conditions (Figure  1—figure supplement 3C). 

Notably, the cell cycle data we obtained using ex vivo cultured LGs showed ~20% of cells were in 
G2,~40% of cells were in S, and ~40% of cells were in G1, numbers that were similar to previous in 
vivo observations from mid-third instar larvae (Rodrigues et al., 2021). Finally, comparing prolifer-
ation in in vivo or ex vivo conditions by EdU labelling showed similar proliferative capacity in both 
conditions (Figure 1—figure supplement 3D–E). Importantly, there was no reduction in proliferation 
over long-term ex vivo culture and our observation of ~100 EdU+ cells per primary lobe was in line 
with previous data collected in fixed LGs (Milton et al., 2014). Further evidence for the health of the 
ex vivo cultured LGs over the course of long-term imaging was provided by noting that the duration 
of the mitosis remains largely consistent over time (Figure 1—figure supplement 3F). Taken together, 
the data illustrate that we can track the cell cycle and proliferation in the LG using our culture tech-
nique and validate our approach as we did not detect any obvious cell cycle defects or variance from 
published data collected using fixed in vivo conditions (Rodrigues et al., 2021; Milton et al., 2014).

Blood progenitors in the LG undergo symmetric cell divisions
A key unresolved question about the fly blood progenitors is whether they undergo self-renewal 
or symmetric cell divisions (Banerjee et al., 2019). We used long-term LG imaging to address this 
question directly and found multiple lines of evidence that suggest that blood progenitors undergo 
symmetric cell divisions. Cultured LGs expressing both the JAK-STAT reporter and progenitor marker 
dome-MESO-GFP (Oyallon et  al., 2016) as well as the early differentiation marker eater-dsRed 
(Kroeger et al., 2012) were imaged. We observed many examples in multiple videos from different 
LGs of symmetric cell divisions in progenitors (34 dividing progenitors from 7 videos). Since these 
progenitors are identified as dome-MESO-GFP expressing cells that do not express eater-dsRed 
(Figure 2A; Video 4) they are either core progenitors or distal progenitors (Figure 2—figure supple-
ment 1A). These dividing core or distal progenitors maintained their dome-MESO+ eater-dsRed- fate 
in both daughter cells after cell division. To confirm this observation, we employed another way to 
label progenitors by using the dome-Gal4 driver line (Jung et al., 2005) to drive the expression of 
membranous GFP (Figure 2B; Video 1). We found that progenitor divisions are symmetrical with 

Video 3. Long-term tracking of cell cycle progression 
of blood progenitors in a wild-type LG. Representative 
video showing cell cycle progression of a blood 
progenitor (highlighted in a yellow ROI) in wild-type 
LG over a period of 1 hr. The cell cycle indicator FUCCI 
construct was expressed in blood progenitors using 
Tep4-Gal4. The video tracked a G2-M transition (G2 
phase: have both GFP.E2f and RFP.CycB expressed) of 
a blood progenitor and the subsequent G1 progenies 
(G1: only have GFP.E2f expressed). The green and red 
channels were separately presented in the right side 
of the video to visualize GFP.E2f and RFP.CycB levels 
in individual blood progenitors over time. The LG was 
obtained from an early 3rd instar larva (of genotype 
Tep4-Gal4>UAS-FUCCI) raised at 25 °C, dissected, 
immediately mounted and imaged. Scale Bar: 10 µm.

https://elifesciences.org/articles/84085/figures#video3
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Figure 2. Blood progenitors undergo symmetric divisions in the LG. (A, B) Time-lapse images from representative videos showing a blood progenitor 
(labelled as “mother cell”) undergoing symmetric division over the course of 40 min (progenies labelled as ‘daughter cells’). Blood progenitors were 
labelled with dome-MESO-GFP (grey) and highlighted with red outline (A) or labelled with dome-Gal4 driven membranous GFP (grey) and highlighted 
with red outline (B). (C-C’) Representative image of the contractile ring positioned at the cleavage furrow of a dividing blood progenitor (C) and a 
schematic illustrating the distance between the contractile ring to the two poles of the cell (C’, μm). (D-D’) Representative image (D) and quantification 
(D’) of the cell area (μm2) of the two daughter cells 3 hrs post mitosis (n=10 daughter cell pairs randomly pooled from 3 videos). (E-E’) A representative 
image (E) and quantification (E’) of the JAK-STAT signaling activity (a.u) of the daughter cells (n=10 daughter cell pairs randomly pooled from 7 
videos). All scale bars represent 5 μm. The genotype of the LGs shown in (A), (C), (E) was dome-MESO-GFP; eater-dsRed and in (B), (D) was dome-
Gal4 >UAS mGFP; eater-dsRed. Error bars indicate S.D from the mean. See also Video 4.

The online version of this article includes the following source data and figure supplement(s) for figure 2:

Source data 1. Raw data of Figure 2D and E.

Figure supplement 1. Genetic tools and markers to study blood progenitor cell fate transition during hematopoiesis.

Figure 2 continued on next page

https://doi.org/10.7554/eLife.84085
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respect to size, with a cleavage plane positioned in such that the cell division yields two daughter 
cells of similar size (Figure 2C–C’; Figure 2D–D’). Another hallmark of progenitor fate is a high level 
of JAK-STAT signalling activity (Oyallon et al., 2016). Quantifying the intensity of dome-MESO-GFP 
in daughter cells as a readout for activity of the JAK-STAT pathway shows that following progenitor 
division the daughter cells exhibit similar levels of the signalling (Figure 2E–E’; see Methods). To 
account for the possibility that it is due to equal inheritance of the protein from the mother, not 
an equivalent maintenance of a progenitor fate, these experiments were done in the presence of 
eater-dsRed to confirm neither of the daughter cells differentiated. Also supporting the equivalent 
maintenance model, we found that tracking dome-MESO-GFP levels in daughter cells over extended 
periods of time showed that the marker levels remained stable and did not diverge in both cells 
(Figure 2—figure supplement 2). Taken together, the data provide compelling evidence that blood 
progenitors in Drosophila undergo symmetric division that produces two identical progenitor cells 
that are conserved in both cell size and JAK-STAT signaling pathway.

Blood progenitor division is linked to cell size and is spatially oriented
Since we were able to track a large number of dividing progenitors in real time, identified as dome-
MESO+ eater-dsRed- cells, in the LG (Figure 3A–B), we were able to quantitatively analyse the kinetics 
of cell growth and division. We found that most dividing progenitors complete cell division in 40–70 min 
(Figure 3B; 57.74±27.58 minutes, n=63 progenitors). It has been shown that the cell division is often 
coordinated with cell size and can be initiated by cells reaching a so-called ‘critical cell size’ (Lengefeld 
et al., 2021; Ferrezuelo et al., 2012). For dome-positive progenitors, division occurred once cells 
reached an average size of 72 μm2 (Figure 3C left panel, 71.96±10.00 μm2, n=13 progenitors). Upon 
cell division, two similar sized progenitors are produced and undergo rapid growth such that their 

combined size exceeds the size of the original 
mother cell 3  hr after division, making cell divi-
sion a potential driver for LG growth (Figure 3C 
right panel). Analysis of the growth kinetics of 
the two daughter cells over time showed that the 
two daughter cells can grow 20–30% in the first 
4 hr after division (Figure 3D). As these experi-
ments focused on the entire progenitor popula-
tion, we sought to gain more detailed insight by 
labelling specific sub-populations of progenitors. 
First, we asked which progenitor sub-populations 
in the LG were mitotically active by constructing 
a fly line that carried the following markers: 
Tep4-QF>QUAS-mCherry, dome-MESO-GFP, 
and HmlΔ-dsRed. This allowed us to mark core 
progenitors (Tep4-mcherry+ dome-MESO-GFP+), 
distal progenitors (only dome-MESO-GFP+) and 
intermediate progenitors (dome-MESO-GFP+ 
HmlΔ-dsRed+; Figure 2—figure supplement 1A; 
Figure 3—figure supplement 1A–A’’’). We then 
used a pH3 staining to determine which of the 
progenitor populations were mitotically active. 
We found that core and distal progenitors were 
mitotically active while intermediate progenitors 
were not (Figure 3—figure supplement 1A–A’’’). 
This finding is consistent with published results 
showing intermediate progenitors are not mitot-
ically active (Spratford et  al., 2021). Next, we 

Figure supplement 2. Long-term tracking of dome-MESO-GFP intensities in daughter progenitor cells.

Figure supplement 2—source data 1. Raw data of Figure 2—figure supplement 2.

Figure 2 continued

Video 4. Blood progenitors divide symmetrically 
in a wild-type LG. Representative video showing an 
example of a blood progenitor undergoing symmetric 
cell division over a period of 50 min (see also Video 1). 
The blood progenitors were marked by JAK-STAT 
signaling activity reporter dome-MESO-GFP (green). 
The daughter cells were marked by yellow ROIs. 
The LG was obtained from an early 3rd instar larva (of 
genotype dome-MESO-GFP) raised at 25 °C, dissected, 
immediately mounted and imaged. Scale Bar: 10 µm.

https://elifesciences.org/articles/84085/figures#video4

https://doi.org/10.7554/eLife.84085
https://elifesciences.org/articles/84085/figures#video4


 Research article﻿﻿﻿﻿﻿﻿ Developmental Biology

Ho, Carr et al. eLife 2023;12:e84085. DOI: https://doi.org/10.7554/eLife.84085 � 9 of 34

Figure 3. Kinetics of blood progenitor mitosis, progeny growth, and mitotic axes in the LG. (A) Top panel: time-lapse images from a representative 
video showing multiple dividing blood progenitors over 2.4 hr. Blood progenitors labelled with dome-Gal4 driven membranous GFP (of genotype 
dome-Gal4 >mGFP; eater-dsRed). Bottom panel: schematic of four dividing blood progenitors and their progenies outlined based on the fluorescent 
images from the top panel. (B) Histogram showing the distribution of the duration of mitosis (in minutes) of blood progenitors (n=63 dividing blood 

Figure 3 continued on next page

https://doi.org/10.7554/eLife.84085
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found that the critical size for distal progenitors (dome+ Tep4-) was on average 76.08 µm2, while for 
core progenitors (dome+ Tep4+) it was on average 63.81 µm2 (Figure 3—figure supplement 1B). Our 
analysis shows that distal progenitors have to reach a larger critical cell size than core progenitors 
before they can initiate mitosis (Figure 3—figure supplement 1B). As an internal control for changes 
in cell size, we selected a neighbouring cell that did not undergo mitosis as a comparison to the 
mitotic cell analysed (Figure 3—figure supplement 1B).

In many niche-stem cell systems, the stem cells exhibit spatial polarisation in regards to the orien-
tation of the dividing stem cells (Martin et  al., 2018). We considered whether blood progenitor 
divisions were spatially polarised. In general, we described the anatomical planes of a LG and the 
polarity of cell division using anatomical axes of the LG coupled in relation to a cylindrical coor-
dinate system (Figure 3E–G), which describes organ anatomical structure in greater mathematical 
simplicity than other coordinate systems by allowing the radial direction from the dorsal-ventral axis 
to be defined explicitly with the use of trigonometry (Rood et al., 2019). The ρ-axis of cylindrical 
coordinate system corresponds to the radial axis, which is parallel to the plane formed by anterior-
posterior and right-left axes of a larva and defines how far from the origin a given point lies, the θ-axis 
defines the absolute angle of the given point from the origin, while the z-axis corresponds to dorsal-
ventral axis (Figure 3E–G; see Methods) and defines the ‘height’ of the point on the now defined 
ρ-θ (radial length-angle) plane. This coordinate system was chosen as divisions were found to either 
always radiate out from the dorsal-ventral axis (ρ-mitosis) or run along the dorsal-ventral axis (z-mi-
tosis; Figure 3F). Using the cylindrical coordinate system, all ρ-mitosis can be compared directly as 
the angle of the radial axis is a separate coordinate (compared to usual Cartesian coordinates, where 
radial measurements rely on both the x and y-axes). We found that approximately 90% of the divisions 
occurred along the ρ-axis, and that these divisions took a shorter time to complete (on average 
53.90 min for ρ-axis divisions versus on average 75.04 min for z-axis divisions; Figure 3H–J). Notably, 
the overall shape of the LG which is ‘longer (roughly 300 µm) and wider (roughly 150 µm)’ than it is 
‘thick (roughly 40–60 µm)’ is consistent with such a polarised orientation of division. Divisions along 
the ρ-axis tended to occur in dividing progenitors located further away from the heart tube or PSC 
when compared to divisions along the z-axis (Figure 3—figure supplement 1C–E). To statistically 
confirm that ρ-axis divisions are less likely to occur parallel to the heart tube (see wild-type control in 
Figure 4L), we used a quantile-quantile (Q-Q) plot to compare the distribution of division orientation 
we observed to a randomised normal distribution (Figure 3—figure supplement 1F; see Materials 

progenitors collected from 10 videos). The majority of blood progenitors spent an average of 33–73 min in mitosis. (C) Quantification of the cell 
area (μm2) of mother blood progenitors 10 min before mitosis (data highlighted in the left panel, each data point represents a mother cell) and cell 
area summed up from two generated progenies 3 hr after mitosis (data highlighted in the right panel, each data point represents cell area summed 
up from two generated progenies; n=10 progenitors of genotype dome-Gal4 >UAS mGFP; eater-dsRed undergoing mitosis tracked over 3 hr). 
(D) Representative example selected from (C) showing the quantification of progeny growth (reflected by their cell area, μm2). Left panel: real-time 
measurement of the cell area of the parent (or mother) cell, progeny 1, and progeny 2. Middle and right panels: changes in the ell area of progeny 1 
and 2 over time, respectively. (E) Schematic showing anatomical axes of a 3D LG (A: anterior, P: posterior, L: left, R: right, D: dorsal, V: ventral; blood 
progenitors marked by dome-MESO-GFP in green, mature hemocytes marked by eater-dsRed in red). The LG is shown following a convention 
established previously for a 3D representation of the fly CNS (Zheng et al., 2018). (F) Detailed schematic showing mitotic events happening on the ρ 
and z axes with respect to the anatomical axes. Concept of ρ and z axes is derived from the cylindrical coordinate system (as shown in G; see Methods). 
The 3D cell matrix was built using codes from Geogram Delaunay3D. (G) Diagram showing the cylindrical coordinate system (ρ-, ϕ-, z-axes) compared 
to a Cartesian coordinate systems (x-, y-, z-axes). (H) Time-lapse images from representative videos of progenitor mitotic events occurring along the 
ρ-axis over 36 min (top panel) or along the z-axis over the course of 45 min (bottom panel). Blood progenitors labelled with dome-MESO-GFP (green, 
LG genotype: dome-MESO-GFP; eater-dsRed). (I) Quantification of the durations (in minutes) of blood progenitor mitotic events occurring along the 
ρ-axis (n=54 progenitors) and z-axis (n=6 progenitors). p-value = 0.022 was determined using Mann-Whitney-Wilcoxon test. * indicates p<0.05. (J) Pie 
graph showing the percentage of recorded blood progenitor mitotic events occurring along the ρ-axis and z-axis. The data in Figure 2A, C, E and 
(F–H) came from the same live imaging experiments but different cells were analysed and presented. The data in Figure 2B, D and (A–D) came from 
the same live imaging experiments but different cells were analysed and presented. All scale bars represent 5 μm. Error bars indicate S.D from the 
mean. See also Video 4.

The online version of this article includes the following source data and figure supplement(s) for figure 3:

Source data 1. Raw data of Figure 3B, C, D, I, J.

Figure supplement 1. Critical cell size and spatial distribution of blood progenitor divisions.

Figure supplement 1—source data 1. Raw data of Figure 3—figure supplement 1B, C, D, E, F, G.

Figure 3 continued

https://doi.org/10.7554/eLife.84085
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Figure 4. Reduction of blood progenitor proliferation upon infection. (A–E) Representative images (A–B) and quantification of EdU incorporation 
in blood progenitors (C, dome+ Hml-, n=13 lobes in wild-type control, n=17 lobes in infection group, P-value = 0.032), intermediate progenitors (D, 
dome+ Hml+, n=13 lobes in wild-type control, n=17 lobes in infection group, p-value = 0.336), and mature hemocytes (E, dome- Hml+, n=7 lobes in 
wild-type control, n=9 lobes in infection group, p-value = 0.3465) in LGs from wild-type control and E. coli infected larvae. Proliferating cells (or cells 
actively synthesizing DNA) labelled with EdU (white). Progenitors labelled with dome-MESO-LacZ (green). Mature hemocytes labelled with HmlΔ-dsRed 

Figure 4 continued on next page

https://doi.org/10.7554/eLife.84085
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and methods). This analysis showed that the orientation of ρ-axis divisions relative to the heart tube 
is biased or polarised (Figure 3—figure supplement 1F). Overall, these observations uncover a previ-
ously unknown polarization in progenitor divisions in the LG as these divisions tend to occur more 
frequently along the plane formed by the anterior-posterior and right-left axes.

Infection results in reduced cell proliferation in the LG
Following infection, the LG undergoes a dramatic change as the cellular immune response is acti-
vated and there is a large-scale induction of differentiation of mature blood cells (Khadilkar et al., 
2017). Increased production of mature blood cells can be achieved by a number of possible scenarios 
including: (1) increased proportion of progenitor cells undergoing cell division, (2) no change in the 
proportion of dividing progenitors but a faster cell cycle, (3) increased proportion of progenitors 
undergoing differentiation, (4) no change in the proportion of progenitors undergoing differentiation, 
but faster differentiation, (5) any combination of these options. We analyzed LGs from larvae infected 
with E. coli bacteria using a previously developed infection protocol (see Materials and methods; 
Khadilkar et al., 2017; Siva-Jothy et al., 2018). We labelled cell proliferation using EdU (a marker 
for proliferation; Figure 4A–E) or pH3 (a marker for mitosis; Figure 4—figure supplement 1A–D) and 
quantified proliferations and cell divisions in LGs from wild-type control and infected larvae. We simul-
taneously labelled different cell populations in the LG using dome-MESO-LacZ and HmlΔ-dsRed to 
identify blood progenitors (dome+ Hml-), intermediate progenitors (dome+ Hml+), and mature blood 
cells (dome- Hml+). We observed a reduction in the number of dividing progenitor cells following 
infection (Figure 4A–A’, B–B’ , and C; Figure 4—figure supplement 1A–A’, 1B-B’, and 1C) and 
there was no change in either the proliferation of intermediate progenitors (Figure 4D) or mature 
blood cells (Figure 4E; Figure 4—figure supplement 1D) or in LG size (Figure 4F). This data from in 
vivo fixed tissues was confirmed by quantifying cell divisions in long-term live imaging experiments of 
dome+ progenitors in the LGs from wild-type control and infected larvae which showed a reduction in 
the number of cell division events (Figure 4H). In terms of the duration of mitotic events, there was 
no significant difference between progenitors in the LGs from wild-type control and infected larvae 
(Figure 4I). There was, however, a slight change in the type of cell divisions observed in progenitors 
upon infection as we no longer saw divisions along the z-axis (or dorsal-ventral axis; Figure 4G).

A custom quantitative image analysis algorithm was developed and used to explore spatial differ-
ences in the location and orientation of cell division between progenitors in the LGs from wild-type 
control and infected larvae (Figure  4—figure supplement 2; see Materials and methods). First, 
the LG was segmented into regions based on distance and location relative to the heart tube and 

(magenta). Genotype of the LG was dome-MESO-LacZ; HmlΔ-dsRed. (F) Quantification of the total number of cells per primary lobe from wild-type 
control (n=14 lobes) and E. coli infected larvae (n=11 lobes). p-value = 0.0872. (G) Quantification of the percentage of mitotic events occurring in blood 
progenitors along either the z-axis or the ρ-axis in LGs from wild-type control and E. coli infected larvae. (H) Quantification of the number of mitotic 
events in blood progenitors in LGs from wild-type control (n=10 videos) and E. coli infected larvae (n=6 videos). p-value = 0.0397. (I) Quantification of 
the duration of mitotic events in LGs from wild-type control (n=63 dividing progenitors) and E. coli infected larvae (n=15 dividing progenitors). p-value = 
0.1365. (J) Heat maps summarising data from long-term imaging experiments showing the number of mitotic events recorded in distinct regions of LGs 
from wild-type control and E. coli infected larvae (see Materials and methods). (K) Schematic illustrating the orientation (θ1 and θ2) of the ρ-mitosis 
with respect to the heart tube. CZ: cortical zone, MZ: medullary zone. (L) Left panel: rose diagram showing the distribution of the orientation of mitotic 
events (in degree) in LGs from wild-type control and E. coli infected larvae. Radius corresponding to the number of mitotic events recorded. Right panel: 
rose diagram showing the duration (in hrs) of each mitotic event occurring at different orientations from wild-type control and E. coli infected larvae. 
Radius corresponding to the duration of mitotic events. (M) Quantification of the duration of progenitor mitotic events occurring at different angles 
relative to the heart tube (0°–60°, 60°–90°, and 90°–120°) in LGs from wild-type control and E. coli infected larvae (p-value = 0.0824, 0.4342, and 0.6331 
in 0°–60°, 60°–90°, and 90°–120° groups, respectively). Mitotic progenitors analysed in (G–M) were all dome+ progenitors from LGs having the following 
genotype: dome-MESO-GFP; eater-dsRed. Scale bars in (A-A’ and B-B’) represent 40 μm. Error bars indicate S.D from the mean. p Values were 
determined using Mann-Whitney-Wilcoxon test. ns indicates non-significant, p>0.05. * indicates p<0.05.

The online version of this article includes the following source data and figure supplement(s) for figure 4:

Source data 1. Raw data of Figure 4C, D, E, F, G, H, I, L, M.

Figure supplement 1. Reduction of blood progenitor divisions upon infection.

Figure supplement 1—source data 1. Raw data of Figure 4—figure supplement 1C, D.

Figure supplement 2. Workflow of spatial analysis on cell divisions and differentiations.

Figure 4 continued

https://doi.org/10.7554/eLife.84085
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the posterior end of the LG. Second, the number of progenitor cell divisions in each segment was 
determined for multiple LGs from wild-type control and infected larvae (Figure 4J; see Methods). 
This analysis showed a uniform reduction in progenitor cell divisions throughout the LGs following 
infection (Figure 4J; correlation coefficient for changes in distribution upon infection compared to 
control = 0.44 consistent with weak correlation; see Methods). Analysis of the distribution of division 
frequency of progenitors and their relative angle to the heart tube showed that reduced progenitor 
divisions following infection were uniform across all angles within the LGs and there was no change 
in the duration of mitotic events at any division angle relative to the heart tube (Figure 4K–M). The 
orientation of these divisions remained biased following infection (Figure 3—figure supplement 1G). 
Taken together, the data show that, when compared to uninfected controls, following infection: (1) 
There is a reduction in the number of progenitors undergoing division. (2) The division of progenitors 
is more likely to occur along the plane formed by the anterior-posterior and right-left axes. (3) The 
duration and orientation of mitotic events in progenitors are unchanged. Importantly, these results 
show that changes in proliferation are unlikely to account for the increased number of mature blood 
cells produced following infection. Consequently, changes in differentiation are likely the main driver 
for the increased mature blood cell production following infection.

Quantitative imaging identifies two types of blood cell differentiation 
in the LG
We analyzed mature blood cell differentiation in LGs from wild-type larvae in real time using quan-
titative imaging of genetically encoded fluorescent reporters for cell identity and signaling activity 
(Figure 2—figure supplement 1B–C; see Methods). To first confirm that the ex vivo culture condition 
did not impact differentiation, we compared differentiation under ex vivo and physiological in vivo 
conditions over the course of 12 hr and we observed comparable levels of differentiation (Figure 1—
figure supplement 3G). Next, the expression levels of the JAK-STAT reporter and progenitor marker 

dome-MESO-GFP as well as the early blood cell 
differentiation marker eater-dsRed were simulta-
neously tracked in individual cells for 12–14  hr. 
This allows us to observe individual differentia-
tion events, where the expression of the progen-
itor marker dome-MESO-GFP declined in a 
cell, while the expression level of eater-dsRed 
increased (Figure  5A; Video  5). A plot of the 
expression levels of dome-MESO-GFP (plotted 
on the y-axis) and eater-dsRed (plotted on the 
x-axis) at each time point collected from an indi-
vidual cell revealed the differentiation trajectory 
from progenitor to differentiated cell (Figure 5B). 
Simultaneous tracking of dome-MESO-GFP and 
eater-dsRed in differentiating cells identified two 
types of cell fate trajectories, which we refer to 
as sigmoid and linear (Figure  5C–F; see Mate-
rials and methods). In a cell following a sigmoid 
trajectory, named after the shape of a sigmoid 
function curve (Figure  5D), the initial level of 
dome-MESO-GFP is high while the levels of eater-
dsRed is low (Figure 5C; Video 6). As time passes 
in a cell following a sigmoid differentiation trajec-
tory, the level of dome-MESO-GFP decreases 
and after a short delay the level of eater-dsRed 
increases (Figure  5C). A key feature of cells 
undergoing a sigmoid differentiation trajec-
tory is that the differentiation process is broken 
down into an initial slow phase and then a rapid 
fast phase (Figure 5D). This is best visualised by 

Video 5. Long-term tracking of blood progenitor 
differentiation in a wild-type LG. Representative video 
of a differentiating blood progenitor (the cell was 
green at the beginning) turning into a differentiated 
mature blood cell (the cell became red in the end) in 
a live intact LG. Blood progenitors were marked by 
dome-MESO-GFP (green). Mature hemocytes were 
marked by eater-dsRed (red). The tracked progenitor 
was highlighted using a pink ROI by TrackMate 
throughout the recording. The LG was obtained from 
an early 3rd instar larva (of genotype dome-MESO-GFP, 
eater-dsRed) raised at 25 °C, dissected, immediately 
mounted and imaged. Scale Bar: 10 µm.

https://elifesciences.org/articles/84085/figures#video5

https://doi.org/10.7554/eLife.84085
https://elifesciences.org/articles/84085/figures#video5
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Figure 5. Long-term imaging identifies distinct dynamics of blood progenitor differentiation. (A) Time-lapse images of blood progenitor differentiation 
over the course of 7.5 hrs. Blood progenitors labelled with dome-MESO-GFP (green in top panel, white in below panel). Mature hemocytes labelled 
with eater-dsRed (magenta). (B) Example showing real-time tracking of dome-MESO-GFP and eater-dsRed fluorescent intensities of a progenitor over 
time. Each dot represents a single time point. (C–D) Examples showing normalized intensities of dome-MESO-GFP and eater-dsRed (C) and dsRed/GFP 
ratio (D) in blood progenitors undergoing sigmoid type differentiation over the course of roughly 300 min. Each dot represents the fluorescent intensity 
(C) or ratio (D) of dome-MESO-GFP or eater-dsRed at that time point. (E–F) Examples showing normalized intensities of dome-MESO-GFP and eater-
dsRed (E) and dsRed/GFP ratio (F) in blood progenitors undergoing linear type differentiation over the course of roughly 560 min. Each dot represents 
the fluorescent intensity (E) or ratio (F) of dome-MESO-GFP or eater-dsRed at that time point. (G) Schematic illustrating the method used to quantify the 
rate of differentiation in both types (left panel: sigmoid type, right panel: linear type). Changes of dsRed/GFP ratio (ΔR) over a period of time (ΔT) were 
used to calculate the slope (see Materials and methods). (H) Quantification of differentiation rate (or slope) of the sigmoid type (n=6 blood progenitors 
collected from 8 videos) and the linear type differentiation (n=5 blood progenitors collected from 8 videos) in wild-type LGs. Genotype of the LG was 
dome-MESO-GFP; eater-dsRed. Error bars indicate S.D from the mean. See also Video 6 and Video 7.

The online version of this article includes the following source data and figure supplement(s) for figure 5:

Source data 1. Raw data of Figure 5B, C, D, E, F and H.

Figure supplement 1. Linear and sigmoid type differentiation can occur in parallel or at distinct time points.

https://doi.org/10.7554/eLife.84085
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calculating the ratio of dsRed to GFP in the cell as a function of time. The graph shows the charac-
teristics of sigmoid function shape from which the name of this type of differentiation trajectory is 
derived. Importantly, the sigmoid differentiation trajectory results in a rapid shift from a high dome-
MESO-GFP and low eater-dsRed cell to a differentiated low dome-MESO-GFP and high eater-dsRed 
cell (Figure 5C–D).

In comparison, in a cell following a linear differentiation trajectory, the relative levels of both dome-
MESO-GFP and eater-dsRed are high to begin with (Figure 5E; Video 7). As time passes in a cell 
following a linear differentiation trajectory, the level of dome-MESO-GFP decreases while the level of 
eater-dsRed remains high. A key feature of cells undergoing a linear differentiation trajectory is that 
the differentiation process exhibits a uniform rate (Figure 5F). This is best visualised by calculating 
the ratio of dsRed to GFP in the cell as a function of time. The graph shows the characteristics of 
linear function shape from which the name of this differentiation trajectory is derived (Figure 5F). 
Importantly, the linear trajectory results in a gradual shift from a high dome-MESO-GFP and high 
eater-dsRed cell to a differentiated low dome-MESO-GFP and high eater-dsRed cell (Figure 5E and 
F). The rate of differentiation from a progenitor to a blood cell can be quantified by calculating the 
slope from the graph of the ratio of dsRed to GFP in the cell as a function of time during the phase 
where differentiation occurs (Figure 5G). This analysis shows that the sigmoid trajectory differentia-
tion occurs at a rapid rate over a short time frame, while the linear trajectory differentiation is slower 
and more gradual (Figure 5H).

Importantly, the two differentiation trajectories appeared distinct and cells undergoing linear 
differentiation are not simply in the later phase of sigmoid type differentiation where eater-dsRed 
is high, but dome-MESO-GFP is already low. This is evident because there are features that distin-
guish the two trajectories in the later phases. Specifically: (1) A key characteristic of linear differentia-
tion trajectory is that the dome-MESO-GFP declines throughout the process. In contrast, in the later 
phases of the sigmoid differentiation trajectory, dome-MESO-GFP levels become stable (comparing 
Figure 5C–E). The kinetics of linear type differentiation is therefore different from the later phases 
of sigmoid type differentiation. (2) From the middle to late phase of the sigmoid differentiation 
trajectory, eater-dsRed levels go up after dome-MESO-GFP levels are already low or still decreasing. 
In contrast, in the linear trajectory eater-dsRed levels are stable in the later parts of the trajectory. 

Video 6. Dynamics of sigmoid type differentiation in 
a wild-type blood progenitor. Real-time tracking of 
dome-MESO-GFP and eater-dsRed intensities in a 
wild-type blood progenitor undergoing sigmoid type 
differentiation over the course of 5~6 hr. Each dot 
represents a single time point. The LG was obtained 
from an early 3rd instar larva (of genotype dome-
MESO-GFP, eater-dsRed) raised at 25 °C, dissected, 
immediately mounted and imaged.

https://elifesciences.org/articles/84085/figures#video6

Video 7. Dynamics of linear type differentiation in 
a wild-type blood progenitor. Real-time tracking of 
dome-MESO-GFP and eater-dsRed intensities in a 
wild-type blood progenitor undergoing linear type 
differentiation over the course of 7~8 hr. Each dot 
represents a single time point. The LG was obtained 
from an early 3rd instar larva (of genotype dome-
MESO-GFP, eater-dsRed) raised at 25 °C, dissected, 
immediately mounted and imaged.

https://elifesciences.org/articles/84085/figures#video7

https://doi.org/10.7554/eLife.84085
https://elifesciences.org/articles/84085/figures#video6
https://elifesciences.org/articles/84085/figures#video7
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Moreover, spatiotemporal analysis of differentiation trajectories suggests they occur separately, that is 
not in a consecutive manner whereby cells undergo a sigmoid trajectory first and subsequently a linear 
trajectory. In particular, in the LG regions where we identified cells following different types of trajec-
tories, tracking the trajectories of individual cells shows that 1. They exhibit a single distinct type of 
differentiation throughout (Figure 5—figure supplement 1A) and 2. Cells undergo sigmoid or linear 
type differentiation either in parallel (see Cell1 and Cell2 in 1 of Wt in Figure 5—figure supplement 
1A) or at different time points (see Box2 of Wt in Figure 5—figure supplement 1A). Taken together, 
these results identify two distinct types of differentiation events in the LG.

Infection changes cell differentiation patterns in the LG
Live imaging experiments were used to track and quantify differentiation events in LGs from wild-
type control and infected larvae. First, we confirmed that the general differentiation trends following 
infection were similar between LGs in the ex vivo culture system and physiological in vivo conditions 

Figure 6. Spatial distribution of sigmoid and linear type differentiations upon immune activation. (A) Quantification of the number of blood progenitor 
differentiation events recorded in LGs from wild-type control (n=8 videos that capture 11 differentiation events in total) and E. coli infected larvae (n=6 
videos that capture 25 differentiation events in total). p-Value = 0.0117, determined using Mann-Whitney-Wilcoxon test. (B) Quantification of linear 
and sigmoid differentiations events in LGs from wild-type control (n=8 videos) and E. coli infected larvae (n=6 videos). p-Values = 0.0426 and 0.1592, 
determined using Kolmogorov Smirnov test. (C–G) Heat maps collating data from long-term videos that show the number of total differentiation events 
(C), sigmoid type differentiation events (D, E), and linear type differentiation events (F, G) recorded in specific regions of LGs from wild-type control (C 
left panel, D, F) and E. coli infected larvae (C right panel, E, G). Genotype of the LG was dome-MESO-GFP; eater-dsRed. * indicates p<0.05. ns indicates 
non-significant, p>0.05.

The online version of this article includes the following source data and figure supplement(s) for figure 6:

Source data 1. Raw data of Figure 6A and B.

Figure supplement 1. Ex vivo cultured LGs demonstrate comparable differentiation trends to in vivo LGs following infection.

Figure supplement 1—source data 1. Raw data of Figure 6—figure supplement 1.

https://doi.org/10.7554/eLife.84085


 Research article﻿﻿﻿﻿﻿﻿ Developmental Biology

Ho, Carr et al. eLife 2023;12:e84085. DOI: https://doi.org/10.7554/eLife.84085 � 17 of 34

(Figure 6—figure supplement 1). Second, we noted a significant (>2-fold) increase in the number 
of differentiation events observed in LGs following infection (Figure 6A). Third, we determined the 
spatial distribution of differentiation events in the LGs from wild-type control and infected larvae. A 
general increase was seen in differentiation events, especially near the area that would correspond 
to the MZ-CZ boundary (around 60% distance to heart tube; Figure 6B–C; correlation coefficient for 
changes in distribution upon infection compared to control = 0.49 consistent with weak correlation; 
see Materials and methods). Finally, the spatial distribution of sigmoid and linear trajectory differen-
tiation events was analysed separately (Figure 6D–G). This revealed that the spatial distribution of 
sigmoid trajectory differentiation events was not greatly altered by infection (Figure 6D–E; correlation 
coefficient between heat maps of 6D and 6E=0.14 consistent with no correlation). In comparison, the 
spatial distribution of linear trajectory differentiation events showed differences following infection 
(Figure 6F–G; correlation coefficient between heat maps of 6 F and 6G=0.45 consistent with weak 
correlation). In particular, there was an increase in the frequency of differentiation events, especially 
near the area that would correspond to the MZ-CZ boundary. In addition, spatiotemporal analysis of 
the two types of differentiation trajectories following infection showed that they took place either in 
parallel (for example Cell 2 and Cell3 in Box 1 of Infection group in Figure 5—figure supplement 1B) 
or at different time points (Figure 5—figure supplement 1B).

Next, we tracked the differentiation trajectory of individual cells by measuring in real time the 
expression levels of dome-MESO-GFP and eater-dsRed in wild-type control and infected larvae 
(Figure  7A–D; Figure  7—figure supplement 1A–D; Figure  7—figure supplement 2A–D for Wt 
and 2E-H for infection group; Videos 6–9). As in control LGs, both the sigmoid and linear differenti-
ation trajectories were observed in infected LGs. However, the differentiation trajectories exhibited 
some variance in infected versus control larvae. For example, progenitor cells following the sigmoid 
trajectory in infected LGs exhibited a prolonged intermediary phase, during which both dome-
MESO-GFP and eater-dsRed were expressed at low levels (Figure 7A–A’’ , and B–B’’, quantified in 
Figure 7E; Figure 7—figure supplement 1A and C; Videos 6 and 8). Moreover, as a result of the 
prolonged intermediary phase, the average rate of differentiation for the sigmoid trajectory was lower 
upon infection (Figure 7F). We also observed a slightly modified linear type trajectory in LGs from 
infected larvae compared to controls. In particular, while in controls the expression of eater-dsRed 
was relatively constant but that of dome-MESO-GFP declined with time (Figure 7C–C’’; Figure 7—
figure supplement 1B; Figure 7—figure supplement 2A–B; Video 7), in infected LGs the expres-
sion of eater-dsRed went up at first and dome-MESO-GFP expression declined later (Figure 7D–D’’; 
Figure  7—figure supplement 1D; Figure  7—figure supplement 2E–F; Video  9). This does not 
modify the overall rate of differentiation (Figure 7G) but does result in a~50% increase in the ratio of 
expression of eater-dsRed to dome-MESO-GFP (Figure 7C’’ , and D’’; Figure 7—figure supplement 
2A and B, 2E and 2F). Importantly, upon infection, there is around 20% increase in the proportion of 
differentiation events that follow the linear trajectory and a corresponding decrease in the number 
of differentiation events that follow the sigmoid trajectory (Figure 7H). Taken together, the data is 
consistent with a model whereby infection causes higher differentiation in the LGs not by increasing 
the rate of differentiation but rather by inducing a shift from one type of differentiation, the sigmoid 
trajectory, to another, the linear trajectory.

To understand why there was a reduction in the number of sigmoid trajectory differentiation events, 
we applied a modified version of a technique known as histo-cytometry which presents in vivo derived 
data in a similar data format from flow cytometry (see Materials and methods; Stoltzfus et al., 2020). 
We imaged LGs expressing eater-dsRed and dome-MESO-GFP and performed automated image 
analysis to determine the relative amounts of these markers in individual cells in the LG (Figure 7I–L; 
in total 2500 cells captured from 6 primary lobes of LGs in both wt and infection groups; see Materials 
and methods). When compared to the wild-type control, the relative distribution of expression profiles 
of eater-dsRed and dome-MESO-GFP was greatly altered by infection. Specifically, there was an overall 
increase in the expression of eater-dsRed following infection in many cells in the LGs (Figure 7K–L). 
This shift to higher eater-dsRed can indicate immune activation, as eater is transcriptionally activated 
as part of the immune response following infection (Kocks et al., 2005; Kroeger et al., 2012; Ye and 
McGraw, 2011), but the shift is also consistent with a greater proportion of progenitors undergoing 
differentiation. Cells were classified into four general categories based on their differentiation profile: 
GFPHIGHdsRedLOW (most stem cell-like), GFPLOWdsRedHIGH (most differentiated), GFPHIGHdsRedHIGH and 
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Figure 7. Temporal control of sigmoid and linear type differentiations upon bacterial infection. (A–B) Representative sigmoid differentiation trajectories 
in blood progenitors from LGs of wild-type control (A-A’’’) or E. coli infected larvae (B-B’’’) over the course of 5–6 hr. (C–D) Representative linear 
differentiation trajectories in blood progenitors from LGs of wild-type control (C-C’’) and E. coli infected larvae (D-D’’) over the course of 7–8 hr. 
Dome-MESO-GFP and eater-dsRed fluorescent intensities are used to visualize differentiation kinetics. Each dot represents a single time point. 

Figure 7 continued on next page

https://doi.org/10.7554/eLife.84085
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GFPLOWdsRedLOW (both intermediate stages; Figure 7M). While a sigmoid differentiation trajectory 
proceeds as GFPHIGHdsRedLOW to GFPLOWdsRedLOW to GFPLOWdsRedHIGH, the linear trajectory proceeds 
as GFPHIGHdsRedLOW to GFPHIGHdsRedHIGH to GFPLOWdsRedHIGH (Figure 7M). Notably, following infec-
tion, the relative overall population of GFPHIGHdsRedHIGH increased (18 cells in wt LGs and 109 cells 
in LGs following infection), while GFPLOWdsRedLOW decreased slightly (2337 cells in wt LGs and 1888 
cells in LGs following infection) and there was a rise in the number of differentiated GFPLOWdsRedHIGH 

Blood progenitors are labelled with dome-MESO-GFP. Mature hemocytes are labelled with eater-dsRed. (E–G) Quantification of the duration of the 
fast differentiation phase in progenitors undergoing the sigmoid differentiation trajectory (E, n=6 and 8 progenitors from LGs of wild-type control 
and E. coli infected larvae; p-value = 0.0226), the differentiation rate measured in progenitors undergoing sigmoid type differentiation trajectory (F, 
n=6 and 8 progenitors from LGs of wild-type control and E. coli infected larvae, respectively; p-value = 0.2731), and the differentiation rate measured 
in progenitors undergoing a linear type differentiation trajectory (G, n=6 and 15 progenitors from LGs of wild-type control and E. coli infected larvae, 
respectively; p-value = 0.6613). (H) Quantification of the percentage of sigmoid or linear type differentiation trajectories observed in LGs from wild-type 
control and E. coli infected larvae. (I–J) Representative image (I) and scatterplot (J) of wild-type control LGs (n=2500 cells in total analyzed from 6 primary 
lobes of 3 LGs, see Materials and methods). (K–L) Representative image (K) and scatterplot (L) of LGs from E. coli infected larvae (n=2500 cells in total 
analyzed from 6 primary lobes of 3 LGs, see Materials and methods). (M) Schematic illustrating the two observed differentiation trajectories (sigmoid 
and linear). Based on their fluorescent intensities of GFP (progenitor fate marker) and dsRed (differentiated state marker), cells in the LG are categorized 
into 4 groups: GFPhigh RFPlow, GFPhigh RFPhigh, GFPlow RFPhigh, GFPlow RFPlow. P: blood progenitors. (N) Quantification of the total number of cells in each 
quadrant of (J) and (L) from the LGs of wild-type control and E. coli infected larvae. p Values in (E–G) were determined using Kolmogorov Smirnov test. * 
indicates p<0.05. ns indicates non-significant, p>0.05. Scale bars in (I) and (K) represent 50 μm. Error bars indicate S.D from the mean. Genotype of the 
LG was dome-MESO-GFP; eater-dsRed. See also Videos 6–9.

The online version of this article includes the following source data and figure supplement(s) for figure 7:

Source data 1. Raw data of Figure 7A, A’, A’’, B, B’, B’’, C, C’, C’’, D, D’, D’’, E, F, G, H, J, L and N.

Figure supplement 1. Tracking differentiation events at single cell resolution in real time following infection.

Figure supplement 2. The normalization method preserves the original trend of cell fate markers during differentiation in wild-type condition and upon 
infection.

Figure supplement 2—source data 1. Raw data of Figure 7—figure supplement 1A, B, C, D, E, F, G, H.

Figure 7 continued

Video 8. Dynamics of sigmoid type differentiation 
in a blood progenitor upon E. coli infection. Real-
time tracking of dome-MESO-GFP and eater-dsRed 
intensities in a blood progenitor undergoing sigmoid 
type differentiation in the LG derived from an E. coli 
infected larva over the course of 5~6 hr. Each dot 
represents a single time point. The LG was obtained 
from an early 3rd instar larva (of genotype dome-
MESO-GFP, eater-dsRed) raised at 25 °C, dissected, 
immediately mounted and imaged.

https://elifesciences.org/articles/84085/figures#video8

Video 9. Dynamics of linear type differentiation 
in a blood progenitor upon E. coli infection. Real-
time tracking of dome-MESO-GFP and eater-dsRed 
intensity in a blood progenitor undergoing linear type 
differentiation in the LG derived from an E. coli infected 
larva over the course of 7~8 hr. Each dot represents 
a single time point. The LG was obtained from an 
early 3rd instar larva (of genotype dome-MESO-GFP, 
eater-dsRed) raised at 25 °C, dissected, immediately 
mounted and imaged.

https://elifesciences.org/articles/84085/figures#video9

https://doi.org/10.7554/eLife.84085
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cells (97 cells in wt LGs and 557 cells in LGs following infection; Figure 7N: data summarized from 
each quadrant of 7 J and 7 L; see Materials and methods). Overall, these observations suggest a 
possible link between the two main features seen upon infection, increased overall differentiation and 
an increased proportion of cells undergoing the linear trajectory of differentiation. In particular, these 
findings confirm the view that there are different subpopulations of progenitors in the LG (Cho et al., 
2020; Blanco-Obregon et al., 2020), and raise the possibility that changes in the proportion of these 
different subpopulations are involved in the activation of mature blood cell differentiation following 
infection.

Discussion
By employing organ culture, using genetically encoded markers for cell cycle, proliferation and differ-
entiation, and implementing quantitative image analysis, we are able to study the process of fly hema-
topoiesis at a single cell resolution in its endogenous context. This has allowed us to observe features 
of hematopoiesis that only become apparent upon system- and organ-level analysis. Our observations 
lead us to four main conclusions. First, our results illustrate that certain populations of blood progeni-
tors in the fly can undergo symmetric cell divisions. Second, we find that the timing of blood progen-
itor division is more likely to occur once cells reach a specific cell size and the division is spatially 
oriented with respect to the heart tube and anatomical axes. Third, we identify and characterise two 
distinct modes of differentiation. Fourth, we show that the induction of mature blood cell production 
in response to infection is not achieved by modulating progenitor proliferation or speed of differen-
tiation but by increasing the size of a population of progenitors that expressed high levels of both 
differentiated and progenitor cell markers.

The ex vivo culture and imaging protocol we describe provides a powerful new way to study 
hematopoiesis over a prolonged time using quantitative imaging. Although such an approach holds 
much promise, its use calls for caution and for the consideration of certain caveats. For example, 
following infection, while LGs in vivo would be exposed to systemic immune signals, cultured LGs may 
not have access to such continuous extrinsic signals which may change their behaviour. During our 
work, we have looked at a number of parameters of differentiation, proliferation, and tissue homeo-
stasis and did not see any strong differences between in vivo and ex vivo organ culture. Nonetheless 
such differences may exist in some circumstances. Another caveat is that due to the combination of 
tagged markers available for live imaging, we were only able to follow differentiation events leading 
to plasmatocytes and not crystal cell fate. Future work will focus on addressing this to provide a more 
complete view of blood cell differentiation. Finally, our observations show the existence of a large 
population of LG cells that expresses low levels of both dome-MESO-GFP and eater-dsRed. This 
would suggest that a substantial proportion of progenitors begin to differentiate but pause at this 
stage. However, we did not observe in our live trajectory tracking experiments this sort of paused 
trajectory. We can only speculate at this point that cells in the paused trajectory are produced before 
the early third instar larval stage, which is the stage we chose for live imaging. In our future work, we 
will extend our analysis to earlier larval stages, which we hope will test this hypothesis directly.

Our work supports earlier studies that described the presence of distinct subpopulations of progen-
itors in the LG (Cho et al., 2020; Blanco-Obregon et al., 2020). According to this emerging model, 
the progenitor pool is not homogenous during hematopoiesis but rather contains subpopulations at 
different levels of differentiation. Importantly, these studies used single-cell transcriptomic, a different 
approach to ours, but also suggest that multiple paths exist for blood progenitors to differentiate into 
plasmatocytes (Cho et al., 2020). Specifically, they identified a path that contains an intermediate 
mixed lineage stage of differentiation and a more direct path that does not include intermediate steps 
(Cho et al., 2020). Additional subpopulations that have been proposed to exist in the LG include the 
intermediate progenitors (Krzemien et al., 2010; Sinenko et al., 2009; Sharma et al., 2019; Cho 
et al., 2020; Girard et al., 2021; Spratford et al., 2021) as well as the distal progenitors (Blanco-
Obregon et al., 2020), which express a mixture of both progenitor and differentiated cell markers. 
Intermediate progenitors express the progenitor marker Dome and early differentiation marker Pxn 
but not mature blood cells markers like P1 or Lz (Sharma et al., 2019; Sinenko et al., 2009; Krzemien 
et al., 2010). Distal progenitors also exhibit a mixed fate: expressing the progenitor marker Dome, 
but also hallmarks of differentiated cells such as the expression of the plasmatocyte marker eater and 
absence of the progenitor marker Tep4 (Blanco-Obregon et al., 2020). Other studies suggested the 
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existence of PSC-dependent and PSC-independent progenitors (Baldeosingh et al., 2018; Mandal 
et al., 2007). In our live imaging experiments, we observed a substantial population of cells in the LG 
that simultaneously express high levels of both progenitor and differentiated cell markers, which likely 
includes cells belonging to one or more of these mixed lineage subpopulations (Cho et al., 2020; 
Blanco-Obregon et al., 2020). Our studies suggest that these mixed lineage cells play a crucial role 
in hematopoiesis as they represent the linear differentiation trajectory which drives increased differ-
entiation in response to infection. Consistent with this idea, spatial analysis of where progenitors that 
follow the different trajectories are located shows that the linear trajectory occurs mostly in the region 
thought to hold intermediate progenitors.

Surprisingly, the linear differentiation trajectory is substantially slower than the sigmoid differen-
tiation trajectory. This appears to be in contradiction to another one of our observations, that a very 
large proportion of the progenitors following the sigmoid trajectory are found in an intermediate state 
where both the progenitor and differentiation markers are expressed at low levels (see Figure 7J area 
#2). The accumulation of sigmoid-trajectory progenitors at the intermediate phase would suggest 
this is a long-lasting phase, but this is not what we saw in our direct tracking of differentiation trajec-
tories. We propose that a possible explanation to resolve this potential contradiction is that only a 
small proportion of the cells that are found in the intermediate state where both the progenitor and 
differentiation markers are expressed at low levels go on to differentiate. Furthermore, it is unclear 
why the linear, slower trajectory, would be favored under conditions where we would expect a need 
for rapid production of immune cells. We can speculate the benefits of expanding the population 
of cells undergoing the linear trajectory exceed the disadvantages conferred by the slower differ-
entiation time. We would propose, based on our observations, that the various subpopulations with 
mixed progenitor and differentiated cell fate have an important role during infection by acting as 
transit amplifying cells that allow rapid induction of the cellular immune response. Understanding the 
behavior of these intermediate state cells should be a focus of future investigation.

Multiple systems and approaches have been used to track HSCs and blood progenitors during 
hematopoiesis in their native environment in real time. Key examples include studies in zebrafish 
that used intravital imaging (Zhang and Liu, 2011; Frame et  al., 2017), studies in mice that 
combined diverse approaches such as inducible lineage tracing, flow cytometry, and single-cell 
RNA sequencing (Upadhaya et al., 2018), as well as mouse studies based on intravital imaging of 
the bone marrow (Christodoulou et al., 2020). Zebrafish have proven to be particularly useful for 
live studies of hematopoiesis, due to the relative ease of intravital imaging, and its wealth of trans-
genic tools (Zhang and Liu, 2011). Zebrafish have been a powerful system for studying the embry-
onic development of HSCs and the hematopoietic niche as well as for drug, chemical and genetic 
screening (Arulmozhivarman et  al., 2016). In addition, zebrafish have been proven to be very 
useful for modeling blood malignancies and tracking their development and disease progression 
(Robertson et al., 2016; Gore et al., 2018). In the mouse system, which holds many challenges for 
intravital imaging, alternative approaches have been used to capture the dynamics of the process 
of hematopoiesis (Upadhaya et al., 2018; Grinenko et al., 2018). For example, Upadhaya et al., 
2018 used a drug inducible HSC labeling technique to isolate HSCs and their progeny at set time 
points and follow the transcriptional landscape of the progenitors as they progress along their 
developmental trajectory (Upadhaya et al., 2018). This type of analysis yields several intriguing 
insights into hematopoiesis, such as the differences in the time it takes for various blood lineages 
to differentiate (Upadhaya et al., 2018). Moreover, despite the technical challenges, there have 
been several successful attempts to image the process of hematopoiesis in vivo by using the bone 
marrow of the mouse skull. While initially this approach was limited to the use of isolated, labelled, 
and transplanted HSCs (Lo Celso et al., 2009), more recent studies used an endogenously labelled 
HSC line (Christodoulou et al., 2020). Although they constitute important technical breakthroughs, 
these studies still suffer from several challenges and allow the visualization of a relatively short time 
window compared to the actual time it takes progenitors to differentiate in the mouse. Conse-
quently, these studies were limited to describing the architecture of the bone marrow niche and 
the location of HSCs within it (Lo Celso et al., 2009), or to general descriptions of a small subset 
of cell behaviors such as HSC/progenitor motility and expansion (Christodoulou et al., 2020). Our 
approach offers the ability to perform real time functional studies that can complement observa-
tions from these other models of hematopoiesis.

https://doi.org/10.7554/eLife.84085
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In particular, compared with these earlier studies our approach offers several key innovations. First 
is our ability to track multiple markers simultaneously in a quantitative way during long-term live 
imaging. Specifically, our approach allows us to quantitatively track, for 12 or more hours, markers 
of cell fate in combination with multiple other markers for proliferation, metabolism, cell signaling, 
and cell morphology. Moreover, the relatively short duration of the differentiation process in the fly, 
approximately 6–8 hr versus 1–3 weeks for various leukocyte lineages in the mouse (Upadhaya et al., 
2018), allows us to observe differentiation in its entirety. Second, the ability to track a large number of 
progenitors and quantitate both their behavior and the expression of markers using imaging analysis 
tools allows the deployment of system-level approaches. This offers the capability to track hemato-
poiesis at a cellular and even subcellular spatial resolution and a temporal resolution of a few seconds, 
well beyond previous studies. Third, the ability to combine these powerful analysis tools with an 
infection model facilitates the ability to visualize the induction of the cellular branch of the immune 
response in real time in order to elucidate the underlying mechanisms. Fourth, the vast genetic toolkit 
and short generation time of the fly, the accessibility of the LG multi-organ co-culture system to drug 
(Ho et al., 2021) and organ-organ communication studies, and the detailed and extensive transcrip-
tomic analysis of blood cell differentiation (Cho et al., 2020; Girard et al., 2021) all make it a superb 
system for real time analysis of hematopoiesis. Specifically, a major goal of our future work will focus 
on combining the analysis pipeline we describe here with markers and tools to analyze and manipu-
late the various cell signaling pathways that have been implicated in the regulation of hematopoiesis 
under homeostatic, infection, and pathogenic conditions.

 Continued on next page

Materials and methods
Key resources table 

Reagent type 
(species) or 
resource Designation Source or reference Identifiers Additional information

Genetic reagent 
(Drosophila 
melanogaster) Tep4-Gal4 Avet-Rochex et al., 2010 Flybase ID: FBti0037434

Gift from Dr. Lucas Waltzer, 
Université Clermont Auvergne, 
France

Genetic reagent 
(Drosophila 
melanogaster) dome-MESO-Gal4 Hombría et al., 2005

Flybase ID:
FBtp0146166

Gift from Dr. Lucas Waltzer, 
Université Clermont Auvergne, 
France

Genetic reagent 
(Drosophila 
melanogaster) eater-dsRed

Kroeger et al., 2012
Tokusumi et al., 2009

Flybase ID:
FBtp0084524

Gift from Dr. Elio Sucena, Instituto 
Gulbenkian de Ciência, Portugal

Genetic reagent 
(Drosophila 
melanogaster) ​dome-​MESO-​GFP.​nls Oyallon et al., 2016

Flybase ID:
FBtp0142446

Gift from Dr. Michele Crozatier, 
Université de Toulouse, France

Genetic reagent 
(Drosophila 
melanogaster) gstD-GFP

Sykiotis and Bohmann, 
2008

Flybase ID:
FBtp0069371

Gift from Dr. Dirk Bohmann, 
University of Rochester Medical 
Center, USA

Genetic reagent 
(Drosophila 
melanogaster) dome-MESO-LacZ Hombría et al., 2005

Flybase ID:
FBtp0022619

Gift from Dr. Nancy Fossett, 
University of Maryland, Baltimore, 
USA

Genetic reagent 
(Drosophila 
melanogaster) HmlΔ-​dsRed.​nls Makhijani et al., 2011

Flybase ID:
FBtp0150011

Gift from Dr. Katja Brüeckner, 
University of California, San 
Francisco, USA

Genetic reagent 
(Drosophila 
melanogaster) Tep4-QF>QUAS-mCherry Girard et al., 2021 N/A

Gift from Dr. Utpal Banerjee, 
University of California, Los 
Angeles, USA

Genetic reagent 
(Drosophila 
melanogaster) Ubi-FUCCI

Bloomington Drosophila 
Stock Center RRID: BDSC_55124

https://doi.org/10.7554/eLife.84085
https://identifiers.org/RRID/RRID:BDSC_55124
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Reagent type 
(species) or 
resource Designation Source or reference Identifiers Additional information

Genetic reagent 
(Drosophila 
melanogaster) UAS-FUCCI

Bloomington Drosophila 
Stock Center RRID: BDSC_55117

Genetic reagent 
(Drosophila 
melanogaster) w1118

Bloomington Drosophila 
Stock Center RRID: BDSC_3605

Antibody
Mouse monoclonal anti-
phospho-Histone H3 Invitrogen

Cat# MA3-064, RRID: 
AB_2633021 Used in 1:1000

Antibody Mouse monoclonal anti-LacZ
Developmental State 
Hybridoma Bank

Cat# 40–1 a, RRID: 
AB_2314509 Used in 1:100

Antibody
Donkey polyclonal anti-mouse 
Cy5

Jackson Immunoresearch 
laboratories Inc

Code: 715-175-151, RRID: 
AB_2340820 Used in 1:400

Chemical compound, 
drug VECTASHIELD with DAPI Vector Laboratories

Cat# H-1200, 
RRID:AB_2336790

Chemical compound, 
drug 16% Paraformaldehyde ThermoFisher Scientific Cat#28908 Used in 4%

Chemical compound, 
drug Triton X ThermoFisher Scientific Cat#BP151100 Used in 0.1%

Chemical compound, 
drug Normal Goat Serum Abcam

Cat# ab7481; 
RRID:AB_2716553 Used in 16%

Chemical compound, 
drug

Schneider’s Drosophila 
medium ThermoFisher Scientific Cat# 21720001

Chemical compound, 
drug Fetal Bovine Serum ThermoFisher Scientific Cat# 12483–020 Used in 15%

Chemical compound, 
drug

Insulin solution from bovine 
pancreas Sigma Aldrich Cat# I0516 Used in 0.2 mg/mL

Chemical compound, 
drug Sytox Green ThermoFisher Scientific Cat# S7020 Used in 2 μM

Commercial assay 
or kit Click-iT EdU kit Life technologies Cat# C10337 See detail protocol in the Methods

Software, algorithm MATLAB Commercial
https://www.mathworks.com/​
products/​matlab.​html

Software, algorithm FIJI
Source of the software 
Schindelin et al., 2012 https://fiji.sc/

Software, algorithm
MATLAB script used to create 
heat maps

Codes deposited in the 
Tanentzapf lab GitHub 
(https://github.com/​
Tanentzapf-Lab/LiveImaging_​
HematopiesisKinetics_​
Infection_Ho_Carr; Ho et al., 
2023) This study See the Tanentzapf lab GitHub

Software, algorithm

MATLAB scripts used to 
calculate the number of 
progenitors, plasmatocyte 
differentiation, and total 
number of cells in a LG

Scripts deposited in the 
study Khadilkar et al., 2017 N/A Khadilkar et al., 2017

Other Glass bottom mounting dishes MatTek Corporation Cat# P35G-0–14 C

See Immunohistochemistry and 
antibodies section in the Materials 
and methods.

Other Incubation system TOKAI HIT Cat# INU-ONICS F1

Temperature set at 25οC. See 
Long-term ex vivo organ culture 
and confocal imaging section in 
the Methods.

 Continued
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Resource availability
Lead contact
Further information and requests for resources and reagents should be directed to and will be fulfilled 
by the lead contact, Guy Tanentzapf (​tanentz@​mail.​ubc.​ca).

Materials availability
This study did not generate new reagents.

Data and code availability
All raw data reported in this paper is deposited in the Source Data files in this study. MATLAB scripts 
used for counting total number of cells in a LG are publicly available (Khadilkar et al., 2017). All other 
custom-written scripts including R and MATLAB scripts used for analyses in this study are available on 
the Tanentzapf lab GitHub: (https://github.com/Tanentzapf-Lab/LiveImaging_HematopiesisKinetics_​
Infection_Ho_Carr; copy archived at Ho et al., 2023).

Experimental procedures and subject details
Drosophila stocks
Drosophila melanogaster stocks and crosses were maintained on standard cornmeal medium (recipe 
from Bloomington Drosophila Stock Center) in vials or bottles at 25℃. Blood progenitor drivers used 
were Tep4-Gal4 (Avet-Rochex et al., 2010) and dome-Gal4 (Hombría et al., 2005) (kind gifts from 
Dr. Lucas Waltzer, Université Clermont Auvergne, France). Blood progenitors were labelled using the 
following fluorescent markers UAS-mCD8GFP, UAS-dsRed, or QUAS-mCherry. Other lines used were: 
eater-dsRed (Kroeger et  al., 2012; Tokusumi et  al., 2009) (kind gift from Dr. Elio Sucena, Insti-
tuto Gulbenkian de Ciência, Portugal), ​dome-​MESO-​GFP.​nls (Oyallon et al., 2016) (kind gift from Dr. 
Michele Crozatier, Université de Toulouse, France), gstD-GFP (Sykiotis and Bohmann, 2008) (kind gift 
from Dr. Dirk Bohmann, University of Rochester Medical Center, USA), dome-MESO-lacZ (Hombría 
et al., 2005) (originally line made by Martin P. Zeidler, Max Planck Institute for Biophysical Chemistry, 
Germany; kind gift from Dr. Nancy Fossett, University of Maryland, Baltimore, USA), HmlΔ-​dsRed.​nls 
(Makhijani et al., 2011) (kind gift from Dr. Katja Brüeckner, University of California, San Francisco, 
USA), Tep4-QF>QUAS-mCherry (Girard et al., 2021) (kind gift from Dr. Utpal Banerjee, University of 
California, Los Angeles, USA), and w1118 (G.T), Ubi-FUCCI (RRID: BDSC_55124), UAS-FUCCI (RRID: 
BDSC_55117).

Immunohistochemistry and antibodies
LGs were dissected in ice cold Phosphate Buffer Saline (PBS). The dissected LGs were fixed in 4% 
paraformaldehyde (PFA) for 15 min, washed with 0.1% PTX (PBS with 0.1% Triton-X [ThermoFisher 
Scientific, BP151100]) three times (each 5 min), then blocked with 16% Normal Goat Serum (ab7481, 
abcam) for 15 min followed by an overnight primary antibody incubation at 4 ℃. The samples were 
washed with 0.1% PTX three times (each 5 min) and then blocked with 16% Normal Goat Serum 
for 15 min. The LG samples were then incubated in appropriate secondary antibodies for 2 hr at 
room temperature, followed by washes with 0.1% PTX three times (each 5 min) and then mounted 
in VECTASHIELD with DAPI (H-1200, Vector Laboratories, RRID:AB_2336790) in the glass bottom 
mounting dishes (MatTek Corporation, 35 mm, P35G-0–14 C). All the antibodies were diluted in 0.1% 
PTX. The following primary antibodies were used: mouse anti-phospho-Histone H3 antibody (1:1000, 
Invitrogen, 6HH3-2C5, MA3-064, RRID: AB_2633021) and mouse anti-LacZ antibody (1:100, DSHB 
40–1 a, RRID: AB_2314509). The secondary antibody donkey anti-mouse Cy5 (1:400, Code: 715-175-
151, RRID: AB_2340820, Jackson Immunoresearch laboratories Inc) was used.

Long-term ex vivo organ culture and confocal imaging
Early third instar larvae (84 hr after egg laying [AEL]) were chosen for all long-term live imaging exper-
iments, washed using PBS for three times, followed by a quick rinse with 70% ethanol, then washed 
again using PBS for three times. Organs including larval LGs, fat bodies, ring gland, central nervous 
system, and heart tube were dissected in Drosophila Schneider’s medium (ThermoFisher Scientific, 
Catalog number 21720001) in room temperature. The connection between CNS, ring gland, LG, 
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and heart tube should be maintained during all steps from larval dissection, organ mounting and to 
confocal imaging. The dissected organs were then placed and mounted in the Schneider’s medium 
supplied with 15% FBS (ThermoFisher Scientific, Catalog number 12483–020) and 0.2 mg/mL insulin 
(Sigma I0516) in a glass bottom dish. The medium was prepared fresh in 10 min prior to dissection 
in room temperature. The LG was mounted in such a manner to align the dorsal-ventral axis of the 
tissue with the z-axis of the confocal optical section. To stabilize the LG, the organs were covered with 
a 1% agar pad and spacers made from 1% agar were placed in between agar pad and glass bottom 
dish to shield the organs from mechanical force. Optimal moisture conditions during live imaging was 
maintained by the addition of 2 ml of the medium on top of the agar pad. All live imaging experi-
ments were performed at 25οC in a microscope incubation chamber (TOKAI HIT, Catalog number: 
INU-ONICS F1). LGs were imaged using an Olympus FV1000 inverted confocal microscopy with a 
numerical aperture 1.30 UPLFLN 40 X oil immersion lens. Imaging duration varied due to movement 
caused by occasional heart tube contractions (see Figure 1B). The middle two planes of LGs spaced 
by 1.5 μm were imaged at a 15 seconds interval using lasers with the excitation wavelength at 488 nm 
(green laser) and 561 nm (red laser). The parameters were chosen to minimize phototoxicity, increase 
temporal resolution, and maximize the number of cells captured in each experiment. To avoid photo-
toxicity and photobleaching in the LGs, the laser was kept at 1% power (Icha et al., 2017), which 
is the weakest laser power that provides a good signal for live LGs in the FV1000 confocal micros-
copy. Using the laser power setting, no noticeable photobleaching (i.e. the signal levels did not drop 
down substantially over the course of imaging; see multiple videos and time-lapse images in this 
study as pieces of evidence) or phototoxicity (the main cause of which is an increased ROS level in a 
sample upon strong laser illumination Icha et al., 2017; see Figure 1E as an evidence showing the 
ROS level remained low and stable in LGs during imaging). No correction for photobleaching was 
performed. Time-lapse recordings of LGs and the resulting t-series images were processed using Fiji 
(Schindelin et al., 2012) and MATLAB software. All fluorescent intensity in this study are mean grey 
values measured in Fiji.

EdU proliferation assay on LGs
Click-iT EdU (5-ethynyl-2´-deoxyuridine) imaging kit (Life Technologies, Cat# C10337) was used 
to perform cell proliferation assay. Larvae were washed using PBS three times, quickly rinsed with 
70% ethanol, and then washed and dissected in the Schneider medium in room temperature. The 
LGs (with CNS, ring gland, heart tube, and fat bodies) were cultured in the Schneider medium (with 
15% FBS and 0.2 mg/mL insulin) supplied with EdU solution with the final concentration of 10 μM 
for an hour. Following incubation in the EdU solution, the LGs were fixed in 4% PFA for 15 min, 
rinsed with 16% Normal Goat Serum twice, washed with 0.1% PTX for 20 min, and then incubated 
in a Click-iT reaction cocktail (430 μl 1xClick iT reaction buffer, 20 μl CuSO4, 1.2 μl Alexa Fluor 
azide, and 50 μl 1xClick iT EdU buffer additive) for 30 min at room temperature in dark. After the 
incubation, the cocktail solution was removed and the LGs were washed twice using 16% Normal 
Goat Serum (each 10 minutes) and mounted in VECTASHIELD with DAPI in glass bottom dishes. 
The EdU signal from the LGs was imaged using a laser with the excitation wavelength at 488 nm. 
Number of EdU-positive cells per primary lobe were counted manually in Fiji using a Cell counter 
plugin.

Cell death monitoring during live imaging
Cell death during long-term live imaging was monitored using the nucleic acid stain Sytox Green 
(ThermoFisher Scientific, Catalog number S7020). The Sytox Green dye functions as an indicator of 
dying cells as the dye is impermeable to the plasma membrane of live cells. Dissected LGs were incu-
bated and imaged in the Schneider medium containing 2 μM Sytox Green or PBS as a positive control. 
A stock solution of Sytox Green (5 mM in DMSO) was prepared and diluted in 1:2500 to a final concen-
tration of 2 μM. The LG was imaged immediately after mounted in Sytox Green-containing medium. 
Cell death was assessed by counting all the progenitors (shown in Figure 1F and Figure 1—figure 
supplement 2D) or in the entire LGs (shown in Figure  1—figure supplement 2E). No particular 
subset of progenitors or portion of a LG was chosen to image.
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Real-time tracking of cell cycle phases during live imaging
To track the cell cycle, a Fly-FUCCI system was used (Zielke et  al., 2014). The Fly-FUCCI system 
consists of two major UAS transgenes carrying GFP or RFP-tagged degrons: a UAS-GFP.E2f1.1–230 
(the N terminus amino acid 1–230 of E2f1 was fused to GFP) and a UAS-mRFP1.CycB.1–266 (the N 
terminus amino acid 1–266 of CycB was fused to RFP). E2f1 is degraded by the S phase-dependent 
ubiquitin ligase CRL4Cdt2 while CycB is targeted by the APC/C for proteasomal degradation from mid-
mitosis throughout G1 phase. By combining the two probes, cells that are in G1 phase are labelled in 
green (E2f1-GFP accumulation), in S phase are labelled in red (CycB-mRFP accumulation), and in G2 
phase are labelled in yellow (presence of both E2f1-GFP and CycB-mRFP). The fluorescent intensities 
of GFP and RFP of individual cells in the LG in each time point were tracked and exported using the 
Fiji TrackMate plugin (Tinevez et al., 2017) and plotted using GraphPad Prism (Ver. 6).

Heat map construction
Spatial information of cellular events (including cell division and differentiation) from long-term LG 
videos was extracted using 2 MATLAB scripts and an image analysis workflow (Figure  4—figure 
supplement 2; Data and Code Availability; Tanentzapf lab GitHub). The workflow contained 9 steps: 
(1) The frame where cellular events were identified was saved as an image (​in.​tiff) using Fiji. The heart 
tube (as a landmark structure) was annotated based on the well-defined location of it with respect to 
the two lobes of the LG (see step 1 in Figure 4—figure supplement 2, heart tube was highlighted 
in a white line next to the LG lobe). The image was then loaded into the first custom written script 
(Data and Code Availability; Tanentzapf lab GitHub). (2) The image was rotated to align the heart 
tube along the y-axis so that the heart tube was in parallel to the y-axis. (3) For later comparison, the 
image was then flipped so that the lobe was facing the right side and the heart tube was facing the 
left side. The step was designed to adjust all LG lobes facing the same direction with respect to the 
landmark structure. (4) The boundary of the lobe and the location where a cellular event was observed 
were manually selected. (5) A bounding box was created by the script and the width and height of 
the bounding box were defined. (6) The total width and height of the bounding box were divided 
equally into five segments (each as 20% of the total width and height, respectively) to create a grid. 
(7) A single heatmap showing the location of a cellular event was created. (8–9) Multiple heatmaps 
from different videos were combined as a final heatmap using the second custom script (Data and 
Code Availability; Tanentzapf lab GitHub). To statistically compare heat maps, correlation coefficients 
between heat maps were calculated using a corrcoef function in MATLAB. A correlation coefficient 
value from 0 to 0.25, 0.25–0.5, 0.5–0.75, and 0.75–1 was defined as no correlation, weak correlation, 
moderate correlation, and strong correlation, respectively. A weak correlation suggested that a shift 
but not a complete relocation of cellular events was observed.

Spatiotemporal analyses of progenitor mitotic events
Mitotic events were tracked in blood progenitors labelled by dome-Gal4  >UAS  mGFP or dome-
MESO-GFP in long-term LG videos using Fiji. The following quantitative analyses were performed on 
the mitotic events: (1) Duration of mitotic events was defined as the time a mother progenitor spent 
from the onset of mitosis throughout to the end where the nucleus of two progenies reformed and were 
clearly visualized (approximately in telophase; Video 1; Video 4; Figure 2A–B). The onset of mitosis 
was defined as 40 frames (roughly 10 min) before the nucleus breakdown (which happens in prophase) 
was observed. The same criteria were applied to all mitosis analysis in our study. (2) The cell size of 
individual daughter cells post-mitosis was tracked over 3 hr and measured in Fiji using a Polygon ROI 
Selection tool. The ROI was drawn along the cell membrane marked by dome-Gal4 driven membra-
nous GFP. A z stack with 2 slices was projected in Fiji using maximum projection before the measure-
ment. (3) The position of a contractile ring was inferred based on the location where the cleavage 
furrow occurred in dividing cells. The distance of the contractile ring to the two poles of a dividing cell 
was measured in Fiji using a Straight Line ROI Selection tool. A z stack with 2 slices was projected in 
Fiji using maximum projection before the measurement. (4) The JAK-STAT signaling activity (reflected 
by dome-MESO-GFP intensity) of daughter cells were measured in Fiji using a Circle ROI Selection 
tool. (5) ρ-mitosis: as illustrated in Figure 3F, a ρ-mitosis was defined as a mitosis occurs on the 
plane formed by right-left and posterior-anterior axes. Progenitors divide away or towards heart tube 
on this plane at any angles ranging from 0 to 180 degree are classified as ρ-mitosis. (6) z-mitosis: as 
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illustrated in Figure 3F, a z-mitosis was defined as a mitosis occurs along the dorsal-ventral axis at any 
angles ranging from 0 to 180 degree. (7) The orientation of a ρ-mitosis relative to the heart tube was 
determined based on the angle between the mitosis direction (the direction that was perpendicular 
to cleavage furrow and parallel to the positions of two newly formed nuclei of daughter cells) and the 
heart tube. The newly formed nuclei of daughter cells were used to determine the relative position 
of the cells and infer the plane of division. The angle was manually measured in Fiji using the Angle 
tool function. To test if the orientation of mitosis follows normal distribution or shows a bias towards 
a certain direction in the LGs, a Q-Q plot statistical analysis was performed in R. The orientation data 
from individual progenitors undergoing mitosis were loaded into R and the Q-Q plot was produced 
using a qqnorm function in the R Stats package. To add a theoretical Q-Q line onto the plot, the 
QQline function was used. The linearity of the points lining along the Q-Q line suggests that the data 
follows normal distribution. (8) Distances of ρ- and z-mitosis to the heart tube and posterior end of 
the LG on the heart tube (a well-defined position where the PSC localized) was measured manually in 
Fiji using the Straight Line ROI Selection tool. (9) The mitotic index of progenitors was calculated by 
dividing the number of pH3 labelled progenitors (pH3+ dome+) by the total number of progenitors 
(dome+) in the LG. Number of pH3+ progenitors were counted in Fiji using the Cell Counter plugin. 
(10) The positions where blood progenitors divide inside a LG were recorded and the information 
from multiple long-term videos was then summarized in a heat map (as described above in the Heat 
map construction section) to visualize regions with different level of mitotic activities.

Information of main markers used to track differentiation
To track blood progenitor differentiations in real-time, dome-MESO-GFP and eater-dsRed were 
used in combination throughout the study to indicate the differentiation status of a cell (Figure 2—
figure supplement 1B–C). Pieces of critical information of the two markers were provided. (1) 
dome-MESO-GFP: The dome-MESO-GFP line is a marker of JAK-STAT positive blood progenitors 
and was generated by swapping the LacZ part of dome-MESO-LacZ line with a GFP (Oyallon et al., 
2016; Hombría et al., 2005). The construct of the dome-MESO-LacZ transgene was not a complete 
enhancer trap containing the entire domeless gene promoter sequence but rather a 2.8 kb fragment 
from the first exon and first intron, containing multiple STAT binding sites. The expression of dome-
MESO construct has been further shown to be dependent on JAK-STAT signaling, demonstrating 
that JAK-STAT signaling forms a positive feedback loop where the activity of itself can promote the 
expression of its own receptor Dome (Hombría et al., 2005). This indicates, together with the orig-
inal study where the dome-MESO-LacZ was developed, that the dome-MESO-GFP/LacZ lines are 
reliable JAK-STAT signaling reporters to track progenitor cell fate. (2) eater-dsRed: The eater-dsRed 
line was chosen to track the differentiation status of a progenitor for the following reasons: (a) It was 
an enhancer-trap line made and verified to be able to accurately reflect spatial-temporal expression 
of the eater gene in the LG (Kroeger et al., 2012). (b) A further study confirmed that eater-dsRed 
marks both differentiated plasmatocytes (high eater-dsRed level) and distal progenitors that already 
commit to a plasmatocyte fate (lower eater-dsRed level than mature plasmatocytes Blanco-Obregon 
et al., 2020). By tracking eater-dsRed level in combination with dome-MESO-GFP, the full range of 
the transition of a cell undergoing differentiation can be captured (see Figure 5 and Figure 7I–N as 
examples). (c) The reason of choosing eater-dsRed instead of HmlΔ-dsRed to track differentiation 
events was because, as verified and demonstrated in other two studies using genetics and single cell 
sequencing approaches, the HmlΔ-dsRed line marks both plasmatocytes and crystal cell precursors 
(Hml+ Lozenge+, summarized in Figure 2—figure supplement 1B–C; Blanco-Obregon et al., 2020; 
Girard et al., 2021). Thus, using HmlΔ-dsRed as a differentiation marker brings up the possibility of 
mixing up crystal cells and/or plasmatocytes when cells were tracked in live imaging experiments, 
which can make analyzing and interpreting data of differentiation kinetics complicated.

Spatiotemporal analyses of differentiation
Differentiation events were tracked in videos of LGs carrying dome-MESO-GFP (a JAK-STAT signaling 
activity reporter that marks blood progenitors Oyallon et  al., 2016; Krzemień et  al., 2007) and 
eater-dsRed (a marker that starts to appear from distal committed progenitors to mature plasmato-
cytes Kroeger et al., 2012; Tokusumi et al., 2009). Blood progenitors stay in a steady state (cells 
expressing either domehigh eaterlow before sigmoid differentiation or domehigh eaterhigh before linear 
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differentiation) prior to the beginning of changes in dome and/or eater levels following differentiation. 
The time point where we can record such changes was therefore the exit point from the steady state 
and was denoted as ‘frame 0 or 0 hr’. To quantify differentiation, the videos were saved as RGB stacks 
for the Fiji TrackMate plugin (Tinevez et al., 2017). All pixel intensities were preserved equivalent as 
original data without adjustments on brightness and contrast. A tracking function implanted in Track-
Mate toolbox with a LoG (Laplacian of Gaussian) detector was applied to follow differentiating blood 
progenitors in a video. The raw intensity values of GFP and RFP of a cell at individual time points were 
exported to a spreadsheet (.xml format). The ratio of dsRed:GFP in each cell at individual time points 
was then calculated from raw dataset and plotted to visualize the curve shape. The dsRed:GFP ratio 
over time reflected how the two markers change over time relative to each other and how fast a blood 
progenitor loses its identity. Sigmoid or linear type of differentiation was categorized based on the 
shape of the ratio curve (see Figure 5C–F). The terms ‘sigmoid’ and ‘linear’ were used for descriptive 
purposes in this study but not mechanistic and are interchangeable with a more detailed description: 
a ratio curve in sigmoidal shape showed that at the beginning cells express domehigh eaterlow following 
up by slow and fast phases of transition, while a ratio curve in linear shape showed that at the begin-
ning cells express domehigh eaterhigh following up by a transition in a consistent rate. To normalize 
real-time fluorescent signals of dome-EMSO-GFP and eater-dsRed to be able to compare signals 
across samples/videos, a modified version of fluorescence normalization method for live fly guts was 
performed (Martin et al., 2018). The original normalization method required modifications since it 
was designed for a situation where one marker gradually changes over time while the other marker 
does not change over time. In comparison, the current study on LGs was dealing with a scenario where 
the two markers gradually change over time (dome-MESO-GFP and eater-dsRed) and the differences 
between the two markers at any time points are required to be preserved after normalization. The 
signals were normalized as follow: First, the RGB stack of a video was inputted into the Fiji TrackMate 
plugin to obtain the raw intensities of dome-MESO-GFP and eater-dsRed at individual time points. 
Second, the raw intensities were imported into MATLAB and normalized using the equations (Norm.G 
= (Gt - min (G,R))/(max (G,R) - min (G,R)); Norm.R = (Rt - min (G,R))/(max (G,R) - min (G,R))) where 
the difference between the fluorescent values at every time point (Gt and Rt representing dome-
MESO-GFP and eater-dsRed, respectively) and the minimum fluorescent value was divided by the 
difference between the maximum fluorescent value and the minimum fluorescent value. Minimum 
and maximum fluorescent values were obtained across the two markers, as shown by the ‘min’ and 
‘max’ functions of the equation. By using this approach, the patterns, trends, and relative differ-
ences between two markers were all preserved to make comparisons across the videos. Moreover, we 
confirmed that the normalization method preserved the trends of the markers during differentiation 
(Figure 7—figure supplement 2A–B) compared to the raw values before normalization. The custom-
written MATLAB code used to perform normalization was deposited in the Tanentzapf lab Github 
(Data and Code Availability). To quantify the rate of each type of differentiation, a linear regression fit 
was applied to the fast phase of a sigmoid differentiation curve and to the entire linear differentiation 
curve using a custom written R script (Data and Code Availability, Tanentzapf lab GitHub). The slope 
of the fitted line was calculated as follows: Slope = Changes of dsRed:GFP ratio/Time. To analyse the 
spatial distribution of differentiations in the LGs, a heat map was constructed (as described above in 
the Heat map construction section). The locations where blood progenitors differentiate inside a LG 
were recorded and the information from multiple long-term videos was then summarized in a heat 
map to visualize hot and cold spots of differentiation events.

In vivo analysis of LGs
To perform in vivo analysis on LGs, a method of histo-cytometry (Stoltzfus et al., 2020) was applied 
to extract fluorescent signals of dome-MESO-GFP and eater-dsRed and the positional information 
of individual cells from the LGs of wild-type control and E. coli infected larvae using the TrackMate 
plugin. Three main steps of histo-cytometry were performed: (1) Imaging: Entire LGs of genotype 
dome-MESO-GFP; eater-dsRed were imaged by a FV1000 microscopy with a step size 1.5 μm using 
exactly equivalent laser settings across wild-type control and infection groups. Importantly, the 
TrackMate-based automatic method used to perform histo-cytometry analysis works best on single 
sections with cells clearly separated from each other. To unbiasedly select slices across samples and 
different groups, we took the slides that are located at 25%, 50%, and 75% of the total thickness (or 
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z axis) of the LG. The imaged LG slides were saved as OIB files in Fluoview and inputted into Fiji as 
RGB stacks (​in.​tiff) for the following analysis. (2) Segmentation: To segment individual nuclei in the 
imaged LGs, the automatic ROI selection tool implanted in the TrackMate plugin with a LoG detector 
was used. The Blob diameter was set as 13 and the threshold was set as 2.5 in TrackMate across all 
LG images to reliably select all nuclei. Using the method, in total 2946 cells (LG#1: 795 cells in total, 
LG#2: 923 cells in total, LG#3: 1228 cells in total) from the wild type LGs and 2985 cells from the LGs 
following infection (LG#1: 944 cells in total, LG#2: 871 cells in total, LG#3: 1170 cells in total) were 
captured. From these cells, an Excel-based method (using the rand() function) was performed to 
completely randomize their order and then took 2500 cells randomly from the two groups that were 
used for the Figure 7I–N (see Figure 7—source data 1 file). (3) Visualization: The fluorescent intensi-
ties of dome-MESO-GFP and eater-dsRed of individual nuclei were extracted and plotted as a scatter 
plot using R to visualize the distribution of cells based on the expression levels of dome-MESO-GFP 
and eater-dsRed markers.

Oxidative stress measurement in ex vivo LGs
A gstD-GFP reporter line (Sykiotis and Bohmann, 2008) was used to measure oxidative stress in 
ex vivo cultured LGs over 13 hr. GstD-GFP is a sensor designed to detect ROS levels in live tissues/
animals and is compatible with live imaging experiments. The GFP intensity from individual lobes 
of LGs was tracked in Fiji using the Polygon ROI Selection tool over 13 hr. The mean grey value of 
gstD-GFP intensity was measured. The obtained gstD-GFP fluorescent intensities at individual time 
points were normalized to the total ROI or primary lobe area (μm2) and plotted in GraphPad Prism.

Larval bacterial infection
Ampicillin-resistant, GFP expressing E. coli (kind gift from Dr. Christopher Loewen, University of 
British Columbia, Canada) was used in this study. E. coli was grown in the LB medium (10 g Bacto 
tryptone, 5 g yeast extract, and 5 g NaCl were used to prepared 1 L LB medium) overnight in 37℃ 
for infection experiments. A larval oral infection protocol was applied with slight custom modifi-
cations (Khadilkar et al., 2017; Siva-Jothy et al., 2018). Larvae were collected and starved in a 
vial containing only 1% agar for 2 hr in room temperature. Post-starvation the larvae were moved 
into vials containing either regular fly food with LB medium (as a control, 5 g fly food mixing with 
1 ml LB, 8–10 larvae per vial) or regular fly food with E. coli culture (as an infection group, 5 g fly 
food mixing with 1 ml LB containing E. coli, 8–10 larvae per vial) for 6 hr in 25℃. Larvae at 78 AEL 
were infected for 6 hr and dissected at 84 AEL for ex vivo live imaging. The infected larvae were 
first screened under a fluorescent stereo microscopy (Model: MAA-03/B, serial number: 06.07/07) 
to confirm that they ingested a large amount of GFP expressing E. coli (with clear GFP visualized 
in the intestine region). The larvae were then used for long-term imaging experiments or in vivo 
analysis.

Statistical methods
Statistics were performed using GraphPad Prism (ver. 6). p Values were determined using statistical 
tests that were detailed in all figure legends and Source data files. The sample size of each analysis 
was indicated in figure legends. No statistical method was performed to pre-determine sample size.

Acknowledgements
The authors acknowledge the Bloomington and VDRC Drosophila Stock Center, and the DSHB hybri-
doma bank for fly stocks and antibodies. The authors thank the following individuals for fly stocks, 
reagents, bacteria stains, and protocols: Dr. Lucas Waltzer, Dr. Michele Crozatier, Dr. Elio Sucena, Dr. 
Christopher Loewen, Dr. Dirk Bohmann, Dr. Nancy Fossett, Dr. Katja Brüeckner, Dr. Utpal Banerjee, 
and Dr. Lucy O’Brien. The authors thank the Tanentzapf laboratory for insightful discussions. Funding 
for this study was provided by the grant to GT from Canadian Institutes of Health Research (Project 
Grant PJT-156277). KYLH was supported by a 4 Year Doctoral Fellowship from the University of British 
Columbia.

https://doi.org/10.7554/eLife.84085


 Research article﻿﻿﻿﻿﻿﻿ Developmental Biology

Ho, Carr et al. eLife 2023;12:e84085. DOI: https://doi.org/10.7554/eLife.84085 � 30 of 34

Additional information

Funding

Funder Grant reference number Author

Canadian Institutes of 
Health Research

PJT-156277 Guy Tanentzapf

University of British 
Columbia

4-Year Doctoral Fellowship Kevin Yueh Lin Ho

The funders had no role in study design, data collection and interpretation, or the 
decision to submit the work for publication.

Author contributions
Kevin Yueh Lin Ho, Conceptualization, Resources, Formal analysis, Validation, Investigation, Visu-
alization, Methodology, Writing – original draft, Writing – review and editing; Rosalyn Leigh Carr, 
Data curation, Software, Formal analysis, Visualization, Methodology, Writing – review and editing; 
Alexandra Dmitria Dvoskin, Formal analysis, Validation, Investigation, Writing – review and editing; 
Guy Tanentzapf, Conceptualization, Supervision, Funding acquisition, Writing – original draft, Project 
administration, Writing – review and editing

Author ORCIDs
Kevin Yueh Lin Ho ‍ ‍ http://orcid.org/0000-0001-8083-7043
Rosalyn Leigh Carr ‍ ‍ http://orcid.org/0000-0003-4371-0881
Guy Tanentzapf ‍ ‍ http://orcid.org/0000-0002-2443-233X

Decision letter and Author response
Decision letter https://doi.org/10.7554/eLife.84085.sa1
Author response https://doi.org/10.7554/eLife.84085.sa2

Additional files
Supplementary files
•  MDAR checklist 

Data availability
All data generated or analysed during this study are included in the manuscript and supporting 
files. All the scripts and software generated has been deposited to the Tanentzapf lab Github (copy 
archived at Ho et al., 2023).

References
Ahmed M, Ffrench-Constant C. 2016. Extracellular matrix regulation of stem cell behavior. Current Stem Cell 

Reports 2:197–206. DOI: https://doi.org/10.1007/s40778-016-0056-2, PMID: 27547708
Anllo L, Plasschaert LW, Sui J, DiNardo S. 2019. Live imaging reveals hub cell assembly and compaction 

dynamics during morphogenesis of the Drosophila testis niche. Developmental Biology 446:102–118. DOI: 
https://doi.org/10.1016/j.ydbio.2018.12.014, PMID: 30553808

Araki M, Kurihara M, Kinoshita S, Awane R, Sato T, Ohkawa Y, Inoue YH. 2019. Anti-Tumour effects of 
antimicrobial peptides, components of the innate immune system, against haematopoietic tumours in 
Drosophila mxc mutants. Disease Models & Mechanisms 12:dmm037721. DOI: https://doi.org/10.1242/dmm.​
037721, PMID: 31160313

Arulmozhivarman G, Stöter M, Bickle M, Kräter M, Wobus M, Ehninger G, Stölzel F, Brand M, Bornhäuser M, 
Shayegi N. 2016. In vivo chemical screen in zebrafish embryos identifies regulators of hematopoiesis using a 
semiautomated imaging assay. Journal of Biomolecular Screening 21:956–964. DOI: https://doi.org/10.1177/​
1087057116644163, PMID: 27112172

Avet-Rochex A, Boyer K, Polesello C, Gobert V, Osman D, Roch F, Augé B, Zanet J, Haenlin M, Waltzer L. 2010. 
An in vivo RNA interference screen identifies gene networks controlling Drosophila melanogaster blood cell 
homeostasis. BMC Developmental Biology 10:65. DOI: https://doi.org/10.1186/1471-213X-10-65, PMID: 
20540764

https://doi.org/10.7554/eLife.84085
http://orcid.org/0000-0001-8083-7043
http://orcid.org/0000-0003-4371-0881
http://orcid.org/0000-0002-2443-233X
https://doi.org/10.7554/eLife.84085.sa1
https://doi.org/10.7554/eLife.84085.sa2
https://github.com/Tanentzapf-Lab/LiveImaging_HematopiesisKinetics_Infection_Ho_Carr
https://doi.org/10.1007/s40778-016-0056-2
http://www.ncbi.nlm.nih.gov/pubmed/27547708
https://doi.org/10.1016/j.ydbio.2018.12.014
http://www.ncbi.nlm.nih.gov/pubmed/30553808
https://doi.org/10.1242/dmm.037721
https://doi.org/10.1242/dmm.037721
http://www.ncbi.nlm.nih.gov/pubmed/31160313
https://doi.org/10.1177/1087057116644163
https://doi.org/10.1177/1087057116644163
http://www.ncbi.nlm.nih.gov/pubmed/27112172
https://doi.org/10.1186/1471-213X-10-65
http://www.ncbi.nlm.nih.gov/pubmed/20540764


 Research article﻿﻿﻿﻿﻿﻿ Developmental Biology

Ho, Carr et al. eLife 2023;12:e84085. DOI: https://doi.org/10.7554/eLife.84085 � 31 of 34

Baldeosingh R, Gao H, Wu X, Fossett N. 2018. Hedgehog signaling from the posterior signaling center maintains 
U-shaped expression and a prohemocyte population in Drosophila. Developmental Biology 441:132–145. DOI: 
https://doi.org/10.1016/j.ydbio.2018.06.020, PMID: 29966604

Banerjee U, Girard JR, Goins LM, Spratford CM. 2019. Drosophila as a genetic model for hematopoiesis. 
Genetics 211:367–417. DOI: https://doi.org/10.1534/genetics.118.300223

Blanco-Obregon D, Katz MJ, Durrieu L, Gándara L, Wappner P. 2020. Context-specific functions of notch in 
Drosophila blood cell progenitors. Developmental Biology 462:101–115. DOI: https://doi.org/10.1016/j.ydbio.​
2020.03.018, PMID: 32243888

Chacón-Martínez CA, Koester J, Wickström SA. 2018. Signaling in the stem cell niche: regulating cell fate, 
function and plasticity. Development 145:dev165399. DOI: https://doi.org/10.1242/dev.165399, PMID: 
30068689

Chiu H, Govind S. 2002. Natural infection of D. melanogaster by virulent parasitic wasps induces apoptotic 
depletion of hematopoietic precursors. Cell Death and Differentiation 9:1379–1381. DOI: https://doi.org/10.​
1038/sj.cdd.4401134, PMID: 12478476

Cho B, Yoon SH, Lee D, Koranteng F, Tattikota SG, Cha N, Shin M, Do H, Hu Y, Oh SY, Lee D, Vipin Menon A, 
Moon SJ, Perrimon N, Nam JW, Shim J. 2020. Single-cell transcriptome maps of myeloid blood cell lineages in 
Drosophila. Nature Communications 11:4483. DOI: https://doi.org/10.1038/s41467-020-18135-y, PMID: 
32900993

Christodoulou C, Spencer JA, Yeh S-CA, Turcotte R, Kokkaliaris KD, Panero R, Ramos A, Guo G, 
Seyedhassantehrani N, Esipova TV, Vinogradov SA, Rudzinskas S, Zhang Y, Perkins AS, Orkin SH, Calogero RA, 
Schroeder T, Lin CP, Camargo FD. 2020. Live-animal imaging of native haematopoietic stem and progenitor 
cells. Nature 578:278–283. DOI: https://doi.org/10.1038/s41586-020-1971-z, PMID: 32025033

Dai W, Guo X, Cao Y, Mondo JA, Campanale JP, Montell BJ, Burrous H, Streichan S, Gov N, Rappel W-J, 
Montell DJ. 2020. Tissue topography steers migrating Drosophila border cells . Science 370:987–990. DOI: 
https://doi.org/10.1126/science.aaz4741, PMID: 33214282

Dey NS, Ramesh P, Chugh M, Mandal S, Mandal L. 2016. Dpp dependent hematopoietic stem cells give rise to 
hh dependent blood progenitors in larval lymph gland of Drosophila. eLife 5:e18295. DOI: https://doi.org/10.​
7554/eLife.18295, PMID: 27782877

Díaz-Torres A, Rosales-Nieves AE, Pearson JR, Santa-Cruz Mateos C, Marín-Menguiano M, Marshall OJ, 
Brand AH, González-Reyes A. 2021. Stem cell niche organization in the Drosophila ovary requires the ECM 
component perlecan. Current Biology 31:1744–1753. DOI: https://doi.org/10.1016/j.cub.2021.01.071, PMID: 
33621481

Evans CJ, Hartenstein V, Banerjee U. 2003. Thicker than blood: conserved mechanisms in Drosophila and 
vertebrate hematopoiesis. Developmental Cell 5:673–690. DOI: https://doi.org/10.1016/s1534-5807(03)​
00335-6, PMID: 14602069

Fairchild MJ, Smendziuk CM, Tanentzapf G. 2015. A somatic permeability barrier around the germline is 
essential for Drosophila spermatogenesis. Development 142:268–281. DOI: https://doi.org/10.1242/dev.​
114967, PMID: 25503408

Ferrezuelo F, Colomina N, Palmisano A, Garí E, Gallego C, Csikász-Nagy A, Aldea M. 2012. The critical size is 
set at a single-cell level by growth rate to attain homeostasis and adaptation. Nature Communications 3:1012. 
DOI: https://doi.org/10.1038/ncomms2015, PMID: 22910358

Frame JM, Lim S-E, North TE. 2017. Hematopoietic stem cell development: using the zebrafish to identify 
extrinsic and intrinsic mechanisms regulating hematopoiesis. Methods in Cell Biology 138:165–192. DOI: 
https://doi.org/10.1016/bs.mcb.2016.08.004, PMID: 28129843

Girard JR, Goins LM, Vuu DM, Sharpley MS, Spratford CM, Mantri SR, Banerjee U. 2021. Paths and pathways 
that generate cell-type heterogeneity and developmental progression in hematopoiesis. eLife 10:e67516. DOI: 
https://doi.org/10.7554/eLife.67516, PMID: 34713801

Gore AV, Pillay LM, Venero Galanternik M, Weinstein BM. 2018. The zebrafish: a fintastic model for 
hematopoietic development and disease. Wiley Interdisciplinary Reviews. Developmental Biology 7:e312. DOI: 
https://doi.org/10.1002/wdev.312, PMID: 29436122

Greenspan LJ, Matunis EL. 2017. Live imaging of the Drosophila testis stem cell niche. Methods in Molecular 
Biology 1463:63–74. DOI: https://doi.org/10.1007/978-1-4939-4017-2_4, PMID: 27734347

Grinenko T, Eugster A, Thielecke L, Ramasz B, Krüger A, Dietz S, Glauche I, Gerbaulet A, von Bonin M, Basak O, 
Clevers H, Chavakis T, Wielockx B. 2018. Hematopoietic stem cells can differentiate into restricted myeloid 
progenitors before cell division in mice. Nature Communications 9:1898. DOI: https://doi.org/10.1038/​
s41467-018-04188-7, PMID: 29765026

He S, Nakada D, Morrison SJ. 2009. Mechanisms of stem cell self-renewal. Annual Review of Cell and 
Developmental Biology 25:377–406. DOI: https://doi.org/10.1146/annurev.cellbio.042308.113248, PMID: 
19575646

Ho KYL, Khadilkar RJ, Carr RL, Tanentzapf G. 2021. A gap-junction-mediated, calcium-signaling network controls 
blood progenitor fate decisions in hematopoiesis. Current Biology 31:4697–4712. DOI: https://doi.org/10.​
1016/j.cub.2021.08.027, PMID: 34480855

Ho KYL, Carr RL, Dvoskin AD, Tanentzapf G. 2023. Kinetics of blood cell differentiation during hematopoiesis 
revealed by quantitative long-term live imaging. swh:1:rev:d9c8523c1660ea3fd4263074fc9262389b9105cc. 
Software Heritage. https://archive.softwareheritage.org/swh:1:dir:c6b4a0686b6394180834f35330d8e7fd​
0b605a9a;origin=https://github.com/Tanentzapf-Lab/LiveImaging_HematopiesisKinetics_Infection_Ho_Carr;​

https://doi.org/10.7554/eLife.84085
https://doi.org/10.1016/j.ydbio.2018.06.020
http://www.ncbi.nlm.nih.gov/pubmed/29966604
https://doi.org/10.1534/genetics.118.300223
https://doi.org/10.1016/j.ydbio.2020.03.018
https://doi.org/10.1016/j.ydbio.2020.03.018
http://www.ncbi.nlm.nih.gov/pubmed/32243888
https://doi.org/10.1242/dev.165399
http://www.ncbi.nlm.nih.gov/pubmed/30068689
https://doi.org/10.1038/sj.cdd.4401134
https://doi.org/10.1038/sj.cdd.4401134
http://www.ncbi.nlm.nih.gov/pubmed/12478476
https://doi.org/10.1038/s41467-020-18135-y
http://www.ncbi.nlm.nih.gov/pubmed/32900993
https://doi.org/10.1038/s41586-020-1971-z
http://www.ncbi.nlm.nih.gov/pubmed/32025033
https://doi.org/10.1126/science.aaz4741
http://www.ncbi.nlm.nih.gov/pubmed/33214282
https://doi.org/10.7554/eLife.18295
https://doi.org/10.7554/eLife.18295
http://www.ncbi.nlm.nih.gov/pubmed/27782877
https://doi.org/10.1016/j.cub.2021.01.071
http://www.ncbi.nlm.nih.gov/pubmed/33621481
https://doi.org/10.1016/s1534-5807(03)00335-6
https://doi.org/10.1016/s1534-5807(03)00335-6
http://www.ncbi.nlm.nih.gov/pubmed/14602069
https://doi.org/10.1242/dev.114967
https://doi.org/10.1242/dev.114967
http://www.ncbi.nlm.nih.gov/pubmed/25503408
https://doi.org/10.1038/ncomms2015
http://www.ncbi.nlm.nih.gov/pubmed/22910358
https://doi.org/10.1016/bs.mcb.2016.08.004
http://www.ncbi.nlm.nih.gov/pubmed/28129843
https://doi.org/10.7554/eLife.67516
http://www.ncbi.nlm.nih.gov/pubmed/34713801
https://doi.org/10.1002/wdev.312
http://www.ncbi.nlm.nih.gov/pubmed/29436122
https://doi.org/10.1007/978-1-4939-4017-2_4
http://www.ncbi.nlm.nih.gov/pubmed/27734347
https://doi.org/10.1038/s41467-018-04188-7
https://doi.org/10.1038/s41467-018-04188-7
http://www.ncbi.nlm.nih.gov/pubmed/29765026
https://doi.org/10.1146/annurev.cellbio.042308.113248
http://www.ncbi.nlm.nih.gov/pubmed/19575646
https://doi.org/10.1016/j.cub.2021.08.027
https://doi.org/10.1016/j.cub.2021.08.027
http://www.ncbi.nlm.nih.gov/pubmed/34480855
https://archive.softwareheritage.org/swh:1:dir:c6b4a0686b6394180834f35330d8e7fd0b605a9a;origin=https://github.com/Tanentzapf-Lab/LiveImaging_HematopiesisKinetics_Infection_Ho_Carr;visit=swh:1:snp:3cb37be60f86ef941be41d8997fbe1c89328119d;anchor=swh:1:rev:d9c8523c1660ea3fd4263074fc9262389b9105cc
https://archive.softwareheritage.org/swh:1:dir:c6b4a0686b6394180834f35330d8e7fd0b605a9a;origin=https://github.com/Tanentzapf-Lab/LiveImaging_HematopiesisKinetics_Infection_Ho_Carr;visit=swh:1:snp:3cb37be60f86ef941be41d8997fbe1c89328119d;anchor=swh:1:rev:d9c8523c1660ea3fd4263074fc9262389b9105cc


 Research article﻿﻿﻿﻿﻿﻿ Developmental Biology

Ho, Carr et al. eLife 2023;12:e84085. DOI: https://doi.org/10.7554/eLife.84085 � 32 of 34

visit=swh:1:snp:3cb37be60f86ef941be41d8997fbe1c89328119d;anchor=swh:1:rev:d9c8523c1660ea3fd426​
3074fc9262389b9105cc

Hombría JC-G, Brown S, Häder S, Zeidler MP. 2005. Characterisation of upd2, a Drosophila JAK/STAT pathway 
ligand. Developmental Biology 288:420–433. DOI: https://doi.org/10.1016/j.ydbio.2005.09.040, PMID: 
16277982

Huang X, Cho S, Spangrude GJ. 2007. Hematopoietic stem cells: generation and self-renewal. Cell Death and 
Differentiation 14:1851–1859. DOI: https://doi.org/10.1038/sj.cdd.4402225, PMID: 17823616

Icha J, Weber M, Waters JC, Norden C. 2017. Phototoxicity in live fluorescence microscopy, and how to avoid it. 
BioEssays 39:3. DOI: https://doi.org/10.1002/bies.201700003, PMID: 28749075

Jones DL, Wagers AJ. 2008. No place like home: anatomy and function of the stem cell niche. Nature Reviews. 
Molecular Cell Biology 9:11–21. DOI: https://doi.org/10.1038/nrm2319, PMID: 18097443

Jung SH, Evans CJ, Uemura C, Banerjee U. 2005. The Drosophila lymph gland as a developmental model of 
hematopoiesis. Development 132:2521–2533. DOI: https://doi.org/10.1242/dev.01837, PMID: 15857916

Kakanj P, Eming SA, Partridge L, Leptin M. 2020. Long-Term in vivo imaging of Drosophila larvae. Nature 
Protocols 15:1158–1187. DOI: https://doi.org/10.1038/s41596-019-0282-z, PMID: 32042177

Kapoor A, Padmavathi A, Madhwal S, Mukherjee T. 2022. Dual control of dopamine in Drosophila myeloid-like 
progenitor cell proliferation and regulation of lymph gland growth. EMBO Reports 23:e52951. DOI: https://​
doi.org/10.15252/embr.202152951, PMID: 35476897

Khadilkar RJ, Vogl W, Goodwin K, Tanentzapf G. 2017. Modulation of occluding junctions alters the 
hematopoietic niche to trigger immune activation. eLife 6:e28081. DOI: https://doi.org/10.7554/eLife.28081, 
PMID: 28841136

Khadilkar RJ, Ho KYL, Venkatesh B, Tanentzapf G. 2020. Integrins modulate extracellular matrix organization to 
control cell signaling during hematopoiesis. Current Biology 30:3316–3329.. DOI: https://doi.org/10.1016/j.​
cub.2020.06.027, PMID: 32649911

Kiepas A, Voorand E, Mubaid F, Siegel PM, Brown CM. 2020. Optimizing live-cell fluorescence imaging 
conditions to minimize phototoxicity. Journal of Cell Science 133:jcs242834. DOI: https://doi.org/10.1242/jcs.​
242834, PMID: 31988150

Klein AM, Simons BD. 2011. Universal patterns of stem cell fate in cycling adult tissues. Development 138:3103–
3111. DOI: https://doi.org/10.1242/dev.060103, PMID: 21750026

Kocks C, Cho JH, Nehme N, Ulvila J, Pearson AM, Meister M, Strom C, Conto SL, Hetru C, Stuart LM, Stehle T, 
Hoffmann JA, Reichhart J-M, Ferrandon D, Rämet M, Ezekowitz RAB. 2005. Eater, a transmembrane protein 
mediating phagocytosis of bacterial pathogens in Drosophila. Cell 123:335–346. DOI: https://doi.org/10.1016/​
j.cell.2005.08.034, PMID: 16239149

Koyama LAJ, Aranda-Díaz A, Su Y-H, Balachandra S, Martin JL, Ludington WB, Huang KC, O’Brien LE. 2020. 
Bellymount enables longitudinal, intravital imaging of abdominal organs and the gut microbiota in adult 
Drosophila. PLOS Biology 18:e3000567. DOI: https://doi.org/10.1371/journal.pbio.3000567, PMID: 31986129

Kroeger PT, Tokusumi T, Schulz RA. 2012. Transcriptional regulation of eater gene expression in Drosophila 
blood cells. Genesis 50:41–49. DOI: https://doi.org/10.1002/dvg.20787, PMID: 21809435

Krzemień J, Dubois L, Makki R, Meister M, Vincent A, Crozatier M. 2007. Control of blood cell homeostasis in 
Drosophila larvae by the posterior signalling centre. Nature 446:325–328. DOI: https://doi.org/10.1038/​
nature05650, PMID: 17361184

Krzemien J, Oyallon J, Crozatier M, Vincent A. 2010. Hematopoietic progenitors and hemocyte lineages in the 
Drosophila lymph gland. Developmental Biology 346:310–319. DOI: https://doi.org/10.1016/j.ydbio.2010.08.​
003, PMID: 20707995

Lengefeld J, Cheng C-W, Maretich P, Blair M, Hagen H, McReynolds MR, Sullivan E, Majors K, Roberts C, 
Kang JH, Steiner JD, Miettinen TP, Manalis SR, Antebi A, Morrison SJ, Lees JA, Boyer LA, Yilmaz ÖH, Amon A. 
2021. Cell size is a determinant of stem cell potential during aging. Science Advances 7:eabk0271. DOI: 
https://doi.org/10.1126/sciadv.abk0271, PMID: 34767451

Letourneau M, Lapraz F, Sharma A, Vanzo N, Waltzer L, Crozatier M. 2016. Drosophila hematopoiesis under 
normal conditions and in response to immune stress . FEBS Letters 590:4034–4051. DOI: https://doi.org/10.​
1002/1873-3468.12327, PMID: 27455465

Lo Celso C, Fleming HE, Wu JW, Zhao CX, Miake-Lye S, Fujisaki J, Côté D, Rowe DW, Lin CP, Scadden DT. 2009. 
Live-animal tracking of individual haematopoietic stem/progenitor cells in their niche. Nature 457:92–96. DOI: 
https://doi.org/10.1038/nature07434, PMID: 19052546

Makhijani K, Alexander B, Tanaka T, Rulifson E, Brückner K. 2011. The peripheral nervous system supports blood 
cell homing and survival in the Drosophila larva . Development 138:5379–5391. DOI: https://doi.org/10.1242/​
dev.067322, PMID: 22071105

Mandal L, Martinez-Agosto JA, Evans CJ, Hartenstein V, Banerjee U. 2007. A hedgehog- and antennapedia-
dependent niche maintains Drosophila haematopoietic precursors. Nature 446:320–324. DOI: https://doi.org/​
10.1038/nature05585, PMID: 17361183

Martin JL, Sanders EN, Moreno-Roman P, Jaramillo Koyama LA, Balachandra S, Du X, O’Brien LE. 2018. 
Long-term live imaging of the Drosophila adult midgut reveals real-time dynamics of division, differentiation 
and loss. eLife 7:e36248. DOI: https://doi.org/10.7554/eLife.36248, PMID: 30427308

Martinez-Agosto JA, Mikkola HKA, Hartenstein V, Banerjee U. 2007. The hematopoietic stem cell and its niche: 
a comparative view. Genes & Development 21:3044–3060. DOI: https://doi.org/10.1101/gad.1602607, PMID: 
18056420

https://doi.org/10.7554/eLife.84085
https://archive.softwareheritage.org/swh:1:dir:c6b4a0686b6394180834f35330d8e7fd0b605a9a;origin=https://github.com/Tanentzapf-Lab/LiveImaging_HematopiesisKinetics_Infection_Ho_Carr;visit=swh:1:snp:3cb37be60f86ef941be41d8997fbe1c89328119d;anchor=swh:1:rev:d9c8523c1660ea3fd4263074fc9262389b9105cc
https://archive.softwareheritage.org/swh:1:dir:c6b4a0686b6394180834f35330d8e7fd0b605a9a;origin=https://github.com/Tanentzapf-Lab/LiveImaging_HematopiesisKinetics_Infection_Ho_Carr;visit=swh:1:snp:3cb37be60f86ef941be41d8997fbe1c89328119d;anchor=swh:1:rev:d9c8523c1660ea3fd4263074fc9262389b9105cc
https://doi.org/10.1016/j.ydbio.2005.09.040
http://www.ncbi.nlm.nih.gov/pubmed/16277982
https://doi.org/10.1038/sj.cdd.4402225
http://www.ncbi.nlm.nih.gov/pubmed/17823616
https://doi.org/10.1002/bies.201700003
http://www.ncbi.nlm.nih.gov/pubmed/28749075
https://doi.org/10.1038/nrm2319
http://www.ncbi.nlm.nih.gov/pubmed/18097443
https://doi.org/10.1242/dev.01837
http://www.ncbi.nlm.nih.gov/pubmed/15857916
https://doi.org/10.1038/s41596-019-0282-z
http://www.ncbi.nlm.nih.gov/pubmed/32042177
https://doi.org/10.15252/embr.202152951
https://doi.org/10.15252/embr.202152951
http://www.ncbi.nlm.nih.gov/pubmed/35476897
https://doi.org/10.7554/eLife.28081
http://www.ncbi.nlm.nih.gov/pubmed/28841136
https://doi.org/10.1016/j.cub.2020.06.027
https://doi.org/10.1016/j.cub.2020.06.027
http://www.ncbi.nlm.nih.gov/pubmed/32649911
https://doi.org/10.1242/jcs.242834
https://doi.org/10.1242/jcs.242834
http://www.ncbi.nlm.nih.gov/pubmed/31988150
https://doi.org/10.1242/dev.060103
http://www.ncbi.nlm.nih.gov/pubmed/21750026
https://doi.org/10.1016/j.cell.2005.08.034
https://doi.org/10.1016/j.cell.2005.08.034
http://www.ncbi.nlm.nih.gov/pubmed/16239149
https://doi.org/10.1371/journal.pbio.3000567
http://www.ncbi.nlm.nih.gov/pubmed/31986129
https://doi.org/10.1002/dvg.20787
http://www.ncbi.nlm.nih.gov/pubmed/21809435
https://doi.org/10.1038/nature05650
https://doi.org/10.1038/nature05650
http://www.ncbi.nlm.nih.gov/pubmed/17361184
https://doi.org/10.1016/j.ydbio.2010.08.003
https://doi.org/10.1016/j.ydbio.2010.08.003
http://www.ncbi.nlm.nih.gov/pubmed/20707995
https://doi.org/10.1126/sciadv.abk0271
http://www.ncbi.nlm.nih.gov/pubmed/34767451
https://doi.org/10.1002/1873-3468.12327
https://doi.org/10.1002/1873-3468.12327
http://www.ncbi.nlm.nih.gov/pubmed/27455465
https://doi.org/10.1038/nature07434
http://www.ncbi.nlm.nih.gov/pubmed/19052546
https://doi.org/10.1242/dev.067322
https://doi.org/10.1242/dev.067322
http://www.ncbi.nlm.nih.gov/pubmed/22071105
https://doi.org/10.1038/nature05585
https://doi.org/10.1038/nature05585
http://www.ncbi.nlm.nih.gov/pubmed/17361183
https://doi.org/10.7554/eLife.36248
http://www.ncbi.nlm.nih.gov/pubmed/30427308
https://doi.org/10.1101/gad.1602607
http://www.ncbi.nlm.nih.gov/pubmed/18056420


 Research article﻿﻿﻿﻿﻿﻿ Developmental Biology

Ho, Carr et al. eLife 2023;12:e84085. DOI: https://doi.org/10.7554/eLife.84085 � 33 of 34

Milton CC, Grusche FA, Degoutin JL, Yu E, Dai Q, Lai EC, Harvey KF. 2014. The Hippo pathway regulates 
hematopoiesis in Drosophila melanogaster. Current Biology 24:2673–2680. DOI: https://doi.org/10.1016/j.cub.​
2014.10.031, PMID: 25454587

Minakhina S, Steward R. 2010. Hematopoietic stem cells in Drosophila. Development 137:27–31. DOI: https://​
doi.org/10.1242/dev.043943, PMID: 20023157

Mondal BC, Mukherjee T, Mandal L, Evans CJ, Sinenko SA, Martinez-Agosto JA, Banerjee U. 2011. Interaction 
between differentiating cell- and niche-derived signals in hematopoietic progenitor maintenance. Cell 
147:1589–1600. DOI: https://doi.org/10.1016/j.cell.2011.11.041, PMID: 22196733

Morris LX, Spradling AC. 2011. Long-term live imaging provides new insight into stem cell regulation and 
germline-soma coordination in the Drosophila ovary. Development 138:2207–2215. DOI: https://doi.org/10.​
1242/dev.065508, PMID: 21558370

Morrison SJ, Spradling AC. 2008. Stem cells and niches: mechanisms that promote stem cell maintenance 
throughout life. Cell 132:598–611. DOI: https://doi.org/10.1016/j.cell.2008.01.038, PMID: 18295578

Oyallon J, Vanzo N, Krzemień J, Morin-Poulard I, Vincent A, Crozatier M. 2016. Two independent functions of 
collier/early B cell factor in the control of Drosophila blood cell homeostasis. PLOS ONE 11:e0148978. DOI: 
https://doi.org/10.1371/journal.pone.0148978, PMID: 26866694

Park S, Greco V, Cockburn K. 2016. Live imaging of stem cells: answering old questions and raising new ones. 
Current Opinion in Cell Biology 43:30–37. DOI: https://doi.org/10.1016/j.ceb.2016.07.004, PMID: 27474806

Reilein A, Cimetta E, Tandon NM, Kalderon D, Vunjak-Novakovic G. 2018. Live imaging of stem cells in the 
germarium of the Drosophila ovary using a reusable gas-permeable imaging chamber. Nature Protocols 
13:2601–2614. DOI: https://doi.org/10.1038/s41596-018-0054-1, PMID: 30349048

Robertson AL, Avagyan S, Gansner JM, Zon LI. 2016. Understanding the regulation of vertebrate hematopoiesis 
and blood disorders-big lessons from a small fish. FEBS Letters 590:4016–4033. DOI: https://doi.org/10.1002/​
1873-3468.12415, PMID: 27616157

Rodrigues D, Renaud Y, VijayRaghavan K, Waltzer L, Inamdar MS. 2021. Differential activation of JAK-STAT 
signaling reveals functional compartmentalization in Drosophila blood progenitors. eLife 10:e61409. DOI: 
https://doi.org/10.7554/eLife.61409, PMID: 33594977

Rompolas P, Deschene ER, Zito G, Gonzalez DG, Saotome I, Haberman AM, Greco V. 2012. Live imaging of 
stem cell and progeny behaviour in physiological hair-follicle regeneration. Nature 487:496–499. DOI: https://​
doi.org/10.1038/nature11218, PMID: 22763436

Rood JE, Stuart T, Ghazanfar S, Biancalani T, Fisher E, Butler A, Hupalowska A, Gaffney L, Mauck W, Eraslan G, 
Marioni JC, Regev A, Satija R. 2019. Toward a common coordinate framework for the human body. Cell 
179:1455–1467. DOI: https://doi.org/10.1016/j.cell.2019.11.019, PMID: 31835027

Schindelin J, Arganda-Carreras I, Frise E, Kaynig V, Longair M, Pietzsch T, Preibisch S, Rueden C, Saalfeld S, 
Schmid B, Tinevez J-Y, White DJ, Hartenstein V, Eliceiri K, Tomancak P, Cardona A. 2012. Fiji: an open-source 
platform for biological-image analysis. Nature Methods 9:676–682. DOI: https://doi.org/10.1038/nmeth.2019, 
PMID: 22743772

Sharma SK, Ghosh S, Geetha AR, Mandal S, Mandal L. 2019. Cell adhesion-mediated actomyosin assembly 
regulates the activity of cubitus interruptus for hematopoietic progenitor maintenance in Drosophila Genetics 
212:1279–1300. DOI: https://doi.org/10.1534/genetics.119.302209, PMID: 31138608

Sheng XR, Matunis E. 2011. Live imaging of the Drosophila spermatogonial stem cell niche reveals novel 
mechanisms regulating germline stem cell output. Development 138:3367–3376. DOI: https://doi.org/10.1242/​
dev.065797, PMID: 21752931

Sinenko SA, Mandal L, Martinez-Agosto JA, Banerjee U. 2009. Dual role of wingless signaling in stem-like 
hematopoietic precursor maintenance in Drosophila. Developmental Cell 16:756–763. DOI: https://doi.org/10.​
1016/j.devcel.2009.03.003, PMID: 19460351

Siva-Jothy JA, Prakash A, Vasanthakrishnan RB, Monteith KM, Vale PF. 2018. Oral bacterial infection and 
shedding in drosophila melanogaster. Journal of Visualized Experiments 31:57676. DOI: https://doi.org/10.​
3791/57676, PMID: 29912178

Spratford CM, Goins LM, Chi F, Girard JR, Macias SN, Ho VW, Banerjee U. 2021. Intermediate progenitor cells 
provide a transition between hematopoietic progenitors and their differentiated descendants. Development 
148:dev200216. DOI: https://doi.org/10.1242/dev.200216, PMID: 34918741

Stoltzfus CR, Filipek J, Gern BH, Olin BE, Leal JM, Wu Y, Lyons-Cohen MR, Huang JY, Paz-Stoltzfus CL, 
Plumlee CR, Pöschinger T, Urdahl KB, Perro M, Gerner MY. 2020. CytoMAP: a spatial analysis toolbox reveals 
features of myeloid cell organization in lymphoid tissues. Cell Reports 31:107523. DOI: https://doi.org/10.​
1016/j.celrep.2020.107523, PMID: 32320656

Sykiotis GP, Bohmann D. 2008. Keap1/Nrf2 signaling regulates oxidative stress tolerance and lifespan in 
Drosophila. Developmental Cell 14:76–85. DOI: https://doi.org/10.1016/j.devcel.2007.12.002, PMID: 18194654

Tinevez JY, Perry N, Schindelin J, Hoopes GM, Reynolds GD, Laplantine E, Bednarek SY, Shorte SL, Eliceiri KW. 
2017. TrackMate: an open and extensible platform for single-particle tracking. Methods 115:80–90. DOI: 
https://doi.org/10.1016/j.ymeth.2016.09.016, PMID: 27713081

Tokusumi T, Shoue DA, Tokusumi Y, Stoller JR, Schulz RA. 2009. New hemocyte-specific enhancer-reporter 
transgenes for the analysis of hematopoiesis in Drosophila. Genesis 47:771–774. DOI: https://doi.org/10.1002/​
dvg.20561, PMID: 19830816

Tokusumi Y, Tokusumi T, Stoller-Conrad J, Schulz RA. 2010. Serpent, suppressor of hairless and U-shaped are 
crucial regulators of hedgehog niche expression and prohemocyte maintenance during Drosophila larval 
hematopoiesis. Development 137:3561–3568. DOI: https://doi.org/10.1242/dev.053728, PMID: 20876645

https://doi.org/10.7554/eLife.84085
https://doi.org/10.1016/j.cub.2014.10.031
https://doi.org/10.1016/j.cub.2014.10.031
http://www.ncbi.nlm.nih.gov/pubmed/25454587
https://doi.org/10.1242/dev.043943
https://doi.org/10.1242/dev.043943
http://www.ncbi.nlm.nih.gov/pubmed/20023157
https://doi.org/10.1016/j.cell.2011.11.041
http://www.ncbi.nlm.nih.gov/pubmed/22196733
https://doi.org/10.1242/dev.065508
https://doi.org/10.1242/dev.065508
http://www.ncbi.nlm.nih.gov/pubmed/21558370
https://doi.org/10.1016/j.cell.2008.01.038
http://www.ncbi.nlm.nih.gov/pubmed/18295578
https://doi.org/10.1371/journal.pone.0148978
http://www.ncbi.nlm.nih.gov/pubmed/26866694
https://doi.org/10.1016/j.ceb.2016.07.004
http://www.ncbi.nlm.nih.gov/pubmed/27474806
https://doi.org/10.1038/s41596-018-0054-1
http://www.ncbi.nlm.nih.gov/pubmed/30349048
https://doi.org/10.1002/1873-3468.12415
https://doi.org/10.1002/1873-3468.12415
http://www.ncbi.nlm.nih.gov/pubmed/27616157
https://doi.org/10.7554/eLife.61409
http://www.ncbi.nlm.nih.gov/pubmed/33594977
https://doi.org/10.1038/nature11218
https://doi.org/10.1038/nature11218
http://www.ncbi.nlm.nih.gov/pubmed/22763436
https://doi.org/10.1016/j.cell.2019.11.019
http://www.ncbi.nlm.nih.gov/pubmed/31835027
https://doi.org/10.1038/nmeth.2019
http://www.ncbi.nlm.nih.gov/pubmed/22743772
https://doi.org/10.1534/genetics.119.302209
http://www.ncbi.nlm.nih.gov/pubmed/31138608
https://doi.org/10.1242/dev.065797
https://doi.org/10.1242/dev.065797
http://www.ncbi.nlm.nih.gov/pubmed/21752931
https://doi.org/10.1016/j.devcel.2009.03.003
https://doi.org/10.1016/j.devcel.2009.03.003
http://www.ncbi.nlm.nih.gov/pubmed/19460351
https://doi.org/10.3791/57676
https://doi.org/10.3791/57676
http://www.ncbi.nlm.nih.gov/pubmed/29912178
https://doi.org/10.1242/dev.200216
http://www.ncbi.nlm.nih.gov/pubmed/34918741
https://doi.org/10.1016/j.celrep.2020.107523
https://doi.org/10.1016/j.celrep.2020.107523
http://www.ncbi.nlm.nih.gov/pubmed/32320656
https://doi.org/10.1016/j.devcel.2007.12.002
http://www.ncbi.nlm.nih.gov/pubmed/18194654
https://doi.org/10.1016/j.ymeth.2016.09.016
http://www.ncbi.nlm.nih.gov/pubmed/27713081
https://doi.org/10.1002/dvg.20561
https://doi.org/10.1002/dvg.20561
http://www.ncbi.nlm.nih.gov/pubmed/19830816
https://doi.org/10.1242/dev.053728
http://www.ncbi.nlm.nih.gov/pubmed/20876645


 Research article﻿﻿﻿﻿﻿﻿ Developmental Biology

Ho, Carr et al. eLife 2023;12:e84085. DOI: https://doi.org/10.7554/eLife.84085 � 34 of 34

Tsao CK, Ku HY, Lee YM, Huang YF, Sun YH. 2016. Long term ex vivo culture and live imaging of Drosophila 
larval imaginal discs. PLOS ONE 11:e0163744. DOI: https://doi.org/10.1371/journal.pone.0163744, PMID: 
27685172

Upadhaya S, Sawai CM, Papalexi E, Rashidfarrokhi A, Jang G, Chattopadhyay P, Satija R, Reizis B. 2018. Kinetics 
of adult hematopoietic stem cell differentiation in vivo. The Journal of Experimental Medicine 215:2815–2832. 
DOI: https://doi.org/10.1084/jem.20180136, PMID: 30291161

Vlisidou I, Wood W. 2015. Drosophila blood cells and their role in immune responses. The FEBS Journal 
282:1368–1382. DOI: https://doi.org/10.1111/febs.13235, PMID: 25688716

Ye YH, McGraw EA. 2011. Adult Drosophila melanogaster evolved for antibacterial defense invest in infection-
induced expression of both humoral and cellular immunity genes. BMC Research Notes 4:305. DOI: https://doi.​
org/10.1186/1756-0500-4-305, PMID: 21859495

Yu S, Luo F, Jin LH. 2021. Rab5 and Rab11 maintain hematopoietic homeostasis by restricting multiple signaling 
pathways in Drosophila eLife 10:e60870. DOI: https://doi.org/10.7554/eLife.60870, PMID: 33560224

Zartman J, Restrepo S, Basler K. 2013. A high-throughput template for optimizing Drosophila organ culture with 
response-surface methods. Development 140:667–674. DOI: https://doi.org/10.1242/dev.088872, PMID: 
23293298

Zhang P, Liu F. 2011. In vivo imaging of hematopoietic stem cell development in the zebrafish. Frontiers of 
Medicine 5:239–247. DOI: https://doi.org/10.1007/s11684-011-0123-0, PMID: 21858412

Zhang S, Amourda C, Garfield D, Saunders TE. 2018. Selective filopodia adhesion ensures robust cell matching 
in the Drosophila heart. Developmental Cell 46:189–203. DOI: https://doi.org/10.1016/j.devcel.2018.06.015

Zheng Z, Lauritzen JS, Perlman E, Robinson CG, Nichols M, Milkie D, Torrens O, Price J, Fisher CB, Sharifi N, 
Calle-Schuler SA, Kmecova L, Ali IJ, Karsh B, Trautman ET, Bogovic JA, Hanslovsky P, Jefferis GSXE, Kazhdan M, 
Khairy K, et al. 2018. A complete electron microscopy volume of the brain of adult Drosophila melanogaster. 
Cell 174:730–743.. DOI: https://doi.org/10.1016/j.cell.2018.06.019

Zielke N, Korzelius J, van Straaten M, Bender K, Schuhknecht GFP, Dutta D, Xiang J, Edgar BA. 2014. Fly-FUCCI: 
a versatile tool for studying cell proliferation in complex tissues. Cell Reports 7:588–598. DOI: https://doi.org/​
10.1016/j.celrep.2014.03.020, PMID: 24726363

https://doi.org/10.7554/eLife.84085
https://doi.org/10.1371/journal.pone.0163744
http://www.ncbi.nlm.nih.gov/pubmed/27685172
https://doi.org/10.1084/jem.20180136
http://www.ncbi.nlm.nih.gov/pubmed/30291161
https://doi.org/10.1111/febs.13235
http://www.ncbi.nlm.nih.gov/pubmed/25688716
https://doi.org/10.1186/1756-0500-4-305
https://doi.org/10.1186/1756-0500-4-305
http://www.ncbi.nlm.nih.gov/pubmed/21859495
https://doi.org/10.7554/eLife.60870
http://www.ncbi.nlm.nih.gov/pubmed/33560224
https://doi.org/10.1242/dev.088872
http://www.ncbi.nlm.nih.gov/pubmed/23293298
https://doi.org/10.1007/s11684-011-0123-0
http://www.ncbi.nlm.nih.gov/pubmed/21858412
https://doi.org/10.1016/j.devcel.2018.06.015
https://doi.org/10.1016/j.cell.2018.06.019
https://doi.org/10.1016/j.celrep.2014.03.020
https://doi.org/10.1016/j.celrep.2014.03.020
http://www.ncbi.nlm.nih.gov/pubmed/24726363

	Kinetics of blood cell differentiation during hematopoiesis revealed by quantitative long-­term live imaging
	Editor's evaluation
	Introduction
	Results
	Development and optimization of a long-term ex vivo whole organ LG culture and imaging technique
	Blood progenitors in the LG undergo symmetric cell divisions
	Blood progenitor division is linked to cell size and is spatially oriented
	Infection results in reduced cell proliferation in the LG
	Quantitative imaging identifies two types of blood cell differentiation in the LG
	Infection changes cell differentiation patterns in the LG

	Discussion
	Materials and methods
	Resource availability
	Lead contact
	Materials availability
	Data and code availability

	Experimental procedures and subject details
	﻿Drosophila﻿ stocks
	Immunohistochemistry and antibodies
	Long-term ex vivo organ culture and confocal imaging
	EdU proliferation assay on LGs
	Cell death monitoring during live imaging
	Real-time tracking of cell cycle phases during live imaging
	Heat map construction
	Spatiotemporal analyses of progenitor mitotic events
	Information of main markers used to track differentiation
	Spatiotemporal analyses of differentiation
	In vivo analysis of LGs
	Oxidative stress measurement in ex vivo LGs
	Larval bacterial infection
	Statistical methods


	Acknowledgements
	Additional information
	﻿Funding
	Author contributions
	Author ORCIDs
	Decision letter and Author response

	Additional files
	Supplementary files

	References


