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Abstract 

Background Microglial isolation and culturing methods continue to be explored to maximize cellular yield, purity, 
responsiveness to stimulation and similarity to in vivo microglia. This study aims to evaluate five different microglia 
isolation methods—three variants of microglia isolation from neonatal mice and two variants of microglia isolation 
from adult mice—on transcriptional profile and response to HMGB1.

Methods Microglia from neonatal mice, age 0–3 days (P0–P3) were isolated from mixed glial cultures (MGC). We 
included three variations of this protocol that differed by use of GM-CSF in culture (No GM-CSF or 500 pg/mL GM-
CSF), and days of culture in MGC before microglial separation (10 or 21). Protocols for studying microglia from adult 
mice age 6–8 weeks included isolation by adherence properties followed by 7 days of culture with 100 ng/mL GM-
CSF and 100 ng/mL M-CSF (Vijaya et al. in Front Cell Neurosci 17:1082180, 2023), or acute isolation using CD11b beads 
(Bordt et al. in STAR Protoc 1:100035, 2020. https:// doi. org/ 10. 1016/j. xpro. 2020. 100035). Purity, yield, and RNA quality 
of the isolated microglia were assessed by flow cytometry, hemocytometer counting, and Bioanalyzer, respectively. 
Microglial responsiveness to an inflammatory stimulus, HMGB1, was evaluated by measuring TNFα, IL1β, and IFNβ 
concentration in supernatant by ELISA and assessing gene expression patterns using bulk mRNA sequencing.

Results All five methods demonstrated greater than 90% purity. Microglia from all cultures increased transcription 
and secretion of TNFα, IL1β, and IFNβ in response to HMGB1. RNA sequencing showed a larger number of differen-
tially expressed genes in response to HMGB1 treatment in microglia cultured from neonates than from adult mice, 
with sparse changes among the three MGC culturing conditions. Additionally, cultured microglia derived from adult 
and microglia derived from MGCs from neonates display transcriptional signatures corresponding to an earlier devel-
opmental stage.

Conclusion These findings suggest that while all methods provided high purity, the choice of protocol may signifi-
cantly influence yield, RNA quality, baseline transcriptional profile and response to stimulation. This comparative study 
provides valuable insights to inform the choice of microglial isolation and culture method.

Introduction
Microglia, the resident immune cells of the central 
nervous system (CNS), are instrumental in maintain-
ing homeostasis and responding to pathogens, as well 
as neuronal stress or injury [30]. They have a variety of 
functions, including phagocytosis, synaptic pruning, and 
secretion of cytokines. However, our understanding of 
microglial biology and its complex interplay with CNS 
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pathologies remains limited, highlighting the necessity 
for reliable in  vitro models to study their behavior in a 
controlled environment. This remains a challenge due to 
variations in isolation and culture techniques which may 
substantially influence the yield, purity, viability, and acti-
vation state of microglia. In this study, we asked whether 
there were critical differences in these parameters using 
three variations of isolating and culturing microglia from 
mixed glial cultures (MGC) from neonatal mice (P0–P3) 
and two methods for obtaining microglia from adult mice 
(as shown in Fig. 1). The MGC protocols from neonates 
differ with respect to the presence or absence of granu-
locyte–macrophage colony-stimulating factor (GM-CSF) 
and the duration of the culture period (Fig. 1A). The adult 
culture protocols differ in method of isolation and time 
in culture prior to stimulation [4, 35] (Fig. 1B, C).

Over the years, a number of papers have described 
protocols for microglia preparation from MGC [4, 8, 9, 
17, 19, 22, 24, 34]. To enhance microglia yield, Hu et al. 
and Krabbe et  al. opted to use conditioned medium 
from fibroblasts. Esen and Kielian et  al. demonstrated 
that the inclusion of 0.5  ng/mL granulocyte–mac-
rophage colony-stimulating factor (GM-CSF) in MGC 
improves microglial yield while preserving microglial 
identity and responsiveness. Others reported that 
higher concentrations of GM-CSF, more than 5  ng/

mL, alter responsiveness to stimuli [21, 32]. We opted 
to compare microglia from neonatal MGCs using either 
no GM-CSF or 0.5 ng/mL GM-CSF.

The duration of in  vitro culture is another factor to 
consider when studying microglial. The phenomenon 
of ‘culture shock,’ whereby cells change their behavior 
due to the stress of extended time in a non-physiologic 
environment, may compromise the translatability of 
phenotypic and functional studies to the in  vivo envi-
ronment [6]. However, maintaining MGCs for a longer 
period allows for a greater yield of microglia from a 
smaller number of animals. It has been previously pub-
lished that microglia can be isolated from MGC after 
up to 28  days in culture [13]. We compared microglia 
separated from MGCs after 10  days culture to micro-
glia separated from MGCs after 21  days of culture, to 
investigate the impact of the length of culture time on 
microglial response.

We adapted a previously described protocol [31, 35, 
38], which involves a 7-day culture of adult microglia 
with 100 ng/mL GM-CSF and 100 ng/mL macrophage 
colony-stimulating factor (M-CSF). During this 7-day 
culture, microglia develop a ramified, adherent, reac-
tive morphology in  vitro [35]. We included an addi-
tional step, whereby non-adherent contaminating cells 
were removed using a lower concentration trypsin and 

Fig. 1 Overview of microglial isolation protocols. A Protocol 1 involves manually shaking microglia from MGCs sourced from p0-p3 pups with 3 
variations: (1A) 10-day culture with 0.5 ng/mL GM-CSF, (1B) 10-day culture without GM-CSF, and (1C) 21-day culture with 0.5 ng/mL GM-CSF. B 
Protocol 2 involves microglia isolated by adhesive properties from a whole brain suspension, by replacing media after 3 h, then cultured for 7 days 
with 100 ng/mL GM-CSF and M-CSF. C Protocol 3 involves adult microglia isolated using anti-CD11b magnetic beads, and then immediately used 
for experimentation. Created with Biore nder. com

https://www.biorender.com/
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discarded to enhance purity, prior to microglial separa-
tion with higher concentration trypsin, as described in 
“Methods”.

We also included a protocol for acute isolation using 
CD11b beads, as previously described [4, 15, 16, 36]. 
Immediate isolation and treatment negates the effects of 
culture shock. However, the yield and viability of micro-
glia obtained with this protocol is significantly less than 
what is obtained using the in vitro culture protocols from 
neonatal mice [35].

High Mobility Group Box  1 (HMGB1) is a potent 
pro-inflammatory mediator which is implicated in vari-
ous pathological conditions of the CNS [1, 11, 28, 29]. 
It resides in the nucleus of all cell types as a chroma-
tin-associated protein, but can be actively secreted as a 
damage-associated molecular pattern (DAMP) in the set-
ting of cellular stress and injury [33]. Our prior work and 
studies from others have shown that neurons activated 
through the N-methyl-d-aspartate receptor (NMDAR) 
secrete HMGB1 [10, 37], which activates microglia, trig-
gering an inflammatory response that contributes to 
neuronal damage in the setting of neuropsychiatric dis-
ease [7, 18]. Consequently, the response of microglia to 
HMGB1 stimulation was assessed to provide insight into 
potential differences in function of microglia obtained 
with the different protocols.

Methods
Protocol 1: isolation and culturing of primary microglia 
from neonatal mice
Primary microglia were isolated from postnatal P0–3 
C57BL/6 mouse neonates. Neonates were euthanized by 
decapitation. Brains were then excised under aseptic con-
ditions and dissociation was performed using the Neural 
Tissue Dissociation kit according manufacturer’s instruc-
tions (Miltenyi Biotec, Bergisch Gladbach, Germany). 
The resulting pellet was gently resuspended in complete 
DMEM (containing 4.5 g/L glucose, 10% FBS, 1% penicil-
lin–streptomycin) and was filtered through a 70 μm cell 
strainer (Corning, NY, USA) to eliminate any clumped 
cells or tissue debris. Based on the intended protocol var-
iation, cell suspensions were treated as follows:

• Protocol 1A: Cells were cultured in complete DMEM 
supplemented with 0.5  ng/ml recombinant mouse 
GM-CSF (R&D Biosystems, Minneapolis, USA) for 
10 days.

• Protocol 1B: Cells were cultured in complete DMEM 
(without GM-CSF) for 10 days.

• Protocol 1C: Cells were cultured in complete DMEM 
supplemented with 0.5  ng/ml recombinant mouse 
GM-CSF for 21 days.

For each of the above protocols, cell suspensions were 
derived from 5 mice. Cells were plated onto a 175   cm2 
flask, and medium was changed every 3  days. Upon 
reaching confluence, on day 10, microglia were dis-
lodged and harvested from culture by manual shaking for 
20–30 s. The medium containing the detached microglia 
was collected, and cell count was determined. This was 
followed by centrifugation at 400g for 10 min to pellet the 
cells. The microglial pellet was resuspended in serum-
free X-VIVO medium (Lonza Biosciences, Walkersville, 
MD), and plated into 48-well Falcon tissue culture plates 
(Fisher Scientific, Waltham, Massachusetts, U.S.) at 
200,000 cells per well. X-VIVO medium is a serum-free 
medium, which lacks exogenous growth factors, artificial 
stimulators of cellular proliferation, or undefined supple-
ments. It has been used for myeloid cell growth as well 
as microglia cultivation [7, 12, 25]. Cells were allowed to 
adhere overnight and were ready for experimentation the 
subsequent day. At least 3 biological replicates for each 
condition were performed, with each replicate represent-
ing microglia isolations derived from distinct litters of 
mice.

Protocol 2: isolation and culturing of primary microglia 
from adult mice by adherence properties
C57BL/6 mice, at 6–8  weeks, were administered a 
lethal dose of Euthasol followed by transcardial perfu-
sion with 0.9% ice cold heparinized saline. Brains were 
excised under aseptic conditions, and tissue dissocia-
tion was performed using the Neural Tissue Dissocia-
tion Kit, according to the manufacturer’s instructions. 
Following dissociation, myelin debris was separated and 
removed using Debris Removal Solution (Miltenyi Bio-
tec, Bergisch Gladbach, Germany), according to manu-
facturer’s instructions. The cell pellet was resuspended 
in pre-warmed complete DMEM and cells from 3 brains 
were pooled together and plated on a T75 flask. After a 
3-h incubation period to allow adherence, the medium 
was gently replaced to discard non-adherent cells. The 
medium was supplemented with 100 ng/mL macrophage 
colony-stimulating factor (M-CSF) and 100 ng/mL GM-
CSF on the following day. Medium was changed on day 
4 with complete DMEM supplemented with M-CSF and 
GM-CSF, and on day 7, contaminating cells were col-
lected using 0.05% trypsin- ethylenediaminetetraacetic 
acid (EDTA) for 10  min and discarded. Contaminat-
ing cells adhered less strongly to the flasks than micro-
glia when exposed to 0.05% trypsin, so this step allowed 
for enhanced purity. Microglia were then obtained by 
incubating flasks in 0.25% trypsin–EDTA for 30  min. 
Trypsin was quenched with complete DMEM, and cells 
were removed from the flasks and centrifuged at 400g for 
10 min, followed by resuspension in X-VIVO serum-free 
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medium (Lonza Biosciences, Walkersville, MD). Cells 
were plated in 48-well dishes (Falcon) at 200,000 cells per 
well, and they were ready for experimentation the follow-
ing day.

Protocol 3: acute isolation of microglia from adult mice 
using anti‑CD11b MicroBeads
C57BL/6 mice, at 6–8  weeks, were administered a 
lethal dose of Euthasol followed by transcardial perfu-
sion with 0.9% ice cold heparinized saline. Brains were 
excised under aseptic conditions, and tissue dissocia-
tion was performed using the Neural Tissue Dissocia-
tion Kit, according to the manufacturer’s instructions. 
Following dissociation, myelin debris was separated and 
removed using Debris Removal Solution, according to 
the manufacturer’s instructions. CD11b-positive cells 
were enriched using anti-CD11b MicroBeads (Miltenyi 
Biotec, Bergisch Gladbach, Germany), according to man-
ufacturer’s instructions. The resulting cell:bead suspen-
sion was centrifuged at 400g for 10 min and resuspended 
in X-VIVO medium (Lonza Biosciences, Walkersville, 
MD), or X-VIVO medium supplemented with 1  ug/mL 
HMGB1 for immediate stimulation.

Cell culture treatment
HMGB1 was obtained as a generous gift from Kevin 
Tracey, MD, of the Feinstein Institutes for Medical 
Research. Cells were treated with HMGB1 for 4 h prior to 
harvesting for analysis of bulk mRNA sequencing and for 
24 h prior to analysis of cytokines in cell culture superna-
tant by ELISA.

RNA extraction
Total RNA was extracted from microglia using the Qia-
gen RNeasy RNA extraction kit (Qiagen) according to the 
manufacturer’s instructions. Briefly, cells from each well 
were homogenized in RLT lysis buffer. The homogenate 
was then passed through QIAshredder spin columns to 
remove cellular debris, and RNA was purified using RNe-
asy spin columns. RNA was eluted in 30  μl RNase-free 
 H20.

ELISA
Cell culture supernatant was collected and centrifuged 
at 500g for 5  min followed by separation of superna-
tant. The Duoset TNFα, Duoset IL-1β, and Duoset IFNβ 
ELISAs (R&D Biosystems, Minneapolis, MN) were per-
formed on supernatant according to the manufacturer’s 
instructions.

Flow cytometry
Cells were washed in FACS buffer (1% BSA, 0.1% 
sodium azide in PBS), then incubated in FACS buffer 

containing functional viability dye (65-0866-14, Ther-
moFisher Scientific) along with anti-CD45 (1:80, BioLe-
gend, clone 30-F11), anti-CD11b (1:200, BD Biosciences, 
clone M1–70) and anti-transmembrane protein 119 
(Tmem119; 1:500, Abcam, clone 106-6) antibodies for 
15  min at 4  °C in the dark. After staining, cells were 
washed with FACS buffer, and flow cytometry was per-
formed using the BD LSRFortessa™ Cell Analyze. Data 
analysis was conducted using FlowJo.

mRNA sequencing analysis
Gene read counts were obtained using featureCounts 
v1.5.0 [23], and normalized using the DESeq2 package 
(1.20.0) [26] with variance-stabilizing transformation 
(VST). Differential gene expression following HMGB1 
treatment for each isolation protocol was assessed, using 
an adjusted p value < 0.05 and an absolute fold change 
of 1. Raw gene counts from the NCBI Gene Expression 
Omnibus GEO accession number GSE79819 [27] were 
downloaded and combined with our data, and we applied 
batch correction using combat-seq. For gene set enrich-
ment analysis, a list of genes that were DEGs in both the 
Protocol 1 vs Protocol 3 comparison and the early micro-
glia vs adult microglia comparison were compiled based 
on log2fold change > 2 and p value < 0.01 in both compar-
isons, giving us a list of 399 genes which was input into 
EnrichR [20]. The top 10 terms from GO Biological Pro-
cesses 2023 were identified.

Statistical methods
Statistical analyses were conducted using R for bulk 
mRNA sequencing data and GraphPad Prism for ELISA 
measurements. For neonate-derived cultures, each 
experimental group comprised three biological repli-
cates from separate mouse litters. One-tailed t-tests were 
employed to compare cytokine secretion levels (TNFα, 
IL1β, IFNβ) between control and HMGB1-treated groups 
for each isolation method. Results are presented as 
median ± standard deviation.

Data availability
All bulk sequencing data generated and analyzed during 
this study are publicly accessible in the Gene Expression 
Omnibus (GEO) repository. The datasets can be retrieved 
under the accession number GSE242683.

Results
Microglial isolation efficacy was evaluated based on 
purity, yield, and RNA integrity (Fig. 2). Protocol 1A, 1B 
and 1C yielded microglia with similar purity, all exceed-
ing 95%, Protocol 2 yielded 90.7% purity, and Protocol 
3 yielded 91.7% purity, as confirmed by flow cytome-
try, with antibodies against CD11b and CD45. There 
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was minimal contamination from macrophages (rep-
resentative flow cytometry in Additional file  1: Figure 
S1). Protocol 1A led to the greatest yield, and between 
adult-derived cells, Protocol 3 surpassed Protocol 2 in 
yield (Fig. 2A). However, Protocol 2 resulted in superior 
RNA yield and integrity scores, compared to Protocol 3 
(Fig. 2B, C). This reduction in RNA yield in Protocol 3 is 
likely due to the enzymatic digestion process, which may 
have exposed RNA to nucleases, leading to a lower RNA 
yield.

Microglial cytokine responses for 24 h HMGB1 treat-
ment were consistent across neonate-derived cells 
(Fig.  3A–C). However, HMGB1 treatment resulted in 
TNFa secretion in Protocol 2 but not Protocol 3, whereas 
IFNβ was induced in Protocol 3, but not Protocol 2 
(Fig. 3D, E). Similar patterns were observed for normal-
ized gene expression from bulk sequencing data (Fig. 3F–
J) after 4  h HMGB1 treatment; however, HMGB1 
induced TNF mRNA expression in all protocols.

Bulk mRNA sequencing revealed transcriptional sig-
natures for each protocol. Protocol 3 was distinguished 
from the other protocols along PC1. PC2 reflected 
HMGB1 responsiveness, with greater effects in neonate-
derived cells compared to adult-derived cells (Fig. 4A, B). 
Notably, microglia isolated using Protocol 2 more closely 
resembled Protocols 1A, 1B, and 1C than Protocol 3, in 
transcriptional profile (Fig. 4A, B), despite being derived 
from adult.

HMGB1 treatment resulted in up- and down-regula-
tion of numerous genes in neonate-derived cells, greatly 
exceeding the responsiveness of adult-derived cells 
(Fig.  4C). Log2FoldChange plots elucidate gene-specific 
responses (Fig.  4D–F), for protocol 1A compared to 

protocol 2 (Fig. 4D), protocol 1A to protocol 3 (Fig. 4E), 
and protocol 2 to protocol 3 (Fig. 4F).

Several metagenes have been shown to correspond to 
developmental stages—yolk sac, early microglia (day 14 
or younger), pre microglia (E14 to P9) and adult micro-
glia (4  weeks and older), using nonnegative matrix fac-
torization (NMF) [27]. NMF is a method for identifying 
distinct molecular patterns that reduces the dimension 
of expression data from thousands of genes to a handful 
of metagenes [5]. We quantified the expression of these 
NMF-identified metagenes in microglia from Protocol 1, 
2 and 3, and found that microglia from Protocols 1 and 
2 had increased expression of metagenes associated with 
yolk sac and early microglia metagenes, whereas cells 
from Protocol 3 had increased expression of metagenes 
associated with pre microglia and adult (Fig.  5A,  Addi-
tional file  1: Figure S2). We then integrated our dataset 
with the external dataset, sourced from “Microglia devel-
opment follows a stepwise program to regulate brain 
homeostasis,” with GEO accession number GSE79819 
[27] and analyzed the datasets together. Protocol 1 and 2 
microglia align most closely with early microglia and pre-
microglia from the external dataset, along PC2 (Fig. 5B), 
and Pearson correlation revealed that Protocol 1 and Pro-
tocol 2 had higher  R2 values when compared to early and 
pre microglia than when compared to adult microglia 
(Fig.  5C). We then performed differential gene expres-
sion (DGE) analysis to identify which transcriptional pat-
terns are responsible for protocol-dependent shifts in our 
dataset and were analogous to the developmental stage-
dependent shifts in the external dataset. We compared 
DEGs between protocol 3 and protocol 1 and between 
adult and early microglia in the external dataset (Fig. 5D). 

Fig. 2 Analysis of microglial isolation metrics. A–C Bar graphs highlight microglial yield, RNA yield and RNA integrity across Protocols 1A, 1B, 1C, 
2, and 3. A Total microglia yield as measured by hemocytometer, per 5 pups or 1 adult. B RNA yields from Nanodrop, displayed as ngRNA/100,000 
lysed cells. C RNA integrity score assessed by Bioanalyzer. Asterisks indicate p values of most relevant comparisons, determined by a two-tailed 
t-test: *p < 0.05, **p < 0.01, ***p < 0.001, ****p < 0.0001
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5238 of the DEGs between Protocol 1 and Protocol 3 
were also identified as DEGs between early and adult 
microglia in the external dataset (Fig. 5E). We then iden-
tified all genes with a  log2fold change greater than 2, and 
p-value less than 0.01, in protocol 1 compared to protocol 

3, and early microglia compared to adult microglia. This 
generated a list of 399 genes, which we then submitted 
to EnrichR for gene set enrichment analysis. We identi-
fied the top ten GO Biological Process 2023 which cor-
responded to our gene list. This revealed a variety of cell 
cycle related terms as expected (Fig. 5F)

Fig. 3 Differential cytokine secretion and transcription in response to HMGB1 stimulation in microglia derived from isolation protocols. A–E 
Cytokine secretion by microglia, quantified as concentration interpolated from a standard curve, 24 h post-HMGB1 stimulation. For each panel, 
grouped bar graphs represent concentration of TNFα, IL1β, and IFNβ in culture supernatant. F–J Transcription of the same cytokines as determined 
by bulk mRNA sequencing, displayed as normalized gene counts derived using DESeq2. Grouped bar graphs indicating transcription of TNFα, IL1β, 
and IFNβ. A, F Microglia derived from Protocol 1A. B, G Microglia derived from Protocol 1B. C, H Microglia derived from Protocol 1C. D, I Microglia 
derived from Protocol 2. E, J Microglia derived from Protocol 3. Dots represent microglia isolations derived from distinct litters of mice for neonatal 
mice or distinct adult mice
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Discussion
Microglia are the primary resident immune cells of the 
central nervous system, and they have a broad range of 
functions, including maintaining homeostasis, mediat-
ing neuroinflammation, and modulating neural circuitry 
[30]. Importantly, microglial gene expression in mice cor-
relates closely with microglial gene expression in humans 
[14]. Therefore, a robust in  vitro model is essential for 
studying human disease. In this study, we compared 
five protocols which can be used to isolate and culture 
microglia: three variations of isolation from MGC from 
neonates and two isolation protocols from adult. We 
analyzed each protocol for microglial yield, RNA yield/
quality, baseline transcriptional profile, and response to 
HMGB1 stimulation. Our findings of greater than 90% 
purity across all isolation methods corroborate existing 
studies [4, 34, 35].

Our findings reveal that microglia from neonatal mice 
exhibit a greater number of differentially expressed 

genes in response to HMGB1 treatment than micro-
glia from adult mice. This difference underscores the 
distinct behaviors of neonatal-derived microglia com-
pared to adult microglia. Moreover, we demonstrated 
that all three variations of isolation protocols derived 
from MGCs were similar. However, the variation in gene 
expression profiles between Protocols 1, 2, and 3 prompts 
caution in generalizing results obtained from different 
protocols.

Prior research has demonstrated that microglia iso-
lated from mice at different developmental stages exhibit 
unique transcriptional signatures, and metagenes have 
been identified which are associated with each develop-
mental stage [5]. Although we did not include acutely 
cultured neonatal microglia in our experiments to com-
pare directly with microglia from Protocol 3, we did 
find that expression of these metagenes differed across 
isolation protocols. Specifically, microglia from proto-
cols 1 and 2 expressed metagenes associated with early 

Fig. 4 Effects of HMGB1 on transcriptomic profile of microglia from each protocol. A–C In a PCA scatter plot (A, B), microglial isolation protocols 
are represented by shapes: Circle (Protocol 1A), Square (1B), Diamond (1C), Triangle (2), and Upside-down triangle (3). Treatment colors are Red 
(Control) and Blue (HMGB1), with three replicates each. A Pup derived microglia are highlighted; B Adult derived microglia are highlighted. Grouped 
bar graphs (C) exhibit the number of DEGs after HMGB1 treatment across protocols, differentiated by Red (downregulated) and Green (upregulated) 
bars, with significance set at an adjusted p-value < 0.05. D–F Log2FoldChange plots display the top 250 genes, marking the 20 most significant. D 
compares Protocol 1A (X-axis) and 2 (Y-axis); E compares 1A (X-axis) and 3 (Y-axis); F compares 2 (X-axis) and 3 (Y-axis). Genes significant in the first 
protocol are Green, in the second are Blue, and in both are Red
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and pre-microglial stages, whereas those from protocol 3 
expressed metagenes associated with adult microglia. By 
integrating this external RNAseq dataset with our own, 
we further validated these observations. Collectively, our 
findings suggest that cultured microglia, regardless of 
originating from neonates or adults, adopt a transcrip-
tional signature skewed towards earlier developmental 
stages. Future studies could investigate these effects more 
directly by comparing microglia derived from each pro-
tocol prior to and after culture.

A recent study by Cadiz et al. used scRNA seq to reveal 
that cultured microglia are heterogenous and deviate 
from in  vivo microglia by undergoing a “culture shock” 
characterized by an activated transcriptional state [6]. 
Our analysis suggests that the described “culture shock” 
transcriptional state may resemble that of an earlier 
developmental stage.

It has previously been shown that mature microglia 
lose their signature gene expression rapidly after isola-
tion, and this can be reversed by engrafting cells back 
into an intact brain [3]. Therefore, it is likely that the 
protocol-dependent genetic signatures identified here are 

reversible if given the right environmental stimuli. TGF-
β, an important mediator of inflammation and embryo-
genesis, has been identified as a key molecule secreted by 
astrocytes and neurons that preserves the in vivo micro-
glial transcriptional state [2].

Additionally, the use of acutely isolated microglia with-
out culture has several limitations. The isolation process 
involves brain tissue dissociation, myelin removal, and 
microglia isolation using targeted antibodies conjugated 
to magnetic beads or fluorescent molecules, which can 
impact the microglial baseline transcriptional and func-
tional state. In our studies, acutely isolated microglia 
yielded significantly lower RNA compared to other pro-
tocols (Fig.  2). Although culturing microglia has draw-
backs, it allows recovery from isolation shock. Cold 
dissociation has been employed to reduce this shock, but 
it results in lower yields, reduced viability, and increased 
cell clumping, complicating its experimental use [4].

There is a need for careful consideration in the selec-
tion of microglial isolation and culturing methods, par-
ticularly when the focus of the study involves the role 
of microglia at different developmental stages or under 

Fig. 5 Transcriptomic profile of untreated microglia compared to developmental states. A Scatter dot plots showing the normalized gene counts 
for NMF metagenes identified in the external dataset, across our untreated conditions (Protocol 1, Protocol 2, Protocol 3), and corresponding 
to specific microglial developmental stages (Yolk sac, Early Microglia, Pre Microglia, Adult Microglia). B PCA plot illustrating the overlap between our 
bulk sequencing dataset for untreated conditions and external dataset. C Heatmap of Pearson correlation  R2 values comparing five conditions, 
untreated, from our dataset (Protocol_1A, Protocol_1B, Protocol_1C, Protocol_2, Protocol_3) with those in the external dataset (Early_microglia, 
Pre_microglia, Adult_microglia); white corresponds to  R2 = 0.3 and red to  R2 = 0.8. D Log2 fold-change plot displaying DEGs comparing Protocol 1 vs 
Protocol 3 and Early Microglia vs Adult Microglia; green dots represent DEGs significant only in the early vs adult comparison (p < 0.05), blue dots are 
significant only in Prot 1 vs Prot 3 comparison(p < 0.05), and red dots are significant in both. E Bar graph depicting the number of significant DEGs 
unique to each comparison and those common to both; colors correspond to those in panel D. F Summary chart of Gene Ontology (GO) analysis 
conducted on genes with log2 fold-change > 2, and p < 0.01, in both our dataset comparing Protocol 1 with Protocol 3, and in the external dataset, 
comparing Early Microglia with Adult Microglia; analysis utilized EnrichR to identify GO Biological Process 2023 terms
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different pathological conditions. Moreover, the differ-
ential expression of metagenes across isolation protocols 
and diverse responses to HMGB1 stimulation under-
scores the necessity for standardization in experimental 
designs, for reliable cross-study comparisons. Overall, 
acknowledging these nuances could enhance the rigor 
and interpretability of microglial studies.

In summary, this study evaluates five microglia isola-
tion protocols, revealing high purity across all methods 
but with variations that have biological implications. We 
extend the concept of “culture shock” by demonstrating 
that observed transcriptional alterations parallel develop-
mentally relevant states in microglia. Our findings serve 
as both a methodological guide and a contextual frame-
work for understanding the biological nuances inherent 
in microglia isolation.

Supplementary Information
The online version contains supplementary material available at https:// doi. 
org/ 10. 1186/ s12974- 024- 03076-w.

Additional file 1: Figure S1. Flow cytometry of microglia-specific cell 
surface markers. A,B) Microglia isolated using protocol 1; C,D) Microglia 
isolated using Protocol 3; E,F) Cell suspension from whole brain. Figure 
S2. Scatter dot plots of normalized gene counts for NMF metagenes 
across all 5 conditions.

Author contributions
Mark Mizrachi performed all studies and data analysis and wrote the MS. Betty 
Diamond conceived and supervised the studies and wrote the MS.

Funding
This research was supported by grants from the National Institutes of Health 
(P01AI073693).

Availability of data and materials
All sequencing data generated and analyzed during this study are publicly 
accessible in the GEO repository. The datasets can be retrieved under the 
accession number GSE242683.

Declarations

Ethics approval and consent to participate
All experimental procedures, including the care and handling of animals, were 
reviewed and approved by the Institutional Animal Care and Use Committee 
(IACUC) at Feinstein Institutes for Medical Research.

Competing interests
The authors declare no competing interests.

Received: 3 January 2024   Accepted: 27 March 2024

References
 1. Andersson U, Tracey KJ. HMGB1 is a therapeutic target for sterile inflam-

mation and infection. Annu Rev Immunol. 2011;29:139–62. https:// doi. 
org/ 10. 1146/ annur ev- immun ol- 030409- 101323.

 2. Baxter PS, Dando O, Emelianova K, He X, McKay S, Hardingham GE, Qiu 
J. Microglial identity and inflammatory responses are controlled by the 
combined effects of neurons and astrocytes. Cell Rep. 2021;34: 108882. 
https:// doi. org/ 10. 1016/j. celrep. 2021. 108882.

 3. Bohlen CJ, Bennett FC, Tucker AF, Collins HY, Mulinyawe SB, Barres BA. 
Diverse requirements for microglial survival, specification, and function 
revealed by defined-medium cultures. Neuron. 2017;94:759-773.e8. 
https:// doi. org/ 10. 1016/j. neuron. 2017. 04. 043.

 4. Bordt EA, Block CL, Petrozziello T, Sadri-Vakili G, Smith CJ, Edlow AG, Bilbo 
SD. Isolation of microglia from mouse or human tissue. STAR Protoc. 
2020;1: 100035. https:// doi. org/ 10. 1016/j. xpro. 2020. 100035.

 5. Brunet J-P, Tamayo P, Golub TR, Mesirov JP. Metagenes and molecu-
lar pattern discovery using matrix factorization. Proc Natl Acad Sci. 
2004;101:4164–9. https:// doi. org/ 10. 1073/ pnas. 03085 31101.

 6. Cadiz MP, Jensen TD, Sens JP, Zhu K, Song W-M, Zhang B, Ebbert M, 
Chang R, Fryer JD. Culture shock: microglial heterogeneity, activation, 
and disrupted single-cell microglial networks in vitro. Mol Neurodegener. 
2022;17:26. https:// doi. org/ 10. 1186/ s13024- 022- 00531-1.

 7. Carroll KR, Mizrachi M, Simmons S, Toz B, Kowal C, Wingard J, Tehrani 
N, Zarfeshani A, Kello N, El Khoury L, Weissman-Tsukamoto R, Levin JZ, 
Volpe BT, Diamond B. Lupus autoantibodies initiate neuroinflamma-
tion sustained by continuous HMGB1:RAGE signaling and reversed by 
increased LAIR-1 expression. Nat Immunol. 2024. https:// doi. org/ 10. 1038/ 
s41590- 024- 01772-6.

 8. Chen S-H, Oyarzabal EA, Hong J-S. Preparation of rodent primary cultures 
for neuron-glia, mixed glia, enriched microglia, and reconstituted cultures 
with microglia. Methods Mol Biol. 2013;1041:231–40. https:// doi. org/ 10. 
1007/ 978-1- 62703- 520-0_ 21.

 9. Esen N, Kielian T. Effects of low dose GM-CSF on microglial inflam-
matory profiles to diverse pathogen-associated molecular patterns 
(PAMPs). J Neuroinflammation. 2007;4:1–18. https:// doi. org/ 10. 1186/ 
1742- 2094-4- 10.

 10. Fages C, Nolo R, Huttunen HJ, Eskelinen E, Rauvala H. Regulation of cell 
migration by amphoterin. J Cell Sci. 2000;113(Pt 4):611–20. https:// doi. 
org/ 10. 1242/ jcs. 113.4. 611.

 11. Fang P, Schachner M, Shen Y-Q. HMGB1 in development and diseases of 
the central nervous system. Mol Neurobiol. 2012;45:499–506. https:// doi. 
org/ 10. 1007/ s12035- 012- 8264-y.

 12. Fattorelli N, Martinez-Muriana A, Wolfs L, Geric I, De Strooper B, Mancuso 
R. Stem-cell-derived human microglia transplanted into mouse brain to 
study human disease. Nat Protoc. 2021;16:1013–33. https:// doi. org/ 10. 
1038/ s41596- 020- 00447-4.

 13. Floden AM, Combs CK. Microglia repetitively isolated from in vitro 
mixed glial cultures retain their initial phenotype. J Neurosci Methods. 
2007;164:218–24. https:// doi. org/ 10. 1016/j. jneum eth. 2007. 04. 018.

 14. Gosselin D, Skola D, Coufal NG, Holtman IR, Schlachetzki JCM, Sajti E, Jae-
ger BN, O’Connor C, Fitzpatrick C, Pasillas MP, Pena M, Adair A, Gonda DD, 
Levy ML, Ransohoff RM, Gage FH, Glass CK. An environment-dependent 
transcriptional network specifies human microglia identity. Science. 
2017;356:eaal3222. https:// doi. org/ 10. 1126/ scien ce. aal32 22.

 15. Grabert K, McColl BW. Isolation and phenotyping of adult mouse micro-
glial cells. Methods Mol Biol. 2018;1784:77–86. https:// doi. org/ 10. 1007/ 
978-1- 4939- 7837-3_7.

 16. Harms AS, Tansey MG. Isolation of murine postnatal brain microglia for 
phenotypic characterization using magnetic cell separation technol-
ogy. Methods Mol Biol. 2013;1041:33–9. https:// doi. org/ 10. 1007/ 
978-1- 62703- 520-0_5.

 17. Hu J, Wang P, Wang Z, Xu Y, Peng W, Chen X, Fang Y, Zhu L, Wang D, 
Wang X, Lin L, Ruan L. Fibroblast-conditioned media enhance the yield 
of microglia isolated from mixed glial cultures. Cell Mol Neurobiol. 
2023;43:395–408. https:// doi. org/ 10. 1007/ s10571- 022- 01193-9.

 18. Kim I-D, Lee J-K. HMGB1-binding heptamer confers anti-inflammatory 
effects in primary microglia culture. Exp Neurobiol. 2013;22:301–7. 
https:// doi. org/ 10. 5607/ en. 2013. 22.4. 301.

 19. Krabbe G, Halle A, Matyash V, Rinnenthal JL, Eom GD, Bernhardt U, 
Miller KR, Prokop S, Kettenmann H, Heppner FL. Functional impair-
ment of microglia coincides with Beta-amyloid deposition in mice with 
Alzheimer-like pathology. PLoS ONE. 2013;8: e60921. https:// doi. org/ 10. 
1371/ journ al. pone. 00609 21.

 20. Kuleshov MV, Jones MR, Rouillard AD, Fernandez NF, Duan Q, Wang 
Z, Koplev S, Jenkins SL, Jagodnik KM, Lachmann A, McDermott MG, 

https://doi.org/10.1186/s12974-024-03076-w
https://doi.org/10.1186/s12974-024-03076-w
https://doi.org/10.1146/annurev-immunol-030409-101323
https://doi.org/10.1146/annurev-immunol-030409-101323
https://doi.org/10.1016/j.celrep.2021.108882
https://doi.org/10.1016/j.neuron.2017.04.043
https://doi.org/10.1016/j.xpro.2020.100035
https://doi.org/10.1073/pnas.0308531101
https://doi.org/10.1186/s13024-022-00531-1
https://doi.org/10.1038/s41590-024-01772-6
https://doi.org/10.1038/s41590-024-01772-6
https://doi.org/10.1007/978-1-62703-520-0_21
https://doi.org/10.1007/978-1-62703-520-0_21
https://doi.org/10.1186/1742-2094-4-10
https://doi.org/10.1186/1742-2094-4-10
https://doi.org/10.1242/jcs.113.4.611
https://doi.org/10.1242/jcs.113.4.611
https://doi.org/10.1007/s12035-012-8264-y
https://doi.org/10.1007/s12035-012-8264-y
https://doi.org/10.1038/s41596-020-00447-4
https://doi.org/10.1038/s41596-020-00447-4
https://doi.org/10.1016/j.jneumeth.2007.04.018
https://doi.org/10.1126/science.aal3222
https://doi.org/10.1007/978-1-4939-7837-3_7
https://doi.org/10.1007/978-1-4939-7837-3_7
https://doi.org/10.1007/978-1-62703-520-0_5
https://doi.org/10.1007/978-1-62703-520-0_5
https://doi.org/10.1007/s10571-022-01193-9
https://doi.org/10.5607/en.2013.22.4.301
https://doi.org/10.1371/journal.pone.0060921
https://doi.org/10.1371/journal.pone.0060921


Page 10 of 10Mizrachi and Diamond  Journal of Neuroinflammation           (2024) 21:87 

Monteiro CD, Gundersen GW, Ma’ayan A. Enrichr: a comprehensive gene 
set enrichment analysis web server 2016 update. Nucleic Acids Res. 
2016;44:W90–7. https:// doi. org/ 10. 1093/ nar/ gkw377.

 21. Lee SC, Liu W, Brosnan CF, Dickson DW. GM-CSF promotes proliferation of 
human fetal and adult microglia in primary cultures. Glia. 1994;12:309–18. 
https:// doi. org/ 10. 1002/ glia. 44012 0407.

 22. Lian H, Roy E, Zheng H. Protocol for primary microglial culture prepara-
tion. Bio Protoc. 2016;6:e1989. https:// doi. org/ 10. 21769/ BioPr otoc. 1989.

 23. Liao Y, Smyth GK, Shi W. featureCounts: an efficient general purpose 
program for assigning sequence reads to genomic features. Bioinformat-
ics. 2014;30:923–30. https:// doi. org/ 10. 1093/ bioin forma tics/ btt656.

 24. Lin L, Desai R, Wang X, Lo EH, Xing C. Characteristics of primary rat micro-
glia isolated from mixed cultures using two different methods. J Neuroin-
flammation. 2017;14:101. https:// doi. org/ 10. 1186/ s12974- 017- 0877-7.

 25. Liu T, Xiang A, Peng T, Doran AC, Tracey KJ, Barnes BJ, Tabas I, Son M, 
Diamond B. HMGB1–C1q complexes regulate macrophage function by 
switching between leukotriene and specialized proresolving mediator 
biosynthesis. Proc Natl Acad Sci. 2019;116:23254–63. https:// doi. org/ 10. 
1073/ pnas. 19074 90116.

 26. Love MI, Huber W, Anders S. Moderated estimation of fold change and 
dispersion for RNA-seq data with DESeq2. Genome Biol. 2014;15:550. 
https:// doi. org/ 10. 1186/ s13059- 014- 0550-8.

 27. Matcovitch-Natan O, Winter DR, Giladi A, Vargas Aguilar S, Spinrad A, Sar-
razin S, Ben-Yehuda H, David E, Zelada González F, Perrin P, Keren-Shaul 
H, Gury M, Lara-Astaiso D, Thaiss CA, Cohen M, Bahar Halpern K, Baruch 
K, Deczkowska A, Lorenzo-Vivas E, Itzkovitz S, Elinav E, Sieweke MH, 
Schwartz M, Amit I. Microglia development follows a stepwise program 
to regulate brain homeostasis. Science. 2016;353:aad8670. https:// doi. 
org/ 10. 1126/ scien ce. aad86 70.

 28. O’Connor KA, Hansen MK, Rachal Pugh C, Deak MM, Biedenkapp JC, 
Milligan ED, Johnson JD, Wang H, Maier SF, Tracey KJ, Watkins LR. Further 
characterization of high mobility group box 1 (HMGB1) as a proinflamma-
tory cytokine: central nervous system effects. Cytokine. 2003;24:254–65. 
https:// doi. org/ 10. 1016/j. cyto. 2003. 08. 001.

 29. Paudel YN, Angelopoulou E, Piperi C, Othman I, Aamir K, Shaikh MF. 
Impact of HMGB1, RAGE, and TLR4 in Alzheimer’s Disease (AD): from risk 
factors to therapeutic targeting. Cells. 2020;9:383. https:// doi. org/ 10. 
3390/ cells 90203 83.

 30. Prinz M, Jung S, Priller J. Microglia biology: one century of evolving con-
cepts. Cell. 2019;179:292–311. https:// doi. org/ 10. 1016/j. cell. 2019. 08. 053.

 31. Rustenhoven J, Park TI-H, Schweder P, Scotter J, Correia J, Smith AM, 
Gibbons HM, Oldfield RL, Bergin PS, Mee EW, Faull RLM, Curtis MA, Scott 
Graham E, Dragunow M. Isolation of highly enriched primary human 
microglia for functional studies. Sci Rep. 2016;6:19371. https:// doi. org/ 10. 
1038/ srep1 9371.

 32. Santambrogio L, Belyanskaya SL, Fischer FR, Cipriani B, Brosnan CF, 
Ricciardi-Castagnoli P, Stern LJ, Strominger JL, Riese R. Developmental 
plasticity of CNS microglia. Proc Natl Acad Sci. 2001;98:6295–300. https:// 
doi. org/ 10. 1073/ pnas. 11115 2498.

 33. Scaffidi P, Misteli T, Bianchi ME. Release of chromatin protein HMGB1 by 
necrotic cells triggers inflammation. Nature. 2002;418:191–5. https:// doi. 
org/ 10. 1038/ natur e00858.

 34. Tamashiro TT, Dalgard CL, Byrnes KR. Primary microglia isolation from 
mixed glial cell cultures of neonatal rat brain tissue. J Vis Exp. 2012. 
https:// doi. org/ 10. 3791/ 3814.

 35. Vijaya AK, Iešmantaitė M, Mela V, Baltriukienė D, Burokas A. Microglia 
isolation from aging mice for cell culture: a beginner’s guide. Front Cell 
Neurosci. 2023;17:1082180.

 36. Volden TA, Reyelts CD, Hoke TA, Arikkath J, Bonasera SJ. Validation of flow 
cytometry and magnetic bead-based methods to enrich CNS single 
cell suspensions for quiescent microglia. J Neuroimmune Pharmacol. 
2015;10:655–65. https:// doi. org/ 10. 1007/ s11481- 015- 9628-7.

 37. Wang B, Huang X, Pan X, Zhang T, Hou C, Su W-J, Liu L-L, Li J-M, Wang Y-X. 
Minocycline prevents the depressive-like behavior through inhibiting 
the release of HMGB1 from microglia and neurons. Brain Behav Immun. 
2020;88:132–43. https:// doi. org/ 10. 1016/j. bbi. 2020. 06. 019.

 38. Woolf Z, Stevenson TJ, Lee K, Jung Y, Park TIH, Curtis MA, Montgomery 
JM, Dragunow M. Isolation of adult mouse microglia using their in vitro 
adherent properties. STAR Protoc. 2021;2: 100518. https:// doi. org/ 10. 
1016/j. xpro. 2021. 100518.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.

https://doi.org/10.1093/nar/gkw377
https://doi.org/10.1002/glia.440120407
https://doi.org/10.21769/BioProtoc.1989
https://doi.org/10.1093/bioinformatics/btt656
https://doi.org/10.1186/s12974-017-0877-7
https://doi.org/10.1073/pnas.1907490116
https://doi.org/10.1073/pnas.1907490116
https://doi.org/10.1186/s13059-014-0550-8
https://doi.org/10.1126/science.aad8670
https://doi.org/10.1126/science.aad8670
https://doi.org/10.1016/j.cyto.2003.08.001
https://doi.org/10.3390/cells9020383
https://doi.org/10.3390/cells9020383
https://doi.org/10.1016/j.cell.2019.08.053
https://doi.org/10.1038/srep19371
https://doi.org/10.1038/srep19371
https://doi.org/10.1073/pnas.111152498
https://doi.org/10.1073/pnas.111152498
https://doi.org/10.1038/nature00858
https://doi.org/10.1038/nature00858
https://doi.org/10.3791/3814
https://doi.org/10.1007/s11481-015-9628-7
https://doi.org/10.1016/j.bbi.2020.06.019
https://doi.org/10.1016/j.xpro.2021.100518
https://doi.org/10.1016/j.xpro.2021.100518

	Impact of microglia isolation and culture methodology on transcriptional profile and function
	Abstract 
	Background 
	Methods 
	Results 
	Conclusion 

	Introduction
	Methods
	Protocol 1: isolation and culturing of primary microglia from neonatal mice
	Protocol 2: isolation and culturing of primary microglia from adult mice by adherence properties
	Protocol 3: acute isolation of microglia from adult mice using anti-CD11b MicroBeads
	Cell culture treatment
	RNA extraction
	ELISA
	Flow cytometry
	mRNA sequencing analysis
	Statistical methods
	Data availability

	Results
	Discussion
	References


