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SUMMARY
Microglia, the immune cells of the central nervous system, play critical roles in brain physiology and pathology. We report a novel

approach that produces, within 10 days, the differentiation of human induced pluripotent stem cells (hiPSCs) into microglia (iMG)

by forced expression of both SPI1 and CEBPA. High-level expression of the main microglial markers and the purity of the iMG cells

were confirmed by RT-qPCR, immunostaining, and flow cytometry analyses. Whole-transcriptome analysis demonstrated that these

iMGs resemble human fetal/adult microglia but not humanmonocytes. Moreover, these iMGs exhibited appropriate physiological func-

tions, including various inflammatory responses, ADP/ATP-evoked migration, and phagocytic ability. When co-cultured with hiPSC-

derived neurons , the iMGs respond and migrate toward injured neurons. This study has established a protocol for the rapid conversion

of hiPSCs into functional iMGs, which should facilitate functional studies of human microglia using different disease models and also

help with drug discovery.
INTRODUCTION

Microglia are the innate immune cells of the central ner-

vous system (CNS), and account for 10%–15% of all glial

cells (von Bartheld et al., 2016); they play important roles

in brain homeostasis and functioning. During develop-

ment, microglia regulate neural progenitor cell death and

survival, and also contribute to themaintenance of normal

neurogenesis, oligodendrogenesis, and myelinogenesis

(Shigemoto-Mogami et al., 2014; Ueno et al., 2013). They

also control axon tract fasciculation and modulate synap-

togenesis and neural circuit formation via the release of

diffusible factors (Miyamoto et al., 2016; Schafer et al.,

2012). During brain development, their regulation of cell

genesis and synapse pruning is accompanied by the ability

to eliminate redundant neuronal precursor cells and pro-

mote developmental neuronal apoptosis via the removal

of cell corpses by phagocytosis (Cunningham et al., 2013;

Paolicelli et al., 2011). In the adult brain, microglia behave

as the brain’s primary immune cells and carry out various

major innate immune functions, including release of in-

flammatory cytokines, phagocytosis of pathogens, and

removal of cell debris. Microglia, via highly dynamic pro-

cesses, constantly survey the local environment at a speed

estimated to cover the entire parenchyma within a few

hours (Davalos et al., 2005; Nimmerjahn et al., 2005).

Moreover, microglia play a critical role in a number of

neurological disorders, including schizophrenia, depres-

sion, Alzheimer’s disease, Parkinson’s disease, and amyo-
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2019; Yirmiya et al., 2015). This highlights a need to

improve our understanding of their functioning in healthy

and diseased brains. Nevertheless, studying human micro-

glia is challenging, because primary cells are available only

in limited amounts from human fetal/adult CNS tissue.

Therefore, there is a need for a renewable source of human

microglia.

Microglia are derived from myeloid progenitor cells that

originate from the embryonic yolk sac (Takahashi et al.,

1989). Myeloid precursor cells exit the yolk sac blood

islands at the onset of blood circulation and colonize the

neuroepithelium, starting from embryonic day (E)9.5 in

the mouse embryo, to give rise to microglia (McGrath

et al., 2003). The blood-brain barrier starts to form from

E13.5, and this isolates the developing brain from any

contribution from cells produced by fetal liver hematopoi-

esis (Daneman et al., 2010). During development, various

transcription factors (TFs), including RUNX1 (Runt-related

transcription factor 1), SPI1 (SFFV pro-viral integration 1),

IRF8 (interferon regulatory factor 8), TAL1 (stem cell leuke-

mia/Tcell acute lymphoblastic leukemia 1), and SALL1 (Sal-

like protein 1), orchestrate the commitment of yolk sac

myeloid precursors into brain microglia (Buttgereit et al.,

2016; Kierdorf et al., 2013; Rapino et al., 2013; Smith

et al., 2013; Wehrspaun et al., 2015). These TFs act in a

combinatorial manner to promote an appropriate cell fate

and to maintain microglial identity. In addition, factors

such as IL-34 (interleukin 34) and TGF-b (transforming
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Figure 1. Ectopic expression of pro-microglial factors in hiPSCs induces expression of various microglial markers
(A) The lentiviral vectors used for pro-microglial (pro-mglial) gene-mediated conversion of hiPSCs to microglia. hiPSCs were sequentially
transduced with lentivirus expressing rtTA and then a Tet-On promoter-driven pro-microglial gene linked to puromycin resistance by T2A.
(B) Eight candidate transcription factor constructs involved in defining microglial cell fate during embryogenesis from the literature.
(C) Flow cytometry analysis shows CD11b expression in N2-iPS cells (iN2) ectopically expressing the candidate genes. Green, CD11b
antibody conjugated to fluorescein isothiocyanate (FITC); gray, isotype control. The figure is representative of three independent ex-
periments.

(legend continued on next page)
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growth factor b) are released in discrete regions of the brain

to promote microglial function and terminal differentia-

tion (Butovsky et al., 2014; Wang et al., 2012). Embryonic

microglia undergo slow proliferation during the embryonic

stage, but proliferation increases dramatically during the

early postnatal stage. Throughout adulthood themicroglial

population is homeostatic and is maintained via local self-

renewal (Ginhoux et al., 2010).

Since the isolation of human embryonic stem cells

(hESCs) and the development of human induced pluripo-

tent stem cell (hiPSC) technology, various protocols have

been developed to generate microglia from hiPSCs via reca-

pitulation in vitro of appropriate molecular signals and re-

creation of the events occurring during in vivo microglial

development (Abud et al., 2017; Claes et al., 2019; Douva-

ras et al., 2017; Haenseler et al., 2017; Muffat et al., 2016;

Pandya et al., 2017). However, these protocols remain inef-

ficient, are quite variable in terms of their microglia yield,

and, most importantly, require >40 days for the cells to

differentiate into functional microglia. It has been reported

that PSCs can be converted into specific cell types in a short

time by turning on a ‘‘master regulator,’’ such as a TF at the

top of the gene regulation hierarchy (Davis and Rebay,

2017). Using distinct sets of TFs, fibroblasts or PSCs can

be reprogrammed into a number of cell types found in

the brain, including glutamatergic neurons, dopaminergic

neurons, GABAergic neurons, serotonergic neurons, moto-

neurons (Caiazzo et al., 2011; Son et al., 2011; Xu et al.,

2016; Yang et al., 2017; Zhang et al., 2013), and astrocytes

and oligodendrocytes (Tcw et al., 2017; Yang et al., 2013).

Therefore, alternative and better approaches to inducing

microglia differentiation from hiPSCs were explored, and

we used a Tet-On system to examine whether induced

expression of ‘‘pro-microglial’’ genes in hiPSCs can initiate

microglial differentiation.

By screening seven of the TFs involved in defining mi-

croglial cell fate during embryogenesis, we found that

overexpression of two genes, SPI1 and CEBPA, in hiPSCs

led to the generation of IBA1-positive microglia-like cells

within 10 days. The transcriptome profile of these

hiPSC-derived microglia-like cells (induced microglia,

or iMGs) resembles human primary microglia, and

they show similar physiological functioning, including

lipopolysaccharide/interferon-g (LPS/IFN-g)-induced in-

flammatory responses, phagocytic ability, and ADP/ATP-
(D) Analysis of IBA1 immunoreactivity (red) of iN2 cells ectopically
Scale bar, 50 mm.
(E) Quantification of CD11b+ cells present among iN2 cells ectopical
standard error of the mean (SEM; n = 3–4 batches of independent differ
test.
(F) Quantification of the IBA1+ cells present among hiPSCs ectopically
(n = 3–7 batches of independent differentiation). ****p < 0.0001 by
evoked signaling/migration. In addition, we also devel-

oped a rapid protocol for co-culturing hiPSC-derived

neurons (iNs) with iMGs using our reprogramming. The

interaction between iMGs and iNs was assessed using

time-lapse imaging and laser ablation. Taken together,

the results of this study establish a protocol to rapidly

convert hiPSCs into functional iMGs, creating a useful

tool for research into human microglia, both in the

healthy brain and in the disease brain.
RESULTS

Identification of the minimal set of transcription

factors that allows hiPSC-to-MG conversion

hESCs and hiPSCs can be converted into functional neu-

rons in less than 2 weeks by forced expression of neuroge-

nin 2 (NGN2), a pro-neural gene encoding a TF of the basic

helix-loop-helix class (Zhang et al., 2013). Inspired by this,

we adopted a similar procedure and established a protocol

to examine whether forced expression of a "pro-microglial"

gene in hiPSCs might initiate microglial differentiation

(Figure 1A). We selected seven candidate TFs known to

play pivotal roles in the development/maintenance of mi-

croglial identity (Buttgereit et al., 2016; Kierdorf et al.,

2013; Rapino et al., 2013; Smith et al., 2013; Wehrspaun

et al., 2015) (Figure 1B).We used a lentiviral delivery system

to constitutively express reverse tetracycline-controlled

transactivator (rtTA) and the inducible expression of the

candidate TFs driven by a TetO promoter. The tetracy-

cline-inducible expression of protein candidates in hiPSCs

was verified by western blotting (Figure S1B). Interestingly,

we found thatoverexpressing eitherof the candidate factors

was able to rapidly inducemorphological changes inhiPSCs

under phase-contrastmicroscopy (Figure S1C). After 1week

of differentiation, cells overexpressing SPI1 and its cofactor,

CCAAT/enhancer-binding protein a (CEBPA), showed a

microglia-like morphology that resembled mouse primary

cultured microglia and the BV2 microglial cell line (Figures

2B and S1D). To further confirm the microglial identity of

these hiPSC-derived cells, expression of the microglial sur-

facemarkerCD11bwas assessedbyflowcytometry analysis.

Only a combination of SPI1 and CEBPA, among all seven

candidate TF combinations, induced a significant number

ofCD11b+ cells (Figures 1Cand1E, andTable S1).Moreover,
expressing the candidate genes. Cell nuclei are stained with DAPI.

ly expressing the candidate genes. Data are presented as means ±
entiation). ****p < 0.0001 by one-way ANOVA with Tukey’s post hoc

expressing the candidate genes. Data are presented as means ± SEM
one-way ANOVA with Tukey’s post hoc test.
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Figure 2. Differentiation of hiPSC-derived microglia-like cells
(A) Flow diagram of generation of induced microglia. Numbers in parentheses indicate the concentration of human recombinant proteins
in ng/mL.
(B) Representative images of hiPSC-derived cells during differentiation. iN2s differentiated into microglia-like cells within 1 week. Scale
bar, 50 mm.

(legend continued on next page)
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using the same immunolabeling procedure, expression of a

typical microglial marker, IBA1, was exclusively found in

cells overexpressing both SPI1 and CEBPA (Figures 1D and

1F). Because this conversionwasbasedon forced expression

of these two lineage-specific TFs and might have skipped

the step-to-step transitions that occur during early embry-

onic development, we refer to the resulting microglia-like

cells as iMGs.

Optimizing the culture medium composition for

hiPSC-to-iMG conversion

During pilot experiments, forced expression of both SPI1

and CEBPA converted hiPSCs into iMGs at a yield of

nearly 70% after less than 2 weeks (Figure 1F). To further

optimize the medium and growth factors needed for effi-

cient differentiation of hiPSCs into iMGs, we tested a

range of culture medium ingredients that might aid differ-

entiation. Previous evidence had indicated that BMP4,

activin A, VEGF, and SCF are critical for initiating the

microglial ontogeny of primitive hematopoietic progeni-

tors, and that the ligands of the CSF1 receptor, IL-34

and M-CSF, GM-CSF, as well as TGF-b, are able to induce

microglial morphology and maintain their cell survival

(Schilling et al., 2001; Wang et al., 2012; Wei et al.,

2010) (Figures S2A–S2C). Because recapitulation of micro-

glial ontogeny through hematopoiesis under hypoxic cir-

cumstances is critical to microglia development in vitro

(Abud et al., 2017), we also examined two more condi-

tions during the first 2 days of induction, namely hypoxic

cell culture (5% O2 and 5% CO2) and the addition of

b-mercaptoethanol (b-ME), a potent reducing agent used

to reduce the levels of oxygen radicals (Figure S2D). By

flow cytometry analysis of microglial surface marker

expression of CD11b and TREM2, it was found that the

added components under the Standard A condition,

with the addition of 50 mM b-ME during the first 2 days

of differentiation, induced the highest number of iMGs

(red frames in Figures S2B and S2E). This medium and

an appropriate differentiation protocol were used for all

subsequent experiments (Figure 2A).
(C) Flow cytometry analysis shows the kinetics of expression of CD11
15 days of differentiation. Green, CD11b antibody conjugated to FITC;
antibody conjugated to Alexa Fluor 647; gray, isotype control. The fi
(D) Time course of mRNA expression levels of key microglial markers (
RT-qPCR (normalized against a reference gene, RPL13A). Data points i
with the SEM.
(E) Representative images of N2-iMG cells immunostained for microgli
DAPI. Scale bar, 50 mm.
(F and G) Quantification of the CD11b+ (F) or TREM2+ (G) cells present a
7 batches of independent differentiation).
(H) The differentiation efficiency is shown as IBA1+ over total DAPI+

pendent differentiation and 30–70 cells in each batch).
Characterization of iMGs

To further support themicroglial identityof our iMGs,weas-

sessed the dynamics ofmicroglialmarker expression byflow

cytometry between 7 and 15 days after iMG induction. The

percentageof cells expressing themicroglial surfacemarkers,

CD11b, TREM2, and CX3CR1, increased over this time,

reaching a maximum after 9 days (Figure 2C). The temporal

expression of various other classical microglial markers,

namely TMEM119, C1QA, GPR34, and CD11b, was also

examined by qRT-PCR. We found that there were clear in-

creases in expression of these microglial markers after

6daysof inductionand that they reached theirhighest levels

on either day 8 or day 10. Furthermore, and importantly,

markers for neurons (MAP2 and RBFOX3), astrocytes

(ALDH1L1 and GFAP), and oligodendrocytes (MAG) were

barely detectable in iMGs (Figure S3A). The stem cell marker

POU5F1 was almost absent from day 2 onward (Figure 2D).

These results reveal that forced expression of both SPI1 and

CEBPA in hiPSCs, plus appropriate growth conditions, is

capable of converting hiPSCs into iMGs within 10 days,

much faster than any other currently available method for

generating microglia-like cells from hiPSCs or hESCs.

Furthermore, immunostaining at 9 days after induction

showed that various typical microglial markers, IBA1,

TREM2, CD11b, PU.1/SPI1, P2RY12, and TMEM119, were

all expressed by these iMGs (Figure 2E). Quantification of

the IBA1+ cells present showed that our protocol yielded

iMGs of high purity (>93%, n = 5) (Figure 2H). To access

the reproducibility of our protocol, we examined a panel

of six hiPSC lines derived from healthy and diseased indi-

viduals (Wu et al., 2019) and successfully generated iMGs

from all lines. The resulting iMGs expressed typical micro-

glial markers by qRT-PCR, flow cytometry, and immuno-

staining analysis (Figures 2F–2H and S3). On average, the

yields ranged from 4.1% to 25.5% of the number of input

hiPSCs, and the final populations’ cellular homogeneity

was almost pure monocultures of iMGs at day 9 based on

immunostaining of IBA1+ (Figures 2H and S3C). The yield

of iMG cells varied across the lines without correlation

to sex, age of biopsy, or donor disease status, although
b, TREM2, and CX3CR1 by the induced microglia (N2-iMG) at 7 to
orange, TREM2 antibody conjugated to phycoerythrin; red, CX3CR1
gure is representative of three independent experiments.
TMEM119, C1QA, GPR34, CD11b) and a stem cell marker (POU5F1) by
n black are the means of four batches of N2-iMG induction together

al markers IBA1, TREM2, CD11b, TMEM119, P2RY12, PU.1/SPI1, and

mong iMG cells by flow cytometry. Data are the means ± SEM (n = 5–

cells. Data are presented as means ± SEM (n = 4 batches of inde-
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the genetic background of the hiPSC donor did seem to

affect the kinetics of differentiation and the iMG cell

yield. It can be concluded that our iMG differentiation pro-

tocol is both efficient and reproducible across several hiPSC

lines.

Transcriptome profiling confirms iMG identity

To further validate the microglial phenotype of our iMGs,

we compared the whole-transcriptome profile of the

iMGs derived from two independent hiPSC lines (N1-

iMG and N2-iMG), on day 11 or day 12, with hiPSCs (N2-

iPSC), iNs (N2-iN), and those previously reported for hu-

man primary fetal microglia (fetal MG), adult microglia

(adult MG), adult blood-derived CD14+/CD16�monocytes

(CD14+-Mo), and two hiPSC-derived microglia profiles

created by alternative methods, iMG(Alt1) (Abud et al.,

2017) and iMG(Alt2) (Brownjohn et al., 2018). Principal

component analysis was used to assess the similarity of

the above cell types. For the first two principal components

(PC1 and PC2), human fetal/adult MGs, iMG(Alt1), and

CD14+-Mo were located in close proximity to one another,

possibly because of the same culture methods, the same

ethnicity and similar genetic background, and/or the

same sequencing method; in addition, these four samples

were from the same databank/laboratory (Figures 3A and

S4B) (Abud et al., 2017). Based on PC2 and PC3, the

analyzed samples separated into six distinct groups; these

consisted of (1) human fetal/adult MGs and iMG(Alt1)

from the same databank, (2) N1-iMG and N2-iMG, (3)

CD14+ monocytes, (4) iMG(Alt2), (5) N2-iPSC, and (6)

N2-iN. Our N1/N2-iMGs showed a clear separation from

the hiPSCs and iNs, and were closer to the fetal and adult

microglia populations. Moreover, a clustered heatmap

and Spearman correlation matrix of 195 selected micro-

glia/monocyte/macrophage-related genes showed that

our iMG cells had an expression pattern similar to that of

human fetal/adult MGs and are distinct from CD14+
Figure 3. iMG cells express consensus microglial markers
(A) Three-dimensional principal component analysis of N1- and N2-
sequencing of protein coding genes. The profiles of hiPSC (N2-iPSC), i
genetic backgrounds, N1-iMG and N2-iMG, were merged with the data
cultured human primary microglia from adult and fetal microglia, iMG
CD14+ peripheral blood monocytes. Each spot represents one independ
colors and shapes).
(B) Heatmap of 195 microglial, myeloid, and other immune-related ge
values (FPKM+1).
(C) Spearman correlation matrix for correlations between different ce
rlog gene counts of the biological replicates were used as input. The
(D) Expression of key microglial markers (P2RY12, TMEM119, C1QA, GP
and macrophage markers (MPO, ITGAL, ADGRE5), neuronal markers (MA
9–12 days of induction (obtained by qRT-PCR). Fold change was calcu
Data are means ± SEM (n = 3–11 independent experiments). *p < 0.05
compared with the iMG sample by one-way ANOVA with Fisher’s least
monocytes (Figures 3B and 3C, and Table S3). Importantly,

differential analyses between N1-iMG, N2-iMG, fetal/adult

MGs, iMG(Alt1), iMG(Alt2), and CD14+ monocytes re-

vealed that our iMG cells express many major microglial

genes, including P2RY12, TMEM119, GPR34, C1QA,

MMP9, SALL1, CD11b, CX3CR1, MERTK, and PROS1, at

expression levels similar to those of human fetal and adult

MGs (Figure S4C). The transcriptome profiling findings

thus confirm that our iMGs closely resemble human fetal

and adult microglia and are quite distinct frommonocytes.

We next used qRT-PCR analysis to identify the molecules

that are specific to microglia and are not present in CNS

neurons or other peripheral myeloid cells. By comparing

our iMGs with iNs, THP1 (a human monocytic cell line),

and THP1-derived macrophages, we found that iMG cells

expressed canonical microglial genes, such as TMEM119,

P2RY12, GPR34, C1QA, and MMP9, but had lower or no

expression of three monocyte/macrophage markers, MPO,

ITGAL, and ADGRE5; two neuronal markers, MAP2 and

RBFOX3; and the stem cell marker POU5F1 (Figure 3D).

Thus, the forced expression of both SPI1 and CEBPA,

together with the addition of appropriate growth factors

and cytokines to the culture, is able and sufficient to acti-

vate in vitro a microglial gene program in hiPSCs.

Functional characterization of the iMGs

Microglia are considered to be the CNS’s first-line defense.

When activated, microglia undergo morphological

changes, becoming ameboid in shape; they then migrate

toward an injured area, releasing inflammatory cytokines,

and eventually remove foreign substances and/or cell

debris by phagocytosis. One of the most characteristic fea-

tures of microglia is their rapid reaction to neuroinflamma-

tion (Nimmerjahn et al., 2005). Therefore we examined

whether our iMG cells exhibit a similar response in vitro.

Using qRT-PCR analysis, we found that a 6-h treatment of

iMGswith LPS and IFN-g brought about amarked elevation
iMG cells (yellow and green, respectively) by whole-transcriptome
N (N2-iN), and iMG cells derived from two hiPSC lines with different
set from Abud et al. (2017) and Brownjohn et al. (2018), including
cells from two different methods (iMG(Alt1) and iMG(Alt2)), and

ently differentiated cell batch and each cell type is coded (different

nes. A pseudo-color is used to present the log10-transformed FPKM

ll DeSeq2 rlog-transformed raw counts of genes used in (B). Median
color shows the strength and direction of the correlation.
R34, MMP9), myeloid cell markers (CD11b, CD68, CX3CR1), monocyte
P2, RBFOX3), and a stem cell marker (POU5F1) in N2-iMG cells after
lated using the DCT method with RPL13A as an endogenous control.
, **p < 0.01, ***p < 0.001, ****p < 0.0001; ns, not significant. All
-significant difference (LSD) multiple comparisons.
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Figure 4. iMG cells exhibit appropriate physiological responses to LPS and IFN-g challenge and are able to engulf microspheres or
fibrillar Ab
(A) qRT-PCR analysis of inflammation-related gene expression in N2-iMG cells after LPS/IFN-g stimulation for 6 h. Data are means ± SEM
(TNF-a, n = 10; IL-6, n = 14; iNOS, n = 14; IL-10, n = 4; CD68, n = 13). **p < 0.01, ****p < 0.0001 compared with the mock-treatment group
(ratio paired t test).
(B and C) Representative spinning-disc confocal microscopy images of phagocytosis by N2-iMG cells (day 9) of latex beads (B, red) or
TAMRA-labeled fibrillar Ab (fAb) (C, red). Cells were incubated with substrates for 1 h. The plasma membrane and nuclei of the live cells

(legend continued on next page)
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in the expression of various genes involved in the inflam-

matory response, including pro-inflammatory cytokine

(IL-6) and the inducible nitric oxide synthase (iNOS) (Fig-

ure 4A). The changes in protein abundance confirmed

those at the transcript level (Figure S5). On the other

hand, expression of the anti-inflammatory cytokine IL-10

was greatly decreased. Notably, expression of the phago-

cytic cell marker CD68 was not affected by this treatment.

These results indicate that our iMGs, just like microglia

in vivo, exhibit appropriate physiological responses to

inflammation in vitro.

In addition to the above inflammatory responses, micro-

glial phagocytosis plays an essential role in the clearance

from the CNS of pathogens, extracellular protein aggre-

gates, and apoptotic cell debris (Fu et al., 2014). To examine

whether our iMG cells have phagocytic ability, we incu-

bated these cells with fluorescent latex microspheres or

fibrillar amyloid b-peptide 1–42 (fAb) for 1 h, labeled

them with the microglial surface marker CD11b, and

then analyzed these cells by flow cytometry. Compared

with control hiPSCs, our iMGs could internalize both the

microbeads and fAb to similar extents compared with the

BV2 cell line, which is known to be phagocytotic (Rangar-

aju et al., 2018) (Figures 4B–4G and Videos S1 and S2). The

phagocytosis was markedly reduced by pre-incubating the

iMGs with 10 mM cytochalasin D, which disrupts actin

polymerization during phagocytosis (Figures 4D–4G).

Moreover, as human and mouse microglia highly express

the tyrosine kinase receptor MerTK, which is an essential

regulator of the phagocytic clearance of myelin and

apoptotic cells (Healy et al., 2016; Zizzo et al., 2012), we

explored whether our iMG phagocytosis uses this pathway.

We found that the number of iMG cells engulfingmicrobe-

ads or fAb was slightly decreased by MerTK inhibitor

UNC569 pretreatment, indicating that MerTK does not

play a crucial role in iMG phagocytosis when ligands are

not present on the substrate. Thus SPI1/CEBPA-induced

iMGs are able to actively phagocytose extracellular sub-

stances in a manner similar to that of bona fide brain

microglia.

Nucleotide-evoked calcium signaling and migration

by iMGs

Endogenous nucleotides are keymessengers during themi-

croglial activation process (Davalos et al., 2005; Koizumi

et al., 2007). An accumulation of extracellular nucleotides
were stained with CellMask deep red (green) and Hoechst 33,342 (bl
yellow lines were extracted from 3D images, and indicate right and b
(D and E) Flow cytometry analysis of fluorescent microsphere bead (D
(F and G) Quantitative results for percentage of CD11b+ cells with fl
independent experiments). *p < 0.05, **p < 0.01, ***p < 0.001, ***
test. Cyto D, cytochalasin D.
as a result of injury-induced cell death activates microglial

P2X and P2Y receptors and this initiates intracellular

signaling cascades that regulate microglial functions.

Adenine nucleotides, such as ATP and ADP, induce eleva-

tion of intracellular calcium ([Ca2+]i) transients and this

serves as a signal to differentiate microglia from other cell

types. We found that either ADP or ATP is able to rapidly

induce Ca2+ elevation, with a plateau being reached within

20 s in N1- and N2-iMG cells (Figures 5A–5C). This increase

was largely abolished by pre-incubating iMGswith a potent

selective antagonist (PSB0739, 25 mM) of the P2RY12 recep-

tor, which is expressed by microglia and senses extracel-

lular nucleotides (Haynes et al., 2006). However, none of

the iNs responded to ADP or ATP, but rather reliably under-

went K+-induced depolarization. Thus our iMGs exhibit a

nucleotide-triggered response similar to that of microglia

in vivo.

The nucleotides and their metabolites function as che-

moattractants for microglia, allowing them to find

damaged CNS cells (Honda et al., 2001). Using a Transwell

assay, we found that the number of iMG cells migrating

across the membrane was significantly higher in the pres-

ence of 100 mMADP/ADP in the bottom (attractant) cham-

ber, compared with the control (Figures 5D and 5E).

Furthermore, the increasedmigrationwasmostly inhibited

by pre-incubating the iMGs with PSB0739 (50 mM). These

findings demonstrate that our iMGs respond appropriately

to the presence of chemoattractive stimuli via their micro-

glial P2RY12 receptors.

Establishing a co-culture model containing iN and

iMG cells

Microglia are increasingly being recognized as key players

in physiology/pathology. To demonstrate the potential ap-

plications of iMGs in brain research, we developed an effi-

cient neuron-microglia co-culture system by combining

our protocol for microglial induction and a well-estab-

lished protocol for neuronal induction via the expression

of NGN2 (Zhang et al., 2013). Briefly, iNs and iMGs were

first prepared separately, and then the iMGs were harvested

and seeded on day 4 into a mono-culture of iNs in a

compatible co-culture medium (Figure 6A). On day 5, we

found that the iNs were exhibiting a spindle-shaped or

round-shaped soma with extensive neurites, and that the

iMGs were irregularly shaped without a long process (Fig-

ures 6B and 6D). The identities of the cells were confirmed
ue), respectively. The z-axis images at the vertical and horizontal
ottom positions, respectively. Scale bar, 10 mm.
) or TAMRA-fAb (E) uptake by N2-iMGs at day 9.
uorescent beads (F) or fAbs (G). Data are means ± SEM (n = 3–6
*p < 0.0001 by one-way ANOVA using Tukey’s multiple comparisons
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Figure 5. iMG cells are physiologically functional and exhibit ADP-evoked and ATP-evoked Ca2+ transients and migration
(A) Representative images showing an example of [Ca2+]i transients following addition of ADP to N2-iMG cells loaded with the Ca2+ in-
dicator Fura-2/AM. Time-course changes in the fluorescence intensity at 340 and 380 nm (A0) and the ratio of F340/F380 (A00) were
measured from three N2-iMG cells shown on the left. Scale bar, 5 mm.
(B) Time-lapse changes in fluorescence intensity produced by adding ADP to N2-iMG cells. Gray traces indicate the changes in fluorescence
intensity ratio (F340/F380) of each individual cell. Blue trace is the mean ratio change of each time point.
(C) Quantitative results of the amplitudes of the [Ca2+]i transients. Maximum amplitude of the [Ca2+]i transient of each responsive cell is
presented as a dot in the corresponding category. Data are pooled from three independent experiments and are means ±95% CI. The
number in parentheses indicates the number of cells in each group.

(legend continued on next page)
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by immunostaining with the neuronal marker MAP2 and

the microglial marker IBA1 (Figure 6B). Double immuno-

staining showed no overlap between the MAP2+ cells and

the IBA1+ cells. Thus an iN-iMG co-culture model from

hiPSCs could be successfully established in only 10 days.

Consistent with the idea that neurons are able to influ-

ence the gene expression and functioning of microglia

(Dubbelaar et al., 2018), we found that expression of

important microglial genes was altered in iMGs after co-

culture with iNs. The results from a qRT-PCR analysis

showed that iMGs isolated from iN-iMG co-culture via

CD11b-coated magnetic beads expressed three key micro-

glia-specific genes, P2RY12, CX3CR1, and C1QA, at much

higher levels than iMGs cultured alone (Figure 6C).

Furthermore, three other microglial genes, MMP9,

TMEM119, and GPR34, did not show a consistent increase.

These results show that iMGs, when co-cultured with iNs,

express the expected microglial genes to a similar or an

even higher extent compared with iMGs cultured alone,

suggesting that iMG maturation and homeostasis are

modulated by the environment created by iN co-culture.

These findings also demonstrate that iN-iMG co-culture

will be a usefulmodel when studying in vitroneuron-micro-

glia interactions under normal or diseased conditions.

The co-culture environment modulates microglial

motility

To better understand how iN and iMG cells interact with

one another over time, we performed time-lapse imaging

for 12–14 h on day 9 (see Figure 6D, and Videos S3 and

S4). The iMGs in co-culture were highly motile and contin-

ually underwent dynamic changes in shape, whereas the

iNs in co-culture had a relatively stable shape over the

entire imaging period. When iMGs were cultured alone,

although they moved constantly, most seemed to have

their own territory. Next, we quantified the percentage of

migrating iMG cells with a migration distance between

two successive frames (5 min) of more than 23 their

soma length over 12 h. The results showed that more co-

cultured iMGs (82.36% ± 9.15%; n = 5 fields) moved this

long distance than mono-cultured iMGs (43.59% ±

4.58%; n = 5 fields) (Figure 6E). However, the average speed

of migration was not significantly different between the

two migrating iMGs (Figure 6F). This told us that co-

cultured iMGs have a morphology and dynamic behavior

that is what would be expected of microglia in the CNS,

in that they are continually sensing and responding to
(D) Representative fluorescence images showing ADP-induced N2-iMG
from the top compartment to the bottom of the Transwell membrane w
Scale bar, 50 mm.
(E) Quantitative results of (D). Data are means ± SEM (n = 4–5 fields fo
condition). *p < 0.05, **p < 0.01, ****p < 0.0001 by one-way ANOV
their neuronal environment, changing as necessary their

shape and location. This contrasts with the quiescent neu-

rons, which transduce signals via their polarized axons/

dendrites and synapses.

iMGs respond and migrate toward an injured neuron

cluster

Using our practicable iN-iMG co-culture model, we exam-

ined whether our iMGs are functionally competent when

interacting with iNs. Microglia are known to act as scaven-

gers and clean up CNS debris and dead cells in order to

maintain homeostasis (Szepesi et al., 2018). On neuronal

cell death, a series of ‘‘find-me’’ and ‘‘eat-me’’ signals are

released that trigger microglia to approach the dead cells

and execute phagocytosis. To evaluate the scavenging

response of iMGs, we induced cell death by exposing iN

clusters (10–20 cells) to 405-nm laser light for 5 min; this

was followed by time-lapse imaging at 5-min intervals for

12 h (Figure 7A). After laser ablation, we observed obvious

changes in the morphology of the central iN clumps,

namely flattening and spreading out, which was accompa-

nied within 4 h by an apparent increase in propidium io-

dide-positive signals. This confirms that the laser light did

lead to the death of targeted iNs without damaging the sur-

rounding iNs and iMGs (Figures 7B and 7C, laser-targeted

region shown as dashed magenta circle; Video S5). Using

the resulting time-lapse images, we found that the sur-

rounding iMGs moved from their initial positions during

the first 2 h after laser ablation. Notably, several of these

iMGsmigrated toward the dead iN clusters at 4 h after laser

application (Figures 7C and 7D; Videos S6 and S7). More-

over, when the migrating distance of the iMGs toward

the central iN clumps in the laser ablated and control

groups was compared using 12-h tracking data, in the

non-laser control group, the average distance from the

iMGs to their central iN clump did not change. On the

other hand, the average distance of the iMGs in relation

to the center of a clump of dead iNs in the laser-ablated

groups decreased (Figures 7D and 7E). This decrease in

the distance between the iMGs and the dead iNs occurred

at 4–6 h after laser ablation, indicating that the iMG cells

had begun to detect soluble chemoattractants and were

migrating toward the dead neurons. During the 12-h

recording period, 12.20% ± 4.01% (n = 6 fields) of the

migrating iMG cells approached the dead neurons in the

laser-ablation group, while almost no iMGs moved toward

the central iN clumps in the control group (Figure 7F). The
cell migration into a Transwell chamber (8 mm). The cells migrating
ere fixed, DAPI stained, and observed using an inverted microscope.

r each replicate and involve 3–7 independent experiments for each
A with Tukey’s multiple comparisons.
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Figure 6. Co-culture of iMG cells with hiPSC-derived neurons promotes iMG maturation
(A) Schematic overview of the co-culture protocol for iN and iMG cells generated from the same hiPSC line. The hiPSCs carrying the NGN2 or
SPI1/CEBPA transgene were induced to form neurons (iNs) or microglia (iMG) separately. Next, the iN and iMG cells were co-cultured under
compatible conditions from day 5 to day 10.
(B) Representative images of the N2-iN and N2-iMG co-culture immunolabeled for MAP2 (red) and IBA1 (green) at day 10. Cell nuclei are
stained with DAPI (blue). Scale bar, 50 mm.
(C) Expression levels by qRT-PCR of key microglial markers (P2RY12, CX3CR1, C1QA, MMP9, TMEM119, GPR34) and the somatodendritic
marker MAP2 in mono-cultured or co-cultured N2-iMG cells at 9–12 days of induction. Fold changes in target genes were calculated using

(legend continued on next page)
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migration of iMGs induced by the dying neurons was

almost completely blocked by adding PSB0739, a P2RY12

antagonist that only slightly affects cellmotility (Figure S6).

This suggests that the chemoattractants released by the

wounded iNs are the adenine nucleotides ADP and ATP.

As a whole, our findings show that iMG cells can detect

their surroundings and respond and migrate toward dead

neurons in our iN-iMG co-culture system. Thus the SPI1/

CEBPA-induced iMGs function physiologically and display

the dynamic characteristics ofmigration, both of which are

similar tomicroglia in vivo. Finally, our findings clearly sup-

port the idea that our co-culture scheme is a relevantmodel

for studying neuron-microglia interactions associated with

normal and diseased brains.
DISCUSSION

Microglia are important to brain physiology and pathol-

ogy. Here we have developed an efficient method to

generate human microglia-like cells from hiPSCs by forced

expression of two reprogramming factors, SPI1 and CEBPA.

The reprogrammed iMG cells show robust expression of

microglia-specific markers (IBA1, P2RY12, TMEM119,

GPR34, C1QA, and MMP9). Whole-transcriptome analysis

showed that the iMG cells resemble primary humanmicro-

glia and do not resemble monocytes. A functional assess-

ment demonstrated that these iMG cells possess appro-

priate physiological functioning, including LPS/IFN-g-

induced inflammatory responses, and phagocytic ability,

as well as ADP/ATP-evoked signaling/migration. When

co-cultured with iNs, the iMG cells had an active

‘‘surveying’’ phenotype involving dynamic cross talk be-

tween microglia and neurons. Thus, this study has estab-

lished a protocol for rapidly converting hiPSCs into func-

tional iMG cells; this will facilitate studies of human

microglia, aid modeling of human diseases, and help

with drug discovery.

Several groups have reported carrying out stepwise differ-

entiation of microglia from the PSC stage using procedures

recapitulating the microglial ontogeny via either embry-

onic body (EB) formation or the progenitor stage. In 2016
the 2̂ (-DDCT) method with RPL13A as an endogenous control and rela
means ± SEM (n = 4 independent experiments). *p < 0.05 by paired t
(D) An example of time-lapse differential interference contrast (DIC)
h). Yellow arrows in the DIC images mark the migrating iMG cells, d
between two continuous frames over 12 h. Red arrowheads indicate iNs
as the color-coded trajectories of each cell over 12 h. Scale bar, 100
(E) Percentage of migrating N2-iMG cells in mono-culture or in co-cu
pendent fields in each group). **p < 0.01 by unpaired t test.
(F) The speed of migration of the N2-iMG cells in the mono-culture or c
46 cells from 5 fields in the N2-iMG and N2-iMG(+N2-iN) groups, resp
Muffat and colleagues described how they differentiated

human ESCs or iPSCs into neuralized EBs and cystic EBs

(Muffat et al., 2016). When these cells were kept in culture

for 30 days, theymatured intomicroglia-like cells; the total

culture time was around 75 days. Recently, other groups

have published protocols whereby ESCs and iPSCs were

first differentiated into myeloid progenitor cells, rather

than using EB formation, by serial exposure to defined me-

dia (Abud et al., 2017; Douvaras et al., 2017). The myeloid

progenitor cells obtained were purified, replated, and

further differentiated into microglia-like cells in a medium

containing IL-34, M-CSF, and TGF-b1. The entire time

needed to generate mature microglia from the PSC stage

in these cases varied from 40 to 60 days. Using other proto-

cols, ESC/iPSC-derived microglia were obtained that ex-

pressed microglial markers and resembled human fetal pri-

mary microglia based on their gene expression profile, as

well as exhibiting inflammatory responses on LPS chal-

lenge. Here, we established an efficient protocol for gener-

ating human microglia-like cells from hiPSCs using two re-

programming factors, SPI1 and CEBPA, in combination.

Differentiation of iPSCs via reprogramming seems to allow

the cells to skip the progenitor stage of primitive develop-

ment and thus shorten the time needed for differentiation.

This resulted in our iMGs showing robust expression of the

microglial markers after only 9 days of induction, which is

very much faster than any other currently available

method. Our iMGs also exhibited bona fide physiological

functioning, including inflammatory properties, phago-

cytic ability, and ADP/ATP-evoked signaling/migration;

these are comparable to the functioning of EB-derived

and progenitor-derived microglia. Apparently, the combi-

nation of two TFs, SPI1 and CEBPA, acts as a master regu-

lator during the differentiation of microglia and induces

not only microglial specificity, but also an accelerated

maturation process.

To address specific issues regarding MG lineage commit-

ment in our culture, we tested a range of defined differenti-

ation conditions. First, to generate hiPSC-derivedmicroglia

by reprogramming, we initially performed literature data

mining to select a first pool of seven candidate TFs that

have important roles in microglial development; these
tive to the expression levels found in mono-cultured iMGs. Data are
test.

imaging of N2-iMG cultures with or without N2-iNs (recorded for 12
efined as cells with a displacement length of over two cell bodies
. The right-side images show the cell trace results and are presented
mm.
lture (12-h recording period). Data are means ± SEM (n = 5 inde-

o-culture (12-h recording period). Data are means ± SEM (n = 45 and
ectively). n.s., not significant by unpaired t test.
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Figure 7. iMG cells respond to and migrate toward an injured neuron cluster
(A) Experimental design of the laser-induced neuronal injury.
(B) Cell death of N2-iNs was monitored using propidium iodide (PI) staining. Each selected iN cluster was exposed to 405-nm laser light for
5 min and immediately examined by time-lapse imaging (sampling rate of 1/300 Hz) for PI signal. Scale bar, 20 mm.
(C) An example of the time-lapse DIC imaging of co-cultures with or without laser-induced neuronal injury (recorded for 12 h). Blue arrows
in the DIC images mark an iMG cell migrating toward the central iN cluster. The two-panel images on the right show the results of cell
traces, which are presented as a color-coded trajectory for each cell over 12 h. The displacement of each cell is shown on the right. Scale
bar, 100 mm.

(legend continued on next page)
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were our pro-microglial TF candidates. After 10 days of in-

duction of an infected cell culture, the microglial surface

marker CD11b was assessed by flow cytometry. No single

TF could elicit any significant CD11b expression (Figures

1 and S2). We then combined two or three factors to

pinpoint the best-performing combination giving the

highest CD11b+ and IBA1+ cell conversion efficiency (Table

S1). Among all tested groups, only cells overexpressing

both SPI1 and its cofactor CEBPA induced a significant

number of CD11b+ cells. No further increase in CD11b+

cells was seen with any other TF combination. Thus, the

expression of SPI1 and CEBPA is critical for iMG differenti-

ation from the PSC stage, as no CD11b+ cells were detected

in the absence of doxycycline (Dox) induction (medium

condition B in Figures S2D and S2E). It has been reported

that C/EBPa (encoded by theCEBPA gene), in collaboration

with PU.1/SPI1, reverses lymphoid cells into myeloid pro-

genitors to allow eventual differentiation in vitro into

monocytes/granulocytes (Di Tullio et al., 2011). Our find-

ings also suggest that the expression of both PU.1/SPI1

and C/EBPa is essential for microglia development during

cell fate decision-making.

In addition, to optimize the medium and growth factors

needed for the efficient conversion of hiPSCs into iMGs, we

tested a variety of recombinant signaling proteins known

to control MG differentiation during embryonic develop-

ment. Unexpectedly, the proportion of CD11b+ cells in

the differentiation medium with Dox, but without any

growth factors, was as high as that in the medium

including complete factors, while the total number of live

cells was much fewer in the ‘‘no factors’’ group (Figures

S3 S2A–S2C). We found that GM-CSF slightly promotes

iMG cell survival under our conditions but does not further

increase the fraction of CD11b+ cells. Collectively, these

findings demonstrate that the combined expression of

SPI1 and CEBPA plays a crucial role in iMG conversion

from hiPSCs, and that the growth factors help sustain cell

viability at each differentiation step. It should be noted

that Dox was needed in the culture medium to induce

transgene expression during the entire differentiation pro-

cess. This was because the population of CD11b+ iMGs was

slightly reduced when defined medium without Dox was

used after day 4 (condition C in Figure S2D). Hypothetical-

ly, after having passed the initiation gateway of reprogram-

ming, the cells should enter a balanced state under their
(D) Measurements of the distance between each iMG cell and the cent
point. Different cells are coded by color and are from a representativ
(E) The graph depicts the results of relative distance changes over tim
in 5 fields [no laser control]; n = 58 N2-iMG cells in 6 fields [laser a
application]; n = 33 N2-iMG cells in 8 fields [laser ablation and PSB a
(F) The percentage of iMG cells that are able to contact the central iN c
fields). *p < 0.05 by one-way ANOVA with Fisher’s LSD multiple comp
endogenous transcriptional regulatory network, and at

this point the overexpressed reprogramming factors are

no longer necessary. Nevertheless, it should be noted that

the critical time point of MG determination remains un-

clear, and it may range from the beginning to the end of

our incubation period. Based on the time-course marker

changes, as measured by qRT-PCR and flow cytometry (Fig-

ures 2C and 2D), iMGs began to show increased expression

of microglia-specific markers at 6 days after induction. This

suggests that Doxmay be removable from the culture from

that time point onward.

There is a fast-growing interest in microglia, as they are

increasingly implicated invariousneurodevelopmental dis-

orders and in a number of neurodegenerative diseases. Here

we report an efficient method to differentiate hiPSCs into

microglia, thus making available a renewable source of hu-

manmicroglia. Thiswill allow the key genes involved inmi-

croglia functioning and microglia dysfunction to be inves-

tigated, as well as healthy and diseased brains to be

explored. We have also, in this study, demonstrated poten-

tial applications of iMGs when studying neuron-microglia

interactions in vitro, which will significantly further our

knowledge of the molecular and functional mechanisms

underlying microglia activation over a broad range of CNS

development, duringhomeostatic functioning of the brain,

and when studying various neurological disease models.
EXPERIMENTAL PROCEDURES

hiPSC lines and maintenance
The two control hiPSC lines, NTUH-iPSC-01-05 and NTUH-iPSC-

02-02 (iN1 and iN2, respectively), were purchased from BCRC/

FIRDI, Taiwan. The four AD-iPSC lines were generated by the Brain

Research Center of National Yang-Ming University, Taiwan (Wu

et al., 2019). The uses of the hiPSC lines followed the Policy Instruc-

tions of the Ethics of Human Embryo and Embryonic StemCell Research

guidelines in Taiwan. In addition, approval from the institutional

review boards of National Yang-MingUniversity was obtained. Hu-

man iPSCs were routinely maintained in Essential 8 medium

(Gibco) on vitronectin (VTN-N, Gibco)-coated dishes following

the manufacturer’s instructions.

Differentiation of microglia-like cells from hiPSCs
hiPSCs that had been infected with both FUW-rtTA and pTetO-

CEBPA-T2A-SPI1-T2A-Puro were seeded on day �1. On day 0, the

cells had reached R70% confluency; at this point the culture
ral iN cluster in the control and laser ablation groups for each time
e experiment.
e for the four conditions. Data are means ± SEM (n = 46 N2-iMG cells
blation]; n = 41 N2-iMG cells in 8 fields [no laser control and PSB
pplication]).
luster over the 12-h recording period. Data are means ± SEM (n = 5–8
arisons.
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medium was replaced with DMEM/F12 (Gibco) supplemented

with N2 (Gibco) and non-essential amino acids (NEAA, Gibco),

BMP4 (50 ng/mL), bFGF (50 ng/mL), and activin-A (20 ng/mL).

Dox (2 mg/mL) was added to promote TetO downstream gene

expression and remained until the end of the experiment. On

day 1, the medium was replaced with DMEM/F12/N2/NEAA con-

taining human VEGF (50 ng/mL), SCF (50 ng/mL), and FGF2

(20 ng/mL). Puromycin (1 mg/mL) was also added for 24 h to select

for successfully infected cells. On day 2, the medium was replaced

with DMEM/F12/N2/NEAA containing human IL-34 (10 ng/mL),

M-CSF (10 ng/mL), and TGF-b1 (10 ng/mL). After day 4, half of

the medium was replaced with fresh DMEM/F12/N2/NEAA con-

taining human IL-34 (100 ng/mL), M-CSF (20 ng/mL), GM-CSF

(20 ng/mL), and TGF-b1 (20 ng/mL).

Data and code availability
RNA-sequencing data have been deposited in the NCBI database

under accession no. GSE163984.

All detailed experimental procedures are available in the supple-

mental information.
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Supplemental information can be found online at https://doi.org/

10.1016/j.stemcr.2021.03.010.
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Figure S1. Induction of microglia-like cells from human iPSCs. Related to Figure 1.  
(A) Eight constructs were constructed that expressed the candidate transcription factors involved in 
defining microglial cell fate during embryogenesis; the choice was based on a review of the literature. 
The expected molecular weights (MWs) of the expressed proteins are shown in right panels. (B) N2-
iPSCs were transduced with lentivirus expressing both rtTA and one of the tetO promoter-driven pro-
microglaial gene linked with puromycin resistant by T2A. Expression of each pro-microglial genes 
was induced using doxycyclin on day 0. Puromycin selection for 24 hr was started on day 1, and 
lysates of the surviving cells were harvested on day 3. These lysates were then subjected to Western 
blotting using anti-flag, myc or HA antibodies. GAPDH was used as a loading control. (C) 
Representative phase contrast images that display the morphological changes of N2-iPSCs after 
induction with the various different candidate genes on days 1, 2, 4 and 8. Scale bar, 100 μm. (D) 
Induced microglia on day 10 (right panel) show a microglia-like morphology that resembles that of 
mouse primary microglia (left panel) and the BV2 cell line (middle panel).  Scale bar, 100 μm.
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Figure S2. Identification of the basal media and growth factors required for induction and 
differentiation of microglia-like cells from human iPSCs.  
(A) Various growth factors were tested to determine whether they brought about iMG cell induction 
and differentiation. The numbers in parenthesis indicate the concentration of human recombinant 
proteins used in ng/ml. (B) Flow cytometry analyses showing CD11b and TREM2 expression in cells 
grown in the four different medium listed in (A). Green, CD11b antibody conjugated to FITC; orange, 
TREM2 antibody conjugated to PE; gray, isotype control. (C) Quantification of the CD11b+ or 
TREM2+ positive cells present among N2-iMGs cultured in the different medium. Data are presented 
as means ± SEM (n = 4 batches of independent differentiation). (D) Various basal media, with 
different duration of treatment of β-mercaptoethanol (β-ME) and doxycycline (Dox), were tested to 
determine whether they brought about iMG cell induction and differentiation. The numbers in 
parenthesis indicate the concentration of human recombinant proteins used in ng/ml. (E) Flow 
cytometry analyses showing CD11b expression in cells grown in the five different medium A-E listed 
in (D). The greatest number of CD11b+ cells were present under the condition identified by the red 
frame and therefore we used these induction conditions for all follow-up experiments. Green, CD11b 
antibody conjugated to FITC; gray, isotype control. The figure is representative of three-independent 
experiments (n = 3). 
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Figure S3. Differentiation of six hiPSC lines into microglia-like cells. Related to Figure 2. 
(A) Comparative heatmap depiction of differential gene expression of iPSCs and iMGs differentiated 
from six iPSC lines using real-time RT-PCR. iPSC and iMG group contained two and four 
independent experiments, respectively. Levels of the gene expression indicated on the left side of 
the panel are normalized to RPL13A mRNA levels as an internal control. (B) Flow cytometry 
analyses showing the expression of microglial surface markers, CD11b and TREM2, in six iPSC 
line-derived iMG cells after 9 days of differentiation. Green, CD11b antibody conjugated to FITC; 
orange, TREM2 antibody conjugated to PE; gray, isotype control. The figure is representative of 
three-independent experiments (n = 5). (C) Representative images of 6 lines of iMG cells 
immunostained for microglia and neuronal markers, IBA1 and MAP2, respectively. Scale bar, 20 μm. 
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Figure S4. RNA-seq analysis.  Related to Figure 3.
(A) Workflow of RNA-seq analysis. (B) PCA analysis of different cells by whole transcriptome 
sequencing of protein coding gene expression. (C) Bar graphs of the expression of various 
microglia-specific genes, as well as other myeloid genes, in D11-12 iMG cells, fetal MG cells, adult 
MG cells, iMG cells obtained by two other methods [iMG (Alt1) and iMG (Alt2)], and CD14+ 
peripheral blood monocytes shown as [Log10 (FPKM + 1)]. These results were derived from the 
RNA-seq results and are presented as mean ± SEM (n = 3 RNA-seq data sets). 
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Figure S5. iMG cells exhibit appropriate physiological responses to LPS and IFNγ challenge. 
Related to Figure 4. 
Analyses of inflammation-related gene expression at mRNA and protein levels in N1-iMG (A) and 
N2-iMG (B) cells after LPS (100 ng/mL) and IFNγ (20 ng/mL) stimulation for 24 hr.  IL6 protein in 
supernatant was detected by ELISA. iNOS protein in cells was analyzed by western blotting. Data 
are presented as means ± SEM (n = 3 and 5 independent differentiations for N1-iMG and N2-iMG, 
respectively). *p < 0.05, **p < 0.01 when compared to mock-treatment group by the ratio paired t-
test.
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Figure S6. iMG cells respond to and migrate toward an injured neuron cluster. Related to 
Figure 7, Movies S6 and S7.  
(A) An example of the time-lapse imaging of co-cultures with or without laser-induced neuronal injury. 
The 405-nm laser light was first applied to the region of interest (magenta circles) for 5 min, and the 
time-lapse DIC imaging was recorded for 12 hours. Blue arrows in the DIC images mark iMG cell 
migrating towards the central iN cluster. The images on the right panel show the result of cell traces, 
which are presented as a color-coded trajectory for each cell over the 12-hr recording time. Scale 
bar, 100 µm. (B) The percentage of migrating iMG cells in the control or laser-ablation group over a 
12-hr recording period. Data are presented as means ± SEM (n = 5-8 independent fields in each 
group). n.s., not significant by one-way ANOVA. (C) The speed of migration of the iMG cells in the 
control or laser-ablation group over a 12-hr recording period. Data are presented as means ± SEM (n 
= 33-58 cells from 5-8 fields in each group). ***p < 0.001, ****p < 0.0001 by one-way ANOVA with 
Tukey’s multiple comparisons. 
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Supplemental Movies

Movie S1.  A representative image of 3D reconstruction of iMG phagocytosis of latex beads (red).  
The plasma membrane and nuclei of the live cells were stained with CellMask deep red (green) and 
Hoechst 33342 (blue), respectively.  Scale bar, 10 μm.  (Related to Figure 4B) 

Movie S2.  A representative image of 3D reconstruction of iMG phagocytosis of TAMRA-labeled 
fibrillar Aβ (fAβ, red).  The plasma membrane and nuclei of the live cells were stained with CellMask
deep red (green) and Hoechst 33342 (blue), respectively.  Scale bar, 10 μm.  (Related to Figure 4C) 

Movie S3.  An example of the time-lapse DIC imaging of iMG cultures recorded for 12 hours.  Scale 
bar, 50 µm.  (Related to Figure 6D)

Movie S4.  An example of the time-lapse DIC imaging of iMG cultures with iNs recorded for 12 
hours.  Scale bar, 50 µm.  (Related to Figure 6D)

Movie S5. The cell death of iNs was monitored using propidium iodide (PI, red) staining.  Scale bar, 
20 µm.  (Related to Figure 7B) 

Movie S6. An example of the time-lapse DIC imaging of iMG-iN co-cultures without laser-induced 
neuronal injury.  Scale bar, 50 µm.  (Related to Figure 7C)

Movie S7. An example of the time-lapse DIC imaging of iMG-iN co-cultures with laser-induced 
neuronal injury in the selected region (magenta circles).  Scale bar, 50 µm.  (Related to Figure 7C) 



CD11b+ (%, 
mean ± SEM)

Replicate 
(independent 

diff., n)

Isotype Ctrl (N.C.)* 2.84 ± 1.42 5

BV2 (P.C.)# 82.70 ± 5.35 5

iN2/SPI1$ 6.06 ± 0.97 5

iN2/SPI1;CEBPA 58.43 ± 6.94 4

iN2/SPI1;IRF8 7.56 ± 0.77 3

iN2/SPI1;IRF8;TAL1 6.09 ± 0.99 3

iN2/SPI1;RUNX1 6.58 ± 0.87 3

iN2/SPI1;SALL1 7.22 ± 1.14 3

iN2/SPI1;TAL1 7.83 ± 1.15 3

iN2/RUNX1 6.19 ± 2.05 5

iN2/RUNX1;CBFβ 4.47 ± 1.19 3

iN2/RUNX1;IRF8 8.77 ± 3.19 3

iN2/RUNX1;TAL1 7.46 ± 1.77 3

iN2/SALL1 8.63 ± 1.25 5

iN2/SALL1;IRF8 8.37 ± 2.29 3

iN2/SALL1;RUNX1 10.60 ± 3.80 3

iN2/SALL1;TAL1 7.23 ± 1.34 3

iN2/CEBPA 5.42 ± 0.74 3

iN2/IRF8 6.03 ± 0.54 5

iN2/TAL1 5.41 ± 0.35 5

iN2/TAL1;IRF8 7.92 ± 2.25 3

IBA1+ (%, 
mean ± SEM)

Replicate 
(independent 

diff., n)

2nd Ab (N.C.)** 0 7

BV2 (P.C.) 95.42 ± 1.58 7

iN2/SPI1 2.55 ± 1.72 7

iN2/SPI1;CEBPA 75.90 ± 3.74 7

iN2/SPI1;IRF8 0 3

iN2/SPI1;IRF8;TAL1 0 3

iN2/SPI1;RUNX1 0 3

iN2/SPI1;SALL1 0 3

iN2/SPI1;TAL1 0 3

iN2/RUNX1 0 4

iN2/RUNX1;CBFβ 0 7

iN2/RUNX1;IRF8 0 3

iN2/RUNX1;TAL1 0 3

iN2/SALL1 0 6

iN2/SALL1;IRF8 0 3

iN2/SALL1;RUNX1 0 3

iN2/SALL1;TAL1 0 3

iN2/CEBPA 0 3

iN2/IRF8 0.01 ± 0.01 6

iN2/TAL1 0 4

iN2/TAL1;IRF8 0 3

Supplemental Tables

Table S1. iMG differentiation efficiency using different combination of TFs. Related to 

Figure 1.   

S1-1. Flow cytometry with anti-CD11b antibody S1-2. Immunocytochemistry with anti-IBA1 
antibody

*  BV2 labeled with FITC conjugated rat IgG2b kappa antibody 
(isotype control) was used as negative control (N.C.). 
#  BV2 labeled with FITC conjugated anti-CD11b antibody was used 
as positive control (P.C.). 
$  iN2 (hiPSC line) extopically expressing the indicated 
transcription factors (TFs). 

**  BV2 labeled with 2nd antibody was used as negative control 
(N.C.). 



Gene Forward primer (5' - 3') Reverse primer (5' - 3') Probe

ADGRE5 ACGCATGAAGCTGAATTGG GTTCTGGATGGAGAGGATGC #78

ALDH1L1 CGGTGGGGGAAGATCAGT ATCCAGGGCCTCAATGGT #63

C1QA GAGCATCCAGTTGGAGTTGAC ACACAGAGCACCAGCCAT #13

CD11B GGCTCTGCTTCCTGTTTGG GGCAATGTCACTATCCTCTTGA #66

CD68 CCTCAGCTTTGGATTCATGC GAGCCGAGAATGTCCACTGT #67

CX3CR1 CCCTGGAAGGTGCTGTTATC TCCATGAGATTGGACTGGAA #60

GFAP AGAGGGACAATCTGGCACA CAGCCTCAGGTTGGTTTCAT #29

GPR34 CGGTGAAAGGTTGCGACTAT GGTCGCTATGATTGGTTATAAAGC #52

IL-6 GATGAGTACAAAAGTCCTGATCCA CTGCAGCCACTGGTTCTGT #40

INOS ATTCAGCTGTGCCTTCAACC CATTGCCAAACGTACTGGTC #66

ITGAL GCTGAGAGCCAGATGATCG GAGCACTCCACTTCATGCAC #78

MAG CCTTCAACCTGTCTGTGGAGTT CGGGTTGGACTTCACCAC #63

MAP2 CCTGTGTTAAGCGGAAAACC AGAGACTTTGTCCTTTGCCTGT #62

MMP9 GAACCAATCTCACCGACAGG GCCACCCGAGTGTAACCATA #6

MPO CGTCAACTGCGAGACCAG GTCATTGGGCGGGATCTT #66

P2RY12 TGACAAAAATCCAGGGTAGTGA CGTCAGTAAAGTCTTGAGTGCTCTT #17

POU5F1(OCT4) CTTCGCAAGCCCTCATTTC GAGAAGGCGAAATCCGAAG #60

RBFOX3(NEUN) CCCTCCGACCCTACAGAGA CCACGTCTAAAATTTTTCCGAAT #66

RPL13A CAAGCGGATGAACACCAAC TGTGGGGCAGCATACCTC #28

TNFα CAGCCTCTTCTCCTTCCTGAT GCCAGAGGGCTGATTAGAGA #29

TMEM119 AGTCCTGTACGCCAAGGAAC AGGAGCAGCAACAGAAGGAT #75

Table S2.  The primers and TaqMan® probes for qPCR analysis. Related to Figures 
3, 4 and 6.



ABCG1 CD6 EIF2S1 HLA-A JUNB NFE2 RUNX1 TGFB1

ABHD15 CD7 ELMO1 HLA-B KCNK6 NFKBIZ SALL1 TGFBR1

ACP2 CDKN2D ENTPD1 HLA-C KCTD11 NKG7 SERINC3 TLR9

ACVR1 CEBPD EPB42 HLA-DOA KLF4 NOTCH2 SFT2D1 TMEM106A

ADAM8 CFH EPSTI1 HLA-DPB1 KLHL21 NR4A2 SFT2D2 TMEM119

ADI1 CLEC4A ETV5 HLA-DQA2 LAG3 NUMB SIRPA TMEM14C

AIF1 CLEC4D F11R HLA-DQB1-
AS1 LAP3 NXF1 SLC15A3 TMEM163

AKT3 CMTM6 FAM102B HLA-DRB9 LDHB OLFML2B SLC17A9 TMEM185B

ANG CMTM7 FAM105A HLA-E LIPN OLR1 SLC39A1 TMEM204

APOL3 CNR2 FAM110A HLA-H LMAN1 OPHN1 SLC40A1 TMEM258

APP COMMD8 FAM91A1 ICAM3 LYPD3 ORAI1 SLC46A1 TMEM55B

ARHGAP12 COMMD9 FCAR IDO1 MAP2 P2RY6 SLC46A2 TNFAIP3

ASB2 COMT FCGR1B IFI44L MAPK1 PAX6 SLC7A7 TNFRSF17

ASGR2 CR1L FCGR1C IGJ MB21D2 POLR2G SLC7A8 TNFSF10

ATRAID CRIP1 FMNL1 IL10 MERTK PPARG SMOX TP53

BIN1 CRISPLD2 FSCN1 IL1A MMP9 PROS1 SOX2 TSPAN3

BLNK CRYBB1 G6PC3 IL6R MN1 PTAFR SPARC TSPAN7

BTG1 CSF1R GAPDH IRF7 MPI PTGS2 SRGAP2 UBASH3B

C1QA CSF2RB GAPT ITGA6 MPO RARA STK17B ZFP36

C9orf72 CXCL16 GBP4 ITGA9 MX2 RCAN1 STX11 ZSWIM4

CASP8 CYB5A GBP5 ITGAM MYLIP RGL1 SYNGR1

CBFB CYB5B GNLY ITGB2 NDUFA3 RGS2 TANC2

CCL4 DCTPP1 GOLM1 ITGB5 NDUFA7 RHOB TARDBP

CD164 DNAJB4 GPR157 ITM2B NDUFC2 RIPK2 TBCB

CD276 DYNLRB1 HFE ITPRIPL1 NECAP1 RPS27L TGFA

Table S3.  List of 195 selected microglia/monocyte/macrophage-related genes 
(Bennett et al., 2016; Dong et al., 2013) in clustering heatmap. Related to Figure 3. 



Antibodies (flow cytometry) Host Species Target Species Vendor Cat. No. Dilution

Human BD Fc Block N/A Human BD 
Biosciences 564220 1:20

CD11b-FITC Rat Human, Mouse BioLegend 101206 1:100

TREM2-PE Rat Human, Mouse R&D Systems FAB17291P 1:50

Isotype control-FITC Rat N/A invitrogen 11-4031-82 1:100

Isotype control-PE Rat N/A invitrogen 12-4031-82 1:50

Antibodies 
(immunofluorescent staining) Host Species Target Species Vendor Cat. No. Dilution

IBA1 Rabbit Human, Mouse, 
Rat, etc Wako 019-19741 1:1000

MAP2 Mouse Human, Mouse, 
Rat, etc Millipore AB5622 1:1000

FLAG Rabbit N/A SIGMA F7425 1:1000

MYC Mouse Human SIGMA M5546 1:1000

Mouse-Alexa 488 Goat Mouse Invitrogen A11001 1:500

Rabbit-Cy5 Goat Rabbit Invitrogen A10523 1:500

Antibodies (western) Host Species Target Species Vendor Cat. No. Dilution

FLAG Rabbit N/A SIGMA F7425 1:5000

MYC Mouse Human SIGMA M5546 1:5000

HA Mouse N/A SIGMA H9658 1:5000

iNOS Rabbit Human, Mouse Invitrogen PA3-030A 1:1000

PU.1 Rabbit Human Abcam ab76543 1:3000

GAPDH Mouse Human, Mouse, 
Rat, etc proteintech 60004-1 1:10000

Mouse-HRP Goat Mouse Bethyl A90-216P 1:5000

Rabbit-HRP Goat Rabbit Bethyl A120-201P 1:5000

Chemicals for nucleus 
staining Vendor Cat. No. Dilution

DAPI SIGMA D9542 1:1000

Propidium iodide SIGMA P-4170 1:1000

Table S4.  Antibodies used in this study.



Supplemental Experimental Procedures
Cell culture

The two human induced pluripotent stem cell (hiPSC) lines, NTUH-iPSC-01-05 and NTUH-iPSC-02-
02 (abbreviated to iN1 and iN2, respectively), were purchased from Bioresource Collection and Research 
Center of Food Industry Research and Development Institute, Taiwan.  The four AD-iPSC lines were 
generated by the Brain Research Center of National Yang-Ming University, Taiwan using non-integrating 
Sendai virus (Wu et al., 2019) and are available to other researchers via Biobank of Taipei Veterans General 
Hospital, Taiwan.  The uses of these hiPSC lines followed the Policy Instructions of the Ethics of Human 
Embryo and Embryonic Stem Cell Research guidelines in Taiwan.  In addition, approval from the Institutional 
Review Boards of National Yang-Ming University was obtained.  Human iPSCs were routinely maintained in 
Essential 8™ (E8) medium (Gibco, USA) on vitronectin (VTN-N, Gibco, USA) coated dishes at 37°C in a 5% 
CO2 incubator.  Cells were passaged when the culture reached 85% confluency, typically every 4 days.  For 
passaging, the hiPSCs were washed once with Dulbecco's Phosphate-Buffered Saline (DPBS) without 
calcium and magnesium (Gibco) and then treated with DPBS/EDTA (0.5 mM UltraPure EDTA in DPBS) for 3-
4 minutes at 37°C.  When the cells started to separate and round up, they were removed from the dish by 
gently pipetting.  An appropriate number of cells was then transferred to a new culture dish at a passaging 
ratio of 1:10. 

The mouse microglial cell line BV2 and human embryonic kidney 293FT (HEK293FT) cells were 
maintained in Dulbecco’s modified Eagle medium (DMEM, Gibco) containing 10% fetal bovine serum (FBS, 
Biological Industries, USA) and 1% penicillin-streptomycin-glutamine (PSG, Gibco) at 37°C in a 5% CO2 
incubator. Medium was renewed every two days or when the medium had begun to turn yellow.  Cells were 
passaged upon reaching 85% confluency, typically every 4 days.  For subculture, the cells were washed once 
with DPBS together with TrypLETM express enzyme (Gibco).  When the cells started to separate and round 
up, they were removed from the dish by gently pipetting.  The passaging ratio was routinely 1:10. 

The human monocytic cell line THP-1 was maintained in suspension using RPMI-1640 medium 
(Gibco) containing 10% FBS and 1% PSG at 37°C n a 5% CO2 Incubator. Fresh medium was added every 
two days or when the medium began to turn yellow.  Cells were subcultured every 4 days by centrifugation 
and then resuspended at 1.5 x 105 viable cells/ml.  To induce the THP-1 monocytes to turn into macrophages, 
1.5 x 106 cells were seeded into a 10-cm Petri dish containing serum free RPMI-1640 medium supplemented 
with 10 ng/ml phorbol 12-myristate 13-acetate (PMA, Sigma) for 6 hours.  After cells had attached to the Petri-
dish, the medium was replaced with fresh RPMI-1640 containing 10% FBS and 1% PSG.  These cells were 
regarded as M0 macrophages and then subjected to further analyses. 

Lentiviral plasmid construction
The lentiviral vector backbone pTetO-Ngn2-puro was a gift from Marius Wernig (Addgene plasmid 

#52047).  The open reading frames of human SPI1, SALL1, TAL1, IRF8 and RUNX1 were amplified from 
various constructs by PCR to include flanking EcoRI and XbaI sites.  The open reading frame of CBFβ was 
amplified from the RNA of THP-1 by RT-PCR to include flanking SbfI and XbaI sites.  The open reading frame 
of CEBPA was amplified from the THP-1 RNA by RT-PCR to include flanking EcoRI and XbaI sites, or 
flanking EcoRI and SbfI sites with a T2A linking peptide sequence.  SPI1, SALL1, TAL1, IRF8, RUNX1 and 
CEBPA were introduced to the EcoRI and XbaI sites of the pTetO-T2A-Puro backbone.  CBFβ was introduced 
to SbfI and XbaI sites of the pTetO-RUNX1-T2A-Puro backbone to generate the pTetO-RUNX1-T2A-CBFβ-
T2A-Puro construct.  CEBPA was introduced to EcoRI and SbfI sites of pTetO-SPI1-T2A-Puro backbone to 
generate the pTetO-CEBPA-T2A-SPI1-T2A-Puro construct.  The integrity of the vector was verified by 
restriction enzyme digestion, and the correct sequence of inserted fragment was confirmed by Sanger 
sequencing. 

Lentivirus generation and infection
HEK293FT cells were seeded at 5x106 cells in a 10-cm dish and incubated overnight.  Cells were co-

transfected with 6 μg of lentiviral construct with 5 μg of the packaging plasmid pCMV-Δ8.91 and 1 μg of the 
envelope plasmid pVSV-G; this was done using Lipofectamine 3000 (Invitrogen) by following the 
manufacturer’s instructions.  Two batches of virus-containing supernatant were collected at 24 and 72 hours 
after transfection.  The viral supernatant was filtered through a 0.45-μm filter (low protein binding) to remove 
cell debris and then concentrated 20 fold using an Amicon Ultra-15 Centrifugal Filter Unit (MWCO 3 kDa, 



Merck).  The virus concentrates were separated into aliquotes of 100 μl and stored at -80°C until use.  
HiPSCs were seeded in 12-well plate one day before infection and should be exhibiting 50% to 60% 
confluence at the time of transduction.  For infection, the culture was replaced with fresh medium containing 
the appropriate lentivirus and 8 μg/ml polybrene.  Twenty-four hours after infection, the infection medium was 
replaced with the fresh E8 medium.  All experiments using infected hiPSCs were started after two passages 
to allow cell adaptation. 

Differentiation of microglia-like cells from hiPSCs
HiPSCs that had been infected with both FUW-rtTA and pTetO-CEBPA-T2A-SPI1-T2A-Puro were 

seeded on day -1.  On day 0, the cells had reached at least 70% confluency; at this point the culture medium 
was replaced with DMEM/F12 (Gibco) supplemented with N2 (Gibco) and non-essential amino acids (NEAA, 
Gibco). The medium also contained human bone morphogenic protein-4 (BMP4, 50 ng/ml, PeproTech), basic 
fibroblast growth factor (bFGF/FGF2 50 ng/ml, PeproTech) and activin-A (20 ng/ml, PeproTech).  
Doxycycline (2 μg/ml, Sigma) was added to promote TetO downstream gene expression and retained in the 
medium until the end of the experiment.  On day 1, the medium was replaced with DMEM/F12/N2/NEAA 
containing human vascular endothelial growth factor (VEGF, 50 ng/ml, PeproTech), stem cell factor / KIT 
ligand (SCF, 50 ng/ml, PeproTech) and FGF2 (20 ng/ml).  Puromycin (1 μg/ml, Gibco) was also added for 24 
hours to select for successfully infected cells.  On day 2, the medium was replaced with 
DMEM/F12/N2/NEAA containing human IL-34 (10 ng/ml, PeproTech), macrophage colony-stimulating factor
(M-CSF, 10 ng/ml, PeproTech) and transforming growth factor-β 1 (TGFβ-1, 10 ng/ml, PeproTech).  Two 
days later, the medium was replaced with DMEM/F12/N2/NEAA containing human IL-34 (100 ng/ml), M-CSF 
(20 ng/ml) and TGFβ-1 (20 ng/ml).  After day 4, half medium was removed and replaced with fresh 
DMEM/F12/N2/NEAA containing human IL-34 (100 ng/ml), M-CSF (20 ng/ml), granulocyte M-CSF (GM-CSF, 
20 ng/ml, PeproTech) and TGFβ-1 (20 ng/ml); this was repeated every 3 days from this point onwards. Cells 
were assayed on days 9, day 12 or day 15 in most experiments (Figure S10). 

Differentiation of neuronal cells from hiPSCs
HiPSC-derived neurons were generated using a published protocol (Zhang et al., 2013) with 

modifications.  HiPSCs that had been infected with FUW-rtTA and pTetO-Ngn2-puro were seeded on day -1.  
On day 0, when the cells reached at least 70% confluency, the culture medium was replaced with DMEM/F12 
supplemented with N2, NEAA, human brain-derived neurotrophic factor
(BDNF, 10 ng/ml, PeproTech), human neurotrophin-3 (NT-3, 10 ng/ml, PeproTech) and mouse laminin (0.2 
μg/ml, Gibco).  Doxycycline (2 μg/ml) was added to induce TetO-regulated Ngn2 expression and retained in 
the medium until the end of the experiment.  On day 1, puromycin (1 μg/ml) was added to kill any uninfected 
cells.  On day 2, puromycin was removed and the cells were replated in Neurobasal medium supplemented 
with B-27 supplement (Gibco), GlutaMAX (Gibco), mouse laminin (0.2 μg/ml), human BDNF (10 ng/ml) and 
NT-3 (10 ng/ml) on poly-L-lysine and laminin coated dishes (~105 cells/mL).  On day 4, cytosine arabinoside 
(Ara-C, 2 μM, Sigma) was added to the medium to inhibit non-neuronal cell proliferation and was then 
removed on day 6.  After day 6, 50% of the medium was changed every 4 days.  Induced neurons were 
assayed between days 14 to 20 in most experiments. 

Co-culture of hiPSC-derived microglia-like (iMG) cells and neurons (iNs)
For co-culture, the iNs and iMGs were cultured separately as described above until day 4.  After day 

4, the two cells were co-cultured under a set of conditions suitable for both iNs and iMG cells.  Briefly, iMG
cells were detached from plate with EDTA.  Next 1x105 iMG cells were gently seeded onto the monolayer of a 
neuronal culture in DMEM/F12/N2/B27/NEAA/GlutaMAX that contained IL-34 (100 ng/ml), M-CSF (20 ng/ml), 
TGFβ-1 (20 ng/ml), BDNF (10 ng/ml), NT3 (10 ng/ml) and doxycycline (2 μg/mL).  Half medium was changed 
for fresh DMEM/F12/N2/B27/NEAA/GlutaMAX containing human IL-34 (100 ng/ml), M-CSF (20 ng/ml), GM-
CSF (20 ng/ml), TGFβ-1 (20 ng/ml), BDNF (10 ng/ml), NT3 (10 ng/ml) and doxycycline (2 μg/mL) every 3 
days (Figure S10).  For the comparison of gene expression, the iMG cells cultured alone or in co-culture was 
isolated by the positive selection of CD11b+ cells using an immunomagnetic separation kit (Miltenyi Biotec), 
according to the manufacturer's instruction, and then subjected to RT-qPCR.  

Western blotting
The infected hiPSCs after 3-days of doxycycline treatment and 1-day of puromycin selection were



lysed in RIPA buffer (50 mM Tris-HCl, pH 8.0, 150 mM NaCl, 1% Nonidet P-40 (NP-40), 1% sodium 
deoxycholate and 0.1% SDS) supplemented with protease inhibitor cocktail (Roche).  Lysate (20 μg) was 
separated by electrophoresis on 10% SDS-polyacrylamide gel in tricine-glycine buffer and transferred to a 
polyvinylidine difluoride (PVDF) membrane (Millipore).  The membrane was blocked with 5% skimmed milk in 
PBST (137 mM NaCl, 2.7 mM KCl, 10 mM Na2HPO4, 1.8 mM KH2HPO4 and 0.1% Tween-20) and then 
incubated with primary antibody solution at 4°C overnight.  After washing with PBST, the membrane was 
incubated with horseradish peroxidase (HRP)-conjugated secondary antibody for 1 hr at room temperature.  
After washing again with PBST, the signals were developed using Immobilon Western Chemiluminescent 
HRP substrate (Millipore) and detected using a LAS3000 imaging system (Fujifilm, Japan).  All antibodies and 
dilutions used in Western blotting are listed in Table S4.

Immunocytochemistry
The cells cultured on coverslips were fixed with 4% paraformaldehyde (PFA) in PBS (137 mM NaCl, 

2.7 mM KCl, 10 mM Na2HPO4, 1.8 mM KH2HPO4, pH 7.2-7.4) at room temperature for 10 minutes and then 
made permeable with 0.1% Triton X-100 in PBS for 5 minutes.  Next the cells were blocked using PBS 
containing 3% bovine serum albumin (BSA, Sigma) and 3% goat serum (Gibco) at room temperature for 1 
hour and then the appropriate primary antibodies were applied at the indicated concentrations (Table S4) 
overnight at 4°C.  Next the cells were washed in PBS three times and incubated with the appropriate 
secondary antibody and DAPI at room temperature for 2 hours.  After washing, the coverslips were mounted 
in the Fluoromount-G solution (Invitrogen).  The fluorescent images were acquired using a Zeiss Axio
Observer inverted microscope fitted with an Andor Zyla cMOS camera.  All images were then processed 
using ImageJ software (NIH, Bethesda, MD, USA, https://imagej.nih.gov/ij) (Schneider et al., 2012).  All 
antibodies and dilutions used in immunocytochemistry are listed in Table S4. 

Flow cytometry
Cells were dissociated with EDTA into a single cell suspension and then blocked with Human Fc 

Block (BD Biosciences, USA) on ice for 20 minutes.  For detection of microglial surface markers, the cells 
were incubated with pre-conjugated anti CD11b-FITC (M1/70, 1:100, BioLegend), anti CX3CR1 (C-X3-C motif 
chemokine receptor 1)-Alexa Fluo 647 (1:20, BioLegend), anti TREM2 (triggering receptor expressed on 
myeloid cells 2)-PE (1:50, R&D Systems) or isotype control antibodies (1:50, BioLegend) for 30 minutes at 
4°C, washed twice with FACS buffer (DPBS with 1% FBS and 0.1% sodium azide), resuspended in propidium 
iodide (PI) containing FACS buffer and then analyzed using a BD FACSCanto analyzer.  The results were 
further analyzed using FlowJo software.  Briefly, the cells were first gated for PI-negative (for live cells) and 
proper FSC and SSC signals, and then the signals of gated cells were analyzed in the FITC (525/40 nm) and 
PE (585/42 nm) filters.

Magnetic activated cell sorting (MACS)
The iMG cells for RNA sequencing and in co-culture were isolated by the positive selection of CD11b+

cells using an immunomagnetic separation kit (Miltenyi Biotec), according to the manufacturer’s instructions.  
The cells isolated by the MACS method were washed twice with PBS and then quickly processed for RNA 
isolation. 

RNA isolation and RT-qPCR analysis
Total RNA was isolated using a Tissue Total RNA Mini Kit (Geneaid, Taiwan) by following the 

manufacturer’s instructions.  In-column DNase I digestion was performed to remove genomic DNA 
contamination.  Reverse transcription was then performed using Superscript IV (Invitrogen) and Oligo(dT)20
primers by following the manufacturer’s instructions.  The cDNA was stored at -20°C until used for qPCR 
analysis.  TaqMan Real-time polymerase chain reactions (PCRs) were carried out using FastStart Universal 
Probe Master Mix (ROX) (Roche) and the StepOnePlus™ real-time PCR system (Thermo Fisher Scientific).  
Primers were intron-spanning and designed using the Universal ProbeLibrary Assay Design Center (Roche).  
The primers and probes for the qPCR analysis are listed in Table S2.

RNA sequencing
Total RNA from each sample was extracted using a Total RNA Mini Kit (Geneaid) and then quantified 

and its purity assessed using an Agilent 2100 Bioanalyzer (Agilent Technologies, Palo Alto, CA, USA), 

https://imagej.nih.gov/ij


NanoDrop (Thermo Fisher Scientific) and by electrophoresis on 1% agarose gels, respectively.  Next, 1 μg of 
total RNA with a RIN value above 7 was used to prepare the appropriate libraries.  Next generation 
sequencing library preparation was constructed according to the manufacturer’s protocol (NEBNext® Ultra™
RNA Library Prep Kit for Illumina®).  The poly(A) mRNA isolation was performed using either a NEBNext
Poly(A) mRNA Magnetic Isolation Module (NEB) or a Ribo-Zero™ rRNA removal Kit (illumina).  The mRNA 
fragmentation and priming was performed using NEBNext RNA First Strand Synthesis Reaction Buffer and 
NEBNext Random Primers.  First strand cDNA was synthesized using ProtoScript II Reverse Transcriptase 
and the second-strand cDNA was synthesized using Second Strand Synthesis Enzyme Mix.  The purified 
double-stranded cDNA obtained by AxyPrep Mag PCR Clean-up (Axygen) was then treated with End Prep 
Enzyme Mix to repair both ends and add a dA-tail; this was done in a single reaction, and was followed by a 
T-A ligation to add adaptors to both ends.  Size selection of Adaptor-ligated DNA was then performed using 
AxyPrep Mag PCR Clean-up (Axygen), and fragments of ~360 bp (with the approximate insert size being 300 
bp) were recovered.  Each sample was then amplified by PCR for 11 cycles using the P5 and P7 primers, with 
both primers carrying sequences that are able to anneal with the flow cell in order to perform bridge PCR and 
P7 primer carrying a six-base index allowing for multiplexing.  The PCR products were cleaned up using 
AxyPrep Mag PCR Clean-up (Axygen), validated using an Agilent 2100 Bioanalyzer (Agilent Technologies, 
Palo Alto, CA, USA), and quantified by Qubit 2.0 Fluorometer (Invitrogen, Carlsbad, CA, USA).  Then libraries 
with different indices were multiplexed and loaded on an Illumina instrument according to manufacturer’s 
instructions (Illumina, San Diego, CA, USA).  N1-iMG and N2-iMG libraries were sequenced using the Illumina 
HiSeq 4000 system; N2-iPSC and N2-iN libraries were sequenced using the Illumina NovaSeq 6000 system.  
Sequencing was carried out using a 2x150bp paired-end (PE) configuration; image analysis and base calling 
were conducted by the Control Software (HCS) + OLB + GAPipeline-1.6 (Illumina) on the instrument. The 
RNA sequencing (RNA-seq) was processed and analyzed by GENEWIZ (South Plainfield, NJ, USA).

Transcriptome analysis
To compare the transcriptome profile of our iMGs with that of human primary microglia to support the 
microglial identity, RNA-seq data for human adult microglia, human fetal primary microglia, CD14+ monocytes 
and iPSC-derived microglia obtained using other differentiation protocols were retrieved from NCBI GEO 
(GSE89189 and GSE110952) (Abud et al., 2017; Brownjohn et al., 2018). Reads from the datasets of 
GSE89189 and GSE110952 were mapped and counted using the same methods and databases as for our 
data. Briefly, reads were first mapped to a reference genome of human (GRCh37; hg19) using HISAT2 
(version 2.0.1).  Per-gene expression levels (read counts) were quantitated using HTSEQ (v 0.6.1), and the 
fragments per kilobase of transcript per million mapped reads (FPKM) was calculated by the formula “total 
exon fragments / (mapped reads [millions] x exon length [KB])”.  FPKM from different experiments was then 
normalized using Median of ratios method (DESeq2, v 1.6.3).  Principal component analysis, heatmap with 
hierarchical clustering and Spearman correlation matrix were performed using R version 3.1.2.  The workflow 
of RNA-seq data analysis is shown in Figure S5A. The data discussed in this publication have been deposited 
in NCBI’s Gene Expression Omnibus (Edgar et al., 2002) and the accessible through GEO Series accession 
number GSE163984 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE163984).  

Inflammation assay
The iMG culture medium on days 9-12 was replaced with basal media without IL34, M-CSF, GM-CSF 

and TGF-β for 6 hr, and then the cells were stimulated with lipopolysaccharides (LPS, 100 ng/ml, Sigma) and 
interferon γ (IFNγ, 20 ng/ml, PeproTech) for 6 or 24 hr.  Next the conditioned medium (CM) was harvested 
and centrifuged in the presence of the protease inhibitor cocktail (Roche) and stored at -80°C until analysis.  
IL6 protein in CM was measured via a sensitive fluorescence based sandwich enzyme-linked immunosorbent 
assay (ELISA) that used a kit (Biolegend).  The detailed procedure was performed according to the 
manufacturer’s protocol.  The cell lysates were prepared with RB buffer (Geneaid), and total RNA from either 
the mock treatment or the LPS/IFN-γ treatment was collected and assessed by RT-qPCR for expression of 
inflammatory genes. 

Phagocytosis assay
Aqueous red-orange fluorescent latex beads (Sigma) were pre-opsonized in 50% FBS/DPBS at 37oC 

for 1 hr.  Fibrillar fluorescent amyloid-beta (TAMRA-fAβ) was generated as described previously (Stine et al., 
2011).  Briefly, fluorescently labeled Aβ1-42 peptide (AnaSpec, Fremont, CA, USA) was first dissolved in
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NH4OH (0.1%) to 1 mg/ml, further diluted to 100 μg/ml using sterile endotoxin-free water, vortexed thoroughly, 
and incubated at 37oC for 7 days.  TAMRA-fAβ was thoroughly mixed prior to cell exposure.  For the 
phagocytosis assay, cells were pre-exposed to DMSO, cytochalasin (10 μM, Sigma) or Mer THR inhibitor 
(UNC569, 10 μM, Sigma) for 1 hr and further incubated with either pre-opsonized latex beads (20 microns per 
cell) or TAMRA-fAβ (5 μM) for 1 hr.  Next they were washed twice with DPBS/1% FBS to remove the 
remaining extracellular latex beads or TAMRA-fAβ.  Samples were then labeled with FITC-conjugated anti-
CD11b antibody and analyzed using a BD FACSCanto analyzer (BD Biosciences, USA).  The results were 
further analyzed using FlowJo software (FlowJo, Ashland, OR, USA).  The cells were first gated for PI-
negative (for live cells) and proper FSC and SSC signals, and then the signals of CD11b and subtracts (latex 
beads or TAMRA-fAβ) were detected in the FITC (525/40 nm) and PE (585/42 nm) filters, respectively.

Calcium imaging analysis
For calcium imaging, iMG cells, pre-exposed to DMSO or PSB0739 (50 μM, Tocris) for 1 hr, were 

incubated with 5 μM Fura-2/AM (Molecular Probes) calcium dye in loading buffer (150 mM NaCl, 5 mM 
glucose, 10 mM HEPES, 1 mM MgCl2, 5 mM KCl and 2 mM CaCl2 at pH 7.4) at 37°C for 30 minutes.  After 
incubation, the dye was washed out three times using loading buffer before the cells were used for 
experiments.  The baseline Ca2+ signal was measured for 5 min and then either adenosine 5’-diphosphate 
(ADP, 50 μM, Sigma) or adenosine 5’-triphosphatein (ATP, 100 μM, Sigma) were introduced as a steady flow 
after the baseline measurement.  The fast switching excitation wavelengths of 340 nm and 380 nm were 
provided by a monochromator (Polychrome IV, TILL Photonics GmbH Gräfelfing, Germany), and fluorescence 
images were acquired through a CCD camera (Micromax YHS1300, Roper Scientific, Trenton, NJ, U.S.A.) 
attached to a fluorescence microscope (IX70, Olympus, Tokyo, Japan) at a sampling rate of 0.5 Hz.  The 
monochromator, CCD camera, and image acquisition were controlled by MetaFluor (Molecular Devices, 
Downingtown, PA, USA).  Data analysis was performed using ImageJ software (NIH, Bethesda, MD, USA).  

Transwell migration assay
iMG cells (5.5x104 cells/well) were pre-exposed to DMSO or PSB0739 for 1 hr at 37oC in 5% CO2 cell 

culture incubator.  The cells were then washed three times with basal medium and added to the inner 
compartment of a FluoroBlok™ Transwell chamber (8 μm polycarbonate inserts in 24 wells; Corning) 
containing either ADP (50 μM) or ATP (100 μM) in the bottom chamber.  The transwells were then incubated 
at 37°C in a 5% CO2 incubator.  After 6 hrs, the cells were washed three times with PBS and fixed in 4% PFA 
for 15 min at room temperature.  Next the cells were stained with DAPI for 10 min in order to visualize nuclei 
of cells.  Fluorescent images of the cells were captured using a Zeiss inverted microscope fitted with a Andor
Zyla cMOS camera.  Data analysis was further performed using ImageJ software. 

Laser ablation and time-lapse imaging
iNs and iMGs were co-cultured on PLL/vitronectin/laminin coated 18-mm coverslips from day 4.  On 

days 9-11, the coverslips were transferred to the Ludin Chamber (Life Imaging Services, Swithland) and 
covered with CO2-independent medium (Gibco) supplemented with N2, B27, NEAA, GlutaMAX, PSG, IL-34 
(100 ng/ml), M-CSF (20 ng/ml), GM-CSF (20 ng/ml), TGFβ-1 (20 ng/ml), BDNF (10 ng/ml), NT3 (10 ng/ml) 
and doxycycline (2 μg/mL).  Propidium iodide (PI, 1 μM, Sigma) was then added to label the dead cells.  For 
imaging, each selected field contained a clump of 10-20 neuronal (iN) cell bodies; this clump was central to 
the selected field and was surround by iN and iMG cells.  For laser ablation, the central neuronal clump was 
exposed to a 408-nm wavelength laser beam for 5 minutes to induce cell death.  To document the responses 
of iN and iMG cells toward the laser induced cell death, images were acquired using a Nikon inverted 
microscope with a 20x objective lens over 12 hours with a frame taken every 5 minutes.  Cell movement and 
location was tracked using the Manual Tracking plugin of imageJ.  The iMG cells with a migration distance 
exceeding two cell bodies were defined as migrating iMGs and these were then included into the tracking 
results.  The distances of each iMG cell body relative to the center of its neuronal clumps on each time point 
were calculated. 

Statistics
Data are shown as means ± SEM.  Statistical significance was assessed using t-test or one-way 

ANOVA together with the appropriate post hoc test as indicated.  All tests were done using GraphPad Prism 
software (San Diego, CA, USA).  Values are indicated in the figures as * p < 0.05, ** p < 0.01, *** p < 0.001, 
**** p < 0.0001 and n.s. (not significant).
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