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Summary 

Human in-vitro models of brain neurophysiology are needed to investigate molecular and cellular mechanisms 
associated with neurological disorders and neurotoxicity. We have developed a reproducible iPSC-derived 
human 3D brain microphysiological system (BMPS), comprised of differentiated mature neurons and glial cells 
(astrocytes and oligodendrocytes) that reproduce neuronal-glial interactions and connectivity. BMPS mature over 
eight weeks and show the critical elements of neuronal function: synaptogenesis and neuron-to-neuron (e.g. 
spontaneous electric field potentials) and neuronal-glial interactions (e.g. myelination), that mimic the 
microenvironment of the central nervous system, rarely seen in vitro so far. The BMPS shows 40% overall 
myelination after 8 weeks of differentiation. Myelin was observed by immunohistochemistry and confirmed by 
confocal microscopy 3D reconstruction and electron microscopy. These findings are of particular relevance since 
myelin is crucial for proper neuronal function and development. The ability to assess oligodendroglia function and 
mechanisms associated with myelination in this BMPS model provide an excellent tool for future studies of 
neurological disorders such as multiple sclerosis and other demyelinating diseases. Thus, the BMPS provides a 
suitable and reliable model to investigate neuron-neuroglia function in neurotoxicology or other pathogenic 
mechanisms. 
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1 Introduction  
There is lack of mechanistic understandings of processes related to (developmental) neurotoxicity (Smirnova et al., 2014; 

Schmidt et al., 2016) and neurological disorders partly due to limited human representative models. Animal-based models 

have poor predictivity for human health (Hartung, 2013, 2008), and do not always mimic human pathology. More than 90% 

of all drugs fail clinical trials after extensive animal testing (Hartung, 2013) in part because animal studies do not reflect 

human physiology and inter-individual differences. Simple in vitro systems do not represent the complex physiology and 

organ function (Hartung, 2007), especially that of the brain. This illustrates a critical need for better models in drug 

development, the study of disease, bioengineering and toxicological testing. 

Some attempts to generate more complex organotypic cultures or microphysiological systems (MPS) have resulted 

in physiological multicellular 3D co-culture models with the ability to simulate functional parts of the brain (Lancaster et al., 

2013; Kadoshima et al., 2013). Furthermore, the discovery of induced pluripotent stem cells (iPSC) and protocols to 

differentiate them into various cell types has boosted the development of new human in vitro models (Takahashi et al., 

2007). iPSC from healthy or patient donors (Nieweg et al., 2015; Raitano et al., 2015) used in MPS promise more human-

representative models, such as brain organoids that have been able to recapitulate features of human cortical development 

(Lancaster et al., 2013; Kadoshima et al., 2013). These complex systems represent novel tools for the study of biological 

mechanisms in the CNS. Their application to drug screening and chemical testing, however, has limitations. Some require 

elaborate and complex protocols and have size differences between organoids, which leads to marked variations in number 

of cells and composition that may negatively impact reproducibility in cell differentiation. Moreover, necrosis in the center 
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of the organoids can occur if they are larger than 400 nm. Most of these models have focused on the neuronal composition 

even though the in vivo brain also consists of several other cell types such as astrocytes and oligodendrocytes. We developed 

a novel in-vitro iPSC-derived human 3D brain microphysiological system (BMPS), which is comprised of mature neurons 

(glutamatergic, dopaminergic and GABAergic neurons) and glial cells (astrocytes and oligodendrocytes). Quantification of 

the different cell types exhibited high reproducibility between experiments. Moreover, the BMPS presents neuron and glial 

functions such as spontaneous electrical activity and axon myelination. Especially the high amount of myelination of axons 

in this BMPS (up to 40%) is significant, as only a few models have shown to recapitulate this process in vitro. Myelin 

pathology is a rather frequent condition in demyelinating and inflammatory disorders such as multiple sclerosis and post-

infection diseases as well as other neurological diseases such as acute and post-traumatic brain injury, stroke and 

neurodegenerative disorders (Fumagalli et al., 2016; Tse and Herrup, 2016). Moreover, the myelination process can be 

perturbed by exposure to chemicals and drugs (Garcia et al., 2005; Brubaker et al., 2009; Creeley et al., 2013) during brain 

development and adulthood. Therefore, it is essential to develop new human in vitro models that also can capture the 

function of glial cells and allow the quantification of myelin and the study of its interaction with other CNS cell types in a 

reproducible way. 

 
 
2 Materials and Methods 
 
iPSC generation 
CCD1079Sk (ATCC® CRL2097™), IPS IMR90 (WiCELL) and 

ATCCDYP0730 Human (IPS) Cells (ATCC® ACS1003™) fibroblasts were originally purchased from ATCC. Human 

iPCS cells were generated with the EBV-based vectors as previously described (Wen et al., 2014). All studies followed 

institutional IRB protocols approved by the Johns Hopkins University School of Medicine. Colonies of iPSCs were manually 

picked after 3-6 weeks for further expansion and characterization. iPSCs (passage ≤ 20) were cultured on irradiated MEFs in 

human embryonic stem cell (hESC) medium comprising D-MEM/F12 (Invitrogen), 20% Knockout Serum Replacement 

(KSR, Invitrogen), 2 mM L-glutamine (Invitrogen), 100 µM MEM NEAA (Invitrogen), 100 µM β-mercaptoethanol 

(Invitrogen), and 10 ng/mL human basic FGF (bFGF, PeproTech). Media were changed daily and iPSC lines were passaged 

using collagenase (Invitrogen, 1 mg/ml in D-MEM/F12 for 1 hr at 37°C). Experiments showed in the main manuscript has 

been done using C1 iPSC derived cells, however additional experiments with IPS IMR90 and DYP0730 are shown in the 

supplementary file (Fig. S1 at https://doi.org/10.14573/altex.1609122s1).  

  
Neuronal Progenitor Cells (NPC) production 
NPC generation followed the previous published protocol (Wen et al., 2014). After NPC generation, iPSCs colonies were 

detached and NPCs were expanded in poly-l-ornithine and laminin-coated 175 mm flask in StemPro® NSC SFM (Life 

Technologies). Half of the media was changed every day. Cultures were maintained at 37ºC in an atmosphere of 5% CO2. 

  
BMPS differentiation 
At 100% confluence NPCs were detached mechanically (by scrapping) and counted. 2x106 cells per well were plated in 2 ml 

of medium in non-treated 6 well-plates. Cells were grown in NPC media for two days under constant gyratory shaking (88 

rpm) allowing aggregation by using a CO2 resistant plate shaker. Subsequently, medium was changed to differentiation 

medium (Neurobasal® electro Medium (Gibco) supplemented with 5% B-27® Electrophysiology (Gibco), 1% glutamax 

(Gibco), 0.02 μg/ml human recombinant GDNF (Gemini), 0,02 μg/ml human recombinant BDNF (Gemini)). Cultures were 

maintained at 37ºC, 5% CO2 under constant gyratory shaking (88 rpm) for up to eight weeks. Differentiation medium was 

routinely changed every two days. 

  

Size measurement 
Aggregates (n=20) from three independent experiments were randomly selected per time point for obtaining pictures and 

measuring size using SPOT software 5.0. Results are expressed as mean ± SD (Fig. 1C). Cells were kept two days in NPC 

medium, indicated as NPC med. 2d on Fig. 1C.  

  

RNA and miRNA extraction 
Total RNA was extracted from aggregates every week up to eight weeks of differentiation using Tripure (Roche) according 

to Chomczynski and Sacchi (Chomczynski and Sacchi, 1987). RNA quantity and purity was determined using NanoDrop 

2000c (Thermo Scientific). One microgram of RNA was reverse-transcribed using the M-MLV Promega Reverse 

Transcriptase (Promega) according to the manufacturer’s recommendations. For miRNA reverse-transcription 60 ng of RNA 

were reverse transcribed using TaqMan microRNA Reverse transcription kit in combination with miRNA specific stem-loop 

primers, which are part of TaqMan microRNA expression assay. Up to eight stem-loop primers were multiplexed in one 

reaction. 

  

Quantitative RT-PCR 
The expression of genes was evaluated using specific TaqMan® gene expression assays (Life Technologies). miRNA 

expression was analyzed using TaqMan microRNA expression assay in combination with TaqMan miRNA Reverse 

Transcription kit using the protocol described in (Smirnova et al., 2015). Tab. 1 shows a summary of the genes assayed. 

Real-time RT-PCR was performed using a 7500 Fast Real Time system machine (Applied Biosystems). Fold changes were 

calculated using the 2(−ΔΔCt) method (Livak and Schmittgen, 2001). β-actin and 18s were used as housekeeping genes for 

mRNA and RNU44 for miRNA. Data are presented as mean ± SD, normalized to housekeeping genes and week 0. 
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Tab.1: Gene and miRNAs TaqMan Assays  
List of the primers used for the experiments. 

Assay ID Assay Type Catalog Number Assay Name 

Hs01060665 TaqMan® Gene Expression Assay 4331182 BACT 

Hs99999901 TaqMan® Gene Expression Assay 4331182 18S 

Hs04187831 TaqMan® Gene Expression Assay 4331182 NES 

Hs01032443 TaqMan® Gene Expression Assay 4331182 Ki67 

Hs01088112 TaqMan® Gene Expression Assay 4331182 PAX6 

Hs00909233 TaqMan® Gene Expression Assay 4331182 GFAP 

Hs00300164 TaqMan® Gene Expression Assay 4331182 OLIG2 

Hs00902901  TaqMan® Gene Expression Assay 4331182 S100B 

Hs00609557 TaqMan® Gene Expression Assay 4331182 GRIN1 

Hs00165941 TaqMan® Gene Expression Assay 4331182 TH 

Hs00971228 TaqMan® Gene Expression Assay 4331182 GABRA1 

Hs01065893 TaqMan® Gene Expression Assay 4331182 GAD1 

Hs00199577 TaqMan® Gene Expression Assay 4331182 SYN1 

Hs00232429 TaqMan® Gene Expression Assay 4331182 TBR1 

Hs01003383 TaqMan® Gene Expression Assay 4331182 SNCA 

Hs01003430 TaqMan® Gene Expression Assay 4331182 KEAP1 

Hs00929425 TaqMan® Gene Expression Assay 4331182 NDUFB1 

Hs01101219 TaqMan® Gene Expression Assay 4331182 ATP5C1 

Hs00919163 TaqMan® Gene Expression Assay 4331182 ATP50 

Hs00354836 TaqMan® Gene Expression Assay 4331182 CASP1 

Hs00263981 TaqMan® Gene Expression Assay 4331182 CNP 

Hs01054576 TaqMan® Gene Expression Assay 4331182 FOXO1 

Hs00188193 TaqMan® Gene Expression Assay 4331182 SLC1A3 

Hs00936217 TaqMan® Gene Expression Assay 4331182 FOXO4 

Hs00892663 TaqMan® Gene Expression Assay 4331182 LMX1A 

Hs00232764 TaqMan® Gene Expression Assay 4331182 FOXA2 

Assay ID Assay Type Catalog Number Assay Name 

1182 TaqMan® microRNA Assay 4427975 mmu-miR-124a 

2216 TaqMan® microRNA Assay 4427975 hsa-miR-128a 

457 TaqMan® microRNA Assay 4427975 hsa-miR-132 

2247 TaqMan® microRNA Assay 4427975 hsa-miR-133b 

1129 TaqMan® microRNA Assay 4427975 mmu-miR-137 

1094 Control miRNA Assay 4427975 RNU44 

 
Immunocytochemistry of the BMPS 
BMPS were fixed in 4% paraformaldehyde, washed three times in PBS and then incubated for one hour in blocking solution 

(5% normal goat serum (NGS) in PBS with 0.4% TritonX). BMPS were incubated at 4°C for 48 hours with a combination of 

primary antibodies (Tab. 2) in 3% NGS, 0.1% TritonX in PBS. BMPS were washed in PBS three times and incubated with 

secondary antibody for one hour in PBS with 3% NGS at room temperature. Double immunostaining was visualized using 

the proper combination of secondary antibodies (e.g. goat anti-rabbit secondary antibody conjugated with Alexa 594 and 

goat anti-mouse secondary antibody conjugated with Alexa 488 (Molecular Probes). Nuclei were counterstained with 

DRAQ5 dye (Cell Signaling; 1:5000 in 1X PBS) or NucRed Live (Molecular Probes) for 15 minutes, mounted on slides with 

coverslips and Prolong Gold antifade reagent (Molecular Probes); negative controls were processed omitting the primary 

antibody. Images were taken using a Zeiss UV-LSM 510 confocal microscope. The experiments were performed in 

duplicates. 3D reconstruction was done using Imaris 7.6.4 software for scientific imaging. 
 
Tab. 2: Primary antibodies used in the experiments 

Antibody Host Type Source Dilution 

NF-H Rabbit Polyclonal Enzo 1:1000 

GFAP Rabbit Polyclonal Dako 1:500 

Olig1 Mouse Monoclonal Millipore 1:500 

CNPase Mouse Monoclonal Millipore 1:500 

Calbindin Mouse Monoclonal SIGMA 1:500 

NOGO-A Rabbit Polyclonal Santa Cruz 1:500 

Map2 Mouse Monoclonal Chemicon 1:1000 

MBP/ SMI99 Mouse Monoclonal COVANCE 1:1000 

SMI-32 Mouse Monoclonal Stenberger Monoclonals 1:2000 

Synaptophysin Mouse Monoclonal SIGMA 1:500 

VGLUT1 Rabbit Polyclonal Alpha Diagnostic 1:500 

TH Mouse Monoclonal Millipore 1:250 

Nestin Rabbit Polyclonal Millipore 1:200 

Ki67 Rabbit Polyclonal abcam 1:100 

Caspase3 Rabbit Polyclonal R&D 0.2µg/ml 

OLIG1 Mouse Monoclonal  Millipore 1:200 

TUJ1 Mouse Monoclonal Stemcell technologies 1:200 
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S100B Rabbit Polyclonal Santa Cruz 1:200 

 
Automated quantitation of cell types  
BMPS were differentiated for eight weeks. Randomly selected pictures from three experiments were acquired by confocal 

imaging and then analyzed with a custom algorithm created with the Cellomics TargetActivation (Thermo Fisher Scientific, 

Pittsburgh, PA) image-analysis software package. With this algorithm, we identified cells based on DRAQ5 stained nucleus 

and quantified oligodendrocytes and astrocytes based on staining of CNPase, NOGO1 and GFAP.  

 

Myelination assessment and quantification 
To calculate the percentage of axonal myelination, we used a semi-automated computer platform, termed computer-assisted 

evaluation of myelin formation (CEM) (Kerman et al., 2015), which uses NIH Image J built-in tools as well as Math lab 

processing functions. The results were generated as pixel counts and percent values. The percent of myelinated axons was 

calculated by dividing the pixel count for myelin by the pixel count for axons after cell body removal and multiplying by 

100. For each time point at least 18 fields from at least two independent experiments were analyzed.  

  

Electron microscopy 
BMPS aggregates were collected at two, four and eight weeks, respectively, and were fixed in 2% glutaraldehyde and 4% 

formaldehyde in 0.1M Sodium Cacodylate buffer (EMS, electron microscopy sciences) pH 7.4 with 3% sucrose and 3 mM 

CaCl2. Post-fixation was done with 2% osmium for 2 hours. The BMPS aggregates were then stained en bloc with 2% uranyl 

acetate in distilled water for 30 min and subsequently dehydrated in graded ethanol. Embed 812 (EMS) was used as the 

embedding media. Thin sections (70-80 nm) were cut on a Reichert Jung Ultracut E microtome and placed on formvar-

coated 100 mesh copper grids. The grids were stained with uranyl acetate followed by lead citrate and the sections were 

examined with a Zeiss Libra 120 electron microscope. 

 

Flow cytometry 
In order to quantify percentage of NPCs and neurons within the aggregates, flow cytometry for NPC and neuronal markers 

was performed according to a previously published protocol (Smirnova et al., 2015) with some optimization steps for 3D 

cultures: Aggregates were washed once with PBS/1mM EDTA and trypsinized directly in the well using TrypLE Express 

containing 4 units/ml DNAse for 30 min at 37°C on the shaker. Pipetting the aggregates up and down with a 1 ml syringe 

and a 26G3/8 needle ensured generation of single cell suspension. Cells were counted, washed once with PBS/1mM EDTA, 

fixed with 2% PFA for 20 min at 4 °C, washed twice with PBS/1%BSA and blocked for 30 min in blocking solution 

(PBS/1% BSA/0.15% saponin/10% NGS). 1x106 cells were stained for one hour at 4°C with fluorochrome-conjugated 

antibodies dissolved in blocking solution (Tab. 3).  

Unstained cells as well as cells incubated with isotype controls were used as negative controls to set the gates for 

measurements. Cells were washed twice with PBS/1%/BSA/0.15%/saponin, and once with PBS/1% BSA. Flow cytometry 

was performed using a Becton Dickinson FACSCalibur system by measuring 104 gating events per measurement. Data was 

analyzed using FlowJo v10 software (Tab. S1 at https://doi.org/10.14573/altex.1609122s1). 

  

Tab. 3: Antibodies for flow cytometry analysis 
Antibodies Host Type Source Dilution 

Alexa Fluor® 647 Nestin Mouse Monoclonal, clone 25 BD Pharmingen 1:05 

Alexa Fluor® 488 β-III-Tubulin Mouse Monoclonal, clone TUJ1 BD Pharmingen 1:05 

PerCP-Cy™ 5.5 Sox2 Mouse Monoclonal, clone 030-678 BD Pharmingen 1:20 

PerCP-Cy™ 5.5 Sox1 Mouse Monoclonal, clone N23-844 BD Pharmingen 1:20 

PE Doublecortin Mouse Monoclonal, clone 30 BD Pharmingen 1:20 

Alexa Fluor® 647 Ki67 Mouse Monoclonal, clone B56 BD Pharmingen 1:20 

 
Microelectrode array (MEA) recordings 
After eight weeks of differentiation, BMPS were plated on 48-well MEA plates (Axion Biosystems) previously coated with 

Matrigel. During ten days spontaneous electrical activity was recorded using the “Maestro” MEA platform and Axion’s 

Integrated Studio (AXIS) software (Axion Biosystems). Each well of the 48-well MEA plate contains 16 individual 

microelectrodes (~40-50 µm diameter, center-to-center spacing 350µm) with integrated ground electrodes, resulting in a 

total of 768 electrodes/plate. All recordings were performed at a constant temperature of 37˚C. Prior to twenty minutes 

recording the MEA plates were placed in the Maestro MEA platform and equilibrated for 5 min. AXIS software was used to 

control heating system and to monitor the recordings, which includes simultaneously sampling of the channels at 12.5 

kHz/channel with a gain of 1200x and a band pass filter of 200-5000 Hz. After recording the RAW-files were re-recorded 

with AXIS to convert the data into a spike file, which includes spike timing and profile information. A variable threshold 

spike detector was used for the spike-file and was set at six times standard deviations of the rms-noise on each channel. The 

spike file was later used for data analysis with NeuroExplorer® (Nex Technologies) to convert data into Microsoft Excel 

files. Using the function rate histogram, a summary of the spikes of all electrodes of one plate was put into one Excel sheet. 

Only electrodes that recorded activity higher than 0.05 spikes/sec at least once over the time measured were included for data 

analysis. 

  

Statistical analysis 
Statistical analyses were performed using GraphPad InStat 3. The Dunnett’s test was applied to all the experiments shown 

here that compare to a control group. Statistically significant values (p <0.01) are marked with an asterisk (*). For 
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myelination quantification at the different time points, a Kruskal-Wallis test was employed, statistical significance was 

considered for p values < 0.05. 

 

 
3 Results  
 
3.1 Development of a size-controlled BMPS 
Different technologies have been used to generate BMPS over the last three years, however, most studies published to date 

do not allow for controlling the organoid size and shape. The BMPS model established here followed a stepwise 

differentiation protocol (Fig. 1A). In the final step, cells were differentiated into various neuronal and glial cell types during 

constant gyratory shaking. This technique induced spherical shapes and controlled the size (below 350 μm) of the BMPS 

(Fig. 1C), a size that avoids necrosis in the center of the sphere due to nutrient and oxygen deprivation observed in larger 

spheroids (Fig. 2B c-d). This technique allows producing several batches with different conditions at the same time. Without 

the shaking condition, aggregates tend to stick together, grow in different shapes, attach to the bottom and in some point get 

necrotic in the middle of the sphere. Five days after initiation of aggregation in NPC medium, spheres were on average 130 ± 

5 μm in diameter. From day 17 onwards size remained constant around 310 μm. Different cell lines are behaving in different 

ways, and optimization of the speed is required in order to control the shape.  

 

 
Fig. 1: Characterization of BMPS during differentiation I. (A) Diagram of the differentiation protocol. (B) Co-immunostaining 
of MAP2+ neurons with the maturation marker Nestin at 2, 4, and 8 weeks showed a progressive increase of MAP2+ neurons 
and decrease of NES+ cells over time, demonstrating neuronal maturation. (C) Size of aggregates measured during the 3D 
neuronal differentiation. Negative days on the x-axis represent 3D cells cultured in NPC medium while positive days represent 
3D cells cultured in differentiation medium. Inserted phase contrast image shows several aggregates at 15 days of 
differentiation with an average diameter of 310 μm. (D) BMPS mRNA and miRNA expression of different markers during 
differentiation (d: right y-axis relative quantification of GRIN1 and GABRA1; MBP, FOXA2, and SLC1A3). (E) Flow cytometry 
population analysis of BMPS at different stages of differentiation. Scale Bar: 20 μm 
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3.2 Expression of CNS-specific genes and miRNA during development and differentiation of the BMPS 
model 
In order to characterize different stages of the differentiation and the maturation process, BMPS were collected every week 

up to eight weeks of differentiation (Fig. 1D, Fig S1A). Analysis of different neuronal and glial cell-specific genes by 

quantitative real-time reverse transcription polymerase chain reaction (RT-PCR) was performed to characterize the presence 

of neurons, astrocytes, oligodendrocytes and neural precursor cells (NPCs). Gene expression of the cell proliferation marker 

Ki67 decreased by 95% after two weeks of differentiation (Fig. 1D a). The remaining Ki67 expression is likely due to the 

presence of a small population of NPCs and other proliferating cell types such as oligodendrocytes and astrocytes (Fig. 1D 

b). After eight week differentiation, cells showed less than 2% Ki67 positive cells (Fig 3C e). Astrocyte specific genes 

(S100B and GFAP) showed a constant increase expression after two weeks, while oligodendrocyte genes were observed 

later, after six weeks of differentiation, as shown by OLIG2 gene expression (Fig. 1D b).  

Gene expression of specific neurotransmitters or their receptors was used to characterize the identity of different 

neuronal populations (Fig. 1D d). GRIN1, which encodes the essential Glutamate [NMDA] receptor subunit zeta-1(Monyer 

et al., 1992), was increased at very early stages of differentiation (one week after induction of differentiation) and continued 

to increase up to five weeks (Fig. 1D d). Similarly, Glutamate decarboxylase 1 (GAD1), a GABAergic neuronal gene 

marker, showed increased expression during the first four weeks of differentiation, reaching a plateau thereafter. GABRA1, 

which encodes the gamma-aminobutyric acid (GABA) receptor showed a steady increase of expression after two weeks and 

reached its maximal increase of a 150-fold change at eight weeks compared to week 0 (Fig. 1D d). The expression of 

tyrosine hydroxylase (TH) a gene, that identifies dopaminergic neurons, was observed first after three weeks, showing 

delayed differentiation compared to glutamatergic neurons. Moreover other markers for specific part of the brain, such as 

ventral midbrain neuron marker LMX1A, FOXO1 and FOXA2 (Hedlund et al., 2016; Stott et al., 2013), cerebral cortex 

marker FOXO4, or markers for myelination CNP and MBP (Li and Richardson, 2008; Agrawal et al., 1994) and L-glutamate 

transport SLC1A6 (Sery et al., 2015) has been studied (Fig. 1D d). 

MicroRNAs (miRNA), known as posttranscriptional regulators of developmental timing, have been established as 

markers for study of the neural differentiation process (Li and Jin, 2010) and were used here to characterize the BMPS. mir-

124, the most abundant brain miRNA, was strongly expressed in the earlier stages of differentiation, then slightly down-

regulated at eight weeks of differentiation. This finding correlates with previous studies, where mir-124 was shown to 

promote neuronal lineage commitment at early stages of neural stem cells specification by targeting anti-neuronal factors (Li 

and Jin, 2010). mir-128, a modulator of late neural differentiation, was strongly up-regulated after five weeks of 

differentiation. mir-137, the most induced miRNA over time in our system, is known as a regulator of neural differentiation 

in embryonic stem cells (ESCs) (Tarantino et al., 2010). mir-132 and mir-133b, which are involved in regulation of 

dopaminergic neuron maturation and function, were induced at week three of differentiation, a finding, that correlates with 

the gene expression pattern of TH (Fig. 1D d). These results support the view of a coordinated mechanism of neuronal 

differentiation as reflected by the patterns of neuronal gene and miRNA expression and neuronal neurotransmitter identity. 

 

3.3 Characterization by flow cytometry analysis shows neuronal maturation of the human iPSC derived 
BMPS over time 
In order to quantify cell populations in the iPSC-derived BMPS and verify the reproducibility between experiments and 

batches of the cell line (C1, CRL-2097), flow cytometry was performed at different stages of differentiation using CNS-

specific antibodies (Tab. 1). Flow cytometry allowed quantifying 60% of cells with proliferation marker (Ki67) at the NPCs 

stage (week 0), which was reduced during differentiation down to 9% at two weeks, 7% at four weeks and 1% at eight weeks 

(Fig. 1E, 3Ce). This confirms the gene expression data and indicates a fast reduction of proliferating cells after induction of 

differentiation. The number of SOX1-, SOX2- and NES-positive (NPC marker) cells in the NPC population (week 0) was 

46%, 68% and 60%, respectively. SOX1, SOX2 and NES expression was reduced dramatically with differentiation, showing 

very low positive populations at eight weeks (2%, 3% and 2%, respectively). The reduction in the NPC cell population 

during differentiation was corroborated by the measurement of Doublecortin (DCX), a microtubule-associated protein 

expressed in neuroblasts and immature neurons: The number of DCX-positive cells in NPC (week 0) was around 30%, 

which reduced to 22 % at two, 17% at four and 4% at eight weeks, respectively. The marker for mature neurons, Tuj1 

(neuron-specific class III beta-tubulin) presented the opposite pattern. Analysis showed low levels of TUJ1-positive cells at 

the NPC stage (week 0) with increase for up to 70% of positive cells after two weeks of differentiation that remained 

constant until eight weeks, which is in agreement with existing data published by Pasca and collaborators (Pasca et al., 

2015).  

Quantification of the cell population in at least three independent experiments showed low variability between 

cultures, demonstrating the reproducibility of the system. The variation (standard deviation, SD) between experiments 

decreased with the cell differentiation process and was very small at the latest maturation stage (eight weeks); DCX SD 0.9 

%, Ki67 SD 0.2%, SOX1 SD 0.7%, SOX2 SD 1.2%, NES SD 0.7% and Tuj1 SD 9,8% (Fig. 1E). These results indicate that 

after eight weeks of differentiation the cellular composition is similar and shows high reproducibility between different 

BMPS experiments. 

 

3.4 Immunohistochemistry and electron microscopy reveal a variety of differentiated and mature cell 

types in the BMPS, including functional oligodendrocytes  

In order to further assess the cellular composition and the maturation of the cells within the human BMPS, 

immunohistochemistry and electron microscopy techniques were employed. We observed different neuronal subtypes in the 

BMPS including dopaminergic (TH-positive neurons), glutamatergic (VGLUT1-positive neurons) and GABAergic 

interneurons (CALBINDIN-positive neurons) (Fig. 3A). Moreover, the BMPS matured over time of differentiation as seen 

http://en.wikipedia.org/wiki/Microtubule
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by decreased Nestin-positive cells (Fig. 1B) and increased cell-cell interactions (neuron-neuron and neuron-glia) as subsets 

of neurons showed several processes, resembling dendritic and axonal projections (Fig. 3A, Video at 

https://doi.org/10.14573/altex.1609122s2). 

 
Fig. 2: Characterization of BMPS during differentiation II. (A) Comparison of expression of neuronal and glial markers at 2 
and 8 weeks. At 2 weeks, oligodendrocytes (O1, CNPase and NOGOA) were identified without a preferential localization (a, b, 
e, f, i, j), later they resemble human oligodendrocytes and localize in close proximity with axons (c, d, g, h, k, l). At 2 weeks 
there are few MAP2-positive cells without identifiable neuronal shape (I, j) whereas at 8 weeks the MAP2+ cells acquire a well-
defined dendritic network (k, l). The number of astrocytes and density of the astroglial network increased with time of 
differentiation (GFAP) (g, h). (B) Co-immunostaining of neurons (MAP2) with cell-division marker KI67 showed that some cells 
are dividing at 8 weeks (a, b). There was also a small degree of apoptosis demonstrated by positive staining with CASP3 at 8 
weeks (c). CASP 3-positive nuclei did not co-localize with mature neurons (d). (C) Ultrastructure analysis by electron 
microscopy at 8 weeks BMPS showed evidence of cell-to-cell junctions demonstrating functional interactions between the cells 
(arrows, a, b). Nuclear variation was confirmed by the presence of a few apoptotic nuclei (c) and normal healthy nuclei (d). NF: 
Neurofilament-heavy-chain, MAP2: Microtubule-associated-protein 2, GFAP: Glial-fibrillary-acidic protein, O1: Olig1, CNPase: 
2',3'-Cyclic-nucleotide-3'-phosphodiesterase. CASP3: Caspase3.  
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Fig. 3: Morphologic characterization of mature human BMPS. (A) At 8 weeks, neuronal populations exhibited a diversity of 
neurotransmitter identities as shown by identification of dopaminergic TH+ (a, b), glutamatergic VGLUT1+ (c, d) and GABAergic 
calbindin+ (e, f) neurons. Neurons disclosed characteristic axons (NF) and synaptic proteins (SYN) (g, h). (B) Two distinctive 
glial populations were identified in close interaction with neuronal populations, GFAP+ astroglia and CNPase+, O1+, NOGOA+ 
oligodendroglia. O1+ oligodendrocytes were closely associated with axonal processes (NF) (a, b), CNPase+ oligodendroglia 
appeared mixed among GFAP+ astroglia (c, d) and exhibited the characteristic multipolar glial processes, which extended from 
the perykaria (e, f). NOGOA+ cells were associated with MAP+ neurons (g, h). (C) Example of custom algorithm created using 
the Cellomics Target Activation image-analysis software package to study astrocytes and oligodendrocytes (a, b, c, d). 
Quantification of cell populations as a percentage of the total nuclei count of GFAP, Calbinding, CNPase, NOGOA, Olig1, Ki67 
and Caspase positive cells at 8 weeks (e). (D) Co-expression of mature oligodendroglia markers (MBP and O2). (E) Expression 
of neuronal markers (VGLUT, TUJ1, SYN).  

 

A subset of neuroglial cells exhibited immunoreactivity for markers such as NOGOA, O1, O2 and CNPase (Fig. 

2A a-l, Fig. 3B a-j, Fig. 2D, Fig. S1A), which identifies the presence of mature oligodendrocytes in the BMPS (Deng and 

Poretz, 2003; Schwab, 2010). Automatic image quantification showed that oligodendrocytes (CNPase, NOGOA and Olig1) 

comprised 3, 9 and 11% of the total cell population, respectively, at eight weeks of differentiation (Fig. 3C e). Similar to the 

in vivo physiology, these cells were immunoreactive for myelin basic protein (MBP) (Fig. 4), which characterizes 

myelinating oligodendrocytes (Fancy et al., 2011). Moreover, they had morphological features of normal human 

oligodendrocytes in vivo and appeared in close contact with neuronal processes (Fig 2A, Fig. 3 a-b, Fig. 4).  

This pattern of immunostaining suggests that oligodendrocytes within the BMPS are functional and myelinate 

axons. MBP expression increased with time of differentiation (Fig. 4A). Morphometric studies of neuronal processes 

identified by immunostaining with NF antibodies and MBP markers were used to estimate the percentage of myelinated 
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axons within the BMPS (Kerman et al., 2015) with an average of 4% at two weeks, 25% at four weeks and 42% at eight 

weeks of differentiation (p < 0.001) (Fig. 4C). All analyzed BMPS showed similar extent of myelination at the same 

differentiation window. Percentages have been calculated as the mean of at least 18 microscopy fields from at least 3 

individual BMPS in 2 different experiments. Ultrastructural analysis by electron microscopy demonstrated oligodendrocyte 

cell projections that enwrapped cell processes resembling axons after eight weeks of differentiation (Fig. 4D b). 

GFAP-positive cells formed numerous cell processes organized in a network typical for human astrocytic 

processes in vivo, with established contacts to other glial cells and neurons (Fig. 3B c, d, e, f and Fig. 2A). Imaging 

quantification revealed 19% of astrocytes in the total population (Fig. 3C). Altogether, cell morphology, immunostaining and 

cell-cell interactions shown by neuronal and glial cell populations demonstrates that the BMPS recapitulates cellular types 

and patterns of interactions seen in the human CNS and can therefore be considered organotypic. The micropysiological 

system published by Pasca et al. has shown similar quantity of GFAP-positive cells but at later stages of differentiation 

(Pasca et al., 2015). 

The morphology of cell nuclei observed by immunocytochemistry and electron microscopy showed some 

variations attributed to (i) cell proliferation as seen by positive staining for Ki67 and NES markers and (ii) nuclear 

fragmentation likely associated with apoptosis as indicated by CASPASE-3 staining (Fig. 2B and 2C). This variation likely 

reflects the active stages of cell differentiation that BMPS exhibit during development (Meijer et al., 2012). Importantly, 

Caspase 3-positive nuclei did not concentrate in the center of the spheres (Fig. 2B) and thus do not appear linked to 

deprivation of oxygen or nutrients. Caspase has been quantified at eight weeks in BMPS (Fig. 3C e). 

  

 
 
Fig. 4: Myelination in BMPS. (A) Co-immunostaining of neurons (NF) and the myelin marker MBP at 2, 4, and 8 weeks of 
differentiation (a, b, c, respectively) showed progressive increase of MBP+ cells in association with axonal processes. (B) 3D-
reconstruction based on confocal z-stacks at 8 weeks demonstrating a “wrapping” myelinating process, which resembled the 
myelination of axons in human CNS. (C) MBP+ oligodendrocytes (green) issued processes in close association with axons (red) 
and seemed to enwrap them at 8 weeks (a, b, c). Myelination calculated as the mean percentage MBP positive oligodendrocyte 
processes coverage of NF-positive axons (a, b, c) at 2, 4 and 8 weeks in at least two independent experiments showed 
significant increase of myelination observed with time of differentiation (p < 0.001) (d). (D) Electron microscopy analysis of 
BMPS at 4 and 8 weeks of differentiation identified morphology of axonal structures and cells, which appeared to be 
oligodendrocytes (a). Myelinating-like processes, which closely resembled cross-sections of myelinated axons of the CNS, 
were identified at 8 weeks of differentiation (b).  

 
3.5 The BMPS model exhibits neuronal functionality revealed by spontaneous electrical activity 
To test the neuronal physiological properties of the cells within the BMPS model, spontaneous electrical activity in BMPS 

was analyzed by multi-electrode array (MEA) (Fig. 5D). Spontaneous electrical activity was measured from one week after 

plating up to two weeks. The activity was recorded for 20 minutes at seven different days. Electrodes were considered active 

when the recorded activity was above 0.05 spikes/sec. Fig. 5A shows a representative heat-map of a 48-well MEA plate from 

one 20-minute recording. The heat map represents the spike amplitude (μV) with a minimum of 0 μV and maximum of 40 

μV (Fig. 5A). The spikes showed a common waveform between different electrodes and measurements (Fig. 5B) and 
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neurons were repeatedly firing (Fig. 5B). 25 electrodes, distributed over 19 wells, were included after the first step of data 

analysis. 20 to 40% of these 25 electrodes reached the threshold of 0.05 spikes/sec during each recording. Fig. 5F shows the 

spike events of active electrodes from one representative 20-minute recording. These data show the potential use of MEA for 

measuring electrical activity of the 3D BMPS. However, further optimization of the protocol is needed to increase the 

measurement of the neuronal activity on the electrodes. 

 

 
Figure 5. Electrical activity as a neuronal function of the BMPS. Cells were cultured in 3D for 8 weeks and then cultured in 
48-well MEA plates for 4 more weeks. (A) Heat map recordings from a 48-well plate. Illustration of an active well showing (B) 
spike morphology and (C) spike activity. (D and E) Phase-contrast imaging of the mini-brains on MEAs, electrode diameter is 
40-50 µm and inter-electrode space is 350 µm. (F) Activity pattern recordings over 0.05 spikes/sec of the electrode over 10 min. 

 
 
4 Discussion  

 
The human BMPS model is a versatile tool for more complex testing platforms as well as for research into CNS physiology, 

mechanisms associated with (developmental) neurotoxicity and pathogenesis of neurological disorders. Stem cell-derived 

brain model systems developed in the past few years have shown the capability to recapitulate some of the in vivo biological 

processes (Juraver-Geslin and Durand, 2015; Nakano et al., 2012; Krug et al., 2014) and have an advantage over other 

classical in vitro models as they facilitate the study of various differentiation mechanisms, developmental processes and 

diseases (Lancaster et al., 2013). Combining stem cells with emerging culturing techniques such as 3D culture (Alépée et al., 

2014; Hartung, 2014) promotes the development of new more complex human in vitro models, such as microphysiological 

systems (Andersen et al., 2014; Marx et al., 2016), that enhance modeling of the in vivo brain (Pasca et al., 2015; Lancaster 

et al., 2013). However, they often require complicated protocols that may reduce the reproducibility of the system and make 

it difficult to use in other fields such as chemical toxicity and drug screening. Some of these complex organoids models are 

also limited by large diameters, which can lead to extensive cell death in the middle due to insufficient diffusion of oxygen 

and nutrients (Lancaster et al., 2013) and other artifacts. Recently, attempts to generate more reproducible brain 

microphysiological systems were published using rat primary cortical tissue (Dingle et al., 2015). In this study, we have 

developed a human in vitro model by the gyratory shaking technique that enables reliably generation of a high number 

(about 500 per six-well plate) of viable BMPS that are homogeneous in size and shape. Control of size allowed us to keep 
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cell aggregates below 350 μM in diameter (Fig. 1C) and avoid disparate morphology and/or necrosis in the center of the 

spheres. Moreover, the BMPS showed reproducible cell composition by immunomorphological quantification, assessment of 

imaging-based endpoints and flow cytometry analysis. 

The 3D differentiation protocol for the BMPS covers stages from neuronal precursors to different cell types of the 

mature CNS. At two weeks, BMPS consisted of an immature population of cells, showing minimal neuronal networks, a low 

percentage of mature astrocytes and oligodendrocytes, and minimal but early stages of myelin basic protein (MBP) 

expression (Fig. 1D and Fig. 2A). iPSC differentiation into mature BMPS was indicated by decreasing NES expression over 

time and a progressive expression of mature neuronal and glial markers such as MAP2, GFAP, O1 and MBP. Gene 

expression studies, flow cytometry, image analysis, immunostaining and miRNA studies have shown increase of cell 

maturation markers, which follow the BMPS differentiation (Fig. 1, 2, 3 and 4). The presence of GABAergic neurons, 

dopaminergic neurons and glutamatergic neurons was documented by immunohistochemistry and real-time PCR data (Fig. 

1D, Fig. 3A and 3E). Moreover, the BMPS showed spontaneous electrical activity (Fig. 5), indicating neuronal functionality 

of the system. 

Most of the recent BMPS published are entirely focused on neurons and not glial populations (Park et al., 2015; 

Dolle et al., 2014). Since astrocytes and oligodendrocytes play important roles during neuronal development, plasticity and 

injury, the presence of glial cell populations in this BMPS model provides an excellent opportunity for the evaluation of 

neuronal-glial interactions and the role of glia in pathogenesis and toxicity processes. Astrocytes have an important role in 

protecting neurons, increasing neuronal viability and mitochondrial biogenesis from both exogenous (e.g. chemicals) and 

endogenous toxicity (Shinozaki et al., 2014; Aguirre-Rueda et al., 2015), especially against oxidative stress (Shao et al., 

1997; Schwab and McGeer, 2008). Thus, their presence in a biological system to study disease and neurotoxicity is crucial. 

Immunohistochemistry and RT-PCR results showed increasing numbers of astrocytes (GFAP-positive cells) in the BMPS 

model (Fig. 2A, Fig. 1D, 3B) reaching 19% astrocytes of the total cell population at eight weeks (day 56, Fig. 3C), which is 

earlier than in previously described cortical spheroids, where similar proportions of GFAP-positive cells were observed first 

at day 181, at day 86 the number of GFAP+ cells was below 10% (Pasca et al., 2015). We acknowledge that there is a subset 

of the GFAP+ cells that could still be radial glia as there is some nestin expression even after 8 weeks of development (Lyck 

et al., 2008; DeAzevedo et al., 2003). 

The most novel element of this BMPS is the presence of mature human oligodendrocytes with myelination 

properties. Immunocytochemical and ultrastructural studies confirmed the morphological identity of these cells (Fig. 4D) as 

multiple markers for mature oligodendrocytes were expressed by rounded cells with branching processes and membrane 

sheaths that are similar to the ones found in humans in vivo. The structure and morphology was further confirmed by 

electron microscopy. Quantitative assessment of the myelination process of MBP immunostaining along axons showed an 

increase over time of differentiation reaching 42% of myelinated axons at eight weeks (Fig. 4C). 3D reconstruction of 

confocal z-stacks images (Fig. 4B) and electron microscopy confirmed the wrapping of axonal structures after eight weeks of 

differentiation (Fig. 4D). These findings are of particular relevance since myelin is a critical element for proper neuronal 

function and development, and the covering of axons by myelin allows faster action potential transmission, reduces axonal 

energy consumption and protects the axons from degeneration (Nave, 2010). Furthermore, recent evidence suggests that 

oligodendrocytes and myelin have a role in the metabolic support of axons independent of their role in action potential 

conduction, highlighting their importance in neuronal survival (Saab et al., 2013). Very few in vitro models have been 

developed that can capture the myelination process and most of them are derived from rodent primary cells (Lariosa-

Willingham et al., 2016; Schott et al., 2016; Bourre et al., 1979). Some recent studies demonstrate human myelinating 

oligodendrocytes derived from iPSC (Uemura et al., 2014; Wang et al., 2013), however, only by introducing the cells into 

mice. To our knowledge, this is the first time that a 3D human microphysiological system, consisting of different types of 

neurons and glial cells, has achieved such a high percentage of myelination. The ability to assess oligodendroglia function 

and mechanisms associated with myelination in this BMPS model provides an excellent tool for future studies of 

neurological disorders such as multiple sclerosis and other demyelinating disorders. As an illustration it was recently 

discovered that astroglia cells could promote oligodendrogenesis via secreted molecules (Jiang et al., 2016). A human BMPS 

that consist of neurons, astrocytes and oligodendrocytes is essential to evaluate this mechanism further and to develop a 

potential therapy for demyelinating disorders. 

In conclusion, the BMPS showed here replicates crucial aspects of brain physiology and functionality. The 

potential for studying developmental and neurodegenerative disorders, brain infections, toxicity and trauma with such a 

system is growing. Furthermore, the potential to use iPSCs from different donors adds a personalized component to these 

studies. The high reproducibility and relatively simple protocol, enables future medium-throughput (96-well format) testing 

of chemicals, drugs and their potential to induce or treat diseases.  

 

 

References 
Agrawal, H. C., Sprinkle, T. J. and Agrawal, D. (1994). In vivo phosphorylation of 2',3'-cyclic nucleotide 3'-

phosphohydrolase (CNP): CNP in brain myelin is phosphorylated by forskolin- and phorbol ester-sensitive protein 

kinases. Neurochem Res 19, 721-728. https://doi.org/10.1007/BF00967712 

Aguirre-Rueda, D., Guerra-Ojeda, S., Aldasoro, M. et al. (2015). Astrocytes protect neurons from Abeta1-42 peptide-

induced neurotoxicity increasing TFAM and PGC-1 and decreasing PPAR-gamma and SIRT-1. Int J Med Sci 12, 

48-56. https://doi.org/10.7150/ijms.10035 

Alépée, N., Bahinski, A., Daneshian, M. et al. (2014). State-of-the-art of 3D cultures (organs-on-a-chip) in safety testing and 

pathophysiology. ALTEX 31, 441-477. https://doi.org/10.14573/altex1406111 

Andersen, M. E., Betts, K., Dragan, Y. et al. (2014). Developing microphysiological systems for use as regulatory tools--

challenges and opportunities. ALTEX 31, 364-367. https://doi.org/10.14573/altex.1405151 

https://doi.org/10.1007/BF00967712
https://doi.org/10.7150/ijms.10035
https://doi.org/10.14573/altex1406111
https://doi.org/10.14573/altex.1405151


ALTEX Online first  
published November 24, 2016, version 3 

https://doi.org/10.14573/altex.1609122 
 

12 

 

Bourre, J. M., Honegger, P., Daudu, O. et al. (1979). The lipid composition of rat brain aggregating cell cultures during 

development. Neurosci Lett 11, 275-278. https://doi.org/10.1016/0304-3940(79)90007-7 

Brubaker, C. J., Schmithorst, V. J., Haynes, E. N. et al. (2009). Altered myelination and axonal integrity in adults with 

childhood lead exposure: a diffusion tensor imaging study. Neurotoxicology 30, 867-875. 

https://doi.org/10.1016/j.neuro.2009.07.007 

Chomczynski, P. and Sacchi, N. (1987). Single-step method of RNA isolation by acid guanidinium thiocyanate-phenol-

chloroform extraction. Anal Biochem 162, 156-159. https://doi.org/10.1006/abio.1987.9999 

Creeley, C. E., Dikranian, K. T., Johnson, S. A. et al. (2013). Alcohol-induced apoptosis of oligodendrocytes in the fetal 

macaque brain. Acta Neuropathol Commun 1, 23. https://doi.org/10.1186/2051-5960-1-23 

DeAzevedo, L. C., Fallet, C., Moura-Neto, V. et al. (2003). Cortical radial glial cells in human fetuses: Depth-correlated 

transformation into astrocytes. Journal of Neurobiology 55, 288-298. https://doi.org/10.1002/neu.10205 

Deng, W. and Poretz, R. D. (2003). Oligodendroglia in developmental neurotoxicity. Neurotoxicology 24, 161-178. 

https://doi.org/10.1016/S0161-813X(02)00196-1 

Dingle, Y. L., Boutin, M. E., Chirila, A. M. et al. (2015). Three-Dimensional Neural Spheroid Culture: An In Vitro Model 

for Cortical Studies. Tissue Eng Part C Methods https://doi.org/10.1089/ten.tec.2015.0135 

Dolle, J. P., Morrison, B., 3rd, Schloss, R. S. et al. (2014). Brain-on-a-chip microsystem for investigating traumatic brain 

injury: Axon diameter and mitochondrial membrane changes play a significant role in axonal response to strain 

injuries. Technology (Singap World Sci) 2, 106. https://doi.org/10.1142/S2339547814500095 

Fancy, S. P., Chan, J. R., Baranzini, S. E. et al. (2011). Myelin regeneration: a recapitulation of development? Annu Rev 

Neurosci 34, 21-43. https://doi.org/10.1146/annurev-neuro-061010-113629 

Fumagalli, M., Lecca, D. and Abbracchio, M. P. (2016). CNS remyelination as a novel reparative approach to 

neurodegenerative diseases: The roles of purinergic signaling and the P2Y-like receptor GPR17. 

Neuropharmacology 104, 82-93. https://doi.org/10.1016/j.neuropharm.2015.10.005 

Garcia, S. J., Seidler, F. J. and Slotkin, T. A. (2005). Developmental neurotoxicity of chlorpyrifos: targeting glial cells. 

Environ Toxicol Pharmacol 19, 455-461. https://doi.org/10.1016/j.etap.2004.12.007 

Hartung, T. (2007). Food for thought... on cell culture. ALTEX 24, 143-152.  

Hartung, T. (2008). Thoughts on limitations of animal models. Parkinsonism Relat Disord 14 Suppl 2, S81-83. 

https://doi.org/10.1016/j.parkreldis.2008.04.003 

Hartung, T. (2013). Look back in anger - what clinical studies tell us about preclinical work. ALTEX 30, 275-291. 

https://doi.org/10.14573/altex.2013.3.275 

Hartung, T. (2014). 3D - a new dimension of in vitro research. Adv Drug Deliv Rev 2014 Apr, 69-70:vi. 

https://doi.org/10.1016/j.addr.2014.04.003 

Hedlund, E., Belnoue, L., Theofilopoulos, S. et al. (2016). Dopamine Receptor Antagonists Enhance Proliferation and 

Neurogenesis of Midbrain Lmx1a-expressing Progenitors. Sci Rep 6, 26448. https://doi.org/10.1038/srep26448 

Jiang, P., Chen, C., Liu, X. B. et al. (2016). Human iPSC-Derived Immature Astroglia Promote Oligodendrogenesis by 

Increasing TIMP-1 Secretion. Cell Rep 15, 1303-1315. https://doi.org/10.1016/j.celrep.2016.04.011 

Juraver-Geslin, H. A. and Durand, B. C. (2015). Early development of the neural plate: new roles for apoptosis and for one 

of its main effectors caspase-3. Genesis 53, 203-224. https://doi.org/10.1002/dvg.22844 

Kadoshima, T., Sakaguchi, H., Nakano, T. et al. (2013). Self-organization of axial polarity, inside-out layer pattern, and 

species-specific progenitor dynamics in human ES cell-derived neocortex. Proc Natl Acad Sci U S A 110, 20284-

20289. https://doi.org/10.1073/pnas.1315710110 

Kerman, B. E., Kim, H. J., Padmanabhan, K. et al. (2015). In vitro myelin formation using embryonic stem cells. 

Development 142, 2213-2225. https://doi.org/10.1242/dev.116517 

Krug, A. K., Gutbier, S., Zhao, L. et al. (2014). Transcriptional and metabolic adaptation of human neurons to the 

mitochondrial toxicant MPP(+). Cell Death Dis 5, e1222. https://doi.org/10.1038/cddis.2014.166 

Lancaster, M. A., Renner, M., Martin, C. A. et al. (2013). Cerebral organoids model human brain development and 

microcephaly. Nature 501, 373-+. https://doi.org/10.1038/nature12517 

Lariosa-Willingham, K. D., Rosler, E. S., Tung, J. S. et al. (2016). Development of a central nervous system axonal 

myelination assay for high throughput screening. BMC Neurosci 17, 16. https://doi.org/10.1186/s12868-016-0250-

2 

Li, H. and Richardson, W. D. (2008). The evolution of Olig genes and their roles in myelination. Neuron Glia Biol 4, 129-

135. https://doi.org/10.1017/S1740925X09990251 

Li, X. and Jin, P. (2010). Roles of small regulatory RNAs in determining neuronal identity. Nat Rev Neurosci 11, 329-338. 

https://doi.org/10.1038/nrn2739 

Livak, K. J. and Schmittgen, T. D. (2001). Analysis of relative gene expression data using real-time quantitative PCR and the 

2(-Delta Delta C(T)) Method. Methods 25, 402-408. https://doi.org/10.1006/meth.2001.1262 

Lyck, L., Dalmau, I., Chemnitz, J. et al. (2008). Immunohistochemical markers for quantitative studies of neurons and glia in 

human neocortex. Journal of Histochemistry & Cytochemistry 56, 201-221. 

https://doi.org/10.1369/jhc.7A7187.2007 

Marx, U., Andersson, T. B., Bahinski, A. et al. (2016). Biology-inspired microphysiological system approaches to solve the 

prediction dilemma of substance testing. ALTEX 33, 272-321. https://doi.org/10.14573/altex.1603161 

Meijer, D. H., Kane, M. F., Mehta, S. et al. (2012). Separated at birth? The functional and molecular divergence of OLIG1 

and OLIG2. Nat Rev Neurosci 13, 819-831. https://doi.org/10.1038/nrn3386 

Monyer, H., Sprengel, R., Schoepfer, R. et al. (1992). Heteromeric NMDA receptors: molecular and functional distinction of 

subtypes. Science 256, 1217-1221. https://doi.org/10.1126/science.256.5060.1217 

https://doi.org/10.1016/0304-3940%2879%2990007-7
https://doi.org/10.1016/j.neuro.2009.07.007
https://doi.org/10.1006/abio.1987.9999
https://doi.org/10.1186/2051-5960-1-23
https://doi.org/10.1002/neu.10205
https://doi.org/10.1016/S0161-813X%2802%2900196-1
https://doi.org/10.1089/ten.tec.2015.0135
https://doi.org/10.1142/S2339547814500095
https://doi.org/10.1146/annurev-neuro-061010-113629
https://doi.org/10.1016/j.neuropharm.2015.10.005
https://doi.org/10.1016/j.etap.2004.12.007
https://doi.org/10.1016/j.parkreldis.2008.04.003
https://doi.org/10.14573/altex.2013.3.275
https://doi.org/10.1038/srep26448
https://doi.org/10.1016/j.celrep.2016.04.011
https://doi.org/10.1002/dvg.22844
https://doi.org/10.1073/pnas.1315710110
https://doi.org/10.1242/dev.116517
https://doi.org/10.1038/cddis.2014.166
http://dx.doi.org/10.1038/nature12517
http://dx.doi.org/10.1186/s12868-016-0250-2
http://dx.doi.org/10.1186/s12868-016-0250-2
http://dx.doi.org/10.1017/S1740925X09990251
http://dx.doi.org/10.1038/nrn2739
http://dx.doi.org/10.1006/meth.2001.1262
http://dx.doi.org/10.1369/jhc.7A7187.2007
https://doi.org/10.14573/altex.1603161
http://dx.doi.org/10.1038/nrn3386
https://doi.org/10.1126/science.256.5060.1217


ALTEX Online first  
published November 24, 2016, version 3 

https://doi.org/10.14573/altex.1609122 
 

13 

 

Nakano, T., Ando, S., Takata, N. et al. (2012). Self-formation of optic cups and storable stratified neural retina from human 

ESCs. Cell Stem Cell 10, 771-785. https://doi.org/10.1016/j.stem.2012.05.009 

Nave, K. A. (2010). Myelination and support of axonal integrity by glia. Nature 468, 244-252. 

https://doi.org/10.1038/nature09614 

Nieweg, K., Andreyeva, A., van Stegen, B. et al. (2015). Alzheimer's disease-related amyloid-beta induces synaptotoxicity in 

human iPS cell-derived neurons. Cell Death Dis 6, e1709. https://doi.org/10.1038/cddis.2015.72 

Park, J., Lee, B. K., Jeong, G. S. et al. (2015). Three-dimensional brain-on-a-chip with an interstitial level of flow and its 

application as an in vitro model of Alzheimer's disease. Lab Chip 15, 141-150. https://doi.org/10.1039/c4lc00962b 

Pasca, A. M., Sloan, S. A., Clarke, L. E. et al. (2015). Functional cortical neurons and astrocytes from human pluripotent 

stem cells in 3D culture. Nat Methods 12, 671-678. https://doi.org/10.1038/nmeth.3415 

Raitano, S., Ordovas, L., De Muynck, L. et al. (2015). Restoration of progranulin expression rescues cortical neuron 

generation in an induced pluripotent stem cell model of frontotemporal dementia. Stem Cell Reports 4, 16-24. 

https://doi.org/10.1016/j.stemcr.2014.12.001 

Saab, A. S., Tzvetanova, I. D. and Nave, K. A. (2013). The role of myelin and oligodendrocytes in axonal energy 

metabolism. Curr Opin Neurobiol 23, 1065-1072. https://doi.org/10.1016/j.conb.2013.09.008 

Schmidt, B. Z., Lehmann, M., Gutbier, S. et al. (2016). In vitro acute and developmental neurotoxicity screening: an 

overview of cellular platforms and high-throughput technical possibilities. Arch Toxicol. Epub Aug 4. 

https://doi.org/10.1007/s00204-016-1805-9 

Schott, J. T., Kirby, L. A., Calabresi, P. A. et al. (2016). Preparation of Rat Oligodendrocyte Progenitor Cultures and 

Quantification of Oligodendrogenesis Using Dual-infrared Fluorescence Scanning. J Vis Exp 

https://doi.org/10.3791/53764 

Schwab, C. and McGeer, P. L. (2008). Inflammatory aspects of Alzheimer disease and other neurodegenerative disorders. J 

Alzheimers Dis 13, 359-369.  

Schwab, M. E. (2010). Functions of Nogo proteins and their receptors in the nervous system. Nat Rev Neurosci 11, 799-811. 

https://doi.org/10.1038/nrn2936 

Sery, O., Sultana, N., Kashem, M. A. et al. (2015). GLAST But Not Least--Distribution, Function, Genetics and Epigenetics 

of L-Glutamate Transport in Brain--Focus on GLAST/EAAT1. Neurochem Res 40, 2461-2472. 

https://doi.org/10.1007/s11064-015-1605-2 

Shao, Y., Gearing, M. and Mirra, S. S. (1997). Astrocyte-apolipoprotein E associations in senile plaques in Alzheimer 

disease and vascular lesions: a regional immunohistochemical study. J Neuropathol Exp Neurol 56, 376-381. 

https://doi.org/10.1097/00005072-199704000-00006 

Shinozaki, Y., Nomura, M., Iwatsuki, K. et al. (2014). Microglia trigger astrocyte-mediated neuroprotection via purinergic 

gliotransmission. Sci Rep 4, 4329. https://doi.org/10.1038/srep04329 

Smirnova, L., Hogberg, H. T., Leist, M. and Hartung, T. (2013). Developmental neurotoxicity - challenges in the 21st 

century and in vitro opportunities. ALTEX 31, 129-156. https://doi.org/10.14573/altex.1403271 

Smirnova, L., Seiler, A. E. and Luch, A. (2015). microRNA Profiling as Tool for Developmental Neurotoxicity Testing 

(DNT). Curr Protoc Toxicol 64, 20 29 21-20 29 22. https://doi.org/10.1002/0471140856.tx2009s64 

Stott, S. R., Metzakopian, E., Lin, W. et al. (2013). Foxa1 and foxa2 are required for the maintenance of dopaminergic 

properties in ventral midbrain neurons at late embryonic stages. J Neurosci 33, 8022-8034. 

https://doi.org/10.1523/JNEUROSCI.4774-12.2013 

Takahashi, K., Tanabe, K., Ohnuki, M. et al. (2007). Induction of pluripotent stem cells from adult human fibroblasts by 

defined factors. Cell 131, 861-872. https://doi.org/10.1016/j.cell.2007.11.019 

Tarantino, C., Paolella, G., Cozzuto, L. et al. (2010). miRNA 34a, 100, and 137 modulate differentiation of mouse 

embryonic stem cells. FASEB J 24, 3255-3263. https://doi.org/10.1096/fj.09-152207 

Tse, K. H. and Herrup, K. (2016). DNA damage in the oligodendrocyte lineage and its role in brain aging. Mech Ageing Dev 

https://doi.org/10.1016/j.mad.2016.05.006 

Uemura, T., Ikeda, M., Takamatsu, K. et al. (2014). Long-term efficacy and safety outcomes of transplantation of induced 

pluripotent stem cell-derived neurospheres with bioabsorbable nerve conduits for peripheral nerve regeneration in 

mice. Cells Tissues Organs 200, 78-91. https://doi.org/10.1159/000370322 

Wang, S., Bates, J., Li, X. et al. (2013). Human iPSC-derived oligodendrocyte progenitor cells can myelinate and rescue a 

mouse model of congenital hypomyelination. Cell Stem Cell 12, 252-264. 

https://doi.org/10.1016/j.stem.2012.12.002 

Wen, Z., Nguyen, H. N., Guo, Z. et al. (2014). Synaptic dysregulation in a human iPS cell model of mental disorders. Nature 

515, 414-418. https://doi.org/10.1038/nature13716 

  

 
Acknowledgement 
This work was supported by NIH NCATS (grant U18TR000547 "A 3D Model of Human Brain Development for Studying 

Gene/Environment Interactions", PI Hartung) and Alternatives Research & Development Foundation ("A 3D in vitro “mini-

brain” model to study Parkinson’s disease”, PI Hartung). The neuroimmunopathology portion of this research was supported 

by he Bart McLean Fund for Neuroimmunology Research/Project Restore (PB and CAP). We are most grateful for 

discussions and advice from Dr. Ha Nam Nguyen, Johns Hopkins Medicine, and Dr. Kristen L Willis, Edgewood Chemical 

Biological Center, Aberdeen, MD. We are grateful for additional financial support by Dorothy Frankel. 

 

 
Competing financial interests 

http://dx.doi.org/10.1016/j.stem.2012.05.009
http://dx.doi.org/10.1038/nature09614
http://dx.doi.org/10.1038/cddis.2015.72
http://dx.doi.org/10.1039/c4lc00962b
http://dx.doi.org/10.1038/nmeth.3415
http://dx.doi.org/10.1016/j.stemcr.2014.12.001
http://dx.doi.org/10.1016/j.conb.2013.09.008
https://dx.doi.org/10.1007/s00204-016-1805-9
http://dx.doi.org/10.3791/53764
http://dx.doi.org/10.1038/nrn2936
http://dx.doi.org/10.1007/s11064-015-1605-2
https://doi.org/10.1097/00005072-199704000-00006
http://dx.doi.org/10.1038/srep04329
https://doi.org/10.14573/altex.1403271
http://dx.doi.org/10.1002/0471140856.tx2009s64
https://doi.org/10.1523/JNEUROSCI.4774-12.2013
http://dx.doi.org/10.1016/j.cell.2007.11.019
http://dx.doi.org/10.1096/fj.09-152207
http://dx.doi.org/10.1016/j.mad.2016.05.006
http://dx.doi.org/10.1159/000370322
http://dx.doi.org/10.1016/j.stem.2012.12.002
http://dx.doi.org/10.1038/nature13716


ALTEX Online first  
published November 24, 2016, version 3 

https://doi.org/10.14573/altex.1609122 
 

14 

 

A provisional patent has been filed by Johns Hopkins University for some of the technologies described in this paper (inventors 

David Pamies, Helena Hogberg and Thomas Hartung), which was licensed to Organome, LLC. Thomas Hartung is cofounder 

of Organome LLC. David Pamies and Lena Smirnova consult Organome, 

 

 

Correspondence address 
Thomas Hartung, MD PhD 

Center for Alternatives to Animal Testing 

Johns Hopkins Bloomberg School of Public Health 

615 N. Wolfe Str. 

Baltimore, MD, 21205, USA 

e-mail: thartun1@jhu.edu 

 

 


