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Transcriptomics of  CD29+/CD44+ 
cells isolated from hPSC retinal 
organoids reveals a single cell 
population with retinal progenitor 
and Müller glia characteristics
Karen Eastlake *, Joshua Luis , Weixin Wang , William Lamb , Peng T. Khaw  & G. Astrid Limb *

Müller glia play very important and diverse roles in retinal homeostasis and disease. Although much 
is known of the physiological and morphological properties of mammalian Müller glia, there is still 
the need to further understand the profile of these cells during human retinal development. Using 
human embryonic stem cell-derived retinal organoids, we investigated the transcriptomic profiles of 
 CD29+/CD44+ cells isolated from early and late stages of organoid development. Data showed that 
these cells express classic markers of retinal progenitors and Müller glia, including NFIX, RAX, PAX6, 
VSX2, HES1, WNT2B, SOX, NR2F1/2, ASCL1 and VIM, as early as days 10–20 after initiation of retinal 
differentiation. Expression of genes upregulated in  CD29+/CD44+ cells isolated at later stages of 
organoid development (days 50–90), including NEUROG1, VSX2 and ASCL1 were gradually increased 
as retinal organoid maturation progressed. Based on the current observations that  CD24+/CD44+ cells 
share the characteristics of early and late-stage retinal progenitors as well as of mature Müller glia, we 
propose that these cells constitute a single cell population that upon exposure to developmental cues 
regulates its gene expression to adapt to functions exerted by Müller glia in the postnatal and mature 
retina.

Müller glia are radial glial cells that expand across all neural layers of the retina. Anatomically, they extend 
characteristic filopodial processes into the different synaptic layers, facilitating their close interaction with all 
retinal neurons. This structural pattern allows Müller glia to perform a wide range of roles that are important 
for normal retinal function, including structural configuration, ion homeostasis, neurotransmitter recycling, 
and light  processing1–3.

It is well documented that adult zebrafish possess the ability to regenerate the retina and that in response 
to injury, Müller cells de-differentiate and re-acquire phenotypic and molecular characteristics of multipotent 
retinal progenitors, including activation of Notch-Delta signalling, and expression of rx1, pax6a and vsx2/chx104. 
In this species, retinal progenitors in turn give rise to new neurons to efficiently replace cells lost to  injury4–6. 
regenerative functions of Müller glia have also been identified in avian and mammalian species during early 
postnatal life, including  chick7,  rat8 and  mouse9, as well as in adult primate retinal explants in vitro10. Interest-
ingly, Müller glia in the adult human retina also express markers of neural progenitors, such as SOX2, PAX6 and 
VSX2 (CHX10) and a population of these cells has been shown to proliferate indefinitely in vitro11,12. Although 
human Müller glia can be induced to differentiate into cells expressing markers of retinal neurons in vitro12, there 
is no evidence that these cells have in vivo regenerative ability. Instead, as a result of injury or disease, Müller 
glia undergo structural and molecular changes that lead to gliosis and  degeneration13. Therefore, understanding 
the molecular mechanisms of Müller glia proliferation and differentiation during development may aid in the 
design of protocols to promote mechanisms of retinal regeneration after disease on injury in the adult human eye.

It is widely documented that during embryonic development, Müller glia arise from the same multipotent 
progenitor that gives rise to all retinal  neurons14, and it is of interest that most developmental studies have identi-
fied Müller glia as being one of the last-born cells that populate the neural  retina14–16. However, based on histori-
cal reports, it is important to take into account that earlier light and transmission electron microscopy studies 
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identified the presence of Müller glia during early and mid-gestational development in the chick, rat, rabbit and 
cat. Early ultrastructural microscopy studies in the chick retina at embryonic days 3–4 (E3–4) showed the early 
emerging Müller glia, characterized by their columnar assembly and nuclei predominantly accumulating near 
the vitreal  surface17. Other studies showed that in the rat, soon after the optic cup invagination is completed, the 
innermost retinal layer exhibits Müller cell processes emerging before initiation of retinal ganglion cell axon 
 formation18,19. Evidence has also been presented that the inner limiting membrane consisting of the basal lamina 
and foot processes of Müller glia have already formed in retinal tissue obtained during the mid gestation period 
in the cat (day E36)20 and rabbit (day E16)21. In the rabbit at day E25, radially oriented cells were observed stain-
ing weakly for vimentin, but at day E28 this staining became  stronger22, indicating the presence of Müller glia.

More recent transcriptomic studies have reported expression of traditionally known markers of retinal pro-
genitors and Müller glia in the mature retina of  rodents23,24 and  humans25–27. In addition, single cell RNA sequenc-
ing of cells isolated from retinal organoids derived from rodent and human pluripotent stem cells, have shown 
a wide range of genes previously reported in progenitor  cells25,28–30. Taking into consideration that markers used 
to identify Müller glia for single cell analysis, such as CRALPB and Kir4, are in fact markers of mature and func-
tional retina, there is very little overlap between different studies with respect to the genes expressed by these 
cells, with traditional markers of ‘retinal progenitors’ including RLPP1, NFIB, NFIA, NFIX, DKK3, and VSX2, and 
other Müller glia markers, such as VIM and AQP4, frequently found enriched in these sequencing studies. These 
findings are therefore in agreement with previous transcriptomic reports on the developing vertebrate retina that 
have identified striking similarities between Müller glia and multipotent late retinal progenitors (RPC)23,31,32.

Our previous studies on retinal organoids have identified a population of  CD29+/CD44+ cells that are arranged 
in a columnar form at very early stages of organoid development and histologically resemble Müller glia. Upon 
isolation from 70 to 90 day old retinal  organoids33, they show phenotypic and transcriptomic features of Müller 
glia. In view of the previously reported similarities in gene expression between progenitor cells and Müller glia, 
we investigated the transcriptomic profile of  CD29+/CD44+ cells, isolated at different stages of organoid devel-
opment (from D10 to D90), to identify whether their genotypic signature is characteristic of retinal progenitors 
and/or Müller cells. The results showed that the  CD29+/CD44+ cell population can be isolated from retinal 
organoids between days 10–90 after initiation of differentiation and maintain several genetic features ascribed 
to both, retinal progenitors and Müller glia throughout the period of study.

Methods
Cell maintenance and isolation from retinal organoids. CD29+/CD44+ cells were isolated from reti-
nal organoids derived from the human embryonic stem cell (ESC) line RC9 (Roslin Cells, Edinburgh, UK) using 
methods adapted from Nakano et al.34 as previously  described33. Retinal organoids at different stages of devel-
opment, including days 10, 20, 30, 50, 70 and 90 after initiation of retinal differentiation, were dissociated into 
single cells using a gentle cell dissociation reagent (Stem Cell Technologies, UK) (5 min at 37 °C), and plated 
onto fibronectin coated tissue culture plates (50 µg/ml) in the presence of fibroblast growth factor (FGF) (20 ng/
ml) and epidermal growth factor (EGF) (20 ng/ml) in DMEM containing 10%FCS and 1% penicillin–strepto-
mycin. After 3 days in culture, cells expressing the surface markers CD29 and CD44 that had selectively adhered 
to fibronectin, were detached, washed and total RNA was extracted using Qiagen Rneasy micro plus kit (Cat. 
74034, Qiagen, UK). For each time point three biological replicates consisting of 6–10 organoid pools were used 
for isolation of  CD29+/CD44+ cells.

RNA sequencing. Sample processing and sequencing. Full RNA processing and sequencing were conduct-
ed by the UCL Genomics department at the Institute of Child Health using the following protocols.

RNA integrity was confirmed using Agilent’s 2200 Tapestation. Samples were processed using the KAPA 
mRNA HyperPrep Kit (p/n KK8580) according to manufacturer’s instructions. Briefly, mRNA was isolated from 
total RNA using Oligo dT beads to pull down poly-adenylated transcripts. The purified mRNA was fragmented 
using chemical hydrolysis (heat and divalent metal cation) and primed with random hexamers. Strand-specific 
first strand cDNA was generated using Reverse Transcriptase in the presence of Actinomycin D. This allows for 
RNA dependent synthesis while preventing spurious DNA-dependent synthesis. The second cDNA strand was 
synthesised using dUTP in place of dTTP, to mark the second strand. The resultant cDNA was then “A-tailed” 
at the 3’ end to prevent self-ligation and adapter dimerisation. Full length xGen adaptors (IDT), containing two 
unique 8 bp sample specific indexes, a unique molecular identifier (N8) and a T overhang were ligated to the 
A-Tailed cDNA. Successfully ligated cDNA molecules were then enriched with limited cycle PCR (12 cycles). 
The high fidelity polymerase employed in the PCR is unable to extend through uracil. This means only the first 
strand cDNA is amplified for sequencing, making the library strand specific (first-strand).

Libraries to be multiplexed in the same run were pooled in equimolar quantities, calculated from Qubit and 
Bioanalyser fragment analysis. Samples were sequenced on the HiSeq 3000 instrument (Illumina, San Diego, 
US) using a 75 bp paired read run with a corresponding 8 bp UMI read.

Data analysis. Run data were demultiplexed and converted to fastq files using Illumina’s bcl2fastq Conversion 
Software v2.19. Fastq files were then aligned to the human genome UCSC hg38 using RNA-STAR 2.5.2b then 
UMI deduplicated using Je-suite (1.2.1). Reads per transcript were counted using FeatureCounts and differential 
expression was estimated using the BioConductor package SARTools, a DESeq2 wrapper. The normalisation and 
differential expression analysis was performed by DESeq2, within a package called SARTools. The results were 
pre-filtered into up regulated and down regulated genes (2.5-fold change; p < 5%).

The raw RNA Seq datasets generated and analysed during the current study are available in ArrayExpress 
repository (https:// www. ebi. ac. uk/ biost udies/ array expre ss) with the accession no. E-MTAB-12467.

https://www.ebi.ac.uk/biostudies/arrayexpress
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Bioinformatic analysis of RNA-seq data was conducted using the online platform iDEP90 (http:// ge- lab. org/ 
idep/) which conducts differential expression and pathway analysis. Analyses of read count data were conducted 
using iDEP 0.91, hosted at http:// ge- lab. org/ idep/.

Immunohistochemistry of retinal organoids. Organoids were fixed in 4% paraformaldehyde for 5 min 
prior to cryoprotection in 30% sucrose for 30 min, embedded in OCT, and snap frozen on dry ice. Tissue sec-
tions were cut at 10–12um using a Leica Cryostat (CM1850) and mounted on Superfrost plus slides (VWR, 
UK). For antibody staining, sections were blocked for 1 h in TBS + 0.3% triton X + 5% donkey serum prior to 
the addition of the primary antibody diluted in the same blocking buffer. Primary antibodies were incubated 
overnight at 4 °C. Cells were then washed with TBS three times for 5 min. Secondary antibodies (Alexa flour, 
1:500 in TBS + 0.3% triton) were incubated for 3 h at room temperature in the dark. Slides were then washed in 
TBS and coverslips mounted with Fluoroshield Mounting Medium containing DAPI (Abcam; ab104139), and 
sealed with nail varnish.

Immunohistochemistry was used to confirm retinal organoid growth over the total 90 day differentiation 
period. To follow the developing retinal organoids we performed IHC at the same time points that cells were 
isolated (D10, 20, 30, 50, 70 and 90) to identify cells expressing CD29/CD44 in-situ as well as to show other 
retinal cell markers to confirm differentiation stages. Immunohistochemical staining of organoids for Müller 
markers as well as for other retinal cell markers as shown in supplementary Figs. 1 and 2.

Quantitative PCR. Total RNA was extracted using Qiagen Rneasy micro plus kit (Cat. 74034, Qiagen, UK). 
For reverse transcription, the SuperScript IV First-Strand Synthesis System (Life Technologies) was used as per 
manufacturer’s instructions. Briefly, 0.5 µg of oligo (dT) 12–18 primers (Life Technologies) and 0.5 mM dNTPs 
(Life Technologies) were incubated with 250 ng of RNA and heated to 65 °C for 5 min using an Eppendorf Mas-
tercycler (Eppendorf). To the reaction mix, 5 mM DTT, 40U of RNasin Plus (Promega) and 200 U of Superscript 
IV in first strand buffer, were added and cDNA was generated by incubation at 55 °C for 10 min and heating 
to 80 °C for 10 min. For each reaction 2.5 ng cDNA was used. The qRT-PCR was performed using SYBR green 
Gene expression assays. Primers for selected genes can be found in supplementary table 1 (SI Tab 1). The thermo 
cycling conditions were 95 °C for 10 min followed by 40 cycles of 95 °C for 15 s and 60 °C for 1 min. The data 
was analysed using the 2 − ΔΔCt method as fold change relative to GAPDH as endogenous control. All samples 
were run in triplicates. Correlation in expression abundancies between RNA-seq and qRT-PCR was determined 
using the Pearson’s correlation coefficient.

Results
CD29+/CD44+ immunoreactivity within retinal organoids and in dissociated cells. Our previous 
studies on retinal organoids have identified a population of cells that are arranged in a columnar form at very 
early stages of organoid development that resemble Müller glia. We have shown that these cells can be isolated 
using affinity of the cell surface receptors CD29 and CD44 for fibronectin which are characteristically expressed 
by Müller glia. Immunostaining of retinal organoids at developmental day (D) 30 showed expression of the 
well-known Müller cell markers CD29 and CD44. Rosette spheroids were also observed at this stage, where 
CD29 positive cells exhibit an inverse polarity. This feature is observed during re-aggregation of embryonic 
chick retinal cells in vitro, where Müller glia localize in the inner region and the initiation of a radial arrange-
ment can be  recognized35 (Fig. 1A, left image). At days 50 and 90, CD29 and CD44 positive cells resemble the 
distribution of Müller glia in the mature retina, in which these cells are anchored at both, the inner and outer 
limiting  membrane35 (Fig. 1A, centre and right images). Co-expression of CD29 with CD44 and vimentin, was 
also observed in cells isolated from retinal organoids at all the stages of organoid differentiation examined (D10, 
30 and D50 isolated cells shown, Fig. 1B). Furthermore, staining for known Müller and other retinal cell mark-
ers during organoid development and maturation showed distribution and polarity, characteristic of Müller 
glia. Cells expressing vimentin and nestin were observed clustered in the organoid borders as early as D10 of 
organoid differentiation. At days D20 and D30, cells expressing these Müller markers were observed extending 
processes throughout the organoids and their distribution was then maintained until D90. Positive staining for 
the photoreceptor marker Rhodopsin was not observed in the organoids until D70, whilst robust expression of 
recoverin was observed in D30–D90 organoids. OTX2 which is required for photoreceptor differentiation and 
bi-polar maturation was expressed from D10 onwards, whereas a subpopulation of OTX2 positive cells that 
co-stained with recoverin was observed from D30 onwards. TUJ1 staining (identifying beta III tubulin expres-
sion), expressed by RGCs was increasingly observed from D10 onwards. By D50 long beta III tubulin positive 
processes could be observed (Supplementary Figs. 1 and 2).

Transcriptome of  CD29+/CD44+ cells isolated from retinal organoids at different stages of mat-
uration. In this study,  CD29+/CD44+ cells were isolated from retinal organoids at seven different time points 
after initiation of retinal organoid differentiation and processed for RNA seq analysis (Fig. 2A). Test samples 
included an undifferentiated stem cell control (UD), cells isolated from organoids at D10, 20, 30, 50 and 90. 
We obtained between 10 and 20million reads per sample (Fig. 2B), except for one replicate which yielded over 
30million reads. The principal component analysis (PCA) showed close clustering of biological replicates, simi-
lar clustering of early or late stage isolated  CD29+/CD44+ cells and separate clustering of the undifferentiated 
stem cells (Fig. 2C). The sample correlation matrix was used to assess the variance in the gene expression profile 
between samples and showed a close relationship between the biological replicates, and similar gene expression 
patterns of  CD29+/CD44+ cells isolated at D10, 20, 30, 50, 70 and 90 of retinal organoid maturation. The cor-
relation matrix also confirmed that the undifferentiated stem cells have a completely different profile to that of 

http://ge-lab.org/idep/
http://ge-lab.org/idep/
http://ge-lab.org/idep/
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the isolated  CD29+/CD44+ cells, to which gene expression increasingly differs as time points of cell isolation 
progresses (Fig. 2D).

Expression analysis of the top 100 most variable genes across all samples showed distinct grouping. The 
heatmap anlysis showed a clear difference in gene expression levels between cells isolated from organoids at 
days 10–30 (D10, D20, D30) and days 50–90 (D50, D70, D90) (Fig. 3). As expected,the undifferentiated stem 
cells (UD) showed a vastly different expression profile to that of the  CD29+/CD44+ isolated cells. Gene expres-
sion patterns showed a gradual deviation from their starting material, where  CD29+/CD44+ cells isolated at 
D10 showed some similar patterns to that of the UD cells and cells isolated from D50–D90 retinal organoids 
exhibited greater differences in expression from the starting material. Genes that were preferentially expressed 
in  CD29+/CD44+ cells isolated from retinal organoids at D10–D30 as compared to the UD stem cells or those 
isolated from D50–D90 retinal organoids were termed ‘group 1’ (Fig. 3) and included NPPB (brain natriuretic 
peptide), POSTN (periostin), SOX10, MMP1 and PTX3 (pentraxin3) which have previously been shown to be 
expressed by Müller glial  cells36–38. Genes shown to be upregulated in  CD29+/CD44+ cells isolated from D50–D90 
retinal organoids as compared to UD cells or cells isolated from D10–D30 retinal organoids were termed ‘group 
2’ (Fig. 3) and included genes with known roles in Müller glia that are reportedly expressed by retinal progenitor 
cells, including CRB1, EGFLAM (Pikachurin), VSX2, PAX6, RAX and SIX6. Other genes in this group included, 
NEUROD1/4 (neuronal differentiation 1 and 4), SYT4 (synaptotagmin 4), CRX (cone-rod homeobox), CRB1, 
KCNV2 (potassium v-gated channel modifier subfamily v-member 2), PDC (phosducin), RBP3 (retinol binding 
protein3), NR2B3, NR2F1 and RCVRN (recoverin) which are all associated with retinal development and may be 
related to progenitor like roles of Müller glia. Finally, genes which were termed ‘group 3’ included those which 
were highly expressed in the undifferentiated stem cells (Fig. 3). These genes included NANOG, FOXH1, ESRG, 
and VTRN which are all stem cell pluripotency related genes, and were markedly downregulated with maturation.

Gene Ontology (GO) analysis of DEGs. We used the online tool iDEP91 (http:// bioin forma tics. sdsta 
te. edu/ idep/) to examine the expression patterns of isolated  CD29+/CD44+ cells from retinal organoids upon 
increasing maturity. We identified differentially expressed genes between groups with the DESeq2 package 
based on a false detection rate (FDR) of < 0.1 and > 2.5-fold change in expression. Differentially expressed genes, 
were subject to gene ontology analysis using the parametric gene set enrichment analysis (PGSEA; Furge and 
Dykema, 2012) using iDEP91, to compare between all sample groups. The total differentially expressed genes, 
uniquely expressed genes of isolated  CD29+/CD44+ cells, and pathway over-representation analysis can be found 
in Supplementary Fig. 3. The most striking expression of unique DEGs were found on cells isolated at Day 10 

Figure 1.  Isolation of  CD29+/CD44+ cells from retinal organoids. (A) Confocal images show positive staining 
for CD29 (green) in retinal organoids from days 20–70 after initiation of differentiation. (B) Representative 
confocal images show positive staining for CD29 (green), and CD44 in  CD29+/CD44+ cells isolated from day 10 
(D10), 30 (D30) and day 50 (D50) organoids. Scale bar = 50 μm. Nuclei stained with DAPI (blue).

http://bioinformatics.sdstate.edu/idep/
http://bioinformatics.sdstate.edu/idep/
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when compared with UD cells, with 1885 genes upregulated and 2188 genes downregulated. The next prominent 
change in unique DEGs was seen when comparing  CD29+/CD44+ cells isolated between D50 and D30, when 404 
genes were upregulated and 578 were downregulated. Between these time points the growing retina ‘mantle’ of 
the retinal organoids were dissected from the from the rest of the embryoid body to ensure that only the neural 
retina was left to mature in culture. These results therefore reflect retinal development and increasing maturity 
of the retinal organoids with extended culture (Supplementary Fig. 3).

Differentially expressed genes (DEGs) were classified into different functional categories according to the 
GO term enrichment analysis for Biological processes and Molecular function that showed transcriptional 
differences between  CD29+/CD44+ cells isolated at different stages of organoid differentiation (Fig. 4). The GO 
Molecular function annotations showed increases in various ion channel genes, syntaxin binding and ATPase 
activity, amongst other regulatory changes (Fig. 4). These may be ascribed to acquisition of retinal functions as 
more neuronal cells populate the organoid during maturation. The GO Biological process analysis also revealed 
changes in genes associated with eye development, visual perception, regulation of stem cell differentiation, 
regulation of the actin cytoskeleton, dendrite extension and metabolic processes. These processes were shown 
to be highly enriched in the  CD29+/CD44+ cells isolated between D50 to 90 of organoid maturation as compared 
to the undifferentiated stem cells or cells isolated from the earlier developing organoids at D10–30.

Examination of transcripts associated with Müller glia cell fate determination in  CD29+/CD44+ 
cells throughout organoid development. We compared the expression of well characterised Müller 
glia markers in  CD29+/CD44+ isolated at different stages of organoid development to assess how this profile 
changes during maturation. In addition, genes previously identified by others to be involved in Müller cell fate 
 determination39–41 were analysed for their expression in the isolated cell populations. Using log-twofold changes 
in expression, we regarded a 1.32 log2 fold change (increase or decrease) the cut off for significant changes in 
expression, corresponding to fold changes of 2.5 and 0.4 respectively. We performed two comparision analyses 
to identify gene changes in the cell populations, where all isolated  CD29+/CD44+ cell groups D10–D90 were 

Figure 2.  Transcriptomic analysis and overview and RNA seq libraries. (A) Schematic drawing shows 
developmental stages of retinal organoid development, and description of cells collected from each stage of 
development. (B) Bar graph shows the total number of reads obtain from each sample (C) principal component 
plot shows the clustering of each transcriptome group, including undifferentiated stem cells (UD) and Müller 
glia isolated from retinal organoids at days 10, 20, 30, 50, 70 and 90 after initiation of differentiation. (D) Matrix 
shows the RNA-seq correlation between samples as determined by Pearson correlation coefficients.
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compared with the undifferentiated stem cells or cell groups D20–90 were compred to D10 isolated cells with 
cells isolated between D20 to D90.

Figure 3.  Heatmap of the top 50 variable genes. Heatmap shows the top 50 most variable genes amongst all 
sample replicates. All genes were ranked by standard deviation across all samples, then used in hierarchical 
clustering using the heatmap.2 function in iDEP91. Colour key indicates z-score (green = negative; black = no 
change; red = positively expressed).
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We first examined the expression of factors known to be involved in controlling Müller glia fate such as the 
NFI transcription factor family as well as the LHX2 and RAX  genes32,40,42. NFIA and NFIB were downregulated 
in cells isolated at D10, and showed very little change in expression in isolated cells from D20–D90 as compared 
to the UD cells (Fig. 5A), however when comparing expression levels of D20- D90 cells to the D10 population, 
these genes were seen to be significantly increased (Fig. 5B). NFIX was upregulated in cells isolated at D20 and 
expression gradually increased in the  CD29+/CD44+ cells isolated from organoids of increasing maturity as 
compared to UD stem cells (Fig. 5A). LHX2 and RAX showed similar changes in expression. This pattern of 
expression was still observed when comparing D10 cells with D20–D90 cells (Fig. 5B).

Assessment of Notch signalling showed no change in expression of NOTCH1, NOTCH2, or NOTCH3 in all 
cell preparations as compared to the UD (Fig. 5A) or the D10 cell population (Fig. 5B). HES1 expression however, 
showed small fold-increases in expression in  CD29+/CD44+ cells isolated at days 30, 50 and 70 after initiation 
of organoid differentiation as compared to the UD cells (Fig. 5A), but at only D30 as compared to D10 cells 
(Fig. 5B). HEY1 was observed upregulated in the isolated cells and showed consistent expression in all samples 
examined as compared to UD (Fig. 5A). Expression of HEY2 showed marked downregulation in  CD29+/CD44+ 
cells at D10, and this trend was more prominent in cells isolated at D90 (Fig. 5A), this trend was mimicked when 
comparing to D10 isolated cells (Fig. 5B). Whilst JAG1 showed a small decrease in their expression at D50 to 
D90 as compared to the starting material (Fig. 5A), DLL3 and DDL4 were slightly increased at these times points 
when compared to the UD cells. Comparing D20–D90 cells to the D10 population showed little difference in 
the expression of JAG1 or JAG2, but grandual increases in levels of DLL3 and DLL4 (Fig. 5B). Examination of 
genes coding for the WNT signalling pathway in  CD29+/CD44+ cells also showed some changes in expression 
upon isolation at different stages of organoid maturation. Although CTNNB1 and GSK3B expression in cells 
isolated between D10 and D30 did not show differences from UD stem cells, WNT2B was upregulated at this early 
stages. However its expression gradually decreased in cells isolated from D50 to 90 when compared with cells 
isolated at D10. DKK3, HB-EGF and FZD1 genes showed increase in fold changes in cells isolated from retinal 
organoids at all stages of organoid differentaition (D10–90) as compared to the UD population (Fig. 5A). SHH 
which is also involved in retinal differentiation and gliogenesis, and can interact with WNT signalling showed 
increased expression in cells isolated from D10–30 retinal organoids, followed by a slight decrease between D50 
and D70 (Fig. 5A). When examining these changes in gene expression from the D20–D90  CD29+/CD44+ cells 
as compared to the D10 cells, we observed little differences in expression over time (Fig. 5B).

The Müller glia markers CD44 and VIM (vimentin) showed a marked increase and stable expression by 
 CD29+/CD44+ cells isolated between D10 and D90 as compared to UD stem cells (Fig. 5C). CA2 (carbonic anhy-
drase 2) showed little change in expression in cells isolated at early timepoints (D10–30), however its expression 
slightly increased in cells isolated from organoids at D50–90 as compared to the UD cells. EGFR (EGF receptor), 
CNTFR and KCNJ2 (potassium Inwardly Rectifying Channel Subfamily J Member 2), were markedly upregu-
lated as compared to the UD stem cells in cells isolated at all time points (D10–90), and showed little variance 
in expression (Fig. 5C). Conversely, if we compare expression levels from D20–D90 cells to the D10 isolated 
cells, there are few differences in the fold-changes of gene expression (CD44, VIM, CA2, CNTFR, ITGB1, KCNJ2; 
Fig. 5D). Mature Müller markers including, RLBP1, CRALBP1 and RBP1 showed higher increases in expression 
from the undifferentiated stem cells in cells isolated at later stages (from day 50) of organoid differentiation 
(Fig. 5C), as compared to the UD cells. Similary, this pattern reamined when comparing the gene expression 
in D20–D90 cells to the D10 cells (Fig. 5D), suggesting a shift in the function of these cells that aligns with the 

Figure 4.  Gene Ontology Analysis of DEGs. Heatmaps illustrates gene ontology evaluation using the 
parametric gene set enrichment analysis (PGSEA; Furge and Dykema, 2012) in iDEP91, to compare between all 
sample groups. DEGs were classified into different functional categories according to the GO term enrichment 
analysis for (A) molecular function and (B) Biological process.
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maturing organoid. S100B showed higher expression in cells isolated at ealier differentiation stages (D10, D20), 
whilst showing a gradual decline in cells upon increasing maturity (D30–D90) (Fig. 5C,D). BMPR1B1 expression 
was upregulated in cells isolated at all timepoints (D10–90) but showed higher levels of expression in cells from 
D50–D90 organoids as compared to the UD cells or D10 cells (Fig. 5C,D). More interestingly, other classical 
Müller markers AQP4, CLU, CYP1B1 and SYNPR which showed marked downregulation in D10–D90 isolated 
cells when compared to the UD stem cells (data not shown), showed marked increases when compared to the 
D10 cell population (Fig. 5E).

Furthermore, examination of the top 10 upregulated genes in each cell group (D10–D90) as compared to the 
UD stem cell population identified the Müller glia specific genes RBP1 and CYP1B1 and CD44 to be amongst 
the highest in the D50, D70 and D90 cell populations. (Table SI2).

Expression of transcripts coding for neurogenic and progenitor factors in  CD29+/CD44+ cells 
isolated from retinal organoids at different stages of development and maturation. Many of 
the neurogenic associated genes identified, including ATOH7, OLIG2, NEUROG2, NEUROD1 and ACL1, showed 
major increases in expression in  CD29+/CD44+ cells isolated from organoids after D30 as compared to the UD 
cells (Fig. 6A). These gene expression patterns were more pronounced when comparing D20–D90 isolated cells 
to the D10 population (Fig. 6B). Slight upregulation of GADD45A was observed in  CD29+/CD44+cells isolated at 
D10, with similar levels being maintained up to D90 as compared to UD cells (Fig. 6A), however when compar-
ing D20–D90 cells to the D10 isolated cells, there were no differences in expression levels (Fig. 6B). GADD45G 
was downregulated at D10–D30, with a very small pregulation occurring at D70 and D90, when compared with 
UD stem cells, but showed marked fold- increases in expression when comapring D50–D90 isolated cells to 
the D10 isolated cells (Fig. 6B). Fold-increases in the expression of the transcription factors SOX9 and PAX6 
remained relatively stable in  CD29+/CD44+ cells isolated at day 20 through to day 90. In contrast, VSX2 and 
SIX3 (also well documented to be involved in Müller glia proliferation and reprogramming), showed gradual 
increases in fold expression in cells isolated from organoids of increasing age (Fig. 6A). NR2F1 and NR2F2, 
which are also associated with neurodevelopment, and which are highly expressed in retinal progenitors during 
retinogenesis were highly upregulated in  CD29+/CD44+ cells isolated from organoids at all developmental stages 
examined (D10–90) as compared to the UD cells (Fig. 6A). Although these changes were not so pronounced 
when comparing D20–D90 isolated cells to the D10 population (Fig. 6B), gene expression patterns remained.

Decreased expression of pluripotent stem cell markers indicates successful differentia-
tion. To confirm differentiation of the embryonic stem cells, we analysed the log2-fold change in expression 
of pluripotent stem cell markers. All markers selected, which included UTF1, POU5F1, TDGF1, NANOG and 
TERT were highly downregulated in all  CD29+/CD44+ cells isolated from retinal organoids as compared to UD 
stem cells (Fig. 6B).

Validation of identified markers. Differentially expressed genes from RNA seq analysis were validated 
by qPCR using the same samples. Selected genes included the classical Müller glia markers VIM, RLBP1, as 

Figure 6.  Examination of progenitor, and pluripotent gene expression. Bar graphs show  log2Fold change 
 (Log2FC) in selective gene expression for each  CD29+/CD44+ cell sample as compared to undifferentiated stem 
cells (A/C) or as compared to the D10 isolated cells (B). Genes analysed comprise those associated with (A/B) 
neurogenic and progenitor factors and (C) pluripotent stem cell markers. We regarded a 1.32 log2 fold change 
(increase and decrease) the cut off for significant change in expression (corresponds to fold changes of 2.5 and 
0.4). Legend shows the age of the organoid to which the  CD29+/CD44+ cells were isolated.
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well as progenitor factors PAX6, and RAX, which showed similar fold changes in expression of mRNA levels 
between RNA seq and qPCR results (Fig.  7A). To confirm changes from the undifferentiated stem cells the 
pluripotent stem cell marker NANOG, showed marked downregulation in D10 isolated cells as compared to the 
UD cells. Expression of this gene was not detectable in samples extracted after D20 of organoid differentiation 
(Fig. 7A). Comparison of fold changes between RNA seq and qPCR data revealed significant correlation (Pear-
son’s R = 0.56; P = 0.0038; Fig. 7B).

Discussion
Müller glia express the β1 integrin receptor CD29 and the cell surface glycoprotein  CD4443,44, both of which are 
specific ligands for fibronectin. Expression of these surface proteins have facilitated the isolation of these cells 
from retina and retinal organoids formed by iPSC by selective adherence to  fibronectin33,43. Our previous studies 
showed that using this protocol, > 97% of organoid dissociated cells adhered to this protein not only express CD29 
and CD44 on their surface  membrane33, but also express characteristic markers of Müller  glia33. Previous studies 
in the literature have captured gene expression profiles in late stages of organoid  development25,28,30, however 
there are still unanswered questions about the profile of these cells at earlier developmental stages. The current 
and previous studies from our group have suggested that Müller glia may constitute a progenitor population 
that arises much earlier in development that previously suggested. Therefore, the aim of our study was to profile 

Figure 7.  Validation of RNA seq analysis. (A) Bar graphs show  log2 fold change of selected genes associated 
with Müller glia throughout the different stages of organoid formation and maturation. (B) The plot shows gene 
expression as  log2 fold change as determined by qPCR and RNA-seq. The linear regression analysis and Pearson’s 
correlation co-efficient (Pearsons R = 0.56;  R2 = 0.31; **P = 0.038) are shown.
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the population of  CD29+/CD44+ cells at earlier stages of organoid development in respect to their expression of 
Müller glia and progenitor markers.

The  CD29+/CD44+ cells used in our study were isolated from retinal organoids and propagated for 3 days in 
culture to allow for selective binding to the ligand fibronectin. Due to the small numbers of cells produced by reti-
nal organoids in culture it was not possible to conduct other cell selection methods such as fluorescence-activated 
cell sorting (FACS). Although some studies have reported changes in Müller glia identity upon adaptation to 
 culture45, our previous and current investigations indicate that the profile of cells isolated from retinal organoids 
expressing CD29/CD44 remains stable, where we are able to expand these cells up to approximately 14  passages33. 
In addition, recent studies by Ning et al., 2022 and Couturier et al., 2021 have shown stable gene expression profile 
of Müller glia isolated from late stage (D90+) retinal organoids after several passages in  culture29,30.

It has been traditionally accepted that specific genes are expressed by the so called early or late retinal pro-
genitors, and most developmental studies have utilised such genes for in vivo genetic labelling to trace retinal 
development, or for examination of cell populations during  development40,46–49. Müller glia are thought to be 
the last-born cells during ‘postnatal retinal development’ in vivo and share the same lineage with neurons, with 
multipotent retinal progenitors giving rise to both cell  types46,50. However, it should be noted that earlier studies 
showing that Müller cells were the last cells to populate the retina, only examined the proliferation of retinal 
neurons and Müller glia in the early postnatal  period50. Since at the time of birth a retina is present in all verte-
brates, it would be important to question the nature of the cells forming the functionally immature retina at this 
stage. It can therefore be argued that tracing the proliferation of retinal cells in the postnatal eye does not provide 
conclusive evidence that Müller glia are the last cells to be born. Since retinal organoids are thought to recapitulate 
retinal development, they provide a tool in which we can re-examine Müller cell genesis. Much work has been 
undertaken in vitro regarding the development of photoreceptors in retinal organoids, but relatively few studies 
have primarily focused on the development of Müller glia, with most studies indicating that the appearance of 
Müller glia occurs at late stages of organoid  development25,51. Sridhar et al. conducted a single cell transcriptomic 
comparison of hPSC derived retinal organoids and human foetal  retina28 at various stages of development. Based 
upon expression of RLBP1, AQP4 and SLC1A3 to identify Müller glia, these markers were only detected in retina 
from foetal day 125, however expression of SOX2 and LHX2 were expressed relatively early in both foetal retina 
(FD59) and organoids (Day45) which may be an indication of progenitor like  cells28. Similarly, other single cell 
transcriptomic investigations on whole organoids show expression of RGR , RLBP1 and APOE which increased 
over the 18–38 wks  investigated25. Recent studies have also isolated Müller glia from late-stage retinal organoids 
(D100+) with the aim of generating a transcriptomic  profile29,30. Both studies isolated Müller glia showing sta-
bility over several passages, and expressing markers including VIM, CLU, DKK3, SOX9, RLBP1, APOE, ITGB1, 
KCNJ1, FTL, and CRYAB29,30. It is of interest that in the current study, we have isolated a population of  CD29+/
CD44+ cells at much earlier stages of retinal organoid development, that has shown classical Müller glia marker 
expression such as VIM, CA2, RLBP1, CRABP1, KCNJ2 and CD44 that remained relatively stable throughout 
isolation from D20–D90 retinal organoids. One of the markers considered to be characteristic of mature Müller 
cells is CRALBP. Our study supports this theory as a marked increase in expression was observed in cells isolated 
from D50 retinal organoids as compared to undifferentiated or those isolated from D10–30. This expression 
was maintained in cells isolated from D70–90 organoids. In addition, the top 10 upregulated genes in each cell 
population as compared to the UD stem cells, CD44, RLBP and CYP1B1 were present in D50–D90 cells (SI Tab2), 
suggesting that some maturity may be reached after just 50 days of organoid development.

However, we must also consider the developmental environment in which retinal organoids are formed 
in vitro. Whilst there are many advantages in using organoids in research, they lack characteristics associated 
with in vivo development such as vasculature, microglial cells as well as lack of exposure to visual stimuli, which 
may impact their transcriptomic profile. In addition, we may need to consider the variety of methods used by 
different laboratories to induce differentiation, which may influence timings of development and gene expression. 
We can therefore speculate that Müller glia in these models may not express some factors associated with visual 
stimuli such as potassium channels or glutamate processing to high levels. It would therefore be of interest to 
further develop these in vitro models to encompass some of these in vivo functions.

NFIX and RAX genes, from the NFI transcription factor family that regulates temporal patterning in retinal 
progenitor  cells40,52, were significantly upregulated in cells isolated from D20 retinal organoids, when they are 
recognized to be in a relative immature state. Other genes, such as LHX2, which directly activates genes of the 
Notch pathway to induce glia proliferation and differentiation, and which is required for the differentiation and 
expression of Müller glia-specific markers such as glutamine  synthetase42,53, was expressed in cells isolated at 
D10 and was gradually increased and maintained in  CD29+/CD44+ cells isolated at D90. In this study, we noted 
a slight downregulation of NOTCH1 and NOTCH3, and a marked decrease in HEY2 expression as organoids 
progressed in maturation. In contrast, an increase in HES1 and HEY1 transcripts was observed upon initiation 
of organoid differentiation, and their levels of expression were maintained throughout the 90 day organoid cul-
ture. Notch signalling is important for retinal development as it promotes retinal progenitor proliferation and 
Müller glia  differentiation32,54,55. The slight downregulation of NOTCH1, suggests that notch signalling may not 
be active in our isolated cells and is in agreement with reports that notch signalling is low in quiescent Müller 
 glia56. Despite the downregulation in NOTCH1 expression, increases in HES1 and HEY1 expression indicates 
some activation of the notch pathway, and these two genes have been implicated in the formation of Müller 
 glia32. This is further supported by evidence that HEY1 expression is associated with the maintenance of retinal 
 progenitors57 as well as the regenerative response of Müller  glia58. Furthermore, we showed that the notch ligands 
JAG1 and DLL4, which are implicated in Müller glial cell  differentiation59, were also upregulated D10 and D30, 
respectively, supporting the glial nature of  CD29+/CD44+ cells. It is possible that differences in the expression 
of the notch signalling components are indicative of a dynamic development of Müller glia within the retinal 
organoid, and may allude to different timings of differentiation as well as different degrees of maturation of 
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these cells. WNT pathway associated genes, including WNT2B, DKK3 and FZD1, as well as HBEGF and SHH, 
were also upregulated in  CD29+/CD44+ cells isolated from organoids at D10, with exception of WNT2B which 
gradually decreased in these cells upon increasing maturity, although it was still expressed at low levels at D90. 
Expression of these genes further support the nature of the cells analysed, as they are known to regulate Müller 
glia proliferation and  differentiation60–63.

It is of interest that close similarities between Müller glia and multipotent late retinal progenitors have been 
widely  reported23,31,32,64,65 yet, these are generally considered to be different cell populations, with Müller glia 
being proposed as a form of late stage retinal progenitor that gain specialized glial functions upon retinal matu-
ration whilst retaining their late progenitor gene  identity31. In the present study, classic genes recognized as 
markers of retinal progenitors including ATOH7, OLIG2, NEUROG 1 and 2 and ASCL165–67, were also signifi-
cantly upregulated in  CD29+/CD44+ cells by D30 and their levels were gradually increased and maintained in 
cells isolated from organoids of increasing maturity up to D90. Other characteristic genes of retinal progenitors 
including SOX9, PAX6, VSX2, SIX3, and NR2F1 and  26,24,53,68 were upregulated from cells isolated at D10 of 
organoid differentiation, and their high levels maintained throughout the D90 study. Expression of genes cod-
ing for well-known markers of Müller glia, including CD44, VIM, CA2, EGFR, ITGB1(CD29), CNTFR, RBP1, 
S100B and BMPR1B1 were also significantly upregulated and maintained in  CD29+/CD44+ cells from D10, with 
exception of ITGB1 and S100B, which showed a downregulation as organoid maturation occurred, although 
they were still expressed at D90. Upregulation of RLBP1 a characteristic Müller glia marker was observed in cells 
from D20 and maintained until D90, whilst increase in the expression of CRABP1, another marker of mature 
Müller was only observed between cells isolated from D30 and D50 organoids. These are functional markers of 
Müller glia that mediate retinoid acid metabolism in the mature  retina69 and therefore their increased expres-
sion may not be necessary until other neurons have developed in the retina. Genes often used to define mature 
Müller glia include GLUL (glutamine synthetase), APOE (apolipoprotein E), RLBP1 (retinaldehyde binding 
protein 1), KCNJ10 (Kir4.1), and CA2 (carbonic anhydrase 2)24,31,70–72. Interestingly, CA2 was slightly upregu-
lated in  CD29+/CD44+ cells from D10 of organoid differentiation, and maintained at low levels throughout the 
study, whilst glutamine synthetase, which is only expressed by Müller glia in the neural  retina73, and APOE were 
observed at basal levels in these cells throughout the study. As it is evident that glycogen and energy metabolism 
is not observed in Müller cells until later stages of  development18, it is possible that these genes do not become 
upregulated and functional until retinal neurons fully mature in response to visual stimuli. This might explain 
the expression of genes ascribed to neural retinal development after birth. On this context, we have undertaken 
preliminary studies in which  CD24+/CD44+ cells cultured for 24 h with glutamate have shown increase in the 
expression levels of GLUL and CA2 transcripts (Supplementary Fig. 4), suggesting that synaptic release of this 
neurotransmitter may be needed to functionally activate GLUL and CA2, and this may reflect the low expression 
of some of these factors during early stages of retinal maturation.

To conclude, from the present observations it is not possible to identify differences between retinal progenitors 
and Müller glia within the  CD29+/CD44+ cell population in retinal organoids formed by hPSC. They consistently 
appear to constitute a single cell type that express genetic features generally ascribed to both cell populations, and 
that are constantly observed throughout all stages of retinal development in vivo. Therefore, based on previous 
reports by others on the similarity between retinal progenitors and Müller glia, early ultrastructural studies of the 
developing retina in vivo18–21 and our current findings, we strongly propose that a population of cells with Müller 
glia characteristics emerges during initial stages of retinal organoid development, and that markers ascribed to 
Müller glia itself, may reflect the functional maturation of these cells upon development. Further studies would 
elucidate mechanisms that promote upregulation of genes that are required for the functional maturation of the 
Müller glia in the postnatal retina.

Received: 17 November 2022; Accepted: 21 March 2023

References
 1. Labin, A. M., Safuri, S. K., Ribak, E. N. & Perlman, I. Müller cells separate between wavelengths to improve day vision with minimal 

effect upon night vision. Nat. Commun. 5, 4319. https:// doi. org/ 10. 1038/ ncomm s5319 (2014).
 2. Agte, S. et al. Müller glial cell-provided cellular light guidance through the vital guinea-pig retina. Biophys. J. 101, 2611–2619. 

https:// doi. org/ 10. 1016/j. bpj. 2011. 09. 062 (2011).
 3. Andreas Bringmann, A. R. Muller Cells in the Healthy and Diseased Retina. 1st edn, (Springer, 2010).
 4. Raymond, P. A., Barthel, L. K., Bernardos, R. L. & Perkowski, J. J. Molecular characterization of retinal stem cells and their niches 

in adult zebrafish. BMC Dev. Biol. 6, 36. https:// doi. org/ 10. 1186/ 1471- 213x-6- 36 (2006).
 5. Gorsuch, R. A. & Hyde, D. R. Regulation of Müller glial dependent neuronal regeneration in the damaged adult zebrafish retina. 

Exp. Eye Res. 123, 131–140. https:// doi. org/ 10. 1016/j. exer. 2013. 07. 012 (2014).
 6. Lenkowski, J. R. & Raymond, P. A. Müller glia: Stem cells for generation and regeneration of retinal neurons in teleost fish. Prog. 

Retin. Eye Res. 40, 94–123. https:// doi. org/ 10. 1016/j. prete yeres. 2013. 12. 007 (2014).
 7. Fischer, A. J. & Reh, T. A. Muller glia are a potential source of neural regeneration in the postnatal chicken retina. Nat. Neurosci. 

4, 247–252. https:// doi. org/ 10. 1038/ 85090 (2001).
 8. Ooto, S. et al. Potential for neural regeneration after neurotoxic injury in the adult mammalian retina. Proc. Natl. Acad. Sci. USA 

101, 13654–13659. https:// doi. org/ 10. 1073/ pnas. 04021 29101 (2004).
 9. Karl, M. O. et al. Stimulation of neural regeneration in the mouse retina. Proc. Natl. Acad. Sci. 105, 19508–19513. https:// doi. org/ 

10. 1073/ pnas. 08074 53105 (2008).
 10. Osakada, F. et al. Wnt signaling promotes regeneration in the retina of adult mammals. J. Neurosci. 27, 4210–4219. https:// doi. org/ 

10. 1523/ JNEUR OSCI. 4193- 06. 2007 (2007).
 11. Bhatia, B., Jayaram, H., Singhal, S., Jones, M. F. & Limb, G. A. Differences between the neurogenic and proliferative abilities of 

Müller glia with stem cell characteristics and the ciliary epithelium from the adult human eye. Exp. Eye Res. 93, 852–861. https:// 
doi. org/ 10. 1016/j. exer. 2011. 09. 015 (2011).

https://doi.org/10.1038/ncomms5319
https://doi.org/10.1016/j.bpj.2011.09.062
https://doi.org/10.1186/1471-213x-6-36
https://doi.org/10.1016/j.exer.2013.07.012
https://doi.org/10.1016/j.preteyeres.2013.12.007
https://doi.org/10.1038/85090
https://doi.org/10.1073/pnas.0402129101
https://doi.org/10.1073/pnas.0807453105
https://doi.org/10.1073/pnas.0807453105
https://doi.org/10.1523/JNEUROSCI.4193-06.2007
https://doi.org/10.1523/JNEUROSCI.4193-06.2007
https://doi.org/10.1016/j.exer.2011.09.015
https://doi.org/10.1016/j.exer.2011.09.015


13

Vol.:(0123456789)

Scientific Reports |         (2023) 13:5081  | https://doi.org/10.1038/s41598-023-32058-w

www.nature.com/scientificreports/

 12. Lawrence, J. M. et al. MIO-M1 cells and similar Muller glial cell lines derived from adult human retina exhibit neural stem cell 
characteristics. Stem Cells 25, 2033–2043. https:// doi. org/ 10. 1634/ stemc ells. 2006- 0724 (2007).

 13. Bringmann, A. et al. Cellular signaling and factors involved in Müller cell gliosis: Neuroprotective and detrimental effects. Prog. 
Retin. Eye Res. 28, 423–451. https:// doi. org/ 10. 1016/j. prete yeres. 2009. 07. 001 (2009).

 14. Turner, D. L. & Cepko, C. L. A common progenitor for neurons and glia persists in rat retina late in development. Nature 328, 
131–136. https:// doi. org/ 10. 1038/ 32813 1a0 (1987).

 15. Turner, D. L., Snyder, E. Y. & Cepko, C. L. Lineage-independent determination of cell type in the embryonic mouse retina. Neuron 
4, 833–845. https:// doi. org/ 10. 1016/ 0896- 6273(90) 90136-4 (1990).

 16. Gomes, F. L. A. F. & Cayouette, M. in Encyclopedia of Neuroscience (ed R. Squire Larry) 203–209 (Academic Press, 2009).
 17. Meller, K. & Tetzlaff, W. Scanning electron microscopic studies on the development of the chick retina. Cell Tissue Res. 170, 

145–159. https:// doi. org/ 10. 1007/ bf002 24296 (1976).
 18. Uga, S. & Smelser, G. K. Electron microscopic study of the development of retinal Mullerian cells. Invest. Ophthalmol. 12, 295–307 

(1973).
 19. Weidman, T. A. Fine structure of the developing retina. Int. Ophthalmol. Clin. 15, 65–84. https:// doi. org/ 10. 1097/ 00004 397- 19750 

1510- 00007 (1975).
 20. Greiner, J. V. & Weidman, T. A. Histogenesis of the cat retina. Exp. Eye Res. 30, 439–453. https:// doi. org/ 10. 1016/ 0014- 4835(80) 

90059-7 (1980).
 21. Greiner, J. V. & Weidman, T. A. Embryogenesis of the rabbit retina. Exp. Eye Res. 34, 749–765. https:// doi. org/ 10. 1016/ s0014- 

4835(82) 80035-3 (1982).
 22. Reichenbach, A., Schnitzer, J., Friedrich, A., Knothe, A. K. & Henke, A. Development of the rabbit retina: II. Müller cells. J. Comp. 

Neurol. 311, 33–44. https:// doi. org/ 10. 1002/ cne. 90311 0104 (1991).
 23. Blackshaw, S. et al. Genomic analysis of mouse retinal development. PLoS Biol. 2, E247. https:// doi. org/ 10. 1371/ journ al. pbio. 00202 

47 (2004).
 24. Roesch, K. et al. The transcriptome of retinal Muller glial cells. J. Comp. Neurol. 509, 225–238. https:// doi. org/ 10. 1002/ cne. 21730 

(2008).
 25. Cowan, C. S. et al. Cell types of the human retina and its organoids at single-cell resolution. Cell 182, 1623-1640.e1634. https:// 

doi. org/ 10. 1016/j. cell. 2020. 08. 013 (2020).
 26. Menon, M. et al. Single-cell transcriptomic atlas of the human retina identifies cell types associated with age-related macular 

degeneration. Nat. Commun. 10, 4902. https:// doi. org/ 10. 1038/ s41467- 019- 12780-8 (2019).
 27. Lukowski, S. W. et al. A single-cell transcriptome atlas of the adult human retina. EMBO J. 38, e100811. https:// doi. org/ 10. 15252/ 

embj. 20181 00811 (2019).
 28. Sridhar, A. et al. Single-cell transcriptomic comparison of human fetal retina, hPSC-derived retinal organoids, and long-term 

retinal cultures. Cell Rep. 30, 1644-1659.e1644. https:// doi. org/ 10. 1016/j. celrep. 2020. 01. 007 (2020).
 29. Couturier, A. et al. Reproducing diabetic retinopathy features using newly developed human induced-pluripotent stem cell-derived 

retinal Müller glial cells. Glia 69, 1679–1693. https:// doi. org/ 10. 1002/ glia. 23983 (2021).
 30. Ning, R. et al. Spatial and temporal development of Müller glial cells in hiPSC-derived retinal organoids facilitates the cell enrich-

ment and transcriptome analysis. Front. Cell. Neurosci. 16, 820–396. https:// doi. org/ 10. 3389/ fncel. 2022. 820396 (2022).
 31. Jadhav, A. P., Roesch, K. & Cepko, C. L. Development and neurogenic potential of Muller glial cells in the vertebrate retina. Prog. 

Retin. Eye Res. 28, 249–262. https:// doi. org/ 10. 1016/j. prete yeres. 2009. 05. 002 (2009).
 32. Furukawa, T., Mukherjee, S., Bao, Z.-Z., Morrow, E. M. & Cepko, C. L. rax, Hes1, and notch1 promote the formation of Müller 

glia by postnatal retinal progenitor cells. Neuron 26, 383–394. https:// doi. org/ 10. 1016/ S0896- 6273(00) 81171-X (2000).
 33. Eastlake, K. et al. Phenotypic and functional characterization of Muller glia isolated from induced pluripotent stem cell-derived 

retinal organoids: Improvement of retinal ganglion cell function upon transplantation. Stem Cells Transl. Med. 8, 775–784. https:// 
doi. org/ 10. 1002/ sctm. 18- 0263 (2019).

 34. Nakano, T. et al. 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 (2012).

 35. Willbold, E., Rothermel, A., Tomlinson, S. & Layer, P. G. Müller glia cells reorganize reaggregating chicken retinal cells into cor-
rectly laminated in vitro retinae. Glia 29, 45–57 (2000).

 36. Peng, Y. Q. et al. Attenuation of periostin in retinal Müller glia by TNF-α and IFN-γ. Int J Ophthalmol 12, 212–218. https:// doi. 
org/ 10. 18240/ ijo. 2019. 02. 05 (2019).

 37. Eastlake, K. et al. Muller glia as an important source of cytokines and inflammatory factors present in the gliotic retina during 
proliferative vitreoretinopathy. Glia 64, 495–506. https:// doi. org/ 10. 1002/ glia. 22942 (2016).

 38. Charlton-Perkins, M., Almeida, A. D., MacDonald, R. B. & Harris, W. A. Genetic control of cellular morphogenesis in Müller glia. 
Glia 67, 1401–1411. https:// doi. org/ 10. 1002/ glia. 23615 (2019).

 39. Das, A. V. et al. Neural stem cell properties of Müller glia in the mammalian retina: Regulation by Notch and Wnt signaling. Dev. 
Biol. 299, 283–302. https:// doi. org/ 10. 1016/j. ydbio. 2006. 07. 029 (2006).

 40. Clark, B. S. et al. Single-cell RNA-Seq analysis of retinal development identifies NFI factors as regulating mitotic exit and late-born 
cell specification. Neuron 102, 1111-1126.e1115. https:// doi. org/ 10. 1016/j. neuron. 2019. 04. 010 (2019).

 41. Perron, M. & Harris, W. A. Determination of vertebrate retinal progenitor cell fate by the Notch pathway and basic helix-loop-helix 
transcription factors. Cell. Mol. Life Sci. 57, 215–223. https:// doi. org/ 10. 1007/ PL000 00685 (2000).

 42. de Melo, J., Clark, B. S. & Blackshaw, S. Multiple intrinsic factors act in concert with Lhx2 to direct retinal gliogenesis. Sci. Rep. 6, 
32757. https:// doi. org/ 10. 1038/ srep3 2757 (2016).

 43. Grosche, A., Hauser, A., Lepper, M. F., Mayo, R. & von Toerne, C. The Proteome of Native Adult Muller Glial Cells from Murine 
Retina (2015).

 44. Too, L. K., Gracie, G., Hasic, E., Iwakura, J. H. & Cherepanoff, S. Adult human retinal Müller glia display distinct peripheral and 
macular expression of CD117 and CD44 stem cell-associated proteins. Acta Histochem. 119, 142–149. https:// doi. org/ 10. 1016/j. 
acthis. 2016. 12. 003 (2017).

 45. Hauck, S. M., Suppmann, S. & Ueffing, M. Proteomic profiling of primary retinal Müller glia cells reveals a shift in expression 
patterns upon adaptation to in vitro conditions. Glia 44, 251–263. https:// doi. org/ 10. 1002/ glia. 10292 (2003).

 46. Rapaport, D. H., Wong, L. L., Wood, E. D., Yasumura, D. & LaVail, M. M. Timing and topography of cell genesis in the rat retina. 
J. Comp. Neurol. 474, 304–324. https:// doi. org/ 10. 1002/ cne. 20134 (2004).

 47. Cepko, C. Intrinsically different retinal progenitor cells produce specific types of progeny. Nat. Rev. Neurosci. 15, 615–627. https:// 
doi. org/ 10. 1038/ nrn37 67 (2014).

 48. Shiau, F., Ruzycki, P. A. & Clark, B. S. A single-cell guide to retinal development: Cell fate decisions of multipotent retinal progeni-
tors in scRNA-seq. Dev. Biol. 478, 41–58. https:// doi. org/ 10. 1016/j. ydbio. 2021. 06. 005 (2021).

 49. La Vail, M. M., Rapaport, D. H. & Rakic, P. Cytogenesis in the monkey retina. J. Comp. Neurol. 309, 86–114. https:// doi. org/ 10. 
1002/ cne. 90309 0107 (1991).

 50. Price, J., Turner, D. & Cepko, C. Lineage analysis in the vertebrate nervous system by retrovirus-mediated gene transfer. Proc. Natl. 
Acad. Sci. USA 84, 156–160. https:// doi. org/ 10. 1073/ pnas. 84.1. 156 (1987).

 51. Chen, H. Y., Kaya, K. D., Dong, L. & Swaroop, A. Three-dimensional retinal organoids from mouse pluripotent stem cells mimic 
in vivo development with enhanced stratification and rod photoreceptor differentiation. Mol. Vis. 22, 1077–1094 (2016).

https://doi.org/10.1634/stemcells.2006-0724
https://doi.org/10.1016/j.preteyeres.2009.07.001
https://doi.org/10.1038/328131a0
https://doi.org/10.1016/0896-6273(90)90136-4
https://doi.org/10.1007/bf00224296
https://doi.org/10.1097/00004397-197501510-00007
https://doi.org/10.1097/00004397-197501510-00007
https://doi.org/10.1016/0014-4835(80)90059-7
https://doi.org/10.1016/0014-4835(80)90059-7
https://doi.org/10.1016/s0014-4835(82)80035-3
https://doi.org/10.1016/s0014-4835(82)80035-3
https://doi.org/10.1002/cne.903110104
https://doi.org/10.1371/journal.pbio.0020247
https://doi.org/10.1371/journal.pbio.0020247
https://doi.org/10.1002/cne.21730
https://doi.org/10.1016/j.cell.2020.08.013
https://doi.org/10.1016/j.cell.2020.08.013
https://doi.org/10.1038/s41467-019-12780-8
https://doi.org/10.15252/embj.2018100811
https://doi.org/10.15252/embj.2018100811
https://doi.org/10.1016/j.celrep.2020.01.007
https://doi.org/10.1002/glia.23983
https://doi.org/10.3389/fncel.2022.820396
https://doi.org/10.1016/j.preteyeres.2009.05.002
https://doi.org/10.1016/S0896-6273(00)81171-X
https://doi.org/10.1002/sctm.18-0263
https://doi.org/10.1002/sctm.18-0263
https://doi.org/10.1016/j.stem.2012.05.009
https://doi.org/10.18240/ijo.2019.02.05
https://doi.org/10.18240/ijo.2019.02.05
https://doi.org/10.1002/glia.22942
https://doi.org/10.1002/glia.23615
https://doi.org/10.1016/j.ydbio.2006.07.029
https://doi.org/10.1016/j.neuron.2019.04.010
https://doi.org/10.1007/PL00000685
https://doi.org/10.1038/srep32757
https://doi.org/10.1016/j.acthis.2016.12.003
https://doi.org/10.1016/j.acthis.2016.12.003
https://doi.org/10.1002/glia.10292
https://doi.org/10.1002/cne.20134
https://doi.org/10.1038/nrn3767
https://doi.org/10.1038/nrn3767
https://doi.org/10.1016/j.ydbio.2021.06.005
https://doi.org/10.1002/cne.903090107
https://doi.org/10.1002/cne.903090107
https://doi.org/10.1073/pnas.84.1.156


14

Vol:.(1234567890)

Scientific Reports |         (2023) 13:5081  | https://doi.org/10.1038/s41598-023-32058-w

www.nature.com/scientificreports/

 52. Lyu, P. et al. Gene regulatory networks controlling temporal patterning, neurogenesis, and cell-fate specification in mammalian 
retina. Cell Rep. 37, 109994. https:// doi. org/ 10. 1016/j. celrep. 2021. 109994 (2021).

 53. de Melo, J. et al. Lhx2 is an essential factor for retinal gliogenesis and Notch signaling. J. Neurosci. 36, 2391–2405. https:// doi. org/ 
10. 1523/ jneur osci. 3145- 15. 2016 (2016).

 54. Bao, Z. Z. & Cepko, C. L. The expression and function of Notch pathway genes in the developing rat eye. J. Neurosci. 17, 1425–1434. 
https:// doi. org/ 10. 1523/ jneur osci. 17- 04- 01425. 1997 (1997).

 55. Nelson, B. R., Hartman, B. H., Georgi, S. A., Lan, M. S. & Reh, T. A. Transient inactivation of Notch signaling synchronizes dif-
ferentiation of neural progenitor cells. Dev. Biol. 304, 479–498. https:// doi. org/ 10. 1016/j. ydbio. 2007. 01. 001 (2007).

 56. Mills, E. A. & Goldman, D. The regulation of Notch signaling in retinal development and regeneration. Curr. Pathobiol. Rep. 5, 
323–331. https:// doi. org/ 10. 1007/ s40139- 017- 0153-7 (2017).

 57. Nelson, B. R. et al. Genome-wide analysis of Müller glial differentiation reveals a requirement for Notch signaling in postmitotic 
cells to maintain the glial fate. PLoS ONE 6, e22817. https:// doi. org/ 10. 1371/ journ al. pone. 00228 17 (2011).

 58. Sahu, A., Devi, S., Jui, J. & Goldman, D. Notch signaling via Hey1 and Id2b regulates Müller glia’s regenerative response to retinal 
injury. Glia 69, 2882–2898. https:// doi. org/ 10. 1002/ glia. 24075 (2021).

 59. Chung, S. H. et al. Differentiation of retinal glial cells from human embryonic stem cells by promoting the Notch signaling pathway. 
Front. Cell Neurosci. 13, 527. https:// doi. org/ 10. 3389/ fncel. 2019. 00527 (2019).

 60. Meyers, J. R. et al. β-catenin/Wnt signaling controls progenitor fate in the developing and regenerating zebrafish retina. Neural 
Dev. 7, 66. https:// doi. org/ 10. 1186/ 1749- 8104-7- 30 (2012).

 61. Gallina, D., Palazzo, I., Steffenson, L., Todd, L. & Fischer, A. J. Wnt/β-catenin-signaling and the formation of Müller glia-derived 
progenitors in the chick retina. Dev. Neurobiol. 76, 983–1002. https:// doi. org/ 10. 1002/ dneu. 22370 (2016).

 62. Wan, J., Ramachandran, R. & Goldman, D. HB-EGF is necessary and sufficient for Müller glia dedifferentiation and retina regen-
eration. Dev. Cell 22, 334–347. https:// doi. org/ 10. 1016/j. devcel. 2011. 11. 020 (2012).

 63. Todd, L., Volkov, L. I., Zelinka, C., Squires, N. & Fischer, A. J. Heparin-binding EGF-like growth factor (HB-EGF) stimulates the 
proliferation of Müller glia-derived progenitor cells in avian and murine retinas. Mol. Cell Neurosci. 69, 54–64. https:// doi. org/ 10. 
1016/j. mcn. 2015. 10. 004 (2015).

 64. Bernardos, R. L., Barthel, L. K., Meyers, J. R. & Raymond, P. A. Late-stage neuronal progenitors in the retina are radial Müller glia 
that function as retinal stem cells. J. Neurosci. 27, 7028–7040. https:// doi. org/ 10. 1523/ JNEUR OSCI. 1624- 07. 2007 (2007).

 65. Thummel, R. et al. Characterization of Müller glia and neuronal progenitors during adult zebrafish retinal regeneration. Exp. Eye 
Res. 87, 433–444. https:// doi. org/ 10. 1016/j. exer. 2008. 07. 009 (2008).

 66. VandenBosch, L. S. et al. Developmental changes in the accessible chromatin, transcriptome and Ascl1-binding correlate with the 
loss in Müller glial regenerative potential. Sci. Rep. 10, 13615. https:// doi. org/ 10. 1038/ s41598- 020- 70334-1 (2020).

 67. Lahne, M., Brecker, M., Jones, S. E. & Hyde, D. R. The regenerating adult zebrafish retina recapitulates developmental fate speci-
fication programs. Front Cell Dev Biol 8, 617923. https:// doi. org/ 10. 3389/ fcell. 2020. 617923 (2020).

 68. Lin, S., Guo, J. & Chen, S. Transcriptome and DNA methylome signatures associated with retinal Müller glia development, injury 
response, and aging. Invest. Ophthalmol. Vis. Sci. 60, 4436–4450. https:// doi. org/ 10. 1167/ iovs. 19- 27361 (2019).

 69. Milam, A. H., De Leeuw, A. M., Gaur, V. P. & Saari, J. C. Immunolocalization of cellular retinoic acid binding protein to Müller 
cells and/or a subpopulation of GABA-positive amacrine cells in retinas of different species. J. Comp. Neurol. 296, 123–129. https:// 
doi. org/ 10. 1002/ cne. 90296 0108 (1990).

 70. Nagelhus, E. A. et al. Aquaporin-4 water channel protein in the rat retina and optic nerve: polarized expression in Müller cells and 
fibrous astrocytes. J. Neurosci. 18, 2506–2519. https:// doi. org/ 10. 1523/ jneur osci. 18- 07- 02506. 1998 (1998).

 71. Shanmugaratnam, J. et al. Retinal Muller glia secrete apolipoproteins E and J which are efficiently assembled into lipoprotein 
particles. Brain Res. Mol. Brain Res. 50, 113–120. https:// doi. org/ 10. 1016/ s0169- 328x(97) 00176-9 (1997).

 72. Linser, P. & Moscona, A. A. Carbonic anhydrase C in the neural retina: transition from generalized to glia-specific cell localization 
during embryonic development. Proc. Natl. Acad. Sci. USA 78, 7190–7194. https:// doi. org/ 10. 1073/ pnas. 78. 11. 7190 (1981).

 73. Vardimon, L., Fox, L. E. & Moscona, A. A. Developmental regulation of glutamine synthetase and carbonic anhydrase II in neural 
retina. Proc. Natl. Acad. Sci. USA 83, 9060–9064. https:// doi. org/ 10. 1073/ pnas. 83. 23. 9060 (1986).

Acknowledgements
’The study was supported by the Medical Research Council (MRC grant Ref. MR/K008722/1); Fight for Sight 
(through two private donations), UK; Moorfields Eye Charity (grant Ref. R180016A) and the NIHR Biomedical 
Research Centre at Moorfields Eye Hospital and UCL Institute of Ophthalmology, London, UK. WL was sup-
ported by a PhD scholarship from Santen Pharmaceuticals. The views expressed are those of the authors and 
not of the NIHR. We would like to thank Dr. Paola Niola and Tony Brooks of UCL Genomics, Zayed Centre for 
Research into Rare Disease in Children, for RNA sequencing and basic QC.

Author contributions
G.A.L. and K.E. designed and planned the experimental design. K.E. conducted the experiments. K.E., J.L., R.W., 
W.L. analysed and formatted the data.  K.E. and G.A.L. wrote the manuscript and all authors contributed to the 
editing of the manuscript.

Competing interests 
The authors declare no competing interests.

Additional information
Supplementary Information The online version contains supplementary material available at https:// doi. org/ 
10. 1038/ s41598- 023- 32058-w.

Correspondence and requests for materials should be addressed to K.E. or G.A.L.

Reprints and permissions information is available at www.nature.com/reprints.

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

https://doi.org/10.1016/j.celrep.2021.109994
https://doi.org/10.1523/jneurosci.3145-15.2016
https://doi.org/10.1523/jneurosci.3145-15.2016
https://doi.org/10.1523/jneurosci.17-04-01425.1997
https://doi.org/10.1016/j.ydbio.2007.01.001
https://doi.org/10.1007/s40139-017-0153-7
https://doi.org/10.1371/journal.pone.0022817
https://doi.org/10.1002/glia.24075
https://doi.org/10.3389/fncel.2019.00527
https://doi.org/10.1186/1749-8104-7-30
https://doi.org/10.1002/dneu.22370
https://doi.org/10.1016/j.devcel.2011.11.020
https://doi.org/10.1016/j.mcn.2015.10.004
https://doi.org/10.1016/j.mcn.2015.10.004
https://doi.org/10.1523/JNEUROSCI.1624-07.2007
https://doi.org/10.1016/j.exer.2008.07.009
https://doi.org/10.1038/s41598-020-70334-1
https://doi.org/10.3389/fcell.2020.617923
https://doi.org/10.1167/iovs.19-27361
https://doi.org/10.1002/cne.902960108
https://doi.org/10.1002/cne.902960108
https://doi.org/10.1523/jneurosci.18-07-02506.1998
https://doi.org/10.1016/s0169-328x(97)00176-9
https://doi.org/10.1073/pnas.78.11.7190
https://doi.org/10.1073/pnas.83.23.9060
https://doi.org/10.1038/s41598-023-32058-w
https://doi.org/10.1038/s41598-023-32058-w
www.nature.com/reprints


15

Vol.:(0123456789)

Scientific Reports |         (2023) 13:5081  | https://doi.org/10.1038/s41598-023-32058-w

www.nature.com/scientificreports/

Open Access  This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the 
Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from 
the copyright holder. To view a copy of this licence, visit http:// creat iveco mmons. org/ licen ses/ by/4. 0/.

© The Author(s) 2023

http://creativecommons.org/licenses/by/4.0/

	Transcriptomics of CD29+CD44+ cells isolated from hPSC retinal organoids reveals a single cell population with retinal progenitor and Müller glia characteristics
	Methods
	Cell maintenance and isolation from retinal organoids. 
	RNA sequencing. 
	Sample processing and sequencing. 
	Data analysis. 

	Immunohistochemistry of retinal organoids. 
	Quantitative PCR. 

	Results
	CD29+CD44+ immunoreactivity within retinal organoids and in dissociated cells. 
	Transcriptome of CD29+CD44+ cells isolated from retinal organoids at different stages of maturation. 
	Gene Ontology (GO) analysis of DEGs. 
	Examination of transcripts associated with Müller glia cell fate determination in CD29+CD44+ cells throughout organoid development. 
	Expression of transcripts coding for neurogenic and progenitor factors in CD29+CD44+ cells isolated from retinal organoids at different stages of development and maturation. 
	Decreased expression of pluripotent stem cell markers indicates successful differentiation. 
	Validation of identified markers. 

	Discussion
	References
	Acknowledgements


