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Global microRNA profiling of bone 
marrow‑MSC derived extracellular 
vesicles identifies miRNAs 
associated with hematopoietic 
dysfunction in aplastic anemia
Jyotika Srivastava 1,4, Kavita Kundal 2,4, Bhuvnesh Rai 1,4, Pragati Saxena 1, Shobhita Katiyar 1, 
Naresh Tripathy 1, Sanjeev Yadav 1, Ruchi Gupta 1, Rahul Kumar 2, Soniya Nityanand 1,3* & 
Chandra Prakash Chaturvedi 1*

Recently, we have reported that extracellular vesicles (EVs) from the bone marrow mesenchymal 
stromal cells (BM‑MSC) of aplastic anemia (AA) patients inhibit hematopoietic stem and progenitor 
cell (HSPC) proliferative and colony‑forming ability and promote apoptosis. One mechanism by which 
AA BM‑MSC EVs might contribute to these altered HSPC functions is through microRNAs (miRNAs) 
encapsulated in EVs. However, little is known about the role of BM‑MSC EVs derived miRNAs in 
regulating HSPC functions in AA. Therefore, we performed miRNA profiling of EVs from BM‑MSC of 
AA (n = 6) and normal controls (NC) (n = 6) to identify differentially expressed miRNAs. The Integrated 
DEseq2 analysis revealed 34 significantly altered mature miRNAs, targeting 235 differentially 
expressed HSPC genes in AA. Hub gene analysis revealed 10 HSPC genes such as IGF‑1R, IGF2R, 
PAK1, PTPN1, etc., which are targeted by EV miRNAs and had an enrichment of chemokine, MAPK, 
NK cell‑mediated cytotoxicity, Rap1, PI3k‑Akt, mTOR signalling pathways which are associated with 
hematopoietic homeostasis. We further showed that miR‑139‑5p and its target, IGF‑1R (hub‑gene), 
might regulate HSPC proliferation and apoptosis, which may serve as potential therapeutic targets 
in AA. Overall, the study highlights that AA BM‑MSC EV miRNAs could contribute to impaired HSPC 
functions in AA.

Keywords Mesenchymal stromal cells, Extracellular vesicles, MiRNA profiling, Hematopoietic stem 
progenitor cells, Hub-genes

Idiopathic acquired aplastic anemia (AA) is a state of bone marrow failure characterized by a fatty hypoplastic 
marrow and multilineage cytopenia’s 1. Several studies have reported that perturbations in the bone marrow 
(BM) microenvironment in AA may suppress hematopoietic stem and progenitor cells (HSPC)2–4. The BM 
mesenchymal stromal cells (BM-MSC) are a key cell of the BM microenvironment and have immunomodulatory 
and hematopoietic supporting  functions5,6.

Data from our and other labs have confirmed that BM-MSC of AA patients have cellular and molecular 
defects, implying a possible role of these defects being responsible for their reduced ability in sustaining HSPC 
functions when compared to their normal  counterparts4,7–12. However, the mechanism by which BM-MSC 
impart their functional effect on HSPC in AA remains elusive. Recent evidence suggests that MSC affect the 
functions of HSPC via paracrine release of certain hematopoietic cytokines, growth factors and extracellular 
vesicles (EVs)13–16.
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Extracellular vesicles (EVs) are 20–1000 nm sized nano-vesicles, which serve as the key mediators of inter-
cellular communication by modulating the biological functions of their target  cells17,18. Several studies have 
reported that BM-MSC derived EVs can affect self-renewal, proliferation, and differentiation of HSPC in normal 
physiological conditions analogous to that of BM-MSC19–21. Moreover, in hematological disorders such as acute 
myeloid leukaemia (AML), myelodysplastic syndrome (MDS) and multiple myeloma (MM), it has been reported 
that BM-MSC derived EVs can impair the hematopoiesis supportive functions of  HSPC22–24.

We have recently reported that BM-MSC EVs from AA patients can inhibit the proliferative and colony-
forming ability of HSPC by enhancing apoptosis, thus highlighting the altered hematopoiesis supporting proper-
ties of AA BM-MSC  EVs25. Mechanistically, EVs can profoundly alter the target cell phenotype by altering gene 
expression and associated pathways by releasing bioactive factors such as miRNAs encapsulated within  them17. 
These miRNAs can orchestrate the function of HPSC via post-transcriptional regulatory  mechanisms26–28. Thus, 
suggesting that alterations in the expression of these EV miRNAs can hamper the HPSC functions. Supporting 
this hypothesis, a recent study by Guidice et al.29, 2018 demonstrated that few plasma exosomal miRNAs have a 
role in the dysregulated expansion and cell survival of HSPC in AA patients.

However, the role of miRNAs derived from the EVs of AA BM-MSC in HSPC dysfunction remain obscure 
to date. Thus, in the present study we have performed global miRNAs profiling of EVs from the BM-MSC of 
AA patients and controls to identify significantly altered miRNAs. Furthermore, utilizing the transcriptome 
dataset of the HSPC of AA and controls available in the NCBI repository, we aim to identify HSPC genes which 
are targeted by these differentially expressed EV miRNAs. Additionally, in-silico functional analysis of target 
HSPC genes was carried out to identify regulatory pathways and hub genes which could be potentially involved 
in impeding HSPC functions. Overall, the study underlines the role of AA BM-MSC EVs-derived miRNAs in 
the disease pathobiology.

Results
EV from BM‑MSC of AA patients and normal control (NC) exhibit similar size, morphology, 
and expression of EVs specific markers
The BM-MSC of AA patients and NC exhibited the presence of MSC markers; CD73, CD90 and CD105 and had 
negligible expression of hematopoietic markers; CD34, CD45 and HLA-DR. The evaluation of differentiation 
potential of BM-MSC revealed that AA BM-MSC had a higher adipogenic differentiation potential and a reduced 
osteogenic and chondrogenic differentiation potential as reported  previously4,11 (see Supplementary Fig. S1). 
EVs from BM-MSC of AA patients and NC had comparable particle size (145.3 nm vs 146.9 nm, p-value-0.87), 
and concentration (6.55e+007 vs 5.22e+007, p-value-0.48) (Fig. 1a–c). Both AA and NC EVs had cup shaped, 
circular morphology as analyzed by TEM (Fig. 1d) and exhibited the expression of CD63, an EV marker (87.43 vs 
83.07, p-value-0.43) as confirmed by flow-cytometry (Fig. 1e, f). Aligning with Minimal information for studies 
of extracellular vesicles (MISEV 2023)  guidelines30, the EVs from both groups exhibited the presence of CD63, 
CD81, TSG101 and had negligible expression of calnexin (CNX) (a negative EV marker, ER associated marker) 
as confirmed by western blotting (Fig. 1g). The size estimation by TEM and original western blots images of AA 
and NC BM-MSC EVs is provided in Supplementary Fig. S2.

Differential expression of miRNAs in the EVs derived from AA BM‑MSC
Global miRNA profiling was performed to EVs from BM-MSC of AA patients and NC identify the differential 
expression of precursor and mature miRNAs. The normalization of the read count was performed on 6 AA and 
6 NC samples. Out of 6 AA samples we had to exclude two samples because of the poor read quality (Fig. 2a). 
We found that out of identified 702 miRNAs, 57 miRNAs were significantly altered in AA BM-MSC EVs com-
pared to NC BM-MSC EVs (Fig. 2b). The heatmap of the differentially expressed miRNAs was generated using 
ComplexHeatmap tool embedded in R (Fig. 2c). Out of 57 differentially expressed miRNAs, 23 were precursor 
and 34 mature miRNAs. We further proceeded with the mature miRNAs, out of 34 miRNAs, 9 were upregulated 
and 25 were downregulated. The tabulated form of differentially expressed miRNAs, both precursor and mature 
with fold change and p-value is given it the Supplementary Table S2 and Table S3.

Identification of pathways associated with differentially expressed EV miRNAs
Further we performed in-silico functional analysis of differentially expressed miRNAs in EVs of AA BM-MSC 
to identify the Gene ontology (GO) pathways and biological processes using  miEAA31 having p-value < 0.05. The 
pathways analysis revealed enrichment of pathways such as, DNA damage responses to ATM, p53 signalling, 
PI3K-Akt signalling, MAPK signalling, TNF signalling, mTOR signalling etc. which are involved in regulation 
of cell survival and cell death (Fig. 3a). Also, we found that 31 miRNAs were involved in regulation of biologi-
cal processes of our interest such as cell cycle arrest, negative cellular proliferation, apoptosis, vesicle mediated 
transport, T-cell differentiation, cellular senescence, and hematopoiesis as represented in the chord plot (Fig. 3b). 
The gene set enrichment analysis (GSEA) of significantly altered miRNAs showed enrichment of two pathways 
viz., apoptosis (FDR-0.04; p-value-0.003) and DNA damage responses (FDR-0.04; p-value-0.005) (Fig. 3c).

EV miRNAs from BM‑MSC of AA patients target HSPC genes
Further, we wanted to explore that whether these dysregulated EV miRNAs are involved in the regulation of 
HSPC genes which are altered in AA patients. For that first we identified that gene targets of 34 differentially 
expressed mature miRNAs using miRNet 2.032 which predicted a total of 6294 target genes. Next, we analyzed a 
bulk RNA sequencing dataset of HSPC from AA patients and controls available in the gene expression omnibus 
(GEO) database having accession number GSE165870. We performed feature counts DESeq2 analysis to identify 
the differentially expressed HSPCs genes in AA patients in comparison to controls. The volcano plot showed 
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the significantly upregulated (red dots), downregulated (green dots) and non-significant (black dots) genes in 
HSPCs of AA patients (Fig. 4a). Further we identified the 235 overlapping genes between differentially expressed 
miRNAs target genes and HSPC genes as represented by Venn diagram (Fig. 4b). The heatmap showed clearly 
distinct expression profile of 235 HSPC genes with 166 up and 69 down-regulated genes in AA patients (Fig. 4c). 
Moreover, we found a significant enrichment of several pathways such as PI3K-Akt, mTOR, HIF-1, NF-kappa B 
signalling, NK cell mediated cytotoxicity, chemokine signalling, autophagy, and apoptosis etc., regulated by the 
235 HSPC genes that were targeted by EVs miRNAs of AA BM-MSC (Fig. 4d). GSEA analysis of HSPC genes 
showed apoptosis pathway as one of the enriched pathways indicating the involvement of AA BM-MSC EV 
derived miRNAs in regulation of cell survival pathways in HSPC (Supplementary Fig. S3).

miRNA‑mRNA network construction and identification of key clusters using Protein–protein 
(PPI) network analysis
The dysregulated miRNAs and target HSPC gene regulatory network was constructed using miRNet 2.0 (Sup-
plementary Fig. S4). Further, we submitted 235 common DEGs into the STRING v11 PPI network for identifying 
significant gene clusters by using the MCODE (molecular complex detection) plugin embedded in the Cytoscape. 

Figure 1.  Characterization of EVs from BM-MSC of AA and NC. (a) Representative histogram showing 
particle size and concentration of EVs from AA and NC BM-MSC. (b, c) Bar graphs showing comparison 
of particle size and concentration of EVs from AA and NC BM-MSC, (d) representative photomicrographs 
showing EVs morphology as analyzed by TEM, (e) bar graph and (f) representative histograms comparable 
expression of CD63 in the EVs from AA and NC BM-MSC, (g) immuno-blot images exhibiting the presence 
of CD63, TSG101 and CD81 and negligible expression of CNX. Note: TEM, transmission electron microscopy; 
CD, cluster of differentiation; TSG, tumour susceptibility gene, CNX, calnexin; ns, non-significant.
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The analysis identified five significant MCODE clusters of HSPCs genes (Fig. 5a, b). The functional enrichment 
analysis revealed the association of five MCODE clusters with GPCR signalling, chemokine signalling interferon 
gamma signalling, PID NFAT pathway, apoptosis, autophagy, vesicle mediated endocytosis and glycosphingolipid 
biosynthesis in a cluster-dependent manner (Fig. 5c). Thus, suggesting that these gene clusters could be regulated 
by the AA BM-MSC EVs encapsulated miRNAs.

Identification of hub genes and their regulatory network
We further screened the top 10 highly interactive genes (hub genes) out of the 235 target genes. The differentially 
expressed mRNAs were entered as query into the STRING database for a PPI network analysis using Cyto-
Hubba embedded in Cytoscape. The top ten hub genes with the highest degree of interactions were identified as: 
APP (degree = 41), GRB2 (degree = 19), GNAI2 (degree = 18), PAK1 (degree = 16), PTPN (degree = 15), PRKCB 
(degree = 14), IGF1R (degree = 14), NR3C1 (degree = 14), GNG2 (degree = 13) and, IGF2R (degree = 12) (Fig. 6a). 
The APP, GRB2, GNAI2, PAK1, PTPN, PRKCB, NR3C1, and GNG2 were significantly upregulated whereas 
IGF1R and IGF2R were downregulated in the HSPC of AA patients (Supplementary Table S5). The GO analysis 
of hub genes revealed the involvement of these genes in several biological processes such as signal transduction, 
insulin receptor signalling pathway, apoptosis, GPCR signalling, cellular ROS etc. (Fig. 6b). Further, a KEGG 

Figure 2.  Differential expression of miRNAs in EV of AA BM-MSC in comparison to NC BM-MSC. (a) Log 
expression values of normalized read counts across all samples used for miRNA analysis of EVs from AA 
BM-MSC (n = 4) and NC BM-MSC (n = 6), (b) volcano plot of differentially expressed EV miRNAs in AA 
BM-MSC when compared to NC BM-MSC where green dots represent upregulated miRNAs (log2FC > 1.0) and 
red dots represents downregulated miRNAs (log2FC < − 1.0) and having p-value < 0.05, (c) heatmap showing 
hierarchical clustering of differentially expressed miRNAs in the EVs from BM-MSC of AA (n = 4) and NC 
(n = 6) with p-value < 0.05. The color key indicates Z score calculated from the TPM values; dark blue = lowest 
and, dark red = highest.
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pathway  analysis33 of the top 10 hub HSPC genes showed enrichment of B cell receptor signalling, chemokine 
signalling, EGFR, ErBb, MAPK signalling, NK cell mediated cytotoxicity, Rap1 signalling, PI3k-Akt signalling, 
mTOR and Ras signalling pathways (Fig. 6c). The GO molecular functions and cellular component of the Hub 
genes is provided in the Supplementary Fig. S5 and Table S4.

Role of miR‑139‑5p in regulating HSPC functions in AA
The role of miR-139-5p has been previously reported to be associated with deregulation of cellular proliferation 
and apoptosis in bone marrow failure diseases 34,35. Since we found an increased expression of miR-139-5p in 
the AA BM-MSC EVs, we studied whether the inhibition miR-139-5p using miRVana miR-139-5p inhibitor 
(Ambion, Invitrogen) in AA BM-MSC could restore hematopoietic supportive functions of HSPC. We observed 
that that inhibition of miR-139-5p in AA BM-MSC significantly restored the proliferation potential of co-cultured 
HSPC and reduced their apoptosis. TP53 and IGF-1R have been previously reported as potential targets of 
miR-139-5p 34,35 therefore we evaluated expression of TP53 and IGF-1R in HSPC co-cultured with miR-139-5p 
inhibited AA BM-MSC and compared it to the opti-MEM and miR-Negative control(NC) treated groups (sup-
plementary Fig. S7). We observed a significant decrease in the expression of TP53 and a significant increase 
in IGF-1R expression in HSPC co-cultured with miR-139-5p inhibited AA BM-MSC in comparison to their 
normal counterparts. We further demonstrated that impairment in HSPC functions is mediated by miR-139-5p, 
as overexpression of miR-139-5p directly in HSPC using miRVana miR-139-5p mimic (Ambion, Invitrogen) 
significantly suppressed HSPC proliferation and elevated its apoptosis in them (supplementary Fig. S8). Overall, 
these results suggest that overexpression of miR-139-5p is potentially involved in mediating impairment of HSPC 
functions and its inhibition could potentially restore normal functions of HSPC in AA.

Figure 3.  Functional enrichment of differentially expressed miRNAs in EVs of AA BM-MSC. (a) Bubble plot 
showing enrichment of significant pathways targeted by differentially expressed EV miRNAs. The color of the 
dot represent − log10 p-value and the size of the dot represents numbers of miRNAs involved in regulation of 
a particular pathway. (b) Chord plot showing the miRNAs involved in the regulation of biological processes of 
our interest and, (c) GSEA analysis of significantly altered miRNAs showing enrichment of apoptosis and DNA 
damage responses pathway with FDR (Q-value) and p-value. Note: DE, differentially expressed; GSEA, gene set 
enrichment analysis; FDR, false discovery rate (Benjamini–Hochberg adjustment).
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Figure 4.  Differential expression of HSPC genes in AA patients in comparison to controls. (a) The volcano plot 
showing the DEGs in the HSPC of AA patients where green dots are significantly downregulated and red dots 
are significantly upregulated, (b) Venn diagram showing 235 common genes between identified 6249 target 
genes of differentially expressed EV miRNAs and 1087 differentially expressed genes in HSPC of AA patients. 
(c) Heatmap representing the up and downregulation of the 235 target HSPC genes and, (d) DAVID analysis 
showing pathways, their gene-ratio, p-value and, HSPC genes involved in regulation of enriched pathways as 
represented by the Sankey and bubble plot.
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Discussion
An “empty bone marrow with depletion in the HSPC number” is one of the characteristics of patients with AA. 
The current understanding of the disease etiopathology includes cytotoxic T-cell activation and abnormal bone 
marrow  microenvironment4–6,11,12,36. BM-MSC are the key cells of the BM microenvironment that supports 
HSPC functions by direct cell contact and paracrine release of growth factors and  EVs5,6,13–16. We have previously 
demonstrated that BM-MSC EVs from AA patients reduces the proliferative and colony-forming capacity and 
enhances apoptosis of  HSPC25. However, the exact mechanism by which AA BM-MSC EVs exert their functional 
effect on HSPC is unclear. Filling this gap, the present study revealed that AA BM-MSC-derived EVs have altered 
expression of miRNAs that could directly impact genes/pathways involved in HSPC cell proliferation, colony-
formation capacity, apoptosis, etc., thus highlighting that the EVs of BM-MSC of AA patients mediate impaired 
HSPC functions via the transfer of encapsulated miRNAs.

BM-MSC plays a vital role in maintaining hematopoietic homeostasis via the release of EVs, which are 
critical mediators of cellular  communication13,15,16. However, studies investigating the role of BM-MSC EVs 
in AA are scarce. It has been shown that BM-MSC EVs from AA patients induced apoptosis and reduced the 
cellular proliferation and colony forming ability of  HSPC25. Another study has shown that EVs from healthy 

Figure 5.  STRING PPI network analysis and MCODE cluster identification and functional analysis. (a) PPI 
network analysis showing different MCODE cluster out of 235 gene, (b) The different color coded MCODE 
clusters showing highly interactive genes in individual clusters and, (c) pathway enriched for different MCODE 
clusters along with their respective − log10 p-value.
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BM-MSC potentially ameliorated bone marrow failure symptoms in the murine AA  model36. These findings 
imply that BM-MSC EVs significantly regulate HSPC functions under normal or pathological hematopoiesis 
conditions. Mechanistically, EVs are shown to impart their functional effect via the transfer of miRNA car-
goes to HSPC, thereby modulating the target genes and pathways in HSPC regulating normal or malignant 
 hematopoiesis21,22,24,37–39. These miRNAs are small non-coding RNAs that play a crucial role in shaping the 
hematopoietic landscape during developmental and adult  hematopoiesis40,41. Thus, our hypothesis was that 
miRNAs carried by the AA BM-MSC EVs have a role in inhibiting the hematopoietic functions of HSPC in the 
BM niche. An altered expression of miRNAs in T-cell36,39 and plasma-derived  exosomes29 has been reported in 
AA. However, studies on miRNAs in AA BM-MSC EVs is scarce. Using the NGS based miRNA profiling, the 
present study demonstrates that EVs from AA BM-MSC have a distinct miRNA profile compared to their normal 
counterparts. A total of 57 miRNAs, including precursor and mature miRNAs, were significantly deregulated 
in AA BM-MSC EVs. These results align with the previous studies, which have reported differential expression 
of miRNAs in the BM-MSC derived EVs from hematopoietic disorders such as  AML22,  MDS23,39, and multiple 
 myeloma24. Additionally, the EV miRNA expression profile of our study was in alignment with the BM-MSC 
exosomal miRNA expression profile as reported by Ferguson et al.42. However, it was completely different from 
the miRNA expression profile of plasma-derived exosomes as reported by Giudice et al.29. Thus, highlighting 
that there could be a disparity in miRNA packaging in the EVs from different sources, signifying the presence/
existence of a selective mechanisms for intercellular communication by EVs from different sources. In addition 
to this, differential expression of miRNAs has been shown to be associated with impairment in the miRNA pro-
cessing proteins (Argonaute, Drosha, Dicer), RNA binding proteins (Heterogeneous nuclear ribonucleoprotein 
A2B1 (hnRNPA2B1), Synaptotagmin-binding cytoplasmic RNA-interaction protein (SYNCRIP)) and membrane 
protein (Caveolin-1 (Cav-1), Vacuolar protein sorting-associated protein 4 (Vps4A)), all of which play crucial 
role in the sorting of miRNAs in  EVs43. Furthermore, genotoxic insults to cells caused by changes in methyla-
tion status of genes, hypoxia, and other endogenous factors, could also potentially alter miRNAs  expression44. 
However, the significance of the aforementioned variables in influencing miRNA expression in the EVs of AA 
BM-MSC needs to be validated experimentally.

Figure 6.  The STRING analysis for hub genes identification and functional analysis. (a) PPI network 
construction and identification of top 10 hub genes where red represent gene with highest degree and yellow 
with the lowest degree, (b) chord plot representing the regulation of enriched GO biological processes targeted 
by the Hub genes (color-coded) and, (c) alluvial plot representing the comprehensive network of BM-MSC 
EV miRNAs involved regulation of hub HSPC genes and associated pathways. Note: GO, gene ontology; DEG, 
differentially expressed genes.
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Since miRNAs from BM-MSC derived EVs impart their regulatory role by altering the genes and associated 
pathways at the post-transcriptional level, as described in hematological  malignancies24,38,39. We tried to elucidate 
the functional role of these AA BM-MSC EVs encapsulated DE miRNAs by pathway enrichment analysis. To 
date two studies have been conducted to study the differential gene expression in HSPC in AA patients using a 
single cell genomics  approach45,46. These studies demonstrated that HSPC from AA patients have upregulated 
genes involved in cell death, cytokine signalling, and immune responses and downregulated genes involved in 
cell cycle and cell differentiation. Further, the HSPC of AA patients had several changes linked to DNA damage 
and  repair46. However, whether EV miRNAs impart these functional defects in HSPC is elusive in AA. Our GSEA 
analysis of significantly altered miRNAs showed enrichment of apoptosis and DNA damage response pathways. 
Additionally, pathways analysis showed enrichment of several pathways such as apoptosis, MAPK, PI3K/Akt, 
mTOR, chemokine receptor signalling, etc., which are crucial for maintaining hematopoietic  homeostasis47. Our 
findings here provide with an insight that miRNAs enriched in AA BM-MSC EVs could potentially dampen 
HSPC functions in the microenvironment through impediment of these pathways, which is in alignment with 
our previous finding where we showed that AA BM-MSC EVs promoted apoptosis in healthy  HSPC25. Con-
comitantly, our in-silico analysis of miRNA-mRNA interaction revealed that these EV miRNAs targeted 235 
HSPC genes and their pathways analysis showed significant enrichment of pathways involved in cell survival and 
cell death. Altogether, these findings highlight the involvement of EV miRNAs of AA BM-MSC in the regula-
tion of HSPC through cell survival and apoptotic mechanisms. However, the findings need to be established in 
different model systems, such as in-vivo and 3D scaffold, to study the in-depth interaction of these cells in the 
hematopoietic  niche48,49.

To further comprehend the complex regulation and functional importance of HSPC genes in AA patients 
and role of BM-MSC EVs miRNA in their regulation, we performed hub gene analysis to identify the top 10 hub 
HSPC genes and their associated pathways. The functional analysis of Hub genes showed significant enrichment 
of pathways linked with cell cycle, survival, and cell death pathways. We made a Venn diagram to identify the 
pathways that were consistently enriched in dysregulated EV miRNAs, target HSPC and, hub genes. We found 
eight intersecting pathways: chemokine, MAPK, PI3K-Akt, Ras, mTOR, GABAergic synapse, cholinergic syn-
apses and apoptotic signalling pathways Supplementary Fig. S6 and Table S5. The role of the hub HSPC genes 
and their intervening pathways has been previously reported to be involved in regulating HSPC via different 
mechanisms as summarized in Fig. 7 and Supplementary Table S6 however, the role of these genes and associated 
miRNAs needs experimental validation in AA.

Overall, the study suggests a strong implication of miRNAs from BM-MSC EVs in the deregulation of HSPC 
functions in AA via the engagement of GABAergic synapses, cholinergic synapses, mTOR, and MAPK pathways 
thus regulating the fate of HSPC via the microRNA-mRNA regulatory axis. This is also evident from previous 
studies where altered expression of miR-139-5p gene has been associated with deregulation of cellular prolifera-
tion and apoptosis in bone marrow failure diseases 34,35. In addition, the overexpression of miR-139 has been 
reported to induce TP53 and reduce IGF-1R expression in several cancers, mediating cell cycle, and proliferation 
 arrest35. Additionally, a decline in IGF1 and IGF-1R has been linked to HSC aging 51. Our results corroborated 
with these findings as inhibition of miR-139-5p in AA BM-MSC significantly restored the proliferative capacity 
of co-cultured HSPC and reduced their apoptosis. In addition, IGF1R was one of the hub-HSPC genes which 
was downregulated in AA patients. We found that HSPC co-cultured with miR-139-5p inhibited AA BM-MSC 
had significant decrease in TP53 with increased IGF1R expression. Thus, suggesting that inhibiting miR-139-5p 
could potentially restore the HSPC-supporting properties of AA BM-MSC EVs through IGF1R signalling. This is 
further strengthened by the fact that over-expression of miR-139-5p directly in HSPC hampered their prolifera-
tion and elevated apoptosis in them. Apart from miR-139-5p, we have also found other miRNA-mRNA regulatory 
mechanisms altered in AA BM-MSC EVs; therefore, further studies in in-vitro and in-vivo settings are needed 
to comprehend their role in AA pathobiology. Also, more studies are warranted on studying the functionality of 
BM-MSC-derived EV-miRNA in a larger patient cohort and in context to developing newer therapeutic strate-
gies, such as administering engineered BM-MSC EVs in AA patients for the disease management.

In conclusion, present study explicitly demonstrates that EVs from AA BM-MSC have differential regulation 
of miRNAs. These findings provide valuable insight into the fact that the BM-MSC-derived EVs encapsulated 
miRNAs and their gene regulatory pathways are potentially involved in suppressing HSPC functions in AA. In 
addition, our results also paved the way for exploring new signalling pathways such as GABAergic synapses, 
cholinergic synapses, and mTOR, which can be targeted for rescuing HSPC function in AA patients. Thus, in 
the next step investigating these pathways targeted by the differentially expressed miRNAs in the BM-MSC EVs 
of AA patients, may serve as a potential therapeutic target in AA.

Methodology
Study subjects
In the study six aplastic anemia (AA) patients and six age and gender-matched normal controls (n = 6) were 
recruited. The details of the clinical characteristics of AA and NC subjects has been provided in the supplemen-
tary Table S1. Diagnosis and severity of AA were determined bypublished  criteria52. After informed consent, 
5.0 ml of BM aspirate was collected in the Department of Hematology, Sanjay Gandhi Post graduate Institute of 
Medical Sciences, Lucknow. The procedures followed ethical standards of the Declaration of Helsinki 1975 and 
the study was approved by the Institutional Ethics Committee (IEC) and Institutional committee for Stem Cell 
Research (IC-SCR) of the Institute.



10

Vol:.(1234567890)

Scientific Reports |        (2024) 14:19654  | https://doi.org/10.1038/s41598-024-70369-8

www.nature.com/scientificreports/

Isolation and characterization of Bone Marrow mesenchymal stromal cell (BM‑MSC)
The bone marrow samples obtained from SAA patients and controls was processed using ficoll-density centrifu-
gation method and mesenchymal stromal cells (MSCs) were cultured following standard laboratory  protocol11. 

Figure 7.  Diagrammatic illustration of cellular crosstalk mediated via AA BM-MSC EVs miRNAs in 
regulation of hub HSPC functions in the BM stroma of AA patients. The topmost hub-gene, APP is involved 
in the inactivation of β2-adrenergic receptor which could elicit a negative effect on HSPC migratory potential 
by supressing CXCL12. PAK1 activation is mediated via downregulation of miR-377 which further leads to 
the supressed fibronectin (an extracellular matrix protein) production. Moreover, depletion of fibronectin is 
associated with impaired HSPC homing, engraftment, proliferation, and differentiation. Furthermore, enhanced 
expression of PTPN1 can potentially reduce the HSPC number by activating apoptosis via suppression of RAC1 
and BCL-XL. The role of PRKCB has not been studied in context of hematopoiesis however its role has been 
clearly demonstrated in inhibiting proliferation, promoting apoptosis, impaired mitochondrial dynamics and 
inhibition of autophagy in different diseases, these properties are hallmarks of ageing HSPC. Next, GNAI2 is 
a GPCR signalling protein that is modulated by RGS protein which is responsible for enhanced chemokine 
signalling, complement activation, migration and poor engraftment of HSPCs via PI3K/AKT and ERK/
MAPK signalling. Moreover, GNAI2 has been identified as the direct target of miR-30b. Enhanced expression 
of Grb2 could induce a myeloid-bias of HSPC via IL3/ERK/MAPK signalling and have also been shown to be 
targeted by miR-433. Indispensable role of Insulin like Growth Factor-1 receptor (IGF-1R) and IGF-2R has 
been demonstrated in HSPC survival. In this study, decrease in IGF-1R and IGF-2R and upregulation of miR-
125b, miR-141 and, miR-139-5p could be responsible for compromised HSPC function in AA. Interestingly, 
miR-125b has been reported to promote HSC expansion; however, it is also reported to promote lymphoid-
biased differentiation of HSC, leading to CD8+ T-cell expansion 50. Since in AA, there is an increase in the 
cytotoxic (CD8+) T-cell subsets that attack HSPC and mediate their annihilation, it could be suggested that 
overexpression of miR-125b could be contributing to the lymphoid expansion of HSPC in AA. However, these 
results need further experimental validation.
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In brief, bone marrow mononuclear cells were cultured in the MSC supportive medium containing low glucose 
DMEM, 16% Fetal Bovine Serum-MSC Qualified (FBS), 1% Penicillin–Streptomycin and 1% Glutamax at 37 °C 
under normoxic condition (All items were procured from Gibco, USA). Further, BM-MSC were characterized 
following the ISCT  standards53. The cells of P3-P4 passage were used in the study for all the experiments.

Isolation of extracellular vesicles (EVs) from BM‑MSC
EVs were isolated from the BM-MSC using the Total Exosome Isolation (TEI) Reagent (Invitrogen, Life Tech-
nologies, Carlsbad, CA). When the BM-MSC in P3 passage reached a confluency of 80% the medium was 
replenished with exosome-free media and the cells were incubated in CO2 incubator at 37 °C. After 48 h to obtain 
EVs, cell culture supernatants were harvested and centrifuged at 2000×g for 30 min to remove cells and debris. 
TEI reagent was added to the culture supernatant in a ratio of 1:2 in a new tube and was incubated overnight 
on a rotator mixer at 4 °C. Next day, the mixture was centrifuged at 10,000×g for 1 h at 4 °C and EV pellet was 
resuspended in in 1X phosphate buffered saline (PBS) and stored at − 80 °C for further experiments.

Nanoparticle tracking analysis (NTA)
For size distribution and particle concentration analysis of BM-MSC derived EVs, NTA was performed on 
Nanosight (NS300, Malvern Panalytical Ltd, Salisbury, United Kingdom). The EV samples were outsourced for 
analysis to Nanomaterial Toxicology Lab, Indian Institute of Toxicology Research, Lucknow, India. In brief, EV 
preparation was diluted with 0.22 µm pre-filtered 1× PBS in a ratio of 1:100. The diluted sample was then loaded 
onto the Nanosight chamber with a syringe pump. The motion of particles was acquired as three 60 s videos 
for each sample, and the data obtained was analyzed by NanoSight NTA 3.2 software (https:// www. malve rnpan 
alyti cal. com/ en/ suppo rt/ produ ct- suppo rt/ softw are/ nanos ight- nta- softw are- update- v3-2) for the estimation of 
modal particle size and concentration per ml.

Transmission electron microscopic (TEM) analysis
A total of 10 μl exosome suspensions were loaded on a carbon coated copper grid (Sigma-Aldrich, USA) and 
desiccated for 20 min. Then, 2% uranyl acetate in water was added to the exosome layer and was allowed to 
dry overnight. After that, TEM imaging was performed the next day on TEM-1400 Plus, JOEL (JEOL, Japan).

Western blotting
Exosomes were lysed by RIPA buffer (BioRad, USA) and the protein concentrations were obtained by Pierce BCA 
Protein Assay (Thermo Scientific, USA). Extracted proteins were separated in 12% polyacrylamide gel electro-
phoresis and analyzed by Western blot. Proteins were transferred to PVDF membranes. The blots were cut prior 
to hybridisation with antibodies during blotting. The blots were incubated with CD63 (1:1000, Abcam), CD81 
(1:1000, Abcam), TSG101 (1:1000, Santa Cruz) and Calnexin (1:1000, Santa Cruz) at 4 °C overnight. Next day, 
membrane was incubated with (Horseradish peroxide) HRP labelled secondary antibody following washing with 
secondary antibody, the proteins bands were visualized by chemiluminescence (Invitrogen, USA).

Total RNA isolation, microRNA profiling and, data analysis
RNA was isolated from the BM-MSC EVs using total Exosome RNA and Protein Isolation Kit (Invitrogen) fol-
lowing manufacturer’s instruction. The RNA concentration was analysed using Nanodrop Spectrophotometer 
2000 (Thermo-fisher Scientific). The sample were analyzed for their integrity based on RIN number as analysed 
on bioanalyzer. After qualifying Quality QC samples were processed for library preparation and QC. The raw 
data fastq sequences were generated and demultiplexed using CASAVAv1.8 pipeline. We implemented a compre-
hensive RNA-Seq analysis pipeline utilizing the STAR v2.7.10a (Spliced Transcripts Alignment to a Reference) 
method for the alignment of sequencing  reads54. The quality control of raw reads was assessed by checking 
md5sum files, and further evaluation was conducted using FastQC v0.11.7 to ensure data integrity. Adapter trim-
ming was executed with the fastp v0.23.2 to enhance data  quality55. The STAR method was employed for aligning 
reads to human reference hg38 using GTF file “gencode.v42.basic.annotation.miRNA.gtf ”, incorporating both 
raw and mature sequences derived from has.gff files sourced from the  miRDB56. Subsequently, the filtered reads 
were aligned against this constructed miRNA genome. The quantification of individual miRNA expression levels 
was achieved through the utilization of the feature counts v2.0.3, providing a robust and reliable assessment of 
miRNA expression profiles in the context of our RNA-Seq  analysis57. This pipeline not only ensures the accuracy 
and reliability of the obtained results but also establishes a standardized approach for the investigation of miRNA 
expression in our experimental system. The raw data files for 10 samples have been submitted in NCBI under Bio-
Project number PRJNA1094675 (SRA accession no: SRR28513789, SRR28513791, SRR28513790, SRR28513792, 
SRR28513788, SRR28513785, SRR28513787, SRR28513784, SRR28513786, SRR28513783).

Differential expression of BM‑MSC EV derived microRNA and functional analysis
To identify the differentially expressed miRNAs in the EVs of AA BM-MSC in comparison to control the DESeq2 
v1.43.1 tool of the R Bioconductor package was  used58. The differentially expressed miRNAs were selected based 
on p-value < 0.05 and the absolute value of log2fold change (log2FC) > 1.0 (up-regulated) or < − 1.0 (down-
regulated)49,59,60. Expression profile of deregulated miRNAs was represented in the heatmap using Complex 
Heatmap tool (2.12.1 version) integrated in R bioconductor.

https://www.malvernpanalytical.com/en/support/product-support/software/nanosight-nta-software-update-v3-2
https://www.malvernpanalytical.com/en/support/product-support/software/nanosight-nta-software-update-v3-2
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Data processing and differential expression analysis of GEO dataset
To identify the potential HSPC target genes of differentially expressed miRNAs we analysed  GSE16587046 
dataset by DEseq2 as mentioned above. To identify significant DE genes, we applied the threshold of adjusted 
p-value < 0.05 and log2FC > 1.0 (upregulated) or log2FC <  − 1.0 (downregulated).

Functional enrichment analysis and target gene identification of differentially expressed EV 
miRNAs
For functional enrichment analysis of differentially expressed miRNAs, we used the miRNA Enrichment Analysis 
and Annotation Tool (miEAA), a web-based tool that facilitates the functional analysis of sets of  miRNAs31. The 
tool has integrated Gene ontology (GO), wikipath, Reactome and KEGG databases for GO and pathway analysis. 
The GO and pathways having p-value < 0.05 were considered statistically significant. The experimentally validated 
target genes of DE-miRNAs were predicted using miRNet 2.0, which is a comprehensive tool that integrates data 
from eleven different miRNA databases (TarBase, miRTarBase, miRecords, miRanda, miR2Disease, HMDD, 
PhenomiR, SM2miR, PharmacomiR, EpimiR and starBase)32. We also used miEAA for the Gene Set Enrichment 
Analysis (GSEA)61,62 of the DE miRNAs.

Identification of candidate target genes and miRNA‑mRNA regulatory network construction
To identify the candidate target genes, the common target identified from different miR databases and differ-
entially expressed HSPC genes (GSE165870). With the help of the miRNet 2.032, a miRNA-mRNA regulatory 
network was established and visualized. The tool provides the graphical visualization of the interaction between 
dysregulated EV miRNAs and mRNAs.

Protein–protein interaction network construction and Hubb gene identification
The Protein–protein interaction (PPI) of differentially expressed target genes was performed using online 
 STRING63, which predicts proteins interaction and associated pathways. A combined score of > 0.7 was set as 
threshold for PPI network construction and visualization by Cytoscape. Another plug-in of Cytoscape, molecular 
complex detection (MCODE) was employed to identify key gene  modules64,65. Further, the top ten hub genes 
were identified and visualized using cyto-hubba plugin of Cytoscape. The size of the node is represented by the 
degree value. The GO and pathway analysis of hub genes was performed using DAVID.

Data visualisation
A volcano map was executed in R software for the miRNA and mRNA data with the ggplot2 package in R. DE 
miRNA expression profile was represented in the heatmap using ComplexHeatmap package. Chord plot was 
used to represent the interaction between miRNAs and pathways, and gene and pathways. Sankey plot was used 
to represent DE mRNA, enriched pathways, and their gene ratio. Alluvial plot was used to represent miRNAs 
and pathways which are involved in regulation of hub genes. For data visualisation R Bioconductor and SR plots 
(https:// www. bioin forma tics. com. cn/ srplot) was used to enhance the representation of the data.

Ethical approval
This study was conducted in accordance with the Declaration of Helsinki (as revised in 2013) and approved by 
the Institutional Ethics Committee (IEC-2018-173-EMP-107) and the Institutional Committee for Stem Cell 
Research (ICSCR–2019-02-EMP-08) of the Sanjay Gandhi Post Graduate Institute of Medical Sciences, Lucknow.

Data availability
The raw data files for 10 samples have been submitted in NCBI under BioProject number PRJNA1094675. R 
scripts for the analysis of exosomal miRNA profiling and RNA-Seq transcriptomics data are available for down-
loading using the following link http:// github. com/ CGnTL ab/ miR. git .  Any additional information can be availed 
from the corresponding authors upon reasonable request.

Received: 20 April 2024; Accepted: 16 August 2024

References
 1. Young, N. S. Aplastic anemia. N. Engl. J. Med. 379, 1643–1656 (2018).
 2. Park, M. et al. Alterations in the bone marrow microenvironment may elicit defective hematopoiesis: A comparison of aplastic 

anemia, chronic myeloid leukemia, and normal bone marrow. Exp. Hematol. 45, 56–63 (2017).
 3. Tang, S.-Q. et al. Repair of dysfunctional bone marrow endothelial cells alleviates aplastic anemia. Sci. China Life Sci. 66, 2553–2570 

(2023).
 4. Huo, J. et al. Multifaceted characterization of the signatures and efficacy of mesenchymal stem/stromal cells in acquired aplastic 

anemia. Stem Cell Res. Ther. 11, 59 (2020).
 5. Méndez-Ferrer, S. et al. Mesenchymal and haematopoietic stem cells form a unique bone marrow niche. Nature 466, 829–834 

(2010).
 6. Kfoury, Y. & Scadden, D. T. Mesenchymal cell contributions to the stem cell niche. Cell Stem Cell 16, 239–253 (2015).
 7. Hamzic, E., Whiting, K., Gordon-Smith, E. & Pettengell, R. Characterization of bone marrow mesenchymal stromal cells in aplastic 

anaemia. Br. J. Haematol. 169, 804–813 (2015).
 8. Chao, Y. et al. Increased apoptosis and peripheral blood mononuclear cell suppression of bone marrow mesenchymal stem cells 

in severe aplastic anemia. Pediatr. Blood Cancer 65, 9 (2018).
 9. Li, J. et al. Differential gene expression profile associated with the abnormality of bone marrow mesenchymal stem cells in aplastic 

anemia. PLoS One 7, e47764 (2012).

https://www.bioinformatics.com.cn/srplot
http://github.com/CGnTLab/miR.git


13

Vol.:(0123456789)

Scientific Reports |        (2024) 14:19654  | https://doi.org/10.1038/s41598-024-70369-8

www.nature.com/scientificreports/

 10. Li, J.-P. et al. Alterations of mesenchymal stem cells on regulating Th17 and Treg differentiation in severe aplastic anemia. Aging 
15, 553–566 (2023).

 11. Chaturvedi, C. P. et al. Altered expression of hematopoiesis regulatory molecules in lipopolysaccharide-induced bone marrow 
mesenchymal stem cells of patients with aplastic anemia. Stem Cells Int. 2018, 1–7 (2018).

 12. Bacigalupo, A. et al. T-cell suppression mediated by mesenchymal stem cells is deficient in patients with severe aplastic anemia. 
Exp. Hematol. 33, 819–827 (2005).

 13. Aqmasheh, S., Shamsasanjan, K., Akbarzadehlaleh, P., Sarvar, D. P. & Timari, H. Effects of mesenchymal stem cell derivatives on 
hematopoiesis and hematopoietic stem cells. Adv. Pharm. Bull. 7, 165–177 (2017).

 14. Burnham, A. J., Daley-Bauer, L. P. & Horwitz, E. M. Mesenchymal stromal cells in hematopoietic cell transplantation. Blood Adv. 
4, 5877–5887 (2020).

 15. Sarvar, D. P., Effatpanah, H., Akbarzadehlaleh, P. & Shamsasenjan, K. Mesenchymal stromal cell-derived extracellular vesicles: 
Novel approach in hematopoietic stem cell transplantation. Stem Cell Res. Ther. 13, 202 (2022).

 16. Batsali, A. K. et al. The role of bone marrow mesenchymal stem cell derived extracellular vesicles (MSC-EVs) in normal and 
abnormal hematopoiesis and their therapeutic potential. J. Clin. Med. 9, 856 (2020).

 17. Jeppesen, D. K. et al. Reassessment of exosome composition. Cell 177, 428-445.e18 (2019).
 18. Vidal, M. Exosomes: Revisiting their role as “garbage bags”. Traffic 20, 815–828 (2019).
 19. Fichtel, P. et al. Mesenchymal stromal cell-derived extracellular vesicles modulate hematopoietic stem and progenitor cell viability 

and the expression of cell cycle regulators in an age-dependent manner. Front. Bioeng Biotechnol. 10, 456 (2022).
 20. Goloviznina, N. A. et al. Mesenchymal stromal cell-derived extracellular vesicles promote myeloid-biased multipotent hematopoi-

etic progenitor expansion via Toll-like receptor engagement. J. Biol. Chem. 292, 3541 (2017).
 21. Stik, G. et al. Extracellular vesicles of stromal origin target and support hematopoietic stem and progenitor cells. J. Cell Biol. 216, 

2217–2230 (2017).
 22. Barrera-Ramirez, J. et al. Micro-RNA profiling of exosomes from marrow-derived mesenchymal stromal cells in patients with 

acute myeloid leukemia: Implications in leukemogenesis. Stem Cell Rev. Rep. 13, 817–825 (2017).
 23. Muntión, S. et al. Eltrombopag increases the hematopoietic supporting ability of mesenchymal stem/stromal cells. Ther. Adv. 

Hematol. 13, 204062072211421 (2022).
 24. Roccaro, A. M. et al. BM mesenchymal stromal cell–derived exosomes facilitate multiple myeloma progression. J. Clin. Investig. 

123, 1542–1555 (2013).
 25. Srivastava, J., Katiyar, S., Chaturvedi, C. P. & Nityanand, S. Extracellular vesicles from bone marrow mesenchymal stromal cells of 

severe aplastic anemia patients attenuate hematopoietic functions of CD34 + hematopoietic stem and progenitor cells. Cell Biol. 
Int. 46, 1970–1976 (2022).

 26. Crisafulli, L. & Ficara, F. Micro-RNAs: A safety net to protect hematopoietic stem cell self-renewal. WIREs RNA 13, 3 (2022).
 27. Ortiz, G. G. R. et al. A state-of-the-art review on the MicroRNAs roles in hematopoietic stem cell aging and longevity. Cell Com-

mun. Signal. 21, 85 (2023).
 28. O’Connell, R. M. et al. MicroRNAs enriched in hematopoietic stem cells differentially regulate long-term hematopoietic output. 

Proc. Natl. Acad. Sci. 107, 14235–14240 (2010).
 29. Giudice, V. et al. Circulating exosomal microRNAs in acquired aplastic anemia and myelodysplastic syndromes. Haematologica 

103, 1150–1159 (2018).
 30. Welsh, J. A. et al. Minimal information for studies of extracellular vesicles (MISEV2023): From basic to advanced approaches. J. 

Extracell Vesicles 13, 5 (2024).
 31. Aparicio-Puerta, E. et al. miEAA 2023: Updates, new functional microRNA sets and improved enrichment visualizations. Nucleic 

Acids Res. 51, W319–W325 (2023).
 32. Chang, L., Zhou, G., Soufan, O. & Xia, J. miRNet 2.0: Network-based visual analytics for miRNA functional analysis and systems 

biology. Nucleic Acids Res. 48, W244–W251 (2020).
 33. Kanehisa, M., Furumichi, M., Sato, Y., Kawashima, M. & Ishiguro-Watanabe, M. KEGG for taxonomy-based analysis of pathways 

and genomes. Nucleic Acids Res. 51, D587–D592 (2023).
 34. Stavast, C. J., van Zuijen, I. & Erkeland, S. J. MicroRNA-139, an emerging gate-keeper in various types of cancer. Cells 11, 769 

(2022).
 35. Zhang, H., Jiang, L., Sun, D., Li, J. & Tang, J. MiR-139-5p: Promising biomarker for cancer. Tumor Biol. 36, 1355–1365 (2015).
 36. You, X. et al. Multi-Omics profiling identifies pathways associated with CD8+ T-cell activation in severe aplastic anemia. Front. 

Genet. 12, 452 (2022).
 37. Preciado, S. et al. The incorporation of extracellular vesicles from mesenchymal stromal cells into CD34+ cells increases their 

clonogenic capacity and bone marrow lodging ability. Stem Cells 37, 1357–1368 (2019).
 38. Muntión, S. et al. Microvesicles from mesenchymal stromal cells are involved in HPC-microenvironment crosstalk in myelodys-

plastic patients. PLoS One 11, 2 (2016).
 39. Meunier, M. et al. Extracellular vesicles from myelodysplastic mesenchymal stromal cells induce DNA damage and mutagenesis 

of hematopoietic stem cells through miRNA transfer. Leukemia 34, 2249–2253 (2020).
 40. Bissels, U., Bosio, A. & Wagner, W. MicroRNAs are shaping the hematopoietic landscape. Haematologica 97, 160–167 (2012).
 41. Gong, X. et al. Interplay of transcription factors and microRNAs during embryonic hematopoiesis. Sci. China Life Sci. 60, 168–177 

(2017).
 42. Ferguson, S. W. et al. The microRNA regulatory landscape of MSC-derived exosomes: A systems view. Sci. Rep. 8, 1419 (2018).
 43. Groot, M. & Lee, H. Sorting mechanisms for MicroRNAs into extracellular vesicles and their associated diseases. Cells 9, 1044 

(2020).
 44. Gulyaeva, L. F. & Kushlinskiy, N. E. Regulatory mechanisms of microRNA expression. J. Transl. Med. 14, 143 (2016).
 45. Tonglin, H., Yanna, Z., Xiaoling, Y., Ruilan, G. & Liming, Y. Single-cell RNA-seq of bone marrow cells in aplastic anemia. Front. 

Genet. 12, 52 (2022).
 46. Zhu, C. et al. Single-cell transcriptomics dissects hematopoietic cell destruction and T-cell engagement in aplastic anemia. Blood 

138, 23–33 (2021).
 47. Singh, A. K., Althoff, M. J. & Cancelas, J. A. Signaling pathways regulating hematopoietic stem cell and progenitor aging. Curr. 

Stem Cell Rep 4, 166–181 (2018).
 48. Congrains, A., Bianco, J., Rosa, R. G., Mancuso, R. I. & Saad, S. T. O. 3D scaffolds to model the hematopoietic stem cell niche: 

Applications and perspectives. Materials 14, 569 (2021).
 49. Yu, C. et al. Comparison of miRNA transcriptome of exosomes in three categories of somatic cells with derived iPSCs. Sci. Data 

10, 616 (2023).
 50. Ooi, A. G. L. et al. MicroRNA-125b expands hematopoietic stem cells and enriches for the lymphoid-balanced and lymphoid-biased 

subsets. Proc. Natl. Acad. Sci. 107, 21505–21510 (2010).
 51. Young, K. et al. Decline in IGF1 in the bone marrow microenvironment initiates hematopoietic stem cell aging. Cell Stem Cell 28, 

1473-1482.e7 (2021).
 52. Camitta, B. M., Rappeport, J. M., Parkman, R. & Nathan, D. G. Selection of patients for bone marrow transplantation in severe 

aplastic anemia. Blood 45, 355–363 (1975).



14

Vol:.(1234567890)

Scientific Reports |        (2024) 14:19654  | https://doi.org/10.1038/s41598-024-70369-8

www.nature.com/scientificreports/

 53. Dominici, M. et al. Minimal criteria for defining multipotent mesenchymal stromal cells. The International Society for Cellular 
Therapy position statement. Cytotherapy 8, 315–317 (2006).

 54. Dobin, A. et al. STAR: Ultrafast universal RNA-seq aligner. Bioinformatics 29, 15–21 (2013).
 55. Chen, S., Zhou, Y., Chen, Y. & Gu, J. fastp: An ultra-fast all-in-one FASTQ preprocessor. Bioinformatics 34, i884–i890 (2018).
 56. Chen, Y. & Wang, X. miRDB: An online database for prediction of functional microRNA targets. Nucleic Acids Res. 48, D127–D131 

(2020).
 57. Liao, Y., Smyth, G. K. & Shi, W. featureCounts: An efficient general purpose program for assigning sequence reads to genomic 

features. Bioinformatics 30, 923–930 (2014).
 58. Love, M. I., Huber, W. & Anders, S. Moderated estimation of fold change and dispersion for RNA-seq data with DESeq2. Genome 

Biol. 15, 550 (2014).
 59. Cagnan, I. et al. Global miRNA expression of bone marrow mesenchymal stem/stromal cells derived from Fanconi anemia patients. 

Hum. Cell 35, 111–124 (2022).
 60. Ding, S.-Q. et al. Serum exosomal microRNA transcriptome profiling in subacute spinal cord injured rats. Genomics 112, 5086–5100 

(2020).
 61. Mootha, V. K. et al. PGC-1α-responsive genes involved in oxidative phosphorylation are coordinately downregulated in human 

diabetes. Nat. Genet. 34, 267–273 (2003).
 62. Subramanian, A. et al. Gene set enrichment analysis: A knowledge-based approach for interpreting genome-wide expression 

profiles. Proc. Natl. Acad. Sci. 102, 15545–15550 (2005).
 63. Szklarczyk, D. et al. STRING v10: Protein–protein interaction networks, integrated over the tree of life. Nucleic Acids Res. 43, 

D447–D452 (2015).
 64. Chin, C.-H. et al. cytoHubba: Identifying hub objects and sub-networks from complex interactome. BMC Syst. Biol. 8, S11 (2014).
 65. Bader, G. D. & Hogue, C. W. An automated method for finding molecular complexes in large protein interaction networks. BMC 

Bioinform. 4, 2 (2003).

Acknowledgements
We would like to thank Dr. Khaliqur Rahman, Additional Professor, Dept. of Hematology, SGPGIMS, for helping 
with the flow cytometry experiments, and Mr. Ali and Mrs. Neetika Mishra, lab-technicians, Dept. of Hematol-
ogy, SGPGIMS for their help in sample collection and processing. We would like to thank Dr. Alok K. Pandey, 
Principal Scientist, Nanomaterial Toxicology Group, CSIR-Indian Institute of Toxicology Research for their 
help with Nanoparticle tracking analysis experiments. We would also like to express our deepest gratitude to all 
patients who consented to participate in this study.

Author contributions
J.S.–Conceived and designed the project, performed wet lab experiments, data analysis and wrote the manuscript; 
K.K.-performed the seq analysis and proof-read the bioinformatic part in the manuscript under the supervi-
sion of R.K.; B.R., P.S. and S.K.-performed with in-vitro experiments, in-silico analysis of data; N.T., R.G., and 
S.Y.-helped with the collection of patient sample along with their diagnostic evaluation and, S.N. and C.P.C. 
Conceived, designed and initiated the project, provided guidance during data analysis, proofread the whole 
manuscript, and supervised the project. All authors read and approved the final version of the manuscript.

Funding
This work is supported by funding from the Department of Biotechnology (DBT) grant (BT/PR31421/
MED/31/407/2019) awarded to SN and CPC, and the Wellcome Trust DBT India Alliance Fellowship Grant 
(IA/I/16/1/502374) awarded to CPC. Jyotika Srivastava is a recipient of INSPIRE Ph.D. Fellowship (IF170881) 
from the Department of Science and Technology (DST), India. Kavita Kundal acknowledges the Prime Ministers 
Research Fellowship (PMRF) from Ministry of Education (MoE), India.

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- 024- 70369-8.

Correspondence and requests for materials should be addressed to S.N. or C.P.C.

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.

Open Access  This article is licensed under a Creative Commons Attribution-NonCommercial-NoDerivatives 
4.0 International License, which permits any non-commercial use, sharing, 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 you modified the licensed material. You do not have 
permission under this licence to share adapted material derived from this article or parts of it. 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- nc- nd/4. 0/.

© The Author(s) 2024

https://doi.org/10.1038/s41598-024-70369-8
https://doi.org/10.1038/s41598-024-70369-8
www.nature.com/reprints
http://creativecommons.org/licenses/by-nc-nd/4.0/
http://creativecommons.org/licenses/by-nc-nd/4.0/

	Global microRNA profiling of bone marrow-MSC derived extracellular vesicles identifies miRNAs associated with hematopoietic dysfunction in aplastic anemia
	Results
	EV from BM-MSC of AA patients and normal control (NC) exhibit similar size, morphology, and expression of EVs specific markers
	Differential expression of miRNAs in the EVs derived from AA BM-MSC
	Identification of pathways associated with differentially expressed EV miRNAs
	EV miRNAs from BM-MSC of AA patients target HSPC genes
	miRNA-mRNA network construction and identification of key clusters using Protein–protein (PPI) network analysis
	Identification of hub genes and their regulatory network
	Role of miR-139-5p in regulating HSPC functions in AA

	Discussion
	Methodology
	Study subjects
	Isolation and characterization of Bone Marrow mesenchymal stromal cell (BM-MSC)
	Isolation of extracellular vesicles (EVs) from BM-MSC
	Nanoparticle tracking analysis (NTA)
	Transmission electron microscopic (TEM) analysis
	Western blotting
	Total RNA isolation, microRNA profiling and, data analysis
	Differential expression of BM-MSC EV derived microRNA and functional analysis
	Data processing and differential expression analysis of GEO dataset
	Functional enrichment analysis and target gene identification of differentially expressed EV miRNAs
	Identification of candidate target genes and miRNA-mRNA regulatory network construction
	Protein–protein interaction network construction and Hubb gene identification
	Data visualisation
	Ethical approval

	References
	Acknowledgements


