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Abstract
Prader-Willi Syndrome (PWS) is a rare neurodevelopmental disorder of genetic etiology, characterized by paternal deletion 
of genes located at chromosome 15 in 70% of cases. Two distinct genetic subtypes of PWS deletions are characterized, where 
type I (PWS T1) carries four extra haploinsufficient genes compared to type II (PWS T2). PWS T1 individuals display more 
pronounced physiological and cognitive abnormalities than PWS T2, yet the exact neuropathological mechanisms behind 
these differences remain unclear. Our study employed postmortem hypothalamic tissues from PWS T1 and T2 individuals, 
conducting transcriptomic analyses and cell-specific protein profiling in white matter, neurons, and glial cells to unravel 
the cellular and molecular basis of phenotypic severity in PWS sub-genotypes. In PWS T1, key pathways for cell structure, 
integrity, and neuronal communication are notably diminished, while glymphatic system activity is heightened compared 
to PWS T2. The microglial defect in PWS T1 appears to stem from gene haploinsufficiency, as global and myeloid-specific 
Cyfip1 haploinsufficiency in murine models demonstrated. Our findings emphasize microglial phagolysosome dysfunction 
and altered neural communication as crucial contributors to the severity of PWS T1’s phenotype.
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Introduction

Prader-Willi Syndrome (PWS) is a neurodevelopmental 
genetic disorder caused by the lack of gene expression in 
chromosome 15q11.2-q13 region [7]. Roughly 70% of cases 
are attributed to the deletion of a segment on the paternal 
chromosome, leading to two primary sub-genotypes: Type 
I (PWS T1) and Type II (PWS T2) [52]. PWS T1 deletion 
involves the haploinsufficiency of four additional protein-
encoding genes, distinguishing it from PWS T2 [6]. The 
clinical spectrum of PWS encompasses a broad array of 
features, including morbid obesity, endocrine deficiencies, 
intellectual disability, hindered linguistic and motor mile-
stones, primarily arising from hypothalamic dysfunction 

[6, 11, 20, 35]. In addition, more extensive genetic deletion 
(PWS T1) leads to heightened clinical manifestations such as 
compulsive behaviors, obsessive thoughts, self-injury, cog-
nitive impairment, and disruptions in visual processing [6, 
11, 20, 35]. Yet, the precise neuropathological mechanisms 
tying genotypic differences to phenotypic expression remain 
elusive. A better understanding of these mechanisms holds 
promise to develop tailored therapy for PWS patients with 
distinct sub-genotypes.

The hypothalamus emerges as a pivotal brain region gov-
erning PWS pathophysiology, as evident in recent human 
observations and animal models [11, 39]. Findings from 
hypothalamic tissue specimens from PWS subjects pinpoint 
the specific loss of neuronal populations residing within the 
hypothalamus, tightly associated with metabolic and behav-
ioral deviations [11]. Neuroimaging studies accentuate com-
promised hypothalamic neural networks in PWS patients, Extended author information available on the last page of the article
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especially in regions linked to feeding behavior [21]. In addi-
tion, disruption of white matter connecting hypothalamus 
and cortex appears correlated with impaired satiety in PWS 
patients [4]. Nevertheless, whether these hypothalamic dys-
functions diverge between PWS T1 and T2 sub-genotypes 
remains uncertain.

In this study, we dissected the genotype-based cellular 
and molecular distinctions between PWS T1 and T2. Lever-
aging postmortem brain tissues of PWS patients, comprising 
three with a T1 deletion and seven with a T2 deletion, we 
conducted comparisons with control subjects without PWS 
deletion. Our transcriptomic analyses of hypothalamic tis-
sues unveil significant downregulation of genes implicated 
in controlling cell structure, integrity, morphology, and 
neuronal communication in PWS T1. Consistent with these 
alterations, we observed pronounced microglial dysmor-
phism and impaired phagolysosome activity in the brains of 
PWS T1, coupled with heightened expression of the glym-
phatic component aquaporin 4 (AQP4). Employing rat and 
mouse models, we validated that microglial dysmorphism 
stems from the dysfunctional cytoplasmic Fragile X Mes-
senger Ribonucleoprotein 1 (FMR1) interacting protein 1 
(CYFIP1), one of the four additional haploinsufficient genes 
exclusive to PWS T1 [8]. Moreover, we detected compro-
mised myelin integrity in the fornix and decreased synap-
tophysin expression in the hypothalamus. Collectively, our 
findings suggest that microglial dysfunction and altered 
neural communication emerge as principal factors poten-
tially amplifying phenotypic severity in patients with PWS 
T1 deletion.

Materials and methods

Subject information

Postmortem hypothalamic tissues were collected from 10 
individuals diagnosed with PWS and 32 matched controls, 
through collaboration with the Netherlands Brain Bank 
(NBB). Controls were defined as subjects without PWS 
genomic deletion and without known endocrine or meta-
bolic pathologies. Exclusion criteria included individuals 
who died from brain tumours, encephalitis, or exhibited 
mild to severe dementia (Braak stages 3–6) [2]. In addition, 
individuals with known neurological or psychiatric condi-
tions and those who had received anti-inflammatory medica-
tion within three months prior to demise, due to recognized 
confounding factors, were also excluded. Subjects whose 
Braak stage analysis was unavailable were incorporated as 
controls, provided their medical records did not indicate 
severe dementia. Genetic subtyping of PWS T1 and T2 was 
executed via employment of the Multiplex Ligation-depend-
ent Probe Amplification (MLPA) assay. Genetic subtypes of 

PWS encompassing maternal uniparental disomy and atypi-
cal deletion with imprinting defect [37] were not encom-
passed within the scope of this study. All groups, including 
sub-genotypes within the PWS group, were matched for sex, 
age, fixation time, and postmortem delay (Supplementary 
Table 1). A comprehensive overview of clinicopathological 
information for all subjects is provided in Table 1.

Animal models

Animal experiments were conducted under controlled con-
ditions with a 12-h light/dark cycle, stable temperature, 
standard chow diet, and ad  libitum access to water and 
food. Global Cyfip1 heterozygous (Cyfip1 +/−) rats were 
generated and genotyped as previously described [44]. 
Adult male rats between 8 and 12 weeks of age were used 
in the experiments. An inducible myeloid cells-specific 
Cyfip1 heterozygous knockdown mouse line was generated 
by crossbreeding Cyfip1fl+/+ mice with Cx3cr1Cre−ERT mice 
and administering tamoxifen to induce haploinsufficiency of 
the Cyfip1 gene (Cx3cr1Cre−ERT+/− Cyfip1fl+/−), using Cx3cr-
1Cre−ERT+/− Cyfip1fl−/− mice as controls. Tamoxifen was 
administered for 3 days during postnatal days 5–7 (2 mg/
ml, 50 µl/day). Genotyping confirmed the Cyfip1 delta band 
after Cre-mediated recombination. Male mice at 32 weeks 
of age were used for the experiments.

Immunohistochemistry and immunofluorescence

For studies with human brains, after autopsy, the dissected 
hypothalami were immersed in 10% phosphate-buffered 
formalin at room temperature. Brain tissue was ethanol-
dehydrated, toluene-cleared, and paraffin-embedded. All 
the formalin-fixed paraffin-embedded (FFPE) hypothalamic 
tissue was coronally serially sectioned from rostral to cau-
dal at 6 μm. Immunohistochemical or immunofluorescent 
staining of ionized calcium-binding adapter molecule 1 
(Iba1), Transmembrane Protein 119 (TMEM 119), P2Y12 
receptor (P2Y12R), proteolipid protein (PLP), synaptophy-
sin, proopiomelanocortin (POMC), Neuropeptide Y (NPY), 

Table 1  Subjects group characteristics

N, total number of individuals. Controls (n = 32), PWS T1 (n = 3), 
and PWS T2 (n = 7). Data are represented as the mean ± SD. * 
p < 0.05 v.s. control, obtained by Kruskal–Wallis test followed by 
Dunn’s test

Control PWS T1 PWS T2

Age (years) 33.8 ± 25.8 17.8 ± 27.1 34.3 ± 20.0
Female (N, %) 16 (50) 1 (33.3) 3 (42.8)
Male (N, %) 16 (50) 2 (66.7) 4 (57.2)
Postmortem delay (hours) 25.3 ± 22.2 9.8 23.4 ± 20.1
Body mass index (kg/m2) 24.0 ± 6.5 28 ± 15.5 39.2 ± 21.5 *
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arginine-vasopressin (AVP), oxytocin (OXT), cluster of 
differentiation 68 (CD68), cathepsin S (CTSS), Lysoso-
mal-associated membrane protein 1(LAMP1), aquaporin 4 
(AQP4), and alpha-smooth muscle actin (alpha-SMA) were 
detected using specific antibodies (Supplementary Table 2) 
in the human brain. Immunohistochemical staining of Iba1 
was also analysed in the rodent brains. Immunofluorescence 
for colocalization of CD68/Iba1, CTSS/Iba1, LAMP1/Iba1, 
PLP/Iba1 or AQP4/alpha-SMA were performed in human 
brain or mouse brain sections. DAPI nuclei-counterstaining 
was selectively performed in both the cases (Supplementary 
materials and methods).

RNA isolation, sequencing and data analysis

RNA was isolated from FFPE human hypothalamic tissues 
following a detailed procedure (Supplementary materials 
and methods). RNA concentration was measured using Bio-
analyzer RNA Pico Chips, and cDNA libraries were con-
structed for next-generation RNAseq analysis on an Illumina 
sequence platform (Novogene, Cambridge, UK). The quality 
control of the sequencing data was performed accordingly 
(Supplementary Table 3). The RNA transcript expression 
was quantified with Kallisto (default settings, v0.46.1) [3] 
using the Ensembl human GRCh38 reference transcriptome. 
The gene-level count matrix was created using Tximport 
[46] and DESeq2 was used for differential gene expression 
analysis [30]. After estimation and DESeq2 normalization 
of raw read counts, we performed PCA analysis to test for 
potential bias in the data by batch (of RNA isolation), sex, 
subgenotype groups, age and postmortem delay. For none of 
these co-factors a conspicuous source of bias could be iden-
tified (Supplementary Fig. 1 and 2). Differentially expressed 
genes (DEGs) were obtained between conditions (Control 
vs. PWS T1, Control vs. PWS T2 and PWS T1 vs. PWS 
T2), after performing false discovery rate (FDR) correction 
using (Benjamini-Hochberg) an adjusted p < 0.05 was used 
to identify significantly differential expressed genes (depos-
ited data). A REACTOME enrichment pathway analysis was 
performed with the R package ReactomePA [56].

Statistical analysis

All data are presented as the mean ± SEM. D’Agostino 
and Pearson normality tests were performed to determine 
the data normality, and appropriate statistical tests were 
selected based on data distribution. For human parameters, 
Kruskal–Wallis test followed by Dunn’s test was used for 
non-normally distributed data, while Student’s t-test was 
used for normally distributed data in rodent samples. Mul-
tiple testing was controlled using the Benjamini–Hochberg 
criterion. Statistical significance was set at 0.05, and all 
analyses were conducted using GraphPad Prism 8.12.

Study approval

For human subjects, consent was obtained from donors or 
their legal guardians for brain autopsy and use of medical 
records and brain tissue for research purposes [27]. For 
animal experiments, all studies performed with Cyfip1 het-
erozygous rats were in accordance with institutional animal 
welfare, ethical, and ARRIVE guidelines, and under the UK 
Home Office License PPL 30/3135 (Animals (Scientific Pro-
cedures) Act 1986). All studies performed with microglial 
Cyfip1 knockout mice were in accordance with the ethical 
policies and procedures approved by the Animal Core Facil-
ity of Nanjing Medical University (IACUC-2101036).

Results

PWS T1 deletion is associated with impaired cellular 
integrity in the hypothalamus

To comprehensively profile both gene and protein expression 
using FFPE sections of postmortem brain tissues collected 
since 1983, we divided the sections into three distinct sets. 
The first set underwent Nissl staining to define anatomical 
orientation, and immunohistochemistry or immunofluores-
cence techniques were applied to visualize the expression 
of specific target proteins (Fig. 1a). A second set of sec-
tions was dedicated to determining PWS genetic subtypes 
through the MLPA assay, effectively identifying deletions in 
genes located on chromosome 15q11-q13 (Fig. 1b). For the 
third set of FFPE sections, RNA extraction was performed 
to facilitate subsequent bulk RNA-sequencing analysis 
(Fig. 1c).

The genotypic assessment allowed the categorization of 
subjects into three groups: Controls, PWS T1, and PWS T2. 
In all PWS subjects, copy number reduction was observed 
for genes situated on the long arm of chromosome 15q11-
q13 between break point 2 (BP2) and BP3, encompassing 
NECDIN, MRKN3, and MAGEL2. Notably, the distinction 
between the two genotypes relied on the profiling of NIPA1 
and TUBGCP5 genes positioned between BP1 and BP2.

These genes exhibited normal levels in PWS T2 but dis-
played reduced-gene copies in PWS T1 (Fig. 1b). In contrast, 
control samples exhibited no alterations in copy number. 
Altogether, three PWS T1 and seven PWS T2 subjects were 
successfully identified. These PWS subjects were subse-
quently compared to 32 control subjects, that were matched 
in terms of age, postmortem delay time, and tissue fixation 
time (Table 1). Within the subset of three PWS T1 subjects, 
the body mass index (BMI) data were available for subjects 
aged 6 months and 4 years. Given that hyperphagia and obe-
sity typically onset after 6 months of age, it is reasonable 
that the average BMI of the PWS T1 group did not display 
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Fig. 1  Schematic flow of the experimental setup and genetic profil-
ing. a Postmortem hypothalamic tissues were formalin-fixed paraf-
fin-embedded (FFPE) sections, and the consecutive FFPE sections 
were used for morphological profiling by immunohistochemistry or 
immunofluorescence. DNA and RNA isolated from these sections 
were used for genotyping and next-generation RNA sequencing. b 
Multiplex Ligation-dependent Probe Amplification (MLPA)-assisted 
genotyping of PWS with copy number. No deletion was observed in 
control subjects; PWS type 1 (PWS T1) subjects showed a 50% gene 
dose from BP1 to BP3 (red circles, starting from NIPA1 and TUB-
GCP5 between BP1 and BP2 (NIPA2 and CYFIP1 between BP1 and 

BP2 were not included in the MLPA analysis)), PWS type 2 (PWS 
T2) subjects showed a 50% gene dose from BP2 to BP3 (red circles, 
starting from MKRN3 and MAGEL2). c The significant differentially 
expressed genes (DEGs) are depicted as within-gene Z-scores in the 
heatmap, representing all the genes that are significantly up- or down-
regulated when comparing PWS T1 and T2. d The majority of the 
biological processes down-regulated in PWS T1 compared to PWS 
T2. e Brain non-neuronal cell-type-specific genes among the DEGs 
within-gene Z-score. Genes in red color are down-regulated in PWS 
T1 comparing to PWS T2, genes in black color are down-regulated in 
PWS T1 comparing to controls
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statistically significant differences when compared to the 
control subjects. However, as anticipated, subjects in the 
PWS T2 category exhibited a notably higher average BMI 
compared to the control group, aligning with the expected 
phenotype.

Delving into the transcriptomic analysis, we identified 
the most prominently DEGs within the context of PWS T1 
deletion (Fig. 1c, Supplementary Fig. 3). Specifically, upon 
comparing T1 and T2, we observed a substantial down-
regulation of genes related to cellular integrity, including 
those associated with cytoskeletal structure, morphology, 
adhesion, migration, protein transport, and vesicle traffick-
ing. Furthermore, we noted a decrease in the expression of 
genes linked to phagocytosis, lysosomal activity, as well 
as neuronal development and communication in PWS T1 
subjects (Fig. 1d). To investigate whether these transcrip-
tional changes were associated with specific cell types, 
we used publicly available processed scRNA seq data from 
the mammary, tuberal, and supraoptic regions of the hypo-
thalamus from Human Brain Cell Atlas [43]. Using Fin-
dAllMarkers from the Seurat package [19], we identified 
cell-type-specific genes and intersected these with our DEGs 
[43]. This analysis revealed a strong oligodendrocyte and, 
to a lesser extent, microglia-specific gene profile among the 
DEGs that are down-regulated in PWS T1 compared to PWS 
T2 or controls (Fig. 1e). In addition, some of the down-
regulated genes are also specifically expressed in astrocytes, 
vascular, or ependymal cells (Fig. 1e). Furthermore, we also 
discovered more than 200 neurons-enriched genes that are 
down-regulated in PWS T1 compared to PWS T2 or con-
trols (Supplementary Fig. 4). Collectively, these transcrip-
tomic signatures unveiled robust gene expression differences 
between PWS T1, T2 subtypes and the controls. Conjectural 
interpretation of these data hinted for glial and neuronal dys-
function as a pathophysiological mechanism that underlies 
the worsened physiological and behavioral traits in patients 
with a PWS T1 deletion.

PWS T1 subjects present dysmorphic microglia

Among the four haploinsufficient genes unique to PWS T1, 
CYFIP1 is highly expressed in microglial cells in the brain 
[18, 42] and is involved in actin cytoskeleton remodelling 
[14]. Our transcriptomic analysis revealed pathway changes 
in the cytoskeleton, combined with enrichment of down-
regulation of DEGs in PWS T1 in comparison to PWS T2 or 
controls that are microglia-specific. Consequently, we first 
evaluated microglial morphology using Iba1-immunoreac-
tivity (Iba1-ir). Strikingly, Iba1-ir cells in PWS T1 subjects 
exhibited aberrant morphology characterized by cytoplas-
mic deterioration and fragmentation (16.45 ± 2.8 fragments/
cell), a process known as cytorhexis [48] (Fig. 2a - c). This 
PWS T1-associated microglial dysmorphism was not found 

in controls and PWS T2 subjects, in which the Iba1-ir 
microglia throughout the hypothalamus were morphologi-
cally intact, with few visible primary processes (Control: 
1.48 ± 0.31/cell, PWS T2: 1.70 ± 0.26/cell, p = 0.62). Moreo-
ver, we observed an increased number of Iba1-ir cells and a 
larger relative area of coverage in the mediobasal hypothala-
mus of PWS T2 subjects compared to controls, indicating 
heightened immune activity in microglia among subjects 
with PWS T2 deletion (Fig. 2d, e).

Next, we investigated whether disruptive microglial mor-
phology could be observed using other microglial functional 
markers. TMEM 119 and P2Y12R were used as microglial 
homeostatic identifiers [45]. Our findings showed that the 
disruption in microglial morphology observed in the Iba1-
ir subset was also present in TMEM 119-ir and P2Y12R-
ir microglia (Supplementary Fig. 5). However, unlike the 
Iba1-ir results, we did not observe any differences in the cell 
number or relative area of coverage between the controls and 
PWS T2 with TMEM 119-ir and P2Y12R-ir (Supplementary 
Fig. 5). Furthermore, we found that Iba1-ir microglia in the 
hippocampal CA1 area of PWS T1 individuals exhibited 
dysmorphic features similar to those observed in the hypo-
thalamus of these subjects, with significantly lower total area 
of coverage (Supplementary Fig. 6).

CYFIP1 is involved in actin cytoskeleton remodelling 
[14]. To determine whether the absence of CYFIP1 can be 
a causal factor in microglial dysmorphism, we evaluated 
Iba1-ir microglial cells in the mediobasal hypothalamus 
of wild-type (+/+) rats and global Cyfip1 haploinsufficient 
(Cyfip1+/−) male rats (Fig. 2f–i). We found a reduced num-
ber of primary processes due to fragmentation in the micro-
glia of Cyfip1+/− rats compared to their littermates (Fig. 2i), 
but no significant alterations in Iba1-ir cell count or relative 
covered area (Fig. 2g, h). Thus, the microglial morphological 
disruption in global Cyfip1 +/− rats partially recapitulates 
our findings in PWS T1. Of importance, microglial morpho-
logical alterations were also detected in female Cyfip1 hap-
loinsufficient (Cyfip1+/−) rats (Supplementary Fig. 7a—d). 
Given the robust expression of Cyfip1 within microglial 
cells and the early emergence of microglial dysmorphism 
by the age of 6 months in PWS subjects, we generated a 
specialized Cx3cr1Cre−ERT+/− Cyfip1fl+/−mouse model tar-
geting myeloid cells, including microglia in the brain. We 
evaluated microglial morphology in adult (32 weeks of 
age) male mice. Although the number of Iba1-ir microglia 
and soma size in Cx3cr1Cre−ERT+/− Cyfip1fl+/− mice were 
comparable to the controls (Fig. 2k, l), the number of pri-
mary branches on each cell were profoundly reduced in the 
Cx3cr1Cre−ERT+/− Cyfip1fl+/− mice (Fig. 2m). Thus, Cyfip1 
haploinsufficiency has a detrimental impact on microglial 
morphology in different rodent models.

However, it is important to emphasize that in the Cx3cr-
1Cre−ERT+/− Cyfip1fl+/− mice, we did not observe cytoplasmic 



 Acta Neuropathologica          (2024) 147:64    64  Page 6 of 16

fragmentation in microglial cells in the brain, as was found 
in the brains of PWS T1 subjects. This suggests that Cyfip1 
haploinsufficiency may not be the sole driver behind the 
microglial dysmorphisms observed in human brains afflicted 
with PWS T1 deletion. This leads us to consider the possibil-
ity that other genes within the PWS T1 deletion region, such 
as TUBGCP5, which is known to be involved in microtubule 
dynamics [24], or common neuronal dysfunctions shared by 
both PWS T1 and T2 deletions, involving genes in the core 
PWS region, may be acting synergistically to contribute to 
the microglial dysmorphic changes witnessed in PWS T1 
deletion brains.

PWS Type 1 is associated with defective microglial 
phagolysosomal activity

The microglial immune surveillance and scavenging func-
tions heavily depend on phagocytosis and lysosome activ-
ity [10]. Given the mechanical changes that microglial 
cells undergo to engulf and digest particles, we hypoth-
esized that dysmorphic microglia in PWS T1 might exhibit 
significant phagocytosis defects. Therefore, we evaluated 
their phagocytic capacity by co-immunostaining for Iba1 
and CD68, a phagosome surface marker (Fig. 3a–c). The 
ratio of phagosome volume to soma volume was used to 

Fig. 2  PWS T1 deletion is associated with dysmorphic microglia that 
are partially driven by Cyfip1 haploinsufficiency. a-c Representative 
images of Iba1-ir cells in the mediobasal hypothalamus of the control 
(n = 32), PWS T1 (n = 3), and PWS T2 (n = 7) subjects. Dark arrow-
pointed microglia in the upper panel of a are shown at a higher mag-
nification in the lower panel. m, months; y, years. d, e Comparison 
of the hypothalamic Iba1 soma number and relative area of cover-
age. f Immunohistochemistry for Iba1-ir microglia in the medioba-
sal hypothalamus of wild-type (n = 6) and Cyfip1 haploinsufficient 
(n = 8) male rats. Dark arrow-pointed microglia in the left panel of 
each genotype in f are shown with higher magnification in the two 

right panels. g-i Iba1-ir cell number and soma size and primary pro-
cesses in Cyfip1+/− male rats. j Iba1-ir microglia in the mediobasal 
hypothalamus of control mice (Cx3cr1Cre−ERT+/− Cyfip1fl−/−) (n = 8) 
or Cx3cr1Cre−ERT+/− Cyfip1fl+/− mice (n = 7) at the age of 32  weeks. 
Dark arrow-pointed microglia in the left panel of each genotype in j 
are shown at higher magnification in the right panels. Scale bar: 20 
µm in a-c upper panel, 100 µm in f, 50 µm in j. Data are represented 
as mean ± SEM. Significance in d and e was calculated using the 
Kruskal–Wallis test, significance in i and m was calculated using the 
Student’s t-test. * p < 0.05, ** p < 0.01
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assess microglial phagocytic capacity. Interestingly, we 
found a significantly higher CD68-ir/Iba1-ir volume ratio 
in PWS T1 microglia compared to controls, primarily due 
to an enlargement of CD68-ir phagosome particles in these 
cells (Fig. 3d). In contrast, PWS T2 microglia exhibited 
a CD68-ir/Iba1-ir volume ratio comparable to controls 
(Fig. 3d). However, we observed in PWS T2 a higher pro-
portion of CD68-ir microglial cells among the total Iba1-ir 
microglia compared to controls (Fig. 3e), consistent with 
the elevated number of microglia in PWS T2 (as shown 
in Fig. 2d, e).

Next, we assessed whether the abnormal phagosome 
volume in PWS T1 was coupled with a higher capacity for 
debris degradation within phagolysosomes. To examine this, 
we investigated two lysosomal markers: CTSS, a protease 
belonging to the cathepsin family, and LAMP1, a cardinal 
lysosomal indicator marker [23, 53]. We found that, in con-
trast to CD68, PWS T1 microglia exhibited a significant 
reduction in CTSS-ir (Fig. 3f–i) and LAMP1-ir (Fig. 3j-m), 
indicating a decreased debris degradation capacity within 
lysosomes. Microglia in PWS T2 brains had CTSS-ir and 

LAMP1-ir levels comparable to those in the control group 
(Fig. 3i, m).

As CYFIP1-involved actin cytoskeleton remodelling plays 
an important role in the fusion process during the phagolyso-
some maturation [29, 31], we assessed the microglial phago-
cytic capacity in Cx3cr1Cre−ERT+/− Cyfip1fl+/− mice. We 
found a significantly higher CD68-ir/Iba1-ir volume ratio in 
the microglial cells of the Cx3cr1Cre−ERT+/− Cyfip1fl+/− mice 
compared to control mice (Supplementary Fig. 7e, f). These 
data suggest that CYFIP1 deficiency may directly impact the 
phagocytic function of microglia in PWS.

PWS T1 is associated with increased glymphatic 
system aquaporin 4 in the hypothalamus

Given the compromised phagolysosome activity of micro-
glia in PWS T1 brains, we hypothesized that the brain 
microenvironment might accumulate more cell debris and 
waste compared to PWS T2 brains, necessitating enhanced 
cleaning mechanisms. Consequently, we investigated 
AQP4, a critical component of the brain’s glymphatic 

Fig. 3  Dysmorphic microglia with PWS T1 deletion are defec-
tive in phagolysosome activity. a-c Representative images of CD68 
expression in Iba1-ir microglia in the mediobasal hypothalamus of 
control (n = 32), PWS T1 (n = 3), and PWS T2 (n = 7) subjects. Yel-
low arrow-pointed microglia in the upper panel are shown at higher 
magnification in the lower panel of a-c. d-e Quantitative analysis 
of CD68-ir positive microglia among total Iba1-ir cells and CD68-
ir volume relative to the Iba1-ir volume. f–h Representative images 

of CTSS expression in Iba1-ir microglia. i Quantitative analysis of 
CTSS-ir volume relative to Iba1-ir volume. j-l Representative images 
of LAMP1 expression in Iba1-ir microglia. m Quantitative analysis 
of LAMP1-ir volume relative to Iba1-ir volume. m, months; y, years. 
Scale bar: 30 µm in the upper panel of a-c, 10 µm in the lower panel 
of a-c, f–h and j-l. Data are presented as mean ± SEM. Significance 
was calculated using the Kruskal–Wallis test for all comparisons. * 
p < 0.05
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drainage system [22, 33]. In the human brain, AQP4-ir is 
exclusively found in astrocytic cells, with punctate stain-
ing primarily attributed to astroglial end-feet processes, 
spanning the parenchymal area (Fig. 4a, b). These end-feet 
processes create a perivascular space, known as the glym-
phatic system. We detected a significantly larger AQP4-
ir covered area in the hypothalamus of PWS T1 subjects 
compared to controls, while no significant difference was 
observed between PWS T2 and controls (Fig. 4c–f).

Next, we assessed hypothalamic vasculature through 
alpha-SMA-ir, an endothelial marker for arteries and arteri-
oles. We found an increased number of alpha-SMA-ir ves-
sels in PWS, irrespective of the subgenotype (Fig. 4g–i), 
indicating hypothalamic angiogenesis in this pathology. We 
further investigated the topographic association between 
AQP4-ir astroglia and alpha-SMA-ir vessels by evaluating 
the AQP4-ir surrounding the alpha-SMA vessels within 
a 20 µm radius from each individual vessel. We found an 
increased presence of AQP4-expressing astroglia in the 

Fig. 4  Enhanced glymphatic component aquaporin 4 expression in 
PWS T1 deletion. a, b Illustration of AQP4-ir astrocytes surrounding 
alpha-SMA-ir vessels that form the perivascular glymphatic system. 
The white dashed line-framed area in a is shown with higher magnifi-
cation in b, and white arrows indicate the space between the AQP4-ir 
astrocytes and the alpha-SMA-ir vessel. c-e Representative images of 
AQP4-expressing astrocytes in control, PWS T1, and PWS T2 sub-
jects. f Quantitative analysis of AQP4-ir covered area in the hypothal-
amus. g-i Representative images of alpha-SMA-ir vessels in control, 

PWS T1, and PWS T2 subjects. j Quantitative analysis of the num-
ber of alpha-SMA-ir vessels in the hypothalamus. k-m Representa-
tive images of the AQP4-ir astrocytes surrounding the alpha-SMA-
ir vessels in control, PWS T1, and PWS T2 subjects. n Quantitative 
analysis of the area of AQP4-ir surrounding the alpha-SMA-ir ves-
sels. m, months; y, years. Scale bar: 30 µm in a, 5 µm in b, 50 µm in 
c-e, 150 µm in g-i, 10 µm in k-m. Data are presented as mean ± SEM. 
Significance was calculated using the Kruskal–Wallis test for all com-
parisons. * p < 0.05
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perivascular space in PWS T1 compared to controls and 
PWS T2 subjects (Fig. 4k–n). These findings point towards 
heightened-glymphatic system activity in PWS T1 individu-
als requiring closer interaction with vasculature and sug-
gesting an increased demand for the removal of harmful 
molecules from their brain. This response likely arises due 
to the defective immune scavenging and cleaning function 
of microglia within the brain microenvironment.

Different PWS sub‑genotype displays distinct white 
matter patterns

Given the downregulation of genes associated with micro-
glia, oligodendrocytes and myelination capacity in our 

transcriptomic analysis, along with previous findings in 
Cyfip1+/− rats showing abnormal white matter structure—
characterized by a reduced number of oligodendrocytes and 
decreased myelin thickness in the corpus callosum [44]—we 
conducted an assessment of white matter integrity in PWS 
brains, with a primary focus on the fornix, a major white 
matter tract originating from the hippocampus, passing 
through the hypothalamus, and ending in the hypothalamus 
and mammillary body [51] (Fig. 5a–c). In control and PWS 
T2 subjects, using PLP-ir, we observed a uniform distribu-
tion myelin ring across the fornix, suggesting normal struc-
tural and homeostatic myelination capacity. However, in 
PWS T1, the myelin rings were sporadic, with a significantly 
lower total number of myelin rings compared to controls 

Fig. 5  Abnormal white matter microstructure in the fornix of PWS 
T1 subjects. a-c Representative images of PLP-ir at the level of the 
fornix in the hypothalamus of controls (n = 32), PWS T1 (n = 3), and 
PWS T2 (n = 7) individuals. Framed areas in upper and middle panels 
are displayed in details in their lower panels respectively. Individu-
als with PWS T1 deletion have aberrant white matter structures, as 
shown by a drastic reduction in PLP-ir nodes (myelin rings, indicated 
by white arrowheads) throughout the fornix. d-f Comparison of PLP-

ir myelin rings and optical density in the fornix or gray matter outside 
the fornix. g Fornix outlined by PLP-ir in the hypothalamus of wild-
type (n = 4) and Cyfip1 haploinsufficient (n = 4) rats. h Comparison 
of the PLP-ir optical density in the fornix. Fx, fornix; O.D., optical 
density; m, months; y, years. Scale bar in a-c, 100 µm in upper panel, 
20 µm in middle panel, and 5 µm in lower panel; 100 µm in g. Data 
are represented as the mean ± SEM. Significance was calculated using 
the Kruskal–Wallis test for d, e, and f. * p < 0.05
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and PWS T2 (Fig. 5d), potentially indicating the presence 
of underdeveloped myelin. No difference was found in the 
intensity of PLP-ir observed in both the fornix and the gray 
matter adjacent to the fornix among all the groups (Fig. 5e, 
f). To ascertain whether white matter deterioration in PWS 
T1 was exclusive to the hypothalamus, we also evaluated 
myelin microstructure in the anterior commissure and hip-
pocampus. However, we did not observe structural abnor-
malities in any of the evaluated white matter landmarks, 
regardless of the PWS subgenotype (Supplementary Fig. 8 
and Supplementary Fig. 9).

Microglia are closely associated with myelin sheath 
organization and have intimate interactions with oligoden-
drocytes [41]. Therefore, we examined Iba1-ir microglia 
within the fornix (Supplementary Fig. 10). Compared to 
controls (Supplementary Fig. 10a, e), microglial fragmenta-
tion was observed in the fornix of PWS T1 (Supplementary 
Fig. 10b, f), while an increased Iba1-ir covered area was 
noted in the fornix of PWS T2 (Supplementary Fig. 10c, 
d). Since myelin-laden microglia are a common feature of 
demyelinating pathologies, we investigated whether there 
was differential myelin phagocytosis in the PWS subtypes. 
However, Iba1-ir cells co-localized with PLP-ir particles 
were only occasionally found in microglia cell in general 
(Supplementary Fig. 10e–g), making it challenging to con-
duct a comprehensive quantitative analysis.

During myelin sheath development, the turnover of 
actin filaments in oligodendrocytes plays a critical role 
in regulating repetitive cycles of leading-edge protrusion 
and spreading [36]. In alignment with a previous study on 
Cyfip1+/− rats that demonstrated aberrant white matter 
structure [44], we found a reduction in PLP-ir in the fornix 
of Cyfip1+/− rats (Fig. 5g, h). Our data suggest a possibil-
ity that the loss of myelin rings in the fornix in the PWS T1 
hypothalamus might be due to CYFIP1 haploinsufficiency-
induced actin disarrangement within oligodendrocytes.

Both PWS T1 and T2 show hypothalamic 
neuropeptidergic imbalance

Functional microglia play a crucial role in supporting neural 
development and maintaining health. Therefore, we meticu-
lously profiled neurons in the hypothalamus, with a focus on 
those producing neuropeptides that regulate energy homeo-
stasis. Regrettably, one PWS T1 subject lacked sections for 
neuropeptide analysis in the infundibular nucleus and para-
ventricular nucleus (PVN) in the hypothalamus. We initiated 
our analysis at the infundibular nucleus level, particularly 
examining anorexigenic POMC and orexigenic NPY neu-
rons. We noted a decrease in the POMC-ir covered area and 
cell count in the hypothalami of PWS T2 subjects compared 
to controls (Supplementary Fig. 11a–e). Interestingly, the 
PWS T1 infant (6 months old) exhibited increased POMC-ir 

parameters, while the adult did not differ from PWS T2 sub-
jects. Due to the reduction in anorexigenic POMC-ir neu-
rons, we also evaluated orexigenic NPY-ir neurons in the 
same area, finding an overall diminished number of NPY-ir 
cells in both PWS T1 and T2 (Supplementary Fig. 11f–j). 
Moving on, we examined neuronal populations within 
the PVN, focusing on OXT and AVP producing neurons. 
We found no alterations in AVP-ir neurons in the PVN of 
patients with PWS (Supplementary Fig. 12a–e). However, 
OXT-ir mirrored the pattern found in POMC-ir expressing 
cells, displaying a clear reduction in PWS T2 (Supplemen-
tary Fig. 12f–j). In sum, our findings confirm that dysfunc-
tion in hypothalamic neuropeptidergic machinery is a hall-
mark of PWS, likely driven by the PWS T2 deletion.

PWS T1 presents worsened neural communication

One of the major outcomes of our transcriptome analysis is 
the downregulation of pathways involved in synaptic func-
tion and neuronal communication. Given the critical role 
of microglial scavenging and cleaning function in synap-
tic pruning, coupled with Cyfip1’s implication in synaptic 
homeostasis [13] and its enrichment in cortical inhibitory 
synaptic sites [44], we posited that PWS T1 might suffer 
from impaired synaptic stabilization and function. We, 
therefore, assessed the expression of the synaptic integrity 
marker synaptophysin. In controls, synaptophysin-ir exhib-
ited a punctual pattern, evenly distributed throughout the tis-
sue (Fig. 6a). Brains of PWS T2 did not show alterations in 
synaptophysin expression compared to controls (Fig. 6a, c, 
d). In contrast, PWS T1 brains displayed a marked reduction 
in synaptophysin-ir (Fig. 6b, d). Furthermore, we observed 
no significant changes in synaptophysin expression in the 
hippocampal CA1 region (Supplementary Fig. 13). Our data 
suggest that deleted genes in PWS T1 may contribute to the 
disrupted synaptic integrity in the hypothalamus.

Confounder analysis

Considering the substantial heterogeneity in postmortem 
human brains, we performed a confounder analysis, consid-
ering age, tissue fixation time, postmortem delay, and BMI. 
The limited number of PWS T1 specimens precluded sex 
analysis in this group, and no sex differences were observed 
in the controls or PWS T2. All potential confounders were 
matched between the control and PWS groups, except those 
with data not available (see in Supplementary Table 1). Lin-
ear regression analysis revealed incidental significance for 
several parameters, including Iba1-ir soma number/mm2 vs. 
BMI in controls, Iba-ir relative area of coverage vs. age in 
PWS T1 (Supplementary Fig. 14d, e); TMEM119-ir soma 
number/mm2 and relative area of coverage vs. age in con-
trols (Supplementary Fig. 15a, e); LAMP1-ir/Iba1-ir volume 
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(%) vs. fixation time (Supplementary Fig. 19b); number of 
alpha-SMA-ir vessels vs. BMI in PWS T2 (Supplementary 
Fig. 21d); % of AQP4-ir surrounding the alpha-SMA vessels 
vs. BMI in PWS T2 (Supplementary Fig. 21e); AVP-ir soma 
number/mm2 and percentage of coverage vs. age in PWS 
T2 (Supplementary Fig. 27a, e); synaptophysin-ir relative 
area of coverage vs. fixation time in controls and PWS T2 
(Supplementary Fig. 29b). However, these findings did not 
alter the overall implications of our study (Supplementary 
Figs. 14—29).

Discussion

Although behavioral and cognitive differences have been 
previously documented between PWS T1 and T2 deletions, 
the underlying neuropathological basis has remained elusive. 
Our study aims to bridge this knowledge gap by unveiling 
distinct cellular and molecular signatures within the hypo-
thalamus of individuals with PWS, categorized based on 
their T1 or T2 deletion status. Notably, we observe severe 
microglial abnormalities characterized by process fragmen-
tation and disrupted soma-ramifications in PWS T1, while 
PWS T2 displays a distinct pattern involving inflammatory 
changes. In addition, we investigate white matter integrity, 
synaptic proteins, and neuronal communication in PWS T1, 
demonstrating the substantial impact of haploinsufficient 
gene expression. These findings provide invaluable insights 
into the genotype–phenotype association, enriching our 
understanding of the intricate neuropathological landscape 
in PWS.

Microglia, as the innate immune cells of the brain, play 
a vital role in supporting the function of neurons and other 
glial cells [32, 40]. Their responsibilities encompass the 
detection and clearance of unwanted cellular debris and 
waste materials, along with the production of inflammatory 
mediators for immune responses and defense mechanisms 

[25]. Previous transcriptomic studies have indicated the 
potential importance of microglial cells in the etiology of 
PWS [1]. However, the exact genotype–phenotype associa-
tion in PWS has remained elusive until now. A pivotal out-
come of our current study is the clarification, for the first 
time, of the genotype-associated phenotype related to micro-
glial morphology and phagolysosome function. The evi-
dence derived from both human and rodent brains strongly 
suggests that one of the primary cell types severely affected 
in PWS T1 is the microglia, with CYFIP1 haploinsufficiency 
within the non-imprinted region between BP1 and BP2 play-
ing a crucial role in driving the severity of microglial phe-
notypic changes. This is predominantly due to the disruptive 
impact of CYFIP1 haploinsufficiency on the actin cytoskel-
eton (Fig. 7), as proper phagolysosome maturation is highly 
reliant on the actin cytoskeleton-assisted fusion process [29, 
31]. The resulting microglial cytorrhectic changes impede 
the fusion of phagosomes with lysosomes, leading to ineffec-
tive mature phagolysosome formation and impaired diges-
tion of cellular debris and waste proteins (Fig. 7). Previous 
research has associated microglial cytorrhexis with aging-
related changes in the brain and with pathological alterations 
in Alzheimer’s disease (AD) [47–49]. Notably, our study 
reveals that this morphological abnormality is already pre-
sent in the early infancy brain (6 months of age) of PWS T1 
patients, suggesting a sustained and severe defect in innate 
brain immunity throughout the lives of individuals carrying 
the PWS T1 deletion.

In contrast to the dysmorphic microglia observed in 
the brains of individuals with PWS T1, microglia in PWS 
T2 exhibit distinct reactive morphological changes. Prior 
studies from our lab and others have demonstrated that 
sustained microglial activation leads to hypothalamic neu-
ronal injury and abnormal connectivity due to the produc-
tion of neurotoxic and inflammatory mediators, events 
known to be involved in the metabolic and behavioral dis-
ruptions observed in PWS patients [28, 50, 54]. Defective 

Fig. 6  Reduced hypothalamic synaptophysin expression in PWS T1 
subjects. a-c Representative images of synaptophysin immunoreactiv-
ity in the hypothalamus of control (n = 32), PWS T1 (n = 3), and PWS 
T2 individuals (n = 7). PWS T1 hypothalami showed a reduction in 
synaptophysin-ir compared to controls indicating defective neuron-

neuron communication. Dotted lines frame the fornix. d Quantitative 
analysis of the hypothalamic synaptophysin, as demonstrated by the 
relative area of coverage. Fx, fornix; m, months; y, years. Scale bar: 
100 µm. Data are represented as mean ± SEM. Significance was cal-
culated using the Kruskal–Wallis test in d. * p < 0.05
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post-translational modifications in neuroendocrine mediators 
have been documented in PWS as a whole [5, 17]. Further-
more, recent evidence emphasizes the role of Magel2, one of 
the core genes commonly lost in both PWS T1 and T2, in the 
maturation and secretion of neuropeptides [9]. This insight 
provides a mechanistic understanding of our observations 
regarding the reduced presence of neuropeptidergic neurons, 
a common feature in both PWS T1 and T2 subjects. Con-
sequently, we hypothesize that the reactive microglia seen 
in PWS T2 are driven by the shared neuronal dysfunction 
associated with PWS T2 deletion, whereas the pronounced 
dysmorphic changes in PWS T1 microglia could arise from 
synergistic effects resulting from an inflammatory response 
combined with phagolysosome dysfunction. The question 
that remains is which gene(s) within the T2 deletion are 
responsible for the activation of microglia.

The glymphatic system, a specialized structure facilitat-
ing fluid flow between interstitial and perivascular spaces, is 

essential for clearing water solutes and extracellular proteins 
in an AQP4-dependent manner [22]. Recent evidence impli-
cates altered glymphatic system activity in various neurolog-
ical disorders, including Neuromyelitis Optica [26], type 2 
diabetes mellitus [12] and AD [57]. Our study demonstrates 
that the increased glymphatic activity in the hypothalamus 
of PWS T1 subjects is associated with defective microglia. 
This suggests an increased demand for waste clearance in 
the PWS T1 brain, providing a potential therapeutic avenue 
(Fig. 7). The glymphatic system’s improvement through life-
style interventions, particularly in enhancing the quality of 
sleep [38], might reduce the behavioral and cognitive aber-
rations observed in PWS T1 patients.

White matter changes have emerged as important features 
for the pathophysiology of PWS. Our findings indicate that 
white matter structural alterations in the limbic system, spe-
cifically the fornix, are associated with CYFIP1 haploinsuf-
ficiency in PWS T1. Since actin cytoskeleton is crucial for 

Fig. 7  Schematic representation of the potential mechanism underly-
ing genotype–phenotype association in patients with PWS T1 or T2 
deletion. Aberrant actin cytoskeleton in PWS T1 causes cytorrhec-
tic changes in microglia, hampers phagosome-lysosome fusion pro-

cesses, causes defective myelination by oligodendrocytes, and impairs 
synaptic transmission. The overall disturbances in microglial immune 
surveillance in PWS T1 lead to the accumulation of more waste in the 
microenvironment and stimulate glymphatic system activity
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guiding oligodendrocyte myelination (Fig. 7), these white 
matter abnormalities have implications for various physio-
logical processes, including behavioral flexibility and cogni-
tion [15]. Furthermore, recent evidence suggests that fornix 
microstructure is a predictor of early cognitive decline in AD 
[16]. Given that one of the major phenotypic expressions 
of PWS T1 includes worsened behavioral inflexibility and 
worsened cognitive performance [6, 20], our findings sug-
gest that impaired neuronal communication mediated by the 
fornix between the hippocampus and hypothalamus might 
be one of the leading mechanisms underlying the phenotypic 
severity in patients with PWS T1 deletion.

It is essential to acknowledge the limitations of our study. 
The limited availability of hypothalamic and hippocampal 
tissues due to the rarity of PWS (prevalence around 1 in 
10,000 to 1 in 30,000, https:// www. pwsau sa. org) poses a 
significant constraint. While our confounder analysis did 
not reveal significant biases in the markers in controls, the 
numerical limitation of PWS T1 subjects led us to pool 
infants and adults with PWS T1, potentially underestimat-
ing age-specific events. In addition, there was no significant 
difference in the BMI of controls and PWS T1 individuals. 
This is consistent with the nutritional phases found in PWS, 
where increased weight gain and abnormalities in feeding 
behavior typically occur at a median age older than 2 and 
4.5 years, respectively [34].

The insights gained from this study carry significant 
implications for personalized medicine, underscoring the 
imperative of considering PWS sub-genotypes when devis-
ing therapeutic interventions. Specifically, addressing T1 
deletion necessitates focused efforts on restoring microglial 
function and bolstering microglial phagolysosome activity. 
The fact that microglia originate from myeloid cells offers 
an intriguing possibility: recent research showcased the 
feasibility of replacing defective brain microglia through 
systemic hematopoietic cell transplantation, followed by 
targeted enhancement of microglial replacement, as dem-
onstrated in a mutant mouse model of Alzheimer’s disease 
[55]. This paves the way for a potential therapeutic strat-
egy for PWS T1 patients. Early diagnosis enables the trans-
plantation of healthy donor bone marrow at a young age, 
potentially ensuring sustained, relatively normal microglial 
function throughout the individual’s lifetime. In contrast, for 
patients with a T2 deletion, managing inflammation while 
preserving microglial phagolysosome function emerges as a 
pivotal strategy for addressing the neuropathological effects 
in these patients.

Supplementary Information The online version contains supplemen-
tary material available at https:// doi. org/ 10. 1007/ s00401- 024- 02714-0.

Acknowledgments We would like to thank Rawien Balesar, Arja 
Sluiter, Joop van Heerikhuize and Joris Coppens at the Netherlands 
Institute for Neuroscience, Nikita L. Korpel at the Department of 

Endocrinology and Metabolism, Amsterdam UMC, Lisette Hoogendijk 
and Mireille de Wit at the Department of Pathology, Amsterdam UMC 
for their technical supports.

Author contributions FCS, CXY conceptualized the study. FCS, 
CMMM and MJK performed morphological studies with human brain 
tissues. JC, XYW, HJ and RS performed animal studies and sample col-
lections. FCS, EP, JMMK, SCS, DL, JJPG and CXY, performed human 
genetic data analysis. MS, CTRMS, LMGC and DFS provided human 
brain tissues. DJS, AMP, AK and DFS provided resources. PTP, EF, 
DFS, LW, YG and CXY supervised the studies. FCS, PMMM-V, LW 
and CXY acquired funding for this study. The manuscript was origi-
nally written and edited by FCS, AK, EF, DFS and CXY All authors 
reviewed and edited the manuscript and had final responsibility for the 
decision to submit for publication.

Funding This work was supported by Dutch Diabetes Research Foun-
dation (CXY, 2015.82.1826), Netherlands. The São Paulo Research 
Foundation (FAPESP), Brazil (FCS and PMMM-V, 18/12257-0). 
Stichting Amsterdam University Medical Center Foundation, Nether-
lands (CXY, 2018-028 V). Amsterdam University Medical Center PhD 
Scholarship, Netherlands (FCS, 2019). Wellcome Trust Strategic Awa
rd (LW, 100202/Z/12/Z) DEFINE.

Data availability All data associated with this study are present in the 
paper or the Supplementary Materials. Any additional information 
required to reanalyze the data reported here is available from the cor-
responding authors upon reasonable request.

Declarations 

Conflict of interest The authors have declared that no conflict of inter-
est exists.

Open Access This article is licensed under a Creative Commons Attri-
bution 4.0 International License, which permits use, sharing, adapta-
tion, 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://creativecommons.org/licenses/by/4.0/.

References

 1. Bochukova EG, Lawler K, Croizier S, Keogh JM, Patel N, Stroh-
behn G et al (2018) A transcriptomic signature of the hypotha-
lamic response to fasting and BDNF deficiency in Prader-Willi 
Syndrome. Cell Rep 22:3401–3408. https:// doi. org/ 10. 1016/j. 
celrep. 2018. 03. 018

 2. Braak H, Alafuzoff I, Arzberger T, Kretzschmar H, Del Tredici 
K (2006) Staging of Alzheimer disease-associated neurofibril-
lary pathology using paraffin sections and immunocytochem-
istry. Acta Neuropathol 112:389–404. https:// doi. org/ 10. 1007/ 
s00401- 006- 0127-z

 3. Bray NL, Pimentel H, Melsted P, Pachter L (2016) Near-optimal 
probabilistic RNA-seq quantification. Nat Biotechnol 34:525–
527. https:// doi. org/ 10. 1038/ nbt. 3519

https://www.pwsausa.org
https://doi.org/10.1007/s00401-024-02714-0
http://creativecommons.org/licenses/by/4.0/
https://doi.org/10.1016/j.celrep.2018.03.018
https://doi.org/10.1016/j.celrep.2018.03.018
https://doi.org/10.1007/s00401-006-0127-z
https://doi.org/10.1007/s00401-006-0127-z
https://doi.org/10.1038/nbt.3519


 Acta Neuropathologica          (2024) 147:64    64  Page 14 of 16

 4. Brown SSG, Manning KE, Fletcher P, Holland A (2022) In vivo 
neuroimaging evidence of hypothalamic alteration in Prader-
Willi syndrome. Brain Commun. https:// doi. org/ 10. 1093/ brain 
comms/ fcac2 29

 5. Burnett LC, LeDuc CA, Sulsona CR, Paull D, Rausch R, Eddiry 
S et al (2017) Deficiency in prohormone convertase PC1 impairs 
prohormone processing in Prader-Willi syndrome. J Clin Invest 
127:293–305. https:// doi. org/ 10. 1172/ JCI88 648

 6. Butler MG, Bittel DC, Kibiryeva N, Talebizadeh Z, Thompson 
T (2004) Behavioral differences among subjects with Prader-
Willi syndrome and type I or type II deletion and maternal 
disomy. Pediatrics 113:565–573. https:// doi. org/ 10. 1542/ peds. 
113.3. 565

 7. Cassidy SB, Schwartz S, Miller JL, Driscoll DJ (2012) Prader-
Willi syndrome. Genet Med 14:10–26. https:// doi. org/ 10. 1038/ 
gim. 0b013 e3182 2bead0

 8. Chai JH, Locke DP, Greally JM, Knoll JH, Ohta T, Dunai J (2003) 
Identification of four highly conserved genes between breakpoint 
hotspots BP1 and BP2 of the Prader-Willi/Angelman syndromes 
deletion region that have undergone evolutionary transposition 
mediated by flanking duplicons. Am J Hum Genet 73:898–925. 
https:// doi. org/ 10. 1086/ 378816

 9. Chen H, Victor AK, Klein J, Tacer KF, Tai DJ, de Esch C et al 
(2020) Loss of MAGEL2 in Prader-Willi syndrome leads to 
decreased secretory granule and neuropeptide production. JCI 
Insight. https:// doi. org/ 10. 1172/ jci. insig ht. 138576

 10. Colonna M, Butovsky O (2017) Microglia function in the central 
nervous system during health and neurodegeneration. Annu Rev 
Immunol 35:441–468. https:// doi. org/ 10. 1146/ annur ev- immun 
ol- 051116- 052358

 11. Correa-da-Silva F, Fliers E, Swaab DF, Yi CX (2021) Hypotha-
lamic neuropeptides and neurocircuitries in Prader Willi syn-
drome. J Neuroendocrinol 33:e12994. https:// doi. org/ 10. 1111/ 
jne. 12994

 12. Correa-da-Silva F, Kalsbeek MJ, Gadella FS, Oppersma J, Jiang 
W, Wolff SEC et al (2023) Reduction of oxytocin-containing 
neurons and enhanced glymphatic activity in the hypothalamic 
paraventricular nucleus of patients with type 2 diabetes melli-
tus. Acta Neuropathol Commun 11:107. https:// doi. org/ 10. 1186/ 
s40478- 023- 01606-w

 13. Davenport EC, Szulc BR, Drew J, Taylor J, Morgan T, Higgs NF 
et al (2019) Autism and schizophrenia-associated CYFIP1 regu-
lates the balance of synaptic excitation and inhibition. Cell Rep 
26(2037–2051):e2036. https:// doi. org/ 10. 1016/j. celrep. 2019. 01. 
092

 14. De Rubeis S, Pasciuto E, Li KW, Fernandez E, Di Marino D, 
Buzzi A et al (2013) CYFIP1 coordinates mRNA translation and 
cytoskeleton remodeling to ensure proper dendritic spine forma-
tion. Neuron 79:1169–1182. https:// doi. org/ 10. 1016/j. neuron. 
2013. 06. 039

 15. Ettle B, Schlachetzki JCM, Winkler J (2016) Oligodendroglia and 
myelin in neurodegenerative diseases: more than just bystand-
ers? Mol Neurobiol 53:3046–3062. https:// doi. org/ 10. 1007/ 
s12035- 015- 9205-3

 16. Fletcher E, Carmichael O, Pasternak O, Maier-Hein KH, DeCarli 
C (2014) Early brain loss in circuits affected by alzheimer’s dis-
ease is predicted by fornix microstructure but may be independent 
of gray matter. Front Aging Neurosci 6:106. https:// doi. org/ 10. 
3389/ fnagi. 2014. 00106

 17. Gabreels BA, Swaab DF, de Kleijn DP, Seidah NG, Van de Loo 
JW, Van de Ven WJ et al (1998) Attenuation of the polypeptide 
7B2, prohormone convertase PC2, and vasopressin in the hypo-
thalamus of some Prader-Willi patients: indications for a process-
ing defect. J Clin Endocrinol Metab 83:591–599. https:// doi. org/ 
10. 1210/ jcem. 83.2. 4542

 18. Haan N, Westacott LJ, Carter J, Owen MJ, Gray WP, Hall J et al 
(2021) Haploinsufficiency of the schizophrenia and autism risk 
gene Cyfip1 causes abnormal postnatal hippocampal neurogen-
esis through microglial and Arp2/3 mediated actin dependent 
mechanisms. Transl Psychiatry 11:313. https:// doi. org/ 10. 1038/ 
s41398- 021- 01415-6

 19. Hao Y, Hao S, Andersen-Nissen E, Mauck WM 3rd, Zheng S, 
Butler A et al (2021) Integrated analysis of multimodal single-cell 
data. Cell 184(3573–3587):e3529. https:// doi. org/ 10. 1016/j. cell. 
2021. 04. 048

 20. Hartley SL, Maclean WE Jr, Butler MG, Zarcone J, Thompson T 
(2005) Maladaptive behaviors and risk factors among the genetic 
subtypes of Prader-Willi syndrome. Am J Med Genet A 136:140–
145. https:// doi. org/ 10. 1002/ ajmg.a. 30771

 21. Holsen LM, Zarcone JR, Brooks WM, Butler MG, Thompson 
TI, Ahluwalia JS et al (2006) Neural mechanisms underlying 
hyperphagia in Prader-Willi syndrome. Obesity (Silver Spring) 
14:1028–1037. https:// doi. org/ 10. 1038/ oby. 2006. 118

 22. Iliff JJ, Wang M, Liao Y, Plogg BA, Peng W, Gundersen GA 
et  al (2012) A paravascular pathway facilitates CSF flow 
through the brain parenchyma and the clearance of interstitial 
solutes, including amyloid beta. Sci Transl Med. https:// doi. org/ 
10. 1126/ scitr anslm ed. 30037 48

 23. Iyer H, Shen K, Meireles AM, Talbot WS (2022) A lysosomal 
regulatory circuit essential for the development and function of 
microglia. Sci Adv. https:// doi. org/ 10. 1126/ sciadv. abp83 21

 24. Izumi N, Fumoto K, Izumi S, Kikuchi A (2008) GSK-3beta 
regulates proper mitotic spindle formation in cooperation with 
a component of the gamma-tubulin ring complex, GCP5. J Biol 
Chem 283:12981–12991. https:// doi. org/ 10. 1074/ jbc. M7102 
82200

 25. Kierdorf K, Prinz M (2017) Microglia in steady state. J Clin Invest 
127:3201–3209. https:// doi. org/ 10. 1172/ JCI90 602

 26. Kitley J, Waters P, Woodhall M, Leite MI, Murchison A, George 
J et al (2014) Neuromyelitis optica spectrum disorders with aqua-
porin-4 and myelin-oligodendrocyte glycoprotein antibodies: a 
comparative study. JAMA Neurol 71:276–283. https:// doi. org/ 10. 
1001/ jaman eurol. 2013. 5857

 27. Klioueva N, Bovenberg J, Huitinga I (2017) Banking brain tis-
sue for research. Handb Clin Neurol 145:9–12. https:// doi. org/ 10. 
1016/ B978-0- 12- 802395- 2. 00002-X

 28. Krabbe G, Minami SS, Etchegaray JI, Taneja P, Djukic B, Dava-
los D et al (2017) Microglial NFkappaB-TNFalpha hyperactiva-
tion induces obsessive-compulsive behavior in mouse models of 
progranulin-deficient frontotemporal dementia. Proc Natl Acad 
Sci U S A 114:5029–5034. https:// doi. org/ 10. 1073/ pnas. 17004 
77114

 29. Liebl D, Griffiths G (2009) Transient assembly of F-actin by 
phagosomes delays phagosome fusion with lysosomes in cargo-
overloaded macrophages. J Cell Sci 122:2935–2945. https:// doi. 
org/ 10. 1242/ jcs. 048355

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

 31. Marion S, Hoffmann E, Holzer D, Le Clainche C, Martin M, 
Sachse M (2011) Ezrin promotes actin assembly at the phago-
some membrane and regulates phago-lysosomal fusion. Traffic 
12:421–437. https:// doi. org/ 10. 1111/j. 1600- 0854. 2011. 01158.x

 32. Matcovitch-Natan O, Winter DR, Giladi A, Vargas Aguilar S, 
Spinrad A, Sarrazin S et al (2016) Microglia development follows 
a stepwise program to regulate brain homeostasis. Science. https:// 
doi. org/ 10. 1126/ scien ce. aad86 70

 33. Mestre H, Hablitz LM, Xavier AL, Feng W, Zou W, Pu T et al 
(2018) Aquaporin-4-dependent glymphatic solute transport in the 
rodent brain. Elife. https:// doi. org/ 10. 7554/ eLife. 40070

https://doi.org/10.1093/braincomms/fcac229
https://doi.org/10.1093/braincomms/fcac229
https://doi.org/10.1172/JCI88648
https://doi.org/10.1542/peds.113.3.565
https://doi.org/10.1542/peds.113.3.565
https://doi.org/10.1038/gim.0b013e31822bead0
https://doi.org/10.1038/gim.0b013e31822bead0
https://doi.org/10.1086/378816
https://doi.org/10.1172/jci.insight.138576
https://doi.org/10.1146/annurev-immunol-051116-052358
https://doi.org/10.1146/annurev-immunol-051116-052358
https://doi.org/10.1111/jne.12994
https://doi.org/10.1111/jne.12994
https://doi.org/10.1186/s40478-023-01606-w
https://doi.org/10.1186/s40478-023-01606-w
https://doi.org/10.1016/j.celrep.2019.01.092
https://doi.org/10.1016/j.celrep.2019.01.092
https://doi.org/10.1016/j.neuron.2013.06.039
https://doi.org/10.1016/j.neuron.2013.06.039
https://doi.org/10.1007/s12035-015-9205-3
https://doi.org/10.1007/s12035-015-9205-3
https://doi.org/10.3389/fnagi.2014.00106
https://doi.org/10.3389/fnagi.2014.00106
https://doi.org/10.1210/jcem.83.2.4542
https://doi.org/10.1210/jcem.83.2.4542
https://doi.org/10.1038/s41398-021-01415-6
https://doi.org/10.1038/s41398-021-01415-6
https://doi.org/10.1016/j.cell.2021.04.048
https://doi.org/10.1016/j.cell.2021.04.048
https://doi.org/10.1002/ajmg.a.30771
https://doi.org/10.1038/oby.2006.118
https://doi.org/10.1126/scitranslmed.3003748
https://doi.org/10.1126/scitranslmed.3003748
https://doi.org/10.1126/sciadv.abp8321
https://doi.org/10.1074/jbc.M710282200
https://doi.org/10.1074/jbc.M710282200
https://doi.org/10.1172/JCI90602
https://doi.org/10.1001/jamaneurol.2013.5857
https://doi.org/10.1001/jamaneurol.2013.5857
https://doi.org/10.1016/B978-0-12-802395-2.00002-X
https://doi.org/10.1016/B978-0-12-802395-2.00002-X
https://doi.org/10.1073/pnas.1700477114
https://doi.org/10.1073/pnas.1700477114
https://doi.org/10.1242/jcs.048355
https://doi.org/10.1242/jcs.048355
https://doi.org/10.1186/s13059-014-0550-8
https://doi.org/10.1111/j.1600-0854.2011.01158.x
https://doi.org/10.1126/science.aad8670
https://doi.org/10.1126/science.aad8670
https://doi.org/10.7554/eLife.40070


Acta Neuropathologica          (2024) 147:64  Page 15 of 16    64 

 34. Miller JL, Lynn CH, Driscoll DC, Goldstone AP, Gold JA, Kimo-
nis V et al (2011) Nutritional phases in Prader-Willi syndrome. 
Am J Med Genet A 155A:1040–1049. https:// doi. org/ 10. 1002/ 
ajmg.a. 33951

 35. Milner KM, Craig EE, Thompson RJ, Veltman MW, Thomas NS, 
Roberts S et al (2005) Prader-Willi syndrome: intellectual abili-
ties and behavioural features by genetic subtype. J Child Psychol 
Psychiatry 46:1089–1096. https:// doi. org/ 10. 1111/j. 1469- 7610. 
2005. 01520.x

 36. Nawaz S, Sanchez P, Schmitt S, Snaidero N, Mitkovski M, Velte 
C et al (2015) Actin filament turnover drives leading edge growth 
during myelin sheath formation in the central nervous system. Dev 
Cell 34:139–151. https:// doi. org/ 10. 1016/j. devcel. 2015. 05. 013

 37. Nicholls RD, Knepper JL (2001) Genome organization, function, 
and imprinting in Prader-Willi and Angelman syndromes. Annu 
Rev Genomics Hum Genet 2:153–175. https:// doi. org/ 10. 1146/ 
annur ev. genom.2. 1. 153

 38. Plog BA, Nedergaard M (2018) The glymphatic system in cen-
tral nervous system health and disease: past, present, and future. 
Annu Rev Pathol 13:379–394. https:// doi. org/ 10. 1146/ annur 
ev- pathol- 051217- 111018

 39. Polex-Wolf J, Lam BY, Larder R, Tadross J, Rimmington D, Bosch 
F et al (2018) Hypothalamic loss of Snord116 recapitulates the 
hyperphagia of Prader-Willi syndrome. J Clin Invest 128:960–969. 
https:// doi. org/ 10. 1172/ JCI97 007

 40. Rothhammer V, Borucki DM, Tjon EC, Takenaka MC, Chao CC, 
Ardura-Fabregat A et al (2018) Microglial control of astrocytes in 
response to microbial metabolites. Nature 557:724–728. https:// 
doi. org/ 10. 1038/ s41586- 018- 0119-x

 41. Safaiyan S, Besson-Girard S, Kaya T, Cantuti-Castelvetri L, Liu 
L, Ji H et al (2021) White matter aging drives microglial diversity. 
Neuron 109(1100–1117):e1110. https:// doi. org/ 10. 1016/j. neuron. 
2021. 01. 027

 42. Saunders A, Macosko EZ, Wysoker A, Goldman M, Krienen FM, 
de Rivera H et al (2018) Molecular Diversity and Specializations 
among the Cells of the Adult Mouse Brain. Cell 174(1015–
1030):e1016. https:// doi. org/ 10. 1016/j. cell. 2018. 07. 028

 43. Siletti K, Hodge R, Mossi Albiach A, Lee KW, Ding SL, Hu L 
et al (2023) Transcriptomic diversity of cell types across the adult 
human brain. Science 382:eadd7046. https:// doi. org/ 10. 1126/ scien 
ce. add70 46

 44. Silva AI, Haddon JE, Ahmed Syed Y, Trent S, Lin TE, Patel 
Y et al (2019) Cyfip1 haploinsufficient rats show white matter 
changes, myelin thinning, abnormal oligodendrocytes and behav-
ioural inflexibility. Nat Commun 10:3455. https:// doi. org/ 10. 1038/ 
s41467- 019- 11119-7

 45. Snijders G, van Zuiden W, Sneeboer MAM, Berdenis van Ber-
lekom A, van der Geest AT, Schnieder T et al (2021) A loss of 
mature microglial markers without immune activation in schizo-
phrenia. Glia 69:1251–1267. https:// doi. org/ 10. 1002/ glia. 23962

 46. Soneson C, Love MI, Robinson MD (2015) Differential analy-
ses for RNA-seq: transcript-level estimates improve gene-level 

inferences. F1000Res 4:1521. https:// doi. org/ 10. 12688/ f1000 resea 
rch. 7563.2

 47. Streit WJ, Braak H, Xue QS, Bechmann I (2009) Dystrophic 
(senescent) rather than activated microglial cells are associated 
with tau pathology and likely precede neurodegeneration in Alz-
heimer’s disease. Acta Neuropathol 118:475–485. https:// doi. org/ 
10. 1007/ s00401- 009- 0556-6

 48. Streit WJ, Khoshbouei H, Bechmann I (2020) Dystrophic micro-
glia in late-onset Alzheimer’s disease. Glia 68:845–854. https:// 
doi. org/ 10. 1002/ glia. 23782

 49. Streit WJ, Sammons NW, Kuhns AJ, Sparks DL (2004) Dys-
trophic microglia in the aging human brain. Glia 45:208–212. 
https:// doi. org/ 10. 1002/ glia. 10319

 50. Thaler JP, Yi CX, Schur EA, Guyenet SJ, Hwang BH, Dietrich 
MO et al (2012) Obesity is associated with hypothalamic injury 
in rodents and humans. J Clin Invest 122:153–162. https:// doi. org/ 
10. 1172/ JCI59 660

 51. Tsivilis D, Vann SD, Denby C, Roberts N, Mayes AR, Montaldi 
D et al (2008) A disproportionate role for the fornix and mam-
millary bodies in recall versus recognition memory. Nat Neurosci 
11:834–842. https:// doi. org/ 10. 1038/ nn. 2149

 52. Ungaro P, Christian SL, Fantes JA, Mutirangura A, Black S, Reyn-
olds J et al (2001) Molecular characterisation of four cases of 
intrachromosomal triplication of chromosome 15q11-q14. J Med 
Genet 38:26–34. https:// doi. org/ 10. 1136/ jmg. 38.1. 26

 53. Yadati T, Houben T, Bitorina A, Shiri-Sverdlov R (2020) The ins 
and outs of cathepsins: physiological function and role in disease 
management. Cells. https:// doi. org/ 10. 3390/ cells 90716 79

 54. Yi CX, Walter M, Gao Y, Pitra S, Legutko B, Kalin S et al (2017) 
TNFalpha drives mitochondrial stress in POMC neurons in 
obesity. Nat Commun 8:15143. https:// doi. org/ 10. 1038/ ncomm 
s15143

 55. Yoo Y, Neumayer G, Shibuya Y, Mader MM, Wernig M (2023) 
A cell therapy approach to restore microglial Trem2 function in 
a mouse model of Alzheimer’s disease. Cell Stem Cell 30(1043–
1053):e1046. https:// doi. org/ 10. 1016/j. stem. 2023. 07. 006

 56. Yu G, He QY (2016) ReactomePA: an R/Bioconductor package 
for reactome pathway analysis and visualization. Mol Biosyst 
12:477–479. https:// doi. org/ 10. 1039/ c5mb0 0663e

 57. Zeppenfeld DM, Simon M, Haswell JD, D’Abreo D, Murchison C, 
Quinn JF et al (2017) Association of perivascular localization of 
aquaporin-4 with cognition and alzheimer disease in aging brains. 
JAMA Neurol 74:91–99. https:// doi. org/ 10. 1001/ jaman eurol. 
2016. 4370

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

https://doi.org/10.1002/ajmg.a.33951
https://doi.org/10.1002/ajmg.a.33951
https://doi.org/10.1111/j.1469-7610.2005.01520.x
https://doi.org/10.1111/j.1469-7610.2005.01520.x
https://doi.org/10.1016/j.devcel.2015.05.013
https://doi.org/10.1146/annurev.genom.2.1.153
https://doi.org/10.1146/annurev.genom.2.1.153
https://doi.org/10.1146/annurev-pathol-051217-111018
https://doi.org/10.1146/annurev-pathol-051217-111018
https://doi.org/10.1172/JCI97007
https://doi.org/10.1038/s41586-018-0119-x
https://doi.org/10.1038/s41586-018-0119-x
https://doi.org/10.1016/j.neuron.2021.01.027
https://doi.org/10.1016/j.neuron.2021.01.027
https://doi.org/10.1016/j.cell.2018.07.028
https://doi.org/10.1126/science.add7046
https://doi.org/10.1126/science.add7046
https://doi.org/10.1038/s41467-019-11119-7
https://doi.org/10.1038/s41467-019-11119-7
https://doi.org/10.1002/glia.23962
https://doi.org/10.12688/f1000research.7563.2
https://doi.org/10.12688/f1000research.7563.2
https://doi.org/10.1007/s00401-009-0556-6
https://doi.org/10.1007/s00401-009-0556-6
https://doi.org/10.1002/glia.23782
https://doi.org/10.1002/glia.23782
https://doi.org/10.1002/glia.10319
https://doi.org/10.1172/JCI59660
https://doi.org/10.1172/JCI59660
https://doi.org/10.1038/nn.2149
https://doi.org/10.1136/jmg.38.1.26
https://doi.org/10.3390/cells9071679
https://doi.org/10.1038/ncomms15143
https://doi.org/10.1038/ncomms15143
https://doi.org/10.1016/j.stem.2023.07.006
https://doi.org/10.1039/c5mb00663e
https://doi.org/10.1001/jamaneurol.2016.4370
https://doi.org/10.1001/jamaneurol.2016.4370


 Acta Neuropathologica          (2024) 147:64    64  Page 16 of 16

Authors and Affiliations

Felipe Correa‑da‑Silva1,2,3,4 · Jenny Carter5 · Xin‑Yuan Wang6 · Rui Sun6 · Ekta Pathak7,8,9 · 
José Manuel Monroy Kuhn7,8 · Sonja C. Schriever8,9 · Clarissa M. Maya‑Monteiro1,10 · Han Jiao1,2,3,4 · 
Martin J. Kalsbeek1,2 · Pedro M. M. Moraes‑Vieira11 · Johan J. P. Gille12 · Margje Sinnema13 · 
Constance T. R. M. Stumpel13 · Leopold M. G. Curfs14 · Dirk Jan Stenvers1,2 · Paul T. Pfluger8,9,15 · Dominik Lutter7,8 · 
Alberto M. Pereira1,2 · Andries Kalsbeek1,2,3,4 · Eric Fliers1,2 · Dick F. Swaab4 · Lawrence Wilkinson5 · Yuanqing Gao6 · 
Chun‑Xia Yi1,2,3,4 

 * Chun-Xia Yi 
 c.yi@amsterdamumc.nl

1 Department of Endocrinology and Metabolism, Amsterdam 
University Medical Centers, Location AMC. University 
of Amsterdam, Meibergdreef 9, 1105AZ Amsterdam, 
The Netherlands

2 Amsterdam Gastroenterology Endocrinology 
and Metabolism, Amsterdam, The Netherlands

3 Endocrine Laboratory, Department of Laboratory Medicine, 
Amsterdam University Medical Centers, Location AMC, 
Amsterdam, The Netherlands

4 Netherlands Institute for Neuroscience, Amsterdam, 
The Netherlands

5 Neuroscience and Mental Health Innovation Institute, MRC 
Centre for Neuropsychiatric Genetic and Genomics, School 
of Medicine, Cardiff University, Cardiff, UK

6 Key Laboratory of Cardiovascular and Cerebrovascular 
Medicine, School of Pharmacy, Nanjing Medical University, 
Nanjing, China

7 Computational Discovery Unit, Institute for Diabetes 
and Obesity, Helmholtz Zentrum München, Neuherberg, 
Germany

8 German Center for Diabetes Research (DZD), Neuherberg, 
Germany

9 Research Unit NeuroBiology of Diabetes, Institute 
for Diabetes and Obesity, Helmholtz Zentrum München, 
Neuherberg, Germany

10 Laboratory of Immunopharmacology, Oswaldo Cruz 
Institute, FIOCRUZ, Rio de Janeiro, Brazil

11 Laboratory of Immunometabolism, Department of Genetics, 
Evolution, Microbiology and Immunology, Institute 
of Biology, University of Campinas, Campinas, São Paulo, 
Brazil

12 Department of Clinical Genetics, Amsterdam University 
Medical Centers, location VUMC. University of Amsterdam, 
Amsterdam, The Netherlands

13 Department of Clinical Genetics, Maastricht University 
Medical Center, Maastricht, The Netherlands

14 Governor Kremers Centre, Maastricht University Medical 
Centre, Maastricht, The Netherlands

15 Division of Neurobiology of Diabetes, TUM School 
of Medicine, Technical University of Munich, Munich, 
Germany

http://orcid.org/0000-0003-1184-4615

	Microglial phagolysosome dysfunction and altered neural communication amplify phenotypic severity in Prader-Willi Syndrome with larger deletion
	Abstract
	Introduction
	Materials and methods
	Subject information
	Animal models
	Immunohistochemistry and immunofluorescence
	RNA isolation, sequencing and data analysis
	Statistical analysis
	Study approval

	Results
	PWS T1 deletion is associated with impaired cellular integrity in the hypothalamus
	PWS T1 subjects present dysmorphic microglia
	PWS Type 1 is associated with defective microglial phagolysosomal activity
	PWS T1 is associated with increased glymphatic system aquaporin 4 in the hypothalamus
	Different PWS sub-genotype displays distinct white matter patterns
	Both PWS T1 and T2 show hypothalamic neuropeptidergic imbalance
	PWS T1 presents worsened neural communication
	Confounder analysis

	Discussion
	Acknowledgments 
	References


