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Hippocampal CA3 transcriptional 
modules associated with granule 
cell alterations and cognitive 
impairment in refractory mesial 
temporal lobe epilepsy patients
Silvia Yumi Bando1,5, Fernanda Bernardi Bertonha1,5, Luciana Ramalho Pimentel‑Silva2, 
João Gabriel Mansano de Oliveira3, Marco Antonio Duarte Carneiro3, 
Mariana Hiromi Manoel Oku3, Hung‑Tzu Wen4, Luiz Henrique Martins Castro3 & 
Carlos Alberto Moreira‑Filho1*

In about a third of the patients with epilepsy the seizures are not drug‑controlled. The current 
limitation of the antiepileptic drug therapy derives from an insufficient understanding of epilepsy 
pathophysiology. In order to overcome this situation, it is necessary to consider epilepsy as 
a disturbed network of interactions, instead of just looking for changes in single molecular 
components. Here, we studied CA3 transcriptional signatures and dentate gyrus histopathologic 
alterations in hippocampal explants surgically obtained from 57 RMTLE patients submitted to 
corticoamygdalohippocampectomy. By adopting a systems biology approach, integrating clinical, 
histopathological, and transcriptomic data (weighted gene co‑expression network analysis), we 
were able to identify transcriptional modules highly correlated with age of disease onset, cognitive 
dysfunctions, and granule cell alterations. The enrichment analysis of transcriptional modules and the 
functional characterization of the highly connected genes in each trait‑correlated module allowed us 
to unveil the modules’ main biological functions, paving the way for further investigations on their 
roles in RMTLE pathophysiology. Moreover, we found 15 genes with high gene significance values 
which have the potential to become novel biomarkers and/or therapeutic targets in RMTLE.

Epilepsy affects 50 million people worldwide and is characterized by unprovoked recurrent seizures due to 
abnormal neuronal discharge, and by the neurobiological, cognitive, and psychological consequences of sei-
zure  recurrence1. Mesial temporal lobe epilepsy (MTLE), the commonest focal epilepsy in adults, involves the 
medial structures of the temporal lobe and hippocampal sclerosis (HS) constitutes its most frequent pathological 
 abnormality2. MTLE is often associated with a history of prolonged febrile seizures in early childhood or other 
initial precipitating injuries (IPI)3. About 40% of the MTLE patients with a history of febrile seizures develop 
refractory (drug-resistant) epilepsy (RMTLE)4. Furthermore, early IPI and early epilepsy onset (i.e., in the 
first years of life) are frequently associated respectively with severe hippocampal neuronal  loss5 and refractory 
 epilepsy6. Refractory epilepsy increases the risk of psychosocial dysfunction, cognitive decline, and sudden 
unexpected death of  patients7.

RMTLE patients can benefit from surgical  treatment8, and hippocampal explants obtained at epilepsy surgery 
are a valuable material for investigating the cellular, molecular and genomic mechanisms underlying refractory 
epilepsy. Studies in surgical specimens helped to unveil the relevance of hippocampal areas with regard to the 
temporal lobe epilepsies (TLE) progression and, particularly, of the dentate gyrus (DG) in biological processes 
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related to early and late disease  stages9. Pathomorphological studies showed compromised neurogenesis and 
significant DG cell loss in RMTLE  patients10,11 and in vitro and animal model assays showed that inadequate 
circuit control of DG-CA3 synapses leads to epilepsy, since DG acts as a “gate”, protecting hippocampal circuits 
from  overexcitation12,13. These observations on DG-CA3 transition dynamics were also supported by in vitro 
studies of living networks of DG and CA3  neurons14, and by computational simulation studies of the DG-CA3 
neuronal  network15. Furthermore, multi-omics analyses performed in the pilocarpine rat model of MTLE sug-
gested enhanced epileptogenesis in the CA3 region when compared to the DG, with most of the transcriptional 
and protein expression alterations occurring in  CA316. Additionally, the integrative study of CA3 transcriptional 
signatures and DG histopathology in hippocampal explants surgically obtained from RMTLE patients allowed 
our group, and others, to portrait the disease as a disturbed network of gene–gene  interactions17–21.

On the other hand, even considering the good results attained by the surgical treatment for refractory epilepsy, 
only a minority of patients with RMTLE are ever referred to epilepsy surgery, and often too late to prevent serious 
 disabilities22. This situation reinforces the demand for identifying genomic mechanisms that can be targeted for 
novel preventive and drug-based therapeutic  interventions23. The transcriptome analysis pipeline for this task 
usually involves building gene co-expression networks, finding and functionally characterizing the transcriptional 
modules correlated to particular traits, their hub genes, which are associated to specific cellular processes or link 
different biological processes, and their genes significantly correlated with a particular  trait24–26. As pointed out 
by Gaiteri et al.26, “changes in gene–gene correlation may occur in the absence of differential expression, mean-
ing that a gene may undergo changes in regulatory pattern that would be undetected by traditional differential 
expression analysis”. Here, by using that pipeline and integrating demographic, clinical, cognitive, histopatho-
logical and genomic data, we investigated: (i) if in patients with RMTLE the cognitive function impairments 
and DG histological alterations could be correlated with CA3 transcriptional modules; (ii) if the genes with high 
connectivity (hubs) or high gene significance in the trait-correlated modules were related to epilepsy-relevant 
cellular and molecular mechanisms.

Results
We studied 57 RMTLE patients with unilateral mesial temporal sclerosis (MTS) who had been submitted to 
corticoamygdalohippocampectomy (Supplementary Table S1 online). Patients’ cognitive function was assessed 
preoperatively. Histological analysis was performed in the resected hippocampal specimens to diagnose and 
to determine the pattern of hippocampal sclerosis (HS) and to assess the grades of cell loss, dispersion and 
bilamination. CA3 tissue explants for genomic studies were obtained during epilepsy surgery. Weighted Gene 
Co-expression Network Analysis (WGCNA)24 was used for constructing the module-trait relationships consider-
ing demographic, clinical, cognitive, histopathologic and genomic data (Fig. 1).

Cognitive function evaluation. Forty-four RMTLE patients and two control groups totaling 60 normal 
healthy volunteers—one control subgroup for memory and executive function evaluation (n = 40), and another 
for language evaluation (n = 20)—were matched for age, gender, education, and IQ scores (Supplementary 
Table S2 online). Patients and controls underwent a cognitive test battery for language, memory, and execu-
tive function (Supplementary Table S3 online). The patient’s group was divided into two subgroups: (i) LHS 
subgroup (n = 27), encompassing left HS patients (ii) RHS subgroup (n = 17) for right HS patients. Cognitive 
tests score from patients and controls were submitted to ROC analysis for identifying classificatory tests and to 
obtain the corresponding cut-off. Additionally, we compared patient’s vs. controls’ performance on individual 
tests for memory, language and executive function (Supplementary Table S3 online). The LHS subgroup showed 
impaired performance (P < 0.05) in semantic and phonological fluency, verbs and proper noun naming, RAVLT 
total and late recall, logical memory, Rey-Osterrieth Complex Figure (ROCF), Stroop test, and Phonemic Flu-
ency (FAS) tests (Supplementary Table S3 online). The RHS subgroup showed impaired performance relative 

Figure 1.  Study Workflow. Integrative analysis of demographic, clinical, histopathological, and genomic data.
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to control group (P < 0.05) in semantic fluency, object, verbs and proper noun, and responsive naming, RAVLT 
immediate recall and delayed recognition subsets, RVDLT and facial recognition, ROCF, Stroop test, and FAS 
tests (Supplementary Table S3 online). These results were used for scoring failures in memory, language, and 
executive function impairment (Supplementary Table S4 online). Patients were then classified in two subgroups 
according to cognitive impairment: severe, where total score > average score, or mild, where total score ≤ average 
score (Supplementary Tables  S1  and S4 online). Fisher’s exact test for severe cognitive impairment did not show 
significant probability (P > 0.05) for laterality.

Histopathology. Forty-three resected hippocampi were used for histopathological analysis (Supplemen-
tary Table S1 online). The HS types were classified according to Blümcke et al.27. Semiquantitative assessment 
was performed on dentate gyrus abnormalities, particularly cytoarchitectural disorganization: granule cell loss 
(GCL), dispersion (GCD), and bilamination (GCB). Table 1 shows the frequency distribution of histological 
features. HS ILAE type 1 (severe CA1 and CA4 neuronal loss and gliosis) was the most frequent type (90.9%), 
followed by HS ILAE types 2 (CA1 neuronal loss and gliosis), and one no-HS (preserved cell density and gliosis 
only). GCL was observed in 42 samples, being GCL grade 2 the most frequent type (41.9%) followed by grades 
3 and 0–1. GCD was observed in 38 samples and the most frequent type was GCD grade 3 (37.2%), followed by 
grades 1, 2 and 0. GCB was present in 15 out of 43 samples (34.9%).

Clinicopathological correlation analyses. Correlation analyses for the LHS and RHS subgroups were 
performed between pairs of selected demographical, clinical and pathological variables: gender, age at surgery, 
age at IPI, age of epilepsy onset, cognition (memory, language, and executive function) and histological features 
(HS type, grade of GCL or GCD, and presence of GCB). A statistically significant and positive correlation was 
found for GCL and memory impairment grades (r = 0.47, P = 0.02) in the LHS subgroup.

Weighted gene co‑expression network analysis. Total RNA samples were obtained from the hip-
pocampal CA3 region of 22 RMTLE patients (Supplementary Table S1 online) and used for DNA microarray 
hybridizations. The normalized gene expression data of 8,104 GO (Gene Ontology) annotated genes were used 
for network construction and module identification by WGCNA. Pearson’s correlation coefficient was used for 

Table 1.  Demographic and clinical characteristics of 43 RTMLE patients and histological features of the 
patients’ hippocampal samples.

Phenotypic characteristics Number %

Gender
Male 21 48.8

Female 22 51.2

Severe memory impairment
Left HS (n = 18) 7 38.9

Right HS (n = 12) 6 50.0

Severe language impairment
Left HS (n = 18) 5 27.8

Right HS (n = 12) 5 41.7

Severe executive function impairment
Left HS (n = 17) 7 35.3

Right HS (n = 12) 6 50.0

Brain side affected by HS
Left 25 58.1

Right 18 41.9

IPI status
Febrile 15 34.9

Afebrile 27 62.8

Age at IPI
Early (≤ 5 yrs) 25 58.1

 > 5 yrs 18 41.9

Age at disease onset
Early (≤ 5 yrs) 8 18.6

 > 5 yrs 35 81.4

HS ILAE type

1 40 90.9

2 3 6.8

No-HS 1 2.3

Grade of GCL

0 to 1 11 25.6

2 18 41.9

3 14 32.6

Grade of GCD

0 5 11.7

1 13 30.2

2 9 20.9

3 16 37.2

Presence of GCB in the dentate gyrus
Yes 15 34.9

No 28 65.1
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obtaining gene co-expression network and dynamic tree cut algorithm was used for dendrogram`s branch selec-
tion for module identification. Eleven transcriptional modules were identified. The module sizes ranged from 
215 (green yellow module) to 1,795 (turquoise module) genes (Fig. 2a,b). The resulting eigengene network pre-
sented two meta-modules, here named I and II, as displayed in Fig. 2c.

Module‑trait correlation analyses. We performed two module-trait correlation analyses: one for demographic, 
clinical, and histopathological traits including all patients in LHS and RHS subgroups and another for cognitive 
function, conducted separately for LHS and RHS subgroups (due to the significant correlation between GCL 
and severe memory impairment in LHS). A statistically significant module-trait correlation was found only 
for LHS patients. All transcriptional modules presented significant correlation (P < 0.05) with at least one trait 
and nine of these modules-four in the meta-module I and five in the meta-module II—showed high correlation 
values (r >|0.50|) with at least one trait, as described (Fig. 2c; Supplementary Figs. S1 and S2 online). In the meta-
module I the blue module is positively correlated with early IPI (E-IPI), granule cell alterations (GCL grade 3), 
and severe executive function impairment (SEFI), whereas in the meta-module II the turquoise module is nega-
tively correlated with those three traits. The yellow module in the meta-module I is positively correlated with 
GCD2. Inversely, the purple module in meta-module II is negatively correlated with that trait. The red module-
in a separate branch in the meta-module II (Fig. 2c)-is positively correlated with early disease onset (E-onset). 
Interestingly, the meta-module I harbors modules positively correlated with severe phenotypes (GCL3, GCD2, 
E-IPI, SEFI) and negatively correlated with mild phenotypes (GCL0-1, GCD1), whereas in meta-module II these 
correlations are quite inverted.

Functional characterization of modules. Transcriptional modules often represent biological processes that can 
be phenotype  specific28. Functional enrichment among the genes within a module is widely used for disclosing 
its biological  meaning28. We used a web-based GO enrichment analysis  tool29 and found that between 18 and 
57% of the genes within the modules were highly correlated with at least one trait were significantly (P < 0.05) 
over-represented in GO biological processes (BP) terms (Fig. 3). These terms were arbitrarily grouped in two 

Figure 2.  WGCNA analysis. Gene dendrogram and gene clustering analysis for module identification (a). 
Heatmap plot of the adjacencies in the eigengene network (b). Hierarchical clustering dendrogram of module 
eigengenes-evidencing the presence of two meta-modules (I and II)-and traits significantly correlated with 
modules (c). Positive or negative module-trait correlations depicted in red or green, respectively; the high 
module-trait correlations (r >|0.50|) are indicated by bold underlined letters. Network was constructed using the 
WGCNA  package24 (version 1.69-81) in R environment (version 3.4.493; https:// horva th. genet ics. ucla. edu/ html/ 
Coexp ressi onNet work/ Rpack ages/ WGCNA/).

https://horvath.genetics.ucla.edu/html/CoexpressionNetwork/Rpackages/WGCNA/
https://horvath.genetics.ucla.edu/html/CoexpressionNetwork/Rpackages/WGCNA/
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major functional categories: (i) molecular and cellular processes relevant to MTLE and brain functioning (ii) 
other related molecular and cellular processes (Fig. 3, Supplementary Table S5 online). The complete list of the 
BP terms found for all modules is presented in Supplementary Datasheet S1 online. Three transcriptional mod-
ules-red, turquoise and blue-have 30 percent or more of their genes over-represented in the category “molecular 
and cellular processes relevant to MTLE and brain functioning” (Fig. 3; Supplementary Table S5 online). Note-
worthy, the blue and turquoise modules are associated with more traits than any of the other modules (Fig. 2c), 
and the red module—highly and positively correlated with E-onset—showed 163 genes associated to processes 
linked to MTLE, of which 105 (Supplementary Table S5 online) are related with neuron/excitability processes 
(neuron, glia, axon, myelination, excitability, and synapse).

Categorization of high‑hierarchy (HH) genes. Highly connected genes hold the whole transcriptional network 
together and are either associated to specific cellular processes or link different biological  processes25. Thus, we 
used connectivity measures for the hierarchical categorization of genes (see Methods) in the modules highly cor-
related with at least one  trait24. HH genes were classified in one of three hierarchical categories according to the 
number of gene–gene links: (i) intramodular hub (iHub), a gene highly connected with other genes in the same 
module; (ii) high hub (Hhub), a hub that also has a high whole network connectivity; and (iii) intermodular 
hubs (eHub), a gene with low number of intramodular links but high whole network connectivity. Addition-
ally, the gene significance (GS) value and the p-value obtained for each HH gene-trait correlation were used for 
obtaining the gene expression profiles that were positively (hyper-expression) or negatively (hypo-expression) 
correlated with histological and/or cognitive traits. A total of 76 HH genes were thereby found and categorized 
(Supplementary Figs. S3 and S4 online), being distributed into nine modules, as depicted in Figs. 4 and 5, cor-
responding to meta-modules I and II, respectively.

Functional interpretation of HH genes in trait‑associated modules. The HH genes were interpreted in the con-
text of the two eigengene network meta-modules. The meta-modules-identifiable as branches in the eigengene 
dendrogram—are sets of modules and genes with stronger relationship and reveal a higher order organization 

Figure 3.  Histogram of enriched GO Biological Process (BP) terms for each WGCNA gene module. Different 
colors represent GO BP terms comprised in two main categories: (i) molecular and cellular processes relevant 
to MTLE and brain functioning; (ii) other related molecular and cellular processes. Between round brackets: 
percentage of genes over-represented in BP terms.
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among gene co-expression  modules30. Meta-modules are biologically  significant24 and the functional enrich-
ment analysis of their modules may help to reveal their meaning (Fig.  3). In Figs. 4 and 5, related to meta-
modules I and II, respectively, the expression value profile of the HH genes corresponds, in a large measure, to 
the module-trait correlations above-mentioned (Fig. 2c).

HH genes in the meta‑module I. In the blue module all HH genes are positively correlated with E-IPI, GCL3 
and SEFI (Fig. 4) and two of its Hhubs, ITGB8 and UQCRB, are involved in brain  angiogenesis31 and in angio-
genesis  induction32, respectively. This is rather expectable since dysregulated angiogenesis and vascular remod-
eling are hallmarks of the epileptic  brain33. Two other blue module genes, the Hhub KIF1B and the eHub YAP1, 
were shown to be essential for survival of hippocampal neurons and their hyper-expression in the sclerotic hip-
pocampi may well constitute a compensatory  mechanism34,35.

Figure 4.  High hierarchical genes (Hhubs, iHubs, and eHubs) of the meta-module I present in modules highly 
associated with at least one trait. Each HH gene is identified by its hierarchical categorization and GO biological 
process or molecular function. Columns in red or in green indicate genes with positive (i.e. hyper-expressed) or 
negative (i.e. hypo-expressed) GS values for a specific trait, respectively. NS indicates gene with non-significant 
(P ≥ 0.05) GS value for the specific trait. E-IPI stands for early IPI. SEFI stands for severe executive function 
impairment. The abbreviations-GCD1, GCD2, GCL0-1, GCL3, HS ILAE type 3-indicate histopathological 
alterations, as described in the Results and Material and Methods sections.
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In the yellow module nine out of the eleven HH genes are positively correlated with GCD2 (Fig. 4). The 
HHub TANC2 and the eHub SLC25A18, both hyper-expressed, belong to the glutamatergic excitatory  system36,37, 
whose dysfunction leads to hyperexcitatory neural networks and  neurotoxicity38. The iHub SPOCK1, also hyper-
expressed, encodes the proteoglycan testican, which is expressed in hippocampal pyramidal neurons and has a 
functional role in reactive  gliosis39. Reactive gliosis is a quite common finding in drug resistant  TLE27. Notewor-
thy, the Hhub CYB5D2, that codes for neuferricin and is involved in hippocampal  neurogenesis40, is negatively 
correlated with GCD2.

In the green yellow module the only gene positively correlated with GCD1 is the eHub FBXW7, which exerts 
a protective role against glutamate receptor-mediated  excitotoxicity41. Finally, in the magenta module, all but 

Figure 5.  High hierarchy genes (Hhubs, iHubs, and eHubs) of the meta-module II present in modules highly 
associated with at least one trait. Each HH gene is identified by its hierarchical categorization and GO biological 
process or molecular function. Genes that are HH and HGS (see Table 2) appear in red lettering. Columns in 
red or in green indicate genes with positive (i.e. hyper-expressed) or negative (i.e. hypo-expressed) GS values 
for a specific trait, respectively. NS indicates gene with non-significant (P ≥ 0.05) GS value for the specific trait. 
E-IPI stands for early IPI; E-Onset stands for early onset; SEFI stands for severe executive function impairment; 
SMI stands for severe memory impairment. The abbreviations-GCD2, GCL0-1, GCL3-refer to histopathological 
alterations, as described in the Results and Material and Methods sections.
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one HH genes are negatively correlated with GCL0-1, the exception being the eHub RAB32 whose upregulation 
is a marker for neuroinflammatory  lesions42.

HH genes in the meta‑module II. In this meta-module five out of seven modules harbor HH genes. The tur-
quoise module is the largest in number of genes (Fig. 2b) and its module-trait correlation is almost the inverse 
of that found for the blue module in meta-module I (Fig. 2c). Most of the HH genes in this module are posi-
tively correlated with the mild phenotype GCL0-1 but negatively correlated with the severe phenotypes E-IPI, 
GCL3, and SEFI (Fig. 5). Two genes are indeed exemplary in this context: PIK3C3, essential for CNS neuronal 
 homeostasis43 and for axon growth in hippocampal  neurons44, and DCP1B, a potential regulator of human mem-
ory performance through its interaction with miR-138-5p45, are both negatively correlated with GCL3 and SEFI.

In the brown module all HH genes are negatively correlated with GCL3 and SMI (Fig. 5). This module harbors 
the eHubs LGR4 (also an HGS gene), a positive regulator of the canonical Wnt/β catenin signaling  pathway46 
and EIF4E, a mTOR downstream  effector47. The Wnt/β pathway is a principal positive regulator of adult hip-
pocampal neurogenesis and its disruption contributes to the functional and structural of temporal lobe epilepsy 
 abnormalities48. Conversely, an increased mTOR activation was observed in the sclerotic hippocampi from 
RMTLE  patients49 and EIF4E was recently identified as therapeutic target in medically refractory  epilepsy50. 
Here we found that LGR4 and EIFE4 were both negatively correlated with GCL3.

In the black and purple modules the HH genes are negatively correlated with GCL3 and GCD2, respectively. 
The black module harbors the iHub MGAT2—also an HGS gene -that controls N-glycan branching and is 
required for normal neuronal development and  viability51. This gene is markedly hypo-expressed in the GCL3 
hippocampi (Fig. 6). In the purple module it is worth mentioning the HHub SDK2, which encodes a sidekick 
molecule that mediates neuronal cell–cell  adhesion52.

The red module has six HH genes, all involved in relevant brain and neuronal functions. Four of these genes 
are positively correlated with E-onset (Fig. 5): the HHub OLFM1 codes for olfactomedin and promotes hip-
pocampal axon growth after axonal  injury53; the iHub ST8SIA3 is involved in mediating sialylation and neuronal 
 plasticity54, and increased polysialylation and neuronal circuitry remodeling have been reported in the hippocam-
pus and entorhinal cortex of RMTLE  patients55; the iHub, SVOP, codes for a synaptic vesicle transport protein 
structurally related to SV2A, the target of the anti-epileptic drug  Levetiracetam56,57; the eHub NCDN encodes 
neurochondrin (norbin), which promotes neurite outgrowth, regulates hippocampal neurogenesis, modulates 
the metabotropic glutamate receptor 5, and was found to be downregulated in the hippocampus of intractable 
TLE  patients58. Regarding the two negatively correlated genes: the eHub ERBB3 mediates hippocampal neuro-
genesis through neuregulin-1/ERBB3 signaling, an essential process for  memory59; and the eHub SYNJ2, that 
encodes synaptojanin-2 and is involved in astrocyte morphology  remodeling60, was shown to influence human 
cognitive  abilities61.

Functional interpretation of HGS (High Gene Significance) genes. Genes presenting high GS and high Module 
Membership (MM) values are considered HGS genes (see Methods) in a module and are significantly correlated 
with a particular  trait24. Gene-trait correlations and biological functions for the HGS genes appear in Table 2, 
and the corresponding statistical data is shown in Supplementary Table S6 online. The functional interpreta-
tion of HGS genes was based on GO and ad hoc  annotations62. The gene expression plots for HGS genes, the 
relationships between gene expression values and traits, and the statistical significance of these relationships are 
displayed in Fig. 6.

Six out of the 15 HGS genes are correlated with GCL (Table 2) and their expression levels show significant 
differences between GCL grades (Fig. 6). Two of these genes, AMFR (alias GP78) and PTLP, are involved in 
learning and memory. AMFR encodes a receptor of the neurotrophic factor neuroleukin and its hippocampal 
expression is correlated with learning and memory in animal  models63,64. PTLP codes for the plasma phospho-
lipid transfer protein, which exerts a neuroprotective role through its ability to deliver vitamin E to the brain, 
and PTLP-KO mice have impaired memory and learning  capabilities65. In GCL3 sclerotic hippocampi AMFR 
expression is increased from GCL3 to GCL0-1 and PTLP expression—neuroprotective—is decreased (Fig. 6). 
Two other genes, CHSY1 and ISYNA1 (alias INOS), are involved in the biosynthesis of chondroitin sulfate 
and inositol, respectively. Chondroitin sulfate is important for the hippocampal volume maintenance in TLE 
 patients66. Persistent elevated inositol levels were found in the hippocampus of rats presenting repeated seizures 
after spontaneous seizure  induction67, and are associated with pharmacoresistance in human  TLE68. ISYNA1 
expression is decreased from GCL3 to GCL0-1, and CHSY1expression is increased. Finally, LGR4 and MGAT2, 
which are also HH genes (Fig. 5), are relevant for brain and neuronal functioning. LGR4 is a positive regulator 
of the canonical Wnt/β catenin signaling, which is disrupted both in the acute and chronic phases of  TLE48,69. 
MGAT2 is required for the normal assembly of complex Asn-linked glycans, being essential for normal neuro-
logical  development51. The expression of these two genes is decreased in the sclerotic hippocampi with GCL3.

Four HGS genes are correlated with GCD (Fig. 6). Two of these genes—ERBB4 and MHD2‑are directly 
involved in epilepsy and have increased expression in GCD2/GCD3. MHD2 codes for an RNA binding protein 
involved in the post-transcriptional downregulation of the sodium channel SNC1A expression in the hippocam-
pus under seizure  conditions70. Interestingly, epilepsy, hippocampal sclerosis, and febrile seizures are linked by 
common genetic variation around SCN1A71, The downregulation of SCN1A was also reported as an epilepsy 
biomarker by Guelfi et al.20, who studied the transcriptome of cortical tissue samples from 86 RMTLE patients. 
ERBB4 codes for an important receptor of Neuregulin 1 (NRG1) and is involved in neurodevelopment and 
synaptic  plasticity72. Both NGR1 and ERBB4 have been implicated in animal models and human epilepsy and 
recent experimental data showed that these two proteins are overexpressed in symptomatic epilepsy, suggesting 
that the NRG1-ERBB4 signaling probably act as a homeostasis modulator protecting brain from aggravated 
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epileptiform  activity73. The other two genes correlated with GCD are SMARCAD1 and DHX9, whose average gene 
expression levels vary across GCD grades (Fig. 6; Supplementary Table S6 online). SMARCAD1 is a chromatin 
remodeling gene acting in mammal adult  neurogenesis74, while DHX9 codes for a DEAH-containing helicase 
which regulates DNA replication, transcription, translation, microRNA biogenesis, RNA processing and trans-
port, and maintenance of genomic  stability75.

HYOU1 is the only HGS gene correlated with GCB. Its overexpression prevents endoplasmic reticulum 
(ER) stress and rescues  neurodegeneration76. ER stress has been recognized as a relevant etiological factor 
contributing to epilepsy-induced neuronal  damage77. The expression of this gene is decreased in the sclerotic 
hippocampi with GCB.

The HGS gene ASNSD1 is involved in asparagine biosynthesis and its expression is decreased in our patients 
with severe memory impairment. Asparagine synthesis is essential for brain development and asparagine defi-
ciency has been associated with deficits in learning and  memory78.

Three HGS genes are correlated with disease onset and have diminished expression in our early-disease onset 
patients. Interestingly, these genes belong to the red module (Table 2) and are involved in synaptic plasticity and 

Figure 6.  Gene expression plots for the HGS genes highly associated with specific histopathological or clinical 
data. The abbreviations-GCL, GCD, GCB-refer to histopathological alterations, as described in the Results and 
Material and Methods sections. Statistical significance values: *P < 0.05; **P < 0.005.
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memory processes. VLDR codes for a component of the Reelin pathway regulating neuronal migration and synap-
tic plasticity in the  hippocampus79. FGFR2 codes for the fibroblast growth factor receptor 2 and plays a role in the 
hippocampal short-term learning and long-term reference  memory80, and HBEGF codes for the heparin-binding 
EGF-like growth factor and plays a significant role in hippocampal synaptic plasticity and memory  formation81.

Discussion
Module-trait correlation analyses revealed two meta-modules presenting high positive or negative correlations 
with severe (GCL3, GCD2, E-IPI, SMI, and SEFI) or mild (GCL0-1 and GCD1) phenotypes. In the meta-module 
I the transcriptional modules are positively correlated with the severe phenotypes and negatively with the mild 
phenotypes. Inversely, in the meta-module II all modules are negatively correlated with the severe phenotypes 
and positively with the mild phenotypes (Fig. 2c), except the red module, the only module that is positively 
correlated with E-onset and severe memory impairment. These correlations clearly indicate two distinct CA3 
transcriptome profiles: one for severe and another for mild phenotypes. In addition, the functional enrichment 
analysis showed that the red and blue modules had many genes over-represented in neuron/excitability processes, 
such as neuron, glia, axon, myelination, excitability, and synapse (Fig. 3). In order to get a better understanding 
of how these modules are associated with DG alterations, cognitive impairment, and disease onset, we focused 
on the hierarchical characterization and functional interpretation of the genes within each module.

The blue and yellow modules (Fig. 4) harbor HH genes positively associated with pathophysiological mecha-
nisms in epilepsy—such as vascular remodeling (ITGB8, UCQRB), glutamatergic excitatory system (TANC2, 
SCLC25A18) and reactive gliosis (SPOCK1)-and with putative compensatory mechanisms linked to hippocampal 
neuron survival (KIF1B, YAP1). In the turquoise module seven out of its nine HH genes are positively correlated 
with the mild phenotype GCL0-1 (Fig. 5). Two HH genes in this module, PIK3C3 and DCP1B, are respectively 
involved in CNS neuronal homeostasis and in regulating human memory performance, thus indicating protec-
tive and compensatory mechanisms. Significantly, all above-mentioned genes, except for SPOCK1, are HHubs or 
eHubs i.e., genes with high intramodular and/or whole network connectivity. These genes are probably essential 
genes with a relevant role in defining the modules’ biological  function25,28, namely, the association of blue and 
turquoise modules with severe and mild phenotypes, respectively.

The red module, occupying a separate branch in the eigengene dendrogram, is highly and positively correlated 
with E-onset, and positively correlated with severe memory impairment (Fig. 2c). Early MTLE onset with HS 
has a large impact on brain plasticity and on brain connectivity and  memory82,83. Moreover, early seizure onset 
is also a predictive factor for  pharmacoresistancy6,84, being associated with a more severe functional abnormality 
in the ictal  hippocampus83. Interestingly, five out of the six HH genes in the red module are involved in processes 
compatible with early tissue damage and subsequent microstructural reorganization, specifically: axon sprout-
ing (OLFM1); neuronal circuitry remodeling (ST8SIA3); hippocampal neurogenesis, (NCDN and ERBB3), and 
astrocyte morphology remodeling (SYNJ2). Interestingly, the two hypo-expressed HH genes in the red-module, 
ERBB3 and SYNJ2, are also related to cognitive abilities and memory. Therefore, the co-expression profile, 

Table 2.  HGS genes identified in modules associated with at least one trait: GCL, GCD, GCB, with severe 
memory impairment, or early/late disease onset. L Indicates LHS group; *Genes that presented highest GS and 
MM values; in bold genes that are also iHubs.

Trait Gene GO database: biological process; molecular function

GCL

Blue AMFR protein ubiquitination; learning or memory

Black CHSY1* chondroitin sulfate biosynthetic process

Turquoise ISYNA1 inositol biosynthetic process

Brown LGR4 positive regulation of canonical Wnt signaling pathway

Black MGAT2* protein N-linked glycosylation via asparagine

Brown PLTP phospholipid transport

GCD

Blue ERBB4 protein tyrosine kinase activity

Brown SMARCAD1 chromatin remodeling

Blue DHX9 DNA helicase activity

Turquoise MDH2 RNA binding

GCB

Blue HYOU1 cellular response to hypoxia

Severe memory impairmentL

Brown ASNSD1 glutamine metabolic process; asparagine biosynthetic process

Disease onset

Red

VLDLR reelin-mediated signaling pathway

FGFR2 fibroblast growth factor-activated receptor activity

HBEGF epidermal growth factor receptor signaling pathway



11

Vol.:(0123456789)

Scientific Reports |        (2021) 11:10257  | https://doi.org/10.1038/s41598-021-89802-3

www.nature.com/scientificreports/

functional role, and connective hierarchy of the HH genes in the red module (Fig. 5) appear to be compatible 
with the module’s phenotypic profile.

Contrariwise to hubs, that occupy a topologically central position in the modules and confer robustness to the 
co-expression network, HGS genes are usually at the network’s periphery and their expression shows significant 
variation across trait  groups25,28,85. The HGS genes are significant for the traits, as described in the Results sec-
tion and depicted in Fig. 6, and here we show how these genes may serve as biomarkers or therapeutic targets 
for RMTLE.

Let us consider firstly the six HGS genes correlated with GCL. We found that ISYNA1, whose brain expres-
sion is persistently elevated in a rat model of  epilepsy67, is more expressed in GCL3 than in GCL2 and GCL0-1, 
confirming its proposed role as RMTLE biomarker and its potential as a therapeutic  target67,86. CHSY1 is related 
to the maintenance of hippocampal volume in RMTLE patients and its expression increases from GCL3 to GCL0-
1, so indicating a compensatory mechanism and the gene’s usefulness as biomarker. The genes AMFR and PTLP 
are respectively involved in neuronal survival and in neuroprotection, and both are necessary for memory and 
learning, but AMFR expression increases from GCL3 to GCL0-1 whereas the PTLP expression decreases, thus 
indicating pathogenic and compensatory mechanisms. Finally, LGR4 and MGAT2, also HH genes and respec-
tively involved in regulating Wnt/β catenin signaling and neuronal viability, showed increased expression levels 
from GCL3 to GCL0-1, implying a compensatory mechanism. These two genes may be meaningful biomarkers 
for RMTLE and hippocampal sclerosis.

Four HGS genes are correlated with GCD and two of them, ERBB4 and MDH2, directly involved in epileptic 
processes, have significantly higher expression in GCD3 and GCD2, being potential biomarker candidates. The 
other two genes, SMARCAD1 and DHX9, are involved in chromatin remodeling and maintenance of genomic 
stability, and their average expression levels varied across GCD grades. The HGS gene HYOU1 has a neuropro-
tective role and, as expected, is relatively higher expressed in the absence of GCB. ASNSD1, a gene involved in 
biological processes related to memory, showed diminished expression in patients with severe memory impair-
ment. Finally, three HGS genes, VLDR, FGFR2, and HBEGF, that are involved in synaptic plasticity and memory 
formation and belong to the red module—which is correlated with E-onset and memory impairment-showed 
significantly decreased expression in early disease onset patients.

Lastly, our results show that the histogenomic approach adopted here is advantageous for investigating the 
cellular and molecular mechanisms underlying RMTLE, although a few limitations need to be considered. Firstly, 
it only allows to obtain the transcript expression profiles and histopathological features at the time of surgery. 
Secondly, there is no availability of control tissue, since the use of autopsy material, or brain tumor resected tis-
sue, as control is not either feasible or technically  adequate87. In order to circumvent these limitations several 
 groups88,89 including our  own90, have recurred to animal models of acquired epilepsy for conducting temporal 
analyses of brain histological and molecular changes that arise after an initial precipitating injury.

In conclusion, by adopting a systems biology approach and integrating clinical, histopathological and tran-
scriptomic data, we were able to identify transcriptional modules highly correlated with DG alterations, cognitive 
dysfunctions, and disease onset in our RMTLE patients. The functional characterization of the high-hierarchy 
genes in each module allowed us to unveil the modules’ main biological functions, paving the way for further 
investigations on their roles in RMTLE pathophysiology. Moreover, we found several HGS genes that may 
potentially become novel biomarkers and/or therapeutic targets in RMTLE. These results are relevant consider-
ing the urge for identifying the genomic mechanisms underlying RMTLE, what could lead to more effective 
therapeutic interventions.

Material and methods
Patients and brain tissue specimens. A total of 57 RMTLE patients (aged 18–55 years) with unilat-
eral mesial temporal sclerosis (MTS) who underwent corticoamygdalohippocampectomy were included in this 
study, which was approved by the research ethics committees of Hospital das Clínicas da FMUSP and Hospital 
Albert Einstein, São Paulo, SP, Brazil, under numbers 251/05 and CAEE 0122.0.028.174.05. A written informed 
consent was obtained from all patients. All patients were diagnosed according to ILAE  criteria91 and underwent 
preoperative clinical, video-EEG monitoring, neuropsychological and neuroimaging evaluations. The inclusion 
criteria were as follows: unilateral TLE refractory to two or more antiepileptic drugs; focal or focal-to-bilat-
eral seizures; eight or more years of education; IQ superior to 70; right handedness. None of the patients had 
extratemporal epileptiform activity, other encephalic lesions on MRI except TLE, intellectual disability, first-
degree family members with epilepsy or with a history of a febrile seizure. Tissue explants from CA3 were 
obtained at surgery room and immediately processed for global gene expression analysis. All the resected hip-
pocampal specimens were analyzed by histopathology. Demographic, clinical, histological and cognitive data of 
all patients are summarized in Supplementary Table S1 online. All methods and experiments were carried out in 
accordance with relevant guidelines and regulations.

Cognitive function evaluation. A total of 44 patients and 60 healthy volunteers (Supplementary Table S2 
online) underwent cognitive function evaluation. They were from the same socioeconomic and cultural back-
ground. Volunteers were aged 18–55 years and had no central nervous system disorders or other medical dis-
orders affecting cognitive abilities. All were right-handed. Patients and controls with IQ score > 70, eight years 
of education or more, and without major psychiatric comorbidities, underwent a cognitive test battery that 
included: (i) Rey auditory verbal (RAVLT) and visual design (RVDLT) learning test, Rey-Osterrieth complex 
figure test (ROCF), facial recognition, and logical memory, for memory; (ii) semantic and phonological fluency, 
word comprehension, and object, verbal, proper noun and responsive naming; and (iii) Stroop test (time and 
error scores); Digit Span test, phonemic verbal fluency (FAS test), and Wisconsin test (WCST), for executive 
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function (Supplementary Table S3 online). The collected data were analyzed using the Receiver Operating Curve 
(ROC) analysis, comparing patients’ and controls’ performances to yield best sensitivity and specificity, in order 
to establish a cut-off score for each test (Supplementary Table S3 online). We classified patients as normal or 
impaired, compared with controls, using Mann–Whitney test for each test. Values of P < 0.05 were considered as 
statistically significant. We generated a memory, language and executive function impairment score. This score 
was based on the number of tests for each cognitive domain (memory, language, and executive function).

Histological analysis. Histological analysis was performed in 43 resected hippocampi (Supplementary 
Table S1 online). Histological processing was undertaken as previously  described92. Surgical specimens were 
fixed in 4% paraformaldehyde (PFA) in 0.1 M phosphate buffered saline (PBS) for 24 h and then transferred to 
a solution of 1% PFA plus sucrose 30% in PBS 0.1 M for one week. Each hippocampus (25–30 mm length) was 
carefully oriented, trimmed and sectioned in the plane perpendicular to its longitudinal axis. The entire hip-
pocampus (head and body) was used in the present investigation (50–60 slices/patient). Because sections cut 
tangentially to the principal cell layers or at inconsistent angles from the longitudinal axis of the hippocampus 
can produce unusual histological features, considerable care was taken to ensure that all hippocampal sections 
were cut in a plane strictly perpendicular to the longitudinal axis of the hippocampus. Sixty- micron coronal 
slices through the entire extension of the hippocampus were obtained using a cryostat (− 21 °C). One out five 
slices (e.g., the  1st,  6th,  11th and so forth) were mounted on gelatin-coated slides and stained with cresyl violet 
(Nissl).

The type of HS was described according to Blümcke et al.27 as HS ILAE type 1 (severe CA1 and CA4 neuronal 
loss and gliosis), HS ILAE type 2 (CA1 neuronal loss and gliosis), HS ILAE type 3 (CA4 neuronal loss and gliosis) 
or no-HS (preserved cell density and gliosis only), based on light microscopy of the hippocampal subfields, using 
a 5 × objective lens (DM750, Leica Microsystems, Germany) throughout the entire hippocampus. Only sections 
presenting the three CA subfields were included.

Semiquantitative assessment focused on dentate gyrus abnormalities, particularly cytoarchitectural disor-
ganization (loss, dispersion and bilamination) in four non-adjacent hippocampal body slices. Granule cell loss 
(GCL) was defined as areas of reduced granule cell layer width, reduced neuronal cell density or granule cell layer 
disruption. GCL was graded in three categories: grade zero to 1-no GCL to mild neuronal density reduction, 
grade 2-moderate neuronal density reduction, grade 3-severe neuronal density reduction. Granule cell dispersion 
(GCD) was defined as broadening of the granule cell layer and loss of normal boundaries. GCD was graded into 
four subjective categories: grade zero—no GCD, grade 1-mild granule cell layer broadening with few ectopic 
granule cells in the inner molecular layer, grade 2-moderate granule cell layer broadening with ectopic granule 
cells beyond the inner molecular layer, and grade 3-extensive granule cell layer broadening invading the outer 
molecular cell layer. Granule cell bilamination (GCB) was described as present or absent. Both ectopic clusters 
of granule cells in the molecular layer (focal GCB) and complete duplication of granule cell layer (diffuse GCB) 
were considered. Due to possible artifacts, we did not evaluate areas at angles, end points of the C-shaped gran-
ule cell layer, or blood vessels vicinities. To ensure reproducibility, the histological analysis was carried out by 
two different experienced pathologists following the same protocol. Overall, the observations were concordant. 
Eventual disagreements were discussed until consensus was found.

RNA extraction. Fresh explants from hippocampal CA3 region (3–4  mm3) from 22 RMTLE patients (Sup-
plementary Table S1 online) were obtained at the operating room and immediately preserved with RNAlater 
(Qiagen cat. no. 76106, Valencia, CA). Neuropathology analysis of the resected hippocampi confirmed that the 
CA3 explants were obtained at the proper  site92. The preserved explants were homogenized with TissueRupter 
(Qiagen, cat. no. 9001272 Valencia, CA) and total RNA was extracted from the homogenates using the RNeasy 
Lipid Tissue Kit (Qiagen cat. no. 74804, Valencia, CA) according to the manufacturer’s instructions. RNA quality 
was assessed on the Agilent BioAnalyzer 2100 (Agilent, Santa Clara, CA). All samples were stored at -80 °C until 
used in hybridization experiments.

Microarray hybridization and gene expression analysis. In order to determine gene expression 
profiles, 4 × 44  K DNA microarrays (Whole Human Genome Microarray Kit, Agilent Technologies, cat no. 
G4112F, Santa Clara, CA) were used. The procedures for hybridization using the fluorescent dye Cy3 followed 
the manufacturer’s protocols (One-Color Microarray-Based Gene Expression Analysis—Quick Amp Labeling). 
The images were captured by the reader Agilent Bundle according to the parameters recommended for bioarrays 
and extracted by Agilent Feature Extraction software version 9.5.3. (https:// www. agile nt. com/). Spots with two 
or more flags (low intensity, saturation, controls, etc.) were considered as NA, that is, without valid expression 
value. An in-house algorithm in R environment (version 3.4.493) was used for excluding transcript spots present-
ing one or more NAs and for converting gene expression values to log base 2. Through this procedure we identi-
fied 8,104 Gene Ontology (GO) annotated genes. Data normalization was performed using limma  package94,95 
in R environment (version 3.4.493). All microarray raw data have been deposited in GEO public database (http:// 
www. ncbi. nlm. nih. gov/ geo), a MIAME compliant database, under accession number GSE163296.

Weighted Gene Co‑expression Network Analysis (WGCNA). The normalized gene expression data 
was used for WGCNA. Network was constructed using the WGCNA  package24 (version 1.69–81; https:// horva 
th. genet ics. ucla. edu/ html/ Coexp ressi onNet work/ Rpack ages/ WGCNA/) in R environment (version 3.4.493). 
Pearson’s correlation coefficient was used for obtaining gene co-expression similarity measures and for the sub-
sequent construction of an adjacency matrix using soft power and topological overlap matrix (TOM). Soft-
thresholding process transforms the correlation matrix to mimic the scale-free topology. TOM is used to filter 

https://www.agilent.com/
http://www.ncbi.nlm.nih.gov/geo
http://www.ncbi.nlm.nih.gov/geo
https://horvath.genetics.ucla.edu/html/CoexpressionNetwork/Rpackages/WGCNA/
https://horvath.genetics.ucla.edu/html/CoexpressionNetwork/Rpackages/WGCNA/
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weak connections during network construction. Module identification is based on TOM and in average linkage 
hierarchical clustering. Keeping to the scale-free topology criterion, soft power β = 12  (R2 = 0.910) was consid-
ered (Supplementary Fig.  S5 online). Finally, dynamic tree cut algorithm was used for dendrogram’s branch 
selection. The module eigengene (ME) is defined as the first principal component of a given module, which can 
be considered a representative of the gene expression profiles in a module. Module Membership (MM), also 
known as eigengene-based connectivity (kME), is defined as the correlation of each gene expression profile with 
the module eigengene of a given module.

Module‑trait association. Firstly, we obtained the gene significance (GS), i.e. a value for the correlation between 
specific traits (Supplementary Table S1 online) and gene expression  profiles24. This analysis was conducted for 
three different trait matrices. One matrix for demographic, clinical, and histopathological data of the 22 TLE 
patients and the two other matrices for cognitive features: (i) one for the left HS patients (n = 14), and (ii) another 
for right HS patients (n = 8). The average GS value for a particular module is considered as a measure of module 
significance (MS). The GS values were obtained using Pearson’s correlation and, for assigning a P-value to the 
module significance, we used the Student’s t test. The modules presenting high positive or negative correlation 
values (r ≥|0. 50| and P < 0.05) with a trait were selected for functional analysis. Modular gene set enrichment 
analysis for GO Biological Process (BP) terms was accomplished by using the Enrichr online web-based  tool29.

Node categorization. Intramodular node connectivity was calculated considering: (i) kTotal, the whole network 
connectivity of each gene; (ii) kWithin, gene connections with other genes in the same  module24. Genes presenting 
high kTotal and kWithin are classified as high hubs (HHubs), genes presenting high kTotal but low kWithin are called 
eHubs, and genes presenting high kWithin but low k kTotal are the iHubs. We plotted all gene values in a kTotal vs. 
kWithin graphic (Supplementary Figs. S3 and S4 online). Additionally, the differential gene expression profile was 
assessed through GS values, ie. the GS of the nth gene is the correlation measure between the nth gene expression 
and the specific trait. Positive or negative GS values mean that the nth gene is hyper- or hypo-expressed for the 
specific trait.

Genes presenting high gene significance (GS) values (HGS genes). The Module Membership (MM), i.e. a measure 
of intramodular  connectivity24, and the GS values were used for candidate gene marker identification. Genes 
presenting high GS and high MM were considered as HGS genes in the module and significantly associated with 
at least one trait. This analysis was conducted for left and right sides separately. We plotted all gene values in a 
MM (x-axis) vs. GS graphic (y-axis).

Clinical and pathological correlation analyses. Clinical and pathological data from 43 patients and 
respective hippocampal samples (Supplementary Table S1 online) were used for correlation analyses between a 
pair of selected phenotypic variables, e.g. GCL grade vs. memory impairment score for left-HS patients, IPI vs. 
HS side, HS vs. language impairment, etc. Comparison groups were set for three data matrices: (i) all patients; 
(ii) LHS group, including left-HS patients only; and (iii) RHS group, including right HS patients only. These 
analyses were conducted using the Spearman test and the p value < 0.05 was considered significant.

Data availability
The datasets generated during and/or analyzed during the current study are available from the corresponding 
author on reasonable request.

Received: 7 January 2021; Accepted: 30 April 2021

References
 1. Beghi, E. The epidemiology of epilepsy. Neuroepidemiology 54, 185–191. https:// doi. org/ 10. 1159/ 00050 3831 (2020).
 2. Malmgren, K. & Thom, M. Hippocampal sclerosis–origins and imaging. Epilepsia 53(Suppl 4), 19–33. https:// doi. org/ 10. 1111/j. 

1528- 1167. 2012. 03610.x (2012).
 3. Baulac, M. MTLE with hippocampal sclerosis in adult as a syndrome. Rev Neurol (Paris) 171, 259–266. https:// doi. org/ 10. 1016/j. 

neurol. 2015. 02. 004 (2015).
 4. Chungath, M. & Shorvon, S. The mortality and morbidity of febrile seizures. Nat Clin Pract Neurol 4, 610–621. https:// doi. org/ 10. 

1038/ ncpne uro09 22 (2008).
 5. Blümcke, I. et al. A new clinico-pathological classification system for mesial temporal sclerosis. Acta Neuropathol 113, 235–244. 

https:// doi. org/ 10. 1007/ s00401- 006- 0187-0 (2007).
 6. Sànchez, J., Centanaro, M., Solís, J., Delgado, F. & Yépez, L. Factors predicting the outcome following medical treatment of mesial 

temporal epilepsy with hippocampal sclerosis. Seizure 23, 448–453. https:// doi. org/ 10. 1016/j. seizu re. 2014. 03. 003 (2014).
 7. Lee, S. K. Treatment strategy for the patient with hippocampal sclerosis who failed to the first antiepileptic drug. J Epilepsy Res 4, 

1–6 (2014).
 8. Engel, J. Approaches to refractory epilepsy. Ann Indian Acad Neurol 17, S12-17. https:// doi. org/ 10. 4103/ 0972- 2327. 128644 (2014).
 9. Seki, T., Hori, T., Miyata, H., Maehara, M. & Namba, T. Analysis of proliferating neuronal progenitors and immature neurons in 

the human hippocampus surgically removed from control and epileptic patients. Sci Rep 9, 18194. https:// doi. org/ 10. 1038/ s41598- 
019- 54684-z (2019).

 10. Blumcke, I. et al. Histopathological findings in brain tissue obtained during epilepsy surgery. N Engl J Med 377, 1648–1656. https:// 
doi. org/ 10. 1056/ NEJMo a1703 784 (2017).

 11. Liu, J. Y. W. et al. Granule cell dispersion in human temporal lobe epilepsy: proteomics investigation of neurodevelopmental 
migratory pathways. Front Cell Neurosci 14, 53. https:// doi. org/ 10. 3389/ fncel. 2020. 00053 (2020).

 12. Krook-Magnuson, E. et al. In vivo evaluation of the dentate gate theory in epilepsy. J Physiol 593, 2379–2388. https:// doi. org/ 10. 
1113/ JP270 056 (2015).

https://doi.org/10.1159/000503831
https://doi.org/10.1111/j.1528-1167.2012.03610.x
https://doi.org/10.1111/j.1528-1167.2012.03610.x
https://doi.org/10.1016/j.neurol.2015.02.004
https://doi.org/10.1016/j.neurol.2015.02.004
https://doi.org/10.1038/ncpneuro0922
https://doi.org/10.1038/ncpneuro0922
https://doi.org/10.1007/s00401-006-0187-0
https://doi.org/10.1016/j.seizure.2014.03.003
https://doi.org/10.4103/0972-2327.128644
https://doi.org/10.1038/s41598-019-54684-z
https://doi.org/10.1038/s41598-019-54684-z
https://doi.org/10.1056/NEJMoa1703784
https://doi.org/10.1056/NEJMoa1703784
https://doi.org/10.3389/fncel.2020.00053
https://doi.org/10.1113/JP270056
https://doi.org/10.1113/JP270056


14

Vol:.(1234567890)

Scientific Reports |        (2021) 11:10257  | https://doi.org/10.1038/s41598-021-89802-3

www.nature.com/scientificreports/

 13. Queenan, B. N. et al. Kappa opioid receptors regulate hippocampal synaptic homeostasis and epileptogenesis. Epilepsia 59, 106–122. 
https:// doi. org/ 10. 1111/ epi. 13941 (2018).

 14. Bhattacharya, A., Desai, H., DeMarse, T. B., Wheeler, B. C. & Brewer, G. J. Repeating spatial-temporal motifs of CA3 activity 
dependent on engineered inputs from dentate gyrus neurons in live hippocampal networks. Front Neural Circuits 10, 45. https:// 
doi. org/ 10. 3389/ fncir. 2016. 00045 (2016).

 15. Zhang, L., Fan, D. & Wang, Q. Transition dynamics of a dentate gyrus-CA3 neuronal network during temporal lobe epilepsy. Front 
Comput Neurosci 11, 61. https:// doi. org/ 10. 3389/ fncom. 2017. 00061 (2017).

 16. Canto, A. M. et al. Multi-omics analysis suggests enhanced epileptogenesis in the Cornu Ammonis 3 of the pilocarpine model of 
mesial temporal lobe epilepsy. Hippocampus https:// doi. org/ 10. 1002/ hipo. 23268 (2020).

 17. Winden, K. D. et al. A systems level, functional genomics analysis of chronic epilepsy. PLoS ONE 6, e20763. https:// doi. org/ 10. 
1371/ journ al. pone. 00207 63 (2011).

 18. Bando, S. Y. et al. Complex network analysis of CA3 transcriptome reveals pathogenic and compensatory pathways in refractory 
temporal lobe epilepsy. PLoS ONE 8, e79913. https:// doi. org/ 10. 1371/ journ al. pone. 00799 13 (2013).

 19. Moreira-Filho, C. A. et al. Community structure analysis of transcriptional networks reveals distinct molecular pathways for 
early- and late-onset temporal lobe epilepsy with childhood febrile seizures. PLoS ONE 10, e0128174. https:// doi. org/ 10. 1371/ 
journ al. pone. 01281 74 (2015).

 20. Guelfi, S. et al. Transcriptomic and genetic analyses reveal potential causal drivers for intractable partial epilepsy. Brain 142, 
1616–1630. https:// doi. org/ 10. 1093/ brain/ awz074 (2019).

 21. Li, Y., Wang, C., Wang, P., Li, X. & Zhou, L. Effects of febrile seizures in mesial temporal lobe epilepsy with hippocampal sclerosis 
on gene expression using bioinformatical analysis. Acta Epileptologica https:// doi. org/ 10. 1186/ s42494- 020- 00027-9 (2020).

 22. Engel, J. et al. Early surgical therapy for drug-resistant temporal lobe epilepsy: a randomized trial. JAMA 307, 922–930. https:// 
doi. org/ 10. 1001/ jama. 2012. 220 (2012).

 23. Margineanu, D. G. Systems biology, complexity, and the impact on antiepileptic drug discovery. Epilepsy Behav 38, 131–142. https:// 
doi. org/ 10. 1016/j. yebeh. 2013. 08. 029 (2014).

 24. Langfelder, P. & Horvath, S. WGCNA: an R package for weighted correlation network analysis. BMC Bioinform 9, 559. https:// doi. 
org/ 10. 1186/ 1471- 2105-9- 559 (2008).

 25. Barabási, A. L., Gulbahce, N. & Loscalzo, J. Network medicine: a network-based approach to human disease. Nat Rev Genet 12, 
56–68. https:// doi. org/ 10. 1038/ nrg29 18 (2011).

 26. Gaiteri, C., Ding, Y., French, B., Tseng, G. C. & Sibille, E. Beyond modules and hubs: the potential of gene coexpression networks 
for investigating molecular mechanisms of complex brain disorders. Genes Brain Behav 13, 13–24. https:// doi. org/ 10. 1111/ gbb. 
12106 (2014).

 27. Blümcke, I. et al. International consensus classification of hippocampal sclerosis in temporal lobe epilepsy: a task force report from 
the ILAE commission on diagnostic methods. Epilepsia 54, 1315–1329. https:// doi. org/ 10. 1111/ epi. 12220 (2013).

 28. van Dam, S., Võsa, U., van der Graaf, A., Franke, L. & de Magalhães, J. P. Gene co-expression analysis for functional classification 
and gene-disease predictions. Brief Bioinform 19, 575–592. https:// doi. org/ 10. 1093/ bib/ bbw139 (2018).

 29. Kuleshov, M. V. et al. Enrichr: a comprehensive gene set enrichment analysis web server 2016 update. Nucleic Acids Res 44, W90-
97. https:// doi. org/ 10. 1093/ nar/ gkw377 (2016).

 30. Langfelder, P., Zhang, B. & Horvath, S. Dynamic Tree Cut: in‑depth description, tests and applications., http:// www. genet ics. ucla. 
edu/ labs/ horva th/ Coexp ressi onNet work/ Branc hCutt ing (2007).

 31. Hirota, S. et al. Neuropilin 1 balances β8 integrin-activated TGFβ signaling to control sprouting angiogenesis in the brain. Develop‑
ment 142, 4363–4373. https:// doi. org/ 10. 1242/ dev. 113746 (2015).

 32. Chang, J. et al. A mutation in the mitochondrial protein UQCRB promotes angiogenesis through the generation of mitochondrial 
reactive oxygen species. Biochem Biophys Res Commun 455, 290–297. https:// doi. org/ 10. 1016/j. bbrc. 2014. 11. 005 (2014).

 33. Marchi, N. & Lerner-Natoli, M. Cerebrovascular remodeling and epilepsy. Neuroscientist 19, 304–312. https:// doi. org/ 10. 1177/ 
10738 58412 462747 (2013).

 34. Xu, F. et al. KIF1Bβ mutations detected in hereditary neuropathy impair IGF1R transport and axon growth. J Cell Biol 217, 
3480–3496. https:// doi. org/ 10. 1083/ jcb. 20180 1085 (2018).

 35. Li, X., Yao, L., Liang, Q., Qu, H. & Cai, H. Propofol protects hippocampal neurons from hypoxia-reoxygenation injury by decreas-
ing calcineurin-induced calcium overload and activating YAP signaling. Oxid Med Cell Longev 2018, 1725191. https:// doi. org/ 10. 
1155/ 2018/ 17251 91 (2018).

 36. Gasparini, A., Tosatto, S. C. E., Murgia, A. & Leonardi, E. Dynamic scaffolds for neuronal signaling: in silico analysis of the TANC 
protein family. Sci Rep 7, 6829. https:// doi. org/ 10. 1038/ s41598- 017- 05748-5 (2017).

 37. Fiermonte, G. et al. Identification of the mitochondrial glutamate transporter. Bacterial expression, reconstitution, functional 
characterization, and tissue distribution of two human isoforms. J Biol Chem 277, 19289–19294. https:// doi. org/ 10. 1074/ jbc. 
M2015 72200 (2002).

 38. Vandenberg, R. J. & Ryan, R. M. Mechanisms of glutamate transport. Physiol Rev 93, 1621–1657. https:// doi. org/ 10. 1152/ physr ev. 
00007. 2013 (2013).

 39. Iseki, K. et al. Altered expression pattern of testican-1 mRNA after brain injury. Biomed Res 32, 373–378. https:// doi. org/ 10. 2220/ 
biome dres. 32. 373 (2011).

 40. Kimura, I. et al. Neuferricin, a novel extracellular heme-binding protein, promotes neurogenesis. J Neurochem 112, 1156–1167. 
https:// doi. org/ 10. 1111/j. 1471- 4159. 2009. 06522.x (2010).

 41. Ko, Y. U. et al. Site-specific phosphorylation of Fbxw7 by Cdk5/p25 and its resulting decreased stability are linked to glutamate-
induced excitotoxicity. Cell Death Dis 10, 579. https:// doi. org/ 10. 1038/ s41419- 019- 1818-4 (2019).

 42. Haile, Y. et al. Rab32 connects ER stress to mitochondrial defects in multiple sclerosis. J Neuroinflammation 14, 19. https:// doi. 
org/ 10. 1186/ s12974- 016- 0788-z (2017).

 43. Wang, L., Budolfson, K. & Wang, F. Pik3c3 deletion in pyramidal neurons results in loss of synapses, extensive gliosis and progres-
sive neurodegeneration. Neuroscience 172, 427–442. https:// doi. org/ 10. 1016/j. neuro scien ce. 2010. 10. 035 (2011).

 44. Lorenzo, D. N. et al. A PIK3C3-ankyrin-B-dynactin pathway promotes axonal growth and multiorganelle transport. J Cell Biol 
207, 735–752. https:// doi. org/ 10. 1083/ jcb. 20140 7063 (2014).

 45. Schröder, J. et al. MicroRNA-138 is a potential regulator of memory performance in humans. Front Hum Neurosci 8, 501. https:// 
doi. org/ 10. 3389/ fnhum. 2014. 00501 (2014).

 46. Raslan, A. A. & Yoon, J. K. R-spondins: multi-mode WNT signaling regulators in adult stem cells. Int J Biochem Cell Biol 106, 
26–34. https:// doi. org/ 10. 1016/j. biocel. 2018. 11. 005 (2019).

 47. Lee, D. Y. Roles of mTOR signaling in brain development. Exp Neurobiol 24, 177–185. https:// doi. org/ 10. 5607/ en. 2015. 24.3. 177 
(2015).

 48. Huang, C., Fu, X. H., Zhou, D. & Li, J. M. The role of Wnt/β-catenin signaling pathway in disrupted hippocampal neurogenesis of 
temporal lobe epilepsy: a potential therapeutic target?. Neurochem Res 40, 1319–1332. https:// doi. org/ 10. 1007/ s11064- 015- 1614-1 
(2015).

 49. Sha, L. Z. et al. Mapping the spatio-temporal pattern of the mammalian target of rapamycin (mTOR) activation in temporal lobe 
epilepsy. PLoS ONE 7, e39152. https:// doi. org/ 10. 1371/ journ al. pone. 00391 52 (2012).

https://doi.org/10.1111/epi.13941
https://doi.org/10.3389/fncir.2016.00045
https://doi.org/10.3389/fncir.2016.00045
https://doi.org/10.3389/fncom.2017.00061
https://doi.org/10.1002/hipo.23268
https://doi.org/10.1371/journal.pone.0020763
https://doi.org/10.1371/journal.pone.0020763
https://doi.org/10.1371/journal.pone.0079913
https://doi.org/10.1371/journal.pone.0128174
https://doi.org/10.1371/journal.pone.0128174
https://doi.org/10.1093/brain/awz074
https://doi.org/10.1186/s42494-020-00027-9
https://doi.org/10.1001/jama.2012.220
https://doi.org/10.1001/jama.2012.220
https://doi.org/10.1016/j.yebeh.2013.08.029
https://doi.org/10.1016/j.yebeh.2013.08.029
https://doi.org/10.1186/1471-2105-9-559
https://doi.org/10.1186/1471-2105-9-559
https://doi.org/10.1038/nrg2918
https://doi.org/10.1111/gbb.12106
https://doi.org/10.1111/gbb.12106
https://doi.org/10.1111/epi.12220
https://doi.org/10.1093/bib/bbw139
https://doi.org/10.1093/nar/gkw377
http://www.genetics.ucla.edu/labs/horvath/CoexpressionNetwork/BranchCutting
http://www.genetics.ucla.edu/labs/horvath/CoexpressionNetwork/BranchCutting
https://doi.org/10.1242/dev.113746
https://doi.org/10.1016/j.bbrc.2014.11.005
https://doi.org/10.1177/1073858412462747
https://doi.org/10.1177/1073858412462747
https://doi.org/10.1083/jcb.201801085
https://doi.org/10.1155/2018/1725191
https://doi.org/10.1155/2018/1725191
https://doi.org/10.1038/s41598-017-05748-5
https://doi.org/10.1074/jbc.M201572200
https://doi.org/10.1074/jbc.M201572200
https://doi.org/10.1152/physrev.00007.2013
https://doi.org/10.1152/physrev.00007.2013
https://doi.org/10.2220/biomedres.32.373
https://doi.org/10.2220/biomedres.32.373
https://doi.org/10.1111/j.1471-4159.2009.06522.x
https://doi.org/10.1038/s41419-019-1818-4
https://doi.org/10.1186/s12974-016-0788-z
https://doi.org/10.1186/s12974-016-0788-z
https://doi.org/10.1016/j.neuroscience.2010.10.035
https://doi.org/10.1083/jcb.201407063
https://doi.org/10.3389/fnhum.2014.00501
https://doi.org/10.3389/fnhum.2014.00501
https://doi.org/10.1016/j.biocel.2018.11.005
https://doi.org/10.5607/en.2015.24.3.177
https://doi.org/10.1007/s11064-015-1614-1
https://doi.org/10.1371/journal.pone.0039152


15

Vol.:(0123456789)

Scientific Reports |        (2021) 11:10257  | https://doi.org/10.1038/s41598-021-89802-3

www.nature.com/scientificreports/

 50. Kim, J. K. et al. Brain somatic mutations in MTOR reveal translational dysregulations underlying intractable focal epilepsy. J Clin 
Invest 129, 4207–4223. https:// doi. org/ 10. 1172/ JCI12 7032 (2019).

 51. Tan, J., Dunn, J., Jaeken, J. & Schachter, H. Mutations in the MGAT2 gene controlling complex N-glycan synthesis cause carbohy-
drate-deficient glycoprotein syndrome type II, an autosomal recessive disease with defective brain development. Am J Hum Genet 
59, 810–817 (1996).

 52. Tang, H. et al. Architecture of cell-cell adhesion mediated by sidekicks. Proc Natl Acad Sci U S A 115, 9246–9251. https:// doi. org/ 
10. 1073/ pnas. 18018 10115 (2018).

 53. Nakaya, N., Sultana, A., Lee, H. S. & Tomarev, S. I. Olfactomedin 1 interacts with the Nogo A receptor complex to regulate axon 
growth. J Biol Chem 287, 37171–37184. https:// doi. org/ 10. 1074/ jbc. M112. 389916 (2012).

 54. Lin, C. Y. et al. Functional roles of ST8SIA3-mediated sialylation of striatal dopamine D. Transl Psychiatry 9, 209. https:// doi. org/ 
10. 1038/ s41398- 019- 0529-z (2019).

 55. Mikkonen, M. et al. Remodeling of neuronal circuitries in human temporal lobe epilepsy: increased expression of highly polysia-
lylated neural cell adhesion molecule in the hippocampus and the entorhinal cortex. Ann Neurol 44, 923–934. https:// doi. org/ 10. 
1002/ ana. 41044 0611 (1998).

 56. Janz, R., Hofmann, K. & Südhof, T. C. SVOP, an evolutionarily conserved synaptic vesicle protein, suggests novel transport func-
tions of synaptic vesicles. J Neurosci 18, 9269–9281 (1998).

 57. Bartholome, O. et al. Puzzling out synaptic vesicle 2 family members functions. Front Mol Neurosci 10, 148. https:// doi. org/ 10. 
3389/ fnmol. 2017. 00148 (2017).

 58. Xu, Y. et al. Altered Norbin expression in patients with epilepsy and a rat model. Sci Rep 7, 13970. https:// doi. org/ 10. 1038/ s41598- 
017- 13248-9 (2017).

 59. Mahar, I. et al. Subchronic peripheral neuregulin-1 increases ventral hippocampal neurogenesis and induces antidepressant-like 
effects. PLoS ONE 6, e26610. https:// doi. org/ 10. 1371/ journ al. pone. 00266 10 (2011).

 60. Bellesi, M., de Vivo, L., Tononi, G. & Cirelli, C. Effects of sleep and wake on astrocytes: clues from molecular and ultrastructural 
studies. BMC Biol 13, 66. https:// doi. org/ 10. 1186/ s12915- 015- 0176-7 (2015).

 61. Lopez, L. M. et al. Evolutionary conserved longevity genes and human cognitive abilities in elderly cohorts. Eur J Hum Genet 20, 
341–347. https:// doi. org/ 10. 1038/ ejhg. 2011. 201 (2012).

 62. Leong, H. S. & Kipling, D. Text-based over-representation analysis of microarray gene lists with annotation bias. Nucleic Acids Res 
37, e79. https:// doi. org/ 10. 1093/ nar/ gkp310 (2009).

 63. Luo, Y. et al. A link between maze learning and hippocampal expression of neuroleukin and its receptor gp78. J Neurochem 80, 
354–361. https:// doi. org/ 10. 1046/j. 0022- 3042. 2001. 00707.x (2002).

 64. Yang, Y., Cheng, X. R., Zhang, G. R., Zhou, W. X. & Zhang, Y. X. Autocrine motility factor receptor is involved in the process of 
learning and memory in the central nervous system. Behav Brain Res 229, 412–418. https:// doi. org/ 10. 1016/j. bbr. 2012. 01. 043 
(2012).

 65. Wang, H. et al. PLTP deficiency impairs learning and memory capabilities partially due to alteration of amyloid-β metabolism in 
old mice. J Alzheimers Dis 39, 79–88. https:// doi. org/ 10. 3233/ JAD- 130812 (2014).

 66. Peixoto-Santos, J. E. et al. Temporal lobe epilepsy patients with severe hippocampal neuron loss but normal hippocampal volume: 
extracellular matrix molecules are important for the maintenance of hippocampal volume. Epilepsia 56, 1562–1570. https:// doi. 
org/ 10. 1111/ epi. 13082 (2015).

 67. Pascente, R. et al. Cognitive deficits and brain myo-Inositol are early biomarkers of epileptogenesis in a rat model of epilepsy. 
Neurobiol Dis 93, 146–155. https:// doi. org/ 10. 1016/j. nbd. 2016. 05. 001 (2016).

 68. Pimentel-Silva, L. R. et al. Interactions between in vivo neuronal-glial markers, side of hippocampal sclerosis, and pharmacore-
sponse in temporal lobe epilepsy. Epilepsia 61, 1008–1018. https:// doi. org/ 10. 1111/ epi. 16509 (2020).

 69. Hodges, S. L. & Lugo, J. N. Wnt/β-catenin signaling as a potential target for novel epilepsy therapies. Epilepsy Res 146, 9–16. https:// 
doi. org/ 10. 1016/j. eplep syres. 2018. 07. 002 (2018).

 70. Chen, Y. H. et al. MDH2 is an RNA binding protein involved in downregulation of sodium channel Scn1a expression under seizure 
condition. Biochim Biophys Acta Mol Basis Dis 1492–1499, 2017. https:// doi. org/ 10. 1016/j. bbadis. 2017. 04. 018 (1863).

 71. Kasperaviciute, D. et al. Epilepsy, hippocampal sclerosis and febrile seizures linked by common genetic variation around SCN1A. 
Brain 136, 3140–3150. https:// doi. org/ 10. 1093/ brain/ awt233 (2013).

 72. Kaphzan, H. et al. Reversal of impaired hippocampal long-term potentiation and contextual fear memory deficits in Angelman 
syndrome model mice by ErbB inhibitors. Biol Psychiatry 72, 182–190. https:// doi. org/ 10. 1016/j. biops ych. 2012. 01. 021 (2012).

 73. Zhu, J. M. et al. Increased NRG1-ErbB4 signaling in human symptomatic epilepsy. Sci Rep 7, 141. https:// doi. org/ 10. 1038/ s41598- 
017- 00207-7 (2017).

 74. Lim, D. A. et al. In vivo transcriptional profile analysis reveals RNA splicing and chromatin remodeling as prominent processes 
for adult neurogenesis. Mol Cell Neurosci 31, 131–148. https:// doi. org/ 10. 1016/j. mcn. 2005. 10. 005 (2006).

 75. Lee, T. & Pelletier, J. The biology of DHX9 and its potential as a therapeutic target. Oncotarget 7, 42716–42739. https:// doi. org/ 10. 
18632/ oncot arget. 8446 (2016).

 76. Zhao, L., Rosales, C., Seburn, K., Ron, D. & Ackerman, S. L. Alteration of the unfolded protein response modifies neurodegenera-
tion in a mouse model of Marinesco-Sjögren syndrome. Hum Mol Genet 19, 25–35. https:// doi. org/ 10. 1093/ hmg/ ddp464 (2010).

 77. Zhu, X. et al. Neuronal nitric oxide synthase contributes to PTZ kindling epilepsy-induced hippocampal endoplasmic reticulum 
stress and oxidative damage. Front Cell Neurosci 11, 377. https:// doi. org/ 10. 3389/ fncel. 2017. 00377 (2017).

 78. Ruzzo, E. K. et al. Deficiency of asparagine synthetase causes congenital microcephaly and a progressive form of encephalopathy. 
Neuron 80, 429–441. https:// doi. org/ 10. 1016/j. neuron. 2013. 08. 013 (2013).

 79. Jakob, B. et al. Intersectin 1 is a component of the Reelin pathway to regulate neuronal migration and synaptic plasticity in the 
hippocampus. Proc Natl Acad Sci U S A 114, 5533–5538. https:// doi. org/ 10. 1073/ pnas. 17044 47114 (2017).

 80. Stevens, H. E., Jiang, G. Y., Schwartz, M. L. & Vaccarino, F. M. Learning and memory depend on fibroblast growth factor receptor 
2 functioning in hippocampus. Biol Psychiatry 71, 1090–1098. https:// doi. org/ 10. 1016/j. biops ych. 2012. 03. 013 (2012).

 81. Oyagi, A. et al. Heparin-binding EGF-like growth factor is required for synaptic plasticity and memory formation. Brain Res 1419, 
97–104. https:// doi. org/ 10. 1016/j. brain res. 2011. 09. 003 (2011).

 82. Doucet, G., Osipowicz, K., Sharan, A., Sperling, M. R. & Tracy, J. I. Extratemporal functional connectivity impairments at rest are 
related to memory performance in mesial temporal epilepsy. Hum Brain Mapp 34, 2202–2216. https:// doi. org/ 10. 1002/ hbm. 22059 
(2013).

 83. Doucet, G. E. et al. Early and late age of seizure onset have a differential impact on brain resting-state organization in temporal 
lobe epilepsy. Brain Topogr 28, 113–126. https:// doi. org/ 10. 1007/ s10548- 014- 0366-6 (2015).

 84. Bilevicius, E. et al. Antiepileptic drug response in temporal lobe epilepsy: a clinical and MRI morphometry study. Neurology 75, 
1695–1701. https:// doi. org/ 10. 1212/ WNL. 0b013 e3181 fc29dd (2010).

 85. Bertonha, F. B. et al. Age-related transcriptional modules and TF-miRNA-mRNA interactions in neonatal and infant human 
thymus. PLoS ONE 15, e0227547. https:// doi. org/ 10. 1371/ journ al. pone. 02275 47 (2020).

 86. Frej, A. D., Otto, G. P. & Williams, R. S. Tipping the scales: lessons from simple model systems on inositol imbalance in neurological 
disorders. Eur J Cell Biol 96, 154–163. https:// doi. org/ 10. 1016/j. ejcb. 2017. 01. 007 (2017).

 87. do Canto AM, et al. Neuroproteomics in epilepsy: what do we know so far?. Front Mol Neurosci 13, 604158. https:// doi. org/ 10. 
3389/ fnmol. 2020. 604158 (2020).

https://doi.org/10.1172/JCI127032
https://doi.org/10.1073/pnas.1801810115
https://doi.org/10.1073/pnas.1801810115
https://doi.org/10.1074/jbc.M112.389916
https://doi.org/10.1038/s41398-019-0529-z
https://doi.org/10.1038/s41398-019-0529-z
https://doi.org/10.1002/ana.410440611
https://doi.org/10.1002/ana.410440611
https://doi.org/10.3389/fnmol.2017.00148
https://doi.org/10.3389/fnmol.2017.00148
https://doi.org/10.1038/s41598-017-13248-9
https://doi.org/10.1038/s41598-017-13248-9
https://doi.org/10.1371/journal.pone.0026610
https://doi.org/10.1186/s12915-015-0176-7
https://doi.org/10.1038/ejhg.2011.201
https://doi.org/10.1093/nar/gkp310
https://doi.org/10.1046/j.0022-3042.2001.00707.x
https://doi.org/10.1016/j.bbr.2012.01.043
https://doi.org/10.3233/JAD-130812
https://doi.org/10.1111/epi.13082
https://doi.org/10.1111/epi.13082
https://doi.org/10.1016/j.nbd.2016.05.001
https://doi.org/10.1111/epi.16509
https://doi.org/10.1016/j.eplepsyres.2018.07.002
https://doi.org/10.1016/j.eplepsyres.2018.07.002
https://doi.org/10.1016/j.bbadis.2017.04.018
https://doi.org/10.1093/brain/awt233
https://doi.org/10.1016/j.biopsych.2012.01.021
https://doi.org/10.1038/s41598-017-00207-7
https://doi.org/10.1038/s41598-017-00207-7
https://doi.org/10.1016/j.mcn.2005.10.005
https://doi.org/10.18632/oncotarget.8446
https://doi.org/10.18632/oncotarget.8446
https://doi.org/10.1093/hmg/ddp464
https://doi.org/10.3389/fncel.2017.00377
https://doi.org/10.1016/j.neuron.2013.08.013
https://doi.org/10.1073/pnas.1704447114
https://doi.org/10.1016/j.biopsych.2012.03.013
https://doi.org/10.1016/j.brainres.2011.09.003
https://doi.org/10.1002/hbm.22059
https://doi.org/10.1007/s10548-014-0366-6
https://doi.org/10.1212/WNL.0b013e3181fc29dd
https://doi.org/10.1371/journal.pone.0227547
https://doi.org/10.1016/j.ejcb.2017.01.007
https://doi.org/10.3389/fnmol.2020.604158
https://doi.org/10.3389/fnmol.2020.604158


16

Vol:.(1234567890)

Scientific Reports |        (2021) 11:10257  | https://doi.org/10.1038/s41598-021-89802-3

www.nature.com/scientificreports/

 88. Dubé, C. M. et al. Epileptogenesis provoked by prolonged experimental febrile seizures: mechanisms and biomarkers. J Neurosci 
30, 7484–7494. https:// doi. org/ 10. 1523/ JNEUR OSCI. 0551- 10. 2010 (2010).

 89. Crespo, M., León-Navarro, D. A. & Martín, M. Glutamatergic system is affected in brain from an hyperthermia-induced seizures 
rat model. Cell Mol Neurobiol https:// doi. org/ 10. 1007/ s10571- 021- 01041-2 (2021).

 90. Azevedo, H., Amato, K. N., Santos, P., Bernardi, B. F. & Moreira-Filho, C. A. Temporal analysis of hippocampal CA3 gene coex-
pression networks in a rat model of febrile seizures. Dis Model Mech 11, 21. https:// doi. org/ 10. 1242/ dmm. 029074 (2018).

 91. Scheffer, I. E. et al. ILAE classification of the epilepsies: position paper of the ILAE commission for classification and terminology. 
Epilepsia 58, 512–521. https:// doi. org/ 10. 1111/ epi. 13709 (2017).

 92. Bando, S. Y. et al. Hippocampal CA3 transcriptome signature correlates with initial precipitating injury in refractory mesial tem-
poral lobe epilepsy. PLoS ONE 6, e26268. https:// doi. org/ 10. 1371/ journ al. pone. 00262 68 (2011).

 93. Team, R. C. (R Foundation for Statistical Computing, Vienna, Austria, 2018).
 94. Ritchie et al. Vol. 43 e47 (Nucleic Acids Research, 2015).
 95. Smyth, G. Limma: linear models for microarray data. 397–420 (Springer, 2005).

Acknowledgements
We would like to thank Leandro Rodrigues Ferreira, Nara Carpinelli, Viviane Yumi Hatano, Marizia Toma, 
Paula Santos and Fernando Rosa for technical support; Alexandre Valotta da Silva for histopathological analysis; 
Bettina Pinto e Silva Martins Castro, Cristiane Messas, Carla Cristina Adda, Juliana Passos de Almeida for the 
application of the cognitive tests.

Author contributions
Conceived and designed the experiments: S.Y.B., F.B.B., C.A.M-F., L.H.M.C., L.R.P-S. Performed the experi-
ments: S.Y.B., F.B.B., L.R.P-S., J.G.M.O., M.A.D.C., M.H.M.O. Analyzed the data: S.Y.B., F.B.B., L.R.P-S., J.G.M.O., 
M.A.D.C., M.H.M.O. Funding acquisition: C.A.M-F. Resources: L.H.M.C., H-T.W, C.A.M-F. Wrote the paper: 
S.Y.B., F.B.B., C.A.M-F., L.R.P-S., L.H.M.C.

Funding
This work was funded by Fundação de Amparo à Pesquisa do Estado de São Paulo (FAPESP) grants no. 
2005/56446–0 (CInAPCe Program) and 2015/22308–2, and by Conselho Nacional de Desenvolvimento Cientí-
fico e Tecnológico (CNPq) Grant No. 306893/2018–5 to C.A.M-F.

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- 021- 89802-3.

Correspondence and requests for materials should be addressed to C.A.M.-F.

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 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

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

© The Author(s) 2021

https://doi.org/10.1523/JNEUROSCI.0551-10.2010
https://doi.org/10.1007/s10571-021-01041-2
https://doi.org/10.1242/dmm.029074
https://doi.org/10.1111/epi.13709
https://doi.org/10.1371/journal.pone.0026268
https://doi.org/10.1038/s41598-021-89802-3
https://doi.org/10.1038/s41598-021-89802-3
www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Hippocampal CA3 transcriptional modules associated with granule cell alterations and cognitive impairment in refractory mesial temporal lobe epilepsy patients
	Results
	Cognitive function evaluation. 
	Histopathology. 
	Clinicopathological correlation analyses. 
	Weighted gene co-expression network analysis. 
	Module-trait correlation analyses. 
	Functional characterization of modules. 
	Categorization of high-hierarchy (HH) genes. 
	Functional interpretation of HH genes in trait-associated modules. 
	HH genes in the meta-module I. 
	HH genes in the meta-module II. 
	Functional interpretation of HGS (High Gene Significance) genes. 


	Discussion
	Material and methods
	Patients and brain tissue specimens. 
	Cognitive function evaluation. 
	Histological analysis. 
	RNA extraction. 
	Microarray hybridization and gene expression analysis. 
	Weighted Gene Co-expression Network Analysis (WGCNA). 
	Module-trait association. 
	Node categorization. 
	Genes presenting high gene significance (GS) values (HGS genes). 

	Clinical and pathological correlation analyses. 

	References
	Acknowledgements


