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Developmental pyrethroid 
exposure and age influence 
phenotypes in a Chd8 
haploinsufficient autism mouse 
model
Jessica A. Jiménez1, Jeremy M. Simon2,3,5, Wenxin Hu2, Sheryl S. Moy3,4, 
Kathryn M. Harper3,4, Chih‑Wei Liu6, Kun Lu6 & Mark J. Zylka2,3,7*

Hundreds of genes have been associated with autism spectrum disorder (ASD), including loss-of-
function mutations in chromodomain helicase DNA binding protein 8 (Chd8). Environmental factors 
also are implicated in autism risk and have the potential to exacerbate phenotypes in genetically 
sensitized backgrounds. Here we investigate transcriptional and behavioral phenotypes in a Chd8 
haploinsufficient (Chd8V986*/+) mouse line exposed to the pesticide deltamethrin (DM) from conception 
to postnatal day 22. Vehicle-exposed Chd8V986*/+ mice displayed ASD-associated phenotypes, including 
anxiety-like behavior and altered sociability, replicating a previous study with this mouse line. A 
core set of genes was altered in Chd8V986*/+ mice at multiple ages, including Usp11, Wars2, Crlf2, and 
Eglf6, and proximity ligation data indicated direct binding of CHD8 to the 5’ region of these genes. 
Moreover, oligodendrocyte and neurodegenerative transcriptional phenotypes were apparent 
in 12 and 18 month old Chd8V986*/+ mice. Following DM exposure, the mutant mice displayed an 
exacerbated phenotype in the elevated plus maze, and genes associated with vascular endothelial 
cells were downregulated in the cerebral cortex of older Chd8V986*/+ animals. Our study reveals a gene 
x environment interaction with a Chd8 haploinsufficient mouse line and points to the importance of 
investigating phenotypes in ASD animal models across the lifespan.

Autism spectrum disorder (ASD) is characterized by deficits in social communication, restricted interests, and 
repetitive behaviors1. ASD is a public health concern, affecting ~ 1.5% of the population in developed countries2. 
Our understanding of the genetics underlying ASD has greatly advanced in recent years, with the identification of 
common variants and hundreds of rare de novo gene mutations associated with the disorder3–5. Genetic factors 
contribute ~ 60%-90% to ASD risk based on heritability studies6–8, with the remaining risk unaccounted for, a 
portion of which may be attributed to environmental factors.

Environmental risk factors for ASD include prenatal maternal infection, valproic acid use during pregnancy, 
and exposure to air pollution during pregnancy9. Prenatal exposure to pesticides, including maternal proximity 
to pesticide applications, has also been reproducibly associated with increased autism risk6,9–11. Moreover, envi-
ronmental factors are hypothesized to affect individuals with specific genetic backgrounds rendering them more 
susceptible to harmful environmental influences. Environmental risks for ASD have the potential to go largely 
undetected in large epidemiological studies that sample a large genetically heterogenous pool, with insignificant 
power to detect modest effects in a specific genetic subpopulation. Thus, greater efforts are needed to understand 
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gene-environment (GxE) interactions that contribute to ASD risk. For example, the extent to which pesticide 
exposures influence phenotypes in ASD model mice has been largely unexplored.

The majority of ASD susceptibility genes converge on key molecular pathways, including transcription/chro-
matin remodeling and synaptic signaling/neurotransmission4. Chromodomain helicase DNA binding protein 
8 (CHD8) is one of the most commonly mutated genes in people with ASD and may function to modulate the 
transcription of many genes12,13. We recently developed a haploinsufficient mouse model with an ASD-linked 
loss-of-function mutation in Chd8 (Chd8V986*/+) that displays modest ASD-associated phenotypes, including 
anxiety-like behavior and macrocephaly14, in agreement with other Chd8 mutant mouse models15–20. Moreover, 
we found that many of the behavioral phenotypes became more prominent with age14.

Mutations in genes associated with synaptic signaling/neurotransmission, including mutations in SCN2A, 
the gene encoding the sodium channel Nav1.2, have also been identified in patients with intellectual disability 
and ASD21. Sodium channel inhibition is a common mechanism by which insecticides function to lethally alter 
neuronal activity in pests22, which may explain the epidemiological correlation between pesticide exposure and 
ASD. Pyrethroids are one such class of insecticides that have been epidemiologically associated with ASD and 
attention deficit hyperactivity disorder (ADHD) risk10,23. The association between pyrethroid exposure and intel-
lectual disabilities is of concern as 89% of the homes sampled in a nationwide study had detectable pyrethroid 
levels in their dust samples24.

Genetic and environmental perturbations during development are predicted to have the greatest potential 
to contribute to ASD risk5. In a recent mouse study, early prenatal and postnatal exposure to the pyrethroid, 
deltamethrin (DM), below the developmental no observed adverse effect level (NOAEL), was found to induce 
ADHD-like symptoms in young mice25, but ASD-related phenotypes were not examined. Considering the asso-
ciation between pyrethroid exposure and ASD, and the strong genetic component of the disorder, environmental 
risk factors may augment ASD genetic predisposition and increase disease risk. Here we investigate ASD-like 
transcriptional and behavioral phenotypes in a Chd8 haploinsufficient mouse model when exposed to DM at 
prenatal and early postnatal ages.

Methods
Mice and perinatal exposure.  All data presented in this study are from mice obtained by breeding 
Chd8V986*/+ male mice14 with C57BL/6J wild-type (WT) females. This breeding scheme was used because pup 
survival was reduced when raised by Chd8V986*/+ females14. Upon confirmation of a vaginal plug, embryonic day 
0 (E0), females were fed the first dose of oil control or DM (3 mg/kg) (ChemService, N-11579) mixed into peanut 
butter (Skippy, Hormel Foods), and were then fed DM or oil in peanut butter every 3 days up until weaning at 
postnatal day (PND) 22, to replicate work by Richardson et al.25. To rigorously control for litter effects26, only 
one animal of each sex and genotype were used per litter. Mice were raised in a facility with a 12:12-light:dark 
cycle with ad libitum access to food (Teklad 2020X, Envigo, Huntingdon, UK) and water. Genomic DNA was 
isolated from tail clips by incubating samples at 95 °C in 50 μL of 25 mM NaOH/0.2 mM EDTA for 30 minutes 
(min), followed by the addition of 100 μL of 40 mM Tris HCl (pH 5.5). Genotyping was performed by poly-
merase chain reaction (PCR) amplification of genomic DNA with primers: (F) 5′ GCT​AAG​ACA​GAA​ATC​TGA​
TCTA TTA​CCA​GTAGA and (R) 5′ GGT​CTT​GAG​ATC​CC CAA​AAT​CCT​TAA​ followed by MboI restriction 
enzyme digestion (BioLabs, R0147L), to distinguish WT (227 bp product) and mutant (149 bp and 78 bp prod-
ucts) alleles. Animal protocols in this study were approved by the Institutional Animal Care and Use Commit-
tee at the University of North Carolina at Chapel Hill and were performed in accordance with these guidelines 
and regulations. All studies are reported in accordance with ARRIVE (Animal Research: Reporting of In Vivo 
Experiments) guidelines.

Behavior assessments.  Subjects used in behavioral tests were male mice exposed to vehicle control or 
DM from shortly after conception (E0) to PND 22. Mice were evaluated at 6 months of age in the first round of 
behavioral tests and 12 months of age for the second round and included 10 vehicle-exposed Chd8V986*/+, 10 vehi-
cle-exposed WT, 12 DM-exposed Chd8V986*/+, and 10 DM-exposed WT mice. Tests were conducted in this order 
(age in weeks): first round, elevated plus maze (26 weeks), open-field (27 weeks), and social approach in a three-
chamber choice task (28 weeks); and second round, elevated plus maze (52 weeks), open-field (53 weeks), and 
social approach in a three-chamber choice task (54 weeks). An additional cohort of mice exposed to vehicle (6 
Chd8V986*/+ and 7 WT) or DM (6 Chd8V986*/+ and 7 WT) was tested in the open-field at 6 weeks of age to evaluate 
anxiety-like phenotypes in younger animals. All behavioral testing methods have been previously described14.

Elevated plus maze.  Mice were given one 5 min trial on the plus maze, which had two walled arms (the 
closed arms, 20 cm in height) and two open arms. The maze was elevated 50 cm from the floor, and the arms 
were 30 cm long. Mice were placed on the center section (8 cm × 8 cm) and allowed to freely explore the maze. 
Measures were taken of time on and the number of entries into the open and closed arms.

Open‑field test.  Exploratory activity in a novel environment was assessed by a 1–1.5 h trial in an open-field 
chamber (41 cm × 41 cm × 30 cm) crossed by a grid of photobeams (VersaMax system, AccuScan Instruments). 
At 6 months, mice were tested for 1 h and at 12 months mice were tested for 1.5 h to determine persistence of 
changes in activity and anxiety-like behavior. Counts were taken of the number of photobeams broken during 
the trial in 5 min intervals, with measures taken of locomotion (total distance traveled), rearing movements, and 
time spent in the center region of the open-field, an index of anxiety-like behavior. A separate cohort of 6 week 
old mice was tested by a 1.5 h trial in an open-field chamber (45 cm × 45 cm × 40 cm). The total distance moved 
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by each mouse in the open arena was recorded by camera (Sony) connected to the EthoVision software (Noldus 
Wageningen).

Three‑chamber choice task.  Mice were evaluated for social preference in a three-chamber choice task27. 
The social testing apparatus was a rectangular, three-chambered box fabricated from clear Plexiglas. Dividing 
walls had doorways allowing access into each chamber. An automated image tracking system (Noldus Ethovi-
sion) provided measures of time spent in 5 cm proximity to each cage and numbers of entries into each side of 
the social test box. The procedure consisted of three 10 min phases: a habituation period, a test for sociability, 
and a test for social novelty preference. During habituation, the mouse was allowed to explore the chamber for 
10 min. For the sociability assay, mice were given a choice between being in the proximity of an unfamiliar con-
specific (stranger 1) versus an empty cage. The C57BL/6J adult male (stranger 1) mouse was enclosed in a small 
Plexiglas cage drilled with holes. An identical empty Plexiglas cage was placed in the opposite side of the cham-
ber. The test mouse was allowed to explore the entire social test box for a 10 min session. In the social novelty 
phase, mice were given a choice between the already-investigated stranger 1 versus a new unfamiliar C57BL/6J 
male mouse (stranger 2). The test mouse was given an additional 10 min to explore the social test box.

Histology.  Tissue used for histology was from a cohort of dams exposed to vehicle control (n = 8) or DM 
(n = 9) from E0 to E15. Embryonic brains from one animal/sex/genotype/litter were dissected in phosphate-
buffered saline (PBS) and fixed overnight in 4% paraformaldehyde in 0.1 M phosphate buffer, pH 7.4 at 4 °C, 
followed by cryoprotection in 30% sucrose in 0.1 M phosphate buffer, pH 7.4 at 4 °C. Tissue used for histology 
to assess vasculature and oligodendrocytes was from 12 month old male mice exposed to vehicle control or 
DM from E0 to PND 22. Mice were perfused with 4% paraformaldehyde in 0.1 M phosphate buffer, pH 7.4. The 
brains were dissected and immersion fixed in the same fixative buffer, freshly prepared, for 24 h, followed by 
cryoprotection in 30% sucrose in 0.1 M phosphate buffer, pH 7.4 at 4 °C. Using a cryostat, embryonic brains were 
cut into 30 μm sections and adult brains were cut into 40 μm sections for glial cell staining and 80 μm sections 
for vasculature staining. Sections were rinsed with PBS before blocking in 10% normal donkey serum (NDS; 
EMD-Millipore, S30-100ML) with 0.1% Triton (Sigma, T8787) in PBS for 30 min. Sections were incubated with 
primary antibodies diluted in 5% NDS with 0.1% Tween (BP337, Fisher Scientific) in PBS overnight at 4 °C. The 
following day, sections were once again rinsed in 0.1% Tween/PBS and blocked with 10% NDS/0.1%Tween/
PBS before application of a secondary antibody cocktail diluted in 5%NDS/0.1% Tween/PBS. After incubation 
with secondary antibodies for 2 h, sections were rinsed in PBS and incubated with DAPI (ThermoFisher, 62248) 
diluted in PBS (1:1500) for 5 min. Sections were rinsed again and floated onto SuperFrost Plus slides (Fisher 
Scientific, 12-550-15), briefly dried, and coverslipped with Fluoro Gel mounting medium (Electron Microscopy 
Sciences, 17985-10). The following primary antibodies were used at a concentration of 1:400: rat anti-EOMES 
(TBR2) (Invitrogen 14-4875-82), rabbit anti-TBR1 (Abcam, ab31940), and rabbit anti-Ki-67 (D3B5) (Cell Sign-
aling, 9129). Rabbit anti-OLIG-2 (Millipore Sigma, AB9610) was used at 1:2000. Secondary antibodies (donkey 
anti-rabbit Alexa Fluor 568, A-10042, donkey anti-rat Alexa Fluor 488, A-21208, and donkey anti-rabbit Alexa 
Fluor 647, A-31573) were purchased from Invitrogen and used at 1:1000. Images were acquired with a Zeiss LSM 
710 confocal microscope using a 40× objective. Cell counts were quantified using Fiji (imageJ).

To label cells in S phase of the cell cycle, 5-ethynyl-2’-deoxyuridine (EdU) dissolved in saline was adminis-
tered to pregnant dams at E15 by intraperitoneal (i.p.) injection at 50 mg/kg, 30 min before sacrificing. Following 
immunohistochemistry, brain sections were re-blocked in 10% NDS/0.1% Tween/1% 0.1 M glycine/PBS for 1 h. 
Sections were then treated with an EdU reaction solution (1.6 mM Alexa 488-azide, 4 mM CuSO4, 100 mM 
sodium ascorbate, 10 mM Tris pH 8.5 in PBS) for 1 h at room temperature before being washed with PBS and 
mounted. Images were acquired with a Zeiss LSM 710 confocal microscope using a 40X objective and cells were 
quantified using Fiji.

For vasculature staining, after blocking in 10% NDS/0.1% Triton/PBS for 30 min, Isolectin GS-IB4 (Alexa 
Fluor 488 Conjugate, Invitrogen I21411), diluted in 5% NDS/0.1% Tween/PBS at a concentration of 1:100, was 
added and incubated overnight at 4 °C. The following day, sections were rinsed in PBS and incubated with DAPI 
(ThermoFisher, 62248) diluted in PBS (1:1500) for 5 min. Sections were rinsed again and floated onto SuperFrost 
Plus slides (Fisher Scientific, 12-550-15), briefly dried, and coverslipped with Fluoro Gel mounting medium 
(Electron Microscopy Sciences, 17985-10). Z stack images were acquired with a Zeiss LSM 710 confocal micro-
scope using a 20× objective. Z stack images were flattened to a maximum intensity projection and quantified in 
Fiji using the Vessel Analysis Plugin.

Sample preparation and liquid chromatography/mass spectrometry analysis.  Brain, placenta, 
and serum samples were extracted as describe previously28.  In brief,  10 μL  of 10  ng/mL DM-(phenoxy-D5) 
(Sigma) was added to the samples and incubated at room temperature for 30 min. The samples were extracted 
with 3 mL of acetone:hexane (2:8), followed by vortexing for 10 min. After centrifugation at 4000 rpm for 5 min, 
the organic extracts were collected. This step was repeated twice. The organic extracts were then combined, 
evaporated to dryness, and then reconstituted in 1 mL hexane. The extraction was loaded to Sep-pak silica solid 
phase extraction column (Waters; SKU: 186004615). The column was pre-washed with 5 mL hexane, and eluted 
with 5 mL hexane:ethyl acetate (90:10). The elution was collected, evaporated to dryness, and then dissolved in 
50 μL of methanol.

Analysis of DM was performed using a Vanquish UHPLC system coupled with Q Exactive Hybrid Quadru-
pole-Orbitrap mass spectrometer (Thermo Fisher Scientific). LC separation of target analytes was achieved by a 
ACQUITY UPLC HSS T3 column (2.1 mm × 100 mm, 1.8 μm particle, Waters) using an isocratic elution with 
200 μL/min of 99% buffer B (buffer A: 90/10 water/methanol with 5 mM ammonium acetate; buffer B: 10/90 
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water/methanol with 5 mM ammonium acetate). The total LC–MS/MS time was 7 min, column temperature 
was set to 40 °C, and sample injection volume was 10 μL. DM and its internal standard were detected by parallel 
reaction monitoring for the following target precursors: DM (C22H19NO3Br2): [M + NH4]+, m/z 521.0070; inter-
nal standard DM-D5 (C22H14D5NO3Br2): [M + NH4]+, m/z 526.0384. The higher-energy collisional dissociation 
(HCD) normalized collision energy was set as 15 with isolation window of 2.0 m/z and AGC target of 1e6 with 
maximum injection time of 250 ms. The Orbitrap resolution for full scan and MS2 scan was set to 70,000 and 
35,000, respectively. The HESI source parameters used were the default settings optimized for 200 μL/min flow 
rate. The limit of quantification for DM was 0.5 ng/mL.

Reverse transcription‑quantitative PCR (RT‑qPCR).  To quantify mRNA levels, total RNA was 
extracted from one cortical hemisphere of PND 5 WT and Chd8V986*/+ mice exposed to vehicle control or DM 
from E0 to PND 5, and from unexposed WT and Chd8V986*/+ 6 week old mice. Tissue was lysed in 1 mL of TRIzol 
(ThermoFisher, 15596026) using a tissue homogenizer, and RNA was extracted by following the Invitrogen TRI-
zol Reagent RNA extraction protocol. cDNA was synthesized with the Invitrogen SuperScript IV VILO Master 
Mix cDNA synthesis protocol (ThermoFisher, 11756050). PowerUp SYBR Green Master Mix (ThermoFisher, 
A25742) and the QuantStudio 5 Real-Time System (ThermoFisher) were used for the RT-qPCR. The follow-
ing primers were used. Wars2_F: GCC​CAG​CAC​TTG​GGA​TGT​29; Wars2_R: GCA​GCC​AGC​TCA​CCA​ATG​29; 
Crlf_F: AGA​GAC​TGG​GAA​AGG​GAG​AA; Crlf_R: CTG​TCA​TTT​GGT​TGC​ACA​TTGA; Egfl6_F: GGC​AGG​
GCA​CAA​GAA​GAA​TA; Egfl6_R: GCC​GGT​AAT​CAA​AGA​GCA​AAC; Usp11_F: CCA​CGC​ATA​CAA​GTG​TTG​
CACC; Usp11_R: CTC​AAT​CCG​ACC​AGT​CAC​CTCA; Xrcc4_F: GAC​TCG​CAA​ACC​ACG​GTA​TTA; Xrcc4_R: 
TAC​CTC​TCA​GTA​CTC​CAC​TTCC; Smug1_F: TCC​TCT​CCA​CAC​TTC​CTC​TT; Smug1_R: CTG​CCT​CTG​
AGT​TAT​GGG​ATTAC; Fancc_F: CTG​TGG​CTC​TTG​GTG​TTC​TAT; Fancc_R: GCA​TCA​GGA​GAC​GGT​TGA​
TTA; Rpa2_F: CAG​CTT​GGT​GGA​GTC​TGC​TT; Rpa2_R: TAG​TCA​CAA​TCT​GCG​GTG​GC; Apc_F: GTG​GAC​
TGT​GAG​ATG​TAT​GGGC; Apc_R: CAC​AAG​TGC​TCT​CAT​GCA​GCCT; Olig2_F: ATG​CAC​GAC​CTC​AAC​
ATC​GCCA; Olig2_R: ACC​AGT​CGC​TTC​ATC​TCC​TCCA; Pdgfrα_F: GGC​CAG​AGA​CAT​CAT​GCA​CGA​TTC; 
Pdgfrα_R: TCA​GCG​TGG​TGT​AGA​GGT​TGT​CGA​A; Kdr_F: CGA​GAC​CAT​TGA​AGT​GAC​TTGCC; Kdr_R: 
TTC​CTC​ACC​CTG​CGG​ATA​GTCA; Ptprb_F: ATC​CTC​GTC​CTG​ACC​ATC​AGTG; Ptprb_R: GCT​CCA​GGT​
TAC​CAT​CAG​CCTA; Cnp_F: CTC​TAC​TTT​GGC​TGG​TTC​CTGAC; Cnp_R: GCT​TCT​CCT​TGG​GTT​CAT​
CTCC; Mag_F: CAG​TTG​CCA​AGA​GCC​TGT​ACCT; Mag_R: TTC​ACT​GTG​GGC​TTC​CAA​GGTG; Mbp_F: 
CCC​AAG​GCA​CAG​AGA​CAC​GGG; and Mbp_R: TAC​CTT​GCC​AGA​GCC​CCG​CTT. Gapdh was used for nor-
malization: Gapdh_F: ATG​ACC​ACA​GTC​CAT​GCC​AT and Gapdh_R: GCT​TCA​CCA​CCT​TCT​TGA​TG.

RNA extraction for sequencing.  WT and Chd8V986*/+ mice exposed to vehicle control or DM from E0 to 
PND 5 were sacrificed at PND 5 and mice exposed to vehicle control or DM from E0 to PND 22 were sacrificed 
at 12 months of age by decapitation. A separate cohort of unexposed WT and Chd8V986*/+ mice were sacrificed 
at 18 months of age by decapitation. The brains were removed, and the cerebral cortex (one hemisphere) was 
dissected and stored at − 80 °C until RNA extraction. Samples were processed in 4 batches, including meticulous 
planning to ensure that equal numbers of each genotype and time point were centrifuged together, to minimize 
batch effects associated with any part of processing, handling, RNA isolation, or RNA-sequencing library prepa-
ration. To lyse the samples, 350 μl of Qiagen RLT Plus buffer (with 20 μL DTT per mL buffer) per 20 mg tissue 
was added. A hand-held motorized homogenizer was used to immediately homogenize the samples. The lysate 
(350 μL) was processed through a RNeasy Plus Mini Kit for RNA extraction following the manufacturer protocol 
(Qiagen, 74136). RNA concentration was measured using Qubit RNA Broad-Range Assay and stored at − 80 °C 
(Thermo Fisher Scientific, Q10211).

RNA sequencing and pathway analysis.  PolyA RNA-stranded libraries were prepared (TruSeq mRNA 
stranded, Illumina) and sequencing was performed at the New York Genome Center (NYGC). Sequencing was 
conducted on an Illumina NovaSeq with stranded paired-end 100 bp reads. Reads were filtered for a quality 
score of 20 or more in at least 90% of all bases using fastq_quality_filter in the FASTX toolkit 0.0.14 (http://​
hanno​nlab.​cshl.​edu/​fastx_​toolk​it/​index.​html). Sequencing adapters were trimmed using cutadapt 1.1230, and 
reads were then aligned to the mm10 reference genome using STAR 2.5.2b31. All samples sequenced had a 
median depth (filtered reads that aligned to the genome) of 28 × 106 read pairs. Transcripts were quantified using 
Salmon 0.11.332, and differential expression was detected using DESeq2 1.2633, using a model that corrected for 
batch and/or sex/litter effects and a threshold of adjusted p-value < 0.05.

To determine which pathways were associated with differentially expressed genes (DEGs), we used gprofiler 
0.1.634. A unique pathway database was created consisting of MSigDB C2, C5, and HALLMARK classifications, 
as well as neurodevelopmental and neuropsychiatric disease gene sets that we curated from the literature35, and 
markers of cortical cell types from single-cell RNA-sequencing data36. Pathways were considered significant at 
adjusted p-value < 0.05. The variance-stabilizing transformation (VST)-normalized expression values, corrected 
for batch using limma 3.42.237, for each genotype underlying these fold-changes, were then aggregated across all 
significant genes in each pathway by taking the average on a replicate by replicate basis. All fold-changes reported 
by DESeq2 were shrunken using the ‘ashr’ method 2.2–4738.

Statistical analysis.  For all experiments using PND 5 and 6 week old mice, and for histological analysis 
of embryonic brains, only one animal/sex/genotype was randomly selected from each litter. For all experiments 
using 6, 12, and 18 month old mice, only one male of each genotype was randomly selected from each litter. 
This approach was done to avoid litter bias effects26. To appropriately account for the litter effect in embryonic 
body and organ weights, these data were analyzed using a nonlinear mixed model approach by applying the 
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R-package “nlme” to the data, with litter variable as a random effect. For each experiment, measures were taken 
by an observer blind to mouse genotype and prenatal exposure. Data were analyzed using two-way or repeated 
measures Analysis of Variance (ANOVA), with the factors genotype and exposure. Separate analyses were then 
carried out for the oil vehicle and DM groups, to determine genotype effects within each exposure condition. 
Fisher’s protected least-significant difference (PLSD) tests were used for comparing group means only when a 
significant F value was determined. Within-group ANOVAs were used to determine side preference in a 3-cham-
ber test. For all comparisons, significance was set at p < 0.05. Data presented in figures are means (± SEM).

Results
DM enters the developing fetus and is detected in the fetal brain following prenatal expo‑
sure.  To assess the effect of developmental DM exposure on autism-related phenotypes in WT and Chd8V986*/+ 
mutant animals later in life, WT females were bred with Chd8V986*/+ males. Upon confirmation of a vaginal plug 
(E0), females were fed the first dose of oil (vehicle control) or DM (3 mg/kg) mixed into peanut butter as a low 
stress means of chemical administration that more accurately represents exposure to pesticides via food in the 
human population25. This dose was selected by Richardson et al. to represent an exposure below the NOAEL39. 
The dam was fed DM or oil every 3 days up until embryonic day 15 (E15) (Fig. 1). At E15, DM was detected in 
the dams serum and brains via mass spectrometry (Fig. S1a). The dams body and brain weights were not altered 
(Fig. S1b,c). DM was also detected in the brain and placenta of E15 mice, confirming that DM enters the devel-
oping embryo (Fig. S1a). No DM was detected in any of the oil control samples. To assess the effects of DM on 
cell proliferation and maturation, confocal analysis was performed on E15 coronal brain sections spanning the 
ventricular/subventricular zones out to the cortical plate of the cerebral cortex. Although studies suggest that 
DM exposure may affect cellular proliferation40,41, no differences in neuronal proliferation, neuronal maturation, 
or brain weights were detected in E15 mice exposed to DM compared to vehicle-exposed animals (Figure S1e,g-
l). Independent of the exposure, body and placenta weights were significantly heavier in oil- and DM-exposed 
Chd8V986*/+ embryonic mice compared to WT mice (Fig. S1d,f).

Behavioral phenotypes in WT and Chd8V986*/+ mice following pre and early postnatal DM expo‑
sure.  For behavioral tests, all subjects were male mice exposed to vehicle control or DM from shortly after 
conception (E0) to PND 22. Only one male of each genotype was used from each litter for behavioral and 
RNA-sequencing analysis, to avoid confounding our results with the litter effect (Fig. 1). Chd8V986*/+ mice dem-
onstrated several behavioral phenotypes, including increased anxiety-like behavior in an elevated plus maze 
(Fig. 2), decreased rearing movements in the open-field (Fig. 3), and hyper-sociability in a three-chamber test 
(Fig. 4).

Elevated plus maze.  At 6 months of age, WT and Chd8V986*/+ mice spent similar percent of time in the open 
arms of the maze (Fig. 2a). In contrast, a significant main effect of genotype emerged at 12 months [F1,37 = 12.8, 
p = 0.001]. Post-hoc comparisons indicated that, in the DM exposure groups, Chd8V986*/+ mice had lower per-
cent open arm time, in comparison to WT (Fig. 2b). This genotype difference did not reach significance in the 
vehicle-exposed groups (p = 0.0932).

Total arm entries were used to measure general activity during the test (Fig. 2c,d). Significant main effects of 
genotype were found for total entries at 6 months [F(1,38) = 16.89, p = 0.0002] and 12 months [F(1,37) = 10.47, 
p = 0.0026]. In both exposure groups, 6 month old Chd8V986*/+ mice had decreased numbers of total entries. In 
the 12 month old animals, these deficits in exploration were only found in the DM-exposed Chd8V986*/+ mice. 
Thus, differences in plus maze behavior between WT and mutant animals were most prominent in the Chd8V986*/+ 
mice exposed to DM.
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Figure 1.   Experimental design. WT C57BL/6J females were bred with Chd8V986*/+ males. The dam was 
administered 3 mg/kg of DM or oil mixed into peanut butter every 3 days, beginning at E0. At E15, organs 
were weighed and DM was measured with mass spectrometry. RNA-sequencing was performed at PND 5 and 
12 months. Male mice were assessed in behavioral experiments at 6 months and re-assessed at 12 months. Only 
one animal/sex/genotype was used from each litter. Males and females were assessed at E15 and PND 5.
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Open‑field.  In the open-field test, a significant genotype × time interaction for distance traveled was identi-
fied at 6 months [F(11,418) = 2.38, p = 0.0073] (Fig. S2a) and a significant genotype main effect was present at 
12 months [F(1,629) = 5.44, p = 0.0252] (Fig. 3a). Separate analyses for each exposure condition revealed that 
significant genotype differences were only present in the DM exposure groups [genotype x time interaction; 
6  month, F(11,220) = 2.5, p = 0.0057; 12  month, F(17,340) = 1.79, p = 0.028]. In both tests, the DM-exposed 
Chd8V986*/+ mice had significantly reduced activity in the first 5 min of the test (p < 0.05) (Fig. 3a, Figure S2a), 
in line with the exploratory deficits observed in the elevated plus maze (Fig. 2). A previous study found that 
prenatal DM exposure increased distance traveled in 6 week old mice, only when the last 60 min of a 90 min 
open-field trial were observed25. This phenotype was not observed at 6 weeks, 6 months or 12 months of age in 
the present study (Fig. S3).

Upright rearing is another form of exploratory activity. The Chd8V986*/+ mice exposed to either oil or DM had 
decreased rearing, in comparison to WT, at both testing ages [main effect of genotype; 6 month, F(1,38) = 24.44, 
p < 0.0001; 12 month, F(1,37) = 22.09, p < 0.0001] (Fig. 3b; Fig. S2b).

The overall analysis of time spent in the center region failed to indicate significant effects of either genotype 
or exposure (Fig. 3c; Fig. S2c). However, separate analyses for each exposure group revealed a significant main 
effect of genotype in the 12 month groups exposed to DM [F(1,20) = 4.87, p = 0.0391]. In these groups, the 
Chd8V986*/+ mice spent less time in the center region than WT, suggesting the prenatal exposure to DM led to 
increased anxiety in the open-field.

Three‑chamber task.  In the three-chamber task, at both 6 and 12 months of age, all experimental groups 
had significant preference for spending more time in proximity to the cage containing the stranger mouse, ver-
sus the empty cage [within-group comparisons following overall repeated measures ANOVAs, significant effect 
of side, 6 month, F(1,38) = 136.69, p < 0.0001; 12 month, F(1,37) = 64.37, p < 0.0001] (Fig. 4a–d). Six month old 
Chd8V986*/+ mice spent significantly more time with the stranger mouse than WT mice did (Fig. 4a,b). This phe-
notype was not altered with DM exposure and was not apparent in 12 month old animals (Fig. 4c,d).

Our findings also indicate differential effects of prenatal exposure and genotype on social novelty preference, 
dependent on age. At 6 months, only the mice exposed to DM, but not oil, exhibited a shift in preference to the 
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Figure 2.   Increased anxiety-like behavior in Chd8V986*/+ mice following DM exposure. (a,b) Time spent in 
the open arms and (c,d) number of total arm entries in the elevated plus maze were assessed. Data are means 
(± SEM) for a 5 min test in an elevated plus maze. N = 10–12 mice per group. Fisher’s PLSD tests were used for 
comparing group means only when a significant F value was determined by using a two-way ANOVA, with 
genotype and treatment as factors. *p < 0.05; **p < 0.01.
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newly-introduced stranger 2 [exposure x side interaction, F(1,38) = 8.12, p = 0.007; effect of side, F(1,38) = 24.92, 
p < 0.0001] (Fig. 4e,f). Although a significant side preference was not observed in the oil-exposure groups, the 
mutant mice spent increased time in proximity to stranger 2, in comparison to WT [main effect of genotype, 
F(1,38) = 9.84, p = 0.0033]. At 12 months, only the WT groups demonstrated significant social novelty preference 
[within-group comparisons following overall repeated measures ANOVAs, significant effect of side, F(1,37) = 5.0, 
p = 0.0315], while the Chd8V986*/+ mice failed to discriminate between the first stranger mouse and the newly-
introduced stranger 2 [main effect of genotype, F(1,37) = 8.37, p = 0.0064] (Fig. 4g,h).

DM exposure is associated with reduced expression of genes involved in cellular adhesion and 
vasculature development in Chd8V986*/+ mice.  We performed bulk RNA sequencing of cortical tissue 
from oil- and DM-exposed 12 month old WT and Chd8V986*/+ mice. DM exposure altered 29 and 13 genes in 
WT and Chd8V986*/+ mice, respectively, relative to WT and Chd8V986*/+ oil controls (Fig. 5a, Supplementary data 
file 1). Interestingly, many of these genes converge on pathways involved in cell adhesion and angiogenesis. 
Pathway analyses revealed a downregulation of these pathways in Chd8V986*/+ animals exposed to DM (Fig. 5b, 
Supplementary data file 3). We performed RT-qPCR to validate that the downregulation of genes associated 
with vascular endothelial cells, Kdr and Ptprb, was unique to the 12 month old Chd8V986*/+ animals exposed to 
DM (Fig. 5d). Immunohistochemistry staining, however, revealed no difference in vascular length or vascular 
density in DM-exposed mice (Fig. 5f,g).

Figure 3.   Open-field behavior in 12 month WT and Chd8V986*/+ mice following DM exposure or oil control. 
(a) Distance traveled, (b) number of rears, and (c) time in center. Cohorts were tested for 90 min at 12 months 
of age to determine persistence of changes in activity and anxiety-like behavior. Data are means (± SEM). 
N = 10–12 mice per group. Fisher’s PLSD tests were used for comparing group means only when a significant F 
value was determined by using a two-way ANOVA, with genotype and treatment as factors.
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Differentially expressed genes in Chd8V986*/+ mice suggest altered DNA repair pathways and a 
link to neurodegenerative phenotypes.  Previously, we reported that pathways associated with synaptic 
and neuronal projections and sodium channel activity were reduced in embryonic Chd8V986*/+ mice, but equal-
ized to WT levels postnatally. At 12 months of age, Chd8V986*/+ mutant animals displayed a reduction of genes 
associated with endoplasmic reticulum stress, chaperone-mediated protein folding, and the unfolded protein 
response14. We validated and extended these sequencing efforts in the current study by performing bulk RNA 
sequencing of cortical tissue from oil-exposed PND 5 and 12 month old WT and Chd8V986*/+ mice. We detected 
229 DEGs in PND 5 Chd8V986*/+ mice compared to WT control mice (Supplementary data file 1). These genes 
converge on pathways that suggest a downregulation of catabolic and metabolic processes and an upregulation 
of DNA repair (Fig. 6, Fig. S5c, Supplementary data file 3).

From 12 month old oil-exposed samples, we identified 2,435 DEGs in Chd8V986*/+ mice compared to WT 
animals (Supplementary data file 1), a substantially greater number of DEGs than were previously identified in 
12 month Chd8V986*/+ mice14, which may be attributed to an increased sample size (10 animals per genotype in 
the present study as opposed to 6 in our previous study). In agreement with our previous study, genes associated 
with protein phosphorylation, protein folding, and the unfolded protein response were reduced in 12 month 
Chd8V986*/+ mice (Supplementary data file 3). Using our curated pathway database (see “Methods”), we also 
identified an association of these DEGs with genes linked to neurodegenerative diseases, including Alzheimer’s 
disease, Parkinson’s disease, and Huntington’s disease in 12 month Chd8V986*/+ mice (Fig. 6, Supplementary data 
file 3). Further, oligodendrocyte-related pathways were dysregulated in 12 month old Chd8V986*/+ mice (Fig. 6, 
Supplementary data file 3). Specifically, our data showed an increase in expression of the mature oligodendrocyte 
marker, Apc, but decreased expression of myelin-related genes, Cnp, Mag, and Pdgfra (Supplementary data file 
1). We validated these findings using RT-qPCR (Fig. S4). Further, expression of myelin basic protein (Mbp) was 
not altered in Chd8V986*/+ cortical samples (Fig. S4a, Supplementary data file 1). Differences in total oligodendro-
cytes were not evident via changes in Olig2 gene expression or immunohistochemistry staining, which suggests 
an altered balance between mature and immature oligodendrocytes in 12 month Chd8V986*/+ mice (Fig. S4b,c, 
Supplementary data file 1).
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Temporal regulation of DEGs in Chd8V986*/+ mice identifies a set of genes tightly regulated by 
CHD8.  Our published sequencing data from Chd8V986*/+ animals at E14.5, 1 month, 6 months, and 12 months 
of age were compared with a new sequencing data set consisting of PND 5, 12 month and 18 month old animals 
(Supplementary data file 2). This led to the identification of a set of consistently up/down-regulated genes in the 
mutant animals at multiple ages (Fig. 7). Five of these “core” DEGs with the greatest significance/magnitude of 
change in Chd8V986*/+ mice, include Chd8, Usp11, Wars2, Crlf2, and Eglf6, and were validated in a different cohort 
of 6 week old animals (Fig. S5a). In a recent study, targeted DamID in utero was used to characterize CHD8 
binding in developing embryonic mouse cortex42. Intriguingly, data derived from this study suggests that CHD8 
directly associates with Usp11, Wars2, Crlf2, and Eglf6 near the promoter or proximal to the first exon (Fig. S5b).

Discussion
DM reaches the developing fetus following prenatal exposure.  We found that the pyrethroid pes-
ticide DM, administered orally to pregnant dams at an environmentally-relevant level, enters the fetal brain, 
indicating that the developing fetus can be directly exposed to DM. DM has been reported to reduce neuronal 
proliferation, maturation and differentiation, and to increase apoptosis in fetuses exposed to 1.2  mg/kg/day 
(dam body weight) from E10.5 to E15.540. DM did not induce changes to corticogenesis in the current study, 
possibly because we treated pregnant females with 3 mg/kg DM every 3 days, whereas Guo et al. treated at a 
slightly lower dose (1.2 mg/kg) but on a daily basis. Our dosing strategy of 3 mg/kg DM every 3 days has been 
shown to reduce hippocampal neurogenesis in adult mice41, but the amount of DM that enters the fetal brain 
is much lower than that of the dam (Fig.  S1), suggesting that higher developmental exposure doses may be 
required to alter fetal neurogenesis.

Chd8 haploinsufficiency reproducibly affects specific behaviors in mice.  Chd8V986*/+ mice show 
anxiety-like phenotypes and reduced exploration in the open-field, in agreement with our recent study with a 
different cohort of animals (Fig. 3, Fig. S2)14. Increased anxiety and reduced exploratory behaviors were also 
newly observed in the elevated plus maze (Fig. 2). However, the overall lower exploratory activity of Chd8V986*/+ 
mice, along with a pronounced reduction in rears performed in the open field task, could suggest motor defi-
cits, which limits the interpretation of a specific anxiety-related phenotype in the Chd8V986*/+ mice. In contrast 
with our previous study14, increased interest in social novelty was not observed in Chd8V986*/+ mice. However, 
Chd8V986*/+ mice displayed increased sociability, which is a novel behavioral observation in the Chd8V986*/+ mice, 
and validates a relationship between Chd8 haploinsufficiency and increased social behaviors (Fig. 4)14,16,18,19. This 
behavior could also indicate a deficit in inhibitory behavioral control of aggressiveness or a risky social approach, 
which were not behaviors investigated in this study. Together, these data suggest subtle differences in sociability 
and anxiety-like phenotypes in Chd8V986*/+ that present themselves uniquely, dependent age and testing cohorts. 
We also cannot exclude the possibility that these subtle differences are due to testing animals in the same task 
at multiple ages.

Interestingly, behavioral differences between WT and Chd8V986*/+ mice were often more pronounced when 
comparing DM-exposed animals. DM led to a more significant reduction in elevated plus maze behavior 
in Chd8V986*/+ mice, and was associated with reduced activity in the open-field (Figs. 2b,d and 3a). Further, 
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DM-exposed mice of both genotypes displayed an increased interest in social novelty at 6 months (Fig. 4f). These 
results suggest that prenatal and early postnatal DM exposure may affect behavior in adult mice, exacerbating 
existing behavioral deficits. However, no consistent effect of treatment, indicated by a two-way ANOVA, was 
observed across behavioral endpoints, which warrants a limited interpretation of the data.

Studies on the neurobehavioral toxicity associated with DM exposure in developing animals were recently 
reviewed43. Comparisons across DM-induced developmental toxicity studies are challenging due to differences 
in study design, exposure periods, dose, and species tested. Increased locomotor activity in mice following 
developmental DM exposure has been reported in 6 week25 and 4 month old mice44. While we modeled our 
study to precisely replicate Richardson et al. by using the same dosing strategy and minimizing the influence of 
the litter effect, we did not observe an increase in locomotor activity at 6 weeks, 6 months, or 12 months of age 
(Fig. 3, Figure S2, Figure S3). These differing results may stem from differences in testing environments, animal 
handling, and/or sample size (n = 4–725 and 10–12 in the current study). However, the effect of DM on locomotor 
behavior in rodent models is inconsistent in the current literature. A number of studies report that rats exposed 
to DM during gestation were less active than controls when tested later in life45–47.

Developmental DM exposure in rodents has also been associated with increased impulsivity and reduced 
attention25, deficits in working memory in a Y-maze25,48, and impaired learning and memory in the Morris water 
maze task47,49. Anxiety-like behavior has also been reported in acutely exposed adult rats showing reduced arm 
entries, reduced time in open arms, and fewer center crossings in the elevated plus maze50. Together, these studies 
suggest that developmental DM exposure may alter exploratory behavior and cognition in offspring, manifest-
ing as changes in locomotor activity, impulsivity, increased anxiety, and impairments in learning and memory, 
dependent on the dose administered and study design.
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DM exposure is associated with altered cellular adhesion and vasculature development.  Gene 
expression changes in 12 month old Chd8V986*/+ mice following prenatal and early postnatal DM exposure were 
linked with perturbed cell to cell adhesion properties and vascular development (Fig. 5, Supplementary data file 
3), although the biological significance of these differences is unclear, as we found no change in vascular length 
or vascular density (Fig. 5).

A dose dependent increase in damage to angiogenesis in zebrafish larvae exposed to DM has been reported51. 
This damage was associated with a decrease in expression of vascular endothelial cell genes (fli-1 and flk1) indi-
cating that DM may inhibit angiogenesis by downregulating expression of these genes52. RNA-sequencing data 
from zebrafish embryos treated with DM from fertilization to 48 h postfertilization highlighted that the most 
significantly altered biological GO term pathways included cell–cell adhesion and cell–cell communication53, in 
agreement with our current study of 12 month old animals exposed to DM prenatally and early postnatally. In 
rodent pups, repeated exposure of the pyrethroid, cypermethrin, led to an increased blood brain barrier perme-
ability that normalized 43 days after withdrawal54. Together with our study, these data suggest that chronic DM 
exposure may alter cellular adhesion properties and vascular growth in developing organisms.

Transcriptional signatures in Chd8V986*/+ mice.  Twelve month old Chd8V986*/+ mice displayed a reduc-
tion of genes associated with endoplasmic reticulum stress, chaperone-mediated protein folding, and the 
unfolded protein response, reproducing our previous study14. In order to gain more insight into the implications 
of transcriptional differences between WT and Chd8V986*/+ mice, a pathway database was created consisting of 
MSigDB C2, C5, and HALLMARK classifications, as well as neurodevelopmental and neuropsychiatric disease 
gene sets35, and markers of cortical cell types from single-cell RNA-sequencing data36. Interestingly, 12 and 
18 month old Chd8V986*/+ mice displayed transcriptional signatures associated with neurodegenerative diseases 
(Fig. 6, Supplementary data file 3).

Neurodegeneration has been suggested to play a role in the loss of neurological function in children with 
ASD who have experienced regression and loss of previously acquired skills55. Neurodevelopmental and neuro-
degenerative disorders present surprising commonalities in their pathological mechanisms, including early signs 
of synaptic degeneration and perturbed metabolic function56. Neuroinflammation, which has been reported to 
characterize many neurodegenerative diseases including Parkinson’s disease, Alzheimer’s disease, and multiple 
sclerosis, is also associated with ASD and implicates a role of inflammation in ASD etiology57–59. Further, ASD 
may develop as a consequence of neurodegenerative processes as the frequency of ASD-linked symptoms corre-
lates with the progressing severity of cognitive impairments in individuals with dementia60. In addition, increased 
frequency of parkinsonism has been identified among ASD individuals older than 39 years61.

CHD8 has also been shown to promote oligodendrocyte lineage development and myelination62. Oligoden-
drocyte-related pathways were dysregulated in 12 and 18 month old Chd8V986*/+ mice (Fig. 6, Supplementary data 
file 3). Gene expression analysis suggests increased mature oligodendrocytes and a reduction in myelin-related 
genes Cnp, Mag, and Pdgfra (Fig. S4, Supplementary data file 1). However, expression of Mbp did not differ 
between animals (Fig. S4). Reduced expression of these myelin-related genes were also reported in oligoden-
drocytes of Chd8 haploinsufficient mice in vitro63, and decreased expression of oligodendrocyte-specific genes 
have been reported in the brains of other Chd8 haploinsufficient mice and humans with ASD63. The specific 
reduction of CHD8 in oligodendrocytes was associated with abnormal behavioral phenotypes in mice, similar 
to the behavioral phenotypes reported in this study, including a reduced rearing response, increased social 
interactions, and increased anxiety-like behaviors63. Thus, directing research efforts toward older ASD animal 
models with neuroinflammatory phenotypes that are not present early in life, may shed light on ASD etiology 
that has been overlooked.

By influencing chromatin compaction and accessibility, CHD8 partakes in fundamental biological processes, 
including transcription, cellular proliferation, and DNA damage repair64. These functions may be reflected in the 
DEGs from PND 5 Chd8V986*/+ mice that suggest an altered DNA repair pathway in the mutant animals (Fig. 6, 
Fig. S5c, Supplementary data file 3). Interestingly, CHD8 is mutated in breast cancer, gastric cancers, colorec-
tal cancers, and prostate cancer65–67, diseases associated with aberrant cell proliferation. The possible parallels 
between cancer and increased fetal body and placental weight (Fig. S1) and postnatal brain weight14 are intriguing 
and necessitate further study. Further, CHD8 functions as a negative regulator of the tumor suppressor protein 
p53. While the full Chd8-/- knockout is embryonically lethal, deletion of p53 has been shown to rescue some of 
this developmental arrest68. Recently, CHD8 has been associated with lengthening of the G1 phase as neural 
progenitors transition from a proliferative to a differentiated state69. Thus, faster progression of Chd8V986*/+ neural 
progenitors through G1 and the G1/S checkpoint, may result in an increased demand on DNA repair pathways.

CHD8 regulates a core set of genes.  In the current study, we identify a set of genes that are up/down-
regulated in Chd8V986*/+ mice at different ages (Fig. 7). CHD8 likely regulates expression of these genes by associ-
ating directly with their promoters and/or gene bodies (Fig. S5b)42, although identifying genuine CHD8 targets 
has proved challenging70,71. Rather than acting as a DNA sequence-specific transcription factor, several mecha-
nisms underlying CHD8 binding specificity have been suggested, including the recognition of specific chroma-
tin signatures generated by methylated lysine residues on free histone tails, and recruitment via protein–protein 
interactions71,72. How CHD8 functions to upregulate some genes and downregulate other genes remains to be 
elucidated. These conserved CHD8 target genes could be used to better understand the mechanisms by which 
CHD8 regulates gene expression in the developing and adult brain.
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Conclusions
Our study addresses the susceptibility of WT and Chd8V986*/+ mice to DM-induced developmental neurotoxicity. 
We replicated the increased anxiety-like behavior identified in Chd8V986*/+ mice. While we noted an exacerbated 
phenotype in the mutant mice following DM exposure, an effect of treatment on behavior was not obvious. Fur-
ther, our work investigating the transcriptional profile of Chd8V986*/+ mice across their lifespan highlights genes 
that are tightly associated with Chd8 expression and identifies a neurodegenerative transcriptional phenotype in 
12 and 18 month Chd8V986*/+ mice. Overall, this study sheds light on the role of CHD8 throughout development 
and adulthood and underscores the need to assess ASD animal models at older ages.

Data availability
Raw and processed RNA-sequencing data generated during this study have been deposited to the Gene Expres-
sion Omnibus (GEO) under accession GSE190466.

Received: 14 December 2021; Accepted: 24 March 2022

References
	 1.	 Elsabbagh, M. et al. Global prevalence of autism and other pervasive developmental disorders. Autism Res. 5(3), 160–179 (2012).
	 2.	 Lyall, K. et al. The changing epidemiology of autism spectrum disorders. Annu. Rev. Public Health. 38, 81–102 (2017).
	 3.	 Satterstrom, F. K. et al. Large-scale exome sequencing study implicates both developmental and functional changes in the neuro-

biology of autism. Cell 180(3), 568–84.e23 (2020).
	 4.	 De Rubeis, S. et al. Synaptic, transcriptional and chromatin genes disrupted in autism. Nature 515(7526), 209–215 (2014).
	 5.	 Willsey, A. J. et al. Coexpression networks implicate human midfetal deep cortical projection neurons in the pathogenesis of 

autism. Cell 155(5), 997–1007 (2013).
	 6.	 Gaugler, T. et al. Most genetic risk for autism resides with common variation. Nat. Genet. 46(8), 881–885 (2014).
	 7.	 Sandin, S. et al. The heritability of autism spectrum disorder. JAMA 318(12), 1182–1184 (2017).
	 8.	 Bai, D. et al. Association of genetic and environmental factors with autism in a 5-country cohort. JAMA Psychiatr. 76(10), 1035–

1043 (2019).
	 9.	 Rossignol, D.A., Genuis, S.J., & Frye, R.E. Environmental toxicants and autism spectrum disorders: A systematic review. Transl. 

Psychiatry 4, e360 (2014).
	10.	 Shelton, J. F. et al. Neurodevelopmental disorders and prenatal residential proximity to agricultural pesticides: The CHARGE study. 

Environ. Health Perspect. 122(10), 1103–1109 (2014).
	11.	 Roberts, R. A. et al. Toxicological and pathophysiological roles of reactive oxygen and nitrogen species. Toxicology 276(2), 85–94 

(2010).
	12.	 Barnard, R. A., Pomaville, M. B. & O’Roak, B. J. Mutations and modeling of the chromatin remodeler CHD8 define an emerging 

autism etiology. Front. Neurosci. 9, 477 (2015).
	13.	 O’Roak, B. J. et al. Recurrent de novo mutations implicate novel genes underlying simplex autism risk. Nat. Commun. 5, 5595 

(2014).
	14.	 Jiménez, J. A. et al. Chd8 haploinsufficiency impairs early brain development and protein homeostasis later in life. Mol. Autism. 

11(1), 74 (2020).
	15.	 Durak, O. et al. Chd8 mediates cortical neurogenesis via transcriptional regulation of cell cycle and Wnt signaling. Nat. Neurosci. 

19(11), 1477–1488 (2016).
	16.	 Katayama, Y. et al. CHD8 haploinsufficiency results in autistic-like phenotypes in mice. Nature 537(7622), 675–679 (2016).
	17.	 Gompers, A. L. et al. Germline Chd8 haploinsufficiency alters brain development in mouse. Nat. Neurosci. 20(8), 1062–1073 (2017).
	18.	 Platt, R. J. et al. Chd8 mutation leads to autistic-like behaviors and impaired striatal circuits. Cell Rep. 19(2), 335–350 (2017).
	19.	 Suetterlin, P. et al. Altered neocortical gene expression, brain overgrowth and functional over-connectivity in Chd8 haploinsuf-

ficient mice. Cereb. Cortex. 28(6), 2192–2206 (2018).
	20.	 Jung, H. et al. Sexually dimorphic behavior, neuronal activity, and gene expression in Chd8-mutant mice. Nat. Neurosci. 21(9), 

1218–1228 (2018).
	21.	 Rauch, A. et al. Range of genetic mutations associated with severe non-syndromic sporadic intellectual disability: An exome 

sequencing study. Lancet 380(9854), 1674–1682 (2012).
	22.	 Soderlund, D. M. Molecular mechanisms of pyrethroid insecticide neurotoxicity: Recent advances. Arch. Toxicol. 86(2), 165–181 

(2012).
	23.	 Furlong, M. A., Barr, D. B., Wolff, M. S. & Engel, S. M. Prenatal exposure to pyrethroid pesticides and childhood behavior and 

executive functioning. Neurotoxicology 62, 231–238 (2017).
	24.	 Stout, D. M. 2nd. et al. American Healthy Homes Survey: A national study of residential pesticides measured from floor wipes. 

Environ. Sci. Technol. 43(12), 4294–4300 (2009).
	25.	 Richardson, J. R. et al. Developmental pesticide exposure reproduces features of attention deficit hyperactivity disorder. Faseb J. 

29(5), 1960–1972 (2015).
	26.	 Jiménez, J. A. & Zylka, M. J. Controlling litter effects to enhance rigor and reproducibility with rodent models of neurodevelop-

mental disorders. J. Neurodev. Disord. 13(1), 2 (2021).
	27.	 Moy, S. S. et al. Sociability and preference for social novelty in five inbred strains: An approach to assess autistic-like behavior in 

mice. Genes Brain Behav. 3(5), 287–302 (2004).
	28.	 Godin, S. J. et al. Physiologically based pharmacokinetic modeling of deltamethrin: Development of a rat and human diffusion-

limited model. Toxicol. Sci. 115(2), 330–343 (2010).
	29.	 Agnew, T. et al. A Wars2 mutant mouse model displays OXPHOS deficiencies and activation of tissue-specific stress response 

pathways. Cell Rep. 25(12), 3315–28.e6 (2018).
	30.	 Martin, M. Cutadapt removes adapter sequences from high-throughput sequencing reads. EMBnetjournal. 17, 10–12 (2011).
	31.	 Dobin, A. et al. STAR: Ultrafast universal RNA-seq aligner. Bioinformatics 29(1), 15–21 (2013).
	32.	 Patro, R., Duggal, G., Love, M. I., Irizarry, R. A. & Kingsford, C. Salmon provides fast and bias-aware quantification of transcript 

expression. Nat. Methods. 14(4), 417–419 (2017).
	33.	 Love, M. I., Huber, W. & Anders, S. Moderated estimation of fold change and dispersion for RNA-seq data with DESeq2. Genome 

Biol. 15(12), 550 (2014).
	34.	 Raudvere, U. et al. g:Profiler: A web server for functional enrichment analysis and conversions of gene lists (2019 update). Nucleic 

Acids Res. 47(W1), W191–W198 (2019).
	35.	 Pearson, B. L. et al. Identification of chemicals that mimic transcriptional changes associated with autism, brain aging and neu-

rodegeneration. Nat. Commun. 7, 11173 (2016).



14

Vol:.(1234567890)

Scientific Reports |         (2022) 12:5555  | https://doi.org/10.1038/s41598-022-09533-x

www.nature.com/scientificreports/

	36.	 Rosenberg, A. B. et al. Single-cell profiling of the developing mouse brain and spinal cord with split-pool barcoding. Science 
360(6385), 176–182 (2018).

	37.	 Ritchie, M.E., Phipson, B., Wu, D., Hu, Y., Law, C.W., Shi, W. et al. limma powers differential expression analyses for RNA-
sequencing and microarray studies. Nucleic Acids Res. 43(7), e47-e (2015).

	38.	 Stephens, M. False discovery rates: A new deal. Biostatistics 18(2), 275–294 (2017).
	39.	 EnvironmentalProtectionAgency. Deltamethrin: Pesticide tolerance. Federal Register 69(207), 62602–62615 (2004).
	40.	 Guo, J., Xu, J., Zhang, J. & An, L. Alteration of mice cerebral cortex development after prenatal exposure to cypermethrin and 

deltamethrin. Toxicol. Lett. 287, 1–9 (2018).
	41.	 Hossain, M. M., Belkadi, A., Al-Haddad, S. & Richardson, J. R. Deltamethrin exposure inhibits adult hippocampal neurogenesis 

and causes deficits in learning and memory in mice. Toxicol. Sci. 178(2), 347–357 (2020).
	42.	 Wade, A.A. et al. In vivo targeted DamID identifies CHD8 genomic targets in fetal mouse brain. iScience 24(11), 103234 (2021).
	43.	 Pitzer, E.M., Williams, M.T., & Vorhees, C.V. Effects of pyrethroids on brain development and behavior: Deltamethrin. Neurotoxicol. 

Teratol. 87, 106983 (2021).
	44.	 Eriksson, P. & Fredriksson, A. Neurotoxic effects of two different pyrethroids, bioallethrin and deltamethrin, on immature and 

adult mice: Changes in behavioral and muscarinic receptor variables. Toxicol. Appl. Pharmacol. 108(1), 78–85 (1991).
	45.	 Lazarini, C. A., Florio, J. C., Lemonica, I. P. & Bernardi, M. M. Effects of prenatal exposure to deltamethrin on forced swimming 

behavior, motor activity, and striatal dopamine levels in male and female rats. Neurotoxicol. Teratol. 23(6), 665–673 (2001).
	46.	 Johri, A. et al. Long lasting effects of prenatal exposure to deltamethrin on cerebral and hepatic cytochrome P450s and behavioral 

activity in rat offspring. Eur. J. Pharmacol. 544(1), 58–68 (2006).
	47.	 Pitzer, E. M. et al. Deltamethrin exposure daily from postnatal Day 3–20 in Sprague-Dawley rats causes long-term cognitive and 

behavioral deficits. Toxicol. Sci. 169(2), 511–523 (2019).
	48.	 Aziz, M. H., Agrawal, A. K., Adhami, V. M., Shukla, Y. & Seth, P. K. Neurodevelopmental consequences of gestational exposure 

(GD14–GD20) to low dose deltamethrin in rats. Neurosci. Lett. 300(3), 161–165 (2001).
	49.	 Zhang, C. et al. Prenatal deltamethrin exposure-induced cognitive impairment in offspring is ameliorated by memantine through 

NMDAR/BDNF signaling in hippocampus. Front. Neurosci. 12, 615 (2018).
	50.	 Ricci, E.L., Ferreira Jr, V., Habr, S.F., Macrini, D.J., Bernardi, M.M., & Spinosa H.d.S. Behavioral and neurochemical evidence of 

deltamethrin anxiogenic-like effects in rats. Braz. J. Vet. Res. Anim. Sci. 50(1), 33–42 (2013).
	51.	 Li, B. et al. Amelioration of endoplasmic reticulum stress by mesenchymal stem cells via hepatocyte growth factor/c-Met signaling 

in obesity-associated kidney injury. Stem Cells Transl. Med. 8(9), 898–910 (2019).
	52.	 Li, M., Liu, X. & Feng, X. Cardiovascular toxicity and anxiety-like behavior induced by deltamethrin in zebrafish (Danio rerio) 

larvae. Chemosphere 219, 155–164 (2019).
	53.	 Chueh, T.-C. et al. Transcriptome analysis of zebrafish embryos exposed to deltamethrin. Environ. Toxicol. 32(5), 1548–1557 (2017).
	54.	 Gupta, A., Agarwal, R. & Shukla, G. S. Functional impairment of blood-brain barrier following pesticide exposure during early 

development in rats. Hum. Exp. Toxicol. 18(3), 174–179 (1999).
	55.	 Kern, J. K., Geier, D. A., Sykes, L. K. & Geier, M. R. Evidence of neurodegeneration in autism spectrum disorder. Transl. Neuro-

degener. 2(1), 17 (2013).
	56.	 Jęśko, H., Cieślik, M., Gromadzka, G., & Adamczyk, A. Dysfunctional proteins in neuropsychiatric disorders: From neurodegen-

eration to autism spectrum disorders. Neurochem. Int. 141, 104853 (2020).
	57.	 Eissa, N., Sadeq, A., Sasse, A., & Sadek, B. Role of Neuroinflammation in autism spectrum disorder and the emergence of brain 

histaminergic system. Lessons also for BPSD? Front. Pharmacol. 11, 886 (2020).
	58.	 Gupta, S. et al. Transcriptome analysis reveals dysregulation of innate immune response genes and neuronal activity-dependent 

genes in autism. Nat. Commun. 5, 5748 (2014).
	59.	 Voineagu, I. et al. Transcriptomic analysis of autistic brain reveals convergent molecular pathology. Nature 474(7351), 380–384 

(2011).
	60.	 Rhodus, E.K. et al. Behaviors characteristic of autism spectrum disorder in a geriatric cohort with mild cognitive impairment or 

early dementia. Alzheimer Dis. Assoc. Disord. 34, 1 (2020).
	61.	 Starkstein, S., Gellar, S., Parlier, M., Payne, L. & Piven, J. High rates of parkinsonism in adults with autism. J. Neurodev. Disord. 

7(1), 29 (2015).
	62.	 Zhao, C. et al. Dual requirement of CHD8 for chromatin landscape establishment and histone methyltransferase recruitment to 

promote CNS myelination and repair. Dev. Cell. 45(6), 753–68.e8 (2018).
	63.	 Kawamura, A. et al. Oligodendrocyte dysfunction due to Chd8 mutation gives rise to behavioral deficits in mice. Hum. Mol. Genet. 

29(8), 1274–1291 (2020).
	64.	 Mills AA. The Chromodomain Helicase DNA-Binding Chromatin Remodelers: Family Traits that Protect from and Promote 

Cancer. Cold Spring Harb Perspect Med. 2017;7:4.
	65.	 Pongor, L. et al. A genome-wide approach to link genotype to clinical outcome by utilizing next generation sequencing and gene 

chip data of 6,697 breast cancer patients. Genome Med. 7, 104 (2015).
	66.	 Kim, M. S., Chung, N. G., Kang, M. R., Yoo, N. J. & Lee, S. H. Genetic and expressional alterations of CHD genes in gastric and 

colorectal cancers. Histopathology 58(5), 660–668 (2011).
	67.	 Damaschke, N. A. et al. Frequent disruption of chromodomain helicase DNA-binding protein 8 (CHD8) and functionally associ-

ated chromatin regulators in prostate cancer. Neoplasia 16(12), 1018–1027 (2014).
	68.	 Nishiyama, M. et al. CHD8 suppresses p53-mediated apoptosis through histone H1 recruitment during early embryogenesis. Nat. 

Cell Biol. 11(2), 172–182 (2009).
	69.	 Coakley-Youngs, E., Shorter, S., Ranatunga, M., Richardson, S., Getti, G., & Fivaz, M. Autism-associated CHD8 keeps proliferation 

of human neural progenitors in check by lengthening the G1 phase of the cell cycle. bioRxiv: 2021:2021.03.03.433829.
	70.	 Cotney, J. et al. The autism-associated chromatin modifier CHD8 regulates other autism risk genes during human neurodevelop-

ment. Nat. Commun. 6, 6404 (2015).
	71.	 Wade, A.A., Lim, K., Catta-Preta, R., & Nord, A.S. Common CHD8 genomic targets contrast with model-specific transcriptional 

impacts of CHD8 haploinsufficiency. Front. Mol. Neurosci. 11, 481 (2019).
	72.	 Hoffmann, A., & Spengler, D. Single-cell transcriptomics supports a role of CHD8 in autism. Int. J. Mol. Sci. 22, 6 (2021).

Acknowledgements
We thank Alex Tuttle for his technical assistance.

Author contributions
J.J. collected, analyzed, interpreted the data, and wrote the manuscript. J.M.S. generated and interpreted the 
RNA sequencing data. S.S.M. and K.M.H. collected and analyzed data. W.H. and C.W.L. generated the LC–MS/
MS data. K.L. advised on the LC–MS/MS data. M.J.Z. conceived the project, interpreted the data, and wrote the 
manuscript. The authors read and approved the final manuscript.



15

Vol.:(0123456789)

Scientific Reports |         (2022) 12:5555  | https://doi.org/10.1038/s41598-022-09533-x

www.nature.com/scientificreports/

Funding
This work was supported by grants to M.J.Z. from The Simons Foundation (SFARI, Award ID 393316, 572984, 
627144) and The National Institute of Environmental Health Sciences (NIEHS; R35ES028366). J.A.J. was sup-
ported by the Curriculum in Toxicology and Environmental Medicine Training Grant (NIEHS, T32 ES007126). 
The microscopy core and J.M.S. in the bioinformatics core were supported by The National Institute of Child 
Health and Human Development (NICHD, P50HD103573) and The National Institute of Neurological Dis-
orders and Stroke (P30NS045892). The UNC Mouse Behavioral Phenotyping Core was supported by NICHD 
(P50HD103573).

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-​022-​09533-x.

Correspondence and requests for materials should be addressed to M.J.Z.

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) 2022

https://doi.org/10.1038/s41598-022-09533-x
https://doi.org/10.1038/s41598-022-09533-x
www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Developmental pyrethroid exposure and age influence phenotypes in a Chd8 haploinsufficient autism mouse model
	Methods
	Mice and perinatal exposure. 
	Behavior assessments. 
	Elevated plus maze. 
	Open-field test. 
	Three-chamber choice task. 
	Histology. 
	Sample preparation and liquid chromatographymass spectrometry analysis. 
	Reverse transcription-quantitative PCR (RT-qPCR). 
	RNA extraction for sequencing. 
	RNA sequencing and pathway analysis. 
	Statistical analysis. 

	Results
	DM enters the developing fetus and is detected in the fetal brain following prenatal exposure. 
	Behavioral phenotypes in WT and Chd8V986*+ mice following pre and early postnatal DM exposure. 
	Elevated plus maze. 
	Open-field. 
	Three-chamber task. 
	DM exposure is associated with reduced expression of genes involved in cellular adhesion and vasculature development in Chd8V986*+ mice. 
	Differentially expressed genes in Chd8V986*+ mice suggest altered DNA repair pathways and a link to neurodegenerative phenotypes. 
	Temporal regulation of DEGs in Chd8V986*+ mice identifies a set of genes tightly regulated by CHD8. 

	Discussion
	DM reaches the developing fetus following prenatal exposure. 
	Chd8 haploinsufficiency reproducibly affects specific behaviors in mice. 
	DM exposure is associated with altered cellular adhesion and vasculature development. 
	Transcriptional signatures in Chd8V986*+ mice. 
	CHD8 regulates a core set of genes. 

	Conclusions
	References
	Acknowledgements


