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Exposure to environmental tobacco smoke (ETS) has been recognized as a 

significant health risk for adults and children. In adults, ETS exposure has been linked to 

increased incidences of cardiovascular disease and dementia. In children, exposure has 

been linked to behavioral and cognitive deficits. Studies on the effects of ETS in the brain 

have been largely epidemiological, and have lacked a defined explanation of the 

molecular/biochemical effects of ETS. The present dissertation aims to test whether ETS 

exposure leads to altered biochemistry in the adult and developing mammalian brain. A rat 
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ETS exposure model was employed to investigate changes at the molecular and cellular 

level. In an adult ETS exposure study, we focused on markers of astrogliosis , oxidative 

stress, and cell death.  We observed altered GFAP suggestive of reactive astrogliosis. Yet, 

markers of oxidative and cell stress were unaffected by ETS exposure in the brain regions 

examined. Increased degradation of αII-spectrin and dephosphorylation of serine116 on 

PEA-15 indicated greater apoptotic cell death signaling in the brains of ETS exposed 

animals. β-synuclein was greatly upregulated by ETS, a neuroprotective protein previously 

reported to exhibit anti-apoptotic and anti-fibrillogenic properties. We next employed a 

rodent model of postnatal ETS exposure to investigate effects on developing cerebellum 

using a system biology approach involving mass spectrometry (MS).  Proteins at 

statistically different abundance between groups were correlated with relevant biochemical 

processes and pathways by bioinformatics. ETS responsive data were enriched in elements 

associated with all aspects of aerobic respiration. These results were substantiated by 

orthogonal molecular measures, along with evidence for increase mitochondrial 

biogenesis/fission. These findings suggest an increase mitochondrial density driven by a 

demand for ATP.  Further exploration of the ETS responsive proteome identified 

statistically significant associations of the ETS with neuron projections, in particular axon 

associated proteins and synaptic vesicles. Immunotbloting and microscopy experiments 

substantiated altered process outgrowth and synaptogenic processes. The presented data 

depict a striking modulation in cerebellar formation consequent to ETS exposure and the 

energy source to allow that modulation to occur. Our findings could provide a biochemical 

and cellular rational for adverse neurological effects observed in ETS exposed children.   
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Motivation 

 

ETS, also known as secondhand smoke (SHS) and passive smoking, has become a 

recent global concern with known health risk for both non-smoking adults and children (1, 

2). ETS is a combination of sidestream smoke from burning tobacco and mainstream 

(exhaled) smoke. The chemical composition is remarkably similar between mainstream 

smoke, sidestream smoke and ETS (3). Over 4,000 chemical compounds have been found 

in ETS (4). However, many chemical concentrations were observed to be ten-fold greater 

in sidestream smoke relative to mainstream smoke (5). Of the 4,000 identified chemical 

compounds an estimated 250 are known to be toxic or carcinogenic (6).  

In 2006, the Surgeon General of the United States released a comprehensive study 

of the effects of ETS on toxicology, exposure, reproduction/development, respiratory 

effects, cancer and cardiovascular disease. Missing from the report was the under-reported 

effects of ETS on the adult brain. ETS effect on neuronal development was reported, citing 

evidence of a potential impact; however the report goes on to state that the available data 

on the relationship between ETS exposure and CNS function was limited and confounded 

and more research was needed (7). Their findings echo those of the World Health 

Organization’s earlier report on the effects of ETS on childhood cognition and behavior. 

Both reports found that current research was either inconclusive or unclear about the 

relationship between ETS and its adverse effects on cognition and behavior among 
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children due to significant confounds in experimental procedures and study variations (2), 

and emphasize the need for further research. 

Research into the effects of ETS has been focused on damage to the heart and lungs 

(8). Findings suggest the ETS exposure induces damage that is predominantly a result of 

cellular stress caused by increased reactive oxidative species (ROS) and cell death. Few 

studies have explored possible biochemical effects on the mature brain as a result of ETS 

exposure. Moreover if effects exist would they be detrimental during neuronal 

development. The motivation behind my graduate dissertation work is to further explore 

this gap in the research, elucidating the biochemical changes caused by ETS exposure in 

the adult and developing rat brain. 
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Research Objectives 

 

The general hypothesis of my dissertation research is that ETS exposure will 

induce biochemical and cellular changes within the adult and developing rat brain. 

Previous research suggests that cellular stress, cell death, and other biochemical processes 

may be induced by ETS exposure. Proposed is a comprehensive study to test the effects of 

ETS in the adult and developing rat pup brain. The enclosed work focuses on the 

identification and elucidation of biochemical and cellular domains affected by exposure to 

ETS. To test my hypothesis, I pursued the following specific aims: 

 

1. Evaluated cell stress and cell death dynamics within the brain using an in vivo ETS-

exposure paradigm with adult rats. Numerous proteins involved in cellular stress and cell 

death as a result of ETS exposure were identified in the literature. However, the focus of 

earlier studies was on non-neuronal tissue such as heart, lungs and cells grown in culture. 

For this aim I characterized these and other proteins within the brain following ETS 

exposure in the adult rat (Chapter 2). Experiments involved a combination of immunoblot 

and mass spectrometry analyses. 

 

2. Evaluated novel biochemical pathway in the developing rat brain affected by ETS 

exposure during cerebellar development using an in vivo ETS-exposure paradigm with rat 
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pups. Initial epidemiological studies have suggested a direct relationship between ETS 

exposure, hyperactivity disorders and cognitive/behavioral deficits. The ETS exposure 

model was adapted for rat pups in order to examine biochemical and cellular effect on 

cerebellar development. Differential proteomics using a label-free method established in 

our laboratory provided a novel holistic examination of effects on the developing rat 

cerebellum. A systems biology approach was employed to interpret and substantiate the 

mass spectrometry results. Microscopy further extended our results into the cellular 

domain. 
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CHAPTER 1 

  

EFFECTS OF ENVIRONMENTAL TOBACCO SMOKE IN ADULT BRAIN  
 

1.1. Epidemiology of environmental tobacco smoke in adult brain. 

Environmental tobacco smoke has been well documented for its effect on the 

pulmonary and cardiovascular system. Non-smokers exposed to ETS have a 25-30% 

increased risk for heart disease, with about 46,000 deaths annually. The increase in lung 

cancer risk for non-smokers exposed to ETS is between 20-30% with an estimated 3,400 

deaths (1). While the negative effects of ETS have been well defined in the heart and lungs 

of exposed non-smokers what is less clear is the relationship between ETS and its effect on 

the brain. 

The overall relationship between smoke and neurological disorders can be traced 

back to the 1950s.  In 1959 Dorn published a study reporting an inverse relationship 

between cigarette smoking and Parkinson’s disease (PD) risk (9).  Since that time the 

debate on the effects that smoke has on the brain has been hotly debated. Two types of 

experimental paradigms have been utilized in studies on the effects of ETS on the brain. 

The first type relies on self-reported assessment surveys looking at the amount and 

duration of ETS exposure. The second relies on blood measurements of cotinine to 

determine the amount of ETS exposure.  Cotinine is a metabolite of nicotine that has been 

widely used as a biomarker of ETS exposure in non-smokers. Both types of studies have 
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been used to examine the relationship between ETS and various neurological disorders 

such as dementia and Alzheimer’s disease (AD).    

A connection between ETS and dementia was first reported in 2007 at the annual 

meeting of the American Academy of Neurology by a research group at the University of 

California at San Francisco (10). Recent work has determined that cigarette smokers in 

older adults can lead to an approximate doubling in the risk of dementia (11). The current 

thought on the connection between ETS exposure and dementia is an increase in 

cerebrovascular disease (12). ETS has been well documented in the literature to cause 

negative vascular changes that can range from platelet aggregation to stroke (13, 14). 

Barnes et al. used this association as the rational for their 2010 study of ETS and dementia 

risk in older adults. They hypothesized that lifelong exposure to ETS among older adults 

who have underlying clinical or subclinical vascular disease could result in an increase risk 

of dementia. Their findings demonstrated a threefold increase of dementia risk in subjects 

who had a high level of exposure (self-reported) to ETS, and a 25% increase in carotid 

artery stenosis. From these finding the authors conclude that ETS, when combined with 

undiagnosed cardiovascular disease, can lead to an increase risk of dementia (11).  

Llewellyn et al. published a study exploring a possible link between cotinine 

measurements and cognitive impairment. Their results demonstrated that high levels of 

cotinine in non-smoking adults associated with increased odds for cognitive impairments 

(15).  The authors did point out that previous studies in which a non-significant trend was 

reported between self reported exposure and dementia risk could have been due to the bias 

of self-reported data. The risk of Alzheimer’s disease as a specific form of dementia has 
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only been examined in smokers (16).  Tyas et al. found a association between smokers and 

AD risk, with a dose dependent relationship between the smoking and AD risk as well as 

an increased risk for cerebrovascular disease and dementias (16).  

 

1.2. Molecular effects of environmental tobacco smoke exposure. 

Environmental tobacco smoke is a combination of 15% mainstream smoke and 

85% sidestream smoke each of which contains a large compilation of toxic and 

biologically-reactive chemicals. Mainstream smoke consists of a particulate and gas 

phases, both containing a high number of free radicals (17).  Heavy metals are found in 

mainstream smoke as well as toxins such as ammonia, cresol, catechol, carbon monoxide, 

lead, ketone, nitiric oxide, phenol, styrene, toluene, and butane (18). Sidestream smoke has 

a similar chemical composition to mainstream smoke, but is made up of a greater 

concentration of the different components (5). Studies on sidestream smoke revealed that 

animals exposed to sidestream smoke only had higher concentrations of 

carboxyhemoglobin, nicotine and cotinine in their blood relative to those exposed to 

mainstream smoke only. It was also found that sidestream condensates were more 

tumerogenic than mainstream condensates (19, 20). 

Cell Stress 

Side stream and mainstream smoke contain reactive, long lived free radicals (21, 

22). Gaseous free-radicals and other chemicals will induce production of reactive oxygen 

species (ROS) in the body; e.g., superoxide anions, reactive aldehyde species, nitric 

oxides and peroxynitrite (21). Polycyclic aromatic hydrocarbons (PAHs) can generate 
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ROS, are carcinogenic and are potent atmospheric pollutant, are also in mainstream 

smoke (23). Cigarette smoke has been shown to promote protein oxidation in vivo 

resulting in oxidative stress along with the reduction of circulating antioxidants (24-26). 

Further, cigarette smoke contains heavy metals such as cadmium (27) that are detrimental 

to the nervous system (28), easily crossing the blood brain barrier and catalyze free-

radical reactions to promote cell death by apoptotic and necrotic pathways (29). 

Oxidative stress can result in tissue damage when pro-oxidants (ROS) become 

prevalent over anti-oxidants. For example, superoxide anions produced from excess 

mitochondrial respiration will cause oxidative damage by nitrosylating tyrosine residues 

on proteins. Another ROS, hydrogen peroxide, is a dangerous byproduct of oxidative 

metabolism that causes cytotoxic effects in cells if not removed quickly. Hydrogen 

peroxide has been found to cause increase cell death in an aged mouse strain of cultured 

astrocytes (30). Free radicals contained within cigarette smoke can activate redox 

sensitive transcription factors such as nuclear factor-kappa B (NF-kB), which can lead to 

the transcription of pro-inflammatory genes in the brain (31), to promote glial activation 

as previously monitored by increased levels of glial fibrillary acidic protein (GFAP) (32, 

33). Reactive gliosis has also been suggested as a possible consequence of prenatal and 

perinatal exposure to ETS, though; this suggestion was based on observed changes in cell 

size rather than molecular markers (34). Mazzio et al. have found cigarette smoke to 

inhibit inducible nitric oxide synthase (iNOS) in glia (35). iNOS is an enzyme responsible 

for the generation of nitric oxide. Nitric oxide is a potent signal in many diverse 

physiological processes at low concentrations but at high concentrations may cause DNA 
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damage and cell death (36). iNOS inhibition can be used as another indicator of oxidative 

damage within examined tissues in response to cigarette smoke exposure. In all, cigarette 

smoke promotes ROS within the cell which must be counteracted to prevent oxidative 

damage to cellular structures by anti-oxidants.  

The anti-oxidant defense system functions to process ROS and limit the toxicity. 

For example, ascorbic acid is an anti-oxidant that acts as a free radical scavenger in 

plasma, and is a frontline defense against ROS. Research has shown that anti-oxidant 

levels are reduced by ETS exposure, disabling the body’s natural defense against ROS 

damage. Ascorbic acid levels in blood were reduced in children exposed to ETS in the 

home - even with minimal exposure (37). Another study by Mendez-Alvarez et al. found 

that cigarette smoke inhibited the activity of the anti-oxidant catalase in the brain (38). 

Active smoking was also found to affect the anti-oxidant enzymes superoxide dismutase 

and glutathione peroxidase, which results in a significant increase in oxidative stress (39). 

These data highlight an important detrimental effect of ETS – not only to induce ROS but 

to also cripple the body’s natural defenses against ROS resulting in oxidative damage.  

 Cell Death 

The two well defined cell death processes are necrosis, a non-programmed, 

involuntarily event and apoptosis, which is a controlled form of cell death that is triggered 

voluntarily by activation of discrete molecular pathways (40). In contrast to necrosis, 

morphologically and biochemically, apoptosis is a programmed form of cell death – the 

ordered process of turning off and dismantling the cell. Apoptosis can be triggered by the 
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immune system, signaling cells that have been damaged beyond repair with Fas or TNF 

ligands. ETS exposure has been shown to induce increased apoptosis in lung tissue due to 

irreversible cell damage (41), which can be monitored by the activation of caspases. 

Caspases are a family of calcium-independent cysteine proteases integral to apoptosis 

pathways. Caspase 8 is activated when an extrinsic “death signal” is received at the cell 

membrane by Fas or TNF receptors. Conversely, caspase 9 is activated when an intrinsic 

signal is received. The extrinsic and intrinsic signal cascades both activate caspase 3, 

which is the primary executioner caspase. Caspase 3 will cleave important cellular 

proteins leading to the morphological changes observed during apoptosis. Though 

caspase activation is specific to apoptosis, it is also important to note that calpains are 

also activated during apoptosis leading to further protein degradation. Kuo et al. made a 

similar connection between ETS exposure and apoptosis in rat heart muscle cells, 

observing that adult rats exposed to ETS had increased levels of caspase 3, Fas, and the 

active form of caspase 9 in their tissue (42). Their work demonstrates a molecular basis 

for apoptotic cell death and tissue damage as a result of exposure to ETS.   

In chapter two we present our first study on the molecular and cellular effect of 

ETS on the brain, which were begun with adult animals. Given limited literature on the 

effects of ETS on the brain our initial aim was to demonstrate a measurable effect of ETS 

exposure relative to control on the mature rat brain. Our hypothesis was based on the 

literature suggesting potential oxidative stress, gliosis, and apoptotic cell death. Both 

oxidative stress and cell death were previously identified as possible molecular mechanism 

for negative effects of ETS on coronary and pulmonary systems. It is also of note that our 
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lab also explores the molecular effects of traumatic brain injury, from which we built the 

tools used in our ETS studies on the adult rat brain. 
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CHAPTER 2 

 

EFFECTS OF ENVIRONMENTAL TOBACCO SMOKE ON ADULT RAT BRAIN 

BIOCHEMISTRY 

 

2.1. ABSTRACT 

Environmental tobacco smoke (ETS) has been linked to deleterious health effects, 

particularly pulmonary and cardiac disease; yet, the general public considers ETS benign 

to brain function in adults.  In contrast, epidemiological data has suggested that ETS 

impacts the brain and potentially modulates neurodegenerative disease. The present study 

begins to examine yet unknown biochemical effect of ETS on the adult mammalian brain. 

In the developed animal model, adult male rats were exposed to ETS three hours a day for 

three weeks. Biochemical data showed altered GFAP levels as a main treatment effect of 

ETS suggestive of reactive astrogliosis. Yet, markers of oxidative and cell stress were 

unaffected by ETS exposure in the brain regions examined. Increased proteolytic 

degradation of αII-spectrin by caspase-3 and the dephosphorylation of serine116 on PEA-15 

indicated greater apoptotic cell death modulated by the extrinsic pathway in the brains of 

ETS exposed animals. Further, β-synuclein was upregulated by ETS, a neuroprotective 

protein previously reported to exhibit anti-apoptotic and anti-fibrillogenic properties.  

These findings demonstrate that ETS exposure alters the neuroproteome of the adult rat 

brain, and suggest modulation of inflammatory and cell death processes. 
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2.2. INTRODUCTION 

Exposure to environmental tobacco smoke (ETS) is a known health risk in adults 

and children.  A recent U.S. Surgeon General Report (2007) reviewed the causal 

relationship of ETS with disease, particularly pulmonary and cardiac.  Neurological effects 

were deemed inconclusive, with the stated need for more research (7).  Yet, ETS is a 

known risk factor for cerebrovascular disease (43-45).  Further, epidemiological studies 

recently indicated ETS as a risk factor for Alzheimer’s disease (AD) ((10, 15). At the same 

time, ETS appears to decrease risk for Parkinson’s disease (PD) (46).  Despite an apparent 

clinical impact on the adult brain, the molecular influence of ETS is underexplored, and is 

largely considered benign. 

ETS administered has been shown to alter morphology during primate brain 

development (34).  ETS exposure caused an increase in smaller glial cells suggestive of 

reactive astrogliosis.  Astrogliosis was also observed in the developing brain after prenatal 

nicotine exposure, with increased glial fibrillary acid protein (GFAP) levels in the 

cerebellum and hippocampus of offspring (33).  Importantly, GFAP levels remained 

elevated out to postnatal day 60, and deficiencies in basic sensory motor skills were 

observed (32), a long term, functional effect.  Susceptibility to ETS may differ between the 

developing and mature mammalian brain, but these data raise the potential of an astrocytic 

response following adult ETS exposure. 

Chemicals from ETS have also been found to influence apoptotic processes in cell 

cultures. Apoptosis is a cell death processed that can be triggered via internal or external 

cues.  Regulation of extrinsic apoptosis involves PEA-15 (phosphoprotein enriched in 
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astrocytes), an inhibitory protein that binds FADD (Fas-associated protein with death 

domain) when phosphorylated on Serine 116 (S116) (47). Dephosphorylation leads to 

caspase 3 activation and subsequent protein cleavage events.  One such cleaved protein is 

αII-spectrin, the cleavage product of which is a known marker selective for apoptosis in 

neurons (48).  ETS chemical extracts induced apoptosis in cardiac cells, with increased 

Fas and active forms of caspases 3 and 9 (41, 42). In contrast, nicotine administration 

alone was neuroprotective in spinal cord neurons challenged by apoptosis inducing 

arachidonic-acid.  Activation of caspases 3, 8 and 9 and release of cytochrome c were all 

reduced with nicotine relative to vehicle (49, 50). These data illustrate how the effects of 

ETS, with a complex chemical formulation (51), may not be sufficiently modeled by 

nicotine administration alone.  Different components of ETS may induce competing pro- 

and anti-apoptotic responses. 

Given the aforementioned relationships between ETS exposure and the molecular 

processes astrogliosis and apoptosis in other systems, we present this initial study 

examining molecular effects in the adult mammalian brain.  The glial selective marker 

GFAP and the neuronal selective caspase 3 proteolytic fragment of αII-spectrin were 

employed to characterize these processes across multiple brain regions.  Mass spectrometry 

methods were also employed to test for ETS effects on the neuroproteome.  This initial 

assessment focused on the limbic areas frontal cortex and hippocampus as well as 

cerebellum. Hippocampus and cerebellum were areas shown affected by ETS in 

developing brain, and limbic regions, such as frontal cortex and hippocampus, are known 
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to be affected in smokers (52).  Further, these limbic areas are affected by increased 

apoptotic and gliotic pathology in adult onset neurodegenerative disease (53-55). 

 

2.3. EXPERIMENTAL PROCEDURES 

Animal Procedures and Tissue Collection- Ten-week old male Sprague Dawley rats 

(Harlem, Indianapolis, IN) were acclimated to the laboratory for four days prior to 

exposure. Rats were kept under a controlled environment and housed two to a cage. Food 

and water were provided ad libitum except during exposure when food was removed. No 

enrichment was provided to either the control or treated groups. 

Following acclimation, rats were placed in a Teague TE-10 smoke exposure system 

(56) for three hours per day over a three week period. The ETS group (n=8) was exposed 

to a mixture of 15% mainstream (aspirated through filter) and 85% sidestream smoke 

diluted with air to a concentration of 5 mg/m
3
 of respirable suspended particulate (RSP). 

The control group (n=8) was exposed simultaneously to room air. During each exposure, 

twenty Kentucky 3R4F reference cigarettes (University of Kentucky, Lexington, KY) were 

smoked at a rate of one puff per minute, two seconds per puff (35 cm
3
) for eight puffs in 

nine minutes per cigarette. This model provided comparable airborn exposure as 

experienced in a 50 m
3
 household room (0.7 air changes per hour) with a smoker 

consuming 2 cigarettes per hour over 10 hours (per tables in (57)), which was validated by 

repeated mass measurements of respirable suspended particles. 

A day after the last ETS exposure, rats were decapitated under deep anesthesia (5% 

isoflurane for 5 minutes). Frontal cortex, hippocampus and cerebellum were dissected, and 
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snap frozen in liquid nitrogen. All procedures conformed to the United States Public 

Health Service policy with approval of the Institutional Animal Care and Use Committee. 

 

Statistical analysis- Experiments were performed with n=4 biological replicates per 

group.  Multivariable datasets were analyzed by a two-way repeated measure ANOVA 

with the Holm-Sidak distribution test and Bonferroni correction. Single variable datasets 

were analyzed by a t-test with a Kolmogorov-Smirnov distribution test. A Q-test was 

applied to identify outlier values.   

 

Immunoblotting- Lysates were prepared from the brain tissue as described before (58).  

Protein concentration was determined via Bio-Rad DC Protein Assay (Hercules, CA). 

Protein-balanced samples were prepared for SDS-PAGE, 4-20% Tris-glycine gel, in a two-

fold Tris-glycine loading buffer (Invitrogen, Carlsbad, CA).  Samples were heated for 90 s 

at 90°C, and centrifuged for 2 min. Following electrophoresis, separated proteins were 

transferred to polyvinylidene fluoride membranes by the semi-dry method.  Membranes 

were probed with primary antibodies to: GFAP (Millipore, Billerica, MA) at 1:5,000; αII-

spectrin caspase-3 breakdown product (University of Florida, Gainesville, FL) at 1:2,000; 

β-synuclein (BD Biosciences, San Jose, CA) at 1:20,000; α-synuclein (BD Biosciences) at 

1:1,000; heat shock protein 70 (Stressgen, Victoria, BC) at 1:2,500; inducible nitric oxide 

synthase (BD Biosciences) at 1:5000; superoxide dismutase 1 (Millipore) at 1:500; β-actin 

(Sigma-Aldrich, St. Louis, MO) at 1:2000. The blots were then incubated with a 

biotinylated-conjugated secondary antibody followed by a streptavidin alkaline 
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phosphatase conjugate. Bound antibodies were visualized by colorimetric development 

with the phosphatase substrate BCIP/NBT (KPL, Gaithersburg, MD). Quantitative 

evaluation of protein levels was performed via densitometric analysis of 16-bit grayscale 

images using Image J software (National Institute of Health, v 1.6, Bethesda, MD).  

 

Mass spectrometry- Fresh-frozen hippocampus tissues were prepared for IMAC 

(immobilized metal ion affinity chromatography) analysis as described previously (59). 

Briefly, Trizol reagent (Invitrogen) was employed for protein extraction per the 

manufacturer instructions. The protein pellet was resuspended with phosphatase inhibitors 

(Sigma-Aldrich). Protein concentration was determined by DC protein assay. Protein (50 

µg) was then reduced and alkylated with DTT and iodoacetamide, respectively, and 

digested with endo-Lys-C (Roche, Indianapolis, IN) overnight at 37°C. ETS exposed and 

control group samples were reacted for 2 h with heavy and light methanolic HCl, 

respectively, as described previously (60). Sample pairs were loaded onto a Poros MC 

(PerSpective Biosystems, Framingham, MA) packed IMAC column, and separated as 

described previously (59). The phosphopeptide enriched fractions were separately resolved 

by reversed-phase gradient separation from 0.7% to 28% acetonitrile/0.2% formic acid in 

150 min online with a ThermoElectron (San Jose, CA) LTQ Orbitrap XL with electron 

transfer dissociation source (61). ETD produced c/z· spectra were searched against a 

Uniprot Rattus protein database (v14.1) and the reversed image of that database with the 

OMSSA search engine, and were filtered for a 1% false-detection rate.  Integrated peak 

areas were used to quantify the deuterated and non-deuterated forms of the PEA-15 
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apoptosis-signaling  phosphopeptide. 

 

2.4. RESULTS 

ETS exposure animal mode- The ETS exposure model developed for this study 

produce no notable stress in the research animals.  Exposed and control animals were 

handled daily.  Normal curiosity to a change in environment was observed for all animals.  

Animals exposed to ETS displayed less spontaneous movement during exposure than 

controls, but became immediately alert and explorative whenever the ETS exposure ceased 

(prior to any other change in environment).  The pre-exposure mean body mass for the 

ETS animal group was 5 g less than the control group, and finished 8 g less 3 weeks later.  

Overall, no statistical difference in weight gain rate was observed between the two groups. 

ETS induces GFAP expression in brain- GFAP was modulated as a main treatment 

effect of ETS exposure (p = 0.003). Multiple comparison analysis also showed an ETS 

treatment within brain region interaction on GFAP expression (Fig. 2-1) that was 

statistically significant in hippocampus (p = 0.001), and cerebellum (p = 0.02).  Frontal 

cortex exhibited a lower, non-significant (p = 0.09) interaction, with the data exhibiting a 

bimodal distribution of individual values, confirmed by replicate assay to rule out 

experimental error. 

ETS affects markers of apoptosis, not cell stress- ETS exposure also had a main 

treatment effect on increased caspase-3 proteolysis of αII-spectrin in the adult rat brain (p 

< 0.001) in exposed animals.  There was also an interaction of ETS treatment within brain  



15 

 

 

 

 

 

Fig. 2-1: Effect of ETS on the astrogliosis marker GFAP in the adult rat brain. (A) 

GFAP immunoblot analysis as a marker of astrogliosis in three regions of the adult rat 

brain after a 3-week ETS or room air exposure. (B) Normalized densitometric 

quantification of GFAP with β-actin used as a loading control. Symbols indicate significant  

differences from control (* p ≤ 0.02, and ** p < 0.001) by a repeated measures ANOVA 

multiple comparison of treatment x brain area. 
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regions (Fig. 2-2), with a statistically significant increase in frontal cortex (p = 0.001).  The 

breakdown product was up for ETS treatment within hippocampus and cerebellum as well, 

but the observations were not statistically significant (p = 0.03 and p = 0.4, respectively).  

Mass spectrometry analysis revealed dephosphorylation of PEA-15 at S116 (p < 0.001) in 

the hippocampus of ETS exposed animals.  Site specific phosphorylation was confirmed 

with the selective pattern of c and z· (ETD) fragment ions (Fig. 2-3).  Additional 

immunochemical studies showed that levels of the oxidative and cell stress associated 

proteins (data not shown), inducible nitric oxide synthase (iNOS), superoxide dismutase 1, 

and heat shock protein 70 kDa (HSP70) were unaffected by ETS exposure across the three 

brain regions examined in this study. 

ETS induces synuclein protein expression- Mass spectrometry analysis also 

revealed a large quantitative difference in synuclein protein abundance, though the data 

lacked isoform specificity.  Further immunochemical analysis determined that it was the 

neuroprotective isoform β-synuclein which increased (p < 0.001) in the hippocampus of 

ETS exposed animals relative to room-air controls (Fig. 2-4).  In contrast, aggregate 

forming α-synuclein expression trended slightly lower among ETS exposed animals, but 

was not a statistically significant difference. 

 

2.5. DISCUSSION 

ETS exposure was verified to influence the adult rat brain neuroproteome in this 

investigative study. Molecular effects were observed across multiple brain areas while 

animal growth, as a basic physiological measure, was unaffected.  Changes in protein  



18 

 

 

 

 

 

Fig. 2-2: Effect of ETS exposure on a neuronal apoptosis marker in the adult rat 

brain. (A) Immunoblot analysis of the neuronal αII-spectrin caspase-3 breakdown product 

as a marker of apoptosis in three regions of the adult rat brain after a 3-week ETS or room 

air exposure. (B) Normalized densitometric quantification of the breakdown product with 

β-actin used as a loading control.  Symbols indicate significant differences from control   

(* p ≤ 0.02, and ** p < 0.001) by a repeated measures ANOVA multiple comparison of 

treatment x brain area. 
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Fig. 2-3: Effect of ETS exposure on DISC inhibiting dephosphorylation of PEA-15. 

(A) Example electron transfer dissociation spectrum of c/z
.
 fragment ions selectively 

identifies the phosphorylated S116 site, with the phosphorylation state assessed for ETS 

exposed (B) and control (C) groups by chromatographic peak integration. 
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Fig. 2-4: Effect of ETS exposure on synuclein proteins in the adult rat hippocampus. 

(A) Immunoblot analysis was performed with antibodies against α- and β-synuclein with 

hippocampal tissue from adult rat brain after a 3-week ETS or room air exposure. (B) 

Normalized densitometric quantification of synuclein proteins with β-actin used as a 

loading control. Symbol indicates a significant differences from control (** p < 0.001) by a 

t-test. 
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markers suggested modulated astrogliosis (GFAP), apoptotic cell death (cytoskeletal 

degradation of neurons, and DISC complex formation), and the over-expression of β-

synuclein as a potential neuroprotective response.  

ETS induces astrogliosis in adult rat brain- ETS resulted in modulation of GFAP 

across the three brain areas examined. GFAP levels are a known marker of astrogliosis in 

damaged brain (62). The ETS induced difference in GFAP was statistically significant as a 

main effect and as a regional interactive effect in hippocampus and cerebellum.  The adult 

GFAP results correlate with previous observations of increased GFAP expression 

consequent to prenatal nicotine exposure (32, 33) and an increase in cell density in the 

developing brain from ETS (34). 

ETS induces apoptosis in adult rat brain- Apoptotic cell death was demarked by 

greater caspase 3 degradation of neuronal αII-spectrin in the adult rat brain. Increased 

degradation was a main effect of ETS treatment; though, multiple comparison analysis 

showed statistically significant treatment within region interactions for frontal cortex. 

Apoptosis has been reported as a direct result of cigarette smoke induced cell stress in 

other organs and cultures.  ETD tandem mass spectrometry revealed the dephosphorylation 

of PEA-15 at S116 in ETS exposed hippocampus, suggesting the activation of the extrinsic 

apoptotic pathway, which was previously found activated by ETS in cardiac cells (41, 42).   
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Neuroinflammation can induce the extrinsic apoptotic pathway through the 

production of reactive oxygen species (ROS).  The ROS nitric oxide is often, though not 

always (63, 64), induced from increased iNOS expression. In this study, ETS treatment 

showed no effect on iNOS expression by immunoblot.  While ETS may induce 

astrogliosis, it separately may be suppressing iNOS expression in glia.  Cigarette smoke 

condensates were previously observed to inhibit iNOS in glial cultures (35). Superoxide 

dismutase 1 (SOD 1), an antioxidant that is also upregulated as a response to brain ROS 

(65). SOD 1 expression, like iNOS, was unaffected by ETS exposure in this study.  Rats 

exposed to direct smoke (as opposed to ETS) have been shown to express significantly 

greater levels of HSP70 in brain (66), pulmonary airways (67), and mammalian cell 

cultures (68). HSP70 is a neuroprotective protein upregulated during times of cell stress; 

however, in this study, HSP70 expression was also found to be unaffected by ETS 

exposure in replicate assays. Together, these data suggest that ROS is not induced by ETS 

exposure in the brain areas studied with this model, and is, therefore, not likely the causal 

factor promoting apoptosis.   

ETS affects β-synuclein protein expression- β-synuclein expression was 

upregulated in ETS exposed animals.   α- and β-synuclein are functionally distinct, with 

the α isoform prone to Lewy body forming aggregation found in the PD brain (69). In 

contrast, β-synuclein is immune from aggregation due to its lack of a non-amyloidogenic 

domain (70). β-synuclein has shown anti-apoptotic properties through down-regulation of 

p53 expression (71). β-synuclein has also been shown to restore the anti-apoptotic function 
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of α-synuclein (71). The marked increase in β-synuclein levels observed here may be a 

neuroprotective response to the observed neuronal apoptosis.   

Smoking has long been known to reduce PD incidence (9) in a dose dependent 

fashion (72, 73). A recent epidemiological study showed ETS as having a similar effect on 

PD incidence (46). Many studies have explored a connection between smoke exposure and 

PD neuroprotection. This is the first study to demonstrate increased expression of 

neuroprotective β-synuclein by ETS, which could be involved in reduced PD incidence. β-

synuclein is known to inhibit α-synuclein aggregation in addition to its anti-apoptotic 

properties (71, 74). A recent study, pointed to nicotine as an active agent that retards the 

fibrillogenic activity of α-synuclein (75).  Future work will examine β-synuclein as an 

intermediate in PD relevant brain regions. 

In conclusion, the results from this study demonstrate a main treatment effect of 

ETS on adult rat brain biochemistry, which begins to dispel the notion that ETS exposure 

is benign to the adult mammalian brain.  The data point to modulated apoptosis and 

astrogliosis via increases in markers of these processes, but without the influence of ROS.  

The data also suggest differences among individual animals that may signify variable 

susceptibility to ETS effects.  β-synuclein expression is significantly increased by ETS 

exposure, which may be a neuroprotective response with a potential benefit relative to PD. 

Future work will investigate the induction of apoptosis by ETS and its connection with the 

increase in β-synuclein in the adult rat brain. 
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CHAPTER 3 

 

ENVIRONMENTAL TOBACCO SMOKE IN BRAIN DEVELOPMENT 

3.1. EPIDEMIOLOGY OF ENVIRONMENTAL TOBACCO SMOKE IN 

CHILDREN 

 

The National Cancer Institute and the World Health Organization released a 1998 

report on the effects of ETS on childhood cognition and behavior. Their report concluded 

the existing research was insufficient to establish a relationship between ETS and adverse 

effects on cognitive and behavior domains among children. A lack of clarity resulted from 

significant confounds in epidemiological experimental procedures and study variations (2). 

Six years later it was estimated that 11% of all US children age 6 and under were still 

exposed to daily ETS (57). Reports that focused on cognitive development assessed a wide 

range of variables - scores for reading and language skills, grade retention and standardized 

tests that measure specific skills like speech, intelligence and special abilities. A number of 

reports found varying degrees of association between ETS and cognitive development (76-

79). Roeleveld et al. found that exposure to ETS during pregnancy and the first 6 months 

postpartum led to an increased risk of mental retardation (80). These findings are 

significant since 50% of mothers who quit smoking during pregnancy resumed within 6 

months after giving birth (81). Fried et al. observed that postnatal ETS exposure, led to 

impaired language abilities (82). Other studies using multiple standardized behavioral and 

learning aptitude tests have found a statistical difference in approximately 80% of tests 
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administered. However, there also have been a number of reports that could not 

demonstrate an association between ETS exposure and increased cognitive deficits (83-

85). 

Studies linking ETS exposure and behavioral problems in children have been 

limited. Weitzman et al., 1992, reported a direct correlation between heavy maternal 

smoking and behavioral problems (86). Similar findings were reported by Makin et al. 

where children exposed to ETS were reported to have more behavioral problems than 

children who were not exposed to ETS (77). Fergusson et al. also demonstrated a 

statistically significant association between ETS exposure and childhood disruptive 

behaviors including conduct problems and attention deficit behaviors (87). These findings 

appear to correlate with results from Wakschlag et al. who found that maternal smoking 

lead to an increase in behavioral problems in male offspring (88). Other behavioral 

disorders such as attention deficit hyperactivity disorder (ADHD) have also been linked to 

ETS exposure (89, 90). 

The epidemiology suggests that ETS may cause cognitive and behavioral problems 

in children; however, not enough research has been conducted in this vital area to 

conclusively demonstrate this fact. The need for more research was emphasized by the 

U.S. Surgeon General’s report on ETS exposure (7). It is of particular interest that during 

the time period when researches were examining a link between ETS and developmental 

issues, others were beginning to link the cerebellum with some of the same cognitive and 

behavioral domains. 
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3.2. CEREBELLUM ARCHITECTURE 

The cerebellum is a highly folded brain region that is structurally conserved across 

mammals, including humans. Distinct layers can be observed within the folded cortex of 

the cerebellum. The outermost layer of the cerebellum is the molecular layer, which 

contains the dendritic arbors of Purkinje cells, and parallel fibers, the excitatory granular 

cell axons. The molecular layer also contains stellate and basket cells, which are inhibitory 

interneurons that synapse onto Purkinje cells. Below the molecular layer is a single-cell 

thick layer of Purkinje cells, which receive input from parallel fibers and form the 

inhibitory output of the cerebellar cortex. Below the Purkinje layer is the granular layer, 

which is the most densely packed compilation of neurons in the entire brain. Below the 

granular layer are white matter tracts that contain the myelinated axons entering the 

cerebellar cortex. Input into cerebellum occurs via climbing fibers and mossy fibers. 

Climbing fibers originate from the inferior olivary nucleous and synapse onto multiple 

Purkinje cells, but each Purkinje cell can only receive input from one climbing fiber. 

Mossy fibers on the other hand terminate onto granular cells. The organization of layers 

and connections of the cerebellum are relatively homogenous compared with other brain 

regions. The cerebellum matures later in development, much like the prefrontal cortex. 

Much of molecular layer formation, the most significant synaptic organization in the 

cerebellum, occurs after birth in both rats and humans. 

The cerebellum has long been recognized for its control of muscular coordination 

of complex movements and motor learning. However, neurobehavioral, neuroimaging, and 

clinical studies over the past twenty years have begun to identify the cerebellum as critical 
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to cognitive functions partially involving language and attention (91).  Neuroimaging 

studies have found a direct relationship between increased activation of the dorsolateral 

prefrontal cortex and the cerebellum during the completion of a cognitive task. This co-

activation has been seen during a wide variety of cognitive assessment task such as the 

verb generation task (92), verbal fluency task (93), Wisconsin card sorting task (94), and 

various other non motor, working memory tasks (95-97). The activation of the  dorsolateral 

prefrontal cortex and the cerebellum are critical parts of a neuronal circuit when a 

cognitive task is difficult for the participant, novel, under new experimental conditions, if a 

quick response is required, and if the participant must concentrate on the task at hand (98). 

Similar, findings were found in patients who were injured in the cerebellum. These patients 

fail typical tests associated with the prefrontal cortex such as verb generation (99), verb 

frequency (100), or working memory tasks (99). However cerebelluar injury patients have 

no trouble completing the Wisconsin card sorting test (101). The cerebellum has also been 

linked to attention and hyperactivity disorders such as ADHA, which incidentally have 

also been linked to ETS exposure. 

Often overlooked aspects of ADHD are motor control issues. Studies have found 

that many ADHD children also have poor motor control (102, 103). It has also been 

observed that boys with ADHD have smaller cerebellums relative to normal controls (104, 

105). The cerebellum has been shown to be vulnerable to perturbations during 

development. As early as 1975 Lynch et al. found an association between malnourishment 

of pregnant rats during gestation and lactation produced prodigy who showed signs of 

motor control deficiencies (106). Further quantitative stereological procedures at the light 
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and electron microscope levels found a 31% decrease in the synapse-to-neuron ratios of the 

granular layer, and a decrease in both the size and amount of Purkinje cells in rats who 

were undernourished during early postnatal life (107, 108). Exposure to alcohol was also 

reported to cause a decrease in Purkinje cell population of neonatal rats but not gestating or 

adult rats (109). The vulnerability in the postnatal state was further explored with x-ray 

irradiation and under nourishment induced injury in the cerebellum. These experiments 

discovered a vulnerable period from birth through postnatal day (PD) 21 in rats, where 

damage to the cerebellum resulted in sustained and functionally significant changes (110). 

Damage to the cerebellum following PD8 resulted in no significant motor deficits, but 

instead induced hyperactivity (111). Children with cerebellar hypoplasia exhibited 

significant impairments, but the most notable area affect was attention (91).   Combining 

all the evidence, we hypothesized that exposure to ETS during the vulnerable period of 

cerebellar development could result in perturbed formation, which consequently may be 

involved in cognitive and behavioral deficits potentially impacted by ETS. 

 

3.3. SYSTEMS BIOLOGY 

Systems biology is the holistic study of biological systems. Involved is the study of 

interactions from how a group of proteins act in a metabolic pathway, to how that 

metabolic pathway interacts with other pathways in a cell, to how that cell interacts with 

the cells around it, and so on. The key is the identification of the interactions and the 

elements that comprise them. In 2004, Weston et al. listed and explained five key elements 

that allowed for the emergence of systems biology as a field of study. The first was the 



32 

completion of the human genome project, which led to further discoveries on the mRNA 

and proteins in individual organisms and cell types. The second was the rise of cross-

disciplinary biological science, which has allowed for the combined knowledge of 

scientist, engineers, mathematicians, chemists and computer sciences. Next was the 

internet followed by the idea of biology as a science of information. Large amounts of data 

comprised of gene and protein sequences are now actively being sought out and shared 

between scientists over the internet. Finally advances in high-throughput platforms for the 

study of genomics, proteomics, and metabolomics have allowed the creation of massive 

amounts of data (112). Recently, advances in proteomics have placed it at the forefront of 

systems biology research (113, 114). 

Proteomics is the study of proteins encoded by a genome, their modification, 

dynamics and cellular function. The application of proteomics to systems biology follows a 

logical research progression from DNA to mRNA to protein. While they provide a wealth 

of information, mRNA levels only relate indirectly to protein levels, a balance between 

synthesis and subsequent processing. Also mRNA levels cannot detect biologically 

relevant changes at the protein level such as post translational modifications (PTMs), 

spacial information, and interactivity of proteins. However there have been many 

resources created for analyzing genomic data to discover gene or interactions and provide 

gene enrichment data. Enrichment analyses use computational methodology to determine if 

a set of genes or proteins exhibits statistically significant correlation to a specific function, 

localization or biochemical pathway relative to chance. The ToppGene Suite provides 

publically available tools for enrichment analysis that can be utilized to for enrichment 
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analysis, and display significant associations in molecular function, biological process, 

cellular component and pathways (115). Detailed mapping of relevant protein pathways 

can be accomplished using the KEGG database tools (Kyoto Encyclopedia of Genes and 

Genomes) (116, 117). Another valuable tool for understanding protein interactions is 

protein network analysis. The String database offers a publically accessible collection of 

tools to mine known and predicted protein-protein interactions (118). At the time of our 

research the String database contains information from 2,590,259 proteins across 630 

organisms. These tools allow a user to examine a proteomics data set that can include 

hundreds of responsive proteins to visualize interactivity and aide the investigator in 

deciphering relevance within the biological system. 

Chapters four and five represent a paradigm change to a holistic, systems biology 

experimental design in contrast with the reductionist design in chapter two. Chapters four 

and five are focused on elucidating the biochemical changes in the developing rat 

cerebellum initialized by utilizing a peptide-centric mass spectrometry approach. 

Bioinformatics allowed us to identify 662 responsive peptides to ETS treatment. Further 

analysis divulged relevant biochemical pathways and cellular structure modulated by ETS. 
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CHAPTER 4 

SYSTEMS BIOLOGY REVEALS ALTERED MITOCHONDRIAL 

PROLIFERATION AND METABOLISM IN DEVELOPING CEREBELLUM 

CONSEQUENT TO ENVIRONMENTAL TOBACCO SMOKE EXPOSURE 

4.1. ABSTRACT 

Postnatal environmental tobacco smoke exposure, ETS, has recently been linked to 

behavioral and cognitive deficits in children. The functional domains found affected by 

ETS are symptomatic of attention deficit hyperactivity and conduct disorders, which 

represent a substantial mental health burden in the United States and abroad. New clinical 

imaging on such diagnosed children reveals persistent evidence for abnormal morphology 

and function in the cerebellum. Our study aims to test how postnatal ETS exposure can 

alter the developing mammalian cerebellum, which may in part underlie the biological 

bases for functional deficits in exposed children.  In this study, ETS was administered 

during the vulnerable period of postnatal rat cerebellar development.  Using a label-free 

proteomics approach, we identified 662 peptide measures with a statistically significant 

response to ETS treatment. Bioinformatic tools were exploited to identify relationships 

within, and interpret the biological relevance of the results. ETS responsive data 

highlighted altered aerobic respiration, which was confirmed upregualted by orthogonal 

measures, along with molecular evidence for increase mitochondrial biogenesis mediated 

by dynamin 1 like protein. Molecular findings correlated with an ETS-induced two-fold 
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greater density of mitochondria within the cerebellum, observed by immunofluorescence 

and electron microscopy. A healthy mitochondrial morphology was also confirmed by 

electron microscopy with no discernible ultrastructural differences between groups. Results 

were consistent with an ATP-demand driven rationale for the ETS induced upregulation of 

aerobic respiration within an increased mitochondrial population. In all, this study 

demonstrates the successful application of a proteomics-based, systems biology approach 

to divulge novel neurobiology. Abnormal mitochondrial biogenesis in combination with 

increased ATP demand during the critical time of cerebellar synaptogenesis points to 

potential irregularity in synapse formation, which in future research may be found to 

underlie functional deficits associated with mental health issues in children. 

 

4.2. INTRODUCTION 

Recent epidemiological studies have reproducibly found a dose-dependent risk for 

behavioral and associated cognitive problems in children exposed to environmental 

tobacco smoke (ETS), otherwise known as secondhand smoke  (90, 119-124). Importantly, 

their findings were found to be independent of prenatal exposure (smoking during 

pregnancy) and in most cases were reported based on unbiased biofluid measurements, 

alleviating criticism of earlier studies with similar findings (79, 86, 87, 125). Postnatal ETS 

exposure was found to increase the incidence of inattention, hyperactivity, impulsivity, 

written and spoken language deficits and conduct problems. The affect of ETS on those 

domains was often assessed in direct association with diagnosed attention-

deficit/hyperactivity disorder (ADHD) and conduct disorder (CD), two comorbid mental 
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health concerns in children that may share an underlying neurological dysregulation (126, 

127). Findings from the epidemiology show a consistent effect with up to a 9-fold 

increased risk associated with postnatal ETS exposure dependent on the functional domain 

assessed, level of exposure, gender and race. These studies clearly addressed a call by the 

U.S. Surgeon General for further research (1), and concluded with the need to explore the 

biological mechanisms underlying the relationship between ETS exposure during brain 

development and functional deficits associated with ADHD and CD. 

 Preclinical research with in vivo models is instrumental to providing a foundation 

of biological mechanisms linking postnatal ETS exposure with neurodevelopmental affects 

(90, 121, 122, 128). Bias and confounding factors of cross-sectional epidemiological 

studies can be controlled within the laboratory, with biochemical and cellular 

measurements made directly on the mammalian brain following modeled ETS exposure. 

To that end, we modified our in vivo ETS model (129) to provide postnatal passive 

exposure to test an effect on the developing mammalian cerebellum.  A growing body of 

research demonstrates abnormal cerebellar morphology as one of the most prominent and 

consistent clinical imaging features that distinguishes children with ADHD or ADHD 

comorbid with CD from other children (104, 105, 130-134, 134, 134). The cerebellum, 

while commonly associated with motor coordination, is now known to regulate behavioral 

and cognitive functions through cerebello-thalamo-striatal-prefrontal cortex circuits. 

Domains with cerebellar involvement include attention, planning, working memory, 

spoken and written language and inhibition control (98, 100, 134-138), which match 

deficits found modulated by postnatal ETS exposure and that underlie symptoms 
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associated with ADHD and CD phenotypes (104, 139). Ultimately, there is a significant 

population at greater risk for such mental health problems in the United States due to 

postnatal ETS exposure. Consider that 50% of mothers who ceased smoking during 

pregnancy resumed within six months of delivery; one in five U.S. children are exposed to 

ETS in the home, 4.1 million under the age of 5; and that children under the age of 5 have 

the highest exposure levels due to an increase in respiration rate and little control over their 

environment (81, 140, 141). 

 The cerebellum is also distinguished by a late start to development relative to most 

other brain regions in mammals, to include humans. Research pioneered by Dobbing et al. 

established the precept of a vulnerable period for neurodevelopment. In humans, the 

vulnerable period for cerebellar development extends a year or more following birth (142-

145), while the corresponding period in the rat extends out to 21 days from birth (146, 

147). Animal research demonstrated dramatic cellular and functional affects on the 

cerebellum if damaged during the vulnerable period that could not be recovered once the 

period had closed, and that damage caused after this vulnerable period had less of an effect 

on function (98, 106, 107, 110, 111, 136-138, 148-150). Altman et al. even found distinct 

functional deficits depending on if the rat cerebellum was damage within the first or 

second week after birth, which resulted in motor deficits or pronounced hyperactivity, 

respectively (111). Thus, environmental exposure would likely have the greatest impact on 

cerebellar development during the vulnerable period with potential long term functional 

consequences. 
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 In the current study, we applied a systems biology approach to test our hypothesis 

that exposure to ETS during the rat cerebellar vulnerable period will result in measurable 

biochemical and cellular alterations that can influence development. The findings herein 

begin to build a foundation to discern the biological mechanisms by which postnatal ETS 

exposure may induce childhood deficits with cerebellar involvement that are symptomatic 

of ADHD and CD. We performed label-free proteomics as the foundation of our study to 

define the ETS-responsive neuroproteome. A host of available bioinformatic tools were 

exploited – enrichment analysis, pathway mapping and protein-protein network analysis – 

to elucidate the biological response to treatment and begin to understand its impact on 

cerebellar development. Our data interpretation was then substantiated by orthogonal 

molecular measures and microscopic evaluation at cellular and sub-cellular levels. 

 

4.3. EXPERIMENTAL PROCEDURES 

Animal Procedures and Tissue Collection- Timed-pregnant Sprague Dawley rats 

(n=8) (Harlan Laboratories, Indianapolis, IN) were order to allow five days of acclimation 

prior to birth. Food and water were provided ad libitum except during exposure, when food 

was removed. Litters were placed within a Teague TE-10 smoke exposure system (56) for 

3 h per day until PD 21. The TE-10 system was operated as described previously with the 

ETS concentration confirmed by daily gravimetric analysis of respirable suspended 

particulate. Carbon monoxide levels were also affirmed at sub 10 ppm, non-hypoxic levels. 

Litters were subdivided by treatment n=4 in the ETS exposed and room air only control 

groups. Brain tissues were collected and snap frozen in liquid nitrogen three days after 
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completed the ETS exposure, which allowed assessment of a lasting rather than a transient 

effect of ETS just after the cerebellar vulnerability period would normally end. Animal 

weight was recorded every 3
rd

 day, with no statistical difference found between groups 

throughout the study. All procedures conformed to the U.S. Public Health Service policy 

with approval by the institutional Animal Care and Use Committee.    

Sample Preparation- Collected cerebella were bisected at the sagittal midline with 

one half processed by a three part protein extraction procedure. First, the tissue was 

homogenized and incubated for 90 min at 4⁰C in an aqueous buffer absent detergents or 

reducing agents but containing Complete Protease Inhibitor Cocktail (Roche Biochemicals, 

Indianapolis, IN) and Phosphatase Inhibitor Cocktails 1 and 2 (Sigma, St. Louis, MO). 

After centrifuging the homogenate at 15,000 g for 20 min the supernatant was collected 

(Matrix Extract). Second, after washing the pellet, it was resuspended in an analogous 

buffer with the addition of DTT (1 mM) and triton X-100 (1% v/v) and incubated for 90 

min at 4⁰C before collecting the supernatant (Membrane Extract 1).  The remaining pellet 

was then washed and resuspended in 60% triton buffer / 40% isopropanol, incubated as 

before, and then a third supernatant was collected (Membrane Extract 2). Protein 

concentrations were determined using a Pierce 660 assay kit (Thermo Scientific, Rockford, 

IL). 

Cerebellum lysates, 100 μg each, were exchanged into 25 mM ammonium 

bicarbonate (ABC), pH 8, containing 0.1% Rapigest surfactant (Waters, Milford, MA) 

using Millipore Microcon YM-10 centrifugal filters (Billerica, MA) per manufacturer 

instructions. Fresh DTT was added to a 5 mM final concentration and lysates were heated 
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at 60⁰C for 30 min. After cooling, lysates were alkylated with fresh idioacetamide (15 mM 

final concentration) for 30 min in the dark. Lysates were digested overnight with modified 

trypsin (Promega , Madison, WI) at an enzyme to protein ratio of 1:100. Digests were then 

vacuum-dried and reconstituted in 50 μL of 100 mM ammonium formate (pH 10). 

Two-Dimensional Liquid Chromatography-Tandem Mass Spectrometry-  

Protein digests (4 μL each) were sequentially injected in a treatment-interspersed order 

onto a two-dimensional nanoACQUITY UPLC system (Waters) for tandem reversed-phase 

(pH 10) / reversed-phase (pH 2) separation online with a Waters Synapt HDMS mass 

spectrometer. Injected peptides were subdivided into 4 fractions using step-elution off of a 

BEH130 300 μm x 50 mm C18 column and trapped onto a Symmetry 180 μm x 20 mm C18 

column using 20 mM ammonium formate (pH 10) in water and acetonitrile mobile phases. 

Trapped peptides were then gradient eluted off of a BEH130 75 μm x 150 mm C18 column 

using 0.1% (v/v) formic acid in water (A) and 0.1% formic acid in acetonitrile (B) as 

follows: 8% up to 30% B in 45 min, up to 50% B in 15 min, up to 85% B in 1 min, hold 

for 4 min and then equilibrate back at 8% B for 15 min. Peptides were electrosprayed into 

the mass spectrometer, which was operated in V-mode with a nominal resolving power of 

10,000. An external standard of [Glu1]-fibrinopeptide B (100 nM) sampled every 30 s 

facilitated accurate mass correction. Data were acquired via data-independent analysis 

(151, 152), with a precursor ion scan (m/z 400 to 1,500) followed by a product ion scan 

(m/z 100 to 1,500) each second. The instrument was mass calibrated daily using fragment 

ions from the external standard with an RMS mass accuracy within 1.5 ppm.  A standard 

Ecoli tryptic digest (1 ug injected) was analyzed using a single 60 min gradient elution 
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profile following each daily batch of samples for quality control assessment of system 

performance prior to injecting the next sample batch.  

Mass Spectrometry Data Processing-  Continuum mass spectrometry data were 

processed using Waters Protein Links Global Server (PLGS) software version 2.4 as 

described elsewhere (153). During preprocessing, precursor and product ions above 250 

and 100 count thresholds, respectively, were charge-state reduced, isotope deconvoluted 

and accurate mass corrected. Product ions were time aligned to precursor ions within ± 

0.05 min of their chromatographic peak apex and validated based on their chromatographic 

peak width and the product to precursor peak area proportion. Preprocessed data were 

summarized by monoisotopic reduced mass (MH+), peak apex retention time (RT) and the 

combined chromatographic peak area for all isotopes and charge states. Ion tables for each 

chromatographic fraction were merged combining data within ± 7 ppm mass and ± 0.5 min 

RT tolerances, producing one ion table per protein extract, per biological sample.  The 

PLGS Ion Accounting protein database search engine parsed each ion table against a 

UniprotKB Rattus Norvegicus specific fasta format database (2010_06 release) combined 

with its reversed-sequence decoy entries. Parameters selected for trypsin specificity, one 

missed cleavage, fixed carbamidomethyl cysteine modification, variable methionine 

oxidation and neutral loss of ammonia or water. Serial searches were performed to 

consider no additional post-translational modifications (PTMs), then variable 

phosphorylation and finally variable glycosylation.  

Alignment of Ion Tables Across Biological Replicates- Ion tables for each 

sample (n=8) were aligned by precursor ion MH+ (± 7 ppm) and RT (± 0.5 min) utilizing 
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the PLGS Expressions package (154). Aligned results were generated separately for Matrix 

Extract data and Membrane Extract data, the later comprised of merged ion tables from 

Membrane Extracts 1 and 2 that shared measures from a common sub-cellular origin. 

Search engine results were superimposed the Matrix and Membrane ion tables, resolving 

reproducible peptide identifications across biological replicates. Aligned ion tables were 

filtered to select peptide measures quantified in  75% of biological replicates within a 

group. Peak area values were collapsed together when split by experimental events such as 

missed-cleavage, methionine oxidation and neutral loss. Afterward, a single biologically-

relevant measure was reported under the MH+ and sequence of the most massive collapsed 

entry. The cleaned Matrix and Membrane Extract ion tables were combined, and all entries 

were defined by a unique identifier based on peptide sequence, its integer MH+ value and 

the protein extract of origin. Data were sorted by their peptide score and filtered to an 

estimated 1% false discovery rate using a decoy database method. 

Statistical Analysis of Final Ion Table Data- Data were imported into the 

quantitative proteomics package DanteR (ver. 1.0.1.0, Pacific Northwest National 

Laboratory, omics.pnl.gov/software) (155, 156). Chromatographic peak area values were 

log2 transformed and normalized (linear model), providing median-centered, normal 

distributed peptide measures across biological replicates. Group-selective missing values 

were identified; i.e., quantitative measure were absent from all biological replicates in one 

group but present in replicates of the other group. Those non-random missing values were 

deemed biologically relevant, symptomatic of a group-specific divide about the analytical 

detection limit. Imputation values were simulated to reflect a Gaussian distribution about a 
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mean equal to the minimum measure within the relevant group and having a distributed 

proportional to the median empirical variance across all variables in that group (157, 158). 

One-way ANOVA hypothesis testing was performed within DanteR using treatment as the 

independent variable. The significance level (alpha) was corrected for multiple measures 

(k=15,197) using an FDR method to control the family-wise error rate to 5% (159, 160). 

Interaction Informatics- Measures found statistically responsive to ETS treatment 

reflected putative modulation of protein or protein family abundance, localization or 

modification. The ETS-responsive neuroproteome was summarized by Uniprot database-

derived protein symbols, which correlate to HGNC stem symbols common across all 

vertebrate species. Protein enrichment analysis was performed against GO annotation 

terms (biochemical process and cellular component) and biochemical pathways accessed 

from eight public databases using a Fisher’s inverse chi-square method with Bonferroni 

correction (initial alpha 0.05) (ToppGene (115, 161)). Detail on enriched pathways was 

assessed through the KEGG Pathway Database (116, 117). Proteins associated with the 

GO term Mitochondrion (GO:0005739), the most significant enriched cellular component, 

were analyzed further using protein-protein network analysis (STRING Database Ver. 8.3, 

(162)) with the following parameters: a minimum interaction confidence score of 0.5,  10 

interactors and impute ten intervening nodes. Network results were displayed in the 

evidence view mode applying MCL clustering. 

Immunoblot Analysis-  Protein-balanced samples (n=4 per group) were resolved 

using the NuPAGE gel system, 4–12% Bis-Tris gels and MOPS running buffer 

(Invitrogen, Carlsbad, CA). Separated proteins were transferred to PVDF membrane 
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(Millipore) via a semi-dry method. Membranes were probed with the following primary 

antibodies: Hexokinase-1 (Sigma-Aldrich) at 1:400, adenosine triphosphate (ATP) 

synthase 5A (Abcam, Cambridge, MA) at 1:1,000, Dynamin 1-Like Protein (Origene, 

Rockville, MD) at 1:500, and calretinin (Abcam) at 1:1,000. IgG HRP-conjugated 

secondary antibodies and the SuperSignal West Pico chemiluminescence detection kit 

(Thermo Scientific) were used following manufacture instructions. Blots were imaged on 

an Image Station 4000MM Pro CCD imager (Carestream Molecular Imaging, Rochester, 

NY) with net gray-level intensity measured from 16-bit images. Statistical testing was 

performed using a Student’s t-test method with correction for multiple-testing using the 

Holm-Bonferroni method (initial alpha 0.05). 

Immunofluorescence Microscopy- Fresh frozen cerebella were bisected at the 

midline and mounted for sagittal sectioning starting at a depth of 1 mm from the lateral 

surface. Cryosections (10 µm) were collected from cerebellar tissue, n=4 per group. 

Sections were fixed in 3% paraformaldehyde, washed and blocked with 5% milk 

containing 0.3% triton X-100. The mitofilin primary antibody (MitoSciences, Eugene, OR) 

was diluted 1:500 (v/v) in blocking buffer and incubated overnight at 4⁰C.  Alexa Flour 

Dye conjugated secondary antibody (Invitrogen) was applied (1:1000) and incubated at 

room temperature for 1 h in the dark.  Sections were mounted in Vectashield soft set 

medium containing DAPI stain (Vector Labs, Burlingame, CA). All sections were 

visualized on a Zeiss AxioImager A1 fluorescence microscope utilizing identical 

parameters. Images of the molecular layer, granular layer and white matter were captured 

per section. Grouped by anatomical layer, images were deidentified and then sorted into 
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two groups by a blind observer for qualitative differentiation. Fractional area ROI analysis 

was completed in ImageJ (163). Statistical testing was performed using a Student’s t-test 

method with correction for multiple-testing using the Holm-Bonferroni method (initial 

alpha 0.05). 

Transmission Electron Microscopy- Sagittal sections from ETS and control 

tissues were collected as above, but at a 50 µm thickness. Sections were fixed with 2% 

glutaraldehyde, 2% paraformaldehyde in Millonig’s buffer for 60 min at 4⁰C and post-

fixed in 1% osmium tetraoxide for 2 h. Sections were then dehydrated, transitioned 

through propylene oxide and then infiltrated overnight in Embed 812 (Electron 

Microscopy Sciences, Hatfield, PA). Sections were flat-embedded between vinyl slides 

and viewed via a light microscope to excise from the molecular layer. Thin sections (80 

nm) were collected by ultramicrotomy onto copper 300 mesh Gilder thin bar grids 

(Electron Microscopy Sciences), which were stained in lead citrate and uranyl acetate. 

Micrographs were collected on a Jeol JEM-1230 transmission electron microscope 

equipped with a CCD camera. Mitochondria per field were counted and encircled across 

five micrographs per group using a stereological template within ImageJ (177 

mitochondrial in total). Measurements included mean mitochondria area per group (Mito. 

Area), mean Fractional Area (% of total field area occupied by mitochondrial) and the 

number of mitochondria per field (Mito. Density). Statistical testing was performed using a 

Student’s t-test method with correction for multiple-testing using the Holm-Bonferroni 

method (initial alpha 0.05). 
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4.4. RESULTS 

Neuroproteomic Analysis- The research design summarized in Fig. 1 was 

employed to test the effect of ETS treatment on the developing cerebellar neuroproteome. 

Proteins soluble within the cytosol, neucleosol and mitochondrial matrix (Matrix Extract) 

were resolved from membrane tethered or integrated proteins (Membrane Extract) using an 

optimized multistep extraction protocol (164). The enriched subproteomes exhibited a 

minimal 18% overlap, with 92% selectivity for known matrix-associated proteins and 81% 

selectivity for known membrane-associated proteins. Results from label-free, data-

independent analysis included 138,212 raw precursor ion scan measures across group 

replicates (Fig. 2), of which 41,840 were associated with a peptide sequence.  Further 

processing as summarized in Fig. 1B was required to remove redundancy and limit the 

false-positive sequence identification rate. 

Raw mass spectrometry results were confounded by experimental events such as 

neutral losses, methionine oxidation and missed-cleavage; thus, reproducible, but 

biologically redundant measures were collapsed under a single representative peptide ion 

with the largest MH+.  The split intensity data were summed for relative quantification of 

biologically distinct measures between groups. Reduced peptide data contained unique 

entries distinguished by their peptide sequence, MH+ and protein extraction source. These 

data were then filtered to an estimated 1% false sequence identification rate using a decoy-

database method, providing the final list of 15,197 unique measures. Intensity values were 

log transformed and normalized prior to ANOVA statistical testing. After  
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Fig. 4-1: Experimental Workflow. A, Schematic of sample processing and ion data 

generation steps. Replicate samples were processed using sequential protein extractions 

followed by two-dimensional reversed-phase tandem mass spectrometry (2D-RPRP-

MSMS) of tryptic digests. Ion data were searched against a rat protein database, aligned 

across all biological replicates and filtered for within-group reproducible measures.  B, 

Schematic of bioinformatics performed. Ion data were post-processed to collapse 

biologically redundant ion measures, normalize ion area measures, impute for non-random 

missing values and perform statistical testing. Results were assessed by enrichment, 

pathway and network analyses, with biological interpretation substantiated by orthogonal 

molecular and cellular measures. 
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Fig. 4-2: Analysis of reproducible ion data confirms a significant response to ETS-

treatment. Based on over 10
5
 reproducible ion measures, we were able to discern 

quantitative data on 15,197 unique peptide measures distinguished by their sequence 

(limited to an FDR of 1%), their reduced mass (delineates variably modified sequences) 

and their extract of origin (matrix or membrane). Following ANOVA testing, 662 of the 

unique peptide measures were discerned as statistically significant in response to ETS 

treatment at a corrected alpha of 0.0049 using the Benjamini and Yekutieli FDR method to 

limit the family-wise error rate to 5%. A volcano plot depicts the quantitative response to 

ETS treatment. The number of responsive peptides was near-equally split between elevated 

and lowered levels and one-third of responsive peptides were identified with a post-

translational modification. 
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correcting the significance level for performing multiple measures (alpha = 0.0049 for an 

estimated 5% type 1 error rate), 662 peptides were found as statistically responsive to ETS 

treatment. The volcano plot in Fig. 2 illustrates the range of responses to ETS treatment. 

The median group-mean difference among responsive measures was 2.3-fold with a lower 

quartile cutoff at 65% change and an upper quartile cutoff at 5.2-fold change. The number 

of increased and decreased ETS-responsive peptides was about even as expected from a 

normal distribution, with 57% found within the membrane extract. 85% of responsive 

peptides were found to be isoform specific relative to the target protein database. Of the 

responsive peptides, 32% were identified as differentially phosporylated and 5% 

differentially glycosylated.  

Bioinformatic Analysis- An ETS-induced change in protein function may be 

represented by one or more responsive peptide due to protein modification (e.g., 

phosphorylated or glycosylated), altered expression, altered catabolism or translocation 

between spatial compartments (e.g., between matrix and membrane-tethered states). 

Further, biologically induced responses will involve protein-protein interaction, whereby 

significant biochemical events can be elucidated through the interactivity among 

responsive elements. We thus employed several bioinformatic tools to reveal associations 

within the ETS-responsive neuroproteome. Enrichment analysis was performed to identify 

statistically overrepresented annotated biochemical pathways within the responsive data. 

The results shown in Fig. 3A illustrate a concerted response among all protein pathways 

involved in aerobic respiration, to include statistical overrepresentation  
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Fig. 4-3: Enrichment and pathway analyses illustrate a prominent affect of ETS 

treatment on aerobic metabolism.  A, Protein enrichment analysis performed using the 

Toppgene suite of bioinformatic tools identified statistically significant associations 

between ETS responsive data and aerobic respiration pathways of electron transport chain 

(ETC), glycolysis and the tricarboxylic acid cycle (TCA). Denoted p-values were 

calculated using a Fisher’s inverse chi-square method with a Bonferroni correction of the 

significance factor for multiple testing. The percentage of covered protein elements for 

each indicated pathway is presented within parentheses. B, ETS-responsive proteome 

superimposed the KEGG global metabolism reference map. Elements identified within the 

responsive data are shown in bold red, and denote near-complete coverage of aerobic 

carbohydrate metabolism. 
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of electron transport chain (ETC), glycolysis and the tricarboxylic acid (TCA) cycle. 

Superimposed the KEGG global metabolic pathways reference map, the ETS-responsive 

neuroproteome exhibits a focused, near-complete coverage of aerobic carbohydrate 

metabolism (Fig. 3B). 

The ETS-responsive data were also enriched in mitochondrion-associated proteins 

(28% of the ETS-responsive neuroproteome) tied with the GO term GO:0005739 (p = 

5.33e-29). Associations amongst those proteins were further assessed by protein-protein 

network analysis (Fig. 4), which revealed interactivity between and beyond that annotated 

in traditional biochemical pathways. As expected from the enrichment analysis, enzymes 

associated with pyruvate processing (e.g., TCA and associated metabolic side-reactions) 

and ETC complexes (1, 2, 3 and 5) were well represented protein clusters. Phosphate 

shuttling, chaperone and proteasome complex proteins represented three other major 

protein clusters. Hexokinase 1 (Hk1), the loan glycolytic protein present in Fig. 4, is 

known to traffic to and from the outer mitochondrial membrane to regulate glycolysis.  

ETS Amplified Aerobic Respiration Machinery- Aerobic respiration within the 

brain depends near-exclusively on metabolism of glucose to fuel oxidative phosphorylation 

within mitochondria. Hk1 is the key regulator in the glycolytic aspect of this process, being 

the first, rate-limiting enzymatic step of a chain reaction involving 9 other enzymes that 

were also found responsive to ETS (Fig. 5A). Under ATP demand, glycolysis is regulated 

by increased HK1 binding from the cytosol to the outer-mitochondrial membrane, whereby  
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Fig. 4-4: Mitochondrion-associated proteins enriched within the ETS-responsive data 

denote a prominent effect on phosphate dynamics. Protein-protein network analysis 

using the String Database bioinformatics package revealed distinct clusters associated with 

the processing, use and shuttling of phosphate. MCL clustering was performed to define 

protein-protein interactive groups as encircled and labeled. A large array of mitochondrial-

associated proteins involved in the downstream processing of pyruvate were found 

responsive, which provided the necessary input for oxidative phosphorylation via the 

electron transport chain (ETC). Multiple components of ETC complexes 1, 2, 3 and 5 are 

defined. Two protein clusters denote elements involved in chaperone and proteasome 

protein processing that are ATP-dependent. Last, we observed a large group of proteins 

involved in phosphate shuttling (e.g., phosphate exchanged across the mitochondrial 

membrane, conversion of AMP to ADP or ATP to NTP). 
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Fig. 4-5: ETS treatment induced an aerobic respiration-dependent increase in 

glycolysis. A, Glycolytic pathway diagram with ETS-responsive elements colored in red. 

Results were generated via imputing responsive elements into the KEGG pathway database 

tool, depicting a response in all enzymes associated with the glycolytic pathway. Glucose 

processing by hexokinase 1 (Hk1) is the rate-limiting step that is regulated by ATP 

demand on mitochondria. B, Heatmap representation of ETS-responsive peptide measures 

for Hk1, which denote a shift from a matrix to a membrane-tethered localization. P-values 

calculated from ANOVA testing are denoted for each peptide measure. C, The 

translocation of Hk1 was confirmed by orthogonal immunoblot analysis, with D, a 

proportional decrease in the matrix extract and increase in the membrane extract of the 

ETS group.  (Mean ± S.E.M.) Symbols indicate significant differences from control 

(*p≤0.015) by a Student’s t-test method with correction for multiple testing via a Holm-

Bonferroni method. 
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HK1 activity is increased. Such a compartmental shift is suggested from the profiles of 

Hk1 responsive peptides. As illustrated in Fig. 5B., non-modified HK1 peptides are down 

in the matrix and up in membrane extracts of the ETS group. Further, phosphorylated and 

glycosylated HK1 motifs were found to be ETS responsive and may play a regulatory role 

in this process.  HK1 translocation was substantiated by orthogonal immunoblot results, 

with a proportional decrease of cytosolic HK1 and increase of membrane-tethered HK1 

(Fig. 5C & D).   

Mitochondrial function is critical for meeting the ATP demands of the developing 

brain. Figures 3 and 4 illustrate the sizeable overlap of the ETS-responsive neuroproteome 

with TCA and ETC mitochondrial processes that culminates in oxidative phosphorylation 

by ATP synthase (ATP5, ETC complex 5). ATP5 is the multi-protein complex that is 

directly responsible for ADP to ATP conversion. Measures of non-modified ATP5 

responsive peptides all exhibited heightened levels with ETS treatment and span across 

nine ATP5 protein subunits (Fig. 6A). Immunoblot data confirmed a greater amount of 

ATP5A with ETS treatment.   

Taken together, the presented data indicate greater aerobic respiration capacity, 

from HK1 through ATP5, in response to ETS-treatment. The compelling mitochondrial 

association warranted further assessment. The rate of mitochondrial biogenesis in the 

cerebellum is most rapid during the study period as required for initial neuronal process 

outgrowth and synaptogenesis. ETS-treatment may modulate this biogenesis based on 

synaptogenesis-induced demand or as an effect of reactive oxygenated species (ROS) 

induced stress on mitochondrial integrity and function. 
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Fig. 4-6: ETS treatment induced an increase in ATP synthase associated with greater 

mitochondrial biogenesis/fission activity. A, Heatmap representation of ETS-responsive 

peptide measures for ATP synthase (ATP5), which denote a concerted increase in non-

modified peptides associated with five different protein components of the complex. P-

values calculated from ANOVA testing are denoted for each peptide measure. Immunoblot 

data confirmed a statistically significant increase ATP5A over control. B, Heatmap 

representation of peptide measures for dynamin 1 like protein (Dnm1l). Increased levels of 

Dnm1l denote greater mitochondrial biogensis/fission activity. P-values calculated from 

ANOVA testing are denoted for each peptide measure. Immunoblot data confirmed an 

increase in Dnm1l within the matrix and membrane extract. (Mean ± S.E.M.) Symbol 

indicates significant differences from control (*p≤0.015) by a Student’s t test method with 

correction for multiple testing via a Holm-Bonferroni method. 
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ETS-Altered Mitochondrial Biogenesis/Fission- Dynamin-like protein 1 (Dnm1l), also 

known as Drp1, is critical to mitochondrial biogenesis/fission and influences trafficking of 

mitochondria within developing neuronal processes (165, 166). Responsive Dnm1l 

peptides (non-modified) concertively exhibited a greater intensity within the ETS group 

(Fig. 6B). Dnm1l is primarily found in the cytosol, but a small quantity will bind to the 

mitochondrial membrane to initiate the fission process. Immunoblot results confirmed a 

greater Dnm1l abundance in the ETS group, up within matrix and membrane extracts by 

125% and 43% over control, respectively. Phosphorylation is known to be involved in 

signaling Dnm1l translocation. We observed reduced phosphorylation at serine 637 within 

the ETS group (p = 0.026), a phospho motif known to exhibit an inverse correlation with 

mitochondrial fission activity (167). Further, the ETS-responsive data did not highlight any 

opposing fusion-associated factors such as mitofusin. Thus, the Dnm1l measures suggest 

increased signaling and activity of mitochondrial fission in the absence of evidence for an 

opposing process. Confirmation of an increased mitochondrial system response required 

cellular observations. 

The mitochondrial marker mitofilin was selected for immunohistological 

assessment of cerebellar sections. Mitofilin was considered ideal in that it provided a 

uniform staining across inner and outer aspects of the organelle and was known to be 

uninvolved in mitochondrial fission and fusion dynamics (168). Mitofilin fluorescent 

images were captured from the cerebellar white matter, the molecular layer and the inner 

granular layer, which were all in flux during the study period (Fig. 7A). First, qualitative 

differences between treatment groups were assessed in all three areas by a blinded  
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Fig. 4-7: ETS exposure induced a 2-fold increase in mitochondrial density with no 

aberrant morphology. A, Representative micrographs of mitofilin immunofluorescence as 

observed in the white matter (WM), molecular layer (ML) and granular layer (GL) of 

cerebellum sections from ETS exposed and control groups. Scale bar: (in WM-ETS) 100 

µm. B, Average fractional area measures normalized to control were calculated for the 

three regions of interest from n=4 animals per group. C, Representative electron 

micrographs of mitochondria within the ML for ETS and control groups. Outer 

mitochondrial membrane and cristae morphology are consistant between groups and 

appear healthy. Scale bar: 200 nm. D, Measures of fractional area, mitochondrial area and 

mitochondrial density measured by counting and encircling individual mitochondrial 

observed over n=5 replicate electron micrographs per group taken from within the ML. 

Measurements were made on mitochondria within or bordering the upper and right-hand 

edge of the stereological template. (Mean ± S.E.M.) Symbols indicate significant 

differences from control (*p≤0.01) by a Student’s t-test method with correction for 

multiple testing via a Holm-Bonferroni method. 
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observer, in particular for the granular layer. Subsequent fractional area measures 

substantiated statistically significant increases in mitofilin occupied area within the three 

regions of interest (Fig. 7B), which was most prominent in the molecular layer at 2-fold 

over control. Also, increased mitofilin staining was measured in the soma of Purkinje cells 

(p = 0.007) with ETS treatment (data not shown). These data suggest an ETS-induced 

increase in mitochondrial biogenesis/fission; although, an increase in mitochondrial size 

would also result in greater mitofilin area measures.  

Observations on individual mitochondria were resolved by electron microscopy. 

Stereological measurements of mitochondrial counts and area were recorded within the 

molecular layer. Relative to the total frame area, the fractional area occupied by 

mitochondria was 2-fold greater in the ETS group (Fig. 7D), which was consistent with the 

immunofluorescence data. Average mitochondrial size showed no statistically significant 

difference between groups (n = 177 mitochondrial measures); whereas, the number of 

mitochondrial observations within a given field (density) was significantly greater within 

the ETS group. Morphology within both groups was consistent with a healthy appearance. 

Analysis of mitochondrial ultrastructure revealed no discernible difference between groups 

as confirmed by blinded experts (Fig. 7C). With no evidence for an association with 

apoptosis in the neuroproteomic or microscopy findings, the greater mitochondrial 

biogenesis/fission activity observed within the ETS group, evidenced by the presented 

molecular and cellular results, is most consistent with an increased demand for ATP as met 

by an assessed upregulation of aerobic respiration pathways. 
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4.5. DISCUSSION 

 

 The experimental design outlined in Fig. 1 permits us to account for a range of 

protein regulatory events in response to ETS treatment. Inherent to bottom-up proteomics 

is the direct measurement of peptides, which provides information on post-translational 

dynamics imperceptible to genomic studies. Altered expression, while important, is but 

one of many proteomic responses to a stimulus. Post-translational modification and protein 

translocation are two other important proteomic events considered in this study that 

underlie altered function. Indeed, a full third of our ETS-responsive measures were 

identified as phosphorylated or glycosylated (Fig. 2), which independently can represent an 

important change in the regulation of a protein’s function. Results for Dnm1l are a good 

illustration of the multi-faceted responsiveness to ETS treatment. The non-modified Dnm1l 

peptides (Fig. 6) all exhibited an increase within the ETS group, while the serine 637 

containing phosphopeptide was decreased. The former data suggested greater Dnm1l 

abundance while the later is known to signify increased signaling for fission activity (169). 

Taken together, these differential measures support one another in terms of their biological 

relevance, despite the inverse quantitative response to ETS treatment. 

Our experimental design also afforded rudimentary assessment of ETS-induced 

spatial dynamics. Increased separation is well known to extend proteome coverage; 

however, it is advantageous to consider fractionation steps that also retain information 

pertinent to the biology, such as protein localization. Hk1 results aptly illustrate the insight 

attained with even the most basic spatial discrimination. Data in Fig. 5 demonstrate the 

altered partitioning of HK1 from a cytosolic to a membrane associated state in response to 
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ETS treatment that would otherwise have been concealed without spatial separation. Hk1 

translocation to the outer mitochondrial membrane governs the rate of glycolysis under 

aerobic respiration (170). 

Reproducibility and statistical stringencies were employed to control for random 

and systematic experimental error. All measures were observed in 75% of biological 

replicates, and samples were processed and analyzed in an experimental treatment-

interspersed order. Type I error was controlled such that of 662 ETS-responsive measures, 

an estimated 33 were false detections and 7 had falsely indentified sequences. The 

responsive data exhibited enrichment in isoform-specific peptides portending relevance to 

the biology.  A differential response of one individual member or an opposing response by 

multiple members of a larger protein family could be diluted when assessed by common 

peptide measures. Independent quantitative analysis of isoform-specific peptides provided 

a more straightforward measure of dynamics among individual translated products (171, 

172). We also recognized that some of the non-modified peptide measures were likely 

confounded by uncharacterized, but potentially biologically relevant modifications. Aware 

of the above, all responsive measures were considered as only putative indications of a 

reaction by their parent proteins to ETS treatment. Relevance to the biology was based on a 

concerted response elucidated through protein-protein interactivity.  

Enrichment analysis revealed significant overrepresentation of aerobic metabolic 

processes (Fig. 3). Further analysis of the ETS-responsive neuroproteome displayed near-

complete coverage of all enzymes involved in aerobic respiration pathways (Figs. 3 & 4). 

The initial regulator of those pathways is HK1, which was found to translocate from a 
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matrix to a membrane associated state in response to ETS (Fig. 5). Heightened oxidative 

phosphorylation activity is known to be regulated through recruitment of more HK1 to the 

outer mitochondrial membrane, where it will utilize ATP derived directly from the 

intramitochondrial compartment (170). The involved mechanism entails a change in the 

conformation of the C-terminal binding sites of HK1, which is known to be affected by 

ATP5 activity (173). In this way, the rate of glycolysis is physically coordinated with the 

rate of oxidative phosphorylation at ATP5, providing for an ATP-demand dependent 

regulatory link between the two under aerobic respiration. Results in Fig. 6 support this 

link by illustrating increased ATP5 with ETS-treatment. ATP-demand driven HK1 activity 

may also be regulated by post-translational modification (174, 175). A host of kinases and 

phosphotases have been shown to act on HK1, altering its activity. To our knowledge, Fig. 

5 presents two novel phosphorylation motifs and one O-glycosylated that may be involved 

in regulating HK1 under aerobic respiration.  

High ATP-demand is normal during neuronal process outgrowth and 

synaptogenesis. Manufacture and vesicular transport of building elements to the neuronal 

growth cone is ATP intensive. Chaperone and proteasome activities found responsive to 

ETS treatment (Fig. 4) are two examples of ATP-dependent processes involved in neurite 

extension. An upsurge vesicular transport activity happens as the axon approaches a target 

and synaptic building blocks are focused. Synaptogenesis activity is proportional to the 

rate of aerobic respiration. Hence, neurite outgrowth and synaptogenesis will affect the rate 

of mitochondrial biogenesis (176, 177). Enrichment analysis showed the mitochondrion to 

be the most ETS-responsive subcellular component. As neurites grow, there is a need to 
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generate more, smaller mitochondria that can be easily transported. Then as synapses form 

there is a surge in mitochondrial biogenesis to populate the pre- and post-synaptic 

densities. Mitochondrial biogenesis/fission activity is controlled via Dnm1l, a GTPase 

protein that forms a spiral structure that constricts and pinches a mitochondrion in two 

(178). Upon examination of the neuroproteomic results, Dnm1l was the only mitochondrial 

fission or fusion associated protein found to be responsive to ETS-treatment. Results 

indicate ETS-induced calcineurin-mediated modification of and an increase in Dnm1l, 

which are consistent with greater mitochondrial biogenesis activity (167). 

There are at least two possible explanations for increased Dnm1l mediated 

mitochondrial fission after ETS-treatment, both with potential functional implications for 

the developing cerebellum. First, mitochondrial fission activity may be induced consequent 

to increased biogenic demand, particularly by an ETS modulation of synaptogenesis that is 

the most prominent cellular activity during the exposure period. Were this true, our data 

would indirectly suggest that postnatal ETS treatment results in abnormal synapse 

formation in the cerebellum or at least the timing thereof, which could contribute to 

functional deficits. Li et al. recently demonstrated that overexpression of Bcl-XL increased 

synaptogenesis and mitochondrial biogenesis in tandem through a Dnm1l mediated 

process, further tying these two events together in development (179). Pharmacological 

nicotine administration has also been shown to modulate synaptic plasticity, suggesting 

that it may be at least one of the responsible components in ETS (180). Prenatal 

administration of nicotine has long been shown to influence attention, activity and 

cognitive functions associated with ADHD and CD as recently reviewed elsewhere (181); 
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however, findings have been confounded by the dose, route and timing of administration, 

limiting a clear clinical correlation with postnatal ETS exposure. The present study 

addressed those limitations, administering a clinically relevant dose of nicotine as well as 

the other active compounds contained in actual ETS via passive breaking, and during a 

postnatal period of vulnerability for a brain region known to be involved in the 

pathobiology of ADHD.  We acknowledge that no model is a perfect correlate. The exact 

timing cannot be exactly correlated between species and the rodent brain is well known to 

differ in some respects from the human. 

In the second scenario, stress-induced apoptotic cell death may underlie ETS 

increased Dnm1l triggered mitochondrial fission as described in detail elsewhere (182-

184). Tobacco smoke condensate has been shown to induce mitochondrial dysfunction in 

vitro accompanied by a significant perturbation to mitochondrial morphology with 

increased ROS (21, 185, 186). Excessive mitochondrial fission with degraded morphology 

and function is typical within a stress-induced pro-apoptotic environment as mitochondria 

are broken down as part of controlled cell-death (169, 184, 187). Indeed, mitochondrial 

dysfunction and excessive fission has been associated to a wide range of neurodegenerative 

disorders, including Parkinson’s and Alzheimer’s diseases (166, 169, 187-189). 

Ultimately, either scenario required examination at the cellular level to substantiate an ETS 

effect on the mitochondrial population. 

Mitofilin-stained mitochondria were assessed by immunofluorescence microscopy 

(Fig. 7A & B). Qualitative analysis by a blinded observer revealed distinct differences in 

intensity and distribution of the fluorescence between treatment groups. Quantification of 
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the fractional area occupied by mitochondrial showed as much as a 2-fold increase that was 

statistically significant in ETS over control within the white matter, molecular layer, 

granular layer and Purkinje cell body. Immunofluorescence results, thus, substantiated a 

pronounced affect of ETS treatment on mitochondria across all layers of the cerebellum, 

implying an effect on granular and Purkinje cell types. However, additional data were 

needed to confirm that the fractional area was increase due to a greater population of 

mitochondria (i.e., fission activity) rather than a size increase (i.e., fusion activity). 

Electron microscopy provided the decisive evidence for greater mitochondrial 

biogenesis/fission activity induced by ETS treatment (Fig 7C & D). Measurements were 

collected on individual mitochondria within the molecular layer. The results substantiated 

a 2-fold increase in the number of discrete mitochondrial observations per area (Mito. 

Density) within the ETS group, while average size remained unchanged. The 

quantification was consistent with the immunofluorescence data, supporting that 

mitochondrial biogenesis was increased across the cerebellum. Further, observations of 

mitochondrial ultrastructure made by blinded experts were consistent with a healthy 

appearance in both experimental groups. Absent evidence for abnormal mitochondrial 

morphology or enrichment of apoptotic pathways within the ETS-responsive 

neuroproteome, the first scenario was determined most applicable – that greater Dnm1l 

mediated mitochondrial biogenesis along with upregulated aerobic respiration as 

determined in this study were a likely consequence of ETs induced abnormalities in 

cerebellar synaptogensis.  
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In conclusion, results from this systems biology study demonstrate that ETS exposure 

during the vulnerable period of postnatal cerebellar development resulted in as much as a 

2-fold increase in mitochondrial biogenesis. The mitochondrial response was mediated by 

an ETS-induced increase in Dnm1l, triggered at least in part through calcineurin 

dephosphorylation of serine 637. Increased Dnm1l activity is known to be associated with 

synaptogenesis, an ATP intensive process that is the likely driving force behind the 

abnormal increase in mitochondrial biogenesis. Such a scenario is further support by the 

increased regulation of aerobic respiration as evidenced through a strong enrichment of 

associated pathways within the ETS-responsive neuroproteome and discrete HK1 and 

ATP5 regulatory measures. Future research may find that maladaptive synaptic plasticity 

within the cerebellum may indeed underlie a causal relationship between ETS exposure 

and functional deficits symptomatic of ADHD and CD. 
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CHAPTER 5 

SYSTEM BIOLOGY REVEALS ALTERED NEURONAL PROCESS 

OUTGROWTH IN DEVELOPING BRAIN CONSEQUENT TO 

ENVIRONMENTAL TOBACCO SMOKE EXPOSURE 

5.1. ABSTRACT 

A growing number of epidemiological studies suggest a causal association between 

environmental tobacco smoke (ETS) exposure and behavioral and cognitive deficits in 

children. The functional domains explored in these studies- behavioral and attentional as 

well as language disorders are strikingly similar to those caused by perturbations of the 

cerebellum during development. Using a systems biology approach our study aims to test 

whether postnatal ETS exposure leads to altered biochemistry in the developing rat 

cerebellum.  Employing a rodent model of postnatal ETS exposure, we investigated 

differences in the cerebellum neuroproteome of exposed animals relative to controls using 

a label-free proteomic approach. From these data, we deduced 662 statistically significant 

peptide measures responsive to ETS treatment. The corresponding ETS responsive 

proteome was assessed with protein-protein network analysis. Clusters related to protein 

processing, pre-synaptic transport vesicle activity, cytoskeletal structure dynamics, signal 

transduction pathways and neurite growth and remodeling factors were discerned. Protein 

enrichment analysis identified statistically significant associations of the ETS responsive 

proteome with neuron projections, in particular axon associated proteins and synaptic 

vesicles. Finally, immunotbloting and microscopy experiments substantiated altered 

process outgrowth and synaptogenic processes. Taken together, the data depict a striking 
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modulation in cerebellar formation consequent to ETS exposure that may, in part, be a 

biochemical and cellular basis for behavioral and cognitive deficits observed in ETS 

exposed children. 

 

5.2. INTRODUCTION 

Epidemiological studies have linked ETS exposure in children with increased 

incidence of behavioral problems (87, 88, 190) and cognitive deficits to include language 

disorders and attention issues (51, 79, 119, 191, 192). Most recently, the attention has 

prominently focused on an association between ETS exposure in children and attention-

deficit and hyperactivity disorders e.g. ADHD (89, 90). Separate studies found that 50% of 

ADHD children have poor motor control, which could be linked to a perturbation of the 

cerebellum (102, 103). More recently MRI studies demonstrated that children with ADHD 

have a reduced cerebellar volume relative to controls (104, 105, 133).The cerebellum plays 

a critical role in coordinated activities beyond locomotion, into such cognitive domains 

such as language disorders, dyslexia, inhibition of behaviors and attention deficits (98, 

193, 194), which are functional domains previously suggested to be impacted by childhood 

ETS exposure. Exposures during the neonatal period, such as to alcohol, have been shown 

to perturb cerebellar development (91)(109). Further, insults to the cerebellum when the 

molecular layer is forming, such as at PD10 or PD15 in rat, have induced hyperactivity, 

which only resolves later in adulthood (104, 139). The overlap between functional domains 

impacted by childhood ETS exposure and those with cerebellar involvement suggests a 
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correlation, whereby ETS may alter cerebellar development that can result in disorders, 

such as ADHD (134, 195). 

The cerebellum stands out as a brain area with rapid post-term development, and 

thus may have heightened susceptibility to post natal ETS exposure. Work by John 

Dobbing et al. and others has established a critical time extending from the third trimester 

as far out as 1.5 years after birth in humans when the cerebellum undergoes rapid 

development, which has been defined as a vulnerable period (142, 144, 145).  An 

analogous vulnerable period in rats extends from birth to PD21, where damage to the 

cerebellum resulted in sustained and functionally significant changes (110). During the 

later 2/3
rds

 of this vulnerable period molecular layer formation is taking place through 

PD21.  During maturation of the molecular layer, granular cells axons extend into the 

molecular layer where they bifurcate to form parallel fibers. Synaptogenisis then occurs 

between the parallel fibers dendrites of the Purkinje cells, which send out inhibitory axonal 

projections as the major regulatory output of the cerebellar cortex. 

In this chapter we further asses mass spectrometry data initially described in 

Chapter 4. Further integration via bioinformatics tools has revealed responsive peptides 

associated with altered neuronal process outgrowth, in particular axons, and associated 

synaptogenisis. Presented are the new results along with additional supportive measures. 

 

5.3. EXPERIMENTAL PROCEDURES 

ETS exposure, tissue collection, lysate preparation and mass spectrometry 

procedures are described in Chapter 4. Analysis of the mass spectrometry data utilized 
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bioinformatics tools for protein enrichment (115) and protein-protein network analyses 

(118) to identify interactions within our ETS responsive data. 

Immunoblotting and immunohistochemsity procedures are described in detail 

within Chapter 4. Membranes were probed with the following primary antibodies, 

neurofilament-M (Invitrogen, Carlsbad, CA) at 1:20,000, CRMP2 (Abcam, Cambridge, 

MA) at 1:20,000, N-Cadherin (BD Biosciences, San Jose, CA) at 1:1,000, MAP2 

(Millipore, Billerica, MA) at 1:2,000 and calretinin (Abcam, Cambridge, MA) at 1:20,000. 

Secondary antibodies utilized were stabilized peroxidase conjugated goat anti mouse and 

anti rabbit (Thermo Scientific, Rockford, IL) at 1:1500. Bound antibodies were visualized 

by chemiluminescence with either the SuperSignal West Pico or Dura kits (Thermo 

Scientific) following manufacture instructions. Images were captured on an Image Station 

4000MM Pro molecular imager (Carestream Molecular Imaging, Rochester, NY). 

Quantitative evaluation of protein levels was performed via densitometric analysis of 16-

bit grayscale images using Carestream Molecular Imaging Software. 

Immunohistorchemistry was performed for MAP2 (Millipore, Billerica, MA) at 1:1000 

with AlexaFlour 588 fluorescence conjugated secondary antibody (Invitrogen) at 1:1000. 

See Methods, Chapter 4 for further detail. 

 

5.4. RESULTS 

The associated proteins to all 662 responsive peptides (see Chapter 4) were 

analyzed by protein-protein network analysis (Fig. 5-1), in Chapter 4 our earlier 

assessment focused on mitochondrial associated elements. We visualized the results based 
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on known action-based interactivity between responsive elements (e.g., reaction, binding, 

modifying activity). The large cluster of peptides associated with metabolism was again 

present, as explained in Chapter 4. However, we identified nine additional interactive 

protein clusters. 

Four of the identified clusters are involved with protein processing: (1) a group 

involved in protein elongation includes multiple members of the elongation factor protein 

family (Eef) and polyadenylate-binding protein 1 (PABPC1); (2) 40S ribosomal proteins 

Rpsa and Rps3 that are involved in protein synthesis as well as six additional (data not 

shown) responsive ribosomal proteins involved in mRNA processing; (3) a large group of 

responsive chaperone proteins to include multiple heat-shock 70 (Hspa) and 90 (Hsp90) 

family members; (4) lastly, multiple proteins associated with ubiquitin-proteasome activity 

were responsive, to include UCHL1, UCHL3, Uba1 and seven components of the 

proteasome (PsmX).  Another cluster highlighted 20 pre-synaptic transport vesicle 

associated proteins, involved in trafficking the building blocks required for axonal 

elongation and guidance. In addition, we observed a larger cluster of actin (Act) and 
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Figure 5-1: Protein-protein network analysis of the ETS responsive proteome. 

Interaction networks of ETS exposure responsive proteins within the rat cerebellum. 

Results were generated using the protein-protein interaction algorithm of the String 

Database (162). Proteins associated with 662 responsive peptide measures were imputed 

into the software. An action-based display was selected with a minimum correlation factor 

of 0.5. The white nodes were added for enhanced interactivities. Biologically-relevant 

protein clusters are highlighted and labeled, respectively. 
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tubulin (Tubb) elements along with associated chaperones such as HSP90 and chaperonin 

containing TCP1 complex (CCT) proteins that fold and stabilize actins and tubulins. 

Proteins associated with signal transduction pathways were discerned. Rho family 

GTPases, to include Ras-related C3 botulinum toxin substrate 1 and 2 (Rac1, Rac2), were 

observed as well as Ras homolog gene family member A (RhoA). Rac1 and Rac2 play 

important roles in signaling events required for axon growth (196, 197). In Fig. 5-1, RhoA 

and one of its binding partners reticulon 4 (Rtn4), also known as nogo are observed 

together. The binding of Rtn4 with its receptor Rtn4R will induce the RhoA-dependant 

pathway resulting in neurite outgrowth inhibition (198, 199). Another signaling cluster 

included mitogen-activated protein (MAP) kinases, specifically Mapk3 and Mapk1. Mapk3 

can phosphorylate Mapk1 that in turn can regulated microtubule-associated protein 2 

(Map2) via phosphorylation. Map2 is involved in microtubule assembly and plays a 

important role in determining and stabilizing dentritic shape during development. Other 

notable elements linked with the MAPK signaling cluster were microtubule-associated 

protein Tau (Mapt) that is involved in microtubule organization within axons, and myelin 

basic protein (MBP), which is known to exhibit developmental-specific isoform dynamics 

during synaptogenesis and myelin formation. 

The network analysis cumulated with a group of clusters related prominently to 

various aspects of neurite growth. The first of these clusters contained proteins necessary 

for process outgrowth.  Notable elements included neural cell adhesion molecule 1 

(Ncam1) and neural cell adhesion molecule L1 (L1cam), two proteins involved in cell-cell 

adhesion that play an integral role in process development.  Also seen in the neurite 
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outgrowth cluster were two other adhesion proteins neurofascin (Nfasc) and contactin 1 

(Ctn1), which play a role in process outgrowth and synaptic dynamics. A cluster of five 

collapsin response mediator protein members (Dpysl/Crmp) was also observed. 

Dpysl/Crmps are phosphoproteins expressed exclusively in the nervous system that are 

integral to growth cone dynamics regulating extension and collapse. Also observed were 

proteins associated with the Dpysl/Crmps. Growth associated protein 43 (Gap43) is 

predominantly found in growth cones during development. The myristoylated alanine-rich 

C-kinase substrate (Marks) proteins were found to interact with Gap43 and are regulated 

by protein kinase C (PKC) observed in Fig. 5-1 as Prkcg. Lastly another protein regulated 

by PKC was observed, Gamma-adducin (Add3), that is involved in the assembly of 

spectrin-actin networks. 

Subsequent to network analysis we further mined for related information by 

enrichment analysis. We specifically inspected these results for enrichment association 

with process outgrowth and synaptogenisis.  Statistically significant associations were 

identified with the following Gene Ontology cellular components: neuron projections, 

axon associated proteins and synaptic vesicles (Fig. 5-2). While the overall coverage was 

lower than enrichment observed for metabolism in Chapter 4, p-values indicated high 

significance. The GO term Neuron projections contained elements of both dendrites and 

axons. However, it was the specific GO term for axons was significantly enriched.  
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Fig. 5-2:  Protein enrichment analysis. Enrichment analysis was performed utilizing the 

Toppgene suite of tools (161).From the results, we identified an enrichment of three GO 

Cellular Components terms, which contained a statistically significant number of elements 

relative to a random assortment. P-values from Fishers exact testing are included for each 

term, and the percentage of term-associate elements found in our ETS-responsive data are 

shown in parenthesis.  
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Exposure to ETS affects Neurite Outgrowth in Cerebellum-  Immunotbloting 

results were generated to substantiate observations from the mass spectrometry data (Fig. 

5-3). Neurofilament-M, an axonal marker expressed during development, was two-fold 

greater in the matrix (soluble) fraction of the ETS group. N-Cadherin (Ncad) is an extra-

cellular adhesion molecule that modulates synapse formation. We observed a six-fold 

greater amount of Ncad in the matrix fraction of the ETS group, relative to the control 

group. The pro form of Ncad is delivered to the growth cone via presynaptic transport 

vesicles and is presented extracellularly where it can be cleaved and released during 

synapse maturation (200). We also examined CRMP2 via immunoblot analysis, which if 

phosphorylated by Rho kinase will inhibit CRMP-2 from associating with microtubules 

resulting in growth cone collapse. In both the matrix and membrane fractions more p-

CRMP-2 was present in the ETS group, though the measurements did not reach 

significance after multiple measure correction. Immunoblot analysis also revealed a greater 

amount of Map2 in the ETS membrane fraction. Map2 is known to be elevated within 

dendrites synaptogenisis (201) . We further examined Map2 via immunohistochemistry 

(Fig. 5-4), which revealed an increase in Map2 staining specifically in the molecular layer 

of ETS exposed cerebellum, corroborating our molecular results and localizing our 

observation to the molecular layer. 
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Fig. 5-3: Proteins related to neurite outgrowth as shown responsive by orthogonal 

immunoblot analysis. (A) Immunoblots for proteins involved in neurite outgrowth in the 

matrix and membrane fraction. (B) Normalized densitometric quantification of 

immunoblot results with calretinin used as a loading control in both the membrane and 

matrix fractions. Symbols indicate significant differences from control (*p≤0.02 and 

**p≤0.001) by a Student’s t-test with a Holm-Bonferroni method correction for multiple-

testing.  
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Fig. 5-4: Greater dendritic plasticity within the cerebellar molecular layer following 

ETS exposure. An increase in Map2 density normalized to area was observed in the 

molecular layer (ML) of cerebellar sections in the ETS (A) group relative to control (B). 

Scale bar: (in A) A-B, 200 µm. Area normalized Map2 density was quantified from 

matched sections of molecular layer (Mean ± S.D., n=3). Symbol indicates a significant 

difference from control (* p=0.02) by Student’s t-test. 
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5.5. DISCUSSION 

At the peptide level, we observed a statistically significant decrease in isoform A of 

Rtn4 within the membrane fraction, which suggest a reducing in the membrane tethered 

state (202, 203). Recent evidence suggests that Rtn4-A will operate as a potent outgrowth 

inhibitor and initiate growth cone collapse via a RhoA-associated signalsome in neurons 

(204). In this process, extracellular Rtn4-A anchors the growth cone and is rapidly taken 

up by neurons via a clatherin-independent process mitigated by EH domain-containing 

proteins (Ehd’s). Indeed, we observed an increased level of Ehd1 within the matrix fraction 

of the ETS treatment group. Disruption of the Ehd endocytosis mechanism will lead to 

elevated membrane tethered levels of Rtn4-A and disrupts the outgrowth inhibition 

function of Rtn4-A. Modulation of the Rtn4/RhoA signalsome may therefore result in 

altered levels of membrane-tethered Rtn4 as indicated by our proteomic data, where the 

lower level of membrane-tethered Rtn4 suggests greater activation of the inhibitory 

function of the signalsome within the ETS group. Further confirmation of this was the 

strong increase in RhoA at the peptide level, which is well known for its involvement in 

outgrowth arrest and growth cone collapse (198, 205). Activated RhoA will result in Rho 

Kinase (ROCK) activation that then can acts upon a range of substrates. 

A novel, mammalian brain specific substrate of activated ROCK is profilin II 

(Pfn2), which was found to be greater in the matrix fraction of the ETS group. Pfn2 is now 

known to be a negative regulator of process outgrowth (206). Indeed Da Silva et al 

demonstrated that Pfn2 is recruited to the processes via a RhoA/ROCK activation-
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dependent pathway. Following RhoA activation, ROCK complexes with Pfn2, which then 

increases polymerized actin stability that inhibits neurite outgrowth and synaptogenesis.  

Another relevant RhoA/ROCK substrate is CRMP-2, a member of the 

dihydropyrimidinase-related protein family that as a whole (all five family members) was 

responsive to ETS treatment. CRMP-2 phosphorylation by ROCK has been shown to 

inhibit its association with tubulin and the recruitment to the growth cone as necessary for 

microtubual elongation and axon growth (207). We further assess CRMP-2 by immunoblot 

analysis (Fig. 5-3) and observed an increase in the phosphorylated form of the protein in 

both the matrix and membrane fractions of the ETS group, though the measures did not 

reach statistical significance after correcting for multiple immunoblot measures performed 

with these samples. Elevated p-CRMP-2 is a further sign of inhibited axonal outgrowth 

and growth cone collapse (208).  

ETS responsive proteomic data also suggest that protein kinase C (Prkcg or Pkc) 

may be more active and influencing a number of downstream effectors to further growth 

cone collapse. The peptide data indicates a reduction in the soluble levels of Pkc, which 

indirectly suggests that more Pkc maybe be membrane tethered where it is activated. In 

particular, MARCKS protein was modulated by ETS treatment.  We observed increase 

phosphorylation of MARKS, which would dissociated it from the membrane, also 

observed as a decreased level in the membrane fraction. We observed a similar trend for 

the Pkc substrate fascin (Fscn1), which like MARCKS had increase phosphorylation and a 

decreased amount in the membrane fraction of the ETS group relative to control levels. 

While a differential phosphopeptide was not observed for GAP43, it was again lower in the 
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membrane extract of the ETS group and is also a Pkc substrate. Taken together, these data 

further the case for an increase in growth cone collapse involving Pkc phosphorylation of 

multiple growth cone elements (209). 

Map2 proteins are known to increase following neurite growth initiation and 

remain elevated through dendritic outgrowth (210, 211). The function of Map2 is to 

stabilize microtubules (MT) by cross linking MT with intermediate filaments and other 

MT. Our data showed a greater level of MAP2 in the membrane fraction of the ETS group 

(Fig. 5-3), which we confirmed to be localized to the molecular layer of the ETS group by 

immunohistochemistry (Fig. 5-4). Elevated Map2 in the molecular layer suggest increase 

plasticity in Purkinje cell dendrites. Given that Map2 levels subsequently fall during 

synaptic maturation after PD 21 in the rat, our Map2 results suggest an immature dendritic 

phenotype or an abnormal plasticity within the molecular layer. We further assessed PSD-

93 by immunoblot analysis, a post-synaptic density marker enriched in cerebellar Purkinje 

cells that should associated with mature synapses. Results for the ETS group show a 

dramatic range of biological variability not present within the control group. In two of four 

smoke animals we saw a decrease in PSD-93 levels across two different bands relative to 

control supporting a reduction in synapse maturation. However, the other two ETS samples 

show a prominent increase in the lower of two observed bands suggesting a difference in 

the modification state of PSD-93, which is known to be regulated by phosphorylation and 

palmitoylation (212). While it remains unclear as to the significance between the PSD-93 

band-pattern within the ETS group, what is clear is that the effect of ETS treatment on 

PSD-93 is highly variable between individual animals. 
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Results discussed thus far have suggested ETS induced growth cone collapse and 

an inhibitory state to axonal outgrowth. However, there was a separate cluster of 

responsive proteins that supported an increase in axonal guidance and adhesion 

functionality after ETS treatment. A large number of L1 family adhesion molecules were 

found responsive to ETS treatment. Ncam1, the most prominent was found increase in a 

membrane tethered state as was L1cam and contactin 1 (Cntn1).  The latter two L1 

members were also found with reduced phosphorylation, supporting an extracellular 

presentation, since phosphorylation by Map kinase 1 (Mapk1) would result in the 

dissociation of these L1 molecules from actin and destabilization of their extracellular 

presentation at the growth cone. Mapk1 was also found responsive, with less 

phosphorylation and a lower amount recruited to the membrane suggesting less activity. 

Neurofascin (Nfasc) was the only L1 family member found lower in abundance in the 

membrane fraction of the ETS group, which may be a consequence of isoform dynamics 

not resolved in our data. Indeed, Nfasc is unique in the L1 family by having many splicing 

variants (179). Ncam1 and L1 Cam are both well known signal coreceptors in neuronal 

migration and process outgrowth, and provide cytoskeletal linkage necessary for cell 

growth cone motility (213). Thus, it remains unclear why their levels as well as that of 

Cntn1 indicate an increase in guidance and adhesion at odds with other results suggesting 

inhibited axon outgrowth and growth cone collapse. Another adhesion molecule not 

directly related to the L1 family found elevated in the ETS group is N-Cadherin (Ncad). A 

six-fold greater level of Ncad was measured in the matrix fraction of the ETS exposed 

group indicating a greater abundance in the cytosol (Fig. 5-3). N-cadherin, while primarily 
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known as a substrate-associated adhesion molecule, is also known to stimulate neurite 

outgrowth as a soluble molecule in cerebellar neurons (214). N-cadherin is particularly 

associated with axon guidance (215). Together with the L1 family dynamics, it seems 

likely that there are two different processes at play within the cerebellum in response to 

ETS treatment. One that is inhibiting axonal outgrowth with growth cone collapse that is 

an abnormal effect of the exposure, while a second processes is trying to compensate by 

maintaining high levels of guidance cues to attempt to complete synaptogenesis inhibited 

by the first processes. Future studies will examine structural aspects of axons and synapses. 

For example, neurofilament-M staining may allow us to visualize parallel fibers within the 

molecular layer. We have already performed immunoblot analysis of NF-M, which 

indicated an elevated level within the matrix fraction of the ETS group. The carboxy-

terminal tail domain of neurofilament-M is essential for the size and cytoskeletal 

architecture of axons (216).  

The results from this study depict a prominent affect of ETS treatment on a 

cerebellum neural architecture. We have presented evidence of growth cone collapse and 

inhibited axonal outgrowth induced by ETS treatment. We have provided evidence for a 

concomitant immature dendritic phenotype. Other data suggests that the cerebellum may 

be attempting to compensate by maintaining adhesion/guidance cues at a time point when 

synaptogensis should be largely completed. Other biological processes involved in 

synaptic development to include protein processing, cytoskepetal dynamics and 

presynaptic transport vesicle activity are also found responsive to ETS treatment. Those 

processes are all largely dependent on high-levels of ATP supported by increase aerobic 
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respiration functionality. Future experiments will look to expand cellular characterization 

of axonal and synaptic structures within the cerebellum; thus, further substantiating a miss 

wiring in association with ETS exposure. Indeed recent studies are beginning to identify 

dysfunction in synaptic plasticity within the cerebellum (217) and how cerebellar deficits 

may be at least in part responsible for ADHD and other behavioral disorders in children 

(134). 
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CHAPTER 6 

CONCLUSIONS 

6.1. THE EFFECTS OF ETS ON THE DEVELOPING RAT CEREBELLUM 

In Chapter 4 we demonstrated an increase in mitochondrial proliferation as a result 

of ETS exposure in the developing rat cerebellum. Absent of any abnormal morphology, 

the increase in mitochondria is likely driven by an increased demand on aerobic 

respiration. Further evidence in Chapter 4 also pointed to an increase in aerobic respiration 

through increasing of glycolysis, the TCA and the ETC. Most telling was the translocation 

of Hexokinase-1 from an unbound cytosolic state to a mitochondrial membrane bound 

state, which happens only under increased utilization of adenosine triphosphate (ATP). In 

Chapter 5 results depicted altered neuronal process outgrowth, specifically in axon 

formation. Protein-protein network analysis of the 662 responsive peptides identified a 

series of interactive protein clusters. A commonality between these clusters is their need 

for ATP. For example, in protein synthesis ATP is required for aminoacyl tRNA 

synthetase activity, which is essential for elongation of a growing peptide chain. On the 

other hand, if proteins are being degraded rather than formed then ATP would also be 

required. Ubiquitin-proteasome activity is highly dependent on ATP for ubiquitination, 

recognition by the 19S regulatory particle and unfolding of the protein to be degraded. It is 

fitting that we also observed responsiveness among various protein chaperones. 

Chaperones function in protein-protein interactions such as folding and assisting in the 

establishment of proper protein conformation. Heat shock proteins 70, 90 and chaperonin 

containing TCP1 complex (CCT) proteins all utilize ATP as a regulator of their binding 



96 

ability. No matter if a new protein is being synthesized or targeted for degradation, ATP is 

required. ATP is also required for the formation of actin filaments and cytokinesis. 

Presynaptic transport vesicles are dependent on ATP to fuel V-ATPases that in turn create 

a proton gradient to allow for active transport. These results frame the question- what can 

this increase in ATP demand in the ETS exposed group tell us about its possible phenotype 

relative to the control group? 

The development of the cerebellum begins after birth in rats and lasts until about 

PD21. Chapter 3 detailed the vulnerable period in which the cerebellum is particularly 

vulnerable to perturbations that can result in sustained and functionally significant 

changes. From a metabolic standpoint this is also a time of increased utilization of aerobic 

rather than anaerobic respiration. During this time of increased aerobic respiration, the 

brain is rapidly increasing its synaptic density, utilizing an increased amount of ATP for 

the formation of neurites, their refinement, and finally maturation of synapses. The 

developmental increase in aerobic respiration eventually declines, leveling off during 

adulthood. In Chapter 5 we presented evidence for a concomitant immature dendritic 

phenotype and data suggesting that the cerebellum may be attempting to compensate by 

maintaining adhesion/guidance cues at a time point when synaptogenisis should be largely 

completed. Other biological processes involved in synaptic development, to include 

protein processing, cytoskeletal dynamics and presynaptic transport vesicle activity, were 

also found responsive to ETS treatment. Very telling is that those processes are all largely 

dependent on high-levels of ATP supported by increased aerobic respiration functionality. 



97 

Taken together Chapters 4 and 5 present strong evidence for an immature 

developmental phenotype as a result of ETS exposure, with Chapter 5 describing the 

immature phenotype and Chapter 4 presenting evidence for the greater energy demand of 

an immature phenotype. 

 

6.2. IMPLICATIONS OF ETS EXPOSURE IN ADULTS AND CHILDREN 

 Epidemiological data cited and Chapters 1 and 3 highlighted two populations which 

appear most vulnerable to ETS exposure, children and the elderly. In both cases there have 

been numerous studies which have linked exposure to ETS with neurological disorders, 

namely dementia in the elderly, and ADHD/CD in children. Lacking in these studies are 

defined biochemical/molecular/cellular pathways which are affected as a result of ETS 

exposure. While epidemiological studies can determine the detrimental effects of ETS 

exposure it us unable to elucidate the mechanisms by with ETS is harmful to these 

vulnerable populations. A better understanding of the basic biology of ETS exposure in the 

brain is paramount to developing possible treatment options, especially in children with 

ADHD/CD. The overall scope of this dissertation research was to begin to elucidate the 

biochemical and molecular effects of ETS on the adult and developing mammalian brain. 

In this section I will speak to the implications of our research data as it applies to both our 

adult and developing brain stories.  

 In Chapter 2 we presented evidence to apoptosis, gliosis and a possible 

neuroprotective effect. Apoptosis has been previously observed in other tissues and in 

culture as a result of ETS exposure. In the brain, increased apoptosis has been observed to 
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be a hallmark of Alzheimer’s pathobiology (218, 219). Similarly we also observed an 

increase in GFAP, a marker of gliosis, which is also common in Alzheimer’s pathobiology 

(220-222). Alternatively ETS induced dementia could be as a result from downstream 

cardiovascular effects which were discussed in detail in Chapter 1. Finally our adult study 

observed an increase in β-synuclein, a protein known for its neuroprotective effects. β-

synuclein has shown anti-apoptotic properties  and has also been shown to restore the anti-

apoptotic function of α-synuclein, a key protein in Parkinson’s pathobiology.  Smoking has 

long been known to reduce PD incidence in a dose dependent fashion and the marked 

increase in β-synuclein levels observed here may be a neuroprotective response to the 

observed neuronal apoptosis.  Our experimental findings in Chapter 2 begin to lay a 

framework for a possible biochemical connection between ETS exposure and an 

occurrence of dementia in an elderly population. 

Chapters 4 and 5 presented data for the effects of ETS on the cerebellum during a 

vulnerable developmental period. Epidemiological evidence has pointed to a reproducible 

dose‐dependent risk for behavioral and associated cognitive problems in children exposed 

to ETS. The effect of ETS on those domains was often assessed in direct association with 

diagnosed ADHD/CD. However, like dementia in the elderly population, the biochemical 

mechanism has remained unclear. In Chapter 4 we demonstrated altered aerobic 

respiration, and a greater density of mitochondria within the cerebellum. Normal 

mitochondrial morphology in the ETS exposed tissue lead to the theory that the increase 

mitochondrial proliferation was not as a result of a stress response but instead appeared 

consistent with an altered synaptogenic phenotype. Further data in Chapter 5 provided 
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further evidence for an immature developmental phenotype as a result of ETS exposure. 

The immature phenotype was characterized by axons and dendrites that appeared to be in a 

plastic state and a lack of mature synapses. The current data shows signs of an 

underdeveloped cerebellum as a result of ETS exposure during the vulnerable period. This 

could then result in the ADHD/CD like phenotype, which if true, would potential mean 

that we have taken the first step in understanding the biological mechanism by which 

postnatal ETS exposure may induce childhood deficits associated with ADHD and CD 

 

6.3. PROTEOMICS AND THE SCIENTIFIC METHOD 

In order to evaluate the effectiveness of proteomics in my dissertation research, it 

was useful to compare and contrast the experimental designs used to study the adult vs. the 

developing rat brain. For both research projects the defined question was similar, testing 

whether exposure to ETS results in a measurable change at the molecular and cellular 

levels. The next step for both projects was to gather supporting information to create a 

targeted hypothesis. The central hypothesis for the adult study was crafted around previous 

findings form work associating tobacco smoke exposure with the central nervous system 

(CNS). To that end, there was very little information relating ETS directly to the CNS. 

However, I was able to obtain literature on ETS exposure for cultured cells and the cardio 

and pulmonary systems.  From the literature, I crafted the hypothesis that ETS exposure in 

the adult brain would lead to altered biochemical effects due to gliosis, apoptosis and 

damage caused as a result of an increase in reactive oxygen species. Literature pertaining 

to the effects of ETS on the developing brain was also limited.  I discovered a wealth of 
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literature on epidemiological studies that helped provide evidence to the possibility that 

ETS exposure during the critical neonatal phase causes functional perturbations in 

cognitive and behavioral domains later in life. Without any a priori knowledge of any 

biochemical or molecular effects, other than our adult study findings, we opted to adopt a 

holistic, systems biology experimental design. In this approach, data from a large-scale 

proteomic experiment would be mined to refine a working hypothesis for subsequent 

targeted analysis. For example, analysis of the proteomic data framed the working 

hypothesis that ETS exposure during a vulnerable period of cerebellar development would 

result in excessive mitochondrial biogenesis, increased aerobic respiration demand and 

modulation of cerebellar circuit formation. From here, projects reported in Chapters 4 and 

5 followed similar paths as we tested our hypothesis via orthogonal methodologies such as, 

immunoblotting and microscopy analyses.  

Some points need to be discussed in comparing between the holistic, systems 

biology experimental design of Chapters 4 and 5 in contrast with the reductionist design in 

Chapter 2. In the adult study we were able to find changes in representative biomarkers for 

apoptosis and gliosis. However we tried multiple markers of ROS and none of them had a 

statistically significant difference between treatment groups. In the developing rat brain we 

were able to repeatedly discover supporting evidence of our hypothesis via orthogonal 

methodology. The application of proteomics for systems biology experimentation allowed 

us to better define a specific hypothesis not solely based on the literature but from novel 

data.  
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While a very powerful tool, proteomics is not without its limitations. Many of the 

computational resources used in the completion of this study in the developing brain were 

originally designed for application to microarray experiments. Recent studies have 

demonstrated a poor correlation between changes in mRNA levels and changes in the 

protein level. Moreover, data collected at the peptide level can be more telling in terms of 

PTMs, isoform specificity, and spacial locality. Quantification from proteomics data is the 

collection of replicated measurements of the protein pieces themselves, the peptides. 

However, a main limitation to mass spectrometry is the inability to detect all peptides from 

a given protein of a complex protein mixture. This can be attributed to various technical 

aspects of mass spectrometry experimentation. First is the limitation of detection on the 

mass spectrometer. The detection capability has increased greatly over the years; however, 

the ability to capture low abundance peptides remains difficult. Next is the effect of the 

enzyme used to digest the complex protein sample. In our experiment trypsin was used to 

digest the proteins into peptides by hydrolyzing the lysine and arginine residues. By only 

using a single enzyme it is certain that some peptides would have been created that were 

either too large or too small to be properly ionized and detected. The last limitation is that 

all peptide identifications are based on matches from user defined peptide databases. As 

noted in Chapter 4, the numbers of reproducible ions detected among our replicates was 

large, but only a small percentage of those measured ions were identified. The unidentified 

ions could have been a result of PTMs not selected in our search algorithm. Future 

processing of the data, with target searches for PTMs beyond phosphorylation and 

glycosylation could very well uncover additional peptide information. Also possible is that 
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the corresponding peptide was not present in the database we used. The upside of the 

database issue is that it is fluid, with new proteins and peptide sequences being added 

daily. The successful application of a holistic, systems biology experimental design 

provided a wealth of biochemical and cellular information for the effects of ETS on the 

developing cerebellum. Furthermore, the effects seen were not predicted by the literature, 

and therefore, might have gone unseen using a reductionist design.  

 

6.5. INDIVIDUAL EFFECTS OBSERVED IN ETS EXPOSED RATS 

One consistent observation was made during the course of both the adult and 

developing brain studies. This observation was an increase in the variability in signal 

intensity among the ETS exposed group relative to the control group during immunoblot 

experiments. Initially the variability was associated with possible experimental error, with 

the most likely culprit being unbalanced samples. However as can be observed from the 

loading controls this did not seem likely. Also, this phenomenon was observed consistently 

with various different antibodies (Figure 2-1, Figure 2-2). The observed variability led to a 

non-significant difference between the ETS and exposed groups for those affected proteins. 

We did not observe a similar increase in variability in our control groups. Furthermore, we 

also observed this variation, albeit to a lesser extent in our developing rat studies, in 

particular the immunoblot of PSD-93 a marker of mature synapses (Figure 5-3). In our 

ETS group two animals showed a noticeable decrease in PSD-93 relative to the control 

group. The variation can also be observed in the literature which has been discussed in 

Chapters 1 and 3. In ADHD studies only 50% of those afflicted also showed motor 
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deficiencies, and a large variance was observed among the behavioral studies which were 

discussed in Chapter 3. We detected a slightly larger (0.08) increase in variance among the 

quantitative values for the peptides derived from the ETS exposed cerebellum sample. 

However, the variance did not have the same statistical effect on the data as found among 

the above mentioned immunoblot experiments. This leads to the question of what could be 

responsible for the observed variation. I believe the best evidence can be found in the 

literature linking ETS to increase dementia risk, detailed in Chapter 1. These studies found 

that in a population with cardiovascular vulnerability, ETS exposure can increase dementia 

risk. I hypothesize that one cause for the increased variation in the western blot data is an 

unknown, possibly cardiovascular related issue in the ETS exposed rats used in the study. 

Future studies will most likely require a larger test population in order to determine the 

extent of, and the further elucidation of the underlying cause of the observed variability. 

 

6.5. FUTURE EXPERIMENTS 

The studies in the adult and developing brain have showed that there is a 

measurable difference between the ETS and controlled brains at the protein level. Now that 

we have established that a difference can be measured we can now outline future 

experimentation to further study the effects of ETS on the developing rat brain. One 

concern that arose during our mass spectrometry study was statistical power. Due to the 

fact that we were utilizing a new mass spectrometer we were unable to do a proper power 

analysis to determine the number of animals needed to reduce the number of false 

negatives. Our mass spectrometry results during the developing brain study showed a large 
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variability between the two groups. In order to correct for this we chose a stringent alpha to 

reduce our false positive detection rate. However due to the size of our population we also 

increased the number of false negatives. During the statistical analysis our dilemma was 

whether to decrease our alpha in order to increase the number of measurements or stay 

with the corrected alpha which would lead to less measurements overall. We decided to 

stay with our stringent alpha value which reduced our type I error to ~5% but provided us 

with enough measurement to tell a biologically relevant story.  Moving forward with the 

ability to perform a proper Power Analysis we have found that we need to increase the 

sample size from 4 to 6 animals per group. In regards to instrument sensitivity we were 

quite impressed with the limit of detection of the mass spectrometer. Out of the 662 

responsive peptides measured, 119 (18%) had a fold change of 7% or less. Our range of 

detection ranged from as little as 7% to as high as 256% demonstrating the ability of the 

mass spectrometer to accurately measure both large and small fold changes between the 

groups.  

Future experiments will also use a different exposure timeline to more accurately 

match with human exposure. In rats the cerebellum develops completely after birth, but in 

humans the cerebellum starts to develop prior to birth. In order to adjust our rat model to 

match a post natal developmental time point we would move our exposure start time to 

PD8. The vulnerable period in cerebellum development in humans closes when the 

molecular layer matures which between eight months to one year. In rats this happens 

around PD21.  The new exposure timeline would better match a post natal exposure 

paradigm in humans. Furthermore since our work has led us towards the idea of a 
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developmental effect it would be of great interest to have more data from multiple time 

points rather than a single snapshot at the end of the exposure period, this would allow us 

to gain a better perspective of the development changes as they are happening. 

Much of the literature cited in my dissertation has looked for, but has not been able to 

determine a direct association between ETS and cognitive development. The same can also 

be said for behavioral issues caused as a result of ETS exposure during neuronal 

development. A strong possibility for this lack of a solid connection could be related to the 

use of surveys for obtaining information. Clinical datasets may not always be reported 

accurately and/or honestly. In order to eliminate bias, it would be valuable to utilize our rat 

model for behavioral testing. Our animal model could be used to study both cognitive and 

behavioral difficulties as a result of ETS exposure. Behavioral deficits such as irritability 

and anxiety could be assessed by the determination of emotion changes in the test subjects 

as a result of ETS exposure. Cognitive and behavioral difficulties associated with ETS 

exposure will be measured using widely utilized and accepted paradigms within the field 

of psychiatry. In particular, simple measures of movement and exploration could be 

utilized to measure deficits in attention and or hyperactivity, which could provide valuable 

data towards our ADHD hypothesis. It would also be beneficial to follow some rat pups 

into adulthood for long term observation of exposure during the vulnerable period until 

adulthood which would be ~PD58. Allowing some of the rats to mature into adulthood 

could provide valuable information on long term changes in behavior, cerebellar structure 

and the potential to witness a reverse of the hyperactivity deficit as discussed in Chapter 3. 

 



106 

 

 

 

 

 

 

Literature Cited 



107 

 

 

Literature Cited 

 

1. U.S. Department of Health and Human Services. (2006) The health consequences of 

involuntary exposure to tobacco smoke: A report of the surgeon general. O2NLM: WA 

754 H4325 2006  

2. Boffetta, P., Agudo, A., Ahrens, W., Benhamou, E., Benhamou, S., Darby, S. C., Ferro, 

G., Fortes, C., Gonzalez, C. A., Jockel, K. H., Krauss, M., Kreienbrock, L., Kreuzer, M., 

Mendes, A., Merletti, F., Nyberg, F., Pershagen, G., Pohlabeln, H., Riboli, E., Schmid, G., 

Simonato, L., Tredaniel, J., Whitley, E., Wichmann, H. E., Winck, C., Zambon, P., and 

Saracci, R. (1998) Multicenter case-control study of exposure to environmental tobacco 

smoke and lung cancer in europe. J. Natl. Cancer Inst. 90, 1440-1450  

3. International Agency for Research on Cancer. (2004) IARC monographs on the 

evaluation of carcinogenic risks to humans: Tobacco smoke and involuntary smoking. 

Lyon, France: International Agency for Research on Cancer 83  

4. Rodgman, A. and Perfetti, T. A. (2009) The Chemical Components of Tobacco and 

Tobacco Smoke, CRC Press, Boca Raton, FL  

5. National Research Council. (1986) Environmental tobacco smoke: Measuring exposures 

and assessing health effects. Washington, DC: National Academy Press  



108 

6. U.S. Department of Health and Human Services. (2000) 9th report on carcinogens. 

Research Triangle Park, NC:U.S. Department of Health and Human Services, Public 

Health Service, National Institutes of Health, National Institute of Environmental Health 

Sciences, National Toxicology Program  

7. U.S. Department of Health and Human Services. (2007) Children and secondhand 

smoke exposure. excerpts from the health consequences of involuntary exposure to tobacco 

smoke: A report of the surgeon general.  

8. Flouris, A., Vardavas, C., Metsios, G., Tsatsakis, A., and Koutedakis, Y. (2010) 

Biological evidence for the acute health effects of secondhand smoke exposure. American 

journal of physiology.Lung cellular and molecular physiology 298, L3-L12  

9. Dorn, H. F. (1959) Tobacco consumption and mortality from cancer and other diseases. 

Public Health Rep. 74, 581-593  

10. Barrett, J. R. (2007) Dementia and secondhand smoke. Environ. Health Perspect. 115, 

A401  

11. Barnes, D. E., Haight, T. J., Mehta, K. M., Carlson, M. C., Kuller, L. H., and Tager, I. 

B. (2010) Secondhand smoke, vascular disease, and dementia incidence: Findings from 

the cardiovascular health cognition study. Am. J. Epidemiol. 171, 292-302  

12. Snowdon, D. A., Greiner, L. H., Mortimer, J. A., Riley, K. P., Greiner, P. A., and 

Markesbery, W. R. (1997) Brain infarction and the clinical expression of alzheimer 

disease. the nun study. JAMA 277, 813-817  



109 

13. Barnoya, J. and Glantz, S. A. (2005) Cardiovascular effects of secondhand smoke: 

Nearly as large as smoking. Circulation 111, 2684-2698  

14. Zhang, X., Shu, X. O., Yang, G., Li, H. L., Xiang, Y. B., Gao, Y. T., Li, Q., and Zheng, 

W. (2005) Association of passive smoking by husbands with prevalence of stroke among 

chinese women nonsmokers. Am. J. Epidemiol. 161, 213-218  

15. Llewellyn, D. J., Lang, I. A., Langa, K. M., Naughton, F., and Matthews, F. E. (2009) 

Exposure to secondhand smoke and cognitive impairment in non-smokers: National cross 

sectional study with cotinine measurement. BMJ 338, b462  

16. Tyas, S. L., White, L. R., Petrovitch, H., Webster Ross, G., Foley, D. J., Heimovitz, H. 

K., and Launer, L. J. (2003) Mid-life smoking and late-life dementia: The honolulu-asia 

aging study. Neurobiol. Aging 24, 589-596  

17. Ambrose, J. A. and Barua, R. S. (2004) The pathophysiology of cigarette smoking and 

cardiovascular disease: An update. J. Am. Coll. Cardiol. 43, 1731-1737  

18. Fowles, J. and Dybing, E. (2003) Application of toxicological risk assessment 

principles to the chemical constituents of cigarette smoke. Tob. Control 12, 424-430  

19. Schick, S. and Glantz, S. (2005) Philip morris toxicological experiments with fresh 

sidestream smoke: More toxic than mainstream smoke. Tob. Control 14, 396-404  

20. Whincup, P., Papacosta, O., Lennon, L., and Haines, A. (2006) Carboxyhaemoglobin 

levels and their determinants in older british men. BMC Public Health 6, 189  



110 

21. Pryor, W. A. and Stone, K. (1993) Oxidants in cigarette smoke. radicals, hydrogen 

peroxide, peroxynitrate, and peroxynitrite. Ann. N. Y. Acad. Sci. 686, 12-27  

22. Pryor, W. A., Stone, K., Zang, L. Y., and Bermudez, E. (1998) Fractionation of 

aqueous cigarette tar extracts: Fractions that contain the tar radical cause DNA damage. 

Chem. Res. Toxicol. 11, 441-448  

23. Ding, Y. S., Ashley, D. L., and Watson, C. H. (2007) Determination of 10 carcinogenic 

polycyclic aromatic hydrocarbons in mainstream cigarette smoke. J. Agric. Food Chem. 

55, 5966-5973  

24. Reilly, M., Delanty, N., Lawson, J. A., and FitzGerald, G. A. (1996) Modulation of 

oxidant stress in vivo in chronic cigarette smokers. Circulation 94, 19-25  

25. Zhou, R., Zhou, Y., Li, S., and Haug, A. (2000) Effect of environmental tobacco smoke 

on intracellular free calcium of boar sperm incubated in seminal plasma. Toxicol. Lett. 

114, 135-141  

26. Pignatelli, B., Li, C. Q., Boffetta, P., Chen, Q., Ahrens, W., Nyberg, F., Mukeria, A., 

Bruske-Hohlfeld, I., Fortes, C., Constantinescu, V., Ischiropoulos, H., and Ohshima, H. 

(2001) Nitrated and oxidized plasma proteins in smokers and lung cancer patients. Cancer 

Res. 61, 778-784  

27. Waalkes, M. P., Coogan, T. P., and Barter, R. A. (1992) Toxicological principles of 

metal carcinogenesis with special emphasis on cadmium. Crit. Rev. Toxicol. 22, 175-201  



111 

28. Lopez, E., Figueroa, S., Oset-Gasque, M. J., and Gonzalez, M. P. (2003) Apoptosis and 

necrosis: Two distinct events induced by cadmium in cortical neurons in culture. Br. J. 

Pharmacol. 138, 901-911  

29. Bernhard, D., Rossmann, A., and Wick, G. (2005) Metals in cigarette smoke. IUBMB 

Life 57, 805-809  

30. Lu, L., Li, J., Yew, D. T., Rudd, J. A., and Mak, Y. T. (2008) Oxidative stress on the 

astrocytes in culture derived from a senescence accelerated mouse strain. Neurochem. Int. 

52, 282-289  

31. Manna, S. K., Rangasamy, T., Wise, K., Sarkar, S., Shishodia, S., Biswal, S., and 

Ramesh, G. T. (2006) Long term environmental tobacco smoke activates nuclear 

transcription factor-kappa B, activator protein-1, and stress responsive kinases in mouse 

brain. Biochem. Pharmacol. 71, 1602-1609  

32. Abdel-Rahman, A., Dechkovskaia, A. M., Mehta-Simmons, H., Sutton, J. M., Guan, 

X., Khan, W. A., and Abou-Donia, M. B. (2004) Maternal exposure to nicotine and 

chlorpyrifos, alone and in combination, leads to persistently elevated expression of glial 

fibrillary acidic protein in the cerebellum of the offspring in late puberty. Arch. Toxicol. 

78, 467-476  

33. Abdel-Rahman, A., Dechkovskaia, A., Mehta-Simmons, H., Guan, X., Khan, W., and 

Abou-Donia, M. (2003) Increased expression of glial fibrillary acidic protein in 

cerebellum and hippocampus: Differential effects on neonatal brain regional 



112 

acetylcholinesterase following maternal exposure to combined chlorpyrifos and nicotine. J. 

Toxicol. Environ. Health A 66, 2047-2066  

34. Slotkin, T. A., Pinkerton, K. E., and Seidler, F. J. (2006) Perinatal environmental 

tobacco smoke exposure in rhesus monkeys: Critical periods and regional selectivity for 

effects on brain cell development and lipid peroxidation. Environ. Health Perspect. 114, 

34-39  

35. Mazzio, E. A., Kolta, M. G., Reams, R. R., and Soliman, K. F. (2005) Inhibitory effects 

of cigarette smoke on glial inducible nitric oxide synthase and lack of protective properties 

against oxidative neurotoxins in vitro. Neurotoxicology 26, 49-62  

36. Nathan, C. (1992) Nitric oxide as a secretory product of mammalian cells. FASEB J. 6, 

3051-3064  

37. Preston, A. M., Rodriguez, C., Rivera, C. E., and Sahai, H. (2003) Influence of 

environmental tobacco smoke on vitamin C status in children. Am. J. Clin. Nutr. 77, 167-

172  

38. Mendez-Alvarez, E., Soto-Otero, R., Sanchez-Sellero, I., and Lopez-Rivadulla Lamas, 

M. (1998) In vitro inhibition of catalase activity by cigarette smoke: Relevance for 

oxidative stress. J. Appl. Toxicol. 18, 443-448  

39. Ozguner, F., Koyu, A., and Cesur, G. (2005) Active smoking causes oxidative stress 

and decreases blood melatonin levels. Toxicol. Ind. Health 21, 21-26  



113 

40. Kanduc, D., Mittelman, A., Serpico, R., Sinigaglia, E., Sinha, A. A., Natale, C., 

Santacroce, R., Di Corcia, M. G., Lucchese, A., Dini, L., Pani, P., Santacroce, S., Simone, 

S., Bucci, R., and Farber, E. (2002) Cell death: Apoptosis versus necrosis (review). Int. J. 

Oncol. 21, 165-170  

41. Kuo, W. H., Chen, J. H., Lin, H. H., Chen, B. C., Hsu, J. D., and Wang, C. J. (2005) 

Induction of apoptosis in the lung tissue from rats exposed to cigarette smoke involves 

p38/JNK MAPK pathway. Chem. Biol. Interact. 155, 31-42  

42. Kuo, W. W., Wu, C. H., Lee, S. D., Lin, J. A., Chu, C. Y., Hwang, J. M., Ueng, K. C., 

Chang, M. H., Yeh, Y. L., Wang, C. J., Liu, J. Y., and Huang, C. Y. (2005) Second-hand 

smoke-induced cardiac fibrosis is related to the fas death receptor apoptotic pathway 

without mitochondria-dependent pathway involvement in rats. Environ. Health Perspect. 

113, 1349-1353  

43. Bonita, R., Duncan, J., Truelsen, T., Jackson, R. T., and Beaglehole, R. (1999) Passive 

smoking as well as active smoking increases the risk of acute stroke. Tob. Control 8, 156-

160  

44. Garcia-Nunez, C., Saez, J., Garcia-Nunez, J. M., Grau, J., Molto-Jorda, J. M., and 

Matias-Guiu, J. (2007) Passive smoking as a cerebrovascular risk factor. Rev. Neurol. 45, 

577-581  

45. Howard, D. J., Ota, R. B., Briggs, L. A., Hampton, M., and Pritsos, C. A. (1998) 

Environmental tobacco smoke in the workplace induces oxidative stress in employees, 



114 

including increased production of 8-hydroxy-2'-deoxyguanosine. Cancer Epidemiol. 

Biomarkers Prev. 7, 141-146  

46. Mellick, G. D. (2006) CYP450, genetics and parkinson's disease: Gene x environment 

interactions hold the key. J. Neural Transm. Suppl. (70), 159-165  

47. Renganathan, H., Vaidyanathan, H., Knapinska, A., and Ramos, J. W. (2005) 

Phosphorylation of PEA-15 switches its binding specificity from ERK/MAPK to FADD. 

Biochem. J. 390, 729-735  

48. Martin, S. J., O'Brien, G. A., Nishioka, W. K., McGahon, A. J., Mahboubi, A., Saido, 

T. C., and Green, D. R. (1995) Proteolysis of fodrin (non-erythroid spectrin) during 

apoptosis. J. Biol. Chem. 270, 6425-6428  

49. Garrido, R., King-Pospisil, K., Son, K. W., Hennig, B., and Toborek, M. (2003) 

Nicotine upregulates nerve growth factor expression and prevents apoptosis of cultured 

spinal cord neurons. Neurosci. Res. 47, 349-355  

50. Garrido, R., Mattson, M. P., Hennig, B., and Toborek, M. (2001) Nicotine protects 

against arachidonic-acid-induced caspase activation, cytochrome c release and apoptosis 

of cultured spinal cord neurons. J. Neurochem. 76, 1395-1403  

51. Swan, G. E. and Lessov-Schlaggar, C. N. (2007) The effects of tobacco smoke and 

nicotine on cognition and the brain. Neuropsychol. Rev. 17, 259-273  



115 

52. Almeida, O. P., Garrido, G. J., Lautenschlager, N. T., Hulse, G. K., Jamrozik, K., and 

Flicker, L. (2008) Smoking is associated with reduced cortical regional gray matter 

density in brain regions associated with incipient alzheimer disease. Am. J. Geriatr. 

Psychiatry 16, 92-98  

53. Camins, A., Pallas, M., and Silvestre, J. S. (2008) Apoptotic mechanisms involved in 

neurodegenerative diseases: Experimental and therapeutic approaches. Methods Find. 

Exp. Clin. Pharmacol. 30, 43-65  

54. Pereira, C., Ferreiro, E., Cardoso, S. M., and de Oliveira, C. R. (2004) Cell 

degeneration induced by amyloid-beta peptides: Implications for alzheimer's disease. J. 

Mol. Neurosci. 23, 97-104  

55. Ross, G. W., O'Callaghan, J. P., Sharp, D. S., Petrovitch, H., Miller, D. B., Abbott, R. 

D., Nelson, J., Launer, L. J., Foley, D. J., Burchfiel, C. M., Hardman, J., and White, L. R. 

(2003) Quantification of regional glial fibrillary acidic protein levels in alzheimer's 

disease. Acta Neurol. Scand. 107, 318-323  

56. Teague, S. V., Pinkerton, K. E., Goldsmith, M., Gebremichael, A., Chang, S., Jenkins, 

R. A., and Moneyhum, J. H. (1994) Sidestream cigarette-smoke generation and exposure 

system for environmental tobacco-smoke studies. Inhal. Toxicol. 6, 79-93  

57. U.S. Environmental Protection Agency. (2004) National survey on environmental 

management of asthma and children's exposure to ETS. ICR # 1996.0  



116 

58. Zhang, Z., Ottens, A. K., Sadasivan, S., Kobeissy, F. H., Fang, T., Hayes, R. L., and 

Wang, K. K. (2007) Calpain-mediated collapsin response mediator protein-1, -2, and -4 

proteolysis after neurotoxic and traumatic brain injury. J. Neurotrauma 24, 460-472  

59. Ficarro, S. B., McCleland, M. L., Stukenberg, P. T., Burke, D. J., Ross, M. M., 

Shabanowitz, J., Hunt, D. F., and White, F. M. (2002) Phosphoproteome analysis by mass 

spectrometry and its application to saccharomyces cerevisiae. Nat. Biotechnol. 20, 301-

305  

60. Goodlett, D. R., Keller, A., Watts, J. D., Newitt, R., Yi, E. C., Purvine, S., Eng, J. K., 

von Haller, P., Aebersold, R., and Kolker, E. (2001) Differential stable isotope labeling of 

peptides for quantitation and de novo sequence derivation. Rapid Commun. Mass 

Spectrom. 15, 1214-1221  

61. McAlister, G. C., Berggren, W. T., Griep-Raming, J., Horning, S., Makarov, A., 

Phanstiel, D., Stafford, G., Swaney, D. L., Syka, J. E., Zabrouskov, V., and Coon, J. J. 

(2008) A proteomics grade electron transfer dissociation-enabled hybrid linear ion trap-

orbitrap mass spectrometer. J. Proteome Res. 7, 3127-3136  

62. O'Callaghan, J. P. and Sriram, K. (2005) Glial fibrillary acidic protein and related 

glial proteins as biomarkers of neurotoxicity. Expert Opin. Drug Saf. 4, 433-442  

63. Brown, G. C. (2007) Mechanisms of inflammatory neurodegeneration: INOS and 

NADPH oxidase. Biochem. Soc. Trans. 35, 1119-1121  



117 

64. O'Callaghan, J. P., Sriram, K., and Miller, D. B. (2008) Defining "neuroinflammation". 

Ann. N. Y. Acad. Sci. 1139, 318-330  

65. Dimayuga, F. O., Wang, C., Clark, J. M., Dimayuga, E. R., Dimayuga, V. M., and 

Bruce-Keller, A. J. (2007) SOD1 overexpression alters ROS production and reduces 

neurotoxic inflammatory signaling in microglial cells. J. Neuroimmunol. 182, 89-99  

66. Anbarasi, K., Kathirvel, G., Vani, G., Jayaraman, G., and Shyamala Devi, C. S. (2006) 

Cigarette smoking induces heat shock protein 70 kDa expression and apoptosis in rat 

brain: Modulation by bacoside A. Neuroscience 138, 1127-1135  

67. Doz, E., Noulin, N., Boichot, E., Guenon, I., Fick, L., Le Bert, M., Lagente, V., Ryffel, 

B., Schnyder, B., Quesniaux, V. F., and Couillin, I. (2008) Cigarette smoke-induced 

pulmonary inflammation is TLR4/MyD88 and IL-1R1/MyD88 signaling dependent. J. 

Immunol. 180, 1169-1178  

68. Vayssier, M., Banzet, N., Francois, D., Bellmann, K., and Polla, B. S. (1998) Tobacco 

smoke induces both apoptosis and necrosis in mammalian cells: Differential effects of 

HSP70. Am. J. Physiol. 275, L771-9  

69. Polymeropoulos, M. H. (1998) Autosomal dominant parkinson's disease and alpha-

synuclein. Ann. Neurol. 44, S63-4  

70. Ueda, K., Fukushima, H., Masliah, E., Xia, Y., Iwai, A., Yoshimoto, M., Otero, D. A., 

Kondo, J., Ihara, Y., and Saitoh, T. (1993) Molecular cloning of cDNA encoding an 



118 

unrecognized component of amyloid in alzheimer disease. Proc. Natl. Acad. Sci. U. S. A. 

90, 11282-11286  

71. da Costa, C. A., Masliah, E., and Checler, F. (2003) Beta-synuclein displays an 

antiapoptotic p53-dependent phenotype and protects neurons from 6-hydroxydopamine-

induced caspase 3 activation: Cross-talk with alpha-synuclein and implication for 

parkinson's disease. J. Biol. Chem. 278, 37330-37335  

72. Allam, M. F., Del Castillo, A. S., and Navajas, R. F. (2007) Parkinson's disease, 

smoking, and gender. Mov. Disord. 22, 1829-1830  

73. Gorell, J. M., Rybicki, B. A., Johnson, C. C., and Peterson, E. L. (1999) Smoking and 

parkinson's disease: A dose-response relationship. Neurology 52, 115-119  

74. Hashimoto, M., Rockenstein, E., Mante, M., Mallory, M., and Masliah, E. (2001) Beta-

synuclein inhibits alpha-synuclein aggregation: A possible role as an anti-parkinsonian 

factor. Neuron 32, 213-223  

75. Ono, K., Hirohata, M., and Yamada, M. (2007) Anti-fibrillogenic and fibril-

destabilizing activity of nicotine in vitro: Implications for the prevention and therapeutics 

of lewy body diseases. Exp. Neurol. 205, 414-424  

76. Bauman, K. E., Flewelling, R. L., and LaPrelle, J. (1991) Parental cigarette smoking 

and cognitive performance of children. Health Psychol. 10, 282-288  



119 

77. Makin, J., Fried, P. A., and Watkinson, B. (1991) A comparison of active and passive 

smoking during pregnancy: Long-term effects. Neurotoxicol. Teratol. 13, 5-12  

78. Olds, D. L., Henderson, C. R.,Jr, and Tatelbaum, R. (1994) Intellectual impairment in 

children of women who smoke cigarettes during pregnancy. Pediatrics 93, 221-227  

79. Herrmann, M., King, K., and Weitzman, M. (2008) Prenatal tobacco smoke and 

postnatal secondhand smoke exposure and child neurodevelopment. Curr. Opin. Pediatr. 

20, 184-190  

80. Roeleveld, N., Vingerhoets, E., Zielhuis, G. A., and Gabreels, F. (1992) Mental 

retardation associated with parental smoking and alcohol consumption before, during, and 

after pregnancy. Prev. Med. 21, 110-119  

81. Colman, G. J. and Joyce, T. (2003) Trends in smoking before, during, and after 

pregnancy in ten states. Am. J. Prev. Med. 24, 29-35  

82. Fried, P. A., Watkinson, B., and Siegel, L. S. (1997) Reading and language in 9- to 12-

year olds prenatally exposed to cigarettes and marijuana. Neurotoxicol. Teratol. 19, 171-

183  

83. Baghurst, P. A., Tong, S. L., Woodward, A., and McMichael, A. J. (1992) Effects of 

maternal smoking upon neuropsychological development in early childhood: Importance 

of taking account of social and environmental factors. Paediatr. Perinat. Epidemiol. 6, 403-

415  



120 

84. McCartney, J. S., Fried, P. A., and Watkinson, B. (1994) Central auditory processing 

in school-age children prenatally exposed to cigarette smoke. Neurotoxicol. Teratol. 16, 

269-276  

85. Fried, P. A., Watkinson, B., and Gray, R. (1998) Differential effects on cognitive 

functioning in 9- to 12-year olds prenatally exposed to cigarettes and marihuana. 

Neurotoxicol. Teratol. 20, 293-306  

86. Weitzman, M., Gortmaker, S., and Sobol, A. (1992) Maternal smoking and behavior 

problems of children. Pediatrics 90, 342-349  

87. Fergusson, D. M., Horwood, L. J., and Lynskey, M. T. (1993) Maternal smoking 

before and after pregnancy: Effects on behavioral outcomes in middle childhood. 

Pediatrics 92, 815-822  

88. Wakschlag, L. S., Lahey, B. B., Loeber, R., Green, S. M., Gordon, R. A., and 

Leventhal, B. L. (1997) Maternal smoking during pregnancy and the risk of conduct 

disorder in boys. Arch. Gen. Psychiatry 54, 670-676  

89. Gracia, M. C. (2010) Possible testable correlations between passive smoking and 

bipolar/cyclothymic disorder, depression and ADD/ADHD. Med. Hypotheses 74, 1084-

1085  

90. Cho, S. C., Kim, B. N., Hong, Y. C., Shin, M. S., Yoo, H. J., Kim, J. W., Bhang, S. Y., 

Cho, I. H., and Kim, H. W. (2010) Effect of environmental exposure to lead and tobacco 



121 

smoke on inattentive and hyperactive symptoms and neurocognitive performance in 

children. J. Child Psychol. Psychiatry 51, 1050-1057  

91. Steinlin, M. (2008) Cerebellar disorders in childhood: Cognitive problems. 

Cerebellum 7, 607-610  

92. Raichle, M. E., Fiez, J. A., Videen, T. O., MacLeod, A. M., Pardo, J. V., Fox, P. T., 

and Petersen, S. E. (1994) Practice-related changes in human brain functional anatomy 

during nonmotor learning. Cereb. Cortex 4, 8-26  

93. Schlosser, R., Hutchinson, M., Joseffer, S., Rusinek, H., Saarimaki, A., Stevenson, J., 

Dewey, S. L., and Brodie, J. D. (1998) Functional magnetic resonance imaging of human 

brain activity in a verbal fluency task. J. Neurol. Neurosurg. Psychiatry. 64, 492-498  

94. Berman, K. F., Ostrem, J. L., Randolph, C., Gold, J., Goldberg, T. E., Coppola, R., 

Carson, R. E., Herscovitch, P., and Weinberger, D. R. (1995) Physiological activation of a 

cortical network during performance of the wisconsin card sorting test: A positron 

emission tomography study. Neuropsychologia 33, 1027-1046  

95. Desmond, J. E., Gabrieli, J. D., Wagner, A. D., Ginier, B. L., and Glover, G. H. (1997) 

Lobular patterns of cerebellar activation in verbal working-memory and finger-tapping 

tasks as revealed by functional MRI. J. Neurosci. 17, 9675-9685  

96. de Zubicaray, G. I., Williams, S. C., Wilson, S. J., Rose, S. E., Brammer, M. J., 

Bullmore, E. T., Simmons, A., Chalk, J. B., Semple, J., Brown, A. P., Smith, G. A., 



122 

Ashton, R., and Doddrell, D. M. (1998) Prefrontal cortex involvement in selective letter 

generation: A functional magnetic resonance imaging study. Cortex 34, 389-401  

97. Schumacher, E. H., Lauber, E., Awh, E., Jonides, J., Smith, E. E., and Koeppe, R. A. 

(1996) PET evidence for an amodal verbal working memory system. Neuroimage 3, 79-88  

98. Diamond, A. (2000) Close interrelation of motor development and cognitive 

development and of the cerebellum and prefrontal cortex. Child Dev. 71, 44-56  

99. Fiez, J. A., Raife, E. A., Balota, D. A., Schwarz, J. P., Raichle, M. E., and Petersen, S. 

E. (1996) A positron emission tomography study of the short-term maintenance of verbal 

information. J. Neurosci. 16, 808-822  

100. Schmahmann, J. D. and Sherman, J. C. (1998) The cerebellar cognitive affective 

syndrome. Brain 121 ( Pt 4), 561-579  

101. Daum, I., Schugens, M. M., Ackermann, H., Lutzenberger, W., Dichgans, J., and 

Birbaumer, N. (1993) Classical conditioning after cerebellar lesions in humans. Behav. 

Neurosci. 107, 748-756  

102. Piek, J. P., Pitcher, T. M., and Hay, D. A. (1999) Motor coordination and kinaesthesis 

in boys with attention deficit-hyperactivity disorder. Dev. Med. Child Neurol. 41, 159-165  

103. Kadesjo, B. and Gillberg, C. (1998) Attention deficits and clumsiness in swedish 7-

year-old children. Dev. Med. Child Neurol. 40, 796-804  



123 

104. Berquin, P. C., Giedd, J. N., Jacobsen, L. K., Hamburger, S. D., Krain, A. L., 

Rapoport, J. L., and Castellanos, F. X. (1998) Cerebellum in attention-deficit hyperactivity 

disorder: A morphometric MRI study. Neurology 50, 1087-1093  

105. Mostofsky, S. H., Reiss, A. L., Lockhart, P., and Denckla, M. B. (1998) Evaluation of 

cerebellar size in attention-deficit hyperactivity disorder. J. Child Neurol. 13, 434-439  

106. Lynch, A., Smart, J. L., and Dobbing, J. (1975) Motor co-ordination and cerebellar 

size in adult rats undernourished in early life. Brain Res. 83, 249-259  

107. Bedi, K. S., Hall, R., Davies, C. A., and Dobbing, J. (1980) A stereological analysis 

of the cerebellar granule and purkinje cells of 30-day-old and adult rats undernourished 

during early postnatal life. J. Comp. Neurol. 193, 863-870  

108. Bedi, K. S., Thomas, Y. M., Davies, C. A., and Dobbing, J. (1980) Synapse-to-neuron 

ratios of the frontal and cerebellar cortex of 30-day-old and adult rats undernourished 

during early postnatal life. J. Comp. Neurol. 193, 49-56  

109. Phillips, S. C. and Cragg, B. G. (1982) A change in susceptibility of rat cerebellar 

purkinje cells to damage by alcohol during fetal, neonatal and adult life. Neuropathol. 

Appl. Neurobiol. 8, 441-454  

110. Dobbing, J. and Sands, J. (1981) Vulnerability of developing brain not explained by 

cell number/cell size hypothesis. Early Hum. Dev. 5, 227-231  



124 

111. Altman, J. (1987) Morphological and behavioral markers of environmentally induced 

retardation of brain development: An animal model. Environ. Health Perspect. 74, 153-168  

112. Weston, A. D. and Hood, L. (2004) Systems biology, proteomics, and the future of 

health care: Toward predictive, preventative, and personalized medicine. J. Proteome Res. 

3, 179-196  

113. Chakravarti, B., Mallik, B., and Chakravarti, D. N. (2010) Proteomics and systems 

biology: Application in drug discovery and development. Methods Mol. Biol. 662, 3-28  

114. Gstaiger, M. and Aebersold, R. (2009) Applying mass spectrometry-based proteomics 

to genetics, genomics and network biology. Nat. Rev. Genet. 10, 617-627  

115. Chen, J., Aronow, B. J., and Jegga, A. G. (2009) Disease candidate gene 

identification and prioritization using protein interaction networks. BMC Bioinformatics 

10, 73  

116. Kanehisa, M., Goto, S., Furumichi, M., Tanabe, M., and Hirakawa, M. (2010) KEGG 

for representation and analysis of molecular networks involving diseases and drugs. 

Nucleic Acids Res. 38, D355-D360  

117. Kanehisa, M., Goto, S., Hattori, M., Aoki-Kinoshita, K. F., Itoh, M., Kawashima, S., 

Katayama, T., Araki, M., and Hirakawa, M. (2006) From genomics to chemical genomics: 

New developments in KEGG. Nucleic Acids Res. 34, D354-7  



125 

118. Jensen, L. J., Kuhn, M., Stark, M., Chaffron, S., Creevey, C., Muller, J., Doerks, T., 

Julien, P., Roth, A., Simonovic, M., Bork, P., and von Mering, C. (2009) STRING 8--a 

global view on proteins and their functional interactions in 630 organisms. Nucleic Acids 

Res. 37, D412-6  

119. Yolton, K., Dietrich, K., Auinger, P., Lanphear, B., and Hornung, R. (2005) Exposure 

to environmental tobacco smoke and cognitive abilities among U.S. children and 

adolescents. Environ. Health Perspect. 113, 98-103  

120. Braun, J. M., Froehlich, T. E., Daniels, J. L., Dietrich, K. N., Hornung, R., Auinger, 

P., and Lanphear, B. P. (2008) Association of environmental toxicants and conduct 

disorder in U.S. children: NHANES 2001-2004. Environ. Health Perspect. 116, 956-962  

121. Twardella, D., Bolte, G., Fromme, H., Wildner, M., von Kries, R., and GME Study 

Group. (2010) Exposure to secondhand tobacco smoke and child behaviour - results from 

a cross-sectional study among preschool children in bavaria. Acta Paediatr. 99, 106-111  

122. Xu, X., Cook, R. L., Ilacqua, V. A., Kan, H., and Talbott, E. O. (2010) Racial 

differences in the effects of postnatal environmental tobacco smoke on neurodevelopment. 

Pediatrics 126, 705-711  

123. Soliva, J. C., Moreno, A., Fauquet, J., Bielsa, A., Carmona, S., Gispert, J. D., Rovira, 

M., Bulbena, A., and Vilarroya, O. (2010) Cerebellar neurometabolite abnormalities in 

pediatric attention/deficit hyperactivity disorder: A proton MR spectroscopic study. 

Neurosci. Lett. 470, 60-64  



126 

124. Bandiera, F. C., Richardson, A. K., Lee, D. J., He, J. P., and Merikangas, K. R. (2011) 

Secondhand smoke exposure and mental health among children and adolescents. Arch. 

Pediatr. Adolesc. Med. 165, 332-338  

125. Williams, G. M., O'Callaghan, M., Najman, J. M., Bor, W., Andersen, M. J., 

Richards, D., and U, C. (1998) Maternal cigarette smoking and child psychiatric 

morbidity: A longitudinal study. Pediatrics 102, e11  

126. Smith, A. K., Stasi, S. M., Rhee, S. H., Corley, R. P., Young, S. E., and Hewitt, J. K. 

(2011) The role of attention-Deficit/hyperactivity disorder in the association between 

verbal ability and conduct disorder. Front. Psychiatry. 2, 1-8  

127. Loeber, R. and Keenan, K. (1994) Interaction between conduct disorder and its 

comorbid conditions: Effects of age and gender. Clin. Psychol. Rev. 14, 497-523  

128. DiFranza, J. R., Aligne, C. A., and Weitzman, M. (2004) Prenatal and postnatal 

environmental tobacco smoke exposure and children's health. Pediatrics 113, 1007-1015  

129. Fuller, B. F., Gold, M. S., Wang, K. K., and Ottens, A. K. (2010) Effects of 

environmental tobacco smoke on adult rat brain biochemistry. J. Mol. Neurosci. 41, 165-

171  

130. Bussing, R., Grudnik, J., Mason, D., Wasiak, M., and Leonard, C. (2002) ADHD and 

conduct disorder: An MRI study in a community sample. World J. Biol. Psychiatry. 3, 216-

220  



127 

131. Castellanos, F. X., Lee, P. P., Sharp, W., Jeffries, N. O., Greenstein, D. K., Clasen, L. 

S., Blumenthal, J. D., James, R. S., Ebens, C. L., Walter, J. M., Zijdenbos, A., Evans, A. 

C., Giedd, J. N., and Rapoport, J. L. (2002) Developmental trajectories of brain volume 

abnormalities in children and adolescents with attention-deficit/hyperactivity disorder. 

JAMA 288, 1740-1748  

132. Carmona, S., Vilarroya, O., Bielsa, A., Tremols, V., Soliva, J. C., Rovira, M., Tomas, 

J., Raheb, C., Gispert, J. D., Batlle, S., and Bulbena, A. (2005) Global and regional gray 

matter reductions in ADHD: A voxel-based morphometric study. Neurosci. Lett. 389, 88-

93  

133. Mackie, S., Shaw, P., Lenroot, R., Pierson, R., Greenstein, D. K., Nugent, T. F.,3rd, 

Sharp, W. S., Giedd, J. N., and Rapoport, J. L. (2007) Cerebellar development and clinical 

outcome in attention deficit hyperactivity disorder. Am. J. Psychiatry 164, 647-655  

134. Bledsoe, J. C., Semrud-Clikeman, M., and Pliszka, S. R. (2011) Neuroanatomical and 

neuropsychological correlates of the cerebellum in children with attention-

deficit/hyperactivity disorder-combined type. J. Am. Acad. Child Adolesc. Psychiatry 50, 

593-601  

135. Schmahmann, J. D. (2004) Disorders of the cerebellum: Ataxia, dysmetria of thought, 

and the cerebellar cognitive affective syndrome. J. Neuropsychiatry Clin. Neurosci. 16, 

367-378  



128 

136. Bugalho, P., Correa, B., and Viana-Baptista, M. (2006) Role of the cerebellum in 

cognitive and behavioural control: Scientific basis and investigation models. Acta Med. 

Port. 19, 257-267  

137. Bellebaum, C. and Daum, I. (2007) Cerebellar involvement in executive control. 

Cerebellum 6, 184-192  

138. Richter, S., Dimitrova, A., Hein-Kropp, C., Wilhelm, H., Gizewski, E., and Timmann, 

D. (2005) Cerebellar agenesis II: Motor and language functions. Neurocase 11, 103-113  

139. Zang, Y. F., He, Y., Zhu, C. Z., Cao, Q. J., Sui, M. Q., Liang, M., Tian, L. X., Jiang, 

T. Z., and Wang, Y. F. (2007) Altered baseline brain activity in children with ADHD 

revealed by resting-state functional MRI. Brain Dev. 29, 83-91  

140. Marano, C., Schober, S. E., Brody, D. J., and Zhang, C. (2009) Secondhand tobacco 

smoke exposure among children and adolescents: United states, 2003-2006. Pediatrics 

124, 1299-1305  

141. Singh, G. K., Siahpush, M., and Kogan, M. D. (2010) Disparities in children's 

exposure to environmental tobacco smoke in the united states, 2007. Pediatrics 126, 4-13  

142. Dobbing, J. and Sands, J. (1973) Quantitative growth and development of human 

brain. Arch. Dis. Child. 48, 757-767  



129 

143. Koop, M., Rilling, G., Herrmann, A., and Kretschmann, H. J. (1986) Volumetric 

development of the fetal telencephalon, cerebral cortex, diencephalon, and 

rhombencephalon including the cerebellum in man. Bibl. Anat. 28, 53-78  

144. Rice, D. and Barone, S.,Jr. (2000) Critical periods of vulnerability for the developing 

nervous system: Evidence from humans and animal models. Environ. Health Perspect. 108 

Suppl 3, 511-533  

145. Tiemeier, H., Lenroot, R. K., Greenstein, D. K., Tran, L., Pierson, R., and Giedd, J. N. 

(2010) Cerebellum development during childhood and adolescence: A longitudinal 

morphometric MRI study. Neuroimage 49, 63-70  

146. Altman, J. and Bayer, S. A. (1997) An Overview of the Postnatal Development of the 

Rat Cerebellum (Ch. 16) in Development of the Cerebellar System: In Relation to its 

Evolution, Structure, and Functions, pp. 325-333, CRC Press, Boca Raton, FL  

147. Gramsbergen, A. (1993) Consequences of cerebellar lesions at early and later ages: 

Clinical relevance of animal experiments. Early Hum. Dev. 34, 79-87  

148. Dobbing, J., Hopewell, J. W., and Lynch, A. (1971) Vulnerability of developing 

brain. VII. permanent deficit of neurons in cerebral and cerebellar cortex following early 

mild undernutrition. Exp. Neurol. 32, 439-447  

149. Gramsbergen, A. (2001) Normal and abnormal development of motor behavior: 

Lessons from experiments in rats. Neural Plast. 8, 17-29  



130 

150. Gramsbergen, A. (2003) Clumsiness and disturbed cerebellar development: Insights 

from animal experiments. Neural Plast. 10, 129-140  

151. Geromanos, S. J., Vissers, J. P., Silva, J. C., Dorschel, C. A., Li, G. Z., Gorenstein, M. 

V., Bateman, R. H., and Langridge, J. I. (2009) The detection, correlation, and comparison 

of peptide precursor and product ions from data independent LC-MS with data dependant 

LC-MS/MS. Proteomics 9, 1683-1695  

152. Blackburn, K., Mbeunkui, F., Mitra, S. K., Mentzel, T., and Goshe, M. B. (2010) 

Improving protein and proteome coverage through data-independent multiplexed peptide 

fragmentation. J. Proteome Res. 9, 3621-3637  

153. Li, G. Z., Vissers, J. P., Silva, J. C., Golick, D., Gorenstein, M. V., and Geromanos, S. 

J. (2009) Database searching and accounting of multiplexed precursor and product ion 

spectra from the data independent analysis of simple and complex peptide mixtures. 

Proteomics 9, 1696-1719  

154. Silva, J. C., Denny, R., Dorschel, C. A., Gorenstein, M., Kass, I. J., Li, G. Z., 

McKenna, T., Nold, M. J., Richardson, K., Young, P., and Geromanos, S. (2005) 

Quantitative proteomic analysis by accurate mass retention time pairs. Anal. Chem. 77, 

2187-2200  

155. Polpitiya, A. D., Qian, W. J., Jaitly, N., Petyuk, V. A., Adkins, J. N., Camp, D. 

G.,2nd, Anderson, G. A., and Smith, R. D. (2008) DAnTE: A statistical tool for 

quantitative analysis of -omics data. Bioinformatics 24, 1556-1558  



131 

156. Karpievitch, Y., Stanley, J., Taverner, T., Huang, J., Adkins, J. N., Ansong, C., 

Heffron, F., Metz, T. O., Qian, W. J., Yoon, H., Smith, R. D., and Dabney, A. R. (2009) A 

statistical framework for protein quantitation in bottom-up MS-based proteomics. 

Bioinformatics 25, 2028-2034  

157. Chich, J. F., David, O., Villers, F., Schaeffer, B., Lutomski, D., and Huet, S. (2007) 

Statistics for proteomics: Experimental design and 2-DE differential analysis. J. 

Chromatogr. B. Analyt Technol. Biomed. Life. Sci. 849, 261-272  

158. Albrecht, D., Kniemeyer, O., Brakhage, A. A., and Guthke, R. (2010) Missing values 

in gel-based proteomics. Proteomics 10, 1202-1211  

159. Benjamini, Y. and Yekutieli, D. (2001) The control of the false discovery rate in 

multiple testing under dependency. Ann. Stat. 29, 1165-1188  

160. Reiner, A., Yekutieli, D., and Benjamini, Y. (2003) Identifying differentially 

expressed genes using false discovery rate controlling procedures. Bioinformatics 19, 368-

375  

161. Chen, J., Bardes, E. E., Aronow, B. J., and Jegga, A. G. (2009) ToppGene suite for 

gene list enrichment analysis and candidate gene prioritization. Nucleic Acids Res. 37, 

W305-W311  

162. Szklarczyk, D., Franceschini, A., Kuhn, M., Simonovic, M., Roth, A., Minguez, P., 

Doerks, T., Stark, M., Muller, J., Bork, P., Jensen, L. J., and von Mering, C. (2011) The 



132 

STRING database in 2011: Functional interaction networks of proteins, globally 

integrated and scored. Nucleic Acids Res. 39, D561-D568  

163. Abramoff MD, Magalhaes, PJ, Ram SJ. (2004) Image processing with ImageJ. 

Biophotonics Int. 11, 36-42  

164. Landis, M. K., Fuller, B. F., and Ottens, A. K. (2010) Protein prefractionation ahead 

of 2DLC-MSMS enhanced neuroproteome coverage and provides biologically relevant 

spatial information. J. Am. Soc. Mass Spectrom. 21 Suppl 1, S127  

165. Berman, S. B., Pineda, F. J., and Hardwick, J. M. (2008) Mitochondrial fission and 

fusion dynamics: The long and short of it. Cell Death Differ. 15, 1147-1152  

166. Baloh, R. H. (2008) Mitochondrial dynamics and peripheral neuropathy. 

Neuroscientist 14, 12-18  

167. Cereghetti, G. M., Stangherlin, A., Martins de Brito, O., Chang, C. R., Blackstone, C., 

Bernardi, P., and Scorrano, L. (2008) Dephosphorylation by calcineurin regulates 

translocation of Drp1 to mitochondria. Proc. Natl. Acad. Sci. U. S. A. 105, 15803-15808  

168. John, G. B., Shang, Y., Li, L., Renken, C., Mannella, C. A., Selker, J. M., Rangell, L., 

Bennett, M. J., and Zha, J. (2005) The mitochondrial inner membrane protein mitofilin 

controls cristae morphology. Mol. Biol. Cell 16, 1543-1554  



133 

169. Wang, X., Su, B., Lee, H. G., Li, X., Perry, G., Smith, M. A., and Zhu, X. (2009) 

Impaired balance of mitochondrial fission and fusion in alzheimer's disease. J. Neurosci. 

29, 9090-9103  

170. de Cerqueira Cesar, M. and Wilson, J. E. (2002) Functional characteristics of 

hexokinase bound to the type a and type B sites of bovine brain mitochondria. Arch. 

Biochem. Biophys. 397, 106-112  

171. Kuster, B., Schirle, M., Mallick, P., and Aebersold, R. (2005) Scoring proteomes with 

proteotypic peptide probes. Nat. Rev. Mol. Cell Biol. 6, 577-583  

172. Ottens, A. K., Golden, E. C., Bustamante, L., Hayes, R. L., Denslow, N. D., and 

Wang, K. K. (2008) Proteolysis of multiple myelin basic protein isoforms after 

neurotrauma: Characterization by mass spectrometry. J. Neurochem. 104, 1404-1414  

173. Hashimoto, M. and Wilson, J. E. (2000) Membrane potential-dependent 

conformational changes in mitochondrially bound hexokinase of brain. Arch. Biochem. 

Biophys. 384, 163-173  

174. Dieni, C. A. and Storey, K. B. (2011) Regulation of hexokinase by reversible 

phosphorylation in skeletal muscle of a freeze-tolerant frog. Comp. Biochem. Physiol. B. 

Biochem. Mol. Biol. 159, 236-243  

175. Abnous, K. and Storey, K. B. (2008) Skeletal muscle hexokinase: Regulation in 

mammalian hibernation. Mol. Cell. Biochem. 319, 41-50  



134 

176. Hollenbeck, P. J. and Saxton, W. M. (2005) The axonal transport of mitochondria. J. 

Cell. Sci. 118, 5411-5419  

177. Li, Z., Okamoto, K., Hayashi, Y., and Sheng, M. (2004) The importance of dendritic 

mitochondria in the morphogenesis and plasticity of spines and synapses. Cell 119, 873-

887  

178. Smirnova, E., Griparic, L., Shurland, D. L., and van der Bliek, A. M. (2001) 

Dynamin-related protein Drp1 is required for mitochondrial division in mammalian cells. 

Mol. Biol. Cell 12, 2245-2256  

179. Liu, H., Focia, P. J., and He, X. (2011) Homophilic adhesion mechanism of 

neurofascin, a member of the L1 family of neural cell adhesion molecules. J. Biol. Chem. 

286, 797-805  

180. Counotte, D. S., Goriounova, N. A., Li, K. W., Loos, M., van der Schors, R. C., 

Schetters, D., Schoffelmeer, A. N., Smit, A. B., Mansvelder, H. D., Pattij, T., and Spijker, 

S. (2011) Lasting synaptic changes underlie attention deficits caused by nicotine exposure 

during adolescence. Nat. Neurosci. 14, 417-419  

181. Heath, C. J. and Picciotto, M. R. (2009) Nicotine-induced plasticity during 

development: Modulation of the cholinergic system and long-term consequences for 

circuits involved in attention and sensory processing. Neuropharmacology 56 Suppl 1, 

254-262  



135 

182. Sheridan, C. and Martin, S. J. (2010) Mitochondrial fission/fusion dynamics and 

apoptosis. Mitochondrion 10, 640-648  

183. Landes, T. and Martinou, J. C. (2011) Mitochondrial outer membrane 

permeabilization during apoptosis: The role of mitochondrial fission. Biochim. Biophys. 

Acta 1813, 540-545  

184. Wu, S., Zhou, F., Zhang, Z., and Xing, D. (2011) Mitochondrial oxidative stress 

causes mitochondrial fragmentation via differential modulation of mitochondrial fission-

fusion proteins. FEBS J. 278, 941-954  

185. Kennedy, J. R. and Elliott, A. M. (1970) Cigarette smoke: The effect of residue on 

mitochondrial structure. Science 168, 1097-1098  

186. Pryor, W. A., Arbour, N. C., Upham, B., and Church, D. F. (1992) The inhibitory 

effect of extracts of cigarette tar on electron transport of mitochondria and 

submitochondrial particles. Free Radic. Biol. Med. 12, 365-372  

187. Han, X. J., Tomizawa, K., Fujimura, A., Ohmori, I., Nishiki, T., Matsushita, M., and 

Matsui, H. (2011) Regulation of mitochondrial dynamics and neurodegenerative diseases. 

Acta Med. Okayama 65, 1-10  

188. Leuner, K., Pantel, J., Frey, C., Schindowski, K., Schulz, K., Wegat, T., Maurer, K., 

Eckert, A., and Muller, W. E. (2007) Enhanced apoptosis, oxidative stress and 

mitochondrial dysfunction in lymphocytes as potential biomarkers for alzheimer's disease. 

J. Neural Transm. Suppl. (72), 207-215  



136 

189. Abou-Sleiman, P. M., Muqit, M. M., and Wood, N. W. (2006) Expanding insights of 

mitochondrial dysfunction in parkinson's disease. Nat. Rev. Neurosci. 7, 207-219  

190. Lin, P. L., Huang, H. L., Lu, K. Y., Chen, T., Lin, W. T., Lee, C. H., and Hsu, H. M. 

(2010) Second-hand smoke exposure and the factors associated with avoidance behavior 

among the mothers of pre-school children: A school-based cross-sectional study. BMC 

Public Health 10, 606  

191. Yang, J., Jiang, L. N., Yuan, Z. L., Zheng, Y. F., Wang, L., Ji, M., Shen, Z. Q., Wang, 

X. W., Ma, Q., Xi, Z. G., and Li, J. W. (2008) Impacts of passive smoking on learning and 

memory ability of mouse offsprings and intervention by antioxidants. Biomed. Environ. 

Sci. 21, 144-149  

192. Rabinoff, M., Caskey, N., Rissling, A., and Park, C. (2007) Pharmacological and 

chemical effects of cigarette additives. Am. J. Public Health 97, 1981-1991  

193. Schmahmann, J. D. and Pandya, D. N. (1995) Prefrontal cortex projections to the 

basilar pons in rhesus monkey: Implications for the cerebellar contribution to higher 

function. Neurosci. Lett. 199, 175-178  

194. Schmahmann, J. D., Weilburg, J. B., and Sherman, J. C. (2007) The neuropsychiatry 

of the cerebellum - insights from the clinic. Cerebellum 6, 254-267  

195. Baldacara, L., Borgio, J. G., Lacerda, A. L., and Jackowski, A. P. (2008) Cerebellum 

and psychiatric disorders. Rev. Bras. Psiquiatr. 30, 281-289  



137 

196. Tahirovic, S., Hellal, F., Neukirchen, D., Hindges, R., Garvalov, B. K., Flynn, K. C., 

Stradal, T. E., Chrostek-Grashoff, A., Brakebusch, C., and Bradke, F. (2010) Rac1 

regulates neuronal polarization through the WAVE complex. J. Neurosci. 30, 6930-6943  

197. Ng, J., Nardine, T., Harms, M., Tzu, J., Goldstein, A., Sun, Y., Dietzl, G., Dickson, B. 

J., and Luo, L. (2002) Rac GTPases control axon growth, guidance and branching. Nature 

416, 442-447  

198. Gallo, G. (2006) RhoA-kinase coordinates F-actin organization and myosin II activity 

during semaphorin-3A-induced axon retraction. J. Cell. Sci. 119, 3413-3423  

199. Di Scala, F., Dupuis, L., Gaiddon, C., De Tapia, M., Jokic, N., Gonzalez de Aguilar, 

J. L., Raul, J. S., Ludes, B., and Loeffler, J. P. (2005) Tissue specificity and regulation of 

the N-terminal diversity of reticulon 3. Biochem. J. 385, 125-134  

200. Latefi, N. S., Pedraza, L., Schohl, A., Li, Z., and Ruthazer, E. S. (2009) N-cadherin 

prodomain cleavage regulates synapse formation in vivo. Dev. Neurobiol. 69, 518-529  

201. Maccioni, R. B. and Cambiazo, V. (1995) Role of microtubule-associated proteins in 

the control of microtubule assembly. Physiol. Rev. 75, 835-864  

202. Schweigreiter, R. and Bandtlow, C. E. (2006) Nogo in the injured spinal cord. J. 

Neurotrauma 23, 384-396  

203. Kim, J. E., Bonilla, I. E., Qiu, D., and Strittmatter, S. M. (2003) Nogo-C is sufficient 

to delay nerve regeneration. Mol. Cell. Neurosci. 23, 451-459  



138 

204. Joset, A., Dodd, D. A., Halegoua, S., and Schwab, M. E. (2010) Pincher-generated 

nogo-A endosomes mediate growth cone collapse and retrograde signaling. J. Cell Biol. 

188, 271-285  

205. Wu, K. Y., Hengst, U., Cox, L. J., Macosko, E. Z., Jeromin, A., Urquhart, E. R., and 

Jaffrey, S. R. (2005) Local translation of RhoA regulates growth cone collapse. Nature 

436, 1020-1024  

206. Da Silva, J. S., Medina, M., Zuliani, C., Di Nardo, A., Witke, W., and Dotti, C. G. 

(2003) RhoA/ROCK regulation of neuritogenesis via profilin IIa-mediated control of actin 

stability. J. Cell Biol. 162, 1267-1279  

207. Arimura, N., Menager, C., Kawano, Y., Yoshimura, T., Kawabata, S., Hattori, A., 

Fukata, Y., Amano, M., Goshima, Y., Inagaki, M., Morone, N., Usukura, J., and Kaibuchi, 

K. (2005) Phosphorylation by rho kinase regulates CRMP-2 activity in growth cones. Mol. 

Cell. Biol. 25, 9973-9984  

208. Yoshimura, T., Kawano, Y., Arimura, N., Kawabata, S., Kikuchi, A., and Kaibuchi, 

K. (2005) GSK-3beta regulates phosphorylation of CRMP-2 and neuronal polarity. Cell 

120, 137-149  

209. Gatlin, J. C., Estrada-Bernal, A., Sanford, S. D., and Pfenninger, K. H. (2006) 

Myristoylated, alanine-rich C-kinase substrate phosphorylation regulates growth cone 

adhesion and pathfinding. Mol. Biol. Cell 17, 5115-5130  



139 

210. Przyborski, S. A. and Cambray-Deakin, M. A. (1995) Developmental regulation of 

MAP2 variants during neuronal differentiation in vitro. Brain Res. Dev. Brain Res. 89, 

187-201  

211. Mundy, W. R., Robinette, B., Radio, N. M., and Freudenrich, T. M. (2008) Protein 

biomarkers associated with growth and synaptogenesis in a cell culture model of neuronal 

development. Toxicology 249, 220-229  

212. Nada, S., Shima, T., Yanai, H., Husi, H., Grant, S. G., Okada, M., and Akiyama, T. 

(2003) Identification of PSD-93 as a substrate for the src family tyrosine kinase fyn. J. 

Biol. Chem. 278, 47610-47621  

213. Schmid, R. S. and Maness, P. F. (2008) L1 and NCAM adhesion molecules as 

signaling coreceptors in neuronal migration and process outgrowth. Curr. Opin. 

Neurobiol. 18, 245-250  

214. Utton, M. A., Eickholt, B., Howell, F. V., Wallis, J., and Doherty, P. (2001) Soluble 

N-cadherin stimulates fibroblast growth factor receptor dependent neurite outgrowth and 

N-cadherin and the fibroblast growth factor receptor co-cluster in cells. J. Neurochem. 76, 

1421-1430  

215. Takeichi, M. (2007) The cadherin superfamily in neuronal connections and 

interactions. Nat. Rev. Neurosci. 8, 11-20  

216. Rao, M. V., Campbell, J., Yuan, A., Kumar, A., Gotow, T., Uchiyama, Y., and Nixon, 

R. A. (2003) The neurofilament middle molecular mass subunit carboxyl-terminal tail 



140 

domains is essential for the radial growth and cytoskeletal architecture of axons but not 

for regulating neurofilament transport rate. J. Cell Biol. 163, 1021-1031  

217. Rinaldo, L. and Hansel, C. (2010) Ataxias and cerebellar dysfunction: Involvement of 

synaptic plasticity deficits? Funct. Neurol. 25, 135-139  

218. Xie, Z., Dong, Y., Maeda, U., Moir, R., Inouye, S. K., Culley, D. J., Crosby, G., and 

Tanzi, R. E. (2006) Isoflurane-induced apoptosis: A potential pathogenic link between 

delirium and dementia. J. Gerontol. A Biol. Sci. Med. Sci. 61, 1300-1306  

219. Dickson, D. W. (2004) Apoptotic mechanisms in alzheimer neurofibrillary 

degeneration: Cause or effect? J. Clin. Invest. 114, 23-27  

220. Czlonkowska, A. and Kurkowska-Jastrzebska, I. (2011) Inflammation and gliosis in 

neurological diseases--clinical implications. J. Neuroimmunol. 231, 78-85  

221. Mandrekar-Colucci, S. and Landreth, G. E. (2010) Microglia and inflammation in 

alzheimer's disease. CNS Neurol. Disord. Drug Targets 9, 156-167  

222. Morales, I., Farias, G., and Maccioni, R. B. (2010) Neuroimmunomodulation in the 

pathogenesis of alzheimer's disease. Neuroimmunomodulation 17, 202-204  

  

 



141 

 

 

VITA 

 

Brian Frederick Fuller was born on September 5, 1979, in Worcester 

Massachusetts. He graduated from Wachusett Regional High School, Holden, 

Massachusetts in 1997. He received his Bachelor of Science in Biology from Florida 

Institute of Technology, Melbourne, FL in 2002 and subsequently went on to complete his 

Masters of Science in Plant Molecular and Cellular Biology in 2005 from the University of 

Florida, Gainesville FL. His doctorial work began in the Interdisciplinary Program in 

Biomedical Science at the University of Florida in 2005 under the mentorship of Dr. 

Andrew K. Ottens. In 2008 he along with his mentor moved to Virginia Commonwealth 

University where he joined the Ph.D. program in Biochemistry and Molecular Biology. 

  

 


	A STUDY ON THE BIOCHEMICAL AND CELLULAR EFFECTS OF ENVIORMENTAL TOBACCO SMOKE ON ADULT AND DEVELOPING RAT BRAIN BIOCHEMISTRY
	Downloaded from

	-

