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While this squirrel is predictably short-lived, you can see how a few parameters drastically change the behavior of the squirrel. Next time, we’ll put it all …
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Analysis of the wild-type gray and melanic squirrel sequences revealed a 24 base-pair in-frame deletion (MC1R-Δ24) in all the melanic squirrels at amino acid positions 87–94. We have named the wild-type allele E + and the melanic allele E B.
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The key findings were: 1. That there had been an increase in the genetic variation on Anglesey.
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The gene controls the amount of the black eumelanin pigment produced. Cambridgeshire. Black squirrel numbers have rapidly increased in Hertfordshire, Bedfordshire, Huntingdonshire, and...
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Question: 489 Analyzing A Squirrel Gene Pool In Olney, Illinois, There Is A Unique Population Of Albino And Grey Squirrels. Between 1977 And Population Of Gray And White Squirrels In Olney, Illinois (1977-1900) 1990, Your Gray White Total 0 G 09 Free Of Freg Of G Students 1977 802152 784 26.85 49.90 2321 At Olney
48.13 51.82 1978 511172 683 24.82 50.0025.18 Central ...
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The key findings were: 1. That there had been an increase in the genetic variation on Anglesey.
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Thus, based on the sequence comparison of squirrel monkey CGβ promoter with marmoset CGβ, human CGβ and human LHβ promoters, we propose a model of the squirrel monkey CGβ gene and promoter wherein the expression of the gene is governed by two promoters: expression of the squirrel monkey CGβ gene in the pituitary is
driven by a promoter that is found immediately upstream of exon 1, and contains a TATA-box, and cis-elements important for pituitary-specific expression; on the other hand ...

The intraspecific genetic variation and diversity within the Humboldt’s flying squirrel (Glaucomys oregonensis) has not yet been characterized despite its elevation to full species in 2017. The San Bernardino flying squirrel (G. o. californicus) is thought to be the southernmost population of G. oregonensis and is
restricted to the San Bernardino and San Jacinto Mountains in California, but recent surveys indicate they have been extirpated from the latter locality. In order to provide baseline genetic data across the geographic range of G. oregonensis, I had the following objectives: 1) investigate the intraspecific molecular
variation in G. oregonensis with a focus on the subspecies distributed in California; 2) evaluate the genetic diversity within G. o. californicus; 3) estimate if gene flow is occurring between the rest of the species and G. o. californicus. Population genetic and phylogenetic analyses, incorporating nine
microsatellite loci and the partial or entire mitochondrial cytochrome-b gene, were performed on a total of 147 samples (tissue, hair, and museum specimen) using the Illumina high-throughput sequencing (HTS) platform; thereby bioinformatically coding alleles based on read count. My results support previously
published work describing a south to north colonization of the species after the Last Glacial Maximum and highlight the genetic distinctiveness of G. o. californicus. The ensuing data from this study contributes valuable information toward understanding the genetic diversity within G. oregonensis, provides material
to inform future conservation decisions for G. o. californicus, and has novel implications for future HTS microsatellite genotyping.
The evolution of new phenotypes and species is a population genetic process that is governed by four fundamental forces: natural selection, drift, mutation, and gene flow. Ecological genetics is the reciprocal interaction between population genetic theory and empirical observations from nature and the laboratory.
Here I present a study in which I synthesize ecological information with population genetic studies in order to better understand how and why organisms diversify at the genetic, phenotypic, and species level. Pine squirrels (Genus: Tamiasciurus) are an important study organism for investigating the early stages of
adaptation and speciation in nature because they are comprised of only recently divergent lineages, form narrow hybrid zones, show sharp goegraphic variation in several phenotypic traits of ecological interest, such as fur coloration and cranial morphology associated with bite force, and are a model organism for
behavioral and ecological research. Pine squirrels (also known as tree squirrels) are ubiquitous across coniferous forests of North America and are comprised of only two recognized species: the Douglas squirrel (T. douglasii) and the North American red squirrel (T. hudsonicus). In my first chapter, I show with
molecular divergence analyses using multilocus genetic data that these two species split less than a half million years ago. I also use phylogenetic inference and isolation with migration models to resolve the biogeographic puzzle of red squirrels occurring on Vancouver Island despite the closest mainland regions
being occupied by Douglas squirrels. A species tree analysis using 15 nuclear loci indicates that the origin of squirrels on the island was likely from T. hudsonicus populations that occurred in interior montane regions that apparently persisted south of continental ice during the LGM. Surprisingly, phylogenetic
analysis with mtDNA shows that all island squirrels carry the mtDNA of the sister species T. douglasii. We found historical migration between T. douglasii and island T. hudsonicus, but no historical migration between T. douglasii and mainland T.hudsonicus using IM models. These findings show a complex colonization
and migration history between both mainland species and the island population. In my second chapter, I examined hybrid zone dynamics between the two squirrel species along an environmental gradient in the North Cascade Mountains of southern British Columbia and northern Washington. I found that genetic and
phenotypic variation had steeper clines than a neutral genetic marker, which suggests that divergent selection is overriding gene flow in maintaining distinction between these species. Furthermore, all phenotypic clines were centered in a forest ecotone, thereby implicating environmental factors as being responsible
for the location of the species boundary. Furthermore, I detected hybridization occurring to at least the F2 generation, which supports the notion that hybrid inviability is not as strong as environmental forces in maintaining distinction between species at this hybrid zone. In my third chapter, I show differential
patterns of clinal variation in several ecologically important traits within Douglas squirrels (T. douglasii) along a forest gradient in Oregon. Ventral fur color shows a relatively sharp clinal transition from deep orange in the coastal region to a whitish-yellow, which coincides with a gradient in tree canopy
openness. In contrast, cranial morphology varies continuously and gradually and does not show any sharp transitions, which is surprising given the abrupt changes in size and hardness of their primary food source, the cones from which they extract seeds. Collectively, my dissertation research provides an integrative
examination of the contemporary processes of selection and gene flow that have shaped phenotypic variation and the genetic structure of pine squirrels in western North America.
"Sciurus niger (Rodentia: Sciuridae) is a large tree squirrel which inhabits the southeastern portion of North America. Currently there are ten recognized subspecies which are distinguished based on differences in morphology and ecology. While molecular work has been undertaken for a few subspecies of S. niger, the
patterns of genetic differentiation of the entire species have yet to be examined. This study attempts to characterize the genetic structure of S. niger in order to help determine the validity of current subspecies designations and offer insight into the post-glacial colonization patterns of the species. A 296 base
pair fragment of the mitochondrial control region (dloop) was sequenced from 55 specimens of S. n. vulpinus, 13 samples of S. n. niger, and 13 samples of S. n. rufiventer. Fifteen previously reported haplotypes (Lance et al. 2003) representing S. n. cinereus, S. n. rufiventer, and S. n. vulpinus were incorporated
into the analysis. Additionally, a data set of 89 sequences generated at the Van Den Bussche Laboratory of Molecular Systematics and Conservation Genetics were added to this data set. These sequences included representatives of the following 8 subspecies: S. n. bachmani, S. n. cinereus, S. n. limitis, S. n.
ludovicianus, S. n. niger, S. n. rufiventer, S. n. subauratus, and S. n. vulpinus. The compiled data set of 258 individuals belonging to 8 subspecies yielded 125 unique haplotypes, indicating extremely high levels of diversity in the control region. Several tree-based methods recovered two distinct shallow clades
which do not correspond to geographic regions or subspecies. A parsimony-based minimum spanning network revealed two haplotype clusters which correspond to the two clades found in the tree-based methods. The haplotypes are closely linked in a starshaped phylogenetic network; several of the most frequent haplotypes
were internal, while the majority were unique to single populations and presented distal positions in the network. Overall there was a lack of genetic structure amongst populations with most of the variance explained by within population genetic diversity. Despite poor branch support, the congruent recovery of the
two S. niger clades via both clustering-based and optimality criterion-based methods supports the separation of haplotypes into two major haplogroups. These results indicate that the currently recognized subspecies based on alpha taxonomic characters are not concordant with the mitochondrial history of S. niger.
Instead, my findings suggest that the control region haplotype distribution in fox squirrels may be the result of repeated and rapid habitat expansions/retractions during glacial events in the Pleistocene. The shallow divergence between haplotypes across wide geographic distances suggest that the patterns of
morphological and ecological differentiation the we observe within S. niger may have occurred much more recently than previously thought"--Abstract.
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specific for human amylase transcripts and expression of human growth hormone was determined by a radioimmunomatrix assay.
Ecosystems are the stage on which the play of evolution is acted, and ecosystems are complex, spatially structured and temporally
focused on the spatial analysis of small genetic datasets, typically comprised of less than 20 microsatellite markers, taken from
methods poses tremendous challenge and opportunity to the field. Perhaps the greatest is to produce, process, curate, archive and
gene flow and selection. The papers in the Research Topic cover a broad range of topics under this area of focus, from reviews of
the challenges and opportunities of this emerging field.

varying. The purpose of this Research Topic is to explore critical challenges and opportunities for the transition from landscape genetics to landscape genomics. Landscape genetics has
clusters of individuals in putative populations or distributed individuals across landscapes. The recent emergence of large scale genomic datasets produced by next generation sequencing
analyze spatially referenced genomic datasets in a way such that research is led by a priori hypotheses regarding how environmental heterogeneity and temporal dynamics interact to affect
the emergence of landscape genetics, to best practices in spatial analysis of genetic data. The compilation, like the emerging field itself, is eclectic and illustrates the scope of both

Genetic connectivity is a crucial element of self-sustaining wildlife populations. Anthropogenic barriers, such as interstate highways, can disrupt gene flow by preventing dispersal between groups of individuals. Another gene flow disruptor is isolation by distance (IBD): the principle that population
differentiation increases as spatial distance increases, because individuals are more likely to mate with individuals that are geographically proximate rather than distant. Investigating landscape genetics of wildlife populations is an important step towards understanding the landscape features and spatial scales
that are relevant to maintaining connectivity. In Chapter 1, I explored the effects of interstate highways on genetic connectivity for six species of mammals in Indiana. These species included raccoon (Procyon lotor), Virginia opossum (Didelphis virginiana), fox squirrel (Sciurus niger), eastern gray squirrel (S.
carolinensis), eastern chipmunk ( Tamias striatus), and white-footed mouse (Peromyscus leucopus ). These species represent a range of attributes, several of which affect dispersal ability across the interstate highway. Site characteristics, such as culverts and bridges, were included in the analysis. Population
clustering was evaluated using Bayesian population assignment software and population genetic metrics. The results of the population genetic analyses indicated that five of the study species experienced a decrease in gene flow in relation to interstate highways. Smaller species exhibited population differentiation
at more sites than the larger species; however, interstate highways were not a barrier to genetic connectivity for fox squirrels. My results are concordant with previous road ecology research; the barrier effects of high-traffic roads are variable, depending on the study species and potential crossing points. These
findings may be carefully extrapolated to predict how species of concern may be impacted by high-traffic roads.
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