creating phylogenetic trees from dna
sequences answer key

creating phylogenetic trees from dna sequences answer key is a fundamental topic in
molecular biology and evolutionary studies. This article explores the step-by-step process of
constructing phylogenetic trees using DNA sequence data, providing a detailed answer key for
learners and researchers alike. Understanding how to analyze DNA sequences to infer evolutionary
relationships is crucial for applications ranging from taxonomy to conservation biology. The article
covers key concepts such as sequence alignment, tree-building methods, and interpretation of
phylogenetic trees. It also discusses common challenges and best practices to ensure accurate and
reliable results. Following this introduction, the article presents a clear table of contents to quide
readers through the essential topics related to creating phylogenetic trees from DNA sequences
answer key.

Understanding Phylogenetic Trees and DNA Sequences

Preparing DNA Sequences for Analysis

Methods for Constructing Phylogenetic Trees

Interpreting and Validating Phylogenetic Trees

Common Challenges and Troubleshooting

Understanding Phylogenetic Trees and DNA Sequences

Phylogenetic trees are graphical representations of evolutionary relationships among various species
or genes. These trees are constructed by analyzing DNA sequences to infer common ancestry and
divergence events. Creating phylogenetic trees from DNA sequences answer key involves
understanding both the biological significance of these sequences and the computational methods
used to process them. DNA sequences serve as molecular records, where similarities and differences
indicate evolutionary distances. This section explains the basic principles of phylogenetic trees,
including terminology such as nodes, branches, clades, and root, which are essential for correct
interpretation.

What Is a Phylogenetic Tree?

A phylogenetic tree is a branching diagram that depicts hypotheses about the evolutionary
relationships among various biological entities based on their genetic characteristics. The tips of the
tree represent individual species, populations, or genes, while the internal nodes reflect common
ancestors. The length of the branches can correspond to evolutionary time or genetic change,
depending on the tree type.



The Role of DNA Sequences in Phylogenetics

DNA sequences provide the raw data for reconstructing evolutionary histories. The sequence data
include nucleotides (adenine, thymine, cytosine, guanine) arranged in a specific order. By comparing
these sequences across different organisms, scientists can identify homologous regions, mutations,
and conserved sequences that inform tree construction. The quality and length of DNA sequences
directly impact the accuracy of the resulting phylogenetic tree.

Preparing DNA Sequences for Analysis

Before constructing a phylogenetic tree, DNA sequences must undergo preparation steps to ensure
quality and comparability. This preparation typically includes sequence retrieval, quality control, and
sequence alignment. Proper handling at this stage is critical for creating phylogenetic trees from DNA
sequences answer key, as errors or inconsistencies can lead to misleading conclusions.

Sequence Retrieval and Quality Assessment

DNA sequences can be obtained from genomic databases, laboratory sequencing, or published
research. Once collected, sequences should be checked for quality by identifying ambiguous bases,
sequencing errors, and contamination. Trimming low-quality regions and verifying sequence integrity
enhances the reliability of downstream analyses.

Multiple Sequence Alignment

Alignment is the process of arranging DNA sequences to identify homologous nucleotide positions
across all sequences studied. Multiple sequence alignment (MSA) is essential because phylogenetic
methods assume that each column in the alignment represents a comparable genetic position.
Various software tools are available for MSA, such as Clustal Omega, MUSCLE, and MAFFT. The
accuracy of the alignment affects the accuracy of the phylogenetic tree.

Refining and Editing Alignments

After initial alignment, manual or automated refinement is often necessary to remove poorly aligned
regions or gaps that may introduce noise. Careful curation of the alignment ensures that only
homologous and informative sites contribute to tree construction.

Methods for Constructing Phylogenetic Trees

There are multiple computational approaches to creating phylogenetic trees from DNA sequences,
each with its strengths and assumptions. Choosing the appropriate method depends on the data
characteristics and research goals. This section details the most commonly used techniques for tree
inference and provides an answer key to their applications.



Distance-Based Methods

Distance methods calculate pairwise genetic distances between sequences to build trees. The most
popular distance method is Neighbor-Joining, which constructs a tree by iteratively grouping
sequences that minimize total branch length. These methods are computationally efficient and
suitable for large datasets but may oversimplify evolutionary processes.

Character-Based Methods

Character-based methods analyze individual nucleotide positions rather than overall distances. Two
main types are Maximum Parsimony and Maximum Likelihood. Maximum Parsimony seeks the tree
that requires the fewest evolutionary changes, while Maximum Likelihood evaluates trees based on a
statistical model of nucleotide substitution. These methods offer greater accuracy but require more
computational resources.

Bayesian Inference

Bayesian methods use probabilistic models to estimate the most likely tree given the data and prior
information. This approach produces a distribution of trees and allows for assessment of confidence in
tree branches. Bayesian inference is widely used in modern phylogenetics for its robustness and
flexibility.

Step-by-Step Guide to Tree Construction

1. Obtain and quality-check DNA sequences.

2. Perform multiple sequence alignment.

3. Select an appropriate tree-building method based on dataset size and research question.
4. Construct the phylogenetic tree using specialized software (e.g., MEGA, PAUP*, RAXML).
5. Visualize and interpret the tree structure.

6. Validate the tree using bootstrapping or other support measures.

Interpreting and Validating Phylogenetic Trees

Once a phylogenetic tree is constructed, interpreting its topology and branch lengths is critical for
drawing meaningful evolutionary conclusions. Validating the tree’s reliability through statistical
methods is also essential. This section explains how to read trees and assess their robustness.



Reading Tree Topology

The arrangement of branches and nodes reveals relationships such as common ancestry and
divergence patterns. Clades represent groups of organisms descended from a common ancestor.
Understanding monophyletic, paraphyletic, and polyphyletic groups is important for accurate
biological interpretation.

Branch Lengths and Evolutionary Distances

Branch lengths often correspond to the amount of genetic change or evolutionary time. Longer
branches indicate greater divergence. Recognizing these differences helps infer rates of evolution and
timing of speciation events.

Bootstrap Analysis and Confidence Values

Bootstrap resampling is a statistical technique used to evaluate the reliability of phylogenetic trees.
By repeatedly sampling the data and reconstructing trees, bootstrap values are assigned to branches
representing the frequency with which that branch appears. High bootstrap values (typically above
70%) indicate strong support for the inferred clade.

Other Validation Techniques

Additional methods such as jackknife analysis, posterior probabilities (in Bayesian inference), and
likelihood ratio tests complement bootstrapping. Using multiple validation approaches strengthens
confidence in phylogenetic conclusions.

Common Challenges and Troubleshooting

Creating phylogenetic trees from DNA sequences answer key is often complicated by various
technical and biological factors. This section addresses common challenges encountered during the
process and offers solutions to improve tree accuracy and reliability.

Issues with Sequence Quality and Alignment

Poor DNA sequence quality or misalignment can lead to incorrect phylogenetic inference. It is crucial
to identify and remove problematic sequences or regions. Using multiple alignment tools and
comparing results can help optimize alignments.

Homoplasy and Convergent Evolution

Homoplasy occurs when similar traits arise independently in unrelated lineages, potentially
misleading tree construction. Awareness of such evolutionary phenomena is necessary when
interpreting trees and selecting appropriate models.



Model Selection and Parameter Settings

Choosing an incorrect substitution model or inappropriate parameters can reduce tree accuracy.
Model testing software assists in identifying the best-fit model for the data, thereby improving
phylogenetic inference.

Computational Limitations

Large datasets or complex models may require substantial computational power. Utilizing high-
performance computing resources or simplifying analyses without compromising quality can alleviate
these issues.

Recommendations for Best Practices

¢ Use high-quality, well-curated DNA sequences.

e Perform careful multiple sequence alignment and refinement.

e Select suitable phylogenetic methods tailored to data characteristics.
 Validate trees with multiple statistical approaches.

e Interpret trees within the biological and evolutionary context.

Frequently Asked Questions

What is the first step in creating a phylogenetic tree from
DNA sequences?

The first step is to collect and align the DNA sequences using multiple sequence alignment tools to
identify homologous positions.

Which software tools are commonly used for constructing
phylogenetic trees from DNA sequences?

Commonly used software tools include MEGA, PhyML, RAXML, MrBayes, and BEAST.

How do you choose the best model of nucleotide substitution
for phylogenetic analysis?

You select the best-fit model using model selection criteria such as Akaike Information Criterion (AIC)
or Bayesian Information Criterion (BIC) using tools like jModelTest or ModelFinder.



What are the main methods for phylogenetic tree
construction from DNA sequences?

The main methods include distance-based methods (e.g., Neighbor-Joining), maximum parsimony,
maximum likelihood, and Bayesian inference.

How can you assess the reliability of a phylogenetic tree
generated from DNA sequences?

Reliability can be assessed using bootstrap analysis, posterior probabilities, or other statistical
supports to evaluate the confidence in tree branches.

What does an answer key for creating phylogenetic trees from
DNA sequences typically include?

An answer key usually includes detailed steps for sequence alignment, model selection, tree
construction methods, interpretation of the tree, and evaluation of statistical support.

Additional Resources

1. Phylogenetic Trees from DNA Sequences: Concepts and Practice

This book offers a comprehensive introduction to the principles and methods used to construct
phylogenetic trees from DNA sequence data. It covers various algorithms, including distance-based,
maximum parsimony, and maximum likelihood approaches. Readers will find practical examples and
an answer key to reinforce learning and application.

2. Computational Phylogenetics: Analyzing DNA Sequence Data

Focusing on computational tools, this book guides readers through the process of analyzing DNA
sequences to infer phylogenetic relationships. It includes detailed explanations of software
applications and step-by-step instructions. The answer key helps users verify their analyses and
understand common pitfalls.

3. Molecular Evolution and Phylogenetics: DNA-Based Tree Construction

This text delves into the molecular basis of evolution and how DNA sequence data can be used to
reconstruct evolutionary histories. It combines theory with practical exercises and an answer key to
facilitate self-assessment. The book is suitable for advanced undergraduates and graduate students.

4. Introduction to Phylogenetic Trees: DNA Sequence Analysis and Interpretation

Designed for beginners, this book introduces the fundamental concepts behind phylogenetic tree
construction using DNA sequences. It explains sequence alignment, model selection, and tree-building
methods in an accessible manner. The included answer key supports learners in checking their
understanding.

5. Practical Guide to Phylogenetic Analysis Using DNA Sequences

This guide provides a hands-on approach to building phylogenetic trees with DNA data, emphasizing
practical skills and real-world applications. It covers data preparation, software usage, and
interpretation of results, complemented by an answer key for exercises. The book is ideal for
researchers and students alike.



6. Phylogenetics: Theory and Practice of DNA Sequence Analysis

Offering a balanced view of theoretical background and practical methods, this book explores the
statistical models used in phylogenetic inference from DNA sequences. It includes problem sets with a
detailed answer key to deepen readers' comprehension. The text is suitable for interdisciplinary
learners.

7. DNA Sequence-Based Phylogenetic Tree Construction: Methods and Applications

This volume discusses various methodologies for constructing phylogenetic trees from DNA
sequences and their applications in biology. It features case studies, method comparisons, and
exercises with an answer key. The book is a valuable resource for both classroom and research
settings.

8. Advanced Topics in Phylogenetics: DNA Sequence Analysis and Tree Reconstruction

Targeted at advanced students and professionals, this book covers cutting-edge techniques and
models for phylogenetic analysis using DNA sequences. It emphasizes critical evaluation of methods
and includes exercises with comprehensive answers to test mastery. The text encourages a deeper
understanding of complex evolutionary scenarios.

9. Hands-On Phylogenetics: Building Trees from DNA Sequences with Answer Key

This practical workbook provides step-by-step instructions on constructing phylogenetic trees from
DNA sequences, with numerous exercises and an extensive answer key. It is designed to facilitate
active learning and skill development in phylogenetic analysis. Suitable for classroom use or self-
study, it bridges theory and practice effectively.

Creating Phylogenetic Trees From Dna Sequences Answer Key
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Phylogenetic trees are used to represent the evolutionary process that leads to ancestry-descent
relationships among genetically differentiated populations. As an important characteristic of a
phylogenetic tree, speciation times, or branch lengths, of the tree are of research interest in many
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problems. Because of affordable and rapid sequencing techniques that provide data about the
branch lengths in the form of DNA sequences, it is possible and necessary to develop methods of
inferring speciation times through modeling these DNA sequences. As an extension of trees,
phylogenetic networks include hybridization/introgression events by adding horizontal edges to
trees. Therefore, development of an efficient and accurate estimation method is also important for
inferring parameters on a network. In this dissertation, we propose a novel speciation time
estimator, called MAP-CL, for phylogenetic trees using DNA sequence data. This estimator differs
from the existing methods in modeling the evolution of the DNA sequences directly, while achieving
computational efficiency. We evaluate performance of this estimator under a variety of simulation
settings and compare it with an existing, popular method through simulations as well as an empirical
genome-scale dataset. We derive a closed-form expression for the composite likelihood of the
speciation times under the JC69 model for the DNA substitution process and the multispecies
coalescent model for the relationship between the speciation times and the evolutionary history of
the individual genes. Then the MAP-CL estimator is derived by adding priors for the parameters and
maximizing the posterior density. We prove that this estimator is statistically consistent and
asymptotically normal, and use simulation studies to demonstrate these properties. Comparison with
the Bayesian method BPP (Rannala and Yang, 2017; Yang and Rannala, 2014) shows that our
estimator is comparatively accurate and efficient for large trees. Moreover, our estimator is more
robust to different priors than the Markov Chain Monte Carlo (MCMC)-based method BPP, with no
obvious bias even when the constant population size parameter assumption is violated. Moreover,
based on the closed-form site pattern probabilities under the JC69 model and an extended
multispecies coalescent model, we develop a likelihood ratio (LR) test for hybridization detection on
a given species tree. We derive the asymptotic distribution of the LR test statistic under the null
hypothesis. We show this test is more powerful than the other two existing tests — HyDe (Blischak et
al., 2018) and ABBA-BABA (Green et al., 2010; Durand et al., 2011) — when the JC69 model is the
nucleotide substitution model. When the substitution model is more complex, all of the methods have
an inflated type I error rate for small datasets. Empirical studies give test results from the three
methods that are similar, and estimates of the inheritance probabilities from HyDe and the LR test
are close. Lastly, we extend the MAP-CL estimation method to the case of speciation times and
inheritance probabilities on phylogenetic networks, which we call the MAPCL-net estimator.
Statistical consistency and asymptotic normality follow from the proof for the MAP-CL estimator,
and we use simulation studies to demonstrate these properties. Empirical study on a real dataset
gives similar estimates to those estimated using PhyloNet and BPP in previous studies.

creating phylogenetic trees from dna sequences answer key: Probabilistic Analysis of
Evolutionary Models with Applications to Phylogenetic Inference Max Bacharach (Ph.D.),
2023 This thesis considers a number of statistical problems in mathematical phylogenetics relating
to the estimation of evolutionary trees from DNA sequence data. We consider the robustness of a
variety of inference procedures under certain biological assumptions, including assumptions about
intralocus recombination, gene duplication and loss, and mutation rate variability between genes.
For these questions, robustness is understood in terms of identifiability, statistical consistency, and
sample complexity (i.e., the number of samples required to have high probability of correct
inference). In addition, we consider in detail maximum likelihood estimation of species trees from
DNA sequence data on trees with three or four leaves with the aim of developing tools which, in the
future, may be useful for better understanding of some of the ways that maximum likelihood can fail.

creating phylogenetic trees from dna sequences answer key: Maximum Likelihood
Estimation of Phylogenetic Trees Bo Lin, 2001 This thesis is concerned with the statistical
techniques used in the molecular phylogenetics. We introduce some basic concepts in molecular
biology such as how the Markov model describes the evolutionary process and use the likelihood
method to re-construct the evolutionary tree with the DNA sequences. In this thesis, we did some
simulation studies to show how the parameters setting and other factors affect the accuracy of
re-construction results. In the Chapter 4, we showed how the rate among sites affect the



re-construct result, comparing it with only using common rate across sites situation.

creating phylogenetic trees from dna sequences answer key: Impact of Molecular
Evolutionary Footprints on Phylogenetic Accuracy Bhakti Dwivedi, 2009 An accurately inferred
phylogeny is important to the study of molecular evolution. Factors impacting the accuracy of a
phylogenetic tree can be traced to several consecutive steps leading to the inference of the
phylogeny. In this simulation-based study our focus is on the impact of the certain evolutionary
features of the nucleotide sequences themselves in the alignment rather than any source of error
during the process of sequence alignment or due to the choice of the method of phylogenetic
inference. Nucleotide sequences can be characterized by summary statistics such as sequence
length and base composition. When two or more such sequences need to be compared to each other
(as in an alignment prior to phylogenetic analysis) additional evolutionary features come into play,
such as the overall rate of nucleotide substitution, the ratio of two specific instantaneous, rates of
substitution (rate at which transitions and transversions occur), and the shape parameter, of the
gamma distribution (that quantifies the extent of heterogeneity in substitution rate among sites in an
alignment). We studied the implications of the following five sequence parameters, individually and
in combination: sequence length, substitution rate, nucleotide base composition, the
transition-transversion rate ratio and the rate heterogeneity among the sites. It is found that the
transition-transversion rate ratio or kappa has a significant impact on phylogenetic accuracy, with a
strong positive interaction with accuracy at high substitution rates, contrary to general belief. This
work on known expected tree has implications for the researcher in field and would enable them to
choose from among the multiple genes typically available today for an accurate phylogenetic
inference. DNA sequences diverge from their ancestral sequences by means of evolutionary events
(other than mentioned above) such as deletion (deletion of one more nucleotide from a sequence) or
insertion (insertion of one more nucleotide to a sequence) events, commonly referreed to as gaps in
a sequence alignment. We have also investigated the relationship between the number of gaps and
phylogenetic accuracy, when the gaps are introduced in an alignment to reflect indel
(insertion/deletion) events during the evolution of DNA sequences. DNA sequence alignments were
generated using computer simulation, while varying several sequence parameters and introducing
both substitution and insertion/deletion events, along a 16-taxon model tree, and systematically
varying the expected proportion of gapped sites. The resulting alignments were subjected to
commonly used gap treatment methods and methods of phylogenetic inference. The results showed
that in general, there is a strong almost deterministic relationship between the amount of gap in the
data and the level of phylogenetic accuracy, when the amount of gap was high. Our results also
suggest that, as long as the gaps in the alignment are a consequence of indel events in the
evolutionary history of the sequences, the accuracy of phylogenetic analysis is likely to improve if
alignment gaps are categorized as arising from insertion events or deletion events and then treated
separately in the analysis and if the phylogenetic signal provided by indels is harnessed, for
example, by treating the gaps as binary characters in Bayesian or Maximum Parsimony analyses, or
in an integrated manner along with substitution events.

creating phylogenetic trees from dna sequences answer key: Application of Algebraic
Techniques to Phylogenetic Reconstruction Laura Cifuentes Fontanals, 2015 Phylogenetics is
the study of the evolutionary relationships among different species through the analysis of
sequences of biological data such as DNA. These relationships are usually represented using
phylogenetic trees, which are tree diagrams that relate every species with its ancestor. Phylogenetic
methods try to determine which tree best fits a given set of DNA sequences by using either distances
among species or evolutionary models. In this line, the main goal of this project is to propose a new
method for phylogenetic reconstruction, using a new coordinate system (Fourier coordinates),
focused on 4-leaved trees under a certain evolutionary Markov model.

creating phylogenetic trees from dna sequences answer key: Phylogenetic Trees and
Molecular Evolution David R. Bickel, 2022-09-29 This book serves as a brief introduction to
phylogenetic trees and molecular evolution for biologists and biology students. It does so by




presenting the main concepts in a variety of ways: first visually, then in a history, next in a dice
game, and finally in simple equations. The content is primarily designed to introduce upper-level
undergraduate and graduate students of biology to phylogenetic tree reconstruction and the
underlying models of molecular evolution. A unique feature also of interest to experienced
researchers is the emphasis on simple ways to quantify the uncertainty in the results more fully than
is possible with standard methods.

creating phylogenetic trees from dna sequences answer key: Using Phylogenetic Analysis
and Consensus DNA Sequences to Create an Interactive Web Site Sumeet Kumar, 1999

creating phylogenetic trees from dna sequences answer key: Inferring Large
Phylogenies Rutger Aldo Vos, 2006 Phylogenetic trees are graph-like structures whose topology
describes the inferred pattern of relationships among a set of biological entities, such as species or
DNA sequences. Inference of these phylogenies typically involves evaluating large numbers of
possible solutions and choosing the optimal topology, or set of topologies, from among all evaluated
solutions. Such analyses are computationally intensive, especially when the pattern of relationships
among a large number of entities is being sought. This thesis introduces two novel algorithms for the
inference of large trees; one is applicable to the likelihood framework, the other to the Bayesian
framework. Both approaches rely on the notion of a multi-modal tree 'landscape' through which
inferential algorithms traverse. Using sampling techniques, the landscape can be perturbed
sequentially, such that local optima can be evaded. The algorithms find good solutions in reasonable
time, as demonstrated using real and simulated data sets. An example of large phylogeny inference
is presented in the form of a novel estimate of Primate phylogeny- the largest estimate for this Order
to date. The phylogeny is based on previously published smaller phylogenies, and hence serves as a
summary of the present state of Primate phylogeny. In addition to this 'supertree's' topology,
composite estimates of divergence are provided also. These estimates are based on multiple,
clock-like genes combined using a novel approach presented here. Handling sets of trees and
sequences poses practical problems in terms of conversion of data and the interoperation between
computer programs. The thesis therefore concludes with a chapter discussing suitable data
structures and programming patterns for phylogenetics. The appendix discusses an implementation
of some of these concepts in an object-oriented application programming interface.

creating phylogenetic trees from dna sequences answer key: Estimating Species Trees
L. Lacey Knowles, Laura S. Kubatko, 2011-05-09 Recent computational and modeling advances have
produced methods for estimating species trees directly, avoiding the problems and limitations of the
traditional phylogenetic paradigm where an estimated gene tree is equated with the history of
species divergence. The overarching goal of the volume is to increase the visibility and use of these
new methods by the entire phylogenetic community by specifically addressing several challenges: (i)
firm understanding of the theoretical underpinnings of the methodology, (ii) empirical examples
demonstrating the utility of the methodology as well as its limitations, and (iii) attention to technical
aspects involved in the actual software implementation of the methodology. As such, this volume will
not only be poised to become the quintessential guide to training the next generation of researchers,
but it will also be instrumental in ushering in a new phylogenetic paradigm for the 21st century.

creating phylogenetic trees from dna sequences answer key: Development of
Phylogenetic Tree Based on Kimura's Method Pankaj Bhambri, Franky Goyal, 2013-01 The
research in bioinformatcs has accumulated large amount of data. It is the study of Bio-molecules
information. Bioinformatics offers different knowledge discovery concepts for molecular biology and
has many practical applications. DNA sequence alignment is one of the applications of the
bioinformatics. Multiple sequence alignment is used to align the biological sequences along a
column. As the process generates distances of multiple alignments among the pairs of different
species, phylogenetic tree is being formulated. Multiple sequence alignment arranges the sequences
in such a way that evolutionarily equivalent positions accross all sequences are matched. Alignement
of substitutions made into two categories: Jukes Cantor Method and Kimura's Method. Jukes Cantor
Method and Kimura's Method are used in the present work for constructing phylogenetic tree. These



trees are based on the two scoring techniques: UPGMA (Un-weighted Pair Group method with
Arithmatic Mean) and NJ (Neigbor Joining). Advanced Kimura's method is proposed which
supercedes the traditional methods. Web based FASTA sequences are considered as input and the
results are compared for all the three models.

creating phylogenetic trees from dna sequences answer key: Branching Out Amelie Sophia
el Mahmoud, 2025 Creating phylogenetic trees to describe evolution is an ongoing project in
biology. In 1987, two independent papers introduced a new technique used to construct
phylogenetic trees called the method of phylogenetic invariants. Phylogenetic invariants are
polynomials in the joint distributions arising from a Markov process on a tree. Since they were
introduced, much work has been done to calculate phylogenetic invariants for certain classes of
models. In this thesis, we introduce the algebraic-geometric concepts underlying the computations
of these invariants. We also provide a biological understanding of evolution, how it is represented
through trees, and the assumptions we make to simplify our model. Finally, we describe the model
used to calculate phylogenetic invariants and unpack the work done by Bernd Sturmfels and Seth
Sullivant to explicitly calculate toric ideals of phylogenetic invariants for group-based models.

creating phylogenetic trees from dna sequences answer key: Determining the Impact of
Recombination on Phylogenetic Inference Michael Conry, 2020 One of the central goals of
evolutionary biology is to understand the evolutionary relationships among organisms by
constructing phylogenetic estimates, commonly known as evolutionary trees. The accuracy of
phylogenetic estimates can be strongly affected by the particular evolutionary processes that are
taken into account during an analysis. One important process, genetic recombination, has been
shown to lead to inaccurate phylogenetic estimates when ignored. Simulation studies measuring the
accuracy of phylogenetic estimates in the presence of recombination have shown that when
recombination is ignored, phylogenetic accuracy is reduced when divergence times are shallow and
recombination is frequent. Here, we describe a novel simulation study designed to determine the
impact that genetic recombination has on phylogenetic analyses when sequence alignments are
concatenated. In this simulation, gene trees that undergo recombination and speciation through
time are created from a species tree template. These gene trees, which represent the evolutionary
history of individual exons, are then used to simulate DNA sequence alignments which, in turn, are
concatenated in patterns resembling common DNA partitioning approaches. If there is
recombination present among the sequences, this exon concatenation approach can create a mixed
evolutionary history in the newly concatenated alignment. Gene trees and species trees inferred
from the alignments are compared to their corresponding true trees to assess the uncertainty of the
phylogenetic estimates that is created by the presence of recombination. In addition to this
simulation study, we have constructed a forward-time population genetics simulator that allows for
customization of important model parameters like recombination rate. From this study, we will be
able to provide recommendations to empirical researchers as to when it is most beneficial to treat
exons as independent evolutionary units in phylogenetic analyses.

creating phylogenetic trees from dna sequences answer key: Parallelization of the
Maximum Likelihood Approach to Phylogenetic Inference Janine B. Garnham, 2007
Phylogenetic inference refers to the reconstruction of evolutionary relationships among various
species, usually presented in the form of a tree. DNA sequences are most often used to determine
these relationships. The results of phylogenetic inference have many important applications,
including protein function determination, drug discovery, disease tracking and forensics. There are
several popular computational methods used for phylogenetic inference, among them distance-based
(i.e. neighbor joining), maximum parsimony, maximum likelihood, and Bayesian methods. This thesis
focuses on the maximum likelihood method, which is regarded as one of the most accurate methods,
with its computational demand being the main hindrance to its widespread use. Maximum likelihood
is generally considered to be a heuristic method providing a statistical evaluation of the results,
where potential tree topologies are judged by how well they predict the observed sequences. While
there have been several previous efforts to parallelize the maximum likelihood method, sequential



implementations are more widely used in the biological research community. This is due to a lack of
confidence in the results produced by the more recent, parallel programs. However, because
phylogenetic inference can be extremely computationally intensive, with the number of possible tree
topologies growing exponentially with the number of species, parallelization is necessary to reduce
the computation time to a reasonable amount. A parallel program was developed for phylogenetic
inference based on the trusted algorithms of fastDNAml, a sequential program for phylogenetic
inference utilizing the maximum likelihood approach. Parallelization is achieved using the popular
master/workers scheme, where workers evaluate potential tree topologies in parallel. Three
innovative optimizations are employed to alleviate the associated communication bottleneck
encountered when using the master/workers technique with large-scale systems and problems. First,
message packing reduces the number of messages sent out by the master, along with the associated
overheads. Secondly, allowing workers to keep the best trees evaluated reduces the number of
messages received by the master, as low-scoring results are discarded by the workers. Finally,
multiple masters are utilized to parallelize the responsibilities of what is traditionally a single master
process. These last two optimizations led to a dramatic improvement in performance over the
unoptimized parallelization under the conditions tested. Message packing, however, demonstrated a
slight reduction in performance. Although testing with large-scale systems and problems was not
possible, results for all three optimizations suggested likely performance enhancement under such
conditions, potentially leading to relief of the bottleneck--Abstract.

creating phylogenetic trees from dna sequences answer key: A Study of Phylogenetic
Trees Versus Networks to Objectively Identify Haplogroups in Mitochondrial DNA Melissa
Ruda, 2011 Mitochondrial DNA is important in the studies of population, medicine, migration, and
forensics, as well as a few other disciplines. Further insight on grouping mtDNA sequences could
give insight on identifying genetic variation that causes susceptibility to disease, more personalized
medicines, or more effective forensic analysis. Mitochondrial DNA is currently grouped into
haplogroups determined from phylogenetic tree analysis. Phylogenetic tree analysis may not be the
optimal solution for mtDNA because they work better for data above the species level, to show
population relationships, not sequences that only differ by a few nucleotides. To compare both
analysis, sample data was obtained from Phylotree.org. The sequences were run through Clustal W
for a multi sequence alignment. The results were then used to create a Neighbor-Joining
phylogenetic tree in PAUP* 4.0. The results were then compared to a phylogenetic network created
using SplitsTree4. The groupings in the network were compared to the groupings in the tree as well
as what would be expected based on haplogroups. Even though the results were similar, the
phylogenetic network did give a slightly more thorough result.--Abstract.

creating phylogenetic trees from dna sequences answer key: Discovering Related DNA
Sequences Via Mutual Information , 1994
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