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The DIVERGE Serial Key algorithm identifies site-specific shifts in the rates of evolution between two
sequences. It detects functional divergence and is therefore particularly useful to detect positive
selection. For the purpose of this tool the sequences are assumed to be the members of a protein

family. This tool works efficiently when working with phylogenetic trees as a result of the
identification of residue specific rate shifts. This tool will give you a ranked list of residue sites that
are likely to have a functional divergence. This tool is a part of a new Phylogenetic method, DETECT

which is able to detect site-specific shifts in the rate of evolution between two sequences. The
DETECT phylogenetic method includes DIVERGE, Serial DIVERGE and Serial DIVERGE TD (Alis and

Blanchette 2005). You can also access the standard DIVERGE tool. You can use the following
parameters: Substitution matrix: I:0.5II:0.75 or HKY84 Divergence model: COSINE II Number of PSS

per site: 3 Number of Residues: All Coding Residues [div_rate_table] [div_rates_table]
[div_res_uniq_table] [div_res_uniqs_table] [div_res_uniq_num_table] [div_res_uniqs_num_table] This

tool is a part of our new Phylogenetic method. This new Phylogenetic method and DIVERGE are
designed to detect site-specific shifts in the rate of evolution between two sequences. The method is
aimed to work with phylogenetic trees. A detailed explanation of the parameters can be found at the
Phylogenetic Method page. Input parameters: Input Format: The file must be named as _.xml in one
of the following file formats: XML Newick Tree Format Both files must be named the same. Output
Format: The output is in a tab delimited text file. Each line represents one site, starting with the

corresponding accession number of the first sequence of the alignment. Substitution Matrix: This file
must be named _.xml>. The format of this file is specified in the documentation of the Substitution

Matrix tool.
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Using DIVERGE Free Download, functional divergence can be tested between two or more
paralogous genes. With a large number of paralogs, it is possible that some genes have lost the

ability to perform the function they had in the ancestral gene, while others retained it. This
divergence of functional properties between paralogs can be estimated. This program performs the

calculations for the results reported in the paper, but it allows to test any pattern with a single
sequence alignment and a tree topology. The program runs the analysis on 10 different trees for the
homologous branch lengths selected using the DIVERGELIMITERM option. When needed the data is

split in two files. DIVERGE is implemented using the neighbor joining method to compute gene trees,
but it is available as a module of PHYML for phylogenetic reconstruction, too. DIVERGE can be used

alone or with other programs such as MEGA for data analyses. DIVERGE enables you to:
---------------------------------------- - Identify the paralogs, their function and the relationship among them -
Compute the coefficient of functional divergence by various methods, including the Nielsen and Yang

(1993) ones - Programmatically convert the results to the format needed by other programs - Test
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the significance of the results - Plot the results in a graphical user interface (GUI) In the case of a
gene family, Diverge allows you to compare: o The three types of orthologs found by the paralog
analysis, o The different functional properties of the duplicate genes after gene duplication o The

functional properties of the first and second genes of a segmental duplication DivGuru is an easy to
use software specifically designed for the analysis of functional divergence within a gene family.

DivGuru performs the statistical analyses of the results using general one-way analysis of variance
models. The results can be viewed in many different ways. After having done the analysis, the

results can be saved in a standard PostScript or PDF format. Some statistical tests can be performed
for each gene on the gene tree or on a tree in which all paralogs have been collapsed to a single
node. The program also allows testing of the joint significance of the results. It is also possible to

convert the results to any other format. DivGuru is designed to be used for the analysis of functional
divergence within a particular gene family. It is however flexible and will accept data in any format.

The implemented models can be divided into two categories: 3a67dffeec
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DIVERGE can be used to examine the divergence of protein sequences and functions from ancestral
to more derived forms, between multiple independent lineages, and between different taxa.
DIVERGE is easy-to-use and intuitive interface offers detailed information about the biological and
mathematical origin of the results. DIVERGE Description of the analysis: The dvgap method
implemented in DIVERGE applies a semi-global alignment and estimates rate ratios (lambda) of
codon substitutions by maximum likelihood (ML). A model of rate heterogeneity (MATH) is used to
detect sites that are characterized by different rates of evolution between lineages. Conserved (CON)
and functionally divergent (DIV) sites are identified from the rate ratio (lambda) distribution (e.g.,
lambda2 > lambda1) and the MATH site distribution (e.g., KDIV > KCON). DIVERGE can be used for
detecting a wide range of biological phenomena: - Detection of functional divergence after gene
duplication or lineage differentiation (e.g., mammalian subfamilies, insect lineages, and plant taxa). -
Identification of functionally important sites between different taxa or protein subgroups (e.g.,
subfamilies, clades, subclades, and branches of a phylogenetic tree). - Search of protein sites that
are responsible for protein functional divergence. - Search of protein sites that are responsible for
protein-protein interactions. DIVERGE can be used for detecting genetic changes in evolution that
are responsible for protein-protein interaction (e.g., human-Drosophila divergence). All analysis steps
can be customized by users and the result data is output in plain text or HTML format. URL: Author:
Serguei T. Vakulenko Institute: Center of Microbial Ecology, Institute of Botany of the NASR, Kiev
Country: Ukraine Email: s.va@gmail.com License: GNU General Public LicenseCollateral Damage –
British Soldiers on the Line in Syria by Sarah Johnstone Merseyside Police have defended the actions
of a police officer who arrested a young woman outside a smart shopping centre after her partner
was detained. Chief Superintendent Simon Byrne said that the business owner had already been
detained and, after speaking to family members, had been released to return to his home in
Liverpool. But when the business owner informed the female

What's New In?

Subfamily clustering without gene duplication. Multi-protein subfamilies generally evolve in a
coordinated manner, but the pattern of change is not necessarily the same for all subfamilies. For
example, after gene duplication, the genes might diverge in gene expression pattern or protein
function. One or more lineages within a subfamily might have diverged from the others. The genes
that most diverged over time are said to have undergone functional divergence (FD). Some work on
the inference of FD assumes that, when gene duplication occurs, a subset of the gene copies is more
likely than others to experience FD. Such genes are considered outliers, and are removed from the
group to which they belong. We propose an alternative, asymptotically valid inference method in
which outliers are not removed. Because an estimate of the divergence time may be available from
the data, it is possible to infer the most likely subfamily grouping, within which the proteins have
evolved independently after gene duplication. Our method is implemented in a user-friendly
command line program named DIVERGE. The package contains a set of data files and computer
programs to estimate the coefficients of functional divergence for all pairs of genes in protein
families. MAST is a widely used program for profile-based sequence alignment. It provides a number
of useful features not available elsewhere in the family of profile-based sequence alignment tools.
MAMMOTH is a new (and currently free) package for phylogenetic analysis of protein and DNA
sequence data. An implementation of Phylip's package PAML has been developed that interfaces
with MAMMOTH through the M[odeltest]{.smallcaps} package. M[odeltest]{.smallcaps} is a suite of
programs that allows estimation of model parameters in protein evolution models such as that of
WAG. M[odeltest]{.smallcaps} comprises programs [m[odeltest]{.smallcaps}]{.smallcaps} and
[dnagst]{.smallcaps}. M[odeltest]{.smallcaps} allows estimation of model parameters for
phylogenetic analysis based on maximum likelihood. M[odeltest]{.smallcaps} is the successor to the
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[st]{.smallcaps} software described by Yang and Nielsen (1995) \[[@B1]\]. New features such as
codon-specific data sets, hidden Markov models, and site-specific models are available
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System Requirements For DIVERGE:

Supported Resolution: 1600 x 1200, 1280 x 1024, 1920 x 1080 Minimum: OS: Windows
XP/Vista/7/8/8.1/10 Processor: Core i5 or AMD Athlon X2 Dual Core or better Memory: 4 GB RAM
Graphics: Nvidia GeForce 6800 or AMD Radeon X1300 or better DirectX: Version 9.0c Network:
Broadband Internet connection Hard Drive: 5 GB available space Recommended: OS: Windows 7 or
higher
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