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Pintail is an open-source Java-based application that enables you to identify and examine 16S rRNA chimeras. It compares evolutionary distances between a query and subject sequence. The utility adopts a single window with a straightforward look that contains text boxes for entering query and subject sequences, which must be filled with information in order to generate the plot. It's possible to choose between three UI themes, plus hide
tooltips from the GUI. Help documentation is available, which includes a tutorial and the official IUB base codes for your reference. Pintail Features: Pintail enables you to analyze chimeras, duplications, insertions, and other 16S rRNA sequence anomalies. It provides a straightforward interface and approachable options for detecting possible sequence anomalies. It recognizes an unlimited number of 16S rRNA chimeras, as long as you
enter query and subject sequences. Set up the environment The downloaded package is not wrapped in a setup kit, so you can extract the archive files and simply double-click the JAR executable file to launch the tool. Apart from Java, you must have ClustalW, a program used for sequence alignment. It's necessary to indicate the full path to ClustalW. Pintail automatically identifies its executable file by name, which means that you must
rename it to "clustalw.exe" if it's different. Set query and subject sequences to render plots Concerning the interface, the utility adopts a single window with a straightforward look that contains text boxes for entering query and subject sequences (5'-3'; sense). Both fields must be filled with information in order to generate the plot. It's possible to change the default window and step size, as well as to view, print and export the graph (to
PostScript, JPEG or PNG format) representing the base position in the 16S rRNA gene. Examine, print and export data Displayed information explains the graph with observed and expected differences, including deviations from expected differences (DE) observed between previously analyzed type-strains (% of type-strain comparisons and maximum DE), demonstrations, and conclusion (e.g. strong evidence of a sequence anomaly).
There are buttons for undoing and redoing actions, as well as for cutting, copying, pasting, pasting, and selecting all data. Plus, you can choose between three UI
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Pintail is a free and open-source Java-based application that enables you to identify and examine 16S rRNA chimeras, along with other types of anomalies. It compares evolutionary distances between a query and subject sequence. Setting up the environment The downloaded package is not wrapped in a setup kit, so you can extract the archive files and simply double-click the JAR executable file to launch the tool. Apart from Java, you
must have ClustalW, a program used for sequence alignment. It's necessary to indicate the full path to ClustalW. Pintail automatically identifies its executable file by name, which means that you must rename it to "clustalw.exe" if it's different. Set query and subject sequences to render plots Concerning the interface, the utility adopts a single window with a straightforward look that contains text boxes for entering query and subject
sequences (5'-3'; sense). Both fields must be filled with information in order to generate the plot. It's possible to change the default window and step size, as well as to view, print and export the graph (to PostScript, JPEG or PNG format) representing the base position in the 16S rRNA gene. Examine, print and export data Displayed information explains the graph with observed and expected differences, including deviations from expected
differences (DE) observed between previously analyzed type-strains (% of type-strain comparisons and maximum DE), demonstrations, and conclusion (e.g. strong evidence of a sequence anomaly). There are buttons for undoing and redoing actions, as well as for cutting, copying, pasting, pasting, and selecting all data. Plus, you can choose between three UI themes and hide tooltips from the GUI. Help documentation is available, which
includes a tutorial and the official IUB base codes for your reference. Conclusion Pintail is packed in a user-friendly interface and features approachable options for detecting possible sequence anomalies 16S rRNA chimeras and others. It worked smoothly in our tests and rendered plots swiftly. However, it requires a bit of investigation and tinkering to set up the environment. Java (JVM) Java (JVM) Description Pintail is a free and open-
source Java-based application that enables you to identify and examine 16S rRNA chimeras, along with other types of anomalies. It compares evolutionary distances between a query and subject sequence 09e8f5149f
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I would recommend this product if you're looking for a simple, straightforward application that allows you to examine 16S rRNA sequences quickly and easily. This appendix examines the issue of cliques in the context of molecular phylogenetic trees, reviewing a number of influential studies and emphasizing the essential themes common to those studies. Readers desiring a more mathematical treatment are invited to consult M.
Shimodaira (1998) Molecular phylogenetics and the history of inferring phylogenies (BIOBASE). The application of functional genomics to delineate protein function is rapidly becoming an important tool for biomedical researchers. The post-genomic era is in the midst of a sudden and unprecedented increase in the number of genomes available for analysis and characterization. The evolutionarily related proteins, from organisms across
the taxonomic spectrum, form functional groups, revealing system-level functions. Computational solutions that facilitate the interpretation of proteins are being developed to address the high-throughput problems posed by analyzing and describing the ever-growing list of protein sequences. Mitochondrial DNA (mtDNA) sequences are often used as reference points for estimating rates of DNA substitution in phylogenetic studies.
Traditional methods that depend on a single substitution model may not provide reliable results when data are saturated. For example, for highly divergent sequences that represent large evolutionary time scales, this saturation may cause misleading conclusions (Gordon et al. 2003). With rapidly increasing sequence information, a new family of statistical methods has recently become available for improving the accuracy of phylogenetic
inference. These methods allow mixture models in which no unique substitution model exists. Such an approach, therefore, enables nonmonophyletic clades and unsaturated regions of DNA sequences to be accommodated. In eukaryotic cells, the outer membrane is the first line of defense against microbial pathogens and is the site of diverse membrane-associated signal transduction events. The outer membrane is established during
vesicle budding into the endoplasmic reticulum (ER) and is in part maintained by a system of endomembrane tethers that are anchored to the ER membrane in complex with the membrane-associated ER-resident PDI molecule. The yeast ER-resident PDI molecule has served as a model system for investigating the function of PDI in eukaryotic cells. Yeast cells lacking the PDI gene are viable, but all of their ER proteins mislocalize to the
outer membrane. The mislocalization of outer membrane proteins results in the formation of an incomplete coat that is

What's New In Pintail?

Pintail is a free and open-source Java-based application that enables you to identify and examine 16S rRNA chimeras, along with other types of anomalies. It compares evolutionary distances between a query and subject sequence. Setting up the environment The downloaded package is not wrapped in a setup kit, so you can extract the archive files and simply double-click the JAR executable file to launch the tool. Apart from Java, you
must have ClustalW, a program used for sequence alignment. It's necessary to indicate the full path to ClustalW. Pintail automatically identifies its executable file by name, which means that you must rename it to "clustalw.exe" if it's different. Set query and subject sequences to render plots Concerning the interface, the utility adopts a single window with a straightforward look that contains text boxes for entering query and subject
sequences (5'-3'; sense). Both fields must be filled with information in order to generate the plot. It's possible to change the default window and step size, as well as to view, print and export the graph (to PostScript, JPEG or PNG format) representing the base position in the 16S rRNA gene. Examine, print and export data Displayed information explains the graph with observed and expected differences, including deviations from expected
differences (DE) observed between previously analyzed type-strains (% of type-strain comparisons and maximum DE), demonstrations, and conclusion (e.g. strong evidence of a sequence anomaly). There are buttons for undoing and redoing actions, as well as for cutting, copying, pasting, pasting, and selecting all data. Plus, you can choose between three UI themes and hide tooltips from the GUI. Help documentation is available, which
includes a tutorial and the official IUB base codes for your reference. The authors of the software even have an associated website where they provide demo videos and updated and interesting literature. We highly recommend this tool if you need to check your sequence or process some sequences for chimeras Pintail is a free and open-source Java-based application that enables you to identify and examine 16S rRNA chimeras, along with
other types of anomalies. It compares evolutionary distances between a query and subject sequence. Setting up the environment The downloaded package is not wrapped in a setup kit, so you can extract the archive files and simply double-click the JAR executable file
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System Requirements For Pintail:

Supported Monitor: 1024x768 Intel CPU - 2.1 GHz or faster 1 GB RAM 1024x768Recommended Screen Resolution: 1024x768, 1440x900, 1680x1050, 1600x1200, 1920x1080 Keyboard & Mouse Windows XP/Vista/7 (32-bit & 64-bit) Minimum System Requirements: Intel CPU - 2.0 GHz or faster 1024x768Recommended Screen Resolution
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