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General feature format

From Wikipedia, the free encyclopedia

In bicinformatics, the general feature format (gene-finding format. generic feature format, GFF) is a file format used for describing genes and other features of DMA, RNA and protein sequences. “'block other devise order™
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General feature format

Filename
extensions

Internet
media type

Developed by

Type of format
Extended from
Open format?
Website

.gff
text/eff3

Sanger Centre (v2),
Sequence Onfology Project
(v3)

Bioinformatics
Tab-separated values
yes

github_cem/The-Sequence-
Ontology/Specifications/blob
Imaster/gif3. md?
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e Aktuelle Version des humanen Genoms vom UCSC Genome Browser:
https://hgdownload.soe.ucsc.edu/goldenPath/hg38/bigZips/

* Weitere aktuelle Genome von Modellorganismen vom UCSC Genome Browser:
https://hgdownload.soe.ucsc.edu/downloads.html

Genomes Genome Browser Tools Mirrors Downloads My Data Help

Sequence and Annotation Downloads

This page contains links to sequence and annotation downloads for the genome assemblies featured in the UCSC Genome Browser. Downloads are also available via the Genome Browser FTP server. For access to the most recent assembly of each genome, see the current genomes directory. To query and download data in JSON format, use our JSON APL. To
view descriptions of annotations, use the "describe table schema" button in the Table Browser. Previous versions of certain data are available from our track archive.

All tables in the Genome Browser are freely usable for any purpose except as indicated in the README .txt files in the download directories. To view restrictions specific to a particular data set, click on the corresponding download link and review the README text. These data were contributed by many researchers, as listed on the Genome Browser credits page.
Please acknowledge the contributor(s) of the data you use.

Human

Mouse

Mammals

Other vertebrates
Deuterostomes
Insects
Nematodes

Other genomes

Other downloads

Source and utilities downloads

The source for the Genome Browser, Blat, liftOver and other utilities is free for non-profit academic research and for personal use. For information on commercial licensing, see the Genome Browser and Blat licensing requirements. The source and executables for several of these products can be downloaded or purchased from our online store.

Mirroring the Genome Browser

Precompiled executable binaries are available for installing a local mirrored copy of the Genome Browser website on your web server, eliminating the need to compile the entire source tree.
m Mirror instructions
® Build instructions
B Genome Browser hgcentral tables

B Genome Browser source code downloads

If you encounter difficulties with slow download speeds, try using UDT Enabled Rsync (UDR), which improves the throughput of large data transfers over long distances. The 32-bit and 64-bit versions can be downloaded here.
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C-value

From Wikipedia, the free encyclopedia

This article is about the term C-value in cell biology. For the fool used by architects and engineers to calculate lines-of-sight by spectators in theaters and stadiums, see sightiine.

C-value is the amount, in picograms, of DNA contained within a haploid nucleus (e.g. a gamete) or one half the amount in a diploid somatic cell of a eukaryotic organism. In some cases (notably among diploid organisms), the terms C-value and genome size are used interchangeably; however, in polyploids the C-value may represent two or more genomes contained
within the same nucleus. Greilhuber et a1 have suggested some new layers of terminology and associated abbreviations to clarify this issue, but these somewhat complex additions are yet to be usad by other authors.
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Origin of the term [edi]

IMany authors have incorrectly assumed that the 'C' in "C-value" refers to "characteristic”, "content”, or "complement”. Even among authors who have attempted to trace the origin of the term, there had been some confusion because Hewson Swift did not define it explicitly when he coined it in 1950 Plin his original paper, Swift appeared to use the designation "1C
value" "2C value", etc., in reference to "classes” of DNA content (e.g., Gregory 2001, 2002%)): nowever, Swift explained in personal correspondence to Prof. Michael D. Bennett in 1975 that "I am afraid the letter C stood for nothing more glamorous than ‘constant’, i.e., the amount of DNA that was characteristic of a particular genotype" (quoted in Bennett and Leitch
20051%1). This is in reference to the report in 1948 by Vendrely and Vendrely of a "remarkable constancy in the nuclear DNA content of all the cells in all the individuals within a given animal species” (translated from the original French) ) Switt's study of this topic related specifically to variation (or lack thereof) among chromosome sets in different cell types within
individuals, but his notation evelved into "C-value" in reference to the haploid DNA content of individual species and retains this usage today.

Variation among species [edi]

C-values vary enormously among species. In animals they range more than 3,300-fold, and in land plants they differ by a factor of about 1 000517 protist genomes have been reported to vary more than 300,000-fold in size, but the high end of this range (Amoeba) has been called into question. Variation in C-values bears no relationship to the complexity of the
organism or the number of genes contained in its genome; for example, some single-celled protists have genomes much larger than that of humans. This observation was deemed counterintuitive before the discovery of non-coding DNA. It became known as the C-value paradox as a result. However, although there is ne longer any paradoxical aspect to the
discrepancy between C-value and gene number, this term remains in common usage. For reasons of conceptual clarification, the various puzzles that remain with regard to genome size variation instead have been suggested to more accurately comprise a complex but clearly defined puzzle known as the C-value enigma. C-values correlate with a range of features
at the cell and organism levels, including cell size, cell division rate, and, depending on the taxon, body size, metabolic rate, developmental rate, organ complexity, gecgraphical distribution, or extinction risk (for recent reviews, see Bennett and Leitch 200517 Gregory 2005[7]).

The C-value enigma or C-value paradox is the complex puzzle surrounding the extensive variation in nuclear genome size among eukaryotic species. At the center of the C-value enigma is the observation that genome size does not comrelate with organismal complexity; for example, some single-celled protists have genomes much larger than that of humans.

Some prefer the term C-value enigma because it explicitly includes all of the guestions that will need to be answered if a complete understanding of genome size evolution is to be achieved (Gregory 2005). Moreover, the term paradox implies a lack of understanding of one of the most basic features of eukaryotic genomes: namely that they are composed primarily of
non-coding DNA. Some have claimed that the term paradox also has the unfortunate tendency to lead authors to seek simple one-dimensional solutions to what is, in actuality, a multi-faceted puzzie ! For these reasons, in 2003 the term "C-value enigma” was endorsed in preference to "C-value paradox” at the Second Plant Genome Size Discussion Meeting and
Waorkshap at the Royal Botanic Gardens, Kew, UK ¥l and an increasing number of authors have begun adopting this term

C-value paradox [edit]

In 1948, Roger and Colette Vendrely reported a "remarkable constancy in the nuclear DNA content of all the cells in all the individuals within 2 given animal species” ! which they took as evidence that DNA, rather than protein, was the substance of which genes are composed. The term C-value reflects this observed constancy. However, it was soon found that C-
values (genome sizes) vary enormously among species and that this bears no relationship to the presumed number of genes (as reflected by the complexity of the organism)_[m] For example, the cells of some salamanders may contain 40 times more DNA than those of humans.['"! Given that C-values were assumed to be constant because genetic information is
encoded by DNA, and yet bore no relationship to presumed gene number, this was understandably considered paradoxical, the term "C-value paradox” was used to describe this situation by C.A. Thomas Jr. in 1971.

The discovery of non-coding DNA in the early 1970s resolved the main question of the C-value paradox: genome size does not reflect gene number in eukaryotes since most of their DNA is non-ceding and therefore does not consist of genes. The human genome, for example, comprises less than 2% protein-coding regions, with the remainder being various types of
non-coding DNA (especially fransposable elements) [

https://en.wikipedia.org/wiki/C-value
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Sequenziertechnologien

Sanger Sequencing: https://www.youtube.com/watch?v=KTstRr DTmWI

lllumina Sequencing: https://www.youtube.com/watch?v=fCd6B5HRaZ8

Maxam-Gilbert Sequencing: https://www.youtube.com/watch?v=_ B5Dj8PL4EQ

SMRT Sequencing: https://www.youtube.com/watch?v=v8p4ph2MAuvI

Nanopore Sequencing: https://www.youtube.com/watch?v=E9-Rm5A0ZGw

Roche 454 Sequencing: https://www.youtube.com/watch?v=KzdWZ5ryBIA



https://www.youtube.com/watch?v=KTstRrDTmWI
https://www.youtube.com/watch?v=fCd6B5HRaZ8
https://www.youtube.com/watch?v=_B5Dj8PL4E0
https://www.youtube.com/watch?v=v8p4ph2MAvI
https://www.youtube.com/watch?v=E9-Rm5AoZGw
https://www.youtube.com/watch?v=KzdWZ5ryBlA

