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carboxyterminales Ende

das heifdt

Drosophila melanogaster

Diacylglycerol

Database for Annotation, Visualization and Integrated Discovery
Diethylpyrocarbonat

Drosophila melanogaster X-chromosomales Gen
Gen-Produkt (Protein) des DmX-Gens
Desoxyribonukleinsdure (Deoxyribonucleic Acid)
Ethylendiamintetraessigsaure
Ethylmethansulfonat

Elektrophoresepuffer

Elektrophoresepuffer

endoplasmatisches Retikulum

Expressed Sequence Tag

et alii

Exonukleasel/Alkalischer Phosphatase (Shrimp Alkaline Phosphatase)
forked

Flavin-Adenin-Dinukleotid
Fluoreszeinisothiocyanat

First Multiple 7
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FRET

GAII
GAP
Gb
GDI
GEF
GEP
GFP
GH
GMR
GNRF
GO
GPCR
HPLC

i.d.R
Indel
inkl.

IP;

JGU

kb

kDa
KEGG

M

mA

Mb

min.

Mio.

ml

MOPS
mRNA
mtDNA
NazEDTA
NAD
NaH,P04
NCBI

ng

NGS

nm

nt(s)
N-Terminus
ORF

PA

PCK

PCR

Forster-Resonanzenergietransfer/fluorescenceresonance energy transfer
Guanin

Genome Analyzer II

GTPase-aktivierendes Protein (GTPase activating protein)
Gigabasen

GDP-Dissoziations-Inhibitor (GDP dissociation inhibitor)
Guanine-nucleotide Exchange Factor

GDP/GTP Austausch-Protein (GDP/GTP Exchange Protein)
Griin fluoreszierendes Protein (Green Fluorescent Protein)
Glycin-Histidin-Dipeptid

Glass Multimer Reporter

Guanine Nucleotide Releasing Factor

Gen Ontologie

G-Protein-gekoppelter Rezeptor

Hochleistungsfliissigkeitschromatographie (high performance liquid
chromatography)

in der Regel

Insertion und Deletion

inklusive

Inositol-1,4,5-trisphosphat

Johannes Gutenberg-Universitat Mainz
Kilobase(n)

Kilodalton

Kyoto Encyclopedia of Genes and Genomes
molar

Milliampere

Megabase(n)

Minute(n)

Millionen

Milliliter
N-Morpholino-propansulfonsaure
messenger RNA

mitochondriale DNA
Dinatriumethylendiamintetraessigsaure
Nicotinamid-Adenin-Dinukleotid
Natriumdihydrogenphosphat

National Center for Biotechnology Information
Nanogramm

Next Generation Sequencing

Nanometer

Nukleotid(e)

aminoterminases Ende

offenes Leseraster (open reading frame)
Phosphatidsaure (Diacylglycerol-3-Phosphat)
Proteinkinase C

Polymerase-Kettenreaktion
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