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Abkiirzungen

A Ampere

AP Alkalische Phosphatase

APS Ammoniumpersulfat

ATP Adenosintriphosphat

BCIP 5-Bromo-4-Chloro-3-Indolyl-Phosphat
bp Basepaare

BSA bovines Serumalbumin

cAMP 3'-5'-zyklisches AMP

c-di-GMP cyclisches di-Guanosinmonophosphat
cpm counts per minute

CRP cAMP-Rezeptorprotein

dATP Desoxyadenosin-5'-triphosphat
dCTP Desoxycytidin-5'-triphosphat

dGTP Desoxyguanosin-5'-triphosphat
dTTP Desoxythymidin-5'-triphosphat
DMSO Dimethylsulfoxid

DNA deoxyribonucleic acid, Desoxyribonukleinsdure
DTT 1,4-Dithiothreol

E RNA-Polymerase Kernenzym

EDTA Ethylendiamintetraacetat

g Gramm

GTP Guanosintriphosphat

h Stunden(n)

IPTG Isopropyl-f3-D-Thiogalactopyranosid
LB Lysis Broth

m milli

M Molar

MES 2-(N-Morpholino)ethan-sulfonsdure
min Minute(n)

mRNA messenger RNA

OD optische Dichte



XV

ONPG
PAGE
ppGpp
RNA
RNAP
rpm
SDS
sek
TEMED
Tris

O-Nitrophenyl-B-D-galactopyranosid
Polyacrylamid Gelelektrophorese
Guanosin-3',5'-bipyrophosphat

ribonucleic acid, Ribonukleinsiaure
RNA-Polymerase

rounds per minute, Umdrehungen pro Minute
Sodiumdodecylsulfat, Natriumdodecylsulfat
Sekunde(n)
N,N,N',N'-Tetramethylethylendiamin
Tris(hydroxymethyl)-aminomethan

Volt



