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8 List of Abbreviations

°C

MCi
2D
3D
AFLP
amp
BAC
BLAST
bp
BPP
BRP
BSA
BSP
CBC
cDNA
CGC
cM
cpm
DIG
DNA
Dnase
dNTP
E. cali
eg.
EDTA
ENU
ES
EST
EtBr
EtOH

Celsius

Micro

Micro Curie

two-dimensional
three-dimensional

amplified fragment length polymorphic
ampicillin

Bacterial artificial chromosome
Basic local alignment tool

base pairs

Block Plate Pool

Block Row Pool

Bovine serum albumine

Block Column Pool
clone-by-clone

complementary DNA
conserved gene cluster

centi Morgan

counts per minute

digoxigenin

Deoxyribonucleic acid
Deoxyribonuclease
Deoxy-nucleoside triphosphate
Escherichia coli

exempli gratia

Disodium ethylenediaminetetraacetate
N-ethyl-N-nitrosourea
Embryonic stem

expressed sequence tag
Ethidiumbromide

Ethanol
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Fg.
FISH

GFP

IRS
kan
kb

LB
LG

Mb
MHC
min
MTP
No.
OFP

PAC
PCI

pH
PNK
PPE

RAPD
RH
RNA
Rnase
RP
rpm
RT

Figure

fluorescent in situ hybridization
Gram

Green fluorescent protein

hour

Interspersed repetitive sequence
kanamycin

kilobases

Liter

Luria bertani

Linkage group

Milli

Molar

M egabases

Magjor Histocompatibility Complex
minute

microtiterplate

Number

oligonucleotide fingerprinting approach
pico

P1 derived artificia chromosome
Phenol / Chloroform / 1soamylal cohol
Polymerase chain reaction

Negative logarithm of the concentration of free hydrogen ions
T4-polynucleotide kinase

Pooled Probe Editor

resistance

random amplified polymorphic DNA
Radiation Hybrid

Ribonucleic acid

Ribonuclease

Row Pool

rotation per minute

room temperature
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RZPD Resource Centre/Primary Database (RessourcenZentrum Primaér- Datenbank)
S Second

SDS sodium dodecyl sulfate

SNP single nucleotide polymorphisms

SP Column Pool

STS sequence tagged site

Taq Thermophilus aguaticus

TCR T cell receptor

Tris Tris-(hydroxymethyl)-aminomethane
TXT textfile

U Unit

Vv Volt

Val. Volume

WGS whole-genome shotgun

X-Gal 5-bromo-4-chloro-3-indolyl-beta- D-gal actopyranoside
YAC Yeast artificial chromosome
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