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3-AT
3D

aa
APS
bp
BPB
CIAP
COSY
DMF
DNA
dNTP
ECL
E. coli
EDTA
ER
HSQC
IgG
IPTG
kDa
LB
MCS
Ni-NTA
NOE
NOESY
NMR
OD
PBS
PCR
PEX
PMP

rmsd

3-amino-1, 2, 4-triazole; a competitive inhibitor of the His3 protein.
three-dimensional
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correlation spectroscopy
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