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approach of metabolomics, 226
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methods, 150
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Balanced steady-state culture, 213
Ball mill, 71
Ballotini
beads, 67
glass beads, 71
Band broadening effects, 96
Bare silica, 104
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corrected profile, 159
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correction algorithms, 158
variations, 157
Basics of chromatography, 87
Benson, Andrew, 217
Benzene ring, 144
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Flow-though system, 70
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analysis, 71
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mass analyzer, 141
Fragmentation pathways, 272
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Fungal extract, 176, 239
Future perspectives, 11
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Gas
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retention times, 272
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GC-injection, 83
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deamination of, 201
decarboxylation, 199
metabolism, 201
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Glycolytic metabolites, 47
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GMO. See Genetically modified organisms
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Gradient analysis, 127
Gram stain procedure, 53
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Herbicides, 218

INDEX

Herbivores, 255
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genome project, 283
metabolites, 234
metabolome, 283
metabolome database, 283
metabolome library, 283
metabolome project, 283
pathogens, 261, 264
Hydrochloric acid (HCI), 66
Hydrogen isotope, 143
Hydrophilic metabolites, 272
Hydrophobic metabolites, 272
Hyperosmotic transition, 47
Hyper-dimensional space, 149
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I

Identification, 243
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IEMs. See Inborn errors of metabolism
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Infrared spectrometry, 84
Infrared spectroscopy, 259
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Instrumentation, 221, 261
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Integration, 91
Integrative information, 11
Intensity, 132, 144
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Intermediary metabolites, 204
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trap instruments, 271
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Ion-trap, 117, 83
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mass spectrometer, 118
Ton-trap-time-of-flight (trap-TOF), 141
IPP. See Isopentenyl diphosphate
IP3. See Inositol triphosphates
Irreversible stress responses, 212
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Light-dependent metabolism, 225
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Magnetic resonance imaging (MRI), 268, 274
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metabolome analysis, 271
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systems, 259
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accuracy, 246
flow, 31
precision, 248
profiles, 248
profiling, 239
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Mass spectra, 227
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N-acetylmuramic acid (NAM), 54

NAD. See Nicotinamide adenine
dinucleotide

NADP. See Nicotinamide adenine
dinucleotide phosphate

NADPH, 222

NADPH,, 34

NAG. See N-acetylglucosamine

NAM. See N-acetylmuramic acid

Nanoelectrosprays, 113

Nano-ESI techniques, 242

National Institute of Standards and
Technology (NIST), 134, 167, 227

NetCDF, 135, 147

Network

components, 35
diameter, 35

Network of the networks, 37

Neural networks (NN), 259

Neuroendocrine hormones, 264

Neurometabolic disorders, 264
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