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cell-to-cell movement, of plant viruses,
136-7
cell wall-degrading enzymes, 2
central peptide (csp22), 22
ceramide synthase, 25
cerebrosides, 295-6
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H. turcicum, 243

harpins, 24

haustorial mother cell, 80-81

haustorium, 81-2

heat shock proteins (Hsp), 24

Helianthus annuus, 317

Helminthosporium turcicum, 225
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infection-related metabolic genes,
induction of, 92—4
inhibitor of virus replication (IVR),
fromNN tobacco, 143
innate immunity, 11, 17, 178
effector-triggered, 55-7
PAMP-triggered, 54-5
in planta induced U. fabae genes, 92
interleukin-1-receptor-associated
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lipid-transfer proteins, 316-18
modification of defense signaling
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fatty acids, 298-9
galactolipids, 304-5
oxylipins, 305-12
phospholipids, 299-303
sphingolipids, 303—4
stimulation of plant defenses
fungal sphingolipids, 295-6
gram-negative
lipopolysaccharides, 294-5
lipopolysaccharides (LPS), 19, 189
Lithocarpus spp., 107
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of pathogen-induced metabolites,
235-6
of preformed antimicrobial
metabolites, 237-8
loss-of-function alleles, 88
Lotus japonicus, 89, 274
lipochitooligosaccharide, 31
LOX-derived products, 306-7
LOX genes, 306
LRR-protein (LRR-P), 32
LRR-RLK genes, 30
235 LRR-RLKSs, 29-30
LSD1, 204
Lymantria dispar, 280
Lysiphlebus testaceipes, 275
LysM (lysin motif) receptor protein
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M. truncatula, 274
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on the basis of mode of
biosynthesis and accumulation,
229
phytoalexins, 226-9
phytoanticipins, 223-6
counterdefence, 248-9
functional significance of
avenacinases and tomatinases,
249-50
genetic approaches, 241-6
methylated bacterial DNA fragments,
19
methyl-JA (MeJA), 309
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N-acyl-glutamines, 266

NADPH oxidase activity, 298
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NahG-transgenic plants, 143

NbImp«1, 200

NbImpocy, 200

NBS-LRR R proteins, 56

NbSYP121, 186

NbSYP132,186
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necrosis, 25

necrotrophs, 3

Nepl-like proteins (NLPs), 25-7, 113

NF-kB proteins, 192
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production, 58
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non-host resistance, 7-8, 178
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NO synthase activity, 34-5
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N-terminus (CC-NBS-LRR), 139

N terminus influences, in defense
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nuclear localization, 192

nuclear localization signals (NLSs), 190

nuclear R-protein signaling, 194-6

nucleocytoplasmic partitioning, 191-2

nucleocytoplasmic R-protein regulation
models, 198

nucleocytoplasmic trafficking, 190-206

nucleoporin 96 (Nup96), 198

nucleoporins (Nups), 190-91

nucleotide-binding site (NB), 179

Nup107-160 nuclear pore subcomplex,
198-9

oak death, 107

oat species, 25, 223

obligate biotrophic pathogens, 78, 104
obligate biotrophs, 90

20G-Fe(Il) oxygenase, 89
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oligoglucosides, 28

oogamous fertilization, 106

oomycete avirulence genes, 122
oomycete glucans, 22
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oxidative burst, 4
oxylipins, 305-12

P450 monooxygenases (CYPs), 246
P. infestans Avr3b-Avr10-Avrll locus,
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P. infestans Avr4 ESTs, 115

P. infestans mucin genes, 119

P. infestans Nuk12, 200

P. parasitica var. nicotianae, 306

P. sojae Avrlb-1, 124

P. syringae HrpK1 protein, 52

P. syringae Hrp pilus, 51

P. syringae HrpW1, 52

P. syringae HrpZ1 harpin, 52

P. syringae pathovar, 58

P. syringae pv. maculicola, 181, 231

P. syringae pv. phaseolicola, 58

P. syringae pv. tabaci, 303
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