
217

Index

a
abscisic acid (ABA) 204
Acanthamoeba castellanii 19, 25, 26, 28,
142, 210

Acanthamoeba lenticulata 28
Agrobacterium tumefaciens 187, 190
amino acid 21
amoebae
– Acanthamoeba castellanii 142, 144
– charcoal 144
– Dictyostelium discoideum 142
– Legionella species 143
– M. marinum assay 146
– Mycobacterium species 143
– Naegleria fowleri 142
– palmostatin M 146
– phagocytic feeders 143
anti-virulence strategies 13
antibiotics
– anti-virulence compounds 140
– conventional drug development 139
antisense RNAs 188
apramycin 188
arabinoxylan 101
Aspergillus nidulans 208, 210
autophagy 96

b
Bacillus anthracis 188
Bacteroides thetaiotaomicron 79
Bilophila wadsworthia 64, 83
bikaverin (BIK) 204
botcinic acid (BOA) 204
botrydial (BOT) 203
Botrytis cinerea
– biotic and abiotic interactions 203
– in vitro and in planta conditions,

SM genes 206

– necrotroph 201
– oxidative stress 203
– secondary metabolism
– – chromatin, role of 210
– – conserved signal transduction

pathways 210
– – light-dependent development 208
– secondary metabolites
– – ABA 204
– – BIK 204
– – BOA 204
– – BOT biosynthesis 203
– – CAR 204
– – 1,8-dihydroxynaphthalene

(DHN)-melanin 204
– – OA 204
– transcription factors 207
bovine respiratory disease
complex (BRD) 112

c
13C-labeled glycogen 27
Camelina sativa 157
Campylobacter jejuni 46
carbon catabolite repression (CCR) 5
carbon storage regulator system (Csr/Rsm) 5
carotenoids (CAR) 204
cell-based screening methods 124
Chlamydia trachomatis 45, 47
2-chloro-10-(2-dimethylaminoaethyl)-
phenothiazine 193

Citrobacter rodentium 79
CLODRO 191
Clostridium difficile-associated
infection (CDI) 68

Cochliobolus carbonum 103
cyclic adenosine monophosphate (cAMP)
163

Host – Pathogen Interaction: Microbial Metabolism, Pathogenicity and Antiinfectives, First Edition.
Edited by Gottfried Unden, EckhardThines, and Anja Schüffler.
© 2016 Wiley-VCH Verlag GmbH & Co. KGaA. Published 2016 by Wiley-VCH Verlag GmbH & Co. KGaA.



218 Index

d
dehydrocrepenynic acid 191
deoxycholic concentrations (DCA) 64
Desulfovibrio spp. 84
Dictyostelium discoideum 19, 142
differential gene expression
profiling (DGEP) studies 43

1,8-dihydroxynaphthalene
(DHN)-melanin 204

dysbiosis
– anaerobic respiration 84
– commensal bacteria, normal gut 79
– inflammation, in gut lumen 83
– inflammatory diseases, gastrointestinal

tract 78
– nutritional mechanisms,

inflamed gut 80

e
efflux pumps 127
Enterobacteriaceae 80, 81, 87
8-epidiosbulbin E acetate (EEA) 193
Escherichia coli 180, 189
ETIDRO 191
expressed sequence tags 161

f
fecal microbiota transplantation (FMT) 68
florfenicol 120
florfenicol resistance 122
Fusarium fujikuroi 211
Fusarium graminearum 166

g
glucose 6-phosphate dehydrogenase 24

h
Haemophilus influenza 117
HeLa cells 50
heterotrimeric G proteins 210
high osmolarity glycerol (HOG)
pathway 155

high-throughput compound
screening (HTS) 139

i
Individual Patient Data Meta-Analysis
(IPDMA) 61

inducible nitric oxides synthase (iNOS) 81
inflammatory bowel disease (IBD) 65
integrative conjugative
elements (ICEs) 123

invasion factor invasin (InvA) 4
irritable bowel syndrome (IBS) 65

k
KE-encoding genes 206
2-keto-3-desoxy-6-phosphogluconate
pathway (KDPGP) 39

Klebsiella pneumoniae 180, 181

l
𝛽-lactam antibiotics 120
Legionella 148
Legionella oakridgensis 25
Legionella pneumophila
– alveolar macrophages 19
– amoebae 19
– biphasic life-style 20
– intracellular conditions 26
– intracellular life cycle 28
– metabolic features 20
– metabolic host cell responses 29
– serine and glucose metabolism 21
– T4BS-Dot/Icm system 20
Legionella-containing
vacuole (LCV) 30, 143

Leptosphaeria maculans 211
linoleic acid 191
lipocalin-2 81, 84
Listeria monocytogenes 45
lymphocyte-function-associated
antigen 1 (LFA-1) 115

m
macrolide antibiotics 120
Magnaporthe oryzae 163
– adhesion and germination 94
– appressorium formation 96
– biotrophic growth phase 97
– necrotrophic growth phase 100
– Mig1 transcription factor 103
– penetration 97
– sporulation 102
Mannheimia haemolytica
– 68-kDa protein 129
– BRD 112
– antibacterial agents 123
– antibiotic resistance 120
– antibiotic uses 119
– Haemophilus influenza 129
– in vivo growth conditions 125
– iron uptake and TonB-dependent

proteins 129
– outer membrane biogenesis

proteins 128
– pilicides 129
– pneumonic pasteurellosis 113
– population genetic analysis 113



Index 219

– resistance mechanisms 122
– serotype A2 isolates 112
– serotype A6 isolates 112
– subacute fibrinous pleuropneumonia 112
– virulence factors
– – secreted toxins and extracellular

enzymes 114
– – surface protein and

carbohydrates 116
metaphylactic therapy 120
methicillin-resistant Staphylococcus aureus
(MRSA) 183

microbiota 88, 140
– bacteroidetes 61
– bioinformatic analysis 69
– biological and chemical process 57
– culture independent techniques 58
– diet and geographical factors
– – Bilophila wadsworthia 64
– – faecal DCA 64
– – fat intake 62
– – Hadza tribe and populations 63
– – mouse microbiome 62
– – SCFA 64
– – UC, risk of 62
– – Western diet 64
– DNA amplification 60
– factors 58
– functional gastrointestinal disorders
– – animal and human data 65
– – genetic susceptibility 65
– – IBD 65
– – IBS 65
– – SCFA 66
– – virus, role of 66
– gastric microbiome 61
– manipulation 67
– metagenomics 61
– PCR primers 59
– sequencing technology 58
– small subunit ribosomal RNA 58
– vitamin B and K2 58
Mycobacterium 148
– M. tuberculosis 46
“Mycobacterium-containing
vacuole” (MCV) 143

n
NADH-DH I (NDH-I) 85
Naegleria fowleri 142
nalidixic acid 190
NF-𝜅B signaling pathway 30
nitrate 83

o
outer membrane protein 117
oxalic acid (OA) 204

p
peroxynitrite 81
phages 192
phenicols 120
PhoP/PhoQ system 10
phosphate 155
phosphatidylethanolamine 86
phosphoenolpyruvate
carboxylase (PEPC) 13

plant hormones (phytoalexins) 157
plasmid curing agents
– antibiotic resistance 180
– antibiotics 194
– ascorbic acid 187
– clinical use and application method 185
– conjugation 190
– E. coli 180
– Klebsiella bacteria 181
– MRSA 183
– phenothiazine tricyclic compounds 193
– plasmid incompatibility 180, 187
– plasmid loss 186
– S. aureus 182
– sodium N-lauroylsarcosinate 192
– toxin-antitoxin system 189
Podospora anserina 99
polymorphonuclear neutrophils (PMNs) 8
polysaccharide capsule 116
polyubiquitination 96
polyunsaturated acids 191
proteases 115
Proteobacteria 78, 79
proton motive force (PMF) 129
Pseudomonas aeruginosa 124, 186

q
quinic acid 98

r
reactive oxygen species (ROS) 8, 81, 156
RNA-Seq methodology 161

s
Saccharomyces cerevisiae 97
Salmonella enterica 79, 83
– antimicrobials 50
– bimodal lifestyle, in epithelial cells 49
– catabolic and anabolic pathways 39
– EIEC strain 46
– gene expression 45



220 Index

Salmonella enterica (contd.)
– glucose metabolism 39
– glycolysis genes 46
– intracellular metabolism 43
– intracellular pathogen 45
– M. tuberculosis 47
– macrophages and dendritic cells 44
– metabolic generalist 39
– Salmonella-containing vacuole 38
– Salmonella-induced filaments 48
– TCA cycle 41
– tubular structures 48
Salmonella-induced filaments (SIF) 48
Salmonella typhimurium 84, 86, 124
second type three secretion
system (T3SS-2) 84

serotype A1 isolates 121
Shigella flexneri 46
short chain fatty acids (SCFA) 64
SifA 51
sporulation 102
Stagonospora nodorum 170
Staphylococcus aureus 140, 180, 182
stress signalling systems
– high osmolarity 154
– “omic” technologies 158
– plant hormones (phytoalexins) 157
– plant – microbe interactions 154
– reactive oxygen species (ROS) 156
– metabolome analysis 168
– proteomics 164
– signalling pathways 158
– transcriptome analysis 162
– transcriptomics 160

t
tilmicosin 120, 122
toxin-antitoxin system 189
transcription factors (TFs) 206
tulathromycin 120
type three secretion
system (T3SS-1) 84, 140

u
ultra-high performance liquid
chromatography (UHPLC) 169

unsaturated fatty acid dehydrocrepenynic
acid 191

5’ untranslated region (UTR) 12

v
Vibrio cholerae 141
Virstatin 141
virulence genes 124

x
Xanthomonas oryzae 99

y
yeast one-hybrid (YOH) approach 208
Yersinia
– carbon catabolite repression 5
– CCR and cAMP-Crp complex 11
– Csr system 10
– Csr/Rsm 5
– energy sources 5
– host immune response 4
– life cycles and pathogenesis 4
– metabolic functions 4
– metabolic pathways 6
– microbial ecosystem 5
– nutritional adaptation 6
– pathogenicity factors 3
– transcriptional regulation strategies 12
– translocated Yop effector proteins* 5
– Y. enterocolitica 4
– Y. pestis 4
– Y. pseudotuberculosis 4

z
Zymoseptoria tritici (Mycosphaerella

graminicola) 163


