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life-style vaccines, 3
mortality rate, 1, 2
Parkinson’s disease, 16
reverse vaccinology
NERVE program, 10-11
open reading frames (ORFs), 10
subunit vaccines, 10
surface proteins, 11
subcellular location prediction, 9-10
success features, 3
vaccines delivery, vectors
CpG optimisation, 13
DyNAVacs, optmisation, 12
plasmids, DNA vaccine, 12
virulence factors (VF), identification, 8-9
Conserved epitopes
conserved fragments
HIV-1 gp41, 99

Index

HIV-1 gp120 and solvent accesibility, 100
RANKPEP T cell epitope predictions, 98
materials and methods
multiple protein-sequence alignments
(MSAs ), 96
protein variability server (PVS), 96-97
vaccine development, 95
variability-masked sequence, 98, 99
Copy number variations (CNVs),
157, 161, 166
Cytokines
CTKPred, 72-73
CytoPred, 73

D
Data analysis, Bayesian immunogenomics
Bayesian methods, 172
MBM posteriors, 177
multilevel data analysis, 170-171
network primer, 168
network properties, 169
primer, 166-168
standard statistical methods, 172
Database of genotypes and phenotypes
(dbGaP), 161
Decision support system (DSS), SNP design,
162-166
Dendritic cells (DCs), 147
Discotope, 7
Distributed annotation system (DAS), HLA 1.
See also TEPIDAS
architecture, 58-59
protocol, 58
registry, 59
Dizygotic (DZ) twins, 129
DyNAVacs, vaccine optimisation, 12

E
Elusive molecular self, defining, 153-154
cellular adaptive immunity

autophagic pathways, 147-148
CDI presentation, 148149
cell-surface antigen presentation, 142
class I MHC expression, 146—148
class I MHC molecules, 142-146
cross presentation, 147
dendritic cells (DCs), 147
glycosylation, 141-142
immunology dogma, 145
intracellular peptide fragments, 142
invariant chain (Ii), 146
peptidases, 145-146



Index

proteasome, 144
ubiquitin, 144
conjoined/Siamese twins, 130
dizygotic (DZ) twins, 129
epitope-paratope network, 133
human symbiosis
host-microbe interactions, 152
microbiome, 151, 152
tolerance, 151
humoral adaptive immunity
B cell epitopes, 149, 150
sliding-window method, 150
innate immunity
adjuvants, 139-140
drug-like adjuvants, 140
NOD-like receptors (NLRs), 139
PAMP and PRRs, 138-140
monozygotic twins, 129-130
network theory, 133
non-self, 131-133
Polly Matzinger’s danger model, 131
reductionist approaches
autoimmunity, 137
epigenetic inheritance, 135-136
epigenetics, 135
human genomes, 134
post-translational modifications,
136-137
ubiquitination, 136
self-positive model, 132
Epitope prediction
B cells
artificial neural networks, 7
complementary determining (CDR)
loops, 6
continuous and discontinuous epitopes,
5-6
paratope-epitope interaction, 6
surface protein, 7
MHC-peptide-TR binding
comparison of, 87
DQ3.2b, 85
DR and DQ alleles, 85
Dsg3 glycoprotein proteome,
85, 86
HIV-1 p24gag and gp160gag, 85
T cells, 4-5
European Searchable Tumour Cell-Line
Database (ESTDAB), 30

F
File tansfer protocol (FTP), 36, 42
Fish Pathogen Database, 8

189

G

Gardasil, 3

Genetic association studies (GAS), 157.
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