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Activation domain, 211
Adjacency list, see list, adjacency
Adjacency matrix, see matrix, adjacency
Adjacent, 17
Aeropyrum pernix, 239
Affimetrix microarray, see microarray,

Affimetrix
Affinity capture, 216–218
Affinity chromatography, 209–211
Affinity purification, 216, 218

tandem, 217
Algorithm, 24

approximation, 118
bottleneck k-center, see bottleneck

k-center algorithm
bottleneck min-max k-clustering, see

bottleneck algorithm for min-max
k-clustering

breadth first search, see breadth first
search

bubble sort, see bubble sort
degree centrality, see degree centrality

algorithm
depth first search, see depth first search
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Dijkstra, see Dijkstra algorithm
eccentricity centrality, see eccentricity

centrality algorithm
Floyd-Warshall, see Floyd-Warshall

algorithm
greedy, see greedy algorithm
greedy clique partitioning, see greedy

clique partitioning algorithm
greedy dominating set, see greedy

dominating set algorithm
Kruskal’s, see Kruskal’s algorithm
metabolic network reconstruction, see

metabolic network reconstruction
algorithm

quick sort, see quick sort
AMAZE, 188
Anisotropic network, 189
Apoptosis, 172, 186
Arc 141. See also edge

directed, 170
read, 144

Association, 309–310
constitutive, 316
measure, see measure, association
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Assortative, see network, assortative
Attribute, see sample, attribute
Autoactivation, 212
Autochthonous ecosystem, 294
Autotroph, 290
Average neighbor degree, see degree,

average neighbor
Average path length, see path length, average

Bacillus subtilis, 239–240
Barabási-Albert network, see network,

Barabási-Albert
Bayesian analysis, see phylogenetic tree

reconstruction, bayesian analysis
Betweenness centrality, see centrality,

betweenness
BFS, see breadth first search
Binary food web, see food web, binary
Binary tree, see tree, binary
BIND, 221
Biochemical reaction, see reaction,

biochemical
Biochemical network, 9
Bioconductor, 80
Bioenergetic web, 293
BioLayout, 222
Biological classes, 321

CYTOMER, see CYTOMER
Gene Ontology, 321
MapMan, 321, 326

Biological module, see module, biological
Biomass, 293
Biomolecular Interaction Network Database,

see BIND
Bipartite graph, see graph, bipartite
Boost Graph Library, 80
Bottleneck k-center algorithm, 130–131
Bottleneck algorithm for min-max

k-clustering, 124
Bottleneck graph, see graph, bottleneck
Brassinosteroid, 327
Breadth first search, 25, 74
Bubble sort, 24

Caenorhabditis elegans, 9, 70, 215, 223
Cannibalism, 287, 290
Cascade model, 292
CDS, see set, connected dominating
Cell biology, 6

Cell type, 6
CentiBiN, 80
Central vertex, see vertex, central
Centrality, 42, 67, 239–240

analysis tools, 80
betweenness, 42, 240. See also centrality,

shortest path betweenness
Bonacich’s eigenvector, 78
closeness, 42, 72–73, 75, 240
degree, 42, 69, 74, 223, 240. See also

degree
eccentricity, 71, 75
eigenvector, 79
feedback based, 77–80
gene, see gene centrality
GeneRank, 80
in-degree, 70
index, 67
Katz’s status index, 77
lethality rule, 223
measure, 67
normalization, 68
out-degree, 70
PageRank, 79
shortest path based, 69–77
shortest path betweenness, 73–74

Channeling, metabolic, see metabolic
channeling

Character, 257
matrix, 260
molecular, 257
morphological, 257
phylogenetic, 257
selection, 258
state, 257–258

Characteristic path length, see path length,
characteristic

Child, see vertex, child
Chromatography, affinity, see affinity

chromatography
Circular feeding relationship, see feeding

relationship, circular
Class, isotrophic, see isotrophic class
Clique, 115–116, 224

maximal, 116
maximum, 116
number, 116

Closeness centrality, see centrality,
closeness
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Cluster
-cover, 118
-partition, 118
-head, 126

Clustering, 113, 118–131, 191, 290. See also
network, decomposition

coefficient, 39, 55, 197–198
center-based, 125–131
clique-based, 119–125
exclusive, 118
hierarchical, 119, 243
k-center, 129–131
k-means, 129
min-max k, 122–125
overlapping, 118
problem, 118
pyramidal, see pyramidal clustering

model
type I, 118
type II, 118
with dominating sets, 126

Co-expression network, see network,
co-expression

Commodity, 295
Community matrix, 289
Community structures, 50
Compartment, 293
Compartmentation, 6, 187, 290
Component

connected, 18
strongly connected, 20, 165

Computational tree logic, 166–167
model validation, 168–169

Confidence interval, 313
Confidence level, 313
Connectance, 299

directed, see directed connectance
Connected component, see component,

connected
Connected graph, see graph, connected
Connected vertices, see vertex, connected
Connectedness, 49, 290
Connection matrix, 236
Connectivity, 239, 319
Context dependent effect, see effect, context

dependent
Core, see module, core
Co-response analysis, see transcript

co-response analysis

Co-response network, see network,
co-response

Correlation, 310–313
back-transformation, 313
confidence, 313
direction, 310
Kendall’s �, 311
magnitude, 310
matrix, 318
non-parametric, 310
partial, 311–312
partial first order, 312
partial higher order, 312
Pearson product moment, 191, 310
Spearman rank-order, 310
statistical testing, 313
transformation, 313

Correlation coefficient, 310
partial, 311

Correlation network, 11, 57, 306, 314–328
construction, 308

CSB.DB, 325–326
CTL, see computational tree logic
Currency metabolite, see metabolite,

currency
Cut-off value, 318, 320
Cycle, 18
CYTOMER, 200
Cytoplasm, 6, 186
Cytoscape, 80, 222, 227, 234, 236

Data, 307
independent, 321
matrix, see matrix, data
publicly available, 316, 318
reduction, 113
set, 307

Database, 188, 220–221
Database of Interacting Proteins, see DIP
Deadlock, see Petri net, deadlock
Decomposition, see metabolic network,

decomposition
split, see split decomposition

Degree, 17, 20, 35, 290. See also centrality,
degree

average neighbour, 38
correlation, 38
centrality, see centrality, degree
centrality algorithm, 74
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Degree (Continued )
exponent, 38, 193
in-, 20
out-, 20

Degree distribution, 35
cumulative, 36
degree exponent, 38
exponential, 36
Poissonian, 44
power law, 36, 191, 193, 196, 319
scale-free, 46, 193

Depth, 22
Depth first search, 25, 195
Detrivore, 286, 290
DFS, see depth first search
Diameter, 33, 115, 191, 196, 223
Differential equation, ordinary, see ordinary

differential equation
Dijkstra algorithm, 34, 74
DIP, 220
Directed connectance, 290
Directed graph, see graph, directed
Disassortative, see network, disassortative
Discretization matrix, see matrix,

discretization
Dissimilarity, 309

matrix, see matrix, dissimilarity
measure, see measure, dissimilarity

Distance, 18, 33, 71
matrix, 260
method, see phylogenetic tree

reconstruction, distance method
DNA, 4, 184

-binding domain, 211
-fingerprinting method, 257
library, 211

Domain
activation, see activation domain
DNA-binding, see DNA, -binding domain

Dominating set, see set, dominating
Domination number, see set, domination

number
Drosophila melanogaster, 9, 70, 104, 174,

187, 216, 223

EC number, 235
Eccentricity centrality, see centrality,

eccentricity
Eccentricity centrality algorithm, 75–76

EcoCyc, 188
Ecological information network, 288,

298–300
Ecological network, 11, 283–300
Ecology, 7
ECOPATH, 298
ECOSIM, 298
Ecosystem, autochthonous, see

autochthonous ecosystem
Edge, 16, 141. See also arc

connectivity, 115
directed, 20
hyper-, 20
undirected, 19

Effect, context dependent, 316
Efficiency, see network, efficiency
Egestion, 288
Eigenvector centrality, see centrality,

eigenvector
Elementary (flux) mode, 155, 243, 246. See

also Petri-net, t-invariant
EndoNet, 199–200
Endoplasmatic reticulum, 6
Entropy, Shannon, see Shannon

entropy
Enzyme, 5, 188–189, 233–234, 246
Erdös-Rényi network, see network,

Erdös-Rényi
ERSEM, 299
Erythrocyte, 145–147
Escherichia coli, 8, 70, 72, 92, 97,

101–102, 106, 173–174, 187, 215,
234, 239, 244

Essential gene, see gene essentiality
Essential protein, see protein, essential
Eukaryotes, 6
Eulerian path, 28
Evolution, 7, 184, 224

reticulate, 256, 270
taxa, 259

Excretion, 294
Exclusive clustering, see clustering,

exclusive
Experimental validation, 321
Extreme pathway, 155, 243, 246

FANMOD, 97
Feedback, 191, 287
Feeding relationship, circular, 287
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Firing
rate, 170
rule, 142

Fisher-z-transformation, 313, 318
Flow, 293

web, 293
Floyd-Warshall algorithm, 34
Flux, 293, 298
Food web, 11, 283–298

theory, 288
binary, 288–293
pelagic, 284, 299
quantitative trophic, 288, 293–298
trophic, 293

Galled tree, see tree, galled
Gene

activation, 98
brassinosteroid-related, 327–328
centrality, 321
connectivity, 322
essentiality, 322
expression, 5, 9, 184, 186
expression regulation, 5, 184
guide, 319–320, 322–324
network, 320
Ontology, see biological classes, Gene

Ontology
operon encoded, 320
overrepresentation, 320
regulated, 98, 101
regulator, 98, 101

Gene regulation network, 9, 98, 101,
105–106, 143, 185–188.

See also transcriptional regulation
network

evolution, 102
GeneNet, 188
Genome, 6, 234–235
Genomics, 8, 218
GEPASI, 188
Global analysis approach, 321
Glycolysis, 145–146
Graph, 15–16, 33, 67, 86, 115. See also

network and Petri net
acyclic, 18
attributed, 19, 141
bipartite, 21, 55, 141, 186
bottleneck, 123

canonical label, 95
clique, see clique
complement, 115
connected, 18, 86
cycle, see cycle
diameter, see diameter
directed, 20, 33, 88, 234
edge, see edge
hyper-, 20, 141
isomorphic, 18, 86
isomorphism, 18, 95
kth power of, 131
layout, see layout
loop-free, see loop-free
mixed, 20, 88
path, see path
reachability, see Petri net, reachability

graph
reaction, 234
simple, 20
strongly connected, 20
sub-, see subgraph
undirected, 19, 33, 88
vertex, see vertex

Graphlet frequency distance, 93, 104
Greedy algorithm, 120, 127–128, 270
Greedy clique partitioning algorithm, 120
Greedy dominating set algorithm

connected, 128
minimal independent, 127

Guide gene, see gene, guide
Guild, trophic, 283–284, 290, 293

Haplotype analysis, 267
Height, 22
Herbivore, 284, 299
Heuristic, 118
Hierarchical clustering, see clustering,

hierarchical
Hierarchical modularity, see modularity,

hierarchical
Highly optimized tolerance, 50
High-throughput technology, 308
HITS, 79
Holistic approach, 8
Homo sapiens, 239
HOT, see highly optimized tolerance
Hub, 193, 223, 225
Hyper-graph, see graph, hyper-
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Idd-ctl, 171
Immunoprecipitation, 209–210
INA, 171
Incident, 17
Incidence matrix, see Petri net, incidence

matrix
Independence number, see set, independence

number
Independent data, see data, independent
Independent set, see set, independent
Induced subgraph, see subgraph, induced
Information

mutual, see mutual information
theory, 311

Ingestion, 294
Interactome, 209
Interactomics, 225
Intercellular regulatory network, see

regulatory network, intercellular
Isomorphic graph, see graph, isomorphic
Isomorphism, see graph, isomorphism
Isotrophic class, 285
Isotropic network, 189

JUNG, 80

Kairomone, 299
Katz’s status index, see centrality, Katz’s

status index
KEGG, 10, 188, 235
Kendall’s �, see correlation, Kendall’s �
Kruskal’s algorithm, 270

Large-scale network, see network,
large-scale

Layout, 17
motif-preserving, see motif, -preserving

layout
Leaf, see vertex, leaf
Lethality, synthetic, see synthetic lethality
Likelihood, see phylogenetic tree

reconstruction, likelihood based method
Linkage density, 290
List, adjacency, 23, 33
Logical node, see node, logical
Loop, 17
Loop-free, 17

MALDI, 218

MapMan, see biological classes, MapMan
Marking, 141

dead, 150
reachable, 143, 152

Mass-balance, 294
Mass spectrometry, 210, 216
Matching index, 41
MATLAB, 96
Matrix, 314

adjacency, 23, 33, 289, 314, 318
assisted laser desorption ionization, see

MALDI
character, see character matrix
complex, 316
community, see community matrix
connection, see connection matrix
correlation, see correlation matrix
data, 314, 318, 323
discretization, 314
dissimilarity, 309
distance, see distance matrix
probability, 314
relationship, 314
similarity, 309
variable-by-unit, 308, 318
variable-by-variable, 318

Matter, recycling of, 288. See also recycling
MAVisto, 97
Maximal common transition sets, see Petri

net, MCT-set
Maximal independent set, see set, maximal

independent
Maximum independent set, see set,

maximum independent MCT-set, see
Petri net, MCT set

Maximum likelihood, see phylogenetic tree
reconstruction, likelihood based method

Measure
association, 309
dissimilarity, 309
similarity, 309–310

Median-joining network, 270
Median network, 269
MEGA, 261–262
Member, 16
Metabolic

capacity, 243
channelling, 208
pathway, 233, 242, 246
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Metabolic network, 10, 47, 55, 143, 187,
233–249

analysis, 246
decomposition, 243
reconstruction, 235

Metabolic network reconstruction algorithm,
235–236

Metabolite, 5, 184, 233, 239, 247
currency, 234, 237–238

Metabolome, 8
Metabolomics, 8
MFinder, 96–97
MIAME, 316
MIAMET, 316
Microarray

Affymetrix, 317
normalization, 317
protein, 219

Minimal dominating set, see set, minimal
dominating

Minimum dominating set, see set, minimum
dominating

Minimum spanning tree, see tree, minimum
spanning

MINT, 221
MIS, see set, maximal independent
Mitochondrium, 6
Mixed graph, see graph, mixed
Model checking, 166
Modularity, 50, 197, 242–243

hierarchical, 197, 243
coefficient, 244
organization, 243

Module, 223
biological, 320
core, 243
periphery, 243

Moieties, 155
Molecular Interaction Database, see MINT
Motif, 10, 51, 86, 224, 288

analysis tools, 96–97
bi-fan, 101–102, 106
detection, 94
distribution, 54
dynamic properties, 98–102
feed-forward loop, 98–103, 106
frequency, 86, 88, 96, 105
frequency concept, 88
generalization, 102–103

homologous cluster, 102–103
match, 86, 95
match overlap, 88, 102
origin, 98, 102, 105–106
-preserving layout, 88
size, 86
statistical significance, see statistical

significance
superstructure, 102
theme, 103
validation, 54
vertex role, 102

Mutual information, 38, 311

NCPA, 269
Neighbor, 17

joining, 260
Nested clade population analysis, see NCPA
Net of life, 11
Network, 15, 145. See also graph and Petri

net
anisotropic, see anisotropic network
assortative, 38
Barabási-Albert, 46
biochemical, see biochemical network
centrality, see centrality
clustering, see clustering
co-expression, 70, 186. See also network,

co-response
conceptualization, 54
connectivity, see connectivity
co-response, 321, 327. See also network,

co-expression
correlation, see correlation network
decomposition, see metabolic network,

decomposition
diameter, see diameter
directed, see graph, directed
disassortative, 38
disconnected, 68
distance measure, 104
ecological, see ecological network
ecological information, see ecological

information network
efficiency, 33
Erdös-Rényi, 44
evolution, 105
food web, see food web
gene, see gene network
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Network (Continued )
gene regulation, see gene regulation

network
generation model, 91, 104
isotropic, see isotropic network
median, see median network
median-joining, see median-joining

network
metabolic, see metabolic network
modularity, see modularity
motif, see motif
Petri net, see Petri net
phylogenetic, see phylogenetic network
properties, 9, 33
protein interaction, see protein interaction

network
random, 239
randomization, 53, 90
regulatory, see regulatory network
robustness, see robustness
scale-free, 9, 196–197, 223, 239
signal transduction, see signal

transduction network
simple, 88
small-world, 9, 35, 45, 191, 196, 223, 239,

242
spectral density, 43
superfamily, 105
surrogate, 52
theme, see motif, theme
transcriptional regulation, see

transcriptional regulation network
undirected, see graph, undirected
Watts-Strogatz, 45

NETWORK, 270
NETWRK, 298
Niche model, 293
Node 141–142. See also vertex

boundary, 142
hierarchical, 145
logical, 144
pre-, 142
post-, 142

Normalization, 317. See also microarray,
normalization

Normalized profile, see profile,
normalized

NP-hard, 117
Nucleus, 6, 186

Null hypothesis, see statistics, null
hypothesis

Null model, see statistics, null model

Observation, 307, 309
bivariate normal distributed, 310–311
bivariate outlier, 310–311
quality, 309
transformed, 309

ODE, see ordinary differential equation
-ome, 8
-omics, 8
O-notation, 24
Operon encoded gene, see gene, operon

encoded
Open reading frame, 214
Ordinary differential equation, 140, 169,

171
ORF, see open reading frame
Organ, 6
Osmotroph, 290
Osprey, 80
Outlier, 311
Overlapping clustering, see clustering,

overlapping

P53, 194–198
PageRank, see centrality, PageRank
Pajek, 80, 96, 188
Parent, see vertex, parent
Parsimony, see phylogenetic tree

reconstruction, parsimony method
statistical, see statistical parsimony

Partial correlation coefficient, see correlation
coefficient, partial

Path, 18
distance, see distance
shortest, 18, 196
signal transduction, see signal

transduction path
simple, 18

Path length, 18, 298
average, 49, 55, 196, 223, 298
characteristic, 33

Pathway, 145
extreme, see extreme pathway
generic, 155
metabolic, see metabolic pathway
structure, 243
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PAUP, 261–262
PAUPRAT, 262
Pearson product moment correlation, see

correlation, Pearson product moment
Pelagic food web, see food web, pelagic
Pentose phosphate pathway, 146
Periphery, see module, periphery
Petri net 139–142. See also graph and

network
analysis tools, 171
arc, see arc
atomic, 143
bounded, 148, 151, 164
clean, 142
condition, 141
connected, 153
conservative, 153
continuous, 169–170
deadlock, 154
deadlock-free, 150, 165
environment, 159
execution, 142
free of boundary nodes, 153
free of static conflicts, 153
homogeneous, 153
incidence matrix, 156
initial marking, 141, 170
k-bounded, 165
live, 148, 150, 165
marked, 142
marking, see marking
MCT-set, 162
minimal invariant, 156
minimal t-invariant, 162
model analysis, 148
model validation, 148, 168–169
node, see node
ordinary, 153
p-invariant, 155–157
p-invariant covered, 156
place, see place
pure, 153
qualitative, 139–140
quantitative, 140
reachability graph, 164–165
realizable t-invariant, 157
reversible, 148, 151, 165
state space, 143
strongly connected, 153

strongly live, 150
structural deadlock, 153
structurally bounded, 151
support, 156
t-invariant, 155–157. See also elementary

(flux) mode
t-invariant covered, 156
token, 141–142
transition, see transition
trap, 154
trivial t-invariant, 157
unmarked, 142

Pheromone, 299
Photosynthesis, 324

genes, 325
PHYLIP, 261–262
Phylogenetic network, 11, 264–275
Phylogenetic profiling, 218
Phylogenetic reconstruction, 256–257. See

also phylogenetic tree reconstruction
Phylogenetic tree, 7, 11, 256–264

galled, see tree, galled
Phylogenetic tree reconstruction

bayesian analysis, 264
distance method, 260
likelihood based method, 263
parsimony method, 262

Phylogeny, 256
Physarum polycephalum, 174
Place, 141–142

bounded, 151
continuous, 169
logical, 147
pre-, 141–142
post-, 141–142
vector, 156

Plastid, 6
Pollinator, 299
Population, 283
Post-place, see place, post-
Post-set, see set, post-
Posttranslational modification, 212, 217
Power, 313
Power law degree distribution, see degree

distribution, power law
Power of test, 313
Predation, 288
Predator, 283, 287, 289
Preferential attachment, 46
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Pre-place, see place, pre-
Pre-set, see set, pre-
Prey, 283, 289
Primary profile, see profile, primary
Probability matrix, see matrix, probability
Production, 294, 298
Profile, 308

normalized, 309
primary, 308
secondary, 308

Prokaryotes, 6
Protein-protein interaction, see protein

interaction
Protein, 5, 184, 207, 233

essential, 70
interaction, 189–190, 207–220

Protein interaction network, 10, 106,
121–122, 186–187, 189–190, 220–225

Protein microarray, see microarray, protein
Proteome, 8
Proteomics, 8, 209
Pyramidal clustering model, 271

Quantitative trophic food web, see food web,
quantitative trophic

Quick sort, 24

R, 80
Raf-1/MEK/ERK pathway, 173
Random network, see network, random
Rank, see vertex, rank
Reachability graph, see Petri net,

reachability graph
Reaction

biochemical, 233–234
graph, see graph, reaction

Reactom, 188
Read arc, see arc, read
Recycling, 288. See also matter, recycling of
Reductionist approach, 8
REGE coefficient, 285
Regulatory network, 184–186. See also gene

regulation network
intercellular, 198–200

RegulonDB, 188
Relationship, 310

linear, 310
matrix, see matrix, relationship

Remineralization, 288

Respiration, 294, 298
Reticulate evolution, see evolution, reticulate
RNA, 5, 184
Robustness, 49, 191
Root, see vertex, root
RubisCO, 325

Saccharomyces cerevisiae, 10, 70–74, 79,
92, 97, 101–106, 122, 172, 186, 193,
211, 217

Saccharomyces Genome Database, see SGD
SALSA, 79
Sample, 308

attribute, 308
Scale-free network, see network, scale-free
Scaling law, 292
SCC, see component, strongly connected
Secondary profile, see profile, secondary
Set, 16

connected dominating, 116, 127
data, see data set
dominating, 116, 126
domination number, 116
independence number, 116
independent dominating, 116, 126
independent, 115–116
maximal independent, 116
maximum independent, 89, 116
maximal common transition, see Petri net,

MCT-set
minimal dominating, 116
minimum dominating, 116
pre-, 142
post-, 142

SGD, 226
Shannon entropy, 311
Shortest path betweenness centrality, see

centrality, shortest path betweenness
Signal transduction network, 10, 101, 105,

143, 185–186, 188–191
Signal transduction path 189
Significance score, 53
Similarity, 309

measure, see measure, similarity
matrix, see matrix, similarity

Simple path, see path, simple
Single gene query, 323
Small-world network, see network,

small-world
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Snoopy, 171
Solanum tuberosum, 172
Source vertex, see vertex, source
Spanning tree, see tree, spanning
Spearman rank-order correlation, see

correlation, Spearman rank-order
Species, 283, 290
SPECTRONET, 270
SPECTRUM, 270
Split decomposition, 274
SPLITS TREE, 275
Staphylococcus aureus, 216
State space, see Petri net, state space
Statistical parsimony, 267
Statistical significance, 89–92, 95, 105

profile, 92, 105
Statistical testing, 52, 313
Statistics, 89

null hypothesis, 52, 89
null model, 52, 90, 105, 292
P-value, 92
Z-score, 92

Streptococcus pneumonia, 238
Subgraph, 17, 86

induced, 17, 86
Synthetic lethality, 219
System boundaries, 289
Systems biology, 8, 183

Tandem affinity purification, see affinity
purification, tandem

Target vertex, see vertex, target
Taxa evolution, see evolution, taxa
TCL, see computational tree logic
TCS, 268
Threshold, see cut-off value
Tissue, 6
TNT, 262
Token, see Petri net, token
Transcript co-response analysis,

327–328
Transcription, 5, 186

factor, 186, 190, 192–193, 211
Transcriptional regulation network, 9, 186,

191–198. See also gene regulation
network

Transcriptome, 8
Transcriptomics, 8
TRANSFAC, 188

Transformed observation, see observation,
transformed

Transition, 141–142
continuous, 169
dead, 150
enabled, 142
fire, 142
firing, 143
input, 142, 148
-invariant, see Petri net, t-invariant
live, 150
macro, 145
output, 142, 148
pre-, 142
post-, 142
vector, 156

Translation, 5, 186
TRANSPATH, 188, 190, 200
Tree, 22, 256

binary, 22
depth, see depth
galled, 266
height, see height
minimum spanning, 270
phylogenetic, see phylogenetic tree
reconstruction, 260–264
rooted, 22
spanning, 22, 128

Trophic food web, see food web,
trophic

Trophic guild, see guild, trophic
Two-hybrid system, see yeast two-hybrid

system

Undirected graph, see graph, undirected
Unit, 307
Unweighted pair-group method with

arithmetic means, see UPGMA
UPGMA, 260

Vacuole, 6
Validation, experimental, see experimental

validation
Variable, 307, 309

relation, 309
Variable-by-unit matrix, see matrix,

variable-by-unit
Variable-by-variable matrix, see matrix,

variable-by-variable
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Vertex, 16, 20, 141, 239. See also node
central, 67
child, 22
connected, 18
connectivity, 115
distance, see distance
end-, 17, 20
inner, 22
leaf, 22
parent, 22
rank, 67
root, 22
source, 20
strongly connected, 20

target, 20
VisANT, 80
Visone, 80

Walk, 18
length, 18

Watts-Strogatz network, see network,
Watts-Strogatz

Yeast, see Saccharomyces cerevisiae
Yeast two-hybrid system, 211–215

Z-transformation, see
Fisher-z-transformation


