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lysis induction by UV, 156
N, 154, 198, 201
network, 201
noise in gene expression, 191
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lysis, 152
lysogen, 152
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Metropolis algorithm, 108
microtubules, 127, 136, 303

growth speed, 137
mismatch repair, 303
mitochondria, 303
mitosis, 303
mobility, 72, 287, 303
molecular motor

minimal model, 133
molecular motors, 127

fuel, 129

possible states, 128

stall force, 129

stall force experiment, 131
mRNA, 303

lifetimes in E.coli, 150

network
correlation profile, 221
degree distribution, 213
entropy, 226

evolution of auto catalytic, 270

merging and creation, 218
motifs, 222, 236
preferential attachment, 216
randomization, 220
scale-free, 213, 215
search information, 223
threshold, 217

NKC models, 304

noisy gene expression, 191

nucleosome, 304

nucleotide, 304

open reading frame, 304
operator, 147, 304

acting at a distance, 172, 173
operon, 304

palindrome, 155, 304
paralogs, 256, 304
partition function, 282
chemical binding, 164
helix—coil transition, 36
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PCR, 65
phage, 304
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second-order, 286
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collapse transition, 29, 31, 39

compact, 22
entropic spring, 16

entropy driven collapse in solution, 31

Flory scaling, 25

free energy, 24

helix—coil transition, 33, 39
Kuhn length, 14

number of conformations, 20, 23

persistance length, 11, 304

radius of gyration, 15

robustness, 8

scaling, 18

self-avoidance, 22

Theta point, 26
polymerization forces, 137
procaryotes, 304
promoter, 147, 304

interference, 187, 199

occlusion, 188

open complex, 148

probability for complex operator occupancies,
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protease, 304

protein, 304
¢ values, 105
calorimetry, 96
chevron plot, 102
cold unfolding, 100, 119
contact order, 115
designability, 107

entropy barrier for folding, 115

folding kinetics, 101
folding times, 115

gap in heat capacity, 99

Go model, 109

HP model, 109

Levinthal’s paradox, 118
phase diagram, 96
protein—protein binding, 78
stability, 78

structure, 78

topomer search model, 114
two state folding, 99, 115

punctuated equilibrium, 246, 259, 261,
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random energy model, 111
random entropy model, 118
random walk
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random walker

first return, 264
ratchet, 131

Brownian, 132

discrete, 132
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receptor, 237, 305

recombinant DNA technique, 305
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reporter genes, 305
repressor, 147, 179, 305
reptation, 67
ribosome, 150, 305
RNA, 305
melting, 61
structure, 59
RNAI, 306
RNAP, 148, 306
collisions, 188
robustness, 306
A phage, 195
chemotaxis, 237
rRNA, 306

scale invariance
degree distribution in networks, 213
extinction events in macroevolution,
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greed, 237
self-organized criticality, 264, 267
scRNA, 306
self-organized criticality, 262, 264
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Stokes’ equation, 180
stop codon, 306
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heat shock, 230
p53, 236
unfolded protein response, 228
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transcription factor, 147, 306
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repressor, 147, 305
transcription regulation, 147
activation, 228
combinatorical, 178
networks, 209
repression, 228
transduction, 307
translation, 149, 307
regulation, 228
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transposable element, 307
treadmilling, 138
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two-hybrid method, 307
large scale network, 225
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vector, 307

Western blot, 307

Zipf law, 216, 218, 307
zipper model, 57
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