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mechanical systems, 3-3
mechanics, 3-3
meiosis, A-11-A-14
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Mitochondrial Theory of Aging, A-31
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linear approximation, 3-10

normal distribution, C-4
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Nyquist criterion, 3-30
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omega limit set, 3-27

omega-limit point, 3-27

on-off control, 1-29, 1-30

open complex, 1-11

open loop, 1-22

open reading frames, A-40
operator, A-42

operator region, 1-15

operon, 1-15

order, of a system, 3-5
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Ornstein-Uhlenbeck process, C-14

outer membrane, of mitochondria, A-7
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P site, A-22
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phosphatase, 2-29
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photoreactivation, A-26
photosynthesis, A-9

PI control, 1-25, 1-31

PID control, 1-30-1-31

pili, A-3

planar dynamical systems, 3-7
plasma membrane, A-3, A-4
plasmids, A-15, A-46
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Poisson distribution, C-3
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polymerase chain reaction, A-45
polymerase chain reaction (PCR), A-47
polymerization, A-48
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positive feedback, 1-29

positive inducer, 1-16
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post-replication repair, A-26
post-transcriptional modification, A-21, A-40
post-translational modification, A-23
pre-mRNA, 1-12

prediction, in controllers, 1-31
primer, A-51

primers, A-47

probability mass function, C-2
probability measure, C-1
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pseudogene, A-39

purines, A-28

pyrimidines, A-28

pyruvate, A-8, A-9
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slow manifold, 3-37
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in the sense of Lyapunov, 3-6
local versus global, 3-7
neutrally stable, 3-6, 3-8
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superposition, 3-2
switching (transcriptional regulation, A-41
switching behavior, 1-29
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