Subject Index

A

adhesin 32

affinity

— capture 47

— chromatography 72
algorithm

— doping 2

— genetic 144

— patenting 192
aptamers 1, 66f, 75

— characterization 77

— DNA 68,76
— RNA 66, 68
— selection 72
assay

— cellulose filter binding 78
— gel-shift 79
asymmetric synthesis 114

B

binders 51
binding

— cellulose filter 74
biocatalysts 114

— enantioselective 2
— industrial 2

C

cassettes

— random 6

catalytic nucleic acids 87, 102
cell sorting

— fluorescence-activated 31f

— magnetic 33

chirality see asymmetric synthesis
codons

— stop 6

D
deoxyribozymes 66
directed evolution 143

display
— cell surface 31
— level 55

— phage 31,47,52
— surface 32,34
diversity 2, 5,13, 15
— functional 15

— molecular 1
DNA

— catalytic 87

— synthesis 143
doping 143

E

enantioselectivity see asymmetric
synthesis

error

— frequency 7

— rate 7

evolution

— applied 1

— directed 1,5, 25, 29, 47

— natural 13

F

FACS 1, 35, 37, 40, 42f
FACS screening 31
filtration

— cellulose 72

folding

- RNA 3

FTIR spectroscopy 125
function 31

— functional 2
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G
gel-shift assays 72
genotype 31

H

high-throughput screening 114

— assays 133

— high-throughput see assays 114
HIV

— reverse transcriptase 5

HTS see high-throughput screening

|

immunofluorescence 36
immunoprecipitation 72
in vitro evolution 89
inhibitors

— mechanism-based 47
intimin 32, 34
intramers 68

K

Kazlauskas test 130, 138
kinase

— HSV-1 thymidine 5
knowledge-based potentials 156
Kohonen map 144

L

labeling

— active-site 55
library 47f

— combinatorial 1, 31, 40
— construction 37, 55
— diversity 57f

— first-generation 58
— gene 31

— low-affinity 82

— matrix-binding 82
— molecular 1,5

— nucleic acid 66

— peptide 31

— phage-display 51
— production 58

— protein 31

— random &7

— — design 91

— — preparation 92
— screening 40, 43
ligands 47

local optimum 144

M

MACS 33, 35, 37, 40, 42f
mass spectrometry 117
microarrays 134
misincorporation 7
mutagenesis see also PCR 153
— combinatorial 2

— in silico 2

— point 6

— random 1,5
mutagens 5

mutation

— deletions 8

— frameshift 8

— frequency 8, 10

— insertions 8

— point 15, 25,29

— rate 5,29

— transition 8

— transversion 8

- type 5,8

N

NMR spectroscopy 121
nucleic acid

— catalytic 1, 87
nucleotide

— analogs 5

(0]

oligonucleotide 56

— degenerate 56

— spiked 6

— synthetic 6

cloning

— degenerate oligonucleotides 57

P

patenting 3, 192

— algorithms 192

— enablement 197
— inventiveness 196
— novelty 193

— priority right 195
— search tools 204
— USA 206

— utility 197

— written description 197
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PCR 14,25, 66 R

— amplification 10, 28 random

— background 28 — fragmentation 13, 15, 17

— degenerate primers  55f — sequence pool see also library, random
— error-prone 5, 8, 48, 55f 87,

— hypermutagenic 5 — — doped libraries 143

— mutagenesis 7 randomization 6

— mutagenic 10, 95 randomized region 69

— primerless 13 reassembly 16, 19

— product 28 recombination 10, 13

— purification 28 - DNA 25

phage — in-vitro 1, 25,29

— concentration 54 — natural 25

— display 47,51 repertoire, molecular see also library, random
— elution 52 87

— helper 51 reverse transcription 66

— mutant 47 ribozyme see also nucleic acids, catalytic
- plll 51 66, 87

- pVI 51 RNA see also nucleic acids, catalytic
- pVII 51 — catalytic 87

— pVIII 51 — ligation 99

- pIX 51 RNA

— titers 54, 62 — 2/-modified 75

phage-enzyme 48, 51, 63 — pool 66

— activity 54 — purification 66

— capture 60 RNA

— eltion 60 — consensus structures 183

— extrusion 53 — folding 178

— purification 53 — purification 71

phenotype 31 — secondary structure prediction 178, 181
phenotype/genotype coupling 31

polymerase S

— DNA 25,27 screening 1, 31, 63

- Pfu 25 — high-throughput 1

— proofreading 25 selection 1, 31, 58f, 65, 68, 105

— Taq 5, 26f — catalytic elution 62

— Vent 25ff — invitro 58, 66

pool — labeling 59

- DNA 70 — main 73

— genomic DNA 70 — product labeling 62

— randomized regions 70 — SELEX 186, 192

- RNA 70 — strategies 61

— starting 69 — suicide substrate 59

— synthetic 70 — using a suicide leaving group 61
preselection 66, 68, 73 SELEX 66, 69f, 186

protection sequence

— legal 3 — complementarity 25

protein engineering 143, 154 — context 8

protein folding 153 shuffling 1,55

protein structure analysis 153 — DNA 13f, 22,48, 56
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— family 15

spectroscopy

— fluorescence correlation 78

— surface plasmon resonance 77

StEP 1,25,29
— efficiency 29
strain 8

— mutator 5f, 8
— non-mutator 10

— XLI1-Red 6, 8f
substitutions 5
substrates

— selection 48
— suicide 47f

surface 47
—cell 35
— exposure 36

T
T7 RNA polymerase 97
transition-state analogs 47

U
UV/Visible spectroscopy 129

V4
z-scores 154, 160



