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adjuvant, 261
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afatinib, 842
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AIDS (acquired immunodeficiency
syndrome), 280, 284, 298
alanine aminotransferase, 363
alanine transaminase, 348
ALARA principle, 341
albumin, 377
Alexa Fluor®, 295
ALI (annual limit on intake), 341
alignment
seed, 573
alkaline phosphatase, 107, 239, 269,
366, 399
in serum, 347
to prevent re-circularisation, 132
alkalosis, 27
allele, 80
allele-specific oligonucleotide PCR
(ASO-PCR), 167
allophycocyanin, 297
allosteric
ligand, 852
modulator, 847
regulation, 828, 841
allostery, 525, 828
alpha (probability of a Type I error),
702, 727
o tubulin, 400
o-1-antitrypsin, 378
1B adrenergic receptor, 850
0a2A adrenergic receptor, 850
a-fetoprotein, 349
alpha-numeric data, 679
alpha-particle, 316, 319
ALPHA-Screen®, 523
alternative splicing, 93
amastatin, 192
Amber (software), 622
ambient mass spectrometry (AMS)
imaging, 805
American Standard Code for
Information Interchange
(ASCII), 679
Ames test, 903
Amido Black, 236
AmiGO (web service), 578
amino acid
ionisation, 822
networks, 831
amino acids substitution model, 748
aminoacidopathy, 358
aminoacyl tRNA synthetase, 78
aminopterin, 264
ammonium sulfate, 211
precipitation, 268
ammonium-chloride-potassium
buffer, 299
amniocentesis, 349
amniotic fluid, 349
amphipathic protein, 845
amphiphilic dye, 484, 523
amphoteric substance, 30, 231
amphotericin B, 52

amplifluor, 117
amplitude, 455
AMS (accelerator mass
spectrometry), 555
amylase
in saliva, 362
amylose resin, 185
Anaconda (software), 632
analogue-to-digital converter (ADC),
293
analysis of variance (ANOVA), 726,
799
analyte, 197, 537
analytical
range, 33, 723
sensitivity, 33
specificity, 33
analytical ultracentrifugation, 424,
446
anaphylactic shock, 260
anaplerosis, 794
ANCOVA (analysis of covariance),
726
aneuploidy, 310
angina pectoris, 363
angular velocity, 426
animal work, 37
anion, 219, 537
annealing
DNA, 79
in PCR, 111
annexin A5, 305
annual limit on intake (ALI), 341
anode, 219
anomeric position, 11
ANOVA (Analayis Of Variance), 726,
799
ANS (1-anilino-8-naphthalene
sulfonate), 484
antagonism, 849
antagonist, 846
anthracyclines, 883
antibiotics, 193, 883
antibody, 238, 254
agonistic, 284
anti-idiotypic, 267
coating, 272
engineering, 156
deficiency, 310
inhibitory, 284
inhibitory systemic, 283
mimetic, 334
monoclonal, 257
polyclonal, 256
production, 71
recombinant, 258
titer, 257
anti-CD16/32, 299
anticoagulant, 352
anticodon, 78, 93
antifungal agent, 193
antigen, 254

antigen-presenting cell, 254
anti-idiotypic antibody, 267
antisense RNA, 165
anti-Stokes lines, 476
anti-Stokes shift, 519
antivenom, 284
Apache (software), 626
apamin, 9
aperture
numerical, 386
apoptosis, 284, 305
apparent volume of distribution, 899
applied centrifugal field, 426
approach to equilibrium method, 859
aptamer, 524
aqueous solubility, 876
area under concentration (AUC), 898
aromatic side chain
as chromophore, 462
stacking, 12
aromatic structure, 602
array (data type), 689
array of data, 657
Arrhenius equation, 820
arthritis, 284
artificial intelligence, 683
ASCII (American Standard Code for
Information Interchange), 679
ASCII file, 563
ascitic fluid, 262
aseptic technique, 47
ASO-PCR (allele-specific
oligonucleotide PCR), 167
aspartate aminotransferase, 366
aspartate transaminase, 348
aspartic protease, 192
aspirin, 869
Asp-N (protease), 769
assay window, 893
assay-specific adjustment factor, 369
association constant, 815
association rate constant, 859
asymmetry potential, 25
atheromatous plaque, 363
atherosclerosis, 874
atomic absorption spectroscopy
(AAS), 494
atomic displacement factor (ADF),
609
atomic emission spectroscopy (AES),
494
atomic fluorescence spectroscopy
(AFS), 496
atomic force microscope, 530
atomic number, 314
atomic orbital, 615
ATR (attenuated total reflection), 479
ATR-FT-IR, 479
attenuance, 464
attenuated total reflection (ATR), 479
AUC (area under concentration), 898
auto-antibody, 284

© in this web service Cambridge University Press & Assessment

www.cambridge.org



www.cambridge.org/9781316614761
www.cambridge.org

Cambridge University Press & Assessment

978-1-316-61476-1 — Wilson and Walker's Principles and Techniques of Biochemistry and Molecular Biology
Edited by Andreas Hofmann , Samuel Clokie

Index

More Information

908 Index

autoclaving, 41
autofluorescence, 404
autoimmune disease, 849
autoimmune lymphoproliferative
syndrome, 310
autoimmune phenomena, 284
auto-induction, 191
automated
docking, 889
HPLC, 865
automation, 530
autonomous replicating sequence
(ARS), 141
autoprotolysis constant, 20
autoradiography, 106, 146, 160, 221,
239, 332
autotroph organism, 68
avidin, 240
avidity, 256
AWK, 683
axis
hypothalamus-pituitary-adrenal, 371
azide, 193

B-1,3-glucanase, 195
B-galactosidase, 214
B-glycerol-phosphate, 192
B-mercaptoethanol, 192, 226, 774
B cell, 254
activation, 256
malignancy, 310
memory, 256
BAC (bacterial artificial
chromosome), 130, 733
back gating, 304
backbone (macromolecule)
angles, 9
back-to-back emission, 316
bacteria
Gram-positive/negative, 189
bacterial artificial chromosome
(BAQ), 130, 141, 733
bacterial cell culture, 67
bacterial infection
cell culture, 47
bacteriophage, 258, 268
bacteriophage A DNA marker, 241
bacteriostatic agent, 193
Balb/C mouse strain, 263
band pass filter, 291
bandwidth, 291, 466
bar chart, 696
base-pairs (bp), 241
base-stacking, 77
basic fibroblast growth factor, 66
Basic Local Alignment Search Tool
(BLAST), 569
basis set (atomic orbitals), 616
basophil, 254
batch culture, 70
bathochromic effect, 465
Bayesian inference (BI), 590

BCA (bicinchoninic acid), 181, 460
BCIP (5-bromo-4-chloro-
indolylphosphate), 239
Bcl-2, 305
B-DNA, 77, 517
beacon, 522
bead enrichment, 294
bead loading, 404
Beer-Lambert law, 465
behavome, 682
Bence Jones protein, 378
bench-top centrifuge, 431
bending (vibrational motion), 476
bestatin, 192
beta (probability of a Type II error),
702, 727, 729
B-carotene, 463
B-galactosidase, 161, 451
B-glucuronic acid, 348
B-human chorionic gonadotropin
(B-hCG), 375
-mercaptoethanol, 226
beta-particle, 316
B-factor (atomic displacement
factor), 609
BI (Bayesian inference), 590
BIA-MS (biomolecular interaction
analysis by mass spectrometry),
529, 772
bias, 33, 678, 702
biased agonist, 846
bicarbonate, 804
bicinchoninic acid (BCA), 181, 460
big data, 2, 678
dimensions (big Vs), 681
bile salts, 68
bilirubin, 348, 365
binary code, 680
binding assay, 829
with radiolabel, 331
binding constant, 848
bioavailability, 897, 898
biochemistry, 3
BioConductor (R package manager),
686
bioconversion of waste, 71
biodiversity, 883
biofilm, 309
bioinformatics, 559
bio-isosterism, 878
biolistic transformation, 144
bioluminescence, 161, 493, 735
resonance energy transfer (BRET),
489
biomolecular interaction analysis by
mass spectrometry (BIA-MS),
528, 772
biomolecular screening, 892
BioPython (Python module), 652, 663
bioreactor, 69
for antibody production, 266
biosafety cabinet, 35, 42

biosafety levels, 35
biosensor, 837
fabrication, 530
biosynthesis, 8
biotin, 107, 186, 240, 270
BirA (enzyme), 186
bis-acrylamide, 224
bit, 680
Biuret reaction, 182
Black Hole quencher, 523
blank, 704, 723
BLAST (Basic Local Alignment
Search Tool), 569
gapped, 747
software, 569, 664, 673
blastocoel, 61
blastocyst, 61
BLAT (software), 571
blood
immunophenotyping, 299
blood clotting disorder, 172
blood poisoning, 365
blood-brain barrier, 899
BLOSUM, 748
blot, 104
blotto technique, 238
blue shift, 465
blue/white selection, 133
boat conformation, 11
body fluid, 346
body mass, 347
body surface area, 369
Bohecek number, 865
Bohr magneton, 504
Boileau, Nicolas, 678
Boltzmann factor, 624
bond
angle, 617
potential, 616
bone marrow, 255, 310
transplantation, 280
Boolean
data, 635
operation, 635
bootstrapping, 592
bortezomib, 841
bottom-up proteomics, 759
bovine serum, 52
bovine serum albumin (BSA), 180,
273, 279
bovine spongiform encephalitis, 52
box plot, 694, 698, 801
bp (base-pairs), 241
Bradford assay, 181, 460
Bragg’s law, 505
Brainbow technique, 406
BRCA1 gene, 171
breast cancer, 285, 311
Bremsstrahlung, 322, 515
BRET (bioluminescence resonance
energy transfer), 489
bridge PCR, 735
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bright-field contrast, 308, 390

Brilliant Violet dye, 296

bromelain, 770

bromophenol blue, 227, 241

Brownian motion, 491, 519

BSA (bovine serum albumin), 180,
273, 279

buffer capacity, 28

buffer gel, 229

Bug FACS, 309

Burrows-Wheeler algorithm, 738

burst kinetics, 817

Butyl-Sepharose, 209

byte, 682

bzip, 738

CAD (collision-activated
dissociation), 759
caesium chloride, 439
CAFA (Critical Assessment of
Function Annotation), 752
caged compound, 852
caged fluorescent probe, 410
Cahn-Ingold-Prelog nomenclature,
603, 839
calcium, 848
chelator, 306
imaging, 409
ionophore, 306
signalling, 305
calcium-myristoyl switch, 210
calibration curve, 722
in UV/vis spectroscopy, 469
protein concentration assay, 180
quantitative measurements, 722
calorimeter, 501
Calvin cycle, 313
Cambridge Crystallographic Data
Centre (CCDC), 626
cAMP (cyclic adenosine
monophosphate), 848
cancer, 173, 310
canonical representation
of chemical structures, 603
capacity, 205
capillary electrophoresis, 246, 734
capillary electrophoresis mass
spectrometry (CE-MS), 785
capping, 205
capsid
of phage, 138
capsular gum, 196
capture antibody, 272
carbamazepine, 348, 897
carbodiimide, 207
carbohydrate, 10
carbon dioxide fixation, 313
carbon isotopes, 556
carbon metabolism, 804
carboxyfluorescein
succinimidyl ester (CFSE), 307
cardiolipin, 803

cardiovascular disease, 311
Cartesian coordinate system, 605
Cas9 nuclease, 166

cascade, 848

casein, 273, 279

CASP (Critical Assessment of Protein

Structure Prediction), 751
caspase 3, 305
CAT (chloramphenicol acetyl
transferase), 161
CAT box, 90
CAT scanning, 507
catalase, 446
catalytic
antibody, 153
efficiency, 817
site, 840
triad, 840
catechol, 886
categorical data, 680
CATH (protein structure
classification), 14, 626, 750
cathode, 219
cation, 219, 537
cavitation, 194
CCD (charge coupled device), 387
CCDC (Cambridge Crystallographic
Data Centre), 626, 748
CD (cluster of differentiation), 297
CD20, 284
CD20+ cell, 310
CD34+ cell, 311
CD4+ cell, 310
cDNA
expression array, 171
library, 120
C-DNA, 77
CDS (protein-coding sequence), 742
CEGs (core eukaryotic genes), 744
celite, 196
cell
proliferation, 307
cell bank
master, 265
working, 265
cell counting, 56
cell culture
animal, 51
bacterial, 67
medium, 52
cell cycle
analysis, 307
cell death, 305
cell debris remover, 196
cell growth kinetics, 59
cell line, 51
cell lysis, 782
cell resuscitation, 60
cell scraper, 54
cell transformation, 51
cell viability assessment, 61
cell-based therapy, 71

cell-free
transcription, 153
translation, 124
cellular fractionation, 438
cellulose acetate, 235, 531
CE-MS (capillary electrophoresis
mass spectrometry), 785
central processing unit (CPU), 682
centrifugal field, 425, 426
centrifugal force, 424
centrifugation, 424
safety, 436
centromere, 81
cephalosporin, 368, 883
Cerenkov effect, 329
cetyl trimethylammonium bromide
(CTAB), 193
CFP (cyan fluorescent protein), 410,
492
CFSE (carboxyfluorescein
succinimidyl ester), 307
¢GMP (cyclic guanosine
monophosphate), 848
chair conformation, 11
channel
in scintillation counter, 327
chaotropic agent, 213
chaotropic ion, 268
CHAPS, 193
character
data, 637
escape codes, 637
charge coupled device (CCD), 387
charged molecule, 220
charging
of tRNA, 93
chelation of metals, 192
chelator, 306, 442
chemical biology, 880
chemical equilibrium, 619
chemical formula, 602
chemical ionisation, 539
chemical shift, 506
chemiluminescence, 107, 239, 327,
357, 493
Chemistry Development Kit (CDK), 614
chemoautotroph organism, 68
chemoheterotroph organism, 68
chemoinformatics, 599
chemometrics, 797
chemotypes, 877
Cheng-Prusoff equation, 860
Chicago library, 736
chickenpox, 828
Chinese hamster ovary (CHO) cell, 259
ChIP-Seq (chromatin
immunoprecipitation
sequencing), 90, 162
chiral centre, 839
chirality, 471
in organic molecules, 10
volume, 619
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chitinase, 195
chloramphenicol acetyl transferase
(CAT), 161
CHO (Chinese hamster ovary) cell, 259
chokepoint, 797
cholestasis, 365
cholesterol
in serum, 347
substrate assay, 837
cholesteryl ester transfer protein, 874
chorionic gonadotropin (hCG), 530
chromatic aberration, 384
chromatin diminution, 755
chromatin fibre, 85
chromatin immunoprecipitation
sequencing (ChIP-Seq), 90,
162
chromatogram, 198
chromatography, 196
immobilised metal ion affinity
(IMAQ), 193, 769
ion exchange, 31, 207
pipette tip, 768
reverse phase, 768
chromogenic substrate, 274
chromophore
definition, 456
external effects, 465
protein CD, 472
UV/vis, 460
chromosome, 81
chromosome painting, 160
chronic kidney disease, 367
CI (chemical ionisation), 539
CID (collision-induced dissociation),
552, 759
CIF (crystallographic information file),
608
circular dichroism, 472
circularly polarised light, 459
cirrhosis, 365
of the liver, 348
cis conformation, 10
citrate, 794
clade, 587
cladistic methods, 589
cladogram, 587
Clarity (preparation protocol), 390
class (programming), 646
Claude, Albert, 424
clearance
of drugs, 898
clinical audit, 360
clinical diagnosis, 348
clonal deletion, 255
cloning vector, 128
closely related species, 586
cloud data storage, 419
CLUSTAL
format, 565
software, 572
cluster, 799

cluster of differentiation (CD), 297
Cluster of Orthologous Groups of
proteins (COG), 583
clustered regularly interspaced short
palindromic repeats (CRISPR),
166
CNBr (cyanogen bromide), 207
CO2 incubator, 44
coating antibody, 272
cocktail
in scintillation counting, 325
codon, 82
codon usage, 190, 586
coefficient of variation (CV), 359,
707, 783
coenzyme, 810
as chromophore, 462
cofactor, 810
COG (Cluster of Orthologous Groups
of proteins), 583
cold carrier, 336
coliphage, 138, 155
collagen, 66
collagenase, 64
collateral efficacy, 847
collections (programming), 639
collision-activated dissociation
(CAD), 759
collision-induced dissociation (CID),
552, 759, 803
colony hybridisation, 146
colorimetry, 466, 524
assays, 180, 471
colour compensation, 297, 302
combinatorial chemistry, 865
comma-separated value (CSV) file,
651
common ancestor, 587
common sense, 702
comparative modelling, 624, 891
comparison operation
(programming), 635
competent
for transformation, 131, 144
competitive antagonist, 859
competitive ELISA, 276
competitive inhibition, 823
linear, 824
parabolic, 824
competitive reversible antagonist, 846
complement system, 254
complete growth medium, 53
compound management, 887
Comprehensive R Archive Network
(CRAN), 684
computed tomography (CT), 366,
397
concatemer, 135
concentration measures, 19
condenser lens, 384
condition (programming), 642
conditional likelihood, 591

confidence
interval, 336, 710
limit, 710
confluent cells, 53, 55
conformation, 10
conformational selection model,
849
Congreve’s rule of three, 871
conjugate acid-base pair, 21
conjugate gradient minimisation, 620
conjugated double bond
as chromophore, 460
connectivity matrix, 611
constitutive activity, 844, 849
constitutively active mutant, 849
constraint-based modelling, 797
construct
in cloning, 144
constructive interference, 505
container
data organisation, 639
contig, 736
contingency table, 726
continuous culture, 70
continuous enzyme assay, 831
continuous flow, 833
centrifugation, 432
monitoring of kinetics, 497
continuous gradient method, 439
continuous wave NMR, 508
contrast, 520
bright field, 390
by staining, 395
dark field, 390
differential interference, 393,
404
optical, 390
phase, 393, 404
control sample, 704, 723
convection, 529
convergent evolution, 14, 589, 750
conversion dynode, 556
Coomassie Brilliant Blue, 181, 236,
395, 460, 768
cooperativity, 525, 856
negative, 828
positive, 828
core eukaryotic genes (CEGs), 744
coronary artery, 363
correlated NMR spectroscopy, 510
correlation coefficient, 722
corruption, 678
corticotropin-releasing hormone
(CRH), 370
cortisol, 357, 370
in serum, 347
COS cell, 155
cos site, 135
cosmid, 129, 140
COSY, 510
Cot curve, 82
co-translational modification, 583
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Coulter counter, 57
counterion atmosphere, 24
counting efficiency, 328
coupled assay, 364, 366, 368, 832
coupling of spins, 507
covariance matrix, 667
coverslip, 389
CpG (C-phosphate-G), 83, 172
CPM (7-diethylamino-3-
(4’-maleimidylphenyl)-4-
methylcoumarin), 524
CPU (central processing unit), 682
CRAN (Comprehensive R Archive
Network), 684
C-reactive protein (CRP), 378
creatinase, 368
creatininase, 368
creatinine, 367
in serum, 347
tert-butyldimethylsilyl derivative,
368
CRH (corticotropin-releasing
hormone), 370
CRISPR (clustered regularly
interspaced short palindromic
repeats), 3, 166
Critical Assessment of Function
Annotation (CAFA), 752
Critical Assessment of Protein
Structure Prediction (CASP), 751
cRNA, 136
probe, 145
crop engineering, 143, 175
cross-disciplinarity, 2
crossing threshold, 117
CRP (C-reactive protein), 378
crRNA, 166
cryo probe, 512
cryo-electron tomography, 415
cryopreservation, 59, 264
cryoprotection, 60
cryostat, 389
crystal violet, 189
crystalline fibre, 517
crystallographic information file
(CIF), 608
crystallography
atomic coordinates, 605
cSNP (coding region single
nucleotide polymorphism), 81
CSV (comma-separated value) file, 651
CT (computed tomography), 397
CTAB (cetyl trimethylammonium
bromide), 193
cTP signal, 581
curation of databases, 562, 627
curtain gas, 540
Cushing’s syndrome, 371
CV (coefficient of variation), 359,
707, 783

cyan fluorescent protein (CFP), 410,
492

cyanine, 399, 523

cyanogen bromide (CNBr), 207, 774

cyclic adenosine monophosphate
(cAMP), 848

cyclic guanosine monophosphate
(cGMP), 848

cyclooxygenase 2, 902

cyclosporin A, 900

cystatin, 192

cysteine, 192

cysteine proteases, 827

cystic fibrosis, 155, 171, 348

cytochrome oxidase, 586

cytochrome P450, 900

CyTOF, 311

cytokine, 253, 297

cytometric bead array, 308

cytoplasm, 189

cytosine, 75

cytosine triphosphate, 827

cytoskeleton, 191

cytosol, 446

cytotoxicity assays, 902

D/L nomenclature, 602
dA:dT cloning, 127
Dabcyl, 523
DALI (protein structure comparison),
15
dam system, 87
DAPI (4‘,6-diamidino-2-
phenylindole), 295, 305
dark-field, 388
contrast, 390
DAS (double antibody sandwich)
ELISA, 274
data
download, 662
array, 657
frame (data type), 691
transformation, 680
types (programming), 633
wrangling, 679
database
curation, 562, 627
definition, 560
literature, 563
mirroring, 561
update, 627
dbEST (Protein database), 776
DDBJ (DNA Data Bank of Japan), 561
de Broglie hypothesis, 505
de Bruijn graph-based assembly
algorithm, 737, 741
de novo drug discovery, 879
dead time
in assays, 835
of ionisation counter, 322

dead-end complex, 825
death cap mushroom, 296
decline phase, 59
deCode (Iceland), 176
deconvolution, 401
mass spectrum, 546
decorator (programming), 646
decoy databases, 776
degeneracy
of genetic code, 82, 106
degrees of freedom, 707
deletions (in sequence alignments), 572
DELFIA (dissociation-enhanced
lanthanide fluorescence
immunoassay), 277
delta p.p.m., 777
denaturation, 210
by pH, 210
DNA, 78
fractionation, 210
in PCR, 111
monitoring, 524
denatured structure, 18
denaturing gradient gel
electrophoresis, 167
denaturing high-performance liquid
chromatography (dHPLC), 168
dendritic cell, 254
dendrogram, 698, 799
densitometry, 237
density gradient, 425, 439
centrifugation, 126, 299
deoxycholate, 193
deoxynucleotide, 733
deoxyribonucleic acid (DNA), 74
deoxyribonucleoside triphosphate
(dNTP), 105
depolarisation
in Raman spectroscopy, 477
DEPT (distortionless enhancement by
polarisation transfer), 509
descriptor (molecule), 612, 867
deshielding of nuclei, 506
DESI (desorption electrospray
ionisation), 805
desorption electrospray ionisation
(DESI), 805
destaining of protein gel, 228
destructive interference, 505
detection limit, 33, 723
detergent, 193
determinate error, 704
deterministic rate equation, 815
deuterated solvent, 506
deuteration, 521
developer (software), 559
dexamethasone, 380
dextran, 439
DFP (di-isopropylphosphofluoridate),
192
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dHPLC (denaturing high-
performance liquid
chromatography), 168
diabetes, 371, 372
marker, 373
mellitus, 348
dialysis, 237
diamagnetism, 503
dicer, 95, 165
dichotomy, 587
dichroic, 394
dichromatic mirror, 394
dictionary (programming), 641
dideoxy sequencing, 733
dideoxynucleotide, 733
diethylenetriamine pentaacetate
(DTPA), 270
differential centrifugation, 438
differential display, 126, 159
differential interference contrast,
393, 395, 397, 404
differential scanning fluorimetry
(DSF), 484, 523
differentiation of cells, 61
diffraction
of light, 291, 505
single molecule, 517
diffusion, 203, 404, 519, 529
diffusion coefficient, 203, 204, 247,
519
diffusion pump, 536
digestion
of proteins in-gel, 772
of proteins in-solution, 772
digital DNA typing, 171
digital PCR (dPCR), 117
digoxygenin, 107
dihedral angle, 10
dihydropyridine receptor, 444
diisopropylfluorophosphate, 827
di-isopropylphosphofluoridate (DFP),
192
dimethyl sulfoxide, 887
dipole momentum, 477
absorption, 490
transition, 490
direct methods for phase
determination, 515
direct transgenesis, 164
discontinuous
gel electrophoresis, 227
discontinuous enzyme assay, 831
disease biomarker, 779
displacement development, 199
dissociation constant, 501, 815, 843,
848, 873
dissociation rate constant, 856
dissociation-enhanced lanthanide
fluorescence immunoassay
(DELFIA), 277
distortionless enhancement by
polarisation transfer (DEPT), 509

distribution of drugs, 899
distribution coefficent, 196
disulfide bond, 770
dithiothreitol (DTT), 192, 772, 226
divergent evolution, 750
divergent species, 586
diversity oriented synthesis, 877
Dixon’s Q-test, 713
DMSO, 60, 887
DNA
chromosomal, 80
fibre diffraction, 517
genomic, 733
separation by centrifugation, 439,
446
unwinding, 86
DNA (deoxyribonucleic acid), 74
DNA chip, 171
DNA content analysis, 310
DNA content aneuploify, 310
DNA Data Bank of Japan (DDBJ),
561
DNA fingerprinting, 170
DNA footprint, 163, 314
DNA helicase, 86
DNA library, 258
DNA ligase, 86, 119
DNA methylase, 87
DNA methylation, 83
DNA methyltransferase, 83
DNA polymerase, 86, 108, 112
DNA probe, 160
DNA sequence
reverse complement, 661
DNA sequencing gel, 243
DNase, 98
DNase I, 162, 196, 446
DNase-Seq, 163
dNTP (deoxyribonucleoside
triphosphate), 105
domain
definition, 14
extra-cellular, 844
intra-cellular, 845
swapping, 14
transmembrane, 844
dormant state, 848
dose equivalent, 340
dose limit, 340
dose rate, 340
dose ratio, 860
dose-response curve, 845
dot blot, 105, 214
double antibody sandwich (DAS)
ELISA, 274
double helix, 76
double-strand RNA (dsRNA), 95, 165
Down syndrome, 81, 349, 396
download of data, 662
downstream, 88
doxorubicin, 869
dPCR (digital PCR), 117

draft genome, 733

drug repurposing, 879

drug-like molecules, 867

DSF (differential scanning
fluorimetry), 484, 523

dsRNA (double-strand RNA), 95, 165

DTPA (diethylenetriamine
pentaacetate), 270

DTT (dithiothreitol), 192, 226,
772

dual tags, 185

dual-axis tomography, 416

dual-label isotope counting, 327

dUTPase, 151

dwell time, 284

dye-terminator sequencing, 734

dynamic light scattering, 519

dynein, 404

Dyno®-mill, 194

dystrophin, 440, 444

dystrophin-glycoprotein complex,
451

Eadie-Hofstee equation, 816
EC (Enzyme Commission), 810
EC, , 843, 848
ECD (electron capture dissociation),
765
ECL
electrochemiluminescence, 357
enhanced chemiluminescence, 239
ED,, 848
edge (graph theory), 603, 739
Edman degradation, 758
EDTA, 54, 192
as anticoagulant, 352
effect size, 729
effective distribution coefficient,
197
effective dose, 848
effector molecule, 844
effector protein, 848
efficacy, 285, 847
eGFR (estimated glomerular
filtration rate), 368
EI (electron impact ionisation), 537
Eigenvectors, 667
elastic light scattering, 506, 518
electroblotting, 238
electrocardiogram, 363
electrochemiluminescence (ECL), 357
electroelution, 102
electroendosmosis, 248, 222
electrokinetics, 529
electrolysis, 221
electron capture dissociation (ECD),
765
electron density map, 514
electron impact ionisation, 537
electron microscope, 381, 383
electron microscopy, 411
electron multiplier, 556
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electron paramagnetic resonance
(EPR), 504
electron spin, 480, 495
electron tomography, 416
electron transfer dissociation (ETD),
765
electron volt (eV), 318
electronegativity, 615
electroosmotic flow, 222
electropherogram, 251
electrophoresis, 101, 377, 425
agarose gel, 98, 131, 167
capillary, 246
cellulose acetate, 235
microchip, 250
electrophoretic mobility, 32, 221, 247
electrophoretic mobility shift assay
(EMSA), 90, 161
electrophoretic separation, 31
electroporation, 144, 189, 404
electrospray ionisation (ESI), 529, 540
electrostatic interaction, 9, 617
elimination half-life, 899
ELISA (enzyme-linked
immunosorbent assay), 48, 214,
239, 262, 272, 308, 524
sandwich, 273
ELISPOT (enzyme-linked
immunospot assay), 277
elliptically polarised light, 459
ellipticity, 473
elongation
translation process, 93
elongation factor 1 a, 586
eluate, 185, 197
eluent, 197
EM grid, 416
EMBL
European Molecular Biology
Laboratory, 561, 564
data format, 564
EMBOSS
Seqret (sequence conversion tool),
568
web service, 32
embryo stem cell, 164
emission spectrum
due to molecular transitions, 456
fluorescence, 483
empirical formula, 602
EMSA (electrophoretic mobility shift
assay), 90, 161
emulsion PCR, 735
ENA (European Nucleotide Archive),
561, 626
end-labelling, 107
endocytosis, 255
receptor-mediated, 256
endogenous agonist, 844
endonuclease, 87, 96, 118, 161, 166
endoplasmic reticulum, 188, 445,
579

endoproteinase Lys-C, 772
endoribonuclease, 95
endoscope, 407
endothelial cell, 51
end-point technique, 355, 837
end-to-end distance, 16
end-user (software), 559
energy minimisation, 620
energy metabolism, 804
energy states, 456
engineered antibody, 156
enhanced chemiluminescence (ECL),
239
enhancer, 90
enrichment of transfected cells, 309
Ensembl (genome database), 562
enteric bacterium, 68
enthalpy, 619
entropy, 619, 876
enzymatic cycling, 837
enzyme, 809
activity, 214, 812
annotation, 746, 810
assay (with radiolabel), 331
catalytic site, 838
identification in gel, 229
in body fluid, 347
isoform, 813
quantum tunneling, 822
structure, 838
Enzyme Commission (EC), 810
enzyme immunosorbent assay, 272,
308
enzyme-linked immunosorbent
assay (ELISA), 48, 214, 239,
262, 524
competitive, 276
sandwich, 273
enzyme-linked immunospot assay
(ELISPOT), 277
eosinophil, 254, 299
epifluorescence light microscopy,
393
epigenome, 83
epilepsy, 348
epitope, 254
mapping, 279
EPR (electron paramagnetic
resonance), 504
Epstein-Barr virus, 51
equilibrium, 619
equilibrium method, 439
eribulin, 883
error, 678
determinate, 704
experimental, 703
indeterminate, 705
random, 705
systematic, 704
error handling (programming), 644
error-prone PCR, 152
erythromycin, 869

erythropoietin, 367
E-selectin, 14
ESI (electrospray ionisation), 529,
540
essential gene, 797
EST (expressed sequence tag), 172
estimated glomerular filtration rate
(eGFR), 368
ETD (electron transfer dissociation),
765
ethics approval, 37
ethidium bromide, 242
Eulerian path, 739
European Collection of Animal Cell
Cultures, 51
European Molecular Biology
Laboratory (EMBL), 561, 564
European Nucleotide Archive (ENA),
561, 626
e-value, 570, 664, 746
evanescent field wave, 527
evaporative light scattering detector,
889
evolution, 750
evolution time, 510
excitation
of atoms, 321
excitation spectrum
fluorescence, 483
excited state, 456, 480
exon, 92, 167, 742
amplification, 172
trapping, 172
exonuclease, 108
exopeptidase, 192
Expansion Microscopy (preparation
protocol), 390
ExPASy (web service), 770
experimental error, 703
explant, 51
exponential decay curve, 318
exposome, 682
expressed protein ligation, 187
expressed sequence tag (EST), 172
extension
in PCR, 111
of file names, 563
external calibration, 545
external control, 358, 704
external magnetic field, 503
extinction coefficient, 463
extra-cellular domain, 844
extra-cellular matrix protein, 66
extraction
metabolite, 782
extrinsic fluorescence, 483
extrinsic membrane protein, 193
eyepiece lens, 384

FAB (fast atom bombardment
ionisation), 540
Fab fragment, 259
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FACS (fluorescence activated cell
sorting), 280, 288, 294, 530
F-actin, 296
factor (data type), 690
Factor V Leiden, 171
false negative, 702, 727
false positive, 702, 727
fast atom bombardment ionisation
(FAB), 540
FASTA
alignment tool, 569
format, 563, 654, 663, 673
FASTQ format, 669
fatty acid, 802
fatty acid oxidation defect, 358
Fc block, 299
Fc fragment, 259
feedback control, 372, 841
feeder cell, 61
fermenter, 69
ferromagnetism, 503
fetal calf serum, 52
fibrinogen, 378
fibroblast, 51
inactivation, 62
mouse embryonic, 62
Fick’s law of diffusion, 203
Ficoll®, 241, 439
FID (free induction decay), 508
field gradient, 220
FigTree (software), 593
file object (programming), 651
fingerprint, 746
in mass spectrometry, 786
in spectroscopy, 477
molecular, 612
of genome, 245
first-generation sequencing, 733
first messenger, 844
first-order minimisation algorithm,
620
first-pass effect, 897
first-order kinetics, 815
FISH (fluorescence in situ
hybridisation), 160, 396
Fishbow technique, 406
Fisher, Sir Ronald Aylmer, 677, 717,
726
Fisher’s Exact test, 727
FITC (fluorescein isothiocyanate),
270, 295
five-dimensional imaging, 405
fixative, 389
fixed change assay, 831
fixed time assay, 831
fixed-angle rotor, 433
FLAG®-tag, 185
flash photolysis, 852
floating point number, 634
flocculant, 196
flow cytometry, 287

flow rate, 203
fluo-3, 409
fluor
in scintillation counting, 324
fluorescein, 107, 277, 399, 523
fluorescein isothiocyanate (FITC),
270, 295
fluorescence
assay, 357, 894
autofluorescence, 405
cross-correlation spectroscopy,
491
definition, 479
microscopy, 393, 404, 486, 491
recovery after photobleaching
(FRAP), 489
resonance energy transfer (FRET),
487
fluorescence-activated cell sorting
(FACS), 280, 288, 294,
530
fluorescence in situ hybridisation
(FISH), 160, 396
fluorescence lifetime imaging, 411
fluorescence minus one (FMO)
control, 303
fluorescence photoactivation
localisation microscope, 405
fluorescence recovery after
photobleaching (FRAP), 409
fluorescence resonance energy
transfer (FRET), 110, 296, 410,
522
fluorescence speckle microscopy, 410
fluoride, 192
fluoride-oxalate, 352
fluoro-deoxyglucose, 334
fluorophore, 270, 394, 481
flutemetamol, 335
Flux Balance Analysis, 797
flux control
coefficient, 842
FM-index, 738
FMO (fluorescence minus one)
control, 303
focussed libraries, 877
fetal screening, 349
fold change, 800
fold purification, 214
folding, 12, 190
Folin-Ciocalteau reaction, 182
follicle-stimulating hormone (FSH),
372
footprinting
DNA, 162
metabolite, 804
force field, 619
formal charge, 615
formaldehyde, 245, 389
format conversion, 613
formatting of data, 679

forward scatter, 290
four-dimensional imaging, 405
Fourier synthesis, 515
Fourier transform infrared
spectroscopy (FT-IR), 478
time-resolved, 479
Fourier transformation, 508, 552,
660
F-pilus, 138
fractional ionisation, 23
fractionation
bioassay-guided, 884
fragment ion, 537
fragment molecular theory, 616
fragment-like molecules, 872
FRAP (fluorescence recovery after
photo bleaching), 409,
489
free energy, 619
free induction decay (FID), 508
freeze-clamp, 782
freeze-drying, 217
freeze-thaw cycling, 194, 782
French press, 195
frequency, 455
frequency domain, 508
FRET (fluorescence resonance energy
transfer), 110, 296, 410, 487,
522
friction, 426, 432
frictional coefficient, 220, 426,
449
fronting, 204
FSH (follicle-stimulating hormone),
372
FSSP (families of structurally similar
proteins), 15
F-test, 717
FT-ICR (Fourier transform ion
cyclotron resonance), 547, 552,
765
FT-IR (Fourier transform infrared
spectroscopy), 478
full agonist, 845
full width at half maximum, 202
fumarate, 794
function (programming), 633
functional genomics, 745
functional groups
in spectroscopy, 477
functional selectivity, 848
fungal infection
cell culture, 47
Fura-2, 485
fusion protein, 184

galactase, 185

galactose, 223

galactosyl transferase, 445
gamma irradiation, 62
gamma-globulin, 378
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gamma-glutamyl transferase, 366
gamma-glutamyl-4-nitroaniline, 366
gamma-ray, 62, 317
gapped BLAST, 747
gas chromatography coupled mass
spectrometry (GC-MS), 368, 537
Gasteiger and Marsilli method, 615
gastrointestinal tract, 309
gating, 300
Gaussian distribution, 706
GC clamp, 168
GC-IR, 479
GC-MS, 368, 537, 785
Geiger-Miiller counter, 322
gel electrophoresis, 123, 214, 772
agarose, 98
discontinuous, 227
DNA, 98
gel filtration, 208
gel mobility shift assay, 313
gel retardation assay, 161
Genbank
database, 105, 561
format, 564
gender, 347
gene, 80
essential, 797
gene editing, 174
gene finding, 742
gene gun, 144
gene knockdown, 165
gene knockout, 164
gene library, 120
gene ontology (GO), 577, 748, 751
gene prediction, 742
gene probe, 104, 105, 145
gene targeting, 164
gene therapy, 174
GeneArt® Seamless Cloning, 128
General Feature Format (GFF), 742
generalised HMM (gHMM), 743
genetic change, 588
genetic fingerprinting, 80
genetically modified organism, 35
genome
fingerprint, 245
genome editing, 3
genome sequencing, 733
genomic library, 120
genotyping, 175, 311
gentamycin, 50
geometric radius, 17
GFF (General Feature Format), 742
g-force, 427
GFP (green fluorescent protein), 161,
296, 404, 486
ggplot2 (R package), 700
gHMM (generalised HMM), 743
Gibbs free energy, 619
Gibson assembly, 127
Giemsa stain, 81

global alignment, 569
global minimum, 623
glomerular filtration rate, 367
glomerular nephritis, 367
Glu-C (protease), 769
glucan, 191
glucokinase, 841
glucose, 10, 804
in plasma, 348
in serum, 347
measurement by sensor, 355
substrate assay, 837
tolerance test, 376
glucose oxidase, 355
glucose-6-phosphatase, 445
glutamine, 804
glutaraldehyde, 269, 389
glutathione, 184, 192, 207
glutathione-S-transferase (GST), 184,
206, 444
glycaemic control, 376
GlycanMass (web service), 770
glycerol, 217, 241, 803
glycerophosphate, 803
GlycoMod (web service), 770
glycoprotein staining, 236
glycosylation, 188, 583, 770
glyoxal, 245
GO (gene ontology), 577, 748, 751
Golden Gate cloning, 128
Golgi apparatus, 188, 445, 579
gonadotropin-releasing hormone
(GRH), 372
good laboratory practice, 35
in cell culture, 41, 46
goodness-of-fit, 722
Gossett, William Sealy (aka
‘Student’), 711
GPCR (G-protein coupled receptor),
371, 849, 878
gradient elution, 199
gradient gel, 230
Gram stain, 189
Gram-negative bacteria, 68, 189
Gram-positive bacteria, 68, 189
granular cell, 299
graph theory, 603, 739
grating, 466
Grave’s disease, 372
gravitational field, 425
greedy assembly algorithm, 737, 740
green fluorescent protein (GFP), 161,
296, 404, 486
GRH (gonadotropin-releasing
hormone), 372
¢RNA (guide RNA), 166
Gromacs
format, 605
software, 622
ground state, 456, 480
growth kinetics of cells, 59

GST (glutathione-S-transferase),
184, 206

guanidinium hydrochloride, 213

guanidinium thiocyanate, 99

guanine, 75

guide RNA (gRNA), 166

guide strand, 95

Guoy balance, 503

haem, 348
haemazoin, 781
haemocytometer, 56
haemoglobin, 357, 781
haemoglobin A1 ¢ (HbA1 c), 376
half-life, 317
biological, 318
of antibody, 285
Hamiltonian path, 739
Hanes equation, 816
Hanes plot, 855
HapMap, 81, 172
hapten, 267
hard ionisation technique, 537
harmonic oscillator, 616
hashing function, 613
HAT additive, 264
HAVANA (genome database), 562
HbA1 ¢ (haemoglobin A1 ¢), 376
HCA (hierarchical cluster analysis), 799
HCD (higher-energy collisional
dissociation), 769
hCG (human chorionic
gonadotropin), 349, 530
HDF5, 679
headspace analysis, 805
health economics, 3
heat shock transformation, 131, 189
heatmap, 694, 698, 802
helical symmetry, 517
helminths, 892
helper plasmid, 190
hemi-acetal, 10
Henderson-Hasselbalch equation, 26
HEPA filter, 35, 42
heparan sulfate proteoglycan, 66
heparin
as anticoagulant, 352
hepatitis, 348, 365
hepatitis B, 46, 284
hepatocyte, 51
hepatotoxic drug, 348
Herceptin®, 150
hERG ion channel, 902
herpes simplex virus, 828
heterogeneous nuclear RNA
(hnRNA), 92
heteronuclear coupling, 509
heterotroph organism, 68
heterotropic effect, 828
heterozygous DNA, 80
hexa-histidine tag, 185
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hexapole, 550
hexokinase, 841
HGPRT (hypoxanthine-guanine
phosphoribosyl transferase), 264
HIC (hydrophobic interaction
chromatography), 209
hidden Markov model (HMM), 572,
582, 743
hierarchical cluster analysis (HCA), 799
hierarchical shotgun sequencing, 733
high mobility group protein, 85
high performance computing (HPC)
facility, 591
higher energy collisional
dissociation (HCD), 769
highest occupied molecular orbital
(HOMO), 463
high voltage electron microscope, 412
high-content screening, 892
high-performance liquid
chromatography (HPLC), 103,
223, 369, 891
high-pressure liquid chromatography
(HPLC), 198
high-speed centrifuge, 431
high-throughput DNA sequencing, 3
data, 669
quality scores, 670
high-throughput screening, 865, 893
Hill coefficient, 829, 856
Hill plot, 829
His-tag, 185
histamine, 261
histamine H3 receptor, 850
histogram, 694, 696
histological stain, 281
histone, 84, 400
histone protein, 83
hit compound, 865, 895
hit-to-lead phase, 895
HIV (human immunodeficiency
virus), 46, 171, 310
infection, 280
HLA (human leukocyte antigen), 311
HMM (hidden Markov model), 572,
582, 743
HMM Logos (software), 573
hnRNA (heterogeneous nuclear
RNA), 92
Hoechst 33258, 48, 76
holoenzyme, 813
home pregnancy testing, 279, 530
HOMO (highest occupied molecular
orbital), 463
homogenate, 195
homologous recombination, 164,
166
homology, 569
sequence, 14, 747
structural, 14, 750
homology directed repair, 166
homology model, 624

homonuclear coupling, 509
homoplasy, 589
homotropic effect, 828
homozygous DNA, 80
hood
for cell culture, 42
horizontal gel, 219
hormonal cascade, 370
horse radish peroxidase, 269
horseradish peroxidase, 239
hotstart PCR, 115
housekeeping gene, 90
Hpall tiny fragments, 172
HPLC (high-performance liquid
chromatography), 103, 198,
223, 369, 891
HTF islands, 172
HTIB (tri-iodo-3-hydroxybenzoic
acid), 368
Hughes press, 195
human chorionic gonadotropin
(hCG), 349
human embryonic stem cell, 61
culture, 64
Human Genome Project, 3
human immunodeficiency virus
(HIV), 46, 171, 310
human leukocyte antigen (HLA), 311
human participants in research, 37
humility, 2
hybridisation, 105, 146
molecular orbital, 619
hybridoma, 257
fusion, 156
hydrodynamic focussing, 290
hydrodynamic radius, 17, 429, 519
hydrogen bond, 9
in DNA, 75
hydrogen peroxide, 368
hydrolase, 811
hydronium ion, 20
hydrophobic
interactions, 9
effect, 9, 12, 209
hydrophobic interaction
chromatography (HIC), 209
hydroxylapatite, 81
hyperchromic effect, 78
hyperchromicity, 465
hyperfine splitting, 507
hyperglycaemia, 373
hyperimmunity, 260
serum, 284
hyperthyroidism, 276, 372, 849
hypervariable minisatellite, 170
hypervariable region, 167
hyperventilation, 27
hyphenated mass spectrometry,
537
hypochromic effect, 81
hypochromicity, 465
hypomethylation, 83

hypothalamus-pituitary-adrenal
axis, 371

hypothesis testing, 727, 799

hypothyroidism, 276, 372, 374

hypoxanthine, 264

hypoxanthine-guanine
phosphoribosyl transferase
(HGPRT), 264

hypoxia, 787

hypsochromic effect, 465

1., 843
IC,, 843, 859, 872, 873
ICP (inductively coupled plasma),
495
IDE (integrated desktop
environment), 684
identity
percentage, 570, 662
idiotope, 267
ID-MS (isotope dilution mass
spectrometry), 369
IgA (immunoglobulin A), 260, 309
IgD (immunoglobulin D), 261
IgE (immunoglobulin E), 256, 261
1gG (immunoglobulin G), 238, 256,
260, 309
IgM (immunoglobulin M), 256, 260,
309, 357
Ig-sequencing, 309
IgY (immunoglobulin Y), 262
illicit drug testing, 279
IMAC (immobilised metal ion
affinity chromatography), 193,
769
image current, 554
image informatics, 420
image plate, 333
ImagelJ(software), 237
ImageStream®, 308
imaging system, 383
imidazole, 185, 840
IMM (interpolated Markov model),
743
immobilised metal affinity
chromatography (IMAC), 193, 769
immortalised cell, 51
immune, 256, 260
immune response
acquired, 254
innate, 254
primary, 260
immune tolerance, 260
immunisation, 256
immuno-electron microscopy, 413
immuno-affinity
chromatography, 282, 769
purification, 442
immunoassay, 214, 271
immunoblot, 425
immunocapture polymerase chain
reaction, 281
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immunodeficiency, 310

immunofluorescence (preparation
protocol), 389

immunofluorescence microscopy,
277, 396

immunoglobulin

in plasma, 377

immunoglobulin A (IgA), 260, 309

immunoglobulin D (IgD), 261

immunoglobulin E (IgE), 256, 261

immunoglobulin G (IgG), 238, 256,
260, 309

immunoglobulin M (IgM), 256, 260,
309, 357

immunoglobulin Y (IgY), 262

immunogold, 270, 278

immunopathology, 281

immuno-PET, 334

immunophenotyping, 297, 298

immunoprecipitate, 272

immunoradiometric assay (IRMA),
274

immunosorbent assay, 272

immunosorbent electron microscopy
(ISEM), 270, 278

immunostaining, 281

immunoturbidimetry, 353

imprecision, 32

IMS (ion mobility-mass
spectrometry), 557

in situ hybridisation, 146, 160, 172

in situ PCR, 160

inaccuracy, 33

InChlI format, 603

inclusion bodies, 213

incompleteness, 679

incubator, 44

indeterminate error, 705

Indo-1, 306, 485

induced-fit model, 830

inductively coupled plasma (ICP),
495

inelastic light scattering, 506, 519

informative sites, 591

infrared spectrum, 476

In-Fusion® cloning, 127

in-gel digestion, 772

ingroup, 587

inhibin, 349

inhibition constant, 823, 843

inhibitory antibody, 284

inhibitory systemic antibody, 283

initial rate, 814

initiation

translation process, 93

inkjet printing, 530

innate immune response, 254

innate immune system, 253

inner filter effect, 482

inositol, 803

inositol-1,4,5-trisphosphate, 848

in-paralogous, 748
input argument (programming), 645
insertional inactivation, 131, 136
insertion (in sequence alignment), 572
in-solution digestion, 772
institutional biosafety committee, 35
insulin
in serum, 347
integer number, 634
integrated desktop environment
(IDE), 684
integrated microscopy, 416
intein-mediated protein ligation, 187
intercalatation dye, 242
intercalation, 102
intercellular signalling, 844
interference, 505
inter-individual variation, 347
interleukin, 297
internal standard, 723
internal control, 355, 358
internal conversion, 480
International Chemical Identifier
(InChl), 603
International Union of Pure and
Applied Chemistry (IUPAC), 603
interphase, 307
interpolated Markov model (IMM),
743
InterPro (database), 561, 584
InterProScan (software), 573, 579,
745
interquartile range, 801
intersystem crossing, 492
intracellular domain, 845
intra-individual variation, 347
intrinsic activity, 847
intrinsic clearance, 898
intrinsic membrane protein, 193
intron, 93, 155, 167, 742
inulin, 367
inverse agonism, 850
inverse agonist, 848, 850
inverse virtual screening, 891
inverse-square law, 340
iodoacetate, 192
ion, 314
ion chip, 736
ion cyclotron resonance (ICR), 552
ion exchange chromatography, 31,
208
ion mirror, 551
ion mobility-mass spectrometry
(IMS), 557
ion trap, 550
ion-exchange equilibrium, 24
ionic strength, 24, 450
ionisation
due to atom beam, 540
due to radiation, 321
ionisation counter, 322

ionomycin, 306

ionophore, 306

ion-selective electrode, 24, 353

IPTG (isopropyl-B-D-
thiogalactoside), 132, 189

IRMA (immunoradiometric assay), 274

irradiation with gamma-rays, 62

irreversible competitive antagonist, 846

irreversible inhibition, 827, 843

ischaemic heart disease, 363

ISEM (immunosorbent electron
microscopy), 270, 278

isobaric tags for relative and
absolute quantification (iTRAQ),
774

isocratic elution, 199

isodensity technique, 434

isoelectric focussing gel, 231

isoelectric point, 30, 213

estimation, 32

isoelectric precipitation
fractionation, 213

isoenzyme, 233, 362, 813

isoform, 845

isoionic point, 30

isomerase, 811

isomery, 10

isopropyl-B-D-thiogalactoside
(IPTG), 132, 189

isopycnic centrifugation, 434, 438,
440

isoschizomer, 96

isostere, 878

isotachophoresis, 227

isothermal titration calorimetry
(ITQ), 501, 835

isothiocyanate, 270

isotope, 315

isotope dilution mass spectrometry
(ID-MS), 369

isotope effect, 338

isotope exchange studies, 839

isotope labelling, 791

isotopologue, 791

isozyme, 813

ITC (isothermal titration
calorimetry), 501

iteration of objects (programming),
640, 643

iTRAQ (isobaric tags for relative and
absolute quantification), 774

TUPAC (International Union of Pure
and Applied Chemistry), 603

ixabepilone, 883

Jablonski diagram, 456, 480
jackknifing, 592

Jaffe reaction, 368
jaundice, 365

J-coupling, 507

JSON, 679
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JTT matrix, 589
Jukes-Cantor model, 589, 591
jumping pair, 741

junction potential, 25

karyotype, 81, 160

katal, 812

K, base dissociation constant, 21

receptor affinity constant for

antagonist, 850, 862

kb (kilobase-pairs), 241

KEGG (Kyoto Encyclopedia of Genes
and Genomes), 583, 747, 754

Kekulé structure, 602

ketoconazole, 900

key (programming), 641

Ki-67, 307

kilobase-pairs (kb), 241

Kimura model, 589

kinase inhibitor, 891

kinesin, 404

kinetic enzyme assay, 831

Kjeldahl analysis, 181, 498

Klenow fragment, 108, 121, 124

Klett meter, 465

k-mer, 740

Kohler illumination, 385

Kozak sequence, 93, 743

Kunkel mutagenesis, 150

Kyoto Encyclopedia of Genes and
Genomes (KEGG), 583

label, 107

lab-on-chip, 530

lac operon, 154, 189

lactate, 804

lactate dehydrogenase, 446

lactose operon, 90

lacZ gene, 161

lag phase, 59

lagging strand, 86

lambda
bacteriophage, 134
insertion vector, 135
replacement vector, 135

lambdaZap, 136

Lambert-Beer law, 463

lamina matrix, 85

laminar flow hood, 42

laminin, 66

LAMP DNA amplification system, 115

LAMP stack, 626

lanthanide, 270

large T antigen, 155

largest common subgraph, 603

Larmor frequency, 509

laser flash photolysis, 852

laser scanning confocal microscope,

397
lateral flow device, 278, 529

latex particle, 270
lattice plane, 516
lawn, 135
LC-MS (liquid chromatography
coupled mass spectrometry),
537, 541, 770, 785
LC-MS/MS, 774
LDA (linear discriminant analysis),
799
lead compound, 895
lead optimisation, 903
leading strand, 86
lead-like molecule, 871
least mean squares, 722
lectin, 237
lectin agglutination method, 444
Lennard-Jones potential, 457
lens, 384
leukaemia, 175, 310
LH (luteinising hormone), 372
life science studies, 2
lifetime
fluorescence, 481
ligand efficiency, 873
lipophilic, 873
ligase, 811
ligation, 119
ligation-independent cloning, 128
light
diffraction, 291
microscope, 381
reflection, 291
refraction, 291
scattering, 290, 464, 505, 518
lignin, 191
limiting dilution cloning, 264
line notation, 603
linear amplification, 293
linear discriminant analysis (LDA), 799
linear regression, 722
linearly polarised light, 458
Lineweaver-Burk equation, 816
Lineweaver-Burk plot, 855
Linux, 626
lipase
in pancreas, 362
lipidomics, 802
Lipinski rules, 867
lipofection, 144
lipopolysaccharide, 189
lipoprotein
separation by centrifugation, 439
lipoxygenase-1, 14
lissamine rhodamine, 399
list
data type, 639, 690
programming, 659
literature databases, 563
live cell chamber, 403
live/dead stain, 305

liver disease, 365

living colours, 486

local alignment, 569

local minimum, 623

locus, 80

log phase, 59

logarithmic amplification, 293

logarithmic transformation, 680

logical operator, 522

logP, 615, 867, 868

long pass filter, 291

long-range PCR, 114

longitudinal magnetisation, 509

longitudinal relaxation time, 506

loop (programming), 643

loop injector, 198

loop-mediated isothermal
amplification, 115

lovastatin, 883

low pressure liquid chromatography,
198

low resolution structure, 521

lowest unoccupied molecular orbital
(LUMO), 463

Lowicryl, 415

Lowry assay, 181

luciferase, 161,495

luminescence, 493, 525

photostimulable, 516

Luminex® assay, 283

luminol, 239, 495

luminometry, 493

LUMO (lowest unoccupied molecular
orbital), 463

lupus erythematosus, 284

Luria-Bertani medium, 190

luteinising hormone (LH), 372

lux gene, 161

LUX probe, 117

lyase, 811

lymphoblastic leukaemia, 310

lymphocyte, 51, 254

lymphoma, 310

lyophilisation, 217

lysate, 195

Lys-C (protease), 769

lysis of cells, 782

lysogenic life cycle, 135

Lysogeny broth, 190

lysosome, 192, 446

lysozyme, 195, 196

lytic life cycle, 135

lyticase, 195

M13 phagemid, 138

machine learning, 683
macromolecular CIF (mmCIF), 608
macromolecule, 8

macrophage, 254

mad cow disease, 52
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magic angle spinning, 511
magnetic
field, 503
moment, 504
particle, 271
quantum number, 504
magnetic resonance imaging (MRI),
366, 402
magnetic sector mass spectrometry,
555
magnetic susceptibility, 503
magnetisation
longitudinal, 509
metal, 503
nuclear, 503
transverse, 509
magnification, 381
major groove, 77
major histocompatibility complex
(MHC), 255
malate, 794
MALDI (matrix-assisted laser
desorption ionisation), 531, 542
imaging, 547, 805
MALDI-TOF
nucleic acid analysis, 103
peptide analysis, 545
maltose-binding protein (MBP), 184
mammalian artificial chromosome
(MAQ), 141
mannan, 191
MANOVA (multivariate analysis of
variance), 726
mantle cell lymphoma, 310
Manton Gaulin press, 195
MAPK (mitogen-activated protein
kinase), 307
maple syrup urine disease, 358
mapping algorithms, 572
Markov chain Monte Carlo (MCMOC),
592, 743
Mascot (MS data search engine), 776
mass
accuracy, 779
concentration, 19
number, 314
ratio, 19
mass cytometry, 311
mass isotopomer distribution (MID),
792
mass spectrometry, 535
imaging (MSI), 805
in metabolomics, 785
massively parallel DNA sequencing,
162, 734
mass-to-charge ratio, 535
mast cell, 254
master cell bank, 265
match (in sequence alignment), 572
mate pair, 741

mate pair library, 736
mathematical operator, 633
Matrigel™, 66
matrix
chromatography, 282
matrix-assisted laser desorption
ionisation (MALDI), 529, 542
maximum energy level
of beta-radiation, 322
maximum kinetic efficiency, 817
maximum likelihood (ML), 590
maximum parsimony (MP), 590
maximum scoring pair (MSP), 570
MaxQuant (MS data search engine),
776
MBP (maltose-binding protein), 184
MCE-MS (microchip electrophoresis
mass spectrometry), 251, 529
MCMC (Markov chain Monte Carlo),
592
MCS (multiple cloning site), 132
mean, 696, 706
mean residue ellipticity, 473
MECC (micellular electrokinetic
capillary electrophoresis), 249
mechanical shearing, 782
mechanistic target of rapamycin
(mTOR), 307
median, 698, 801
medium
cell culture, 52
complete growth, 53
medium chain acyl-CoA
dehydrogenase deficiency, 358
MEGA (Molecular Evolutionary
Genetics Analysis), 568, 592
megadiverse countries, 883
megaprimer PCR, 152
melting temperature, 79
membrane protein, 193
membrane vesicle, 416
separation by centrifugation, 439
memory B cell, 256
mercaptoethanol, 192, 226, 772
mesophiles, 821
messenger RNA (mRNA), 83
meta data, 679
metabolic flux, 842
metabolic pathway analysis, 753
metabolic quenching, 780
metabolism
of drugs, 897, 900
metabolite
extraction, 782
footprinting, 804
profiling, 787
metabolome, 779
metal chelation, 192
metal fatigue, 436
metalloprotease, 192, 442

metallo-protease, 442

metanephrine, 357

metaphase, 81

methylcytosine (5mC), 83

methylmercuric hydroxide, 245

metrizamide, 439

Metropolis method, 624

MHC (major histocompatibility
complex), 255

micellular electrokinetic capillary
electrophoresis (MECC), 249

Michaelis constant, 815

Michaelis-Menten equation, 814

micro RNA (miRNA), 91

micro sensor analyser, 355

microarray, 157, 171

microbiome, 309

microcalorimeter, 501

microchannel, 529

microchip

electrophoresis, 250, 530

microchip electrophoresis mass
spectrometry (MCE-MS), 251,
529

microfabrication, 250

microfluidic circuit, 103

microfluidic device, 529

microfuge, 431

microheterogeneity, 233

microinjection, 144, 384, 404

microsome separation, 439

microsphere, 283

microtome, 281, 389

microtubule, 394, 404

microtubule-associated protein, 404

MID (mass isotopomer distribution),
792

midpoint rooting, 587, 590

milk powder, 273, 279

minigel apparatus, 219

minimal residual disease monitoring,
310

minimisation of energy function,
620

minimum effective concentration,
897

minisatellite DNA, 168

minisatellite variant repeat analysis,
170

minor groove, 77, 117

miRNA (micro RNA), 91

misconduct, 6, 724

missed cleavages parameter, 776

mitochondria, 446

separation, 439

mitochondrial genes, 586

mitogen-activated protein kinase
(MAPK), 307

mitomycin C, 62

mitotic spindle, 394, 398
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mixed inhibition, 827
mix-up, 678
ML (maximum likelihood), 590
MLPA (multiplex ligation-dependent
probe amplification), 169
mmCIF (macromolecular CIF), 608
mobile phase, 197
mobility of ion, 221
Modification of Diet in Renal
Disease Study, 369
module (programming), 647
MOL format, 604
MOL2 format, 607
molality, 19
molar
concentration, 19
ratio, 19
mass, 448
molarity, 19
MolCalc (web service), 622
molecular
descriptor, 612
fingerprint, 612
molecular beacon, 110, 522
molecular clock hypothesis, 587
molecular descriptor, 614, 869
molecular dynamics, 621
Molecular Evolutionary Genetics
Analysis (MEGA), 568
molecular exclusion
chromatography, 208
molecular graph, 603
molecular graphics, 515
molecular ion, 537
molecular mass, 19
weight average, 451
molecular mass determination
by centrifugation, 448, 451
by light scattering, 518
by mass spectrometry, 543
molecular mechanics, 616
molecular modelling
validation, 625
molecular orbital, 463
hybridisation, 619
methods, 615
molecular replacement, 515
monoamino oxidase, 444
monochromator, 466
monoclonal antibody, 180, 257
monocyte, 254
monodisperse sample, 16
mononuclear cell, 299
monophyletic clade, 587
Monte Carlo
folding, 625
Markov chain, 592
simulation, 623
Morse potential, 616
motif, 12, 746
motor protein, 404
MP (maximum parsimony), 590

MrBayes (software), 593
MRI (magentic resonance imaging),
402
MRM (multiple reaction monitoring),
774, 802
mRNA (messenger RNA), 83, 399
display, 157
isolation, 92
MSI (mass spectrometry imaging),
805
MSP (maximum scoring pair),
570
mTeSR™1, 66
mTOR (mechanistic target of
rapamycin), 307
mTP signal, 581
multi-angle light scattering, 518
multi-enzyme complex, 813
multi-isotope counting, 327
multi-locus probe, 170
multiple analyte detection system,
308
multiple cloning site (MCS), 132
multiple displacement amplification,
754
multiple isomorphous replacement,
515
multiple myeloma, 311, 378
multiple-photon microscope, 401
multiple reaction monitoring (MRM),
774, 802
multiple sequence alignment, 569
multiple tags, 185
multiplex ligation-dependent probe
amplification (MLPA), 169
multiplex PCR, 167
multiplexing, 270, 277, 530
multiplicity, 480
multistate model, 850
multivalence, 856
multi-wavelength anomalous
diffraction, 515
mutagenesis
enzyme mechanisms, 838
mutarotation, 471
mutation, 584
mycoplasma, 47, 48
myeloma, 378, 379
Mynox®, 50
myocardial infarction, 348, 363
MySQL, 626, 655
myxoedema, 374

N (neutron number), 315, 502

N,N,N’,N’-tetramethylenediamine
(TEMED), 225

Na*/K*-ATPase, 445

naive mouse, 266

NAMD (software), 622

NanoDrop™ spectrometer, 100

nanocrystal, 517

nanodrop spectrometer, 100

nanoESI, 762
nanoflow electrospray ionisation,
541
National Center for Biotechnology
Information (NCBI), 561
National Institute of Genetics (NIG),
561
native
alignment, 745
gel, 229
state, 832
structure, 18
state, 830
structure, 18
natural isotope correction, 792
natural killer cell, 254
natural product, 882
NCBI (National Center for
Biotechnology Information),
561
NCBInr (Protein database), 776
NCE (new chemical entity), 867, 884
near-vertical rotor, 434
nebulin, 440
nebulisation, 541
necrosis, 347
Needleman-Wunsch algorithm, 740
negative acute phase protein, 378
negative cooperativity, 856
negative feedback control, 372
negatron, 316
neighbour-joining method, 572,
590
neonatal screening, 357
nephelometer, 465
nephron, 367
NetNGlyc (software), 583
NetPhosYeast (software), 583
neural tube defect, 349
neuron, 51
neutral antagonist, 849
neutral loss scanning, 776
neutron, 314
number, 315, 504
scattering, 522
number (N), 502
neutrophil, 299
new chemical entity, 867, 884
newborn screening, 348, 357
Newton'’s refraction ring, 56
next-generation sequencing (NGS),
559, 734
NEXUS format, 567, 593
NGS (next-generation sequencing),
559, 734
NHS (N-hydroxysuccinimide), 207,
775
nick translation, 108
NIG (National Institute of Genetics),
561
nitrocellulose, 238
membrane, 104

© in this web service Cambridge University Press & Assessment

www.cambridge.org



www.cambridge.org/9781316614761
www.cambridge.org

Cambridge University Press & Assessment

978-1-316-61476-1 — Wilson and Walker's Principles and Techniques of Biochemistry and Molecular Biology
Edited by Andreas Hofmann , Samuel Clokie

Index
More Information

Index 921

NMR (nuclear magnetic resonance),
890, 891
in metabolomics, 786
node, 587, 603, 739
NOE (nuclear Overhauser effect), 509
NOESY, 510
nomograph, 428
non-bonded interaction, 617
non-competitive inhibition, 824
non-competitive reversible
antagonist, 846
non-crystalline fibre, 517
non-Hodgkin’s lymphoma, 311
non-ideal conditions, 450
Nonidet P-40, 193
non-radioactive label, 107
non-specific binding, 852, 853
non-steroidal anti-inflammatory
drugs (NSAIDs), 879
normal distribution, 696, 706
normalised mass spectrum, 539
normalised sedimentation
coefficient, 430
Northern blot, 105, 157
NSAIDs (non-steroidal anti-
inflammatory drugs), 879
nt (nucleotides), 241
N-terminal modification, 758
nuchal translucency, 349
nuclear magnetic resonance (NMR),
890, 891
nuclear medicine, 334
nuclear Overhauser effect (NOE), 509
nuclear pore, 417
nuclear ribosomal genes, 586
nuclear spin, 502
nucleic acid linker, 124
nucleon, 314
number, 502
nucleophile, 840
nucleoprotein
separation by centrifugation, 439
nucleoside, 75
nucleosome, 84
nucleotide, 74, 241
nude mouse, 266
null hypothesis, 713, 714, 727
numerical aperture, 386
Numba (Python module), 634
NumPy (Python module), 632, 652,
657, 667
Nycodenz®, 439

obesity, 365, 371

object (programming), 634
occupancy, 609

octapole, 550

oestradiol, 372

off-target effect, 165, 891

Ohm’s law, 221

Okazaki fragments, 86

OLC assembly algorithm, 737, 740

oligonucleotide, 79, 106
primer, 127
OME (Open Microscopy
Environment), 420
omnibus test, 726
oncogene, 173
one-sample t-test, 715
on-line detector, 556
ooplasm, 409
Open Microscopy Environment
(OME), 420
open reading frame (ORF), 83, 576
open system culture, 70
OpenBabel (software), 614
open-chain conformation of
sugars, 10
operational taxonomic units, 587
operator
logical, 522
mathematical, 633
operon, 90
opioid receptor, 849
opsonisation, 254
optical
activity, 471
density, 70,190,466
contrast, 390
density, 190, 464
filter, 291, 466
rotatory dispersion (ORD), 472
section, 396
optical-projection tomography, 397,
402
optimum temperature of enzyme
activity, 820
orbital
atomic, 494
molecular, 463, 615
orbitrap, 554, 769
ORF (open reading frame), 83, 576
organic acidaemia, 358
organic solvent fractionation, 211
origin of DNA replication, 85, 130
orphan gene, 755
orthologue, 747
orthology, 583, 748
orthosteric agonist-binding site, 844
orthosteric ligand, 852
orthovandadate, 192
Ouchterlony double diffusion, 271
outgroup, 587
outlier, 801
out-paralogous, 748
over-expression of protein, 184
overlap extension PCR, 152
over-speed control, 432
oxaloacetate, 794
oxidoreductase, 811
oxygen singlet state, 523
oxytocin, 9

P1 artificial chromosome (PAC), 141

PA, (potency), 848
paclitaxel, 883
PAGE (polyacrylamide gel
electrophoresis), 224
PAINs (pan assay interference
compounds), 882, 885
paired electron, 503
paired t-test, 718, 799
paired-end read library, 736
pairwise sequence alignment, 569
PAM matrix, 589
PAMPA (parallel artificial membrane
permeability assay), 897, 900
pan-assay interference compounds
(PAINS), 882, 885
Pandas (Python module), 632, 652,
684
panning, 268, 294
papain, 770
parallel artificial membrane
permeability assay (PAMPA),
897, 900
paramagnetism, 503
paraphyletic clade, 587
paraprotein, 357, 378
paratope, 259
partial
agonist, 845
charge, 615
restriction digest, 121
specific volume, 450, 451
Particle Mesh Ewald approximation,
622
particle shape, 521
partition coefficient, 196, 615
PAS (periodic acid-Schiff) staining,
236
passage zero, 62
passaging, 53
passenger strand, 95
patent, 877
pattern recognition, 798
Pauli principle, 495, 503
PAUP (molecular evolutionary
genetics analysis), 593
pBluescript SK, 138
pBR322, 130
PBS (phosphate-buffered saline), 54
PCA (principal component analysis),
667, 798
PCR (polymerase chain reaction), 48,
110, 259, 281
mutagenesis, 152
PDB
eFold (web service), 16
PDB (Protein Data Bank), 14, 624,
663
format, 608
PDMS (polydimethylsiloxane), 530
Pearson’s chi-square distribution,
727
pEC, , 848
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PED,, 848
PEG (polyethylene glycol), 263
penicillin, 53, 869, 883
pepsin, 770
pepstatin, 192
peptide bond
as chromophore, 461
condensation reaction, 8
peptidoglycan, 195
peptidyl transferase, 94
Percoll®, 439
performance indicator, 32, 705
periodic acid-Schiff staining, 236
periodic boundary condition, 622
peripheral blood mononuclear cell,
299
peripheral membrane protein, 193
periplasmic space, 189, 191
peristaltic pump, 198
perl (programming), 628
perl, 626
permanent magnet, 503
peroxidase, 368
peroxisome, 446
personalised drug dosage, 901
persulfate, 225
PET (positron emission tomography),
316, 334
Petri dish, 45
Pfam (database), 16, 561, 573, 584,
626, 747
PFGE (pulsed-field gel
electrophoresis), 102, 243
pGEX vector, 184
p-glycoprotein, 900
pH
electrode, 24
denaturation, 210
neutrality, 20
partition theory, 20
phage, 268
phage display, 155
phagemid, 136, 155
phagocyte, 254
phagocytosis, 256
phalloidin, 296
phallotoxin, 296
pharmaceutical and personal care
products (PPCPs), 901
pharmacodynamics, 896
pharmacoenvironmentology, 902
pharmacogenetics, 175
pharmacokinetics, 896
pharmacophore, 882, 896
phase contrast, 393, 404
phase difference of waves, 505
phase halo, 391
phase problem, 514
phenetic methods, 589
phenobarbitone, 897
phenol oxidase, 193

phenol red, 52
phenol/chloroform, 139
phenotypic screening, 892, 893
phenylalanine hydroxylase, 358
phenylketonuria, 358
phenylmethyl-sulfonylfluoride
(PMSEF), 192

Phenyl-Sepharose, 209
phenytoin, 348, 897
pheochromocytoma, 357
Phosflow, 306
phosphatase, 192
phosphate-buffered saline (PBS), 54
phosphatidylinositol (PI), 802
phosphodiester bond, 75
phosphoenolpyruvate, 792
phospholipid, 802
phospholuminescence, 327
phosphor, 333

phosphor, 334
phosphoramidite, 105
phosphorescence, 492
phosphorylation, 307, 583, 769
photo animation, 404
photo diode array detector, 889
photoactivation, 410
photoaffinity label, 839
photoautotroph organism, 68
photobleaching, 295, 396, 409
photodiode, 293, 387
photoheterotroph orgnaism, 68
photolithography, 171, 530
photolysis, 852
photomultiplier tube (PMT), 293, 387
photon, 455

coherence, 459
photon correlation spectroscopy, 519
photopolymerisation, 226
photostimulable luminescence, 516
php (programming), 626
phtalocyanine, 523
phycobiliprotein, 297
phycoerythrin, 297
p-hydroxybenzoic acid, 193
p-hydroxymercuribenzoate, 827
PHYLIP

format, 567

software, 593
phylogenetic analysis using

parsimony (PAUP), 593

phylogenetic tree, 587
phylogenetics, 584
phylogram, 587
physico-chemical properties

calculation, 614

in drug discovery, 867
PI (phosphatidylinositol), 802
pIC,, 873
picric acid, 368
pie chart, 694
pipette tip chromatography, 768

pK,, 822
Planck constant, 503
plane polarised light, 458
plaque hybridisation, 146
plasma, 352
metal-binding protein, 377
protein synthesis, 377
steroid-binding protein, 377
plasma half-life, 899
plasmalemma, 445
plasmid, 129
separation by centrifugation, 439
Plasmocin™, 50
plasmon, 526
plate height, 201
plate reader, 466
PLRV (potato leafroll virus), 274
pluripotent stem cell, 61
PMSF (phenylmethyl-
sulfonylfluoride), 192
PMT (photomultiplier tube), 293, 387
p-nitrobenzyl esterase, 153
p-nitrophenol phosphate, 107
point accepted mutation (PAM)
matrix, 589
point of care, 355
point scanning, 399
point spread function, 401
Poisson distribution, 668
polar surface area, 875
for CNS drugs, 899
polarisability, 477
polarisation
fluorescence, 490
of light, 458
poly(A) tail, 92
polyacrylamide gel
DNA sequencing, 243
polyacrylamide gel electrophoresis
(PAGE), 101, 153, 162, 168, 224
polyclonal antibody, 180, 256
polydimethylsiloxane (PDMS), 530
polydisperse sample, 16
polyethylene glycol (PEG), 213, 263,
519
polyethyleneimine, 196
poly-histidine tag, 185
polymerase chain reaction (PCR), 48,
110, 259, 281
polymerisation
of acrylamide, 225
polymorphism, 80
polynucleotide, 75
polynucleotide kinase, 107
polyphyletic clade, 587
polyprotic acids and bases, 22
polysome, 125
polytomy, 587
polyvinylidene fluoride (PVDE), 238
polyvinylpyrrolidone (PVP), 193
Pomona method, 615
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population genetics, 3 promoter element, 90 Q-test, 713
population statistics, 710 proofreading activity, 112 Q-TOF (hybrid mass spectrometer),
positional cloning, 172 property-activity relationship, 600 551

positive acute phase protein, 378
positive cooperativity, 856
positron, 316
positron emission tomography (PET),
316, 334
post hoc test, 726
posterior probability, 591
post-translational modification, 94,
191, 583, 769, 776
potato leafroll virus (PLRV), 274
potency, 847
potential difference, 220
potential gradient, 220
potentiometry, 353, 355
Potti scandal, 724
powder diffraction, 517
PPCPs (pharmaceutical and personal
care products), 901
PPO (2,5-diphenyloxazole), 325, 332
precipitation
of DNA, 98
of protein, 268
protein, 24
precipitin, 271
precision, 32, 680, 723
precursor ion, 537
predictive power, 349
pre-equilibrium, 815
pre-exponential factor, 820
preflashing, 333
pregnancy, 347
screening, 349
pre-hybridisation mix, 146
pre-initiation complex, 90
preparative centrifugation, 424, 431
pre-steady state, 814, 833
primary culture, 51
primary immune repsonse, 260
primary structure, 12, 761
primase, 86
primer, 86
principal component analysis (PCA),
667, 798
prior probability, 591
privileged structures, 878
probe compounds, 880
Procion Blue, 236
Procion S, 236
product inhibition, 827, 841
product ion, 537
professional humility, 2
programmed cell death, 284
programming (software), 559
pro-insulin, 125
prolactin
in serum, 347
proliferation, 307
marker, 307
promoter, 88, 154

propidium iodide, 295, 305, 307,
310, 399
proportional counter, 322
prostate cancer, 285
prosthetic group, 812
as chromophore, 462
protamines, 196
protean agonist, 846, 850
protease, 440, 770
protease inhibitor cocktail, 440
proteasome, 841
protein
biosynthesis, 8
fold, 12
folding in over-expression, 190,
191
phosphorylation, 307
protein A, 240, 271, 282
protein A/G, 268
Protein Data Bank (PDB), 14, 624,
838
format, 608
protein engineering, 106, 149
protein G, 282
Protein Prospector (MS data search
engine), 776
protein sorting, 579
protein translation, 576
protein X-ray crystallography, 890,
891
protein-coding sequence (CDS), 742
protomer, 829
proton, 314
number, 315, 502
proton shuttle, 840
protoplast, 144
proxyfan, 850
PSI-BLAST, 747
PSIPRED (software), 574
PubChem (database), 626
PubMed (database), 563
pulse height analyser, 327
pulse-acquired NMR, 509
pulsed amperometric detection, 250
pulsed-field gel electrophoresis
(PEGE), 102, 243
pumping of laser, 459
purine, 75
p-value, 669, 702, 727, 800
PVDF (polyvinylidene fluoride), 238
PVP (polyvinylpyrrolidone), 193
Pymol (software), 652
pyrimidine, 75
pyrosequencing, 735
pyruvate, 794
PySam (Python module), 632, 652
Python, 631, 684

qPCR (quantitative PCR), 114, 117

quadrupole, 549
qualitative data, 680
quality assessment procedures, 32
quality control, 355, 358
quantitative data, 680
quantitative PCR (qPCR), 114, 117,
157
quantum dot, 240, 396
quantum mechanics
phenomenon, 455, 456
quantum number
magnetic, 504
quantum rules, 503
quantum tunnelling, 822
quantum yield
fluoresence, 481
quartile, 698, 801
quasi-elastic light scattering, 519
quaternary structure, 14, 448
quenching
collisional, 486
dynamic, 486
metabolic, 780
of fluorescence, 486
of reaction, 497, 833
scintillation, 327
static, 486, 522
query sequence, 570
Quin-1, 485
quinone, 193, 886

r value, 592
R value, 724
R (software), 684
R/S nomenclature, 603
rabbit reticulocyte lysate, 153
racotumomab, 267
radian, 426
radiation dose limit, 340
radical reaction, 225
radioactive decay, 315, 318
radioactive label, 106
radiocarbon dating, 556
radioimmunoassay, 214, 277, 524
radioisotope, 315
legislation, 313
radius of gyration, 16, 521
RAID (redundant array of
independent disks), 421
RAM (random access memory), 682
Raman spectroscopy, 506, 519
Raman spectrum, 476
random access memory (RAM), 682
random amplified polymorphic DNA
(RAPD), 114
random error, 705
random labelling, 108
random sampling, 592
random walk, 16
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rapamycin, 880

RAPD (random amplified
polymorphic DNA), 114

rapid mixing method, 497, 833

rare earth element, 270

rate of sedimentation, 429

rate separation method, 439

rate-limiting step, 815

ratio imaging, 409

ratiometric technique, 306

Rayleigh interference optical system,

432, 446
Rayleigh limit, 540
Rayleigh ratio, 518
Rayleigh scatter, 462, 469, 476, 518,
520
RCF (relative centrifugal field), 427
reaction coordinate, 471
reading frame, 576
real-time PCR, 157
reannealing, 119
RecA protein, 88
re-calibration, 723
recombinant
antibody, 258
protein, 184
protein production, 71
recombinatorial library, 156
red blood cell, 299
red fluorescent protein (RFP), 486
red shift, 465
redox cycler, 886
reduced complexity molecules, 871
reducing agent, 192
reflected light, 384
reflection
of light, 291
reflectron, 551
refraction, 432, 467
of light, 291
refractive index, 446, 518, 526
RefSeq (database), 562, 746
regulatory gene, 154, 161
relative centrifugal field (RCF), 427

relative molecular mass, 19, 448, 535

relative standard deviation, 706
relaxation
enzyme kinetics, 833
in NMR, 504, 506
molecular, 457
relaxation time, 506
pre-steady state kinetics, 835
relaxed state, 829
renal
clearance, 367
disease, 367
renaturation, 82
DNA, 79
repeat region challenge, 741
repetitive DNA, 80
replica plating, 131

replication
DNA, 85
fork, 86
of measurement, 705
origin, 130
semi-conservative, 86
replicative form of DNA, 138
reporter enzyme, 272
reporter gene, 161, 163
reporter molecule, 404
reproducibility, 801
research ethics, 37
resistance
electric, 57
frictional, 432
to antibiotics, 129, 131, 902
to environmental factors, 175
resolution, 381
in chromatography, 198, 205
of microscope lens, 387
resonance condition, 503
resonance Raman spectroscopy, 520
resonance unit, 527
respirometry, 787
rest period (antibody preparation),
263
resting state, 844
inactive, 848
of cells, 53
restriction digest, 121
restriction enzyme, 87, 96, 104, 118,
161
restriction fragment length
polymorphism, 167
restriction mapping, 104
retention
factor, 200
time, 200
retinitis pigmentosa, 849
reverse complement of DNA
sequence, 661
reverse phase chromatography, 768
reverse substitution, 589
reverse transcriptase, 123, 124
reverse transcriptase-PCR (RT-PCR),
114, 159
reverse transcription, 282
reversible inhibition, 823, 841
Reynolds number, 529
RF (replicative form) DNA, 138
RFP (red fluorescent protein), 486,
492
rhodamine, 277
RIA (radioimmunoassay), 277
ribonuclease (RNase), 98
ribonuclease protection assay, 157
ribonucleic acid (RNA), 74
riboprobe, 136, 145
ribosomal genes, 586
ribosomal RNA (rRNA), 84, 586
ribosome, 93

ribosome display, 157
ribosome profiling, 125
ribosome-binding site, 154
ribozyme, 809
ring count, 875
ring inversion, 11
RISC (RNA-induced silencing
complex), 95
risk assessment, 34
rituximab, 310
RNA (ribonucleic acid), 74
separation by centrifugation, 439
denaturation, 245
RNA interference (RNAI), 91, 95, 165
therapy, 165
RNA polymerase, 88
RNA probe, 157, 160
RNA sequencing (RNA-Seq), 157, 752
RNAIi (RNA interference), 91, 95, 165
therapy, 165
RNA-induced silencing complex
(RISQ), 95
RNase (ribonuclease), 98, 196
RNase A, 157
RNase H, 124
RNase T1, 157
RNA-seq (RNA sequencing), 309
robustness, 33
Roccal-D®, 45
rofecoxib, 902
root mean square deviation
(molecular dynamics
simulation), 623
rooted tree, 587
Rosetta (software), 625
rosette cell, 194
rotamer, 10
rotary vane pump, 536
rotatable bonds, 875
rotating anode generator, 515
rotational transition, 456
rotor speed, 426
rRNA (ribosomal RNA), 84, 586
RT-PCR (reverse transcriptase-PCR),
114, 159
Ruffus (Python module), 632, 672
rule of five, 868
ryanodine receptor, 440

S phase, 307
S,., 829
S1 nuclease mapping, 158
safety manual, 35
saliva, 309
Salmonella infection, 244
salt bridge, 12
salt fractionation, 211
salting in/out, 24
salting out, 209, 210
sample handling

mass spectrometry, 767
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SamTools (Python module), 671
sandwich ELISA, 273
Sanger sequencing, 733
SANS (small-angle neutron
scattering), 520
sarcolemma vesicle, 444
sarcosine oxidase, 368
SARS-Coronavirus, 416
satellite DNA, 80
saturation condition, 854
saturation kinetics, 815
saturation transfer difference NMR
(STD-NMR), 513
SAXS (small-angle X-ray scattering),
520
SBAL (software), 574
scaffold, 864, 877
scaffold hopping, 879
scalar coupling, 507
scanned-light-sheet microscopy, 405
scanning densitometry, 237
scanning electron microscope (SEM),
411
scanning mass spectrometry, 550
Scatchard equation, 854
scatter plot, 694
scattering
of light, 17, 290, 464, 505
X-ray, 450
scFv (single-chain antigen-binding
fragment), 268
SCID (severe combined immune
deficiency), 310
scientific misconduct, 6, 724
scintillation, 324
cocktail, 325
efficiency of counting, 328
proximity assay, 329
quenching, 327
SciPy (Python module), 632, 652,
660, 668, 684
SCOP, 748
database, 626
protein structure classification, 14
scoring function, 890
scorpion probe, 117
scouting experiment, 208
SD-formatted files (SDF files), 605
SDS (sodium dodecyl sulfate), 193,
226
SDS-PAGE, 214, 226
SEC (size-exclusion
chromatography), 208
SEC-MALS, 518
second messenger, 371, 848
second order kinetics, 835
second order minimisation
algorithm, 620
second virial coefficient, 518
secondary electrons, 411
secondary ion mass spectrometry
(SIMS) imaging, 805

secondary screen, 894
secondary structure, 12
prediction, 574
second-generation sequencing, 734
secreted protein, 188
sector mass spectrometry, 555
security screening, 557
sedimentation, 425
rate, 429
sedimentation coefficient, 448
correction for non-ideality, 450
distribution, 447
sedimentation equilibrium, 447
sedimentation velocity, 430, 447
seed alignment, 573, 743
seeding density, 58
selected ion monitoring (SIM), 368,
774
selective plane illumination
microscopy, 405
selective transgenesis, 164
selectivity, 33, 848
selectivity factor, 201
self-absorption, 334
self-diagnostic kit, 279
SEM (scanning electron microscope),
411
semi-conservative replication, 86
semi-empirical molecular orbital
calculation, 616
senescence, 53
sensitivity, 33, 349
enzyme assay, 837
sensor chip, 526
separation efficiency, 247
separation factor, 201
Sephadex® G-75, 233
sequence
alignment, 569
annotation, 569
identity, 570, 662
logo, 573
sequence format, 563
conversion, 568
sequence heterogeneity, 755
sequence homology, 14, 747
sequencing by synthesis, 734
sequential model, 830
SEQUEST (MS data search engine),
776
serine protease, 150, 192
serotyping, 272
serum, 52, 352
creatinine, 367
gel separator, 352
set (data type), 640
severe combined immune deficiency
(SCID), 310
sex hormone, 347
shape restoration, 521
sheath gas, 540
shielding of nuclei, 506

Shine-Dalgarno sequence, 93
shingles, 828
short hairpin RNA (shRNA), 165
short interfering RNA (siRNA), 165
short pass filter, 291
shotgun proteomics, 759
shRNA (short hairpin RNA), 165
shuttle vector, 143
SI system, 319
SIB (Swiss Institute for
Bioinformatics), 577
side scatter, 291
SigmaClean®, 45
signal peptide, 579
signal transduction, 844
signalling
intercellular, 844
molecule, 844
significance, 799
of difference, 800
SILAC (stable isotope labelling with
amino acids in cell culture),
773
silanol group, 222
silver staining, 236
SIM (selected ion monitoring), 368,
774
simian virus 40 (SV40), 51, 155
similarity, 569
chemical, 600
similarity score, 612
simplex algorithm, 620
simplified molecular input line entry
system (SMILES), 603
Simpson’s paradox, 725
simulated annealing, 623
single cell examination, 309
single gel electrophoresis, 228
single molecule diffraction, 517
single nucleotide polymorphism
(SNP), 81, 171, 175
single-reaction monitoring (SRM),
774
single wavelength anomalous
diffraction, 515
single-chain antigen-binding
fragments (scFv), 268
single-crystal diffraction, 515
single-locus probe, 170
single-stranded DNA binding protein
(SSB), 86
single-stranded DNA rescue, 136
singlet gate, 300
singlet state, 480
oxygen, 523
sinusoidal voltammetry, 250
siRNA (short interfering RNA), 91,
95, 165
sirolimus, 880
site occupation factor (SOF), 609
site-directed mutagenesis, 148
size distribution function, 521
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size-exclusion chromatography
(SEQ), 107, 208, 518
Skyline (software), 775
slot blot, 105
small molecule, 864
small nuclear RNA (snRNA), 84
small-angle scattering, 520
SMILES format, 603
Translator (web service), 614
Smith-Waterman algorithm, 740
smooth muscle cell, 51
snap-freezing, 217
SNP (single nucleotide
polymorphism), 81, 171, 175
snRNA (small nuclear RNA), 84
SOC media, 190
sodium azide, 193, 269
sodium bromide, 439
sodium deoxycholate, 193
sodium dodecyl sulfate (SDS), 193,
226
sodium fluoride, 192
sodium iodide, 439
sodium orthovanadate, 192
SOF (site occupation factor), 609
soft ionisation, 539, 540, 545
solid state NMR, 511
solid-phase
binding assay, 524
extraction, 804
microextraction, 806
solubility fractionation, 210
solvation, 9
solvent polarity, 465
sonication, 194
Soret band, 462
SOS response, 88
Southern blot, 104, 167
space group, 516
special term (force field), 619
speciation event, 583
specific activity
of radioisotope, 334
specific binding, 853
specific enzyme activity, 214, 812
specificity, 349
constant, 817
of enzyme, 810
specimen stage, 385
spectral overlap, 297

spectrophotometry, 353, 355, 368, 466

spectroscopic splitting factor, 504
spheroplast, 142, 191
spin

electron, 480, 495

nuclear, 502

total, 480

spin-lattice relaxation, 504, 506, 513

spinning-disc confocal microscope,
400

spin-spin coupling, 507

spin-spin relaxation, 504, 506, 513

spleen, 258

splice site, 742

spliceosome, 93

splitting factor (in NMR), 504
SPR imaging, 528
spreadsheet, 651

SPR-MS (surface plasmon resonance

coupled mass spectrometry),
529, 772
sputtering, 805
SQL database, 655
SQLite, 649, 655
SRM (single-reaction monitoring),
774
SSB (single-stranded DNA binding
protein), 86
SSM (secondary structure
matching), 16
stable isotope labelling, 791
with amino acids in cell culture
(SILACQ), 773
standard deviation, 696, 706
relative, 707
standard error, 711

standard operating procedure, 35, 705

standard reference, 704
standard score, 696
standard, internal, 723
starch gel, 223
start codon, 83
static light scattering, 518
statin drug, 348, 883
stationary phase, 59, 197
statistical limitation, 788
statistics
in data analysis, 702
population, 710
STD-NMR (saturation transfer
difference NMR), 513
steady state, 814
stealth drug, 519
steepest descent minimisation, 620
stem (RNA secondary structure), 78
stem cell
human embryonic, 61
passaging tool, 65
pluripotent, 61
transplantation, 310
step gradient method, 439
stereo image, 412
stereochemistry, 602
stereogenic carbon atom, 10, 472,
603, 839, 876, 882
stereomicroscope, 388
stereoselectivity, 839
steric barrier, 600
sterile
insect release programmes, 314
laboratory conditions, 41
Stern-Volmer equation, 486
stimulated emission depletion
microscope, 407

stochastic optical reconstruction
microscope, 407
stochastic rate equation, 815
stoichiometry of binding, 501
Stokes
lines, 476
radius, 521
shift, 295, 481, 519
Stokes’ law, 429
Stokes-Einstein relation, 519
stop codon, 83, 576
stop in translation, 576
stopped flow, 833
monitoring of kinetics, 497
streptavidin, 107, 186, 270
streptomycin, 53
stress, 347
stretching (vibrational motion), 476
string (programming), 636
stringency
of hybridisation, 105
structural alert, 885
structural annotation, 742
structural gene, 88
structural homology, 14, 750
structural novelty, 877
structure
motif, 12
structure factor, 514
Structure File Generator (web
service), 614
structure-activity relationship, 864,
895
structure-based amino acid sequence
alignment, 574
structure-based drug design, 891
Student’s t, 710
subcellular fractionation, 438, 442
subcloning, 137
subculture, 53
subroutine (programming), 645
substitution model, 589
for amino acids, 750
substrate
assay, 837
for reporter enzyme, 272
inhibition, 827
subtilisin, 108, 150
subtractive hybridisation, 126
subtractor cell, 126
subunit (in oligomeric protein), 14
succinate, 794
succinate dehydrogenase, 444
succinimidyl group, 307
sucrose, 241
sucrose gradient centrifugation, 439,
447
sugar, 10
suicide inhibitor, 828
sum of squares, 706
supercoiled DNA, 84
superinfection, 136
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super-resolution microscope, 382,
405

super-secondary structure, 12

surface plasmon resonance, 526

coupled with mass spectrometry

(SPR-MS), 529

SV40 (simian virus 40), 51, 155

svedberg unit, 430

Svedberg, Theodore, 424

swap memory, 682

sweet spot, 544

swept field scanning, 399

swinging-bucket rotor, 432, 433

Swiss Institute for Bioinformatics
(SIB), 577

switch technique to assess molecular
interaction, 521

SYBR® Green, 117, 242

symmetry model, 829

synchrotron, 515

synteny, 743, 752

synthetic biology, 106

SYPRO® Orange, 236, 484, 523

SYPRO® Ruby, 236

systematic error, 704

systems biology, 4

T3 (tri-iodothyronine), 371
T4 (thyroxine), 371
T4 DNA ligase, 119
TAE buffer, 224
tag
fusion protein, 184
SNP, 81

tailed test, 669
tailing, 200, 205
tandem dye, 296
tandem mass spectrometry, 357, 759
tandem mass tag (TMT), 774
Tanimoto coefficient, 613
tannin, 193
Taq polymerase, 117
TagMan, 117, 534
target DNA, 110
target peptide, 579
target sequence, 570
target-based screening, 892, 893
targeted libraries, 877
targeted metabolomics, 790
TargetP (software), 581
TAS (triple antibody sandwich)

ELISA, 274
TATA box, 88
TA-TOPO cloning, 127
taxa, 584, 587
TBE buffer, 224
TBG (thyroxine-binding globulin),

371
tblastn (software), 570
TCA (tricarboxylic acid), 794
telomere, 81

TEM (transmission electron
microscope), 411
TEMED (N,N,N’,N’-
tetramethylenediamine), 225
temperature jump, 83
template DNA, 110
Ten-eleven translocation (Tet)
enzyme, 83
tense state, 829
terminal transferase, 107
termination codon, 94, 576
termination of translation process, 93
terminator, 88
tertiary structure, 12
testosterone, 372
Tet (Ten-eleven translocation)
enzyme, 83
tetanus toxoid protein, 448
tetracycline, 883
tetramethylsilane (TMS), 506
TEV protease, 185
Texas Red, 523
thalidomide, 880
theoretical plates, 201, 247
therapeutic index, 348, 897
thermal
denaturation, 210
stability, 210
thermal displacement factor, 609
thermocycling, 282
thermophiles, 821
thin-layer chromatography, 223
thioglycollate medium, 48
thiol protease, 192
Thiomersal®, 45
thiophene, 523
third-generation sequencing, 736
three-dimensional structure
enzymes, 12, 838
proteins, 12
thrombin, 184
thrombophilia, 171
thymidine, 264
thymine, 75
thyroglobulin, 451
thyroid disease, 371
thyroiditis, 372
thyroid-stimulating hormone (TSH),
357, 371
in serum, 347
thyrotropin-releasing hormone
(TRH), 371
thyroxine (T4), 276, 371
thyroxine-binding globulin (TBG), 371
Ti plasmid, 143
time domain, 508
time-of-flight (TOF) analyser, 550
time-lapse imaging, 403
time-resolved
fluorescence spectroscopy, 492
FT-IR, 479

TIR (total internal reflection), 402, 526
Tiselius, Arne, 223
tissue microarray, 172
tissue regenerating, 71
titanium dioxide, 769
titer, 257
titin, 440
TMHMM (software), 582
TMS (tetramethylsilane), 506
TMT (tandem mass tag), 774
TOF (time-of-flight), 550
tomogram, 334
tomography, 397
electron, 416
EM grid, 412
optical projection, 402
topoisomerase, 84, 127
torsion angle, 10, 617
tosylphenylalanyl-
chloromethylketone (TPCK),
192, 769
total internal reflection (TIR), 402,
526
total ion current, 556
touchdown PCR, 111
toxicity, 902
of radioisotopes, 340
threshold, 897
toxoflavin, 886
TPCK (tosylphenylalanyl-
chloromethylketone), 192, 769
trabectedin, 883
tracer, 524
tracrRNA, 166
trajectory (molecular dynamics
simulation), 623
trans alignment, 743
trans coformation, 10
trans-acting factor, 89
transcription, 76, 88
transcription factor, 89, 163
transcriptional activator, 161
transcriptome, 309, 752
transeq (software), 577
transfected cell, 309
transfection, 144, 259
transfer RNA (tRNA), 77, 84, 93
transferase, 811
transformation, 130, 131
of bacteria, 189
of data, 680
transformed cell, 51
transformed r-value, 590
transgenic
animal, 175
plant, 175
transgenics, 164
transition
dipole momentum, 490
nucleic acid, 589, 591
transition (nucleic acid), 589
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transition state, 809
theory, 822
translate (software), 577
translation
conceptual, 576
of mRNA, 93
transmembrane domain, 844
transmission, 463
transmission electron microscope
(TEM), 411
transmitted light, 384
transport protein, 377
transverse magnetisation, 509
transverse relaxation time, 506
transversion (nucleic acid), 589,
591
TreeView (software), 593
TRH (thyrotropin-releasing
hormone), 371
tricarboxylic acid (TCA), 794
trichloroacetic acid, 232
trifluoroacetic acid, 888
triglyceride
in serum, 347
tri-iodo-3-hydroxybenzoic acid
(HTIB), 368
tri-iodothyronine (T3), 371
triple antibody sandwich (TAS)
ELISA, 274
triplet (codon), 82
triplet state, 480
trisomy 21, 81
Triton X-100, 193
tRNA (transfer RNA), 77, 84, 93
tRNA synthetase, 78
trophoblast, 61
troponin T, 348
true value, 703
trueness, 33
trypan Blue, 56, 61
trypsin, 54, 768, 772
trypsinogen, 348
tryptone soya broth, 48
TSH (thyroid-stimulating hormone),
347, 357, 371
t-test, 714, 799
tubulin, 404
tumour antigen, 267
tuple
data type, 640
programming, 659
turbidimetry, 378
turbidity, 47, 70, 355, 464, 473
turbomolecular pump, 536
twilight zone, 746
two-state model, 848
Type I error, 702, 727
Type II error, 702, 729

ubiquitin, 841
UCSF Chimera (software), 652

uE3 (unconjugated oestriol), 349
ultracentrifuge, 424, 431
analytical, 446
ultrafiltrate from kidney, 367
ultrafiltration, 431
ultra-high-pressure liquid
chromatography, 542
ultramicrotome, 412
ultra-performance liquid
chromatography (UPLC), 198
ultrasonication, 782
ultrasonography, 366
ultrasound, 194
ultrastructure, 411
unbiased data analysis, 798
uncompetitive inhibition, 825
unconjugated oestriol (uE3), 349
UNG (uracil N-glycosylase), 115
unified atom force fields, 619
UNIMOD database (protein
modifications for mass
spectrometry), 769
UniProt (database), 561, 663, 673,
746, 776
unit cell
atomic structure, 605
unpaired electron, 503
unpaired f-test, 716, 799
unrooted tree, 587
untargeted metabolomics, 787
untranslated region (UTR), 92, 742
unweighted distances, 590
UPGMA (unweighted pair group
method using arithmetic
average), 590
UPLC (ultra-performance liquid
chromatography), 198
upstream, 88
uracil, 75
uracil N-deglycosidase, 151
uracil N-glycosylase (UNG), 115
urr system, 87
UTR (untranslated region), 92
UV spectroscopy, 460
nucleic acid, 98, 462
protein, 461

vaccination, 256

vaccine production, 71

validation of molecular model, 625

valproic acid, 880

value (programming), 633, 641

van Deemter equation, 203

van der Waals interaction, 9, 617

van't Hoff plot, 822

vancomycin, 883

variable (programming), 633

variable number tandem repeat
(VNTR), 80

variance, 667, 707

variation, 32, 783

coefficient, 359, 707
Veber's rule, 875
vector, 120, 129
venipuncture, 347
Venter, J. Craig, 733
vertex, 739
vertical slab gel, 219
vertical tube rotor, 433
viability of cell, 305
vibrational transition, 456
and symmetry, 477
by IR absorption, 476
by light absorption, 476
video camera (as area detector),
387
Vioxx, 902
virial coefficient, 518
virion, 138
virtual screening, 889
virus
separation by centrifugation, 439
treatment with hyperimmune
serum, 284
virus entry, 404
visible light spectroscopy, 460
Visinin-like protein, 210
vitamin D3
(25-hydroxycholecalciferol), 347
Vizamyl™, 335
VNTR (variable number tandem
repeat), 80
void volume, 200
volcano plot, 800
voltage, 220
volumetric phase ratio, 201

walltime, 682

waste bioconversion, 71

wave technology, 168

waveguide, 529

wavelength, 455

wavenumber, 455

wave-particle duality, 505

Weblogo (software), 573

website design, 626

weight average molecular mass, 451

weighted parsimony, 591

West Nile fever, 284

Western blot, 154, 238, 279, 307

wheat germ agglutinin (WGA), 444

wheat germ extract, 153

whisker plot, 801

whiskers in box plot, 698

Whisky A Go-Go nightclub, 868

white blood cell, 299

whole mount, 388

whole-genome shotgun sequencing,
733

wide-field microscope, 396

Wiener index, 611

wild card (programming), 649

© in this web service Cambridge University Press & Assessment

www.cambridge.org



www.cambridge.org/9781316614761
www.cambridge.org

CAMBRIDGE

Cambridge University Press & Assessment

978-1-316-61476-1 — Wilson and Walker's Principles and Techniques of Biochemistry and Molecular Biology
Edited by Andreas Hofmann , Samuel Clokie

Index
More Information

Index

working cell bank, 265

X-gal (5-bromo-4-chloro-3-
indolyl-B-galactopyranoside),
133
XML (programming), 679
X-ray
definition, 317
X-ray crystallography, 605
single crystal, 838
X-ray free electron laser, 517
X-ray scattering, 520

yeast artificial chromosome (YAC), 141

yeast episomal plasmid (YEp),
143

yeast two-hybrid system, 163

yellow fluorescent protein (YFP),
410, 489, 492

YEp (yeast episomal plasmid), 143

YFP (yellow fluorescent protein),
410, 489, 492

yield, 214

Z (proton number), 315, 502
7'-factor, 894

Z-DNA, 77

zero-order kinetics, 815

Z-factor, 894

ZINC (database), 626,
882

ZipTip®, 768

zonal development, 199

zonal rotor, 432

zoo blotting, 105

Z-projection, 398, 405

Z-score, 696, 800

Z-stack, 397, 398

Z-transformation, 697, 800

zwitterion, 30, 232

zymogram, 236

zymolyase, 195
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