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328, 329

b

B-FIT analysis/method 131

Bacillus subtilis 12, 131, 338-339

baculovirus expression vector system (BEVS)
58-59

Baeyer—Villiger monoxygenase (BVMO)
129

Basic Local Alignment Search Tool (BLAST)
34

Bayesian approaches 35, 36

N-benzyl nicotinamide derivatives 172, 173

binders/anchors 77, 78, 215, 216, 219-222

biotin-4-fluorescein 227, 228

biotin—streptavidin technology 215-237

2,2"-bis(diphenylphosphino)-1,1"-binaphthyl
216

BM3 reductase domain (BMR)

Born approximation 367, 368

BOSS/MCPRO simulation program 408

bovid ribonuclease 30

bovine pancreatic trypsin inhibitor
409

branched PdR-PdX-P450cam-fusion (bRXC)
352

349, 350

408,

branching events 287
bulk emulsions 75-78
buried active sites 421-452

Burkholderia cepacia lipase 414
butanol transesterification reactions 9

c

C1 expression system 57-58

Caldariomyces fumago 58
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N-carbamyl-D-amino acid amidohydrolase
130

Carbohydrate-Active enZyme database 304

carbonic anhydrase 219

carbon—carbon bond cleavage 108

catalytic promiscuity 21, 22

catalytic selections 76, 77
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Diels-Alder reactions
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