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142–145
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Nucleosome Chapter 3

– basic terminology 55–56
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dynamics 73–75
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– nucleosomal DNA, structure of 61–63

– protein DNA interactions, in
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– stability, in vitro determination of 64–66

Nucleotide excision repair (NER) 396, 397,
398–400, 544, 545

– kinetic model of 545
NXF1-p15 heterodimers 264

Open reading frames (ORFs) 2, 271, 314

Opposing classes of enzymes 93, 100
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Paired-end mapping (PEM) 8, 9
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Parental histone segregation 368
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PHD finger 98
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– ionic environment 171
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Poly(A) polymerase (PAP) 256

Poly(A)-binding protein (PABPN) 256, 271

Polyadenylated mRNA 255–256, 266

Polycomb (Pc) 326

Polycomb repressive complex 1 (PRC1) 381

Polycomb repressive complex 2
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Preinitiation complex (PIC) 282
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(PTCs) 259, 262

Progesterone receptor (PR) 125, 322
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(PASRs) 281, 313, 323–324

Protein phosphatase 1 (PP1) 293
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prp19/CDC5L complex 260

Pr-Set7 381

Pseudogenes 4–5
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Rad51 403, 497

Rad54 403

Random loop (RL) model 421, 540

Random-walk giant loop (RWGL) model 540

R-bands 224

– transcription and chromatin 282–283

– transcription initiation 282

Recombination, meiotic 494–500

– completion 495–497

– -independent pairing 512

– initiation 494–495

– modulation of 497–499

– temporal coordination with basic meiotic

stages 499–500
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Regulatory DNA elements 11
Repeat A (RepA) 327

Replication factor C (RFC) 374

Replication fork barriers (RFBs) 280

Replication protein A (RPA) 399, 403

Restrictive dermopathy 201

Retinoblastoma protein (Rb) 200

Retrotransposons 9–10

Ribonucleoprotein particles (RNPs) 261, 285

Ribosomal DNA (rDNA) 279, 280

– active 281, 283

– epigenetic mechanisms at 283–285

–– key players in epigenetic regulation

of 283–284

–– integration of extracellular signals

at 284–285

– inactive 281

Ribosome 284–288

RNA see also Messenger RNA (mRNA); Non-

coding RNAs (ncRNAs); Small interfering

RNAs (siRNAs)

– double-stranded RNA (dsRNA) 2

– dsRNA mapping 317

– eRNAs 337

– mapping untranslated regions on 3–4

– microRNAs (miRNAs) 2, 257, 311,

313–314, 354

– mRNA-containing RNPs (mRNPs)

260–261, 266, 272

– nuclear mRNA 264

– piRNAs, in animals 317–319

– piwi-interacting RNAs (piRNAs) 311, 312,

317–319, 354

– pre-messenger RNA (pre-mRNA) 256
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–– splicing 257–261, 258

– promoter RNAs (pRNAs) 281
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SENP3 293
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Serine/threonine kinase 271
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Small interfering RNAs (siRNAs) 311, 312,

317–319, 354
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314–317

– and miRNAs

–– transcriptional repression mediated

by 321–322

SMC-crosslinked chromatin network

model 469–472
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Snf2 family of proteins 112
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SP1 125
Spliceosome 260

Splicing factor 1 (SF1) 259
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Staufen 289

Steroid receptor RNA activator (SRA) 314
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Synaptonemal complex (SC) 491

Synthesis-dependent strand annealing
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–– duration of 245–246
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Transcription termination factor 1
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