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Programmed double-strand breaks, 326–328

V(D)J recombination, 327f
Prokaryotes, 5–6
prokaryotic siRNAs (psiRNA), 88
Proliferating cell nuclear antigen (PCNA), 208, 

258–259, 314, 414, 464, 645
modification, 499
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EF-DDT, 500
fork stability/restart by HR upon, 341–342
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Replication-initiation protein (Rep), 192
Replicative templates, 26
Repressive chromatin marks (RCM), 624f
Repressor/activator protein 1 (RAP1), 354, 359
Resistance genes (R-genes), 621–622
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Telomerase Cajal body protein 1 (TCAB1), 357
Telomerase reverse transcriptase (TERT), 354, 

355f
organization, 356–357

Telomerase RNA component (TERC), 354, 357
Telomere end binding protein α (TEBP α), 360
Telomere end binding protein β (TEBP β), 360
Telomere length homeostasis, 360–362

AA, 361
DC, 361
IPF, 361–362

Telomere loops (T-loop), 358
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Terminal deoxynucleotidyl transferase (TdT), 

330–331
Terminal transferase, 353–354
TERT. See Telomerase reverse transcriptase 

(TERT)
TERT N-terminal domain (TEN domain), 356
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