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Silencing, see Sir proteins and Telomeres
Sir proteins, 107, 110

SIR2, 115, 116, 366
SIR3, 115, 116, 366
SIR4, 115, 116, 366
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Skin cancer, 329, 343
Small-cell lung carcinoma, 321
Somatic hypermutation, 289–291, 297

no requirement for base-excision repair,
290

no requirement for homologous recombi-
nation, 290

potential role for mismatch repair, 291
role for error-prone DNA polymerase, 291

Structural Maintenance of Chromosome
(SMC) family, see Escherichia coli,
genes and proteins, sbcC; Saccharo-
myces cerevisiae, RAD50; Mamma-
lian genes/proteins, RAD50)

Telomeres, 359–375
addition, 222, 223
associated proteins, 222, 361, 363, 364, 368,

369
tankyrase, 368, 369
TIN2, 363
TRF1, 361, 363, 364, 368, 369
TRF2, 361, 364, 368

end-capping, 359, 367–369
replication, 360–362
shortening/length, 130, 155, 156, 165,

190, 255, 360, 361, 366–369
silencing/position effect, 366
t loops, 222, 361, 365
telomerase RNA subunit (mTR), 367

TFIIH, 382, 383
Topoisomerase, 3, 6

topoisomerase I, 6, 43
topoisomerase II, 3, 6, 43, 117

Transcription factors
AP-1, 51, 91, 93
ATF/CREB, 51
CtIP, 238, 245
DP1, 319, 321
E2F1, 319, 321
Fos, 51, 91–93
HIF , 51
Jun, 51, 91–93, 240
Myb, 51
NF B, 51

Transcriptional activation, 238–241
Transcription-coupled repair (TCR), 66, 67, 238,

241, 250, 251, 256, 330, 339, 340, 343
Translesion synthesis, 332, 334, 346
Translocations (chromosome), 112, 217, 279,

294, 295, 320, 330, 331, 339, 365, 367
Trichothiodystrophy (TTD), 330, 381, 383
Tumor suppressors, 138, 225, 226, 237–267, 330
Ty recombination, 112, 337, 338
UV-damage endonuclease (UVDE), 330, 336,

337, 343
UV-induced recombination, 329–357
V(D)J recombination, 55, 109, 138, 151, 214,

225, 269–313, 363, 364
V(D)J cleavage, 274–279
V(D)J joining, 280–286
Werner’s syndrome, see Mammalian WRN
Xenopus laevis, 46, 59, 69, 282
Xeroderma pigmentosum (see also Mamma-

lian XPA-XPG genes), 13, 64, 66,
330, 343, 381, 383

X-solvases, 8


