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S
Scc1, 232
Separase, 231–232

SeqA, 346–347
Set8, 368
Sic1, 364
Single-stranded DNA-binding proteins (SSBs)

evolution, 432–434

poxvirus, 532
SirA, 353
Sister chromatid adhesion
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Sister chromatid adhesion (Continued.)
cohesin

acetylation, 227–228
attachment regions on genome, 224–226

coevolution of acetylation and Wapl-mediated
release from DNA, 230–231

CTCF recruitment and chromatin structure
effects, 225–226

loading onto DNA, 221, 223–224

removal from mitotic chromosomes, 229
separase cleavage, 231–232
sister chromatid adhesion role, 226–227
sororin stabilization, 228–229
structure, 220–222

Wapl in release from DNA, 229–230
double-strand break induction, 229
essential proteins, 227
overview, 219–220

prospects for study, 232–233
sororin role, 228–229

Six4, 280
Siz2, 300
Skp2, 314

Sld2, 7, 315, 365, 428
Sld3, 7, 85–86, 315, 365–367, 427
SLD7, 367
Smc3, 232
Sna41, 366

Soj, 353
Sororin, 228–229
S-phase

extended S-phase rationale, 138–139
human papillomavirus E7 and reentry induction,

473–474
progression regulation, 116–118
sister chromatid adhesion. See Sister chromatid

adhesion

SSBs. See Single-stranded DNA-binding proteins
Stn1, 213, 302
String, 406
SV40, replication overview, 187

T
Taz1, 296, 301
Tbf1, 298
Tel1, 297–298, 300–301
Telomerase

components, 295
recruitment, telomere extension, and length

homeostasis
mammals, 301–303
Saccharomyces cerevisiae, 298–300

Schizosaccharomyces pombe, 300–301
Telomere

components

mammals, 291–292, 294–295
Saccharomyces cerevisiae, 288–290, 293–294
Schizosaccharomyces pombe, 290, 294

history of study, 287–288

maintenance in break-induced replication, 51–52
replication. See also Telomerase

end resection, 297–298
prospects for study, 303
semiconservative replication, 296–297

Temporal transition region (TTR), 23, 122, 126, 128
Ten1, 213
TERRA, transcription, 294–295
TFAM, 452
Thymidine kinase, 504, 528

Timing. See Replication timing
Tin2, 294
Tlc1, 300
TLS. See Translesion synthesis

TopBP1, pre-initiation complex formation role,
87–88

Topoisomerase, vaccinia virus, 533
Tpp1, 294, 301–303
TPR1, 490–491

TPR2, 490–491
Translesion synthesis (TLS)

DNA damage-induced regulation of gene expression
in bacteria, 253

Escherichia coli

DNA polymerase II, 254, 257
DNA polymerase IV, 254, 257
DNA polymerase V orthologs, 256–257
early models, 254
ultraviolet mutagenesis model, 255

Umu protein characterization, 254, 256
polymerases

Archaea, 257–258
domain organization, 263

eukaryotes, 258–259
evolutionary conservation, 258–259
overview, 9, 251, 253
regulation, 261–262
structural insights and mutagenic specificity,

259–261
types, 252–253

prospects for study, 262, 264
replication fork rescue. See Replication fork rescue

Treslin/Ticrr, pre-initiation complex formation role, 88

Trf1, 294, 296
Trf2, 294, 298
TTR. See Temporal transition region
TWINKLE, mutation and disease, 329–331, 452

U
UmuC, 254, 258
UmuD0, 254
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UR1, 516
Uracil DNA glycosylase, 505, 531

V
Vaccinia virus. See Poxvirus

W
Wapl, 229–231
WEN. See Werner syndrome

Werner syndrome (WRN), 328
WSTF, 203

X
Xrs2, 297

Y
YabA, 354
Y-family polymerases. See Translesion synthesis

Index

561

This is a free sample of content from DNA Replication. 
Click here for more information or to buy the book.

© 2013 by Cold Spring Harbor Laboratory Press

http://cshlpress.com/tools/


This is a free sample of content from DNA Replication. 
Click here for more information or to buy the book.

© 2013 by Cold Spring Harbor Laboratory Press



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /All
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile ()
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000500044004600206587686353ef901a8fc7684c976262535370673a548c002000700072006f006f00660065007200208fdb884c9ad88d2891cf62535370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef653ef5728684c9762537088686a5f548c002000700072006f006f00660065007200204e0a73725f979ad854c18cea7684521753706548679c300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /DAN <>
    /DEU <>
    /ESP <>
    /FRA <>
    /ITA <>
    /JPN <>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020b370c2a4d06cd0d10020d504b9b0d1300020bc0f0020ad50c815ae30c5d0c11c0020ace0d488c9c8b85c0020c778c1c4d560002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken voor kwaliteitsafdrukken op desktopprinters en proofers. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /PTB <>
    /SUO <>
    /SVE <>
    /ENU (Use these settings to create Adobe PDF documents for quality printing on desktop printers and proofers.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /NA
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure true
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles true
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /NA
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /LeaveUntagged
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice




