Bibliography

Bibliography



Bibliography

Adorjan, P., Distler, J., Lipscher, E., Model, F., Muller, J., Pelet, C., Braun, A., Florl, A.
R., Gutig, D., Grabs, G., et al. (2002). Tumour class prediction and discovery by
microarray-based DNA methylation analysis. Nucleic Acids Res 30, e21.

Aggarwal, B. B., Shishodia, S., Ashikawa, K., and Bharti, A. C. (2002). The role of TNF
and its family members in inflammation and cancer: lessons from gene deletion.
Curr Drug Targets Inflamm Allergy 1, 327-341.

Aguado, B. M., C.M.; Campbell, R.D.; (1996). Genes of the MHC class lll region and the
functions of the proteins they encode, In HLA and MHC: Genes, Molecules and
Function, M. M. Browning, A.J., ed. (Bios Scientific Publishers Ltd, Oxford,
UK), pp. 34-45.

Alfonso, C., and Karlsson, L. (2000). Nonclassical MHC class |l molecules. Annu Rev
Immunol 78, 113-142.

Allis, C. D., Jenuwein, T., and Reinberg, D. (2007). Epigenetics (Cold Spring
Harbor, N.Y.: Cold Spring Harbor Laboratory Press).

Andersson, G., Larhammar, D., Widmark, E., Servenius, B., Peterson, P. A., and Rask,
(1987). Class Il genes of the human major histocompatibility complex.
Organization and evolutionary relationship of the DR beta genes. J Biol Chem
262, 8748-8758.

Androlewicz, M. J. (1999). The role of tapasin in MHC class | antigen assembly.
Immunol Res 20, 79-88.

Androlewicz, M. J., and Cresswell, P. (1994). Human transporters associated with

antigen processing possess a promiscuous peptide-binding site. Immunity 7, 7-
14.

Ballestar, E., Paz, M. F., Valle, L., Wei, S., Fraga, M. F., Espada, J., Cigudosa, J. C.,
Huang, T. H., and Esteller, M. (2003). Methyl-CpG binding proteins identify
novel sites of epigenetic inactivation in human cancer. Embo J 22, 6335-6345.

Ballestar, E., and Wolffe, A. P. (2001). Methyl-CpG-binding proteins. Targeting specific
gene repression. Eur J Biochem 268, 1-6.

Beck, S., Olek, A., and Walter, J. (1999). From genomics to epigenomics: a loftier view
of life. Nat Biotechnol 17, 1144.

Beck, S., and Rakyan, V. K. (2008). The methylome: approaches for global DNA
methylation profiling. Trends Genet 24, 231-237.

Beckmann, J. S., Estivill, X., and Antonarakis, S. E. (2007). Copy number variants and
genetic traits: closer to the resolution of phenotypic to genotypic variability. Nat
Rev Genet 8, 639-646.

Berger, S. L. (2007). The complex language of chromatin regulation during transcription.
Nature 447, 407-412.

160



Bibliography

Bernstein, B. E., Meissner, A., and Lander, E. S. (2007). The mammalian epigenome.
Cell 128, 669-681.

Bertone, P., Gerstein, M., and Snyder, M. (2005). Applications of DNA tiling arrays to
experimental genome annotation and regulatory pathway discovery.
Chromosome Res 13, 259-274.

Bestor, T. H. (2000). The DNA methyltransferases of mammals. Hum Mol Genet 9,
2395-2402.

Bibikova, M., Chudin, E., Wu, B., Zhou, L., Garcia, E. W., Liu, Y., Shin, S., Plaia, T. W.,
Auerbach, J. M., Arking, D. E., et al. (2006). Human embryonic stem cells have a
unique epigenetic signature. Genome Res 16, 1075-1083.

Bird, A. (2002). DNA methylation patterns and epigenetic memory. Genes Dev 16, 6-21.

Blanchet, O., Bourge, J. F., Zinszner, H., Israel, A., Kourilsky, P., Dausset, J., Degos, L.,
and Paul, P. (1992). Altered binding of regulatory factors to HLA class | enhancer
sequence in human tumor cell lines lacking class | antigen expression. Proc Natl
Acad Sci U S A 89, 3488-3492.

Blanchong, C. A., Chung, E. K., Rupert, K. L., Yang, Y., Yang, Z., Zhou, B., Moulds, J.
M., and Yu, C. Y. (2001). Genetic, structural and functional diversities of human
complement components C4A and C4B and their mouse homologues, Slp and
C4. Int Immunopharmacol 1, 365-392.

Boehm, U., Klamp, T., Groot, M., and Howard, J. C. (1997). Cellular responses to
interferon-gamma. Annu Rev Immunol 15, 749-795.

Brena, R. M., Huang, T. H., and Plass, C. (2006). Toward a human epigenome. Nat
Genet 38, 1359-1360.

Carrozza, M. J., Li, B., Florens, L., Suganuma, T., Swanson, S. K., Lee, K. K., Shia, W.
J., Anderson, S., Yates, J., Washburn, M. P., and Workman, J. L. (2005). Histone
H3 methylation by Set2 directs deacetylation of coding regions by Rpd3S to
suppress spurious intragenic transcription. Cell 123, 581-592.

Chang, C. C., Campoli, M., and Ferrone, S. (2003). HLA class | defects in malignant
lesions: what have we learned? Keio J Med 52, 220-229.

Chen, T., Hevi, S., Gay, F., Tsujimoto, N., He, T., Zhang, B., Ueda, Y., and Li, E. (2007).
Complete inactivation of DNMT1 leads to mitotic catastrophe in human cancer
cells. Nat Genet 39, 391-396.

Christman, J. K. (2002). 5-Azacytidine and 5-aza-2'-deoxycytidine as inhibitors of DNA
methylation: mechanistic studies and their implications for cancer therapy.
Oncogene 21, 5483-5495.

Christova, R., Jones, T., Wu, P. J., Bolzer, A., Costa-Pereira, A. P., Watling, D., Kerr, I.

M., and Sheer, D. (2007). P-STAT1 mediates higher-order chromatin remodelling
of the human MHC in response to IFNgamma. J Cell Sci 120, 3262-3270.

161



Bibliography

Chung, E. K, Yang, Y., Rennebohm, R. M., Lokki, M. L., Higgins, G. C., Jones, K. N.,
Zhou, B., Blanchong, C. A., and Yu, C. Y. (2002). Genetic sophistication of
human complement components C4A and C4B and RP-C4-CYP21-TNX (RCCX)
modules in the major histocompatibility complex. Am J Hum Genet 71, 823-837.

Clark, S. J., and Melki, J. (2002). DNA methylation and gene silencing in cancer: which
is the guilty party? Oncogene 21, 5380-5387.

Clark, S. J., Statham, A., Stirzaker, C., Molloy, P. L., and Frommer, M. (2006). DNA
methylation: bisulphite modification and analysis. Nat Protoc 71, 2353-2364.

Coombes, M. M., Briggs, K. L., Bone, J. R., Clayman, G. L., EI-Naggar, A. K., and Dent,
S. Y. (2003). Resetting the histone code at CDKN2A in HNSCC by inhibition of
DNA methylation. Oncogene 22, 8902-8911.

Costa, F. F. (2005). Non-coding RNAs: new players in eukaryotic biology. Gene 357, 83-
94.

Cross, S. H., and Bird, A. P. (1995). CpG islands and genes. Curr Opin Genet Dev 5,
309-314.

Culina, S., Lauvau, G., Gubler, B., and van Endert, P. M. (2004). Calreticulin promotes
folding of functional human leukocyte antigen class | molecules in vitro. J Biol
Chem 279, 54210-54215.

de Bakker, P. |., McVean, G., Sabeti, P. C., Miretti, M. M., Green, T., Marchini, J., Ke,
X., Monsuur, A. J., Whittaker, P., Delgado, M., et al. (2006). A high-resolution
HLA and SNP haplotype map for disease association studies in the extended
human MHC. Nat Genet 38, 1166-1172.

de Visser, K. E., Eichten, A., and Coussens, L. M. (2006). Paradoxical roles of the
immune system during cancer development. Nat Rev Cancer 6, 24-37.

Dejardin, E., Deregowski, V., Greimers, R., Cai, Z., Chouaib, S., Merville, M. P., and
Bours, V. (1998). Regulation of major histocompatibility complex class |
expression by NF-kappaB-related proteins in breast cancer cells. Oncogene 76,
3299-3307.

Dekker, J., Rippe, K., Dekker, M., and Kleckner, N. (2002). Capturing chromosome
conformation. Science 295, 1306-1311.

Dhami, P., Coffey, A. J., Abbs, S., Vermeesch, J. R., Dumanski, J. P., Woodward, K. J.,
Andrews, R. M., Langford, C., and Vetrie, D. (2005). Exon array CGH: detection
of copy-number changes at the resolution of individual exons in the human
genome. Am J Hum Genet 76, 750-762.

Dovhey, S. E., Ghosh, N. S., and Wright, K. L. (2000). Loss of interferon-gamma

inducibility of TAP1 and LMP2 in a renal cell carcinoma cell line. Cancer Res 60,
5789-5796.

162



Bibliography

Down, T. A., Rakyan, V. K., Turner, D. J., Flicek, P., Li, H., Kulesha, E., Graf, S.,
Johnson, N., Herrero, J., Tomazou, E. M. et al. (2008). A Bayesian
deconvolution strategy for immunoprecipitation-based DNA methylome analysis.
Nat Biotechnol 26, 779-785.

Dumitru, C. D., Ceci, J. D., Tsatsanis, C., Kontoyiannis, D., Stamatakis, K., Lin, J. H.,
Patriotis, C., Jenkins, N. A., Copeland, N. G., Kollias, G., and Tsichlis, P. N.
(2000). TNF-alpha induction by LPS is regulated posttranscriptionally via a
Tpl2/ERK-dependent pathway. Cell 103, 1071-1083.

Eckhardt, F., Lewin, J., Cortese, R., Rakyan, V. K., Attwood, J., Burger, M., Burton, J.,
Cox, T. V., Davies, R., Down, T. A,, et al. (2006). DNA methylation profiling of
human chromosomes 6, 20 and 22. Nat Genet 38, 1378-1385.

Eden, A., Gaudet, F., Waghmare, A., and Jaenisch, R. (2003). Chromosomal instability
and tumors promoted by DNA hypomethylation. Science 300, 455.

Ehrlich, M., Gama-Sosa, M. A., Huang, L. H., Midgett, R. M., Kuo, K. C., McCune, R.
A., and Gehrke, C. (1982). Amount and distribution of 5-methylcytosine in
human DNA from different types of tissues of cells. Nucleic Acids Res 10, 2709-
2721.

Estecio, M. R., Yan, P. S., Ibrahim, A. E., Tellez, C. S., Shen, L., Huang, T. H., and Issa,
J. P. (2007). High-throughput methylation profiling by MCA coupled to CpG
island microarray. Genome Res 17, 1529-1536.

Fahrner, J. A., Eguchi, S., Herman, J. G., and Baylin, S. B. (2002). Dependence of
histone modifications and gene expression on DNA hypermethylation in cancer.
Cancer Res 62, 7213-7218.

Falvo, J. V., Brinkman, B. M., Tsytsykova, A. V., Tsai, E. Y., Yao, T. P., Kung, A. L.,
and Goldfeld, A. E. (2000). A stimulus-specific role for CREB-binding protein
(CBP) in T cell receptor-activated tumor necrosis factor alpha gene expression.
Proc Natl Acad Sci U S A 97, 3925-3929.

Falvo, J. V., Uglialoro, A. M., Brinkman, B. M., Merika, M., Parekh, B. S., Tsai, E. Y.,
King, H. C., Morielli, A. D., Peralta, E. G., Maniatis, T., et al. (2000). Stimulus-
specific assembly of enhancer complexes on the tumor necrosis factor alpha
gene promoter. Mol Cell Biol 20, 2239-2247.

Farthing, C. R., Ficz, G., Ng, R. K., Chan, C. F., Andrews, S., Dean, W., Hemberger, M.,
and Reik, W. (2008). Global mapping of DNA methylation in mouse promoters
reveals epigenetic reprogramming of pluripotency genes. PLoS Genet 4,
e1000116.

Feinberg, A. P. (2004). The epigenetics of cancer etiology. Semin Cancer Biol 74, 427-
432.

Feinberg, A. P. (2008). Epigenetics at the epicenter of modern medicine. Jama 299,
1345-1350.

163



Bibliography

Fellay, J., Shianna, K. V., Ge, D., Colombo, S., Ledergerber, B., Weale, M., Zhang, K.,
Gumbs, C., Castagna, A., Cossarizza, A., et al. (2007). A whole-genome
association study of major determinants for host control of HIV-1. Science 377,
944-947.

Fiegler, H., Redon, R., Andrews, D., Scott, C., Andrews, R., Carder, C., Clark, R.,
Dovey, O., Ellis, P., Feuk, L., et al. (2006). Accurate and reliable high-throughput
detection of copy number variation in the human genome. Genome Res 176,
1566- 1574.

Finnegan, E. J., and Kovac, K. A. (2000). Plant DNA methyltransferases. Plant Mol Biol
43, 189-201.

Flanagan, J. M., Popendikyte, V., Pozdniakovaite, N., Sobolev, M., Assadzadeh, A,,
Schumacher, A., Zangeneh, M., Lau, L., Virtanen, C., Wang, S. C., and Petronis,
A. (2006). Intra- and interindividual epigenetic variation in human germ cells. Am
J Hum Genet 79, 67-84.

Flutter, B., and Gao, B. (2004). MHC class | antigen presentation--recently trimmed and
well presented. Cell Mol Immunol 7, 22-30.

Fonsatti, E., Nicolay, H. J., Sigalotti, L., Calabro, L., Pezzani, L., Colizzi, F., Altomonte,
M., Guidoboni, M., Marincola, F. M., and Maio, M. (2007). Functional up-
regulation of human leukocyte antigen class | antigens expression by 5-aza-2'-
deoxycytidine in cutaneous melanoma: immunotherapeutic implications. Clin
Cancer Res 13, 3333-3338.

Fonsatti, E., Sigalotti, L., Coral, S., Colizzi, F., Altomonte, M., and Maio, M. (2003).
Methylation-regulated expression of HLA class | antigens in melanoma. Int J
Cancer 105, 430-431; author reply 432-433.

Fraga, M. F., Ballestar, E., Paz, M. F., Ropero, S., Setien, F., Ballestar, M. L., Heine-
Suner, D., Cigudosa, J. C., Urioste, M., Benitez, J., et al. (2005). Epigenetic
differences arise during the lifetime of monozygotic twins. Proc Natl Acad Sci U
S A 102, 10604-10609.

Frigola, J., Song, J., Stirzaker, C., Hinshelwood, R. A., Peinado, M. A., and Clark, S. J.
(2006). Epigenetic remodeling in colorectal cancer results in coordinate gene
suppression across an entire chromosome band. Nat Genet 38, 540-549.

Frommer, M., McDonald, L. E., Millar, D. S., Collis, C. M., Watt, F., Grigg, G. W., Molloy,
P. L., and Paul, C. L. (1992). A genomic sequencing protocol that yields a

positive display of 5-methylcytosine residues in individual DNA strands. Proc
Natl Acad Sci U S A 89, 1827-1831.

Futscher, B. W., Oshiro, M. M., Wozniak, R. J., Holtan, N., Hanigan, C. L., Duan, H.,
and Domann, F. E. (2002). Role for DNA methylation in the control of cell type
specific maspin expression. Nat Genet 37, 175-179.

Gaczynska, M., Rock, K. L., and Goldberg, A. L. (1993). Role of proteasomes in antigen
presentation. Enzyme Protein 47, 354-369.

164



Bibliography

Gal-Yam, E. N., Saito, Y., Egger, G., and Jones, P. A. (2008). Cancer epigenetics:
modifications, screening, and therapy. Annu Rev Med 59, 267-280.

Garbi, N., Hammerling, G., and Tanaka, S. (2007). Interaction of ERp57 and tapasin in
the generation of MHC class I-peptide complexes. Curr Opin Immunol 79, 99-
105.

Garbi, N., Tanaka, S., Momburg, F., and Hammerling, G. J. (2006). Impaired assembly
of the major histocompatibility complex class | peptide-loading complex in mice
deficient in the oxidoreductase ERp57. Nat Immunol 7, 93-102.

Garcia-Lora, A., Algarra, I., and Garrido, F. (2003). MHC class | antigens, immune
surveillance, and tumor immune escape. J Cell Physiol 195, 346-355.

Gentleman, R. C., Carey, V. J., Bates, D. M., Bolstad, B., Dettling, M., Dudoit, S., Ellis,
B., Gautier, L., Ge, Y., Gentry, J., et al. (2004). Bioconductor: open software
development for computational biology and bioinformatics. Genome Biol 5, R80.

Geraghty, D. E. (1993). Structure of the HLA class | region and expression of its resident
genes. Curr Opin Immunol 5, 3-7.

Gitan, R. S., Shi, H., Chen, C. M., Yan, P. S., and Huang, T. H. (2002). Methylation-
specific oligonucleotide microarray: a new potential for high-throughput
methylation analysis. Genome Res 712, 158-164.

Gleimer, M., and Parham, P. (2003). Stress management: MHC class | and class I-like
molecules as reporters of cellular stress. Immunity 79, 469-477.

Glynne, R., Powis, S. H., Beck, S., Kelly, A., Kerr, L. A., and Trowsdale, J. (1991). A
proteasome-related gene between the two ABC transporter loci in the class Il
region of the human MHC. Nature 353, 357-360.

Goll, M. G., and Bestor, T. H. (2005). Eukaryotic cytosine methyltransferases. Annu Rev
Biochem 74, 481-514.

Grandjean, V., Yaman, R., Cuzin, F., and Rassoulzadegan, M. (2007). Inheritance of an
Epigenetic Mark: The CpG DNA Methyltransferase 1 Is Required for De Novo
Establishment of a Complex Pattern of Non-CpG Methylation. PLoS ONE 2,
e1136.

Groothuis, T. A., Griekspoor, A. C., Neijssen, J. J., Herberts, C. A., and Neefjes, J. J.
(2005). MHC class | alleles and their exploration of the antigen-processing
machinery. Immunol Rev 207, 60-76.

Gruss, H. J., and Dower, S. K. (1995). The TNF ligand superfamily and its relevance for
human diseases. Cytokines Mol Ther 1, 75-105.

Hatchwell, E., and Greally, J. M. (2007). The potential role of epigenomic dysregulation
in complex human disease. Trends Genet 23, 588-595.

165



Bibliography

Held, W., and Mariuzza, R. A. (2008). Cis interactions of immunoreceptors with MHC
and non-MHC ligands. Nat Rev Immunol 8, 269-278.

Hellman, A., and Chess, A. (2007). Gene body-specific methylation on the active X
chromosome. Science 375, 1141-1143.

Hewitt, E. W. (2003). The MHC class | antigen presentation pathway: strategies for viral
immune evasion. Immunology 770, 163-169.

Hinshelwood, R. A., Huschtscha, L. I., Melki, J., Stirzaker, C., Abdipranoto, A., Vissel,
B., Ravasi, T., Wells, C. A., Hume, D. A., Reddel, R. R., and Clark, S. J. (2007).
Concordant epigenetic silencing of transforming growth factor-beta signaling
pathway genes occurs early in breast carcinogenesis. Cancer Res 67, 11517-
11527.

Hoffmann, A. A., and Willi, Y. (2008). Detecting genetic responses to environmental
change. Nat Rev Genet 9, 421-432.

Hoheisel, J. D. (2006). Microarray technology: beyond transcript profiling and genotype
analysis. Nat Rev Genet 7, 200-210.

Holliday, R., and Pugh, J. E. (1975). DNA modification mechanisms and gene activity
during development. Science 187, 226-232.

Holmer, L., and Worman, H. J. (2001). Inner nuclear membrane proteins: functions and
targeting. Cell Mol Life Sci 58, 1741-1747.

Horton, R., Gibson, R., Coggill, P., Miretti, M., Allcock, R. J., Almeida, J., Forbes, S.,
Gilbert, J. G., Halls, K., Harrow, J. L., et al. (2008). Variation analysis and gene
annotation of eight MHC haplotypes: the MHC Haplotype Project.
Immunogenetics 60, 1-18.

Horton, R., Wilming, L., Rand, V., Lovering, R. C., Bruford, E. A., Khodiyar, V. K.,
Lush, M. J., Povey, S., Talbot, C. C., Jr., Wright, M. W, et al. (2004). Gene map
of the extended human MHC. Nat Rev Genet 5, 889-899.

Hubbard, T. J., Aken, B. L., Beal, K., Ballester, B., Caccamo, M., Chen, Y., Clarke, L.,
Coates, G., Cunningham, F., Cutts, T., et al. (2007). Ensembl 2007. Nucleic
Acids Res 35, D610-617.

Hughes, E. A., Hammond, C., and Cresswell, P. (1997). Misfolded major
histocompatibility complex class | heavy chains are translocated into the
cytoplasm and degraded by the proteasome. Proc Natl Acad Sci U S A 94, 1896-
1901.

lllingworth, R., Kerr, A., Desousa, D., Jorgensen, H., Ellis, P., Stalker, J., Jackson, D.,
Clee, C., Plumb, R., Rogers, J., et al. (2008). A novel CpG island set identifies
tissue-specific methylation at developmental gene loci. PLoS Biol 6, e22.

166



Bibliography

Jaenisch, R., and Bird, A. (2003). Epigenetic regulation of gene expression: how the
genome integrates intrinsic and environmental signals. Nat Genet 33 Suppl, 245-
254,

Jiang, Z., Tang, H., Ventura, M., Cardone, M. F., Marques-Bonet, T., She, X., Pevzner,
P. A.,, and Eichler, E. E. (2007). Ancestral reconstruction of segmental
duplications reveals punctuated cores of human genome evolution. Nat Genet
39, 1361-1368.

Johnsen, A., France, J., Sy, M. S., and Harding, C. V. (1998). Down-regulation of the
transporter for antigen presentation, proteasome subunits, and class | major
histocompatibility complex in tumor cell lines. Cancer Res 58, 3660-3667.

Johnson, D. R. (2003). Locus-specific constitutive and cytokine-induced HLA class |
gene expression. J Immunol 770, 1894-1902.

Johnson, D. R., and Pober, J. S. (1994). HLA class | heavy-chain gene promoter
elements mediating synergy between tumor necrosis factor and interferons. Mol
Cell Biol 14, 1322-1332.

Jones, P. A., and Baylin, S. B. (2002). The fundamental role of epigenetic events in
cancer. Nat Rev Genet 3, 415-428.

Jones, P. A., and Martienssen, R. (2005). A blueprint for a Human Epigenome Project:
the AACR Human Epigenome Workshop. Cancer Res 65, 11241-11246.

Jones, P. A., and Taylor, S. M. (1980). Cellular differentiation, cytidine analogs and
DNA methylation. Cell 20, 85-93.

Kaminskas, E., Farrell, A., Abraham, S., Baird, A., Hsieh, L. S., Lee, S. L., Leighton, J.
K., Patel, H., Rahman, A., Sridhara, R., et al. (2005). Approval summary:
azacitidine for treatment of myelodysplastic syndrome subtypes. Clin Cancer Res
11, 3604-3608.

Kantarjian, H., Oki, Y., Garcia-Manero, G., Huang, X., O'Brien, S., Cortes, J., Faderl, S.,
Bueso-Ramos, C., Ravandi, F., Estrov, Z., et al. (2007). Results of a randomized
study of 3 schedules of low-dose decitabine in higher-risk myelodysplastic
syndrome and chronic myelomonocytic leukemia. Blood 709, 52-57.

Kauppi, L., Stumpf, M. P., and Jeffreys, A. J. (2005). Localized breakdown in linkage
disequilibrium does not always predict sperm crossover hot spots in the human
MHC class Il region. Genomics 86, 13-24.

Kelly, A., Powis, S. H., Kerr, L. A., Mockridge, I., Elliott, T., Bastin, J., Uchanska-
Ziegler, B., Ziegler, A., Trowsdale, J., and Townsend, A. (1992). Assembly and
function of the two ABC transporter proteins encoded in the human major
histocompatibility complex. Nature 355, 641-644.

Kerkel, K., Spadola, A., Yuan, E., Kosek, J., Jiang, L., Hod, E., Li, K., Murty, V. V.,
Schupf, N., Vilain, E., et al. (2008). Genomic surveys by methylation-sensitive

167



Bibliography

SNP analysis identify sequence-dependent allele-specific DNA methylation. Nat
Genet 40, 904-908.

Keshet, I., Schlesinger, Y., Farkash, S., Rand, E., Hecht, M., Segal, E., Pikarski, E.,
Young, R. A., Niveleau, A., Cedar, H., and Simon, I. (2006). Evidence for an
instructive mechanism of de novo methylation in cancer cells. Nat Genet 38, 149-
153.

Khan, A. N., Gregorie, C. J., and Tomasi, T. B. (2008). Histone deacetylase inhibitors
induce TAP, LMP, Tapasin genes and MHC class | antigen presentation by
melanoma cells. Cancer Immunol Immunother 57, 647-654.

Khulan, B., Thompson, R. F., Ye, K., Fazzari, M. J., Suzuki, M., Stasiek, E., Figueroa,
M. E., Glass, J. L., Chen, Q., Montagna, C., et al. (2006). Comparative
isoschizomer profiling of cytosine methylation: the HELP assay. Genome Res 16,
1046-1055.

Kiberstis, R. (2002). It's not Just the Genes. Science 296, 685.

Kienast, A., Preuss, M., Winkler, M., and Dick, T. P. (2007). Redox regulation of peptide
receptivity of major histocompatibility complex class | molecules by ERp57 and
tapasin. Nat Immunol 8, 864-872.

Kioussis, D. (2005). Gene regulation: kissing chromosomes. Nature 435, 579-580.

Klose, R. J., and Bird, A. P. (2006). Genomic DNA methylation: the mark and its
mediators. Trends Biochem Sci 37, 89-97.

Kouzarides, T. (2007). Chromatin modifications and their function. Cell 128, 693-705.

Lander, E. S., and Schork, N. J. (1994). Genetic dissection of complex traits. Science
265, 2037-2048.

Lauvau, G., Gubler, B., Cohen, H., Daniel, S., Caillat-Zucman, S., and van Endert, P. M.
(1999). Tapasin enhances assembly of transporters associated with antigen
processing-dependent and -independent peptides with HLA-A2 and HLA-B27
expressed in insect cells. J Biol Chem 274, 31349-31358.

Lawlor, D. A., Warren, E., Ward, F. E., and Parham, P. (1990). Comparison of class |
MHC alleles in humans and apes. Immunol Rev 113, 147-185.

Le Bouteiller, P. (1994). HLA class | chromosomal region, genes, and products: facts
and questions. Crit Rev Immunol 74, 89-129.

Lechler, R. Warrens, A.; (2000). HLA in Health and Disease, second edn: Academic
Press).

Lehner, P. J., and Trowsdale, J. (1998). Antigen presentation: coming out gracefully.
Curr Biol 8, R605-608.

168



Bibliography

Lewin, J., Schmitt, A. O., Adorjan, P., Hildmann, T., and Piepenbrock, C. (2004).
Quantitative DNA methylation analysis based on four-dye trace data from direct
sequencing of PCR amplificates. Bioinformatics 20, 3005-3012.

Lewis, A., and Murrell, A. (2004). Genomic imprinting: CTCF protects the boundaries.
Curr Biol 14, R284-286.

Li, L. H., Olin, E. J., Buskirk, H. H., and Reineke, L. M. (1970). Cytotoxicity and mode
of action of 5-azacytidine on L1210 leukemia. Cancer Res 30, 2760-2769.

Lippman, Z., Gendrel, A. V., Black, M., Vaughn, M. W., Dedhia, N., McCombie, W. R,,
Lavine, K., Mittal, V., May, B., Kasschau, K. D., et al. (2004). Role of
transposable elements in heterochromatin and epigenetic control. Nature 430,
471-476.

Lister, R., O'Malley, R. C., Tonti-Filippini, J., Gregory, B. D., Berry, C. C., Millar, A. H.,
and Ecker, J. R. (2008). Highly integrated single-base resolution maps of the
epigenome in Arabidopsis. Cell 133, 523-536.

Loke, Y. W., and King, A. (1991). Recent developments in the human maternal-fetal
immune interaction. Curr Opin Immunol 3, 762-766.

Lynch, M., and Conery, J. S. (2000). The evolutionary fate and consequences of
duplicate genes. Science 290, 1151-1155.

Maio, M., Coral, S., Fratta, E., Altomonte, M., and Sigalotti, L. (2003). Epigenetic targets
for immune intervention in human malignancies. Oncogene 22, 6484-6488.

Manning, J., Indrova, M., Lubyova, B., Pribylova, H., Bieblova, J., Hejnar, J., Simova, J.,
Jandlova, T., Bubenik, J., and Reinis, M. (2008). Induction of MHC class |
molecule cell surface expression and epigenetic activation of antigen-processing
machinery components in a murine model for human papilloma virus 16-
associated tumours. Immunology 7123, 218-227.

Marsh, S. G. E., Parham, P and Barber, L.D. (2000). The HLA factsbook (San Diego,
California: Academic Press).

Marx, K. A., Allen, J. R., and Hearst, J. E. (1976). Characterization of the repetitious
human DNA families. Biochim Biophys Acta 425, 129-147.

Maston, G. A., Evans, S. K., and Green, M. R. (2006). Transcriptional regulatory
elements in the human genome. Annu Rev Genomics Hum Genet 7, 29-59.

McDevitt, H., Munson, S., Ettinger, R., and Wu, A. (2002). Multiple roles for tumor
necrosis factor-alpha and lymphotoxin alpha/beta in immunity and autoimmunity.
Arthritis Res 4 Suppl 3, S141-152.

Meissner, A., Gnirke, A., Bell, G. W., Ramsahoye, B., Lander, E. S., and Jaenisch, R.

(2005). Reduced representation bisulfite sequencing for comparative high-
resolution DNA methylation analysis. Nucleic Acids Res 33, 5868-5877.

169



Bibliography

Meissner, A., Mikkelsen, T. S., Gu, H., Wernig, M., Hanna, J., Sivachenko, A., Zhang,
X., Bernstein, B. E., Nusbaum, C., Jaffe, D. B, et al. (2008). Genome-scale DNA
methylation maps of pluripotent and differentiated cells. Nature.

Meissner, M., Reichert, T. E., Kunkel, M., Gooding, W., Whiteside, T. L., Ferrone, S.,
and Seliger, B. (2005). Defects in the human leukocyte antigen class | antigen
processing machinery in head and neck squamous cell carcinoma: association
with clinical outcome. Clin Cancer Res 711, 2552-2560.

Mendel, G. (1950). Gregor Mendel's letters to Carl Nageli, 1866-1873. Genetics 35, 1-
29.

Mendenhall, E. M., and Bernstein, B. E. (2008). Chromatin state maps: new
technologies, new insights. Curr Opin Genet Dev 78, 109-115.

Mockler, T. C., Chan, S., Sundaresan, A., Chen, H., Jacobsen, S. E., and Ecker, J. R.
(2005). Applications of DNA tiling arrays for whole-genome analysis. Genomics
85, 1-15.

Mohn, F., Weber, M., Rebhan, M., Roloff, T. C., Richter, J., Stadler, M. B., Bibel, M.,
and Schubeler, D. (2008). Lineage-Specific Polycomb Targets and De Novo DNA
Methylation Define Restriction and Potential of Neuronal Progenitors. Mol Cell.

Morris, A. C., Beresford, G. W., Mooney, M. R., and Boss, J. M. (2002). Kinetics of a
gamma interferon response: expression and assembly of CIITA promoter IV and
inhibition by methylation. Mol Cell Biol 22, 4781-4791.

Mungall, A. J., Palmer, S. A., Sims, S. K., Edwards, C. A., Ashurst, J. L., Wilming, L.,
Jones, M. C., Horton, R., Hunt, S. E., Scott, C. E., et al. (2003). The DNA
sequence and analysis of human chromosome 6. Nature 425, 805-811.

Murrell, A., Heeson, S., Cooper, W. N., Douglas, E., Apostolidou, S., Moore, G. E,,
Maher, E. R., and Reik, W. (2004). An association between variants in the IGF2
gene and Beckwith-Wiedemann syndrome: interaction between genotype and
epigenotype. Hum Mol Genet 13, 247-255.

Murrell, A., Rakyan, V. K., and Beck, S. (2005). From genome to epigenome. Hum Mol
Genet 14 Spec No 1, R3-R10.

Murrell, A., Heeson, S., and Reik, W. (2004). Interaction between differentially
methylated regions partitions the imprinted genes Igf2 and H19 into parent-
specific chromatin loops. Nat Genet 36, 889-893.

Nejentsev, S., Howson, J. M., Walker, N. M., Szeszko, J., Field, S. F., Stevens, H. E,,
Reynolds, P., Hardy, M., King, E., Masters, J., et al. (2007). Localization of type
1 diabetes susceptibility to the MHC class | genes HLA-B and HLA-A. Nature
450, 887-892.

Neumann, R., and Jeffreys, A. J. (2006). Polymorphism in the activity of human

crossover hotspots independent of local DNA sequence variation. Hum Mol
Genet 15, 1401-1411.

170



Bibliography

Nguyen, C. T., Weisenberger, D. J., Velicescu, M., Gonzales, F. A., Lin, J. C., Liang, G.,
and Jones, P. A. (2002). Histone H3-lysine 9 methylation is associated with
aberrant gene silencing in cancer cells and is rapidly reversed by 5-aza-2'-
deoxycytidine. Cancer Res 62, 6456-6461.

Nie, Y., Yang, G., Song, Y., Zhao, X., So, C., Liao, J., Wang, L. D., and Yang, C. S.
(2001). DNA hypermethylation is a mechanism for loss of expression of the HLA
class | genes in human esophageal squamous cell carcinomas. Carcinogenesis
22, 1615-1623.

Novik, K. L., Nimmrich, |., Genc, B., Maier, S., Piepenbrock, C., Olek, A., and Beck, S.
(2002). Epigenomics: genome-wide study of methylation phenomena. Curr
Issues Mol Biol 4, 111-128.

Oberley, M. J., Tsao, J., Yau, P., and Farnham, P. J. (2004). High-throughput screening
of chromatin immunoprecipitates using CpG-island microarrays. Methods
Enzymol 376, 315-334.

Ohmori, Y., and Hamilton, T. A. (1995). The interferon-stimulated response element and
a kappa B site mediate synergistic induction of murine IP-10 gene transcription
by IFN-gamma and TNF-alpha. J Immunol 154, 5235-5244.

Ottaviani, D., Lever, E., Takousis, P., and Sheer, D. (2008). Anchoring the genome.
Genome Biol 9, 201.

Ottaviani, D. L., E.; Mitter, R.; Jones, T.; Forshew, T.; Tomazou, EM.; Rakyan, VR;
Beck, S.; Krawetz, SA.; Platts, AE.; Segarane, B.; Sheer, D. (2008). Recruitment
of Genome Anchors to the Nuclear Matrix: a Novel Mechanism for Regulationg
Expression of the Human MHC?

Pamer, E., and Cresswell, P. (1998). Mechanisms of MHC class I--restricted antigen
processing. Annu Rev Immunol 716, 323-358.

Parham, P. (1996). Immunology: keeping mother at bay. Curr Biol 6, 638-641.

Parham, P. (2005). MHC class | molecules and KIRs in human history, health and
survival. Nat Rev Immunol 5, 201-214.

Pattenden, S. G., Klose, R., Karaskov, E., and Bremner, R. (2002). Interferon-gamma-
induced chromatin remodeling at the CIITA locus is BRG1 dependent. Embo J
21, 1978-1986.

Qiu, J. (2006). Epigenetics: unfinished symphony. Nature 441, 143-145.

Rakyan, V., Down, T., Thorne, N., Flicek, P., Kulesha, E., Graf, S., Tomazou, E.,
Backdahl, L., Johnson, N., Herberth, M., et al. (2008). An integrated resource for
genome-wide identification and analysis of human tissue-specific differentially
methylated regions (tDMRs). Genome Res.

Rakyan, V. K., and Beck, S. (2006). Epigenetic variation and inheritance in mammals.

Curr Opin Genet Dev 16, 573-577.

171



Bibliography

Rakyan, V. K., Hildmann, T., Novik, K. L., Lewin, J., Tost, J., Cox, A. V., Andrews, T.
D., Howe, K. L., Otto, T., Olek, A., et al. (2004). DNA methylation profiling of
the human major histocompatibility complex: a pilot study for the human
epigenome project. PLoS Biol 2, e405.

Ramsahoye, B. H., Biniszkiewicz, D., Lyko, F., Clark, V., Bird, A. P., and Jaenisch, R.
(2000). Non-CpG methylation is prevalent in embryonic stem cells and may be
mediated by DNA methyltransferase 3a. Proc Natl Acad Sci U S A 97, 5237-
5242.

Raval, A., Tanner, S. M., Byrd, J. C., Angerman, E. B., Perko, J. D., Chen, S. S,,
Hackanson, B., Grever, M. R., Lucas, D. M., Matkovic, J. J., et al. (2007).
Downregulation of death-associated protein kinase 1 (DAPK1) in chronic
lymphocytic leukemia. Cell 729, 879-890.

Redon, R., Ishikawa, S., Fitch, K. R., Feuk, L., Perry, G. H., Andrews, T. D., Fiegler, H.,
Shapero, M. H., Carson, A. R., Chen, W., et al. (2006). Global variation in copy
number in the human genome. Nature 444, 444-454,

Reik, W., Dean, W., and Walter, J. (2001). Epigenetic reprogramming in mammalian
development. Science 293, 1089-1093.

Reinders, J., Delucinge Vivier, C., Theiler, G., Chollet, D., Descombes, P., and
Paszkowski, J. (2008). Genome-wide, high-resolution DNA methylation profiling
using bisulfite-mediated cytosine conversion. Genome Res 718, 469-476.

Repsilber, D., and Ziegler, A. (2005). Two-color microarray experiments. Technology
and sources of variance. Methods Inf Med 44, 400-404.

Richards, E. J. (2008). Population epigenetics. Curr Opin Genet Dev 18, 221-226.

Riggs, A. D. (1975). X inactivation, differentiation, and DNA methylation. Cytogenet
Cell Genet 14, 9-25.

Rioux, J. D., and Abbas, A. K. (2005). Paths to understanding the genetic basis of
autoimmune disease. Nature 435, 584-589.

Robertson, K. D. (2005). DNA methylation and human disease. Nat Rev Genet 6, 597-
610.

Robinson, J., Waller, M. J., Parham, P., de Groot, N., Bontrop, R., Kennedy, L. J.,
Stoehr, P., and Marsh, S. G. (2003). IMGT/HLA and IMGT/MHC: sequence
databases  for the study of the major histocompatibility complex. Nucleic
Acids Res 37, 311- 314.

Rodin, S. N., and Riggs, A. D. (2003). Epigenetic silencing may aid evolution by gene
duplication. J Mol Evol 56, 718-729.

Rohn, W. M., Lee, Y. J., and Benveniste, E. N. (1996). Regulation of class || MHC
expression. Crit Rev Immunol 76, 311-330.

172



Bibliography

Rollins, R. A., Haghighi, F., Edwards, J. R., Das, R., Zhang, M. Q., Ju, J., and Bestor, T.
H. (2006). Large-scale structure of genomic methylation patterns. Genome Res
16, 157-163.

Rolls, M. M., Stein, P. A., Taylor, S. S., Ha, E., McKeon, F., and Rapoport, T. A. (1999).
A visual screen of a GFP-fusion library identifies a new type of nuclear envelope
membrane protein. J Cell Biol 146, 29-44.

Romero, J. M., Jimenez, P., Cabrera, T., Cozar, J. M., Pedrinaci, S., Tallada, M.,
Garrido, F., and Ruiz-Cabello, F. (2005). Coordinated downregulation of the
antigen presentation machinery and HLA class I/beta2-microglobulin complex is
responsible for HLA-ABC loss in bladder cancer. Int J Cancer 713, 605-610.

Roschke, A. V., Tonon, G., Gehlhaus, K. S., McTyre, N., Bussey, K. J., Lababidi, S.,
Scudiero, D. A., Weinstein, J. N., and Kirsch, |. R. (2003). Karyotypic complexity
of the NCI-60 drug-screening panel. Cancer Res 63, 8634-8647.

Rozen, S., and Skaletsky, H. (2000). Primer3 on the WWW for general users and for
biologist programmers. Methods Mol Biol 732, 365-386.

Sandovici, |., Kassovska-Bratinova, S., Loredo-Osti, J. C., Leppert, M., Suarez, A,
Stewart, R., Bautista, F. D., Schiraldi, M., and Sapienza, C. (2005).
Interindividual variability and parent of origin DNA methylation differences at
specific human Alu elements. Hum Mol Genet 14, 2135-2143.

Sanger, F., Nicklen, S., and Coulson, A. R. (1977). DNA sequencing with chain-
terminating inhibitors. Proc Natl Acad Sci U S A 74, 5463-5467.

Santos, F., Hendrich, B., Reik, W., and Dean, W. (2002). Dynamic reprogramming of
DNA methylation in the early mouse embryo. Dev Biol 241, 172-182.

Schoenborn, J. R., Dorschner, M. O., Sekimata, M., Santer, D. M., Shnyreva, M.,
Fitzpatrick, D. R., Stamatoyannopoulos, J. A., and Wilson, C. B. (2007).
Comprehensive epigenetic profiling identifies multiple distal regulatory elements
directing transcription of the gene encoding interferon-gamma. Nat Immunol 8,
732-742.

Scott, S. A., Dong, W. F., Ichinohasama, R., Hirsch, C., Sheridan, D., Sanche, S. E.,
Geyer, C. R., and Decoteau, J. F. (2006). 5-Aza-2'-deoxycytidine (decitabine)
can relieve p21WAF1 repression in human acute myeloid leukemia by a
mechanism involving release of histone deacetylase 1 (HDAC1) without
requiring p21WAF1 promoter demethylation. Leuk Res 30, 69-76.

Seliger, B., Cabrera, T., Garrido, F., and Ferrone, S. (2002). HLA class | antigen
abnormalities and immune escape by malignant cells. Semin Cancer Biol 72, 3-
13.

Serrano, A., Tanzarella, S., Lionello, |., Mendez, R., Traversari, C., Ruiz-Cabello, F., and
Garrido, F. (2001). Rexpression of HLA class | antigens and restoration of
antigen-specific CTL response in melanoma cells following 5-aza-2'-
deoxycytidine treatment. Int J Cancer 94, 243-251.

173



Bibliography

Shann, Y. J., Cheng, C., Chiao, C. H., Chen, D. T., Li, P. H., and Hsu, M. T. (2008).
Genome-wide mapping and characterization of hypomethylated sites in human
tissues and breast cancer cell lines. Genome Res 718, 791-801.

Shiota, K. (2004). DNA methylation profiles of CpG islands for cellular differentiation
and development in mammals. Cytogenet Genome Res 105, 325-334.

Smyth, G. K. (2004). Linear models and empirical bayes methods for assessing
differential expression in microarray experiments. Stat Appl Genet Mol Biol 3,
Article3.

Smyth, G. K. (2005). Limma: linear models for microarray data, In Bioinformatics and
Computational Biology Solutions using R and Bioconductor., V. C. R.
Gentleman, S. Dudoit, R. Irizarry, W. Huber, ed. (New York: Springer), pp. 397-
420.

Smyth, G. K., and Speed, T. (2003). Normalization of cDNA microarray data. Methods
31, 265-273.

Soengas, M. S., Capodieci, P., Polsky, D., Mora, J., Esteller, M., Opitz-Araya, X.,
McCombie, R., Herman, J. G., Gerald, W. L., Lazebnik, Y. A., et al. (2001).
Inactivation of the apoptosis effector Apaf-1 in malignant melanoma. Nature 409,
207-211.

Song, J. Z., Stirzaker, C., Harrison, J., Melki, J. R., and Clark, S. J. (2002).
Hypermethylation trigger of the glutathione-S-transferase gene (GSTP1) in
prostate cancer cells. Oncogene 21, 1048-1061.

Spilianakis, C. G., and Flavell, R. A. (2007). Epigenetic regulation of Ifng expression.
Nat Immunol 8, 681-683.

Stephens, H. A. (2001). MICA and MICB genes: can the enigma of their polymorphism
be resolved? Trends Immunol 22, 378-385.

Stern-Ginossar, N., Elefant, N., Zimmermann, A., Wolf, D. G., Saleh, N., Biton, M.,
Horwitz, E., Prokocimer, Z., Prichard, M., Hahn, G., et al. (2007). Host immune
system gene targeting by a viral miRNA. Science 317, 376-381.

Stewart, C. A., Horton, R., Allcock, R. J., Ashurst, J. L., Atrazhev, A. M., Coggill, P.,
Dunham, I., Forbes, S., Halls, K., Howson, J. M., et al. (2004). Complete MHC
haplotype sequencing for common disease gene mapping. Genome Res 174,
1176- 1187.

Stirzaker, C., Song, J. Z., Davidson, B., and Clark, S. J. (2004). Transcriptional gene
silencing promotes DNA hypermethylation through a sequential change in
chromatin modifications in cancer cells. Cancer Res 64, 3871-3877.

Stranger, B. E., Forrest, M. S., Dunning, M., Ingle, C. E., Beazley, C., Thorne, N.,
Redon, R., Bird, C. P., de Grassi, A., Lee, C., et al. (2007). Relative impact of
nucleotide and copy number variation on gene expression phenotypes. Science
315, 848-853.

174



Bibliography

Strunnikova, M., Schagdarsurengin, U., Kehlen, A., Garbe, J. C., Stampfer, M. R., and
Dammann, R. (2005). Chromatin inactivation precedes de novo DNA methylation
during the progressive epigenetic silencing of the RASSF1A promoter. Mol Cell
Biol 25, 3923-3933.

Su, A. ., Cooke, M. P., Ching, K. A., Hakak, Y., Walker, J. R., Wiltshire, T., Orth, A. P.,
Vega, R. G., Sapinoso, L. M., Moqrich, A., et al. (2002). Large-scale analysis of
the human and mouse transcriptomes. Proc Natl Acad Sci U S A 99, 4465-4470.

Sullivan, K. E., Reddy, A. B., Dietzmann, K., Suriano, A. R., Kocieda, V. P., Stewart,
M., and Bhatia, M. (2007). Epigenetic regulation of tumor necrosis factor alpha.
Mol Cell Biol 27, 5147-5160.

Suzuki, K., Suzuki, |., Leodolter, A., Alonso, S., Horiuchi, S., Yamashita, K., and
Perucho, M. (2006). Global DNA demethylation in gastrointestinal cancer is age
dependent and precedes genomic damage. Cancer Cell 9, 199-207.

Szilagyi, A., Blasko, B., Szilassy, D., Fust, G., Sasvari-Szekely, M., and Ronai, Z.
(2006). Real-time PCR quantification of human complement C4A and C4B
genes. BMC Genet 7, 1.

Tang, X., Fenton, M. J., and Amar, S. (2003). Identification and functional
characterization of a novel binding site on TNF-alpha promoter. Proc Natl Acad
SciU S A 100, 4096-4101.

The International HapMap Project (2003). The International HapMap Project. Nature
426, 789-796.

Thorne NP, M. J., Rakyan VK, Ibrahim AEK, Massie C, Curtis C, Brenton JD, Murrell
A, Tavare S (2006). DNA methylation arrays: Methods and Analysis, In
Microarray Innovations - Technology and Experimentation.

Townsend, A., and Trowsdale, J. (1993). The transporters associated with antigen
presentation. Semin Cell Biol 4, 53-61.

Traherne, J. A., Horton, R., Roberts, A. N., Miretti, M. M., Hurles, M. E., Stewart, C. A.,
Ashurst, J. L., Atrazhev, A. M., Coggill, P., Palmer, S., et al. (2006). Genetic
analysis of completely sequenced disease-associated MHC haplotypes identifies
shuffling of segments in recent human history. PLoS Genet 2, €9.

Tsai, E. Y., Jain, J., Pesavento, P. A., Rao, A., and Goldfeld, A. E. (1996). Tumor
necrosis factor alpha gene regulation in activated T cells involves ATF-2/Jun and
NFATp. Mol Cell Biol 16, 459-467.

Turker, M. S. (2002). Gene silencing in mammalian cells and the spread of DNA
methylation. Oncogene 21, 5388-5393.

Turner, D. J., Miretti, M., Rajan, D., Fiegler, H., Carter, N. P., Blayney, M. L., Beck, S.,

and Hurles, M. E. (2008). Germline rates of de novo meiotic deletions and
duplications causing several genomic disorders. Nat Genet 40, 90-95.

175



Bibliography

van Endert, P. M. (1999). Genes regulating MHC class | processing of antigen. Curr
Opin  Immunol 717, 82-88.

van Vliet, J., Oates, N. A., and Whitelaw, E. (2007). Epigenetic mechanisms in the
context of complex diseases. Cell Mol Life Sci 64, 1531-1538.

Vandesompele, J., De Preter, K., Pattyn, F., Poppe, B., Van Roy, N., De Paepe, A., and
Speleman, F. (2002). Accurate normalization of real-time quantitative RT-PCR
data by geometric averaging of multiple internal control genes. Genome Biol 3,
RESEARCHO0034.

Volpi, E. V., Chevret, E., Jones, T., Vatcheva, R., Williamson, J., Beck, S., Campbell, R.
D., Goldsworthy, M., Powis, S. H., Ragoussis, J., et al. (2000). Large-scale
chromatin organization of the major histocompatibility complex and other regions
of human chromosome 6 and its response to interferon in interphase nuclei. J
Cell Sci 113 (Pt 9), 1565-1576.

Vyse, T. J., and Todd, J. A. (1996). Genetic analysis of autoimmune disease. Cell 85,
311-318.

Waddington, C. (1942). The epigenotype. Endeavour 7, 18-20.

Walsh, C. P., and Bestor, T. H. (1999). Cytosine methylation and mammalian
development. Genes Dev 13, 26-34.

Walsh, C. P., Chaillet, J. R., and Bestor, T. H. (1998). Transcription of IAP endogenous
retroviruses is constrained by cytosine methylation. Nat Genet 20, 116-117.

Wang, W. Y., Barratt, B. J., Clayton, D. G., and Todd, J. A. (2005). Genome-wide
association studies: theoretical and practical concerns. Nat Rev Genet 6, 109-
118.

Warnecke, P. M., and Clark, S. J. (1999). DNA methylation profile of the mouse skeletal
alpha-actin promoter during development and differentiation. Mol Cell Biol 719,
164-172.

Watt, F., and Molloy, P. L. (1988). Cytosine methylation prevents binding to DNA of a
HeLa cell transcription factor required for optimal expression of the adenovirus
major late promoter. Genes Dev 2, 1136-1143.

Weaver, I. C., Cervoni, N., Champagne, F. A., D'Alessio, A. C., Sharma, S., Seckl, J. R.,
Dymov, S., Szyf, M., and Meaney, M. J. (2004). Epigenetic programming by
maternal behavior. Nat Neurosci 7, 847-854.

Weber, M., Davies, J. J., Wittig, D., Oakeley, E. J., Haase, M., Lam, W. L., and
Schubeler, D. (2005). Chromosome-wide and promoter-specific analyses identify
sites of differential DNA methylation in normal and transformed human cells. Nat
Genet 37, 853-862.

176



Bibliography

Weber, M., Hellmann, |., Stadler, M. B., Ramos, L., Paabo, S., Rebhan, M., and
Schubeler, D. (2007). Distribution, silencing potential and evolutionary impact of
promoter DNA methylation in the human genome. Nat Genet 39, 457-466.

Weber, M., and Schubeler, D. (2007). Genomic patterns of DNA methylation: targets and
function of an epigenetic mark. Curr Opin Cell Biol 79, 273-280.

Williams, D. B., and Watts, T. H. (1995). Molecular chaperones in antigen presentation.
Curr Opin Immunol 7, 77-84.

Wright, K. L., and Ting, J. P. (2006). Epigenetic regulation of MHC-II and CIITA genes.
Trends Immunol 27, 405-412.

Wright, K. L., White, L. C., Kelly, A., Beck, S., Trowsdale, J., and Ting, J. P. (1995).
Coordinate regulation of the human TAP1 and LMP2 genes from a shared
bidirectional promoter. J Exp Med 1871, 1459-1471.

WTCCC (2007). Genome-wide association study of 14,000 cases of seven common
diseases and 3,000 shared controls. Nature 447, 661-678.

Xu, G. L., Bestor, T. H., Bourc'his, D., Hsieh, C. L., Tommerup, N., Bugge, M., Hulten,
M., Qu, X., Russo, J. J., and Viegas-Pequignot, E. (1999). Chromosome
instability and immunodeficiency syndrome caused by mutations in a DNA
methyltransferase gene. Nature 402, 187-191.

Yang, Y. H., and Thorne, N.P. (2003). Normalization for two- color cDNA microarray
data., In Science and Statistics: A Festschrift for Terry Speed, D. R. Goldstein,
ed.,pp. 403-418.

Yang, Z., Mendoza, A. R., Welch, T. R., Zipf, W. B., and Yu, C. Y. (1999). Modular
variations of the human major histocompatibility complex class Ill genes for
serine/threonine kinase RP, complement component C4, steroid 21-hydroxylase
CYP21, and tenascin TNX (the RCCX module). A mechanism for gene deletions
and disease associations. J Biol Chem 274, 12147-12156.

Yazaki, J., Gregory, B. D., and Ecker, J. R. (2007). Mapping the genome landscape
using tiling array technology. Curr Opin Plant Biol 710, 534-542.

Yoo, C. B., and Jones, P. A. (2006). Epigenetic therapy of cancer: past, present and
future. Nat Rev Drug Discov 5, 37-50.

Zhang, X., Shiu, S., Cal, A., and Borevitz, J. O. (2008). Global analysis of genetic,
epigenetic and transcriptional polymorphisms in Arabidopsis thaliana using whole
genome tiling arrays. PLoS Genet 4, e1000032.

Zhang, X., Yazaki, J., Sundaresan, A., Cokus, S., Chan, S. W., Chen, H., Henderson, |I.
R., Shinn, P., Pellegrini, M., Jacobsen, S. E., and Ecker, J. R. (2006). Genome-
wide high-resolution mapping and functional analysis of DNA methylation in
arabidopsis. Cell 726, 1189-1201.

177



Bibliography

Zika, E., and Ting, J. P. (2005). Epigenetic control of MHC-II: interplay between CIITA
and histone-modifying enzymes. Curr Opin Immunol 77, 58-64.

Zilberman, D., Gehring, M., Tran, R. K., Ballinger, T., and Henikoff, S. (2007). Genome-
wide analysis of Arabidopsis thaliana DNA methylation uncovers an
interdependence between methylation and transcription. Nat Genet 39, 61-69.

Zilberman, D., and Henikoff, S. (2007). Genome-wide analysis of DNA methylation
patterns. Development 734, 3959-3965.

178



