
References     261 

References 
1998. Genome sequence of the nematode C. elegans: a platform for investigating biology. 

Science 282(5396): 2012-2018. 

2004. Finishing the euchromatic sequence of the human genome. Nature 431(7011): 931-945. 

Adams, M.D. Celniker, S.E. Holt, R.A. Evans, et al. 2000. The genome sequence of Drosophila 
melanogaster. Science 287(5461): 2185-2195. 

Agalioti, T., Chen, G., and Thanos, D. 2002. Deciphering the transcriptional histone acetylation 
code for a human gene. Cell 111(3): 381-392. 

Agalioti, T., Lomvardas, S., Parekh, B., Yie, J., Maniatis, T., and Thanos, D. 2000. Ordered 
recruitment of chromatin modifying and general transcription factors to the IFN-beta 
promoter. Cell 103(4): 667-678. 

Ahmad, K. and Henikoff, S. 2001. Centromeres are specialized replication domains in 
heterochromatin. J Cell Biol 153(1): 101-110. 

Ahmad, K. and Henikoff, S.  2002. The histone variant H3.3 marks active chromatin by 
replication-independent nucleosome assembly. Mol Cell 9(6): 1191-1200. 

Alam, J. and Cook, J.L. 1990. Reporter genes: application to the study of mammalian gene 
transcription. Anal Biochem 188(2): 245-254. 

Albertson, D.G. and Pinkel, D. 2003. Genomic microarrays in human genetic disease and cancer. 
Hum Mol Genet 12 Spec No 2: R145-152. 

Albertson, D.G., Ylstra, B., Segraves, R., Collins, C., Dairkee, S.H., Kowbel, D., Kuo, W.L., Gray, 
J.W., and Pinkel, D. 2000. Quantitative mapping of amplicon structure by array CGH 
identifies CYP24 as a candidate oncogene. Nat Genet 25(2): 144-146. 

Allfrey, V.G., Faulkner, R., and Mirsky, A.E. 1964. Acetylation And Methylation Of Histones And 
Their Possible Role In The Regulation Of Rna Synthesis. Proc Natl Acad Sci U S A 51: 
786-794. 

Altschul, S.F., Gish, W., Miller, W., Myers, E.W., and Lipman, D.J. 1990. Basic local alignment 
search tool. J Mol Biol 215(3): 403-410. 

Altschul, S.F., Madden, T.L., Schaffer, A.A., Zhang, J., Zhang, Z., Miller, W., and Lipman, D.J. 
1997. Gapped BLAST and PSI-BLAST: a new generation of protein database search 
programs. Nucleic Acids Res 25(17): 3389-3402. 

Aparicio, S., Chapman, J., Stupka, E., Putnam, N. et al. 2002. Whole-genome shotgun assembly 
and analysis of the genome of Fugu rubripes. Science 297(5585): 1301-1310. 

Aplan, P.D., Begley, C.G., Bertness, V., Nussmeier, M., Ezquerra, A., Coligan, J., and Kirsch, I.R. 
1990a. The SCL gene is formed from a transcriptionally complex locus. Mol Cell Biol 
10(12): 6426-6435. 

Aplan, P.D., Jones, C.A., Chervinsky, D.S., Zhao, X., Ellsworth, M., Wu, C., McGuire, E.A., and 
Gross, K.W. 1997. An scl gene product lacking the transactivation domain induces bony 
abnormalities and cooperates with LMO1 to generate T-cell malignancies in transgenic 
mice. Embo J 16(9): 2408-2419. 

Aplan, P.D., Lombardi, D.P., Ginsberg, A.M., Cossman, J., Bertness, V.L., and Kirsch, I.R. 1990b. 
Disruption of the human SCL locus by "illegitimate" V-(D)-J recombinase activity. Science 
250(4986): 1426-1429. 

Aplan, P.D., Nakahara, K., Orkin, S.H., and Kirsch, I.R. 1992a. The SCL gene product: a positive 
regulator of erythroid differentiation. Embo J 11(11): 4073-4081. 

Aplan, P.D., Raimondi, S.C., and Kirsch, I.R. 1992b. Disruption of the SCL gene by a t(1;3) 
translocation in a patient with T cell acute lymphoblastic leukemia. J Exp Med 176(5): 
1303-1310. 



References     262 

Bagheri-Fam, S., Ferraz, C., Demaille, J., Scherer, G., and Pfeifer, D. 2001. Comparative 
genomics of the SOX9 region in human and Fugu rubripes: conservation of short 
regulatory sequence elements within large intergenic regions. Genomics 78(1-2): 73-82. 

Banerji, J., Olson, L., and Schaffner, W. 1983. A lymphocyte-specific cellular enhancer is located 
downstream of the joining region in immunoglobulin heavy chain genes. Cell 33(3): 729-
740. 

Banerji, J., Rusconi, S., and Schaffner, W. 1981. Expression of a beta-globin gene is enhanced 
by remote SV40 DNA sequences. Cell 27(2 Pt 1): 299-308. 

Bannister, A.J. and Kouzarides, T. 1996. The CBP co-activator is a histone acetyltransferase. 
Nature 384(6610): 641-643. 

Bannister, A.J., Schneider, R., and Kouzarides, T. 2002. Histone methylation: dynamic or static? 
Cell 109(7): 801-806. 

Barton, L.M., Gottgens, B., and Green, A.R. 1999. The stem cell leukaemia (SCL) gene: a critical 
regulator of haemopoietic and vascular development. Int J Biochem Cell Biol 31(10): 
1193-1207. 

Bash, R.O., Crist, W.M., Shuster, J.J., Link, M.P., Amylon, M., Pullen, J., Carroll, A.J., Buchanan, 
G.R., Smith, R.G., and Baer, R. 1993. Clinical features and outcome of T-cell acute 
lymphoblastic leukemia in childhood with respect to alterations at the TAL1 locus: a 
Pediatric Oncology Group study. Blood 81(8): 2110-2117. 

Bash, R.O., Hall, S., Timmons, C.F., Crist, W.M., Amylon, M., Smith, R.G., and Baer, R. 1995. 
Does activation of the TAL1 gene occur in a majority of patients with T-cell acute 
lymphoblastic leukemia? A pediatric oncology group study. Blood 86(2): 666-676. 

Batzoglou, S., Pachter, L., Mesirov, J.P., Berger, B., and Lander, E.S. 2000. Human and mouse 
gene structure: comparative analysis and application to exon prediction. Genome Res 
10(7): 950-958. 

Begley, C.G., Aplan, P.D., Davey, M.P., Nakahara, K., Tchorz, K., Kurtzberg, J., Hershfield, M.S., 
Haynes, B.F., Cohen, D.I., Waldmann, T.A., and et al. 1989a. Chromosomal translocation 
in a human leukemic stem-cell line disrupts the T-cell antigen receptor delta-chain 
diversity region and results in a previously unreported fusion transcript. Proc Natl Acad 
Sci U S A 86(6): 2031-2035. 

Begley, C.G., Aplan, P.D., Denning, S.M., Haynes, B.F., Waldmann, T.A., and Kirsch, I.R. 1989b. 
The gene SCL is expressed during early hematopoiesis and encodes a differentiation-
related DNA-binding motif. Proc Natl Acad Sci U S A 86(24): 10128-10132. 

Begley, C.G. and Green, A.R. 1999. The SCL gene: from case report to critical hematopoietic 
regulator. Blood 93(9): 2760-2770. 

Begley, C.G., Robb, L., Rockman, S., Visvader, J., Bockamp, E.O., Chan, Y.S., and Green, A.R. 
1994. Structure of the gene encoding the murine SCL protein. Gene 138(1-2): 93-99. 

Begley, C.G., Visvader, J., Green, A.R., Aplan, P.D., Metcalf, D., Kirsch, I.R., and Gough, N.M. 
1991. Molecular cloning and chromosomal localization of the murine homolog of the 
human helix-loop-helix gene SCL. Proc Natl Acad Sci U S A 88(3): 869-873. 

Bell, A.C. and Felsenfeld, G. 2000. Methylation of a CTCF-dependent boundary controls 
imprinted expression of the Igf2 gene. Nature 405(6785): 482-485. 

Bell, A.C., West, A.G., and Felsenfeld, G. 1999. The protein CTCF is required for the enhancer 
blocking activity of vertebrate insulators. Cell 98(3): 387-396. 

Berger, S.L. 2002. Histone modifications in transcriptional regulation. Curr Opin Genet Dev 12(2): 
142-148. 

Bernard, O., Azogui, O., Lecointe, N., Mugneret, F., Berger, R., Larsen, C.J., and Mathieu-Mahul, 
D. 1992. A third tal-1 promoter is specifically used in human T cell leukemias. J Exp Med 
176(4): 919-925. 

Bernard, O., Guglielmi, P., Jonveaux, P., Cherif, D., Gisselbrecht, S., Mauchauffe, M., Berger, R., 
Larsen, C.J., and Mathieu-Mahul, D. 1990. Two distinct mechanisms for the SCL gene 



References     263 

activation in the t(1;14) translocation of T-cell leukemias. Genes Chromosomes Cancer 
1(3): 194-208. 

Bernard, O., Lecointe, N., Jonveaux, P., Souyri, M., Mauchauffe, M., Berger, R., Larsen, C.J., and 
Mathieu-Mahul, D. 1991. Two site-specific deletions and t(1;14) translocation restricted to 
human T-cell acute leukemias disrupt the 5' part of the tal-1 gene. Oncogene 6(8): 1477-
1488. 

Bernstein, B.E., Humphrey, E.L., Erlich, R.L., Schneider, R., Bouman, P., Liu, J.S., Kouzarides, 
T., and Schreiber, S.L. 2002. Methylation of histone H3 Lys 4 in coding regions of active 
genes. Proc Natl Acad Sci U S A 99(13): 8695-8700. 

Bernstein, B.E., Kamal, M., Lindblad-Toh, K., Bekiranov, S., Bailey, D.K., Huebert, D.J., 
McMahon, S., Karlsson, E.K., Kulbokas, E.J., 3rd, Gingeras, T.R., Schreiber, S.L., and 
Lander, E.S. 2005. Genomic maps and comparative analysis of histone modifications in 
human and mouse. Cell 120(2): 169-181. 

Bernstein, B.E., Liu, C.L., Humphrey, E.L., Perlstein, E.O., and Schreiber, S.L. 2004. Global 
nucleosome occupancy in yeast. Genome Biol 5(9): R62. 

Birney, E. and Durbin, R. 1997. Dynamite: a flexible code generating language for dynamic 
programming methods used in sequence comparison. Proc Int Conf Intell Syst Mol Biol 5: 
56-64. 

Birney, E. and Durbin, R.  2000. Using GeneWise in the Drosophila annotation experiment. 
Genome Res 10(4): 547-548. 

Blanco, J.C., Minucci, S., Lu, J., Yang, X.J., Walker, K.K., Chen, H., Evans, R.M., Nakatani, Y., 
and Ozato, K. 1998. The histone acetylase PCAF is a nuclear receptor coactivator. 
Genes Dev 12(11): 1638-1651. 

Blattner, F.R., Plunkett, G., 3rd, Bloch, C.A., Perna, N.T., Burland, V., Riley, M., Collado-Vides, J., 
Glasner, J.D., Rode, C.K., Mayhew, G.F., Gregor, J., Davis, N.W., Kirkpatrick, H.A., 
Goeden, M.A., Rose, D.J., Mau, B., and Shao, Y. 1997. The complete genome sequence 
of Escherichia coli K-12. Science 277(5331): 1453-1474. 

Blobel, G.A. 2000. CREB-binding protein and p300: molecular integrators of hematopoietic 
transcription. Blood 95(3): 745-755. 

Bockamp, E.O., Fordham, J.L., Gottgens, B., Murrell, A.M., Sanchez, M.J., and Green, A.R. 1998. 
Transcriptional regulation of the stem cell leukemia gene by PU.1 and Elf-1. J Biol Chem 
273(44): 29032-29042. 

Bockamp, E.O., McLaughlin, F., Gottgens, B., Murrell, A.M., Elefanty, A.G., and Green, A.R. 
1997. Distinct mechanisms direct SCL/tal-1 expression in erythroid cells and CD34 
positive primitive myeloid cells. J Biol Chem 272(13): 8781-8790. 

Bockamp, E.O., McLaughlin, F., Murrell, A.M., Gottgens, B., Robb, L., Begley, C.G., and Green, 
A.R. 1995. Lineage-restricted regulation of the murine SCL/TAL-1 promoter. Blood 86(4): 
1502-1514. 

Bode, J., Stengert-Iber, M., Kay, V., Schlake, T., and Dietz-Pfeilstetter, A. 1996. Scaffold/matrix-
attached regions: topological switches with multiple regulatory functions. Crit Rev 
Eukaryot Gene Expr 6(2-3): 115-138. 

Boffelli, D., McAuliffe, J., Ovcharenko, D., Lewis, K.D., Ovcharenko, I., Pachter, L., and Rubin, 
E.M. 2003. Phylogenetic shadowing of primate sequences to find functional regions of the 
human genome. Science 299(5611): 1391-1394. 

Bonifer, C., Faust, N., Geiger, H., and Muller, A.M. 1998. Developmental changes in the 
differentiation capacity of haematopoietic stem cells. Immunol Today 19(5): 236-241. 

Breit, T.M., Mol, E.J., Wolvers-Tettero, I.L., Ludwig, W.D., van Wering, E.R., and van Dongen, J.J. 
1993. Site-specific deletions involving the tal-1 and sil genes are restricted to cells of the 
T cell receptor alpha/beta lineage: T cell receptor delta gene deletion mechanism affects 
multiple genes. J Exp Med 177(4): 965-977. 



References     264 

Brent, R. and Ptashne, M. 1985. A eukaryotic transcriptional activator bearing the DNA specificity 
of a prokaryotic repressor. Cell 43(3 Pt 2): 729-736. 

Brown, L., Cheng, J.T., Chen, Q., Siciliano, M.J., Crist, W., Buchanan, G., and Baer, R. 1990. 
Site-specific recombination of the tal-1 gene is a common occurrence in human T cell 
leukemia. Embo J 9(10): 3343-3351. 

Bruce, A.W., Donaldson, I.J., Wood, I.C., Yerbury, S.A., Sadowski, M.I., Chapman, M., Gottgens, 
B., and Buckley, N.J. 2004. Genome-wide analysis of repressor element 1 silencing 
transcription factor/neuron-restrictive silencing factor (REST/NRSF) target genes. Proc 
Natl Acad Sci U S A 101(28): 10458-10463. 

Brudno, M., Do, C.B., Cooper, G.M., Kim, M.F., Davydov, E., Green, E.D., Sidow, A., and 
Batzoglou, S. 2003. LAGAN and Multi-LAGAN: efficient tools for large-scale multiple 
alignment of genomic DNA. Genome Res 13(4): 721-731. 

Bulger, M. and Groudine, M. 1999. Looping versus linking: toward a model for long-distance gene 
activation. Genes Dev 13(19): 2465-2477. 

Burge, C. and Karlin, S. 1997. Prediction of complete gene structures in human genomic DNA. J 
Mol Biol 268(1): 78-94. 

Burke, L.J. and Baniahmad, A. 2000. Co-repressors 2000. Faseb J 14(13): 1876-1888. 

Burley, S.K. and Roeder, R.G. 1996. Biochemistry and structural biology of transcription factor IID 
(TFIID). Annu Rev Biochem 65: 769-799. 

Cao, R., Wang, L., Wang, H., Xia, L., Erdjument-Bromage, H., Tempst, P., Jones, R.S., and 
Zhang, Y. 2002. Role of histone H3 lysine 27 methylation in Polycomb-group silencing. 
Science 298(5595): 1039-1043. 

Carey, J. 1991. Gel retardation. Methods Enzymol 208: 103-117. 

Carlone, D.L. and Skalnik, D.G. 2001. CpG binding protein is crucial for early embryonic 
development. Mol Cell Biol 21(22): 7601-7606. 

Carter, N.P. and Vetrie, D. 2004. Applications of genomic microarrays to explore human 
chromosome structure and function. Hum Mol Genet 13 Spec No 2: R297-302. 

Cawley, S., Bekiranov, S., Ng, H.H., Kapranov, P., Sekinger, E.A., Kampa, D., Piccolboni, A., 
Sementchenko, V., Cheng, J., Williams, A.J., Wheeler, R., Wong, B., Drenkow, J., 
Yamanaka, M., Patel, S., Brubaker, S., Tammana, H., Helt, G., Struhl, K., and Gingeras, 
T.R. 2004. Unbiased mapping of transcription factor binding sites along human 
chromosomes 21 and 22 points to widespread regulation of noncoding RNAs. Cell 
116(4): 499-509. 

Chakrabarti, S.R. and Nucifora, G. 1999. The leukemia-associated gene TEL encodes a 
transcription repressor which associates with SMRT and mSin3A. Biochem Biophys Res 
Commun 264(3): 871-877. 

Chapman, M.A., Donaldson, I.J., Gilbert, J., Grafham, D., Rogers, J., Green, A.R., and Gottgens, 
B. 2004. Analysis of multiple genomic sequence alignments: a web resource, online tools, 
and lessons learned from analysis of mammalian SCL loci. Genome Res 14(2): 313-318. 

Chen, D., Ma, H., Hong, H., Koh, S.S., Huang, S.M., Schurter, B.T., Aswad, D.W., and Stallcup, 
M.R. 1999. Regulation of transcription by a protein methyltransferase. Science 284(5423): 
2174-2177. 

Chen, Q., Cheng, J.T., Tasi, L.H., Schneider, N., Buchanan, G., Carroll, A., Crist, W., Ozanne, B., 
Siciliano, M.J., and Baer, R. 1990. The tal gene undergoes chromosome translocation in 
T cell leukemia and potentially encodes a helix-loop-helix protein. Embo J 9(2): 415-424. 

Cheng, J.T., Hsu, H.L., Hwang, L.Y., and Baer, R. 1993. Products of the TAL1 oncogene: basic 
helix-loop-helix proteins phosphorylated at serine residues. Oncogene 8(3): 677-683. 

Cheng, T., Shen, H., Giokas, D., Gere, J., Tenen, D.G., and Scadden, D.T. 1996. Temporal 
mapping of gene expression levels during the differentiation of individual primary 
hematopoietic cells. Proc Natl Acad Sci U S A 93(23): 13158-13163. 



References     265 

Cheung, P., Tanner, K.G., Cheung, W.L., Sassone-Corsi, P., Denu, J.M., and Allis, C.D. 2000. 
Synergistic coupling of histone H3 phosphorylation and acetylation in response to 
epidermal growth factor stimulation. Mol Cell 5(6): 905-915. 

Cheung, W.L., Turner, F.B., Krishnamoorthy, T., Wolner, B., Ahn, S.H., Foley, M., Dorsey, J.A., 
Peterson, C.L., Berger, S.L., and Allis, C.D. 2005. Phosphorylation of histone H4 serine 1 
during DNA damage requires casein kinase II in S. cerevisiae. Curr Biol 15(7): 656-660. 

Choi, K., Kennedy, M., Kazarov, A., Papadimitriou, J.C., and Keller, G. 1998. A common 
precursor for hematopoietic and endothelial cells. Development 125(4): 725-732. 

Choi, O.R. and Engel, J.D. 1988. Developmental regulation of beta-globin gene switching. Cell 
55(1): 17-26. 

Chow, C.M., Georgiou, A., Szutorisz, H., Maia e Silva, A., Pombo, A., Barahona, I., Dargelos, E., 
Canzonetta, C., and Dillon, N. 2005. Variant histone H3.3 marks promoters of 
transcriptionally active genes during mammalian cell division. EMBO Rep 6(4): 354-360. 

Chu, S., DeRisi, J., Eisen, M., Mulholland, J., Botstein, D., Brown, P.O., and Herskowitz, I. 1998. 
The transcriptional program of sporulation in budding yeast. Science 282(5389): 699-705. 

Chung, Y.S., Zhang, W.J., Arentson, E., Kingsley, P.D., Palis, J., and Choi, K. 2002. Lineage 
analysis of the hemangioblast as defined by FLK1 and SCL expression. Development 
129(23): 5511-5520. 

Colaizzo-Anas, T. and Aplan, P.D. 2003. Cloning and characterization of the SIL promoter. 
Biochim Biophys Acta 1625(2): 207-213. 

Collins, S.J., Gallo, R.C., and Gallagher, R.E. 1977. Continuous growth and differentiation of 
human myeloid leukaemic cells in suspension culture. Nature 270(5635): 347-349. 

Cottier, M., Tchirkov, A., Perissel, B., Giollant, M., Campos, L., and Vago, P. 2004. Cytogenetic 
characterization of seven human cancer cell lines by combining G- and R-banding, M-
FISH, CGH and chromosome- and locus-specific FISH. Int J Mol Med 14(4): 483-495. 

Courey, A.J. and Tjian, R. 1988. Analysis of Sp1 in vivo reveals multiple transcriptional domains, 
including a novel glutamine-rich activation motif. Cell 55(5): 887-898. 

Courtes, C., Lecointe, N., Le Cam, L., Baudoin, F., Sardet, C., and Mathieu-Mahul, D. 2000. 
Erythroid-specific inhibition of the tal-1 intragenic promoter is due to binding of a 
repressor to a novel silencer. J Biol Chem 275(2): 949-958. 

Crawford, G.E., Holt, I.E., Mullikin, J.C., Tai, D., Blakesley, R., Bouffard, G., Young, A., Masiello, 
C., Green, E.D., Wolfsberg, T.G., and Collins, F.S. 2004. Identifying gene regulatory 
elements by genome-wide recovery of DNase hypersensitive sites. Proc Natl Acad Sci U 
S A 101(4): 992-997. 

Cross, M.A., Heyworth, C.M., Murrell, A.M., Bockamp, E.O., Dexter, T.M., and Green, A.R. 1994. 
Expression of lineage restricted transcription factors precedes lineage specific 
differentiation in a multipotent haemopoietic progenitor cell line. Oncogene 9(10): 3013-
3016. 

Cumano, A., Dieterlen-Lievre, F., and Godin, I. 1996. Lymphoid potential, probed before 
circulation in mouse, is restricted to caudal intraembryonic splanchnopleura. Cell 86(6): 
907-916. 

Curtis, D.J., Hall, M.A., Van Stekelenburg, L.J., Robb, L., Jane, S.M., and Begley, C.G. 2004. 
SCL is required for normal function of short-term repopulating hematopoietic stem cells. 
Blood 103(9): 3342-3348. 

Cuthbert, G.L., Daujat, S., Snowden, A.W., Erdjument-Bromage, H., Hagiwara, T., Yamada, M., 
Schneider, R., Gregory, P.D., Tempst, P., Bannister, A.J., and Kouzarides, T. 2004. 
Histone deimination antagonizes arginine methylation. Cell 118(5): 545-553. 

D'Souza, S.L., Elefanty, A.G., and Keller, G. 2005. SCL/Tal-1 is essential for hematopoietic 
commitment of the hemangioblast but not for its development. Blood 105(10): 3862-3870. 



References     266 

Daujat, S., Bauer, U.M., Shah, V., Turner, B., Berger, S., and Kouzarides, T. 2002. Crosstalk 
between CARM1 methylation and CBP acetylation on histone H3. Curr Biol 12(24): 2090-
2097. 

Davuluri, R.V., Grosse, I., and Zhang, M.Q. 2001. Computational identification of promoters and 
first exons in the human genome. Nat Genet 29(4): 412-417. 

de Ruijter, A.J., van Gennip, A.H., Caron, H.N., Kemp, S., and van Kuilenburg, A.B. 2003. Histone 
deacetylases (HDACs): characterization of the classical HDAC family. Biochem J 370(Pt 
3): 737-749. 

Delabesse, E., Ogilvy, S., Chapman, M.A., Piltz, S.G., Gottgens, B., and Green, A.R. 2005. 
Transcriptional regulation of the SCL locus: identification of an enhancer that targets the 
primitive erythroid lineage in vivo. Mol Cell Biol 25(12): 5215-5225. 

DeRisi, J., Penland, L., Brown, P.O., Bittner, M.L., Meltzer, P.S., Ray, M., Chen, Y., Su, Y.A., and 
Trent, J.M. 1996. Use of a cDNA microarray to analyse gene expression patterns in 
human cancer. Nat Genet 14(4): 457-460. 

DeRisi, J.L., Iyer, V.R., and Brown, P.O. 1997. Exploring the metabolic and genetic control of 
gene expression on a genomic scale. Science 278(5338): 680-686. 

Dexter, T.M., Allen, T.D., Scott, D., and Teich, N.M. 1979. Isolation and characterisation of a 
bipotential haematopoietic cell line. Nature 277(5696): 471-474. 

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(5): 750-762. 

Dieterlen-Lievre, F. 1975. On the origin of haemopoietic stem cells in the avian embryo: an 
experimental approach. J Embryol Exp Morphol 33(3): 607-619. 

Dion, M.F., Altschuler, S.J., Wu, L.F., and Rando, O.J. 2005. Genomic characterization reveals a 
simple histone H4 acetylation code. Proc Natl Acad Sci U S A 102(15): 5501-5506. 

Dooley, K.A., Davidson, A.J., and Zon, L.I. 2005. Zebrafish scl functions independently in 
hematopoietic and endothelial development. Dev Biol 277(2): 522-536. 

Dorschner, M.O., Hawrylycz, M., Humbert, R., Wallace, J.C., Shafer, A., Kawamoto, J., Mack, J., 
Hall, R., Goldy, J., Sabo, P.J., Kohli, A., Li, Q., McArthur, M., and Stamatoyannopoulos, 
J.A. 2004. High-throughput localization of functional elements by quantitative chromatin 
profiling. Nat Methods 1(3): 219-225. 

Drake, C.J., Brandt, S.J., Trusk, T.C., and Little, C.D. 1997. TAL1/SCL is expressed in endothelial 
progenitor cells/angioblasts and defines a dorsal-to-ventral gradient of vasculogenesis. 
Dev Biol 192(1): 17-30. 

Drexler, H.G., Dirks, W.G., Matsuo, Y., and MacLeod, R.A. 2003. False leukemia-lymphoma cell 
lines: an update on over 500 cell lines. Leukemia 17(2): 416-426. 

Drexler, H.G., Matsuo, A.Y., and MacLeod, R.A. 2000. Continuous hematopoietic cell lines as 
model systems for leukemia-lymphoma research. Leuk Res 24(11): 881-911. 

Duggan, D.J., Bittner, M., Chen, Y., Meltzer, P., and Trent, J.M. 1999. Expression profiling using 
cDNA microarrays. Nat Genet 21(1 Suppl): 10-14. 

Dzierzak, E., Medvinsky, A., and de Bruijn, M. 1998. Qualitative and quantitative aspects of 
haematopoietic cell development in the mammalian embryo. Immunol Today 19(5): 228-
236. 

Edmondson, D.G., Smith, M.M., and Roth, S.Y. 1996. Repression domain of the yeast global 
repressor Tup1 interacts directly with histones H3 and H4. Genes Dev 10(10): 1247-1259. 

Eichmann, A., Corbel, C., Nataf, V., Vaigot, P., Breant, C., and Le Douarin, N.M. 1997. Ligand-
dependent development of the endothelial and hemopoietic lineages from embryonic 
mesodermal cells expressing vascular endothelial growth factor receptor 2. Proc Natl 
Acad Sci U S A 94(10): 5141-5146. 



References     267 

Eickbush, T.H. and Moudrianakis, E.N. 1978. The histone core complex: an octamer assembled 
by two sets of protein-protein interactions. Biochemistry 17(23): 4955-4964. 

Eisen, M.B., Spellman, P.T., Brown, P.O., and Botstein, D. 1998. Cluster analysis and display of 
genome-wide expression patterns. Proc Natl Acad Sci U S A 95(25): 14863-14868. 

Elefanty, A.G., Begley, C.G., Hartley, L., Papaevangeliou, B., and Robb, L. 1999. SCL expression 
in the mouse embryo detected with a targeted lacZ reporter gene demonstrates its 
localization to hematopoietic, vascular, and neural tissues. Blood 94(11): 3754-3763. 

Elefanty, A.G., Begley, C.G., Metcalf, D., Barnett, L., Kontgen, F., and Robb, L. 1998. 
Characterization of hematopoietic progenitor cells that express the transcription factor 
SCL, using a lacZ "knock-in" strategy. Proc Natl Acad Sci U S A 95(20): 11897-11902. 

Elefanty, A.G., Robb, L., Birner, R., and Begley, C.G. 1997. Hematopoietic-specific genes are not 
induced during in vitro differentiation of scl-null embryonic stem cells. Blood 90(4): 1435-
1447. 

Elwood, N.J., Cook, W.D., Metcalf, D., and Begley, C.G. 1993. SCL, the gene implicated in 
human T-cell leukaemia, is oncogenic in a murine T-lymphocyte cell line. Oncogene 
8(11): 3093-3101. 

Elwood, N.J., Green, A.R., Melder, A., Begley, C.G., and Nicola, N. 1994. The SCL protein 
displays cell-specific heterogeneity in size. Leukemia 8(1): 106-114. 

Elwood, N.J., Zogos, H., Pereira, D.S., Dick, J.E., and Begley, C.G. 1998. Enhanced 
megakaryocyte and erythroid development from normal human CD34(+) cells: 
consequence of enforced expression of SCL. Blood 91(10): 3756-3765. 

Ema, M., Faloon, P., Zhang, W.J., Hirashima, M., Reid, T., Stanford, W.L., Orkin, S., Choi, K., and 
Rossant, J. 2003. Combinatorial effects of Flk1 and Tal1 on vascular and hematopoietic 
development in the mouse. Genes Dev 17(3): 380-393. 

Endoh, M., Ogawa, M., Orkin, S., and Nishikawa, S. 2002. SCL/tal-1-dependent process 
determines a competence to select the definitive hematopoietic lineage prior to 
endothelial differentiation. Embo J 21(24): 6700-6708. 

Engel, N., West, A.G., Felsenfeld, G., and Bartolomei, M.S. 2004. Antagonism between DNA 
hypermethylation and enhancer-blocking activity at the H19 DMD is uncovered by CpG 
mutations. Nat Genet 36(8): 883-888. 

Euskirchen, G., Royce, T.E., Bertone, P., Martone, R., Rinn, J.L., Nelson, F.K., Sayward, F., 
Luscombe, N.M., Miller, P., Gerstein, M., Weissman, S., and Snyder, M. 2004. CREB 
binds to multiple loci on human chromosome 22. Mol Cell Biol 24(9): 3804-3814. 

Faloon, P., Arentson, E., Kazarov, A., Deng, C.X., Porcher, C., Orkin, S., and Choi, K. 2000. 
Basic fibroblast growth factor positively regulates hematopoietic development. 
Development 127(9): 1931-1941. 

Fan, G. and Hutnick, L. 2005. Methyl-CpG binding proteins in the nervous system. Cell Res 15(4): 
255-261. 

Fang, J., Feng, Q., Ketel, C.S., Wang, H., Cao, R., Xia, L., Erdjument-Bromage, H., Tempst, P., 
Simon, J.A., and Zhang, Y. 2002. Purification and functional characterization of SET8, a 
nucleosomal histone H4-lysine 20-specific methyltransferase. Curr Biol 12(13): 1086-
1099. 

Feng, Q., Wang, H., Ng, H.H., Erdjument-Bromage, H., Tempst, P., Struhl, K., and Zhang, Y. 
2002. Methylation of H3-lysine 79 is mediated by a new family of HMTases without a SET 
domain. Curr Biol 12(12): 1052-1058. 

Fernandez-Capetillo, O., Allis, C.D., and Nussenzweig, A. 2004. Phosphorylation of histone H2B 
at DNA double-strand breaks. J Exp Med 199(12): 1671-1677. 

Ferreira, R., Ohneda, K., Yamamoto, M., and Philipsen, S. 2005. GATA1 function, a paradigm for 
transcription factors in hematopoiesis. Mol Cell Biol 25(4): 1215-1227. 

Fiegler, H., Carr, P., Douglas, E.J., Burford, D.C., Hunt, S., Scott, C.E., Smith, J., Vetrie, D., 
Gorman, P., Tomlinson, I.P., and Carter, N.P. 2003. DNA microarrays for comparative 



References     268 

genomic hybridization based on DOP-PCR amplification of BAC and PAC clones. Genes 
Chromosomes Cancer 36(4): 361-374. 

Figueiredo, M.S. and Brownlee, G.G. 1995. cis-acting elements and transcription factors involved 
in the promoter activity of the human factor VIII gene. J Biol Chem 270(20): 11828-11838. 

Finger, L.R., Kagan, J., Christopher, G., Kurtzberg, J., Hershfield, M.S., Nowell, P.C., and Croce, 
C.M. 1989. Involvement of the TCL5 gene on human chromosome 1 in T-cell leukemia 
and melanoma. Proc Natl Acad Sci U S A 86(13): 5039-5043. 

Fischle, W., Wang, Y., Jacobs, S.A., Kim, Y., Allis, C.D., and Khorasanizadeh, S. 2003. Molecular 
basis for the discrimination of repressive methyl-lysine marks in histone H3 by Polycomb 
and HP1 chromodomains. Genes Dev 17(15): 1870-1881. 

Fordham, J.L., Gottgens, B., McLaughlin, F., and Green, A.R. 1999. Chromatin structure and 
transcriptional regulation of the stem cell leukaemia (SCL) gene in mast cells. Leukemia 
13(5): 750-759. 

Freiman, R.N., Albright, S.R., Zheng, S., Sha, W.C., Hammer, R.E., and Tjian, R. 2001. 
Requirement of tissue-selective TBP-associated factor TAFII105 in ovarian development. 
Science 293(5537): 2084-2087. 

Galas, D.J. and Schmitz, A. 1978. DNAse footprinting: a simple method for the detection of 
protein-DNA binding specificity. Nucleic Acids Res 5(9): 3157-3170. 

Garner, M.M. and Revzin, A. 1981. A gel electrophoresis method for quantifying the binding of 
proteins to specific DNA regions: application to components of the Escherichia coli 
lactose operon regulatory system. Nucleic Acids Res 9(13): 3047-3060. 

Gavin, I., Horn, P.J., and Peterson, C.L. 2001. SWI/SNF chromatin remodeling requires changes 
in DNA topology. Mol Cell 7(1): 97-104. 

Gering, M., Rodaway, A.R., Gottgens, B., Patient, R.K., and Green, A.R. 1998. The SCL gene 
specifies haemangioblast development from early mesoderm. Embo J 17(14): 4029-4045. 

Gerton, J.L., DeRisi, J., Shroff, R., Lichten, M., Brown, P.O., and Petes, T.D. 2000. Inaugural 
article: global mapping of meiotic recombination hotspots and coldspots in the yeast 
Saccharomyces cerevisiae. Proc Natl Acad Sci U S A 97(21): 11383-11390. 

Gibbs, R.A. Weinstock, G.M. Metzker, M.L. et al. 2004. Genome sequence of the Brown Norway 
rat yields insights into mammalian evolution. Nature 428(6982): 493-521. 

Godin, I., Dieterlen-Lievre, F., and Cumano, A. 1995. Emergence of multipotent hemopoietic cells 
in the yolk sac and paraaortic splanchnopleura in mouse embryos, beginning at 8.5 days 
postcoitus. Proc Natl Acad Sci U S A 92(3): 773-777. 

Godin, I.E., Garcia-Porrero, J.A., Coutinho, A., Dieterlen-Lievre, F., and Marcos, M.A. 1993. Para-
aortic splanchnopleura from early mouse embryos contains B1a cell progenitors. Nature 
364(6432): 67-70. 

Goffeau, A., Barrell, B.G., Bussey, H., Davis, R.W., Dujon, B., Feldmann, H., Galibert, F., 
Hoheisel, J.D., Jacq, C., Johnston, M., Louis, E.J., Mewes, H.W., Murakami, Y., 
Philippsen, P., Tettelin, H., and Oliver, S.G. 1996. Life with 6000 genes. Science 
274(5287): 546, 563-547. 

Goldfarb, A.N., Goueli, S., Mickelson, D., and Greenberg, J.M. 1992. T-cell acute lymphoblastic 
leukemia--the associated gene SCL/tal codes for a 42-Kd nuclear phosphoprotein. Blood 
80(11): 2858-2866. 

Goldknopf, I.L., Taylor, C.W., Baum, R.M., Yeoman, L.C., Olson, M.O., Prestayko, A.W., and 
Busch, H. 1975. Isolation and characterization of protein A24, a "histone-like" non-histone 
chromosomal protein. J Biol Chem 250(18): 7182-7187. 

Gonzalez, G.A. and Montminy, M.R. 1989. Cyclic AMP stimulates somatostatin gene transcription 
by phosphorylation of CREB at serine 133. Cell 59(4): 675-680. 

Gottgens, B., Barton, L.M., Chapman, M.A., Sinclair, A.M., Knudsen, B., Grafham, D., Gilbert, 
J.G., Rogers, J., Bentley, D.R., and Green, A.R. 2002a. Transcriptional regulation of the 



References     269 

stem cell leukemia gene (SCL)--comparative analysis of five vertebrate SCL loci. Genome 
Res 12(5): 749-759. 

Gottgens, B., Barton, L.M., Gilbert, J.G., Bench, A.J., Sanchez, M.J., Bahn, S., Mistry, S., 
Grafham, D., McMurray, A., Vaudin, M., Amaya, E., Bentley, D.R., Green, A.R., and 
Sinclair, A.M. 2000. Analysis of vertebrate SCL loci identifies conserved enhancers. Nat 
Biotechnol 18(2): 181-186. 

Gottgens, B., Broccardo, C., Sanchez, M.J., Deveaux, S., Murphy, G., Gothert, J.R., Kotsopoulou, 
E., Kinston, S., Delaney, L., Piltz, S., Barton, L.M., Knezevic, K., Erber, W.N., Begley, 
C.G., Frampton, J., and Green, A.R. 2004. The scl +18/19 stem cell enhancer is not 
required for hematopoiesis: identification of a 5' bifunctional hematopoietic-endothelial 
enhancer bound by Fli-1 and Elf-1. Mol Cell Biol 24(5): 1870-1883. 

Gottgens, B., Gilbert, J.G., Barton, L.M., Grafham, D., Rogers, J., Bentley, D.R., and Green, A.R. 
2001. Long-range comparison of human and mouse SCL loci: localized regions of 
sensitivity to restriction endonucleases correspond precisely with peaks of conserved 
noncoding sequences. Genome Res 11(1): 87-97. 

Gottgens, B., McLaughlin, F., Bockamp, E.O., Fordham, J.L., Begley, C.G., Kosmopoulos, K., 
Elefanty, A.G., and Green, A.R. 1997. Transcription of the SCL gene in erythroid and 
CD34 positive primitive myeloid cells is controlled by a complex network of lineage-
restricted chromatin-dependent and chromatin-independent regulatory elements. 
Oncogene 15(20): 2419-2428. 

Gottgens, B., Nastos, A., Kinston, S., Piltz, S., Delabesse, E.C., Stanley, M., Sanchez, M.J., Ciau-
Uitz, A., Patient, R., and Green, A.R. 2002b. Establishing the transcriptional programme 
for blood: the SCL stem cell enhancer is regulated by a multiprotein complex containing 
Ets and GATA factors. Embo J 21(12): 3039-3050. 

Grant, P.A., Eberharter, A., John, S., Cook, R.G., Turner, B.M., and Workman, J.L. 1999. 
Expanded lysine acetylation specificity of Gcn5 in native complexes. J Biol Chem 274(9): 
5895-5900. 

Green, A.R. and Begley, C.G. 1992. SCL and related hemopoietic helix-loop-helix transcription 
factors. Int J Cell Cloning 10(5): 269-276. 

Green, A.R., DeLuca, E., and Begley, C.G. 1991a. Antisense SCL suppresses self-renewal and 
enhances spontaneous erythroid differentiation of the human leukaemic cell line K562. 
Embo J 10(13): 4153-4158. 

Green, A.R., Rockman, S., DeLuca, E., and Begley, C.G. 1993. Induced myeloid differentiation of 
K562 cells with downregulation of erythroid and megakaryocytic transcription factors: a 
novel experimental model for hemopoietic lineage restriction. Exp Hematol 21(4): 525-
531. 

Green, A.R., Salvaris, E., and Begley, C.G. 1991b. Erythroid expression of the 'helix-loop-helix' 
gene, SCL. Oncogene 6(3): 475-479. 

Grewal, S.I. and Moazed, D. 2003. Heterochromatin and epigenetic control of gene expression. 
Science 301(5634): 798-802. 

Gribble, S.M., Roberts, I., Grace, C., Andrews, K.M., Green, A.R., and Nacheva, E.P. 2000. 
Cytogenetics of the chronic myeloid leukemia-derived cell line K562: karyotype 
clarification by multicolor fluorescence in situ hybridization, comparative genomic 
hybridization, and locus-specific fluorescence in situ hybridization. Cancer Genet 
Cytogenet 118(1): 1-8. 

Gross, D.S. and Garrard, W.T. 1988. Nuclease hypersensitive sites in chromatin. Annu Rev 
Biochem 57: 159-197. 

Grosveld, F., van Assendelft, G.B., Greaves, D.R., and Kollias, G. 1987. Position-independent, 
high-level expression of the human beta-globin gene in transgenic mice. Cell 51(6): 975-
985. 

Gu, W. and Roeder, R.G. 1997. Activation of p53 sequence-specific DNA binding by acetylation 
of the p53 C-terminal domain. Cell 90(4): 595-606. 



References     270 

Gu, X., Shin, B.H., Akbarali, Y., Weiss, A., Boltax, J., Oettgen, P., and Libermann, T.A. 2001. Tel-
2 is a novel transcriptional repressor related to the Ets factor Tel/ETV-6. J Biol Chem 
276(12): 9421-9436. 

Hahn, S. 2004. Structure and mechanism of the RNA polymerase II transcription machinery. Nat 
Struct Mol Biol 11(5): 394-403. 

Hall, M.A., Curtis, D.J., Metcalf, D., Elefanty, A.G., Sourris, K., Robb, L., Gothert, J.R., Jane, S.M., 
and Begley, C.G. 2003. The critical regulator of embryonic hematopoiesis, SCL, is vital in 
the adult for megakaryopoiesis, erythropoiesis, and lineage choice in CFU-S12. Proc Natl 
Acad Sci U S A 100(3): 992-997. 

Hamiche, A., Sandaltzopoulos, R., Gdula, D.A., and Wu, C. 1999. ATP-dependent histone 
octamer sliding mediated by the chromatin remodeling complex NURF. Cell 97(7): 833-
842. 

Hansen, J.C., Tse, C., and Wolffe, A.P. 1998. Structure and function of the core histone N-termini: 
more than meets the eye. Biochemistry 37(51): 17637-17641. 

Havas, K., Flaus, A., Phelan, M., Kingston, R., Wade, P.A., Lilley, D.M., and Owen-Hughes, T. 
2000. Generation of superhelical torsion by ATP-dependent chromatin remodeling 
activities. Cell 103(7): 1133-1142. 

Hebbes, T.R., Clayton, A.L., Thorne, A.W., and Crane-Robinson, C. 1994. Core histone 
hyperacetylation co-maps with generalized DNase I sensitivity in the chicken beta-globin 
chromosomal domain. Embo J 13(8): 1823-1830. 

Heinemeyer, T., Wingender, E., Reuter, I., Hermjakob, H., Kel, A.E., Kel, O.V., Ignatieva, E.V., 
Ananko, E.A., Podkolodnaya, O.A., Kolpakov, F.A., Podkolodny, N.L., and Kolchanov, 
N.A. 1998. Databases on transcriptional regulation: TRANSFAC, TRRD and COMPEL. 
Nucleic Acids Res 26(1): 362-367. 

Hidaka, M., Stanford, W.L., and Bernstein, A. 1999. Conditional requirement for the Flk-1 receptor 
in the in vitro generation of early hematopoietic cells. Proc Natl Acad Sci U S A 96(13): 
7370-7375. 

Hoang, T., Paradis, E., Brady, G., Billia, F., Nakahara, K., Iscove, N.N., and Kirsch, I.R. 1996. 
Opposing effects of the basic helix-loop-helix transcription factor SCL on erythroid and 
monocytic differentiation. Blood 87(1): 102-111. 

Holstege, F.C., Jennings, E.G., Wyrick, J.J., Lee, T.I., Hengartner, C.J., Green, M.R., Golub, T.R., 
Lander, E.S., and Young, R.A. 1998. Dissecting the regulatory circuitry of a eukaryotic 
genome. Cell 95(5): 717-728. 

Hooper, M., Hardy, K., Handyside, A., Hunter, S., and Monk, M. 1987. HPRT-deficient (Lesch-
Nyhan) mouse embryos derived from germline colonization by cultured cells. Nature 
326(6110): 292-295. 

Hope, I.A., Mahadevan, S., and Struhl, K. 1988. Structural and functional characterization of the 
short acidic transcriptional activation region of yeast GCN4 protein. Nature 333(6174): 
635-640. 

Horak, C.E., Mahajan, M.C., Luscombe, N.M., Gerstein, M., Weissman, S.M., and Snyder, M. 
2002. GATA-1 binding sites mapped in the beta-globin locus by using mammalian chIp-
chip analysis. Proc Natl Acad Sci U S A 99(5): 2924-2929. 

Houssaint, E. 1981. Differentiation of the mouse hepatic primordium. II. Extrinsic origin of the 
haemopoietic cell line. Cell Differ 10(5): 243-252. 

Hsu, H.L., Huang, L., Tsan, J.T., Funk, W., Wright, W.E., Hu, J.S., Kingston, R.E., and Baer, R. 
1994a. Preferred sequences for DNA recognition by the TAL1 helix-loop-helix proteins. 
Mol Cell Biol 14(2): 1256-1265. 

Hsu, H.L., Wadman, I., and Baer, R. 1994b. Formation of in vivo complexes between the TAL1 
and E2A polypeptides of leukemic T cells. Proc Natl Acad Sci U S A 91(8): 3181-3185. 

Hsu, H.L., Wadman, I., Tsan, J.T., and Baer, R. 1994c. Positive and negative transcriptional 
control by the TAL1 helix-loop-helix protein. Proc Natl Acad Sci U S A 91(13): 5947-5951. 



References     271 

Huang, S. and Brandt, S.J. 2000. mSin3A regulates murine erythroleukemia cell differentiation 
through association with the TAL1 (or SCL) transcription factor. Mol Cell Biol 20(6): 2248-
2259. 

Huang, S., Qiu, Y., Shi, Y., Xu, Z., and Brandt, S.J. 2000. P/CAF-mediated acetylation regulates 
the function of the basic helix-loop-helix transcription factor TAL1/SCL. Embo J 19(24): 
6792-6803. 

Huang, S., Qiu, Y., Stein, R.W., and Brandt, S.J. 1999. p300 functions as a transcriptional 
coactivator for the TAL1/SCL oncoprotein. Oncogene 18(35): 4958-4967. 

Hughes, T.R., Mao, M., Jones, A.R., Burchard, J., Marton, M.J., Shannon, K.W., Lefkowitz, S.M., 
Ziman, M., Schelter, J.M., Meyer, M.R., Kobayashi, S., Davis, C., Dai, H., He, Y.D., 
Stephaniants, S.B., Cavet, G., Walker, W.L., West, A., Coffey, E., Shoemaker, D.D., 
Stoughton, R., Blanchard, A.P., Friend, S.H., and Linsley, P.S. 2001. Expression profiling 
using microarrays fabricated by an ink-jet oligonucleotide synthesizer. Nat Biotechnol 
19(4): 342-347. 

Hughes, T.R., Marton, M.J., Jones, A.R., Roberts, C.J., Stoughton, R., Armour, C.D., Bennett, 
H.A., Coffey, E., Dai, H., He, Y.D., Kidd, M.J., King, A.M., Meyer, M.R., Slade, D., Lum, 
P.Y., Stepaniants, S.B., Shoemaker, D.D., Gachotte, D., Chakraburtty, K., Simon, J., 
Bard, M., and Friend, S.H. 2000. Functional discovery via a compendium of expression 
profiles. Cell 102(1): 109-126. 

Hwang, L.Y., Siegelman, M., Davis, L., Oppenheimer-Marks, N., and Baer, R. 1993. Expression 
of the TAL1 proto-oncogene in cultured endothelial cells and blood vessels of the spleen. 
Oncogene 8(11): 3043-3046. 

Im, H., Park, C., Feng, Q., Johnson, K.D., Kiekhaefer, C.M., Choi, K., Zhang, Y., and Bresnick, 
E.H. 2003. Dynamic regulation of histone H3 methylated at lysine 79 within a tissue-
specific chromatin domain. J Biol Chem 278(20): 18346-18352. 

Iyer, V.R., Horak, C.E., Scafe, C.S., Botstein, D., Snyder, M., and Brown, P.O. 2001. Genomic 
binding sites of the yeast cell-cycle transcription factors SBF and MBF. Nature 409(6819): 
533-538. 

Izraeli, S., Colaizzo-Anas, T., Bertness, V.L., Mani, K., Aplan, P.D., and Kirsch, I.R. 1997. 
Expression of the SIL gene is correlated with growth induction and cellular proliferation. 
Cell Growth Differ 8(11): 1171-1179. 

Jacobson, R.H., Ladurner, A.G., King, D.S., and Tjian, R. 2000. Structure and function of a 
human TAFII250 double bromodomain module. Science 288(5470): 1422-1425. 

Jenuwein, T. and Allis, C.D. 2001. Translating the histone code. Science 293(5532): 1074-1080. 

Johnson, G.R. and Moore, M.A. 1975. Role of stem cell migration in initiation of mouse foetal liver 
haemopoiesis. Nature 258(5537): 726-728. 

Kadonaga, J.T. 2004. Regulation of RNA polymerase II transcription by sequence-specific DNA 
binding factors. Cell 116(2): 247-257. 

Kallianpur, A.R., Jordan, J.E., and Brandt, S.J. 1994. The SCL/TAL-1 gene is expressed in 
progenitors of both the hematopoietic and vascular systems during embryogenesis. Blood 
83(5): 1200-1208. 

Kappel, A., Schlaeger, T.M., Flamme, I., Orkin, S.H., Risau, W., and Breier, G. 2000. Role of 
SCL/Tal-1, GATA, and ets transcription factor binding sites for the regulation of flk-1 
expression during murine vascular development. Blood 96(9): 3078-3085. 

Kapranov, P., Cawley, S.E., Drenkow, J., Bekiranov, S., Strausberg, R.L., Fodor, S.P., and 
Gingeras, T.R. 2002. Large-scale transcriptional activity in chromosomes 21 and 22. 
Science 296(5569): 916-919. 

Kennedy, M., Firpo, M., Choi, K., Wall, C., Robertson, S., Kabrun, N., and Keller, G. 1997. A 
common precursor for primitive erythropoiesis and definitive haematopoiesis. Nature 
386(6624): 488-493. 



References     272 

Khorasanizadeh, S. 2004. The nucleosome: from genomic organization to genomic regulation. 
Cell 116(2): 259-272. 

Kim, J., Bhinge, A.A., Morgan, X.C., and Iyer, V.R. 2005a. Mapping DNA-protein interactions in 
large genomes by sequence tag analysis of genomic enrichment. Nat Methods 2(1): 47-
53. 

Kim, J., Jia, L., Tilley, W.D., and Coetzee, G.A. 2003. Dynamic methylation of histone H3 at lysine 
4 in transcriptional regulation by the androgen receptor. Nucleic Acids Res 31(23): 6741-
6747. 

Kim, T.H., Barrera, L.O., Zheng, M., Qu, C., Singer, M.A., Richmond, T.A., Wu, Y., Green, R.D., 
and Ren, B. 2005b. A high-resolution map of active promoters in the human genome. 
Nature 436(7052): 876-880. 

Kingston, R.E. and Narlikar, G.J. 1999. ATP-dependent remodeling and acetylation as regulators 
of chromatin fluidity. Genes Dev 13(18): 2339-2352. 

Klenova, E.M., Nicolas, R.H., Paterson, H.F., Carne, A.F., Heath, C.M., Goodwin, G.H., Neiman, 
P.E., and Lobanenkov, V.V. 1993. CTCF, a conserved nuclear factor required for optimal 
transcriptional activity of the chicken c-myc gene, is an 11-Zn-finger protein differentially 
expressed in multiple forms. Mol Cell Biol 13(12): 7612-7624. 

Kocher, O., Cheresh, P., and Lee, S.W. 1996. Identification and partial characterization of a novel 
membrane-associated protein (MAP17) up-regulated in human carcinomas and 
modulating cell replication and tumor growth. Am J Pathol 149(2): 493-500. 

Kondo, Y., Shen, L., Yan, P.S., Huang, T.H., and Issa, J.P. 2004. Chromatin immunoprecipitation 
microarrays for identification of genes silenced by histone H3 lysine 9 methylation. Proc 
Natl Acad Sci U S A 101(19): 7398-7403. 

Korber, P., Luckenbach, T., Blaschke, D., and Horz, W. 2004. Evidence for histone eviction in 
trans upon induction of the yeast PHO5 promoter. Mol Cell Biol 24(24): 10965-10974. 

Kouzarides, T. 2002. Histone methylation in transcriptional control. Curr Opin Genet Dev 12(2): 
198-209. 

Krogan, N.J., Dover, J., Wood, A., Schneider, J., Heidt, J., Boateng, M.A., Dean, K., Ryan, O.W., 
Golshani, A., Johnston, M., Greenblatt, J.F., and Shilatifard, A. 2003. The Paf1 complex is 
required for histone H3 methylation by COMPASS and Dot1p: linking transcriptional 
elongation to histone methylation. Mol Cell 11(3): 721-729. 

Krosl, G., He, G., Lefrancois, M., Charron, F., Romeo, P.H., Jolicoeur, P., Kirsch, I.R., Nemer, M., 
and Hoang, T. 1998. Transcription factor SCL is required for c-kit expression and c-Kit 
function in hemopoietic cells. J Exp Med 188(3): 439-450. 

Kurdistani, S.K. and Grunstein, M. 2003. In vivo protein-protein and protein-DNA crosslinking for 
genomewide binding microarray. Methods 31(1): 90-95. 

Kurdistani, S.K., Tavazoie, S., and Grunstein, M. 2004. Mapping global histone acetylation 
patterns to gene expression. Cell 117(6): 721-733. 

Labastie, M.C., Cortes, F., Romeo, P.H., Dulac, C., and Peault, B. 1998. Molecular identity of 
hematopoietic precursor cells emerging in the human embryo. Blood 92(10): 3624-3635. 

Lachner, M. and Jenuwein, T. 2002. The many faces of histone lysine methylation. Curr Opin Cell 
Biol 14(3): 286-298. 

Lachner, M., O'Carroll, D., Rea, S., Mechtler, K., and Jenuwein, T. 2001. Methylation of histone 
H3 lysine 9 creates a binding site for HP1 proteins. Nature 410(6824): 116-120. 

Lachner, M., O'Sullivan, R.J., and Jenuwein, T. 2003. An epigenetic road map for histone lysine 
methylation. J Cell Sci 116(Pt 11): 2117-2124. 

Lagger, G., O'Carroll, D., Rembold, M., Khier, H., Tischler, J., Weitzer, G., Schuettengruber, B., 
Hauser, C., Brunmeir, R., Jenuwein, T., and Seiser, C. 2002. Essential function of histone 
deacetylase 1 in proliferation control and CDK inhibitor repression. Embo J 21(11): 2672-
2681. 



References     273 

Lahlil, R., Lecuyer, E., Herblot, S., and Hoang, T. 2004. SCL assembles a multifactorial complex 
that determines glycophorin A expression. Mol Cell Biol 24(4): 1439-1452. 

Lander, E.S. Linton, L.M. Birren, B. Nusbaum, et al. 2001. Initial sequencing and analysis of the 
human genome. Nature 409(6822): 860-921. 

Langst, G. and Becker, P.B. 2001. Nucleosome mobilization and positioning by ISWI-containing 
chromatin-remodeling factors. J Cell Sci 114(Pt 14): 2561-2568. 

Larson, R.C., Lavenir, I., Larson, T.A., Baer, R., Warren, A.J., Wadman, I., Nottage, K., and 
Rabbitts, T.H. 1996. Protein dimerization between Lmo2 (Rbtn2) and Tal1 alters 
thymocyte development and potentiates T cell tumorigenesis in transgenic mice. Embo J 
15(5): 1021-1027. 

Lazo, P.A., Lee, J.S., and Tsichlis, P.N. 1990. Long-distance activation of the Myc protooncogene 
by provirus insertion in Mlvi-1 or Mlvi-4 in rat T-cell lymphomas. Proc Natl Acad Sci U S A 
87(1): 170-173. 

Lazrak, M., Deleuze, V., Noel, D., Haouzi, D., Chalhoub, E., Dohet, C., Robbins, I., and Mathieu, 
D. 2004. The bHLH TAL-1/SCL regulates endothelial cell migration and morphogenesis. J 
Cell Sci 117(Pt 7): 1161-1171. 

Lecointe, N., Bernard, O., Naert, K., Joulin, V., Larsen, C.J., Romeo, P.H., and Mathieu-Mahul, D. 
1994. GATA-and SP1-binding sites are required for the full activity of the tissue-specific 
promoter of the tal-1 gene. Oncogene 9(9): 2623-2632. 

Lecuyer, E., Herblot, S., Saint-Denis, M., Martin, R., Begley, C.G., Porcher, C., Orkin, S.H., and 
Hoang, T. 2002. The SCL complex regulates c-kit expression in hematopoietic cells 
through functional interaction with Sp1. Blood 100(7): 2430-2440. 

Lee, C.K., Shibata, Y., Rao, B., Strahl, B.D., and Lieb, J.D. 2004a. Evidence for nucleosome 
depletion at active regulatory regions genome-wide. Nat Genet 36(8): 900-905. 

Lee, D.U., Avni, O., Chen, L., and Rao, A. 2004b. A distal enhancer in the interferon-gamma (IFN-
gamma) locus revealed by genome sequence comparison. J Biol Chem 279(6): 4802-
4810. 

Lee, T.I., Rinaldi, N.J., Robert, F., Odom, D.T., Bar-Joseph, Z., Gerber, G.K., Hannett, N.M., 
Harbison, C.T., Thompson, C.M., Simon, I., Zeitlinger, J., Jennings, E.G., Murray, H.L., 
Gordon, D.B., Ren, B., Wyrick, J.J., Tagne, J.B., Volkert, T.L., Fraenkel, E., Gifford, D.K., 
and Young, R.A. 2002. Transcriptional regulatory networks in Saccharomyces cerevisiae. 
Science 298(5594): 799-804. 

Lenhard, B., Sandelin, A., Mendoza, L., Engstrom, P., Jareborg, N., and Wasserman, W.W. 2003. 
Identification of conserved regulatory elements by comparative genome analysis. J Biol 
2(2): 13. 

Leroy-Viard, K., Vinit, M.A., Lecointe, N., Mathieu-Mahul, D., and Romeo, P.H. 1994. Distinct 
DNase-I hypersensitive sites are associated with TAL-1 transcription in erythroid and T-
cell lines. Blood 84(11): 3819-3827. 

Leuther, K.K., Salmeron, J.M., and Johnston, S.A. 1993. Genetic evidence that an activation 
domain of GAL4 does not require acidity and may form a beta sheet. Cell 72(4): 575-585. 

Levine, M. and Tjian, R. 2003. Transcription regulation and animal diversity. Nature 424(6945): 
147-151. 

Liang, G., Lin, J.C., Wei, V., Yoo, C., Cheng, J.C., Nguyen, C.T., Weisenberger, D.J., Egger, G., 
Takai, D., Gonzales, F.A., and Jones, P.A. 2004. Distinct localization of histone H3 
acetylation and H3-K4 methylation to the transcription start sites in the human genome. 
Proc Natl Acad Sci U S A 101(19): 7357-7362. 

Liao, E.C., Paw, B.H., Oates, A.C., Pratt, S.J., Postlethwait, J.H., and Zon, L.I. 1998. SCL/Tal-1 
transcription factor acts downstream of cloche to specify hematopoietic and vascular 
progenitors in zebrafish. Genes Dev 12(5): 621-626. 



References     274 

Liao, W., Bisgrove, B.W., Sawyer, H., Hug, B., Bell, B., Peters, K., Grunwald, D.J., and Stainier, 
D.Y. 1997. The zebrafish gene cloche acts upstream of a flk-1 homologue to regulate 
endothelial cell differentiation. Development 124(2): 381-389. 

Lieb, J.D., Liu, X., Botstein, D., and Brown, P.O. 2001. Promoter-specific binding of Rap1 
revealed by genome-wide maps of protein-DNA association. Nat Genet 28(4): 327-334. 

Lien, C.L., McAnally, J., Richardson, J.A., and Olson, E.N. 2002. Cardiac-specific activity of an 
Nkx2-5 enhancer requires an evolutionarily conserved Smad binding site. Dev Biol 
244(2): 257-266. 

Lipshutz, R.J., Fodor, S.P., Gingeras, T.R., and Lockhart, D.J. 1999. High density synthetic 
oligonucleotide arrays. Nat Genet 21(1 Suppl): 20-24. 

Litt, M.D., Simpson, M., Gaszner, M., Allis, C.D., and Felsenfeld, G. 2001a. Correlation between 
histone lysine methylation and developmental changes at the chicken beta-globin locus. 
Science 293(5539): 2453-2455. 

Litt, M.D., Simpson, M., Recillas-Targa, F., Prioleau, M.N., and Felsenfeld, G. 2001b. Transitions 
in histone acetylation reveal boundaries of three separately regulated neighboring loci. 
Embo J 20(9): 2224-2235. 

Liu, C.L., Kaplan, T., Kim, M., Buratowski, S., Schreiber, S.L., Friedman, N., and Rando, O.J. 
2005. Single-nucleosome mapping of histone modifications in S. cerevisiae. PLoS Biol 
3(10): e328. 

Liu, C.L., Schreiber, S.L., and Bernstein, B.E. 2003. Development and validation of a T7 based 
linear amplification for genomic DNA. BMC Genomics 4(1): 19. 

Loots, G.G., Locksley, R.M., Blankespoor, C.M., Wang, Z.E., Miller, W., Rubin, E.M., and Frazer, 
K.A. 2000. Identification of a coordinate regulator of interleukins 4, 13, and 5 by cross-
species sequence comparisons. Science 288(5463): 136-140. 

Lopez, R.G., Carron, C., Oury, C., Gardellin, P., Bernard, O., and Ghysdael, J. 1999. TEL is a 
sequence-specific transcriptional repressor. J Biol Chem 274(42): 30132-30138. 

Lorch, Y., Cairns, B.R., Zhang, M., and Kornberg, R.D. 1998. Activated RSC-nucleosome 
complex and persistently altered form of the nucleosome. Cell 94(1): 29-34. 

Lorch, Y., Zhang, M., and Kornberg, R.D. 1999. Histone octamer transfer by a chromatin-
remodeling complex. Cell 96(3): 389-392. 

Loury, R. and Sassone-Corsi, P. 2003. Histone phosphorylation: how to proceed. Methods 31(1): 
40-48. 

Lozzio, B.B. and Lozzio, C.B. 1977. Properties of the K562 cell line derived from a patient with 
chronic myeloid leukemia. Int J Cancer 19(1): 136. 

Lu, Q., Wallrath, L.L., and Elgin, S.C. 1995. The role of a positioned nucleosome at the 
Drosophila melanogaster hsp26 promoter. Embo J 14(19): 4738-4746. 

Lucito, R., West, J., Reiner, A., Alexander, J., Esposito, D., Mishra, B., Powers, S., Norton, L., 
and Wigler, M. 2000. Detecting gene copy number fluctuations in tumor cells by 
microarray analysis of genomic representations. Genome Res 10(11): 1726-1736. 

Luger, K., Mader, A.W., Richmond, R.K., Sargent, D.F., and Richmond, T.J. 1997. Crystal 
structure of the nucleosome core particle at 2.8 A resolution. Nature 389(6648): 251-260. 

Ma, J. and Ptashne, M. 1987. A new class of yeast transcriptional activators. Cell 51(1): 113-119. 

MacLeod, R.A., Nagel, S., Kaufmann, M., Janssen, J.W., and Drexler, H.G. 2003. Activation of 
HOX11L2 by juxtaposition with 3'-BCL11B in an acute lymphoblastic leukemia cell line 
(HPB-ALL) with t(5;14)(q35;q32.2). Genes Chromosomes Cancer 37(1): 84-91. 

Mahadevan, L.C., Willis, A.C., and Barratt, M.J. 1991. Rapid histone H3 phosphorylation in 
response to growth factors, phorbol esters, okadaic acid, and protein synthesis inhibitors. 
Cell 65(5): 775-783. 

Malik, H.S. and Henikoff, S. 2003. Phylogenomics of the nucleosome. Nat Struct Biol 10(11): 882-
891. 



References     275 

Manaia, A., Lemarchandel, V., Klaine, M., Max-Audit, I., Romeo, P., Dieterlen-Lievre, F., and 
Godin, I. 2000. Lmo2 and GATA-3 associated expression in intraembryonic hemogenic 
sites. Development 127(3): 643-653. 

Maniatis, T., Goodbourn, S., and Fischer, J.A. 1987. Regulation of inducible and tissue-specific 
gene expression. Science 236(4806): 1237-1245. 

Mantripragada, K.K., Buckley, P.G., Benetkiewicz, M., De Bustos, C., Hirvela, C., Jarbo, C., 
Bruder, C.E., Wensman, H., Mathiesen, T., Nyberg, G., Papi, L., Collins, V.P., Ichimura, 
K., Evans, G., and Dumanski, J.P. 2003. High-resolution profiling of an 11 Mb segment of 
human chromosome 22 in sporadic schwannoma using array-CGH. Int J Oncol 22(3): 
615-622. 

Mantripragada, K.K., Buckley, P.G., de Stahl, T.D., and Dumanski, J.P. 2004. Genomic 
microarrays in the spotlight. Trends Genet 20(2): 87-94. 

Mao, D.Y., Watson, J.D., Yan, P.S., Barsyte-Lovejoy, D., Khosravi, F., Wong, W.W., Farnham, 
P.J., Huang, T.H., and Penn, L.Z. 2003. Analysis of Myc bound loci identified by CpG 
island arrays shows that Max is essential for Myc-dependent repression. Curr Biol 13(10): 
882-886. 

Marmorstein, R. and Berger, S.L. 2001. Structure and function of bromodomains in chromatin-
regulating complexes. Gene 272(1-2): 1-9. 

Martienssen, R.A., Doerge, R.W., and Colot, V. 2005. Epigenomic mapping in Arabidopsis using 
tiling microarrays. Chromosome Res 13(3): 299-308. 

Marton, M.J., DeRisi, J.L., Bennett, H.A., Iyer, V.R., Meyer, M.R., Roberts, C.J., Stoughton, R., 
Burchard, J., Slade, D., Dai, H., Bassett, D.E., Jr., Hartwell, L.H., Brown, P.O., and 
Friend, S.H. 1998. Drug target validation and identification of secondary drug target 
effects using DNA microarrays. Nat Med 4(11): 1293-1301. 

Martone, R., Euskirchen, G., Bertone, P., Hartman, S., Royce, T.E., Luscombe, N.M., Rinn, J.L., 
Nelson, F.K., Miller, P., Gerstein, M., Weissman, S., and Snyder, M. 2003. Distribution of 
NF-kappaB-binding sites across human chromosome 22. Proc Natl Acad Sci U S A 
100(21): 12247-12252. 

Mautner, J., Joos, S., Werner, T., Eick, D., Bornkamm, G.W., and Polack, A. 1995. Identification 
of two enhancer elements downstream of the human c-myc gene. Nucleic Acids Res 
23(1): 72-80. 

Mayor, C., Brudno, M., Schwartz, J.R., Poliakov, A., Rubin, E.M., Frazer, K.A., Pachter, L.S., and 
Dubchak, I. 2000. VISTA: visualizing global DNA sequence alignments of arbitrary length. 
Bioinformatics 16(11): 1046-1047. 

Medvinsky, A. and Dzierzak, E. 1996. Definitive hematopoiesis is autonomously initiated by the 
AGM region. Cell 86(6): 897-906. 

Medvinsky, A.L., Samoylina, N.L., Muller, A.M., and Dzierzak, E.A. 1993. An early pre-liver 
intraembryonic source of CFU-S in the developing mouse. Nature 364(6432): 64-67. 

Meersseman, G., Pennings, S., and Bradbury, E.M. 1992. Mobile nucleosomes--a general 
behavior. Embo J 11(8): 2951-2959. 

Mendez, J. and Stillman, B. 2000. Chromatin association of human origin recognition complex, 
cdc6, and minichromosome maintenance proteins during the cell cycle: assembly of 
prereplication complexes in late mitosis. Mol Cell Biol 20(22): 8602-8612. 

Mermod, N., O'Neill, E.A., Kelly, T.J., and Tjian, R. 1989. The proline-rich transcriptional activator 
of CTF/NF-I is distinct from the replication and DNA binding domain. Cell 58(4): 741-753. 

Metivier, R., Penot, G., Hubner, M.R., Reid, G., Brand, H., Kos, M., and Gannon, F. 2003. 
Estrogen receptor-alpha directs ordered, cyclical, and combinatorial recruitment of 
cofactors on a natural target promoter. Cell 115(6): 751-763. 

Mielke, C., Kohwi, Y., Kohwi-Shigematsu, T., and Bode, J. 1990. Hierarchical binding of DNA 
fragments derived from scaffold-attached regions: correlation of properties in vitro and 
function in vivo. Biochemistry 29(32): 7475-7485. 



References     276 

Mikkola, H.K., Klintman, J., Yang, H., Hock, H., Schlaeger, T.M., Fujiwara, Y., and Orkin, S.H. 
2003. Haematopoietic stem cells retain long-term repopulating activity and multipotency in 
the absence of stem-cell leukaemia SCL/tal-1 gene. Nature 421(6922): 547-551. 

Mito, Y., Henikoff, J.G., and Henikoff, S. 2005. Genome-scale profiling of histone H3.3 
replacement patterns. Nat Genet 37(10): 1090-1097. 

Mizzen, C.A., Yang, X.J., Kokubo, T., Brownell, J.E., Bannister, A.J., Owen-Hughes, T., 
Workman, J., Wang, L., Berger, S.L., Kouzarides, T., Nakatani, Y., and Allis, C.D. 1996. 
The TAF(II)250 subunit of TFIID has histone acetyltransferase activity. Cell 87(7): 1261-
1270. 

Moazed, D. 2001. Common themes in mechanisms of gene silencing. Mol Cell 8(3): 489-498. 

Moore, M.A. and Metcalf, D. 1970. Ontogeny of the haemopoietic system: yolk sac origin of in 
vivo and in vitro colony forming cells in the developing mouse embryo. Br J Haematol 
18(3): 279-296. 

Moore, M.A. and Owen, J.J. 1967. Experimental studies on the development of the thymus. J Exp 
Med 126(4): 715-726. 

Morikawa, S., Tatsumi, E., Baba, M., Harada, T., and Yasuhira, K. 1978. Two E-rosette-forming 
lymphoid cell lines. Int J Cancer 21(2): 166-170. 

Mouthon, M.A., Bernard, O., Mitjavila, M.T., Romeo, P.H., Vainchenker, W., and Mathieu-Mahul, 
D. 1993. Expression of tal-1 and GATA-binding proteins during human hematopoiesis. 
Blood 81(3): 647-655. 

Mueller-Storm, H.P., Sogo, J.M., and Schaffner, W. 1989. An enhancer stimulates transcription in 
trans when attached to the promoter via a protein bridge. Cell 58(4): 767-777. 

Muller, A.M., Medvinsky, A., Strouboulis, J., Grosveld, F., and Dzierzak, E. 1994. Development of 
hematopoietic stem cell activity in the mouse embryo. Immunity 1(4): 291-301. 

Munshi, N., Merika, M., Yie, J., Senger, K., Chen, G., and Thanos, D. 1998. Acetylation of HMG 
I(Y) by CBP turns off IFN beta expression by disrupting the enhanceosome. Mol Cell 2(4): 
457-467. 

Murray, P. 1932. The development 'in vitro' of blood of the early chick embryo. Strangeways Res 
Labor Cambridge: 497-521. 

Murre, C., McCaw, P.S., and Baltimore, D. 1989. A new DNA binding and dimerization motif in 
immunoglobulin enhancer binding, daughterless, MyoD, and myc proteins. Cell 56(5): 
777-783. 

Murrell, A.M., Bockamp, E.O., Gottgens, B., Chan, Y.S., Cross, M.A., Heyworth, C.M., and Green, 
A.R. 1995. Discordant regulation of SCL/TAL-1 mRNA and protein during erythroid 
differentiation. Oncogene 11(1): 131-139. 

Myers, F.A., Chong, W., Evans, D.R., Thorne, A.W., and Crane-Robinson, C. 2003. Acetylation of 
histone H2B mirrors that of H4 and H3 at the chicken beta-globin locus but not at 
housekeeping genes. J Biol Chem 278(38): 36315-36322. 

Nagy, P.L., Griesenbeck, J., Kornberg, R.D., and Cleary, M.L. 2002. A trithorax-group complex 
purified from Saccharomyces cerevisiae is required for methylation of histone H3. Proc 
Natl Acad Sci U S A 99(1): 90-94. 

Nan, X., Ng, H.H., Johnson, C.A., Laherty, C.D., Turner, B.M., Eisenman, R.N., and Bird, A. 1998. 
Transcriptional repression by the methyl-CpG-binding protein MeCP2 involves a histone 
deacetylase complex. Nature 393(6683): 386-389. 

Narlikar, G.J., Fan, H.Y., and Kingston, R.E. 2002. Cooperation between complexes that regulate 
chromatin structure and transcription. Cell 108(4): 475-487. 

Naumann, S., Reutzel, D., Speicher, M., and Decker, H.J. 2001. Complete karyotype 
characterization of the K562 cell line by combined application of G-banding, multiplex-
fluorescence in situ hybridization, fluorescence in situ hybridization, and comparative 
genomic hybridization. Leuk Res 25(4): 313-322. 



References     277 

Ng, H.H., Feng, Q., Wang, H., Erdjument-Bromage, H., Tempst, P., Zhang, Y., and Struhl, K. 
2002a. Lysine methylation within the globular domain of histone H3 by Dot1 is important 
for telomeric silencing and Sir protein association. Genes Dev 16(12): 1518-1527. 

Ng, H.H., Robert, F., Young, R.A., and Struhl, K. 2003. Targeted recruitment of Set1 histone 
methylase by elongating Pol II provides a localized mark and memory of recent 
transcriptional activity. Mol Cell 11(3): 709-719. 

Ng, H.H., Xu, R.M., Zhang, Y., and Struhl, K. 2002b. Ubiquitination of histone H2B by Rad6 is 
required for efficient Dot1-mediated methylation of histone H3 lysine 79. J Biol Chem 
277(38): 34655-34657. 

Nickel, B.E., Allis, C.D., and Davie, J.R. 1989. Ubiquitinated histone H2B is preferentially located 
in transcriptionally active chromatin. Biochemistry 28(3): 958-963. 

O'Neil, J., Billa, M., Oikemus, S., and Kelliher, M. 2001. The DNA binding activity of TAL-1 is not 
required to induce leukemia/lymphoma in mice. Oncogene 20(29): 3897-3905. 

O'Neil, J., Shank, J., Cusson, N., Murre, C., and Kelliher, M. 2004. TAL1/SCL induces leukemia 
by inhibiting the transcriptional activity of E47/HEB. Cancer Cell 5(6): 587-596. 

Oberley, M.J., Inman, D.R., and Farnham, P.J. 2003. E2F6 negatively regulates BRCA1 in human 
cancer cells without methylation of histone H3 on lysine 9. J Biol Chem 278(43): 42466-
42476. 

Odom, D.T., Zizlsperger, N., Gordon, D.B., Bell, G.W., Rinaldi, N.J., Murray, H.L., Volkert, T.L., 
Schreiber, J., Rolfe, P.A., Gifford, D.K., Fraenkel, E., Bell, G.I., and Young, R.A. 2004. 
Control of pancreas and liver gene expression by HNF transcription factors. Science 
303(5662): 1378-1381. 

Okazaki, Y. Furuno, M. Kasukawa, T. et al. 2002. Analysis of the mouse transcriptome based on 
functional annotation of 60,770 full-length cDNAs. Nature 420(6915): 563-573. 

Orian, A., van Steensel, B., Delrow, J., Bussemaker, H.J., Li, L., Sawado, T., Williams, E., Loo, 
L.W., Cowley, S.M., Yost, C., Pierce, S., Edgar, B.A., Parkhurst, S.M., and Eisenman, 
R.N. 2003. Genomic binding by the Drosophila Myc, Max, Mad/Mnt transcription factor 
network. Genes Dev 17(9): 1101-1114. 

Orkin, S.H. and Zon, L.I. 2002. Hematopoiesis and stem cells: plasticity versus developmental 
heterogeneity. Nat Immunol 3(4): 323-328. 

Orlando, V. 2000. Mapping chromosomal proteins in vivo by formaldehyde-crosslinked-chromatin 
immunoprecipitation. Trends Biochem Sci 25(3): 99-104. 

Orlando, V., Strutt, H., and Paro, R. 1997. Analysis of chromatin structure by in vivo formaldehyde 
cross-linking. Methods 11(2): 205-214. 

Osley, M.A. 1991. The regulation of histone synthesis in the cell cycle. Annu Rev Biochem 60: 
827-861. 

Page, R.D. 1996. TreeView: an application to display phylogenetic trees on personal computers. 
Comput Appl Biosci 12(4): 357-358. 

Palis, J., Robertson, S., Kennedy, M., Wall, C., and Keller, G. 1999. Development of erythroid and 
myeloid progenitors in the yolk sac and embryo proper of the mouse. Development 
126(22): 5073-5084. 

Pardy, K. 1994. Reporter enzymes for the study of promoter activity. Mol Biotechnol 2(1): 23-27. 

Pennacchio, L.A. and Rubin, E.M. 2001. Genomic strategies to identify mammalian regulatory 
sequences. Nat Rev Genet 2(2): 100-109. 

Pham, A.D. and Sauer, F. 2000. Ubiquitin-activating/conjugating activity of TAFII250, a mediator 
of activation of gene expression in Drosophila. Science 289(5488): 2357-2360. 

Pinkel, D., Segraves, R., Sudar, D., Clark, S., Poole, I., Kowbel, D., Collins, C., Kuo, W.L., Chen, 
C., Zhai, Y., Dairkee, S.H., Ljung, B.M., Gray, J.W., and Albertson, D.G. 1998. High 
resolution analysis of DNA copy number variation using comparative genomic 
hybridization to microarrays. Nat Genet 20(2): 207-211. 



References     278 

Poirel, H., Lopez, R.G., Lacronique, V., Della Valle, V., Mauchauffe, M., Berger, R., Ghysdael, J., 
and Bernard, O.A. 2000. Characterization of a novel ETS gene, TELB, encoding a protein 
structurally and functionally related to TEL. Oncogene 19(41): 4802-4806. 

Pokholok, D.K., Harbison, C.T., Levine, S., Cole, M., Hannett, N.M., Lee, T.I., Bell, G.W., Walker, 
K., Rolfe, P.A., Herbolsheimer, E., Zeitlinger, J., Lewitter, F., Gifford, D.K., and Young, 
R.A. 2005. Genome-wide map of nucleosome acetylation and methylation in yeast. Cell 
122(4): 517-527. 

Pollack, J.R., Perou, C.M., Alizadeh, A.A., Eisen, M.B., Pergamenschikov, A., Williams, C.F., 
Jeffrey, S.S., Botstein, D., and Brown, P.O. 1999. Genome-wide analysis of DNA copy-
number changes using cDNA microarrays. Nat Genet 23(1): 41-46. 

Porcher, C., Swat, W., Rockwell, K., Fujiwara, Y., Alt, F.W., and Orkin, S.H. 1996. The T cell 
leukemia oncoprotein SCL/tal-1 is essential for development of all hematopoietic 
lineages. Cell 86(1): 47-57. 

Prasad, K.S., Jordan, J.E., Koury, M.J., Bondurant, M.C., and Brandt, S.J. 1995. Erythropoietin 
stimulates transcription of the TAL1/SCL gene and phosphorylation of its protein 
products. J Biol Chem 270(19): 11603-11611. 

Pulford, K., Lecointe, N., Leroy-Viard, K., Jones, M., Mathieu-Mahul, D., and Mason, D.Y. 1995. 
Expression of TAL-1 proteins in human tissues. Blood 85(3): 675-684. 

Raghuraman, M.K., Winzeler, E.A., Collingwood, D., Hunt, S., Wodicka, L., Conway, A., Lockhart, 
D.J., Davis, R.W., Brewer, B.J., and Fangman, W.L. 2001. Replication dynamics of the 
yeast genome. Science 294(5540): 115-121. 

Ramakrishnan, V. 1997. Histone structure and the organization of the nucleosome. Annu Rev 
Biophys Biomol Struct 26: 83-112. 

Ramaswamy, S., Tamayo, P., Rifkin, R., Mukherjee, S., Yeang, C.H., Angelo, M., Ladd, C., 
Reich, M., Latulippe, E., Mesirov, J.P., Poggio, T., Gerald, W., Loda, M., Lander, E.S., 
and Golub, T.R. 2001. Multiclass cancer diagnosis using tumor gene expression 
signatures. Proc Natl Acad Sci U S A 98(26): 15149-15154. 

Rea, S., Eisenhaber, F., O'Carroll, D., Strahl, B.D., Sun, Z.W., Schmid, M., Opravil, S., Mechtler, 
K., Ponting, C.P., Allis, C.D., and Jenuwein, T. 2000. Regulation of chromatin structure by 
site-specific histone H3 methyltransferases. Nature 406(6796): 593-599. 

Reid, J.L., Iyer, V.R., Brown, P.O., and Struhl, K. 2000. Coordinate regulation of yeast ribosomal 
protein genes is associated with targeted recruitment of Esa1 histone acetylase. Mol Cell 
6(6): 1297-1307. 

Reinke, H. and Horz, W. 2003. Histones are first hyperacetylated and then lose contact with the 
activated PHO5 promoter. Mol Cell 11(6): 1599-1607. 

Ren, B., Cam, H., Takahashi, Y., Volkert, T., Terragni, J., Young, R.A., and Dynlacht, B.D. 2002. 
E2F integrates cell cycle progression with DNA repair, replication, and G(2)/M 
checkpoints. Genes Dev 16(2): 245-256. 

Ren, B., Robert, F., Wyrick, J.J., Aparicio, O., Jennings, E.G., Simon, I., Zeitlinger, J., Schreiber, 
J., Hannett, N., Kanin, E., Volkert, T.L., Wilson, C.J., Bell, S.P., and Young, R.A. 2000. 
Genome-wide location and function of DNA binding proteins. Science 290(5500): 2306-
2309. 

Richards, E.J. and Elgin, S.C. 2002. Epigenetic codes for heterochromatin formation and 
silencing: rounding up the usual suspects. Cell 108(4): 489-500. 

Rinn, J.L., Euskirchen, G., Bertone, P., Martone, R., Luscombe, N.M., Hartman, S., Harrison, 
P.M., Nelson, F.K., Miller, P., Gerstein, M., Weissman, S., and Snyder, M. 2003. The 
transcriptional activity of human Chromosome 22. Genes Dev 17(4): 529-540. 

Risau, W. and Flamme, I. 1995. Vasculogenesis. Annu Rev Cell Dev Biol 11: 73-91. 

Robb, L., Elwood, N.J., Elefanty, A.G., Kontgen, F., Li, R., Barnett, L.D., and Begley, C.G. 1996. 
The scl gene product is required for the generation of all hematopoietic lineages in the 
adult mouse. Embo J 15(16): 4123-4129. 



References     279 

Robb, L., Lyons, I., Li, R., Hartley, L., Kontgen, F., Harvey, R.P., Metcalf, D., and Begley, C.G. 
1995. Absence of yolk sac hematopoiesis from mice with a targeted disruption of the scl 
gene. Proc Natl Acad Sci U S A 92(15): 7075-7079. 

Robertson, S.M., Kennedy, M., Shannon, J.M., and Keller, G. 2000. A transitional stage in the 
commitment of mesoderm to hematopoiesis requiring the transcription factor SCL/tal-1. 
Development 127(11): 2447-2459. 

Robyr, D., Suka, Y., Xenarios, I., Kurdistani, S.K., Wang, A., Suka, N., and Grunstein, M. 2002. 
Microarray deacetylation maps determine genome-wide functions for yeast histone 
deacetylases. Cell 109(4): 437-446. 

Rogakou, E.P., Pilch, D.R., Orr, A.H., Ivanova, V.S., and Bonner, W.M. 1998. DNA double-
stranded breaks induce histone H2AX phosphorylation on serine 139. J Biol Chem 
273(10): 5858-5868. 

Roh, T.Y., Cuddapah, S., and Zhao, K. 2005. Active chromatin domains are defined by 
acetylation islands revealed by genome-wide mapping. Genes Dev 19(5): 542-552. 

Roh, T.Y., Ngau, W.C., Cui, K., Landsman, D., and Zhao, K. 2004. High-resolution genome-wide 
mapping of histone modifications. Nat Biotechnol 22(8): 1013-1016. 

Roth, S.Y., Denu, J.M., and Allis, C.D. 2001. Histone acetyltransferases. Annu Rev Biochem 70: 
81-120. 

Ruppert, S. and Tjian, R. 1995. Human TAFII250 interacts with RAP74: implications for RNA 
polymerase II initiation. Genes Dev 9(22): 2747-2755. 

Sabin, F. 1920. Studies on the origin of blood vessels and of red blood corpuscles as seen in the 
living blastoderm of chicks during the second day of incubation. Carnegie Inst Wash Pub 
no 272, Contrib Embryol 9: 214-262. 

Sanchez, M., Gottgens, B., Sinclair, A.M., Stanley, M., Begley, C.G., Hunter, S., and Green, A.R. 
1999. An SCL 3' enhancer targets developing endothelium together with embryonic and 
adult haematopoietic progenitors. Development 126(17): 3891-3904. 

Sanchez, M.J., Bockamp, E.O., Miller, J., Gambardella, L., and Green, A.R. 2001. Selective 
rescue of early haematopoietic progenitors in Scl(-/-) mice by expressing Scl under the 
control of a stem cell enhancer. Development 128(23): 4815-4827. 

Santos-Rosa, H., Schneider, R., Bannister, A.J., Sherriff, J., Bernstein, B.E., Emre, N.C., 
Schreiber, S.L., Mellor, J., and Kouzarides, T. 2002. Active genes are tri-methylated at K4 
of histone H3. Nature 419(6905): 407-411. 

Sassone-Corsi, P., Mizzen, C.A., Cheung, P., Crosio, C., Monaco, L., Jacquot, S., Hanauer, A., 
and Allis, C.D. 1999. Requirement of Rsk-2 for epidermal growth factor-activated 
phosphorylation of histone H3. Science 285(5429): 886-891. 

Schena, M., Shalon, D., Davis, R.W., and Brown, P.O. 1995. Quantitative monitoring of gene 
expression patterns with a complementary DNA microarray. Science 270(5235): 467-470. 

Schild, C., Claret, F.X., Wahli, W., and Wolffe, A.P. 1993. A nucleosome-dependent static loop 
potentiates estrogen-regulated transcription from the Xenopus vitellogenin B1 promoter in 
vitro. Embo J 12(2): 423-433. 

Schneider, R., Bannister, A.J., Myers, F.A., Thorne, A.W., Crane-Robinson, C., and Kouzarides, 
T. 2004. Histone H3 lysine 4 methylation patterns in higher eukaryotic genes. Nat Cell 
Biol 6(1): 73-77. 

Schneider, U., Schwenk, H.U., and Bornkamm, G. 1977. Characterization of EBV-genome 
negative "null" and "T" cell lines derived from children with acute lymphoblastic leukemia 
and leukemic transformed non-Hodgkin lymphoma. Int J Cancer 19(5): 621-626. 

Schnitzler, G., Sif, S., and Kingston, R.E. 1998. Human SWI/SNF interconverts a nucleosome 
between its base state and a stable remodeled state. Cell 94(1): 17-27. 

Schnitzler, G.R., Cheung, C.L., Hafner, J.H., Saurin, A.J., Kingston, R.E., and Lieber, C.M. 2001. 
Direct imaging of human SWI/SNF-remodeled mono- and polynucleosomes by atomic 
force microscopy employing carbon nanotube tips. Mol Cell Biol 21(24): 8504-8511. 



References     280 

Schubeler, D., MacAlpine, D.M., Scalzo, D., Wirbelauer, C., Kooperberg, C., van Leeuwen, F., 
Gottschling, D.E., O'Neill, L.P., Turner, B.M., Delrow, J., Bell, S.P., and Groudine, M. 
2004. The histone modification pattern of active genes revealed through genome-wide 
chromatin analysis of a higher eukaryote. Genes Dev 18(11): 1263-1271. 

Schubeler, D., Scalzo, D., Kooperberg, C., van Steensel, B., Delrow, J., and Groudine, M. 2002. 
Genome-wide DNA replication profile for Drosophila melanogaster: a link between 
transcription and replication timing. Nat Genet 32(3): 438-442. 

Schug, J. and Overton, G.C. 1997. Modeling transcription factor binding sites with Gibbs 
Sampling and Minimum Description Length encoding. Proc Int Conf Intell Syst Mol Biol 5: 
268-271. 

Schuh, A.C., Faloon, P., Hu, Q.L., Bhimani, M., and Choi, K. 1999. In vitro hematopoietic and 
endothelial potential of flk-1(-/-) embryonic stem cells and embryos. Proc Natl Acad Sci U 
S A 96(5): 2159-2164. 

Schuler, G.D. 1997. Sequence mapping by electronic PCR. Genome Res 7(5): 541-550. 

Schwartz, S., Elnitski, L., Li, M., Weirauch, M., Riemer, C., Smit, A., Green, E.D., Hardison, R.C., 
and Miller, W. 2003. MultiPipMaker and supporting tools: Alignments and analysis of 
multiple genomic DNA sequences. Nucleic Acids Res 31(13): 3518-3524. 

Schwartz, S., Zhang, Z., Frazer, K.A., Smit, A., Riemer, C., Bouck, J., Gibbs, R., Hardison, R., 
and Miller, W. 2000. PipMaker--a web server for aligning two genomic DNA sequences. 
Genome Res 10(4): 577-586. 

Shabalina, S.A. and Spiridonov, N.A. 2004. The mammalian transcriptome and the function of 
non-coding DNA sequences. Genome Biol 5(4): 105. 

Shaffer, L.G. and Bejjani, B.A. 2004. A cytogeneticist's perspective on genomic microarrays. Hum 
Reprod Update 10(3): 221-226. 

Shalaby, F., Ho, J., Stanford, W.L., Fischer, K.D., Schuh, A.C., Schwartz, L., Bernstein, A., and 
Rossant, J. 1997. A requirement for Flk1 in primitive and definitive hematopoiesis and 
vasculogenesis. Cell 89(6): 981-990. 

Shalaby, F., Rossant, J., Yamaguchi, T.P., Gertsenstein, M., Wu, X.F., Breitman, M.L., and 
Schuh, A.C. 1995. Failure of blood-island formation and vasculogenesis in Flk-1-deficient 
mice. Nature 376(6535): 62-66. 

Shi, Y., Lan, F., Matson, C., Mulligan, P., Whetstine, J.R., Cole, P.A., Casero, R.A., and Shi, Y. 
2004. Histone demethylation mediated by the nuclear amine oxidase homolog LSD1. Cell 
119(7): 941-953. 

Shimamoto, T., Ohyashiki, K., Ohyashiki, J.H., Kawakubo, K., Fujimura, T., Iwama, H., 
Nakazawa, S., and Toyama, K. 1995. The expression pattern of 
erythrocyte/megakaryocyte-related transcription factors GATA-1 and the stem cell 
leukemia gene correlates with hematopoietic differentiation and is associated with 
outcome of acute myeloid leukemia. Blood 86(8): 3173-3180. 

Shipp, M.A., Ross, K.N., Tamayo, P., Weng, A.P., Kutok, J.L., Aguiar, R.C., Gaasenbeek, M., 
Angelo, M., Reich, M., Pinkus, G.S., Ray, T.S., Koval, M.A., Last, K.W., Norton, A., Lister, 
T.A., Mesirov, J., Neuberg, D.S., Lander, E.S., Aster, J.C., and Golub, T.R. 2002. Diffuse 
large B-cell lymphoma outcome prediction by gene-expression profiling and supervised 
machine learning. Nat Med 8(1): 68-74. 

Shivdasani, R.A., Mayer, E.L., and Orkin, S.H. 1995. Absence of blood formation in mice lacking 
the T-cell leukaemia oncoprotein tal-1/SCL. Nature 373(6513): 432-434. 

Silver, L. and Palis, J. 1997. Initiation of murine embryonic erythropoiesis: a spatial analysis. 
Blood 89(4): 1154-1164. 

Simon, I., Barnett, J., Hannett, N., Harbison, C.T., Rinaldi, N.J., Volkert, T.L., Wyrick, J.J., 
Zeitlinger, J., Gifford, D.K., Jaakkola, T.S., and Young, R.A. 2001. Serial regulation of 
transcriptional regulators in the yeast cell cycle. Cell 106(6): 697-708. 



References     281 

Sinclair, A.M., Gottgens, B., Barton, L.M., Stanley, M.L., Pardanaud, L., Klaine, M., Gering, M., 
Bahn, S., Sanchez, M., Bench, A.J., Fordham, J.L., Bockamp, E., and Green, A.R. 1999. 
Distinct 5' SCL enhancers direct transcription to developing brain, spinal cord, and 
endothelium: neural expression is mediated by GATA factor binding sites. Dev Biol 
209(1): 128-142. 

Singh-Gasson, S., Green, R.D., Yue, Y., Nelson, C., Blattner, F., Sussman, M.R., and Cerrina, F. 
1999. Maskless fabrication of light-directed oligonucleotide microarrays using a digital 
micromirror array. Nat Biotechnol 17(10): 974-978. 

Smale, S.T. and Kadonaga, J.T. 2003. The RNA polymerase II core promoter. Annu Rev Biochem 
72: 449-479. 

Snow, K. and Judd, W. 1987. Heterogeneity of a human T-lymphoblastoid cell line. Exp Cell Res 
171(2): 389-403. 

Solinas-Toldo, S., Lampel, S., Stilgenbauer, S., Nickolenko, J., Benner, A., Dohner, H., Cremer, 
T., and Lichter, P. 1997. Matrix-based comparative genomic hybridization: biochips to 
screen for genomic imbalances. Genes Chromosomes Cancer 20(4): 399-407. 

Solomon, M.J. and Varshavsky, A. 1985. Formaldehyde-mediated DNA-protein crosslinking: a 
probe for in vivo chromatin structures. Proc Natl Acad Sci U S A 82(19): 6470-6474. 

Stainier, D.Y., Weinstein, B.M., Detrich, H.W., 3rd, Zon, L.I., and Fishman, M.C. 1995. Cloche, an 
early acting zebrafish gene, is required by both the endothelial and hematopoietic 
lineages. Development 121(10): 3141-3150. 

Strahl, B.D., Briggs, S.D., Brame, C.J., Caldwell, J.A., Koh, S.S., Ma, H., Cook, R.G., 
Shabanowitz, J., Hunt, D.F., Stallcup, M.R., and Allis, C.D. 2001. Methylation of histone 
H4 at arginine 3 occurs in vivo and is mediated by the nuclear receptor coactivator 
PRMT1. Curr Biol 11(12): 996-1000. 

Strahl, B.D., Ohba, R., Cook, R.G., and Allis, C.D. 1999. Methylation of histone H3 at lysine 4 is 
highly conserved and correlates with transcriptionally active nuclei in Tetrahymena. Proc 
Natl Acad Sci U S A 96(26): 14967-14972. 

Studitsky, V.M., Clark, D.J., and Felsenfeld, G. 1994. A histone octamer can step around a 
transcribing polymerase without leaving the template. Cell 76(2): 371-382. 

Suka, N., Suka, Y., Carmen, A.A., Wu, J., and Grunstein, M. 2001. Highly specific antibodies 
determine histone acetylation site usage in yeast heterochromatin and euchromatin. Mol 
Cell 8(2): 473-479. 

Sun, Z.W. and Allis, C.D. 2002. Ubiquitination of histone H2B regulates H3 methylation and gene 
silencing in yeast. Nature 418(6893): 104-108. 

Suto, R.K., Clarkson, M.J., Tremethick, D.J., and Luger, K. 2000. Crystal structure of a 
nucleosome core particle containing the variant histone H2A.Z. Nat Struct Biol 7(12): 
1121-1124. 

Szutorisz, H., Canzonetta, C., Georgiou, A., Chow, C.M., Tora, L., and Dillon, N. 2005. Formation 
of an active tissue-specific chromatin domain initiated by epigenetic marking at the 
embryonic stem cell stage. Mol Cell Biol 25(5): 1804-1820. 

Tagle, D.A., Koop, B.F., Goodman, M., Slightom, J.L., Hess, D.L., and Jones, R.T. 1988. 
Embryonic epsilon and gamma globin genes of a prosimian primate (Galago 
crassicaudatus). Nucleotide and amino acid sequences, developmental regulation and 
phylogenetic footprints. J Mol Biol 203(2): 439-455. 

Tanigawa, T., Elwood, N., Metcalf, D., Cary, D., DeLuca, E., Nicola, N.A., and Begley, C.G. 1993. 
The SCL gene product is regulated by and differentially regulates cytokine responses 
during myeloid leukemic cell differentiation. Proc Natl Acad Sci U S A 90(16): 7864-7868. 

Tanigawa, T., Nicola, N., McArthur, G.A., Strasser, A., and Begley, C.G. 1995. Differential 
regulation of macrophage differentiation in response to leukemia inhibitory 
factor/oncostatin-M/interleukin-6: the effect of enforced expression of the SCL 
transcription factor. Blood 85(2): 379-390. 



References     282 

Tavian, M., Coulombel, L., Luton, D., Clemente, H.S., Dieterlen-Lievre, F., and Peault, B. 1996. 
Aorta-associated CD34+ hematopoietic cells in the early human embryo. Blood 87(1): 67-
72. 

Thiesen, H.J. and Bach, C. 1990. Target Detection Assay (TDA): a versatile procedure to 
determine DNA binding sites as demonstrated on SP1 protein. Nucleic Acids Res 18(11): 
3203-3209. 

Thomson, S., Clayton, A.L., Hazzalin, C.A., Rose, S., Barratt, M.J., and Mahadevan, L.C. 1999. 
The nucleosomal response associated with immediate-early gene induction is mediated 
via alternative MAP kinase cascades: MSK1 as a potential histone H3/HMG-14 kinase. 
Embo J 18(17): 4779-4793. 

Torrano, V., Chernukhin, I., Docquier, F., D'Arcy, V., Leon, J., Klenova, E., and Delgado, M.D. 
2005. CTCF regulates growth and erythroid differentiation of human myeloid leukemia 
cells. J Biol Chem 280(30): 28152-28161. 

Tse, C., Georgieva, E.I., Ruiz-Garcia, A.B., Sendra, R., and Hansen, J.C. 1998a. Gcn5p, a 
transcription-related histone acetyltransferase, acetylates nucleosomes and folded 
nucleosomal arrays in the absence of other protein subunits. J Biol Chem 273(49): 
32388-32392. 

Tse, C., Sera, T., Wolffe, A.P., and Hansen, J.C. 1998b. Disruption of higher-order folding by core 
histone acetylation dramatically enhances transcription of nucleosomal arrays by RNA 
polymerase III. Mol Cell Biol 18(8): 4629-4638. 

Tuan, D., Solomon, W., Li, Q., and London, I.M. 1985. The "beta-like-globin" gene domain in 
human erythroid cells. Proc Natl Acad Sci U S A 82(19): 6384-6388. 

Tuerk, C. and Gold, L. 1990. Systematic evolution of ligands by exponential enrichment: RNA 
ligands to bacteriophage T4 DNA polymerase. Science 249(4968): 505-510. 

Turpen, J.B., Kelley, C.M., Mead, P.E., and Zon, L.I. 1997. Bipotential primitive-definitive 
hematopoietic progenitors in the vertebrate embryo. Immunity 7(3): 325-334. 

van Dijk, K., Marley, K.E., Jeong, B.R., Xu, J., Hesson, J., Cerny, R.L., Waterborg, J.H., and 
Cerutti, H. 2005. Monomethyl histone H3 lysine 4 as an epigenetic mark for silenced 
euchromatin in Chlamydomonas. Plant Cell 17(9): 2439-2453. 

Van Hooser, A., Goodrich, D.W., Allis, C.D., Brinkley, B.R., and Mancini, M.A. 1998. Histone H3 
phosphorylation is required for the initiation, but not maintenance, of mammalian 
chromosome condensation. J Cell Sci 111 (Pt 23): 3497-3506. 

van Leeuwen, F., Gafken, P.R., and Gottschling, D.E. 2002. Dot1p modulates silencing in yeast 
by methylation of the nucleosome core. Cell 109(6): 745-756. 

Vicent, G.P., Nacht, A.S., Smith, C.L., Peterson, C.L., Dimitrov, S., and Beato, M. 2004. DNA 
instructed displacement of histones H2A and H2B at an inducible promoter. Mol Cell 
16(3): 439-452. 

Visvader, J. and Begley, C.G. 1991. Helix-loop-helix genes translocated in lymphoid leukemia. 
Trends Biochem Sci 16(9): 330-333. 

Visvader, J.E., Fujiwara, Y., and Orkin, S.H. 1998. Unsuspected role for the T-cell leukemia 
protein SCL/tal-1 in vascular development. Genes Dev 12(4): 473-479. 

Vitelli, L., Condorelli, G., Lulli, V., Hoang, T., Luchetti, L., Croce, C.M., and Peschle, C. 2000. A 
pentamer transcriptional complex including tal-1 and retinoblastoma protein 
downmodulates c-kit expression in normal erythroblasts. Mol Cell Biol 20(14): 5330-5342. 

Vogelauer, M., Wu, J., Suka, N., and Grunstein, M. 2000. Global histone acetylation and 
deacetylation in yeast. Nature 408(6811): 495-498. 

Wadman, I.A., Osada, H., Grutz, G.G., Agulnick, A.D., Westphal, H., Forster, A., and Rabbitts, 
T.H. 1997. The LIM-only protein Lmo2 is a bridging molecule assembling an erythroid, 
DNA-binding complex which includes the TAL1, E47, GATA-1 and Ldb1/NLI proteins. 
Embo J 16(11): 3145-3157. 



References     283 

Wall, L., deBoer, E., and Grosveld, F. 1988. The human beta-globin gene 3' enhancer contains 
multiple binding sites for an erythroid-specific protein. Genes Dev 2(9): 1089-1100. 

Wang, C.Y., Petryniak, B., Thompson, C.B., Kaelin, W.G., and Leiden, J.M. 1993. Regulation of 
the Ets-related transcription factor Elf-1 by binding to the retinoblastoma protein. Science 
260(5112): 1330-1335. 

Wang, Y., Wysocka, J., Sayegh, J., Lee, Y.H., Perlin, J.R., Leonelli, L., Sonbuchner, L.S., 
McDonald, C.H., Cook, R.G., Dou, Y., Roeder, R.G., Clarke, S., Stallcup, M.R., Allis, 
C.D., and Coonrod, S.A. 2004. Human PAD4 regulates histone arginine methylation 
levels via demethylimination. Science 306(5694): 279-283. 

Waterston, R.H. et al. 2002. Initial sequencing and comparative analysis of the mouse genome. 
Nature 420(6915): 520-562. 

Watt, S.M., Gschmeissner, S.E., and Bates, P.A. 1995. PECAM-1: its expression and function as 
a cell adhesion molecule on hemopoietic and endothelial cells. Leuk Lymphoma 17(3-4): 
229-244. 

Weber, F., de Villiers, J., and Schaffner, W. 1984. An SV40 "enhancer trap" incorporates 
exogenous enhancers or generates enhancers from its own sequences. Cell 36(4): 983-
992. 

Weinmann, A.S., Bartley, S.M., Zhang, T., Zhang, M.Q., and Farnham, P.J. 2001. Use of 
chromatin immunoprecipitation to clone novel E2F target promoters. Mol Cell Biol 21(20): 
6820-6832. 

Weinmann, A.S., Yan, P.S., Oberley, M.J., Huang, T.H., and Farnham, P.J. 2002. Isolating 
human transcription factor targets by coupling chromatin immunoprecipitation and CpG 
island microarray analysis. Genes Dev 16(2): 235-244. 

Wells, J., Graveel, C.R., Bartley, S.M., Madore, S.J., and Farnham, P.J. 2002. The identification 
of E2F1-specific target genes. Proc Natl Acad Sci U S A 99(6): 3890-3895. 

Wells, J., Yan, P.S., Cechvala, M., Huang, T., and Farnham, P.J. 2003. Identification of novel pRb 
binding sites using CpG microarrays suggests that E2F recruits pRb to specific genomic 
sites during S phase. Oncogene 22(10): 1445-1460. 

West, A.G., Gaszner, M., and Felsenfeld, G. 2002. Insulators: many functions, many 
mechanisms. Genes Dev 16(3): 271-288. 

West, A.G., Huang, S., Gaszner, M., Litt, M.D., and Felsenfeld, G. 2004. Recruitment of histone 
modifications by USF proteins at a vertebrate barrier element. Mol Cell 16(3): 453-463. 

White, E.J., Emanuelsson, O., Scalzo, D., Royce, T., Kosak, S., Oakeley, E.J., Weissman, S., 
Gerstein, M., Groudine, M., Snyder, M., and Schubeler, D. 2004. DNA replication-timing 
analysis of human chromosome 22 at high resolution and different developmental states. 
Proc Natl Acad Sci U S A 101(51): 17771-17776. 

White, K.P., Rifkin, S.A., Hurban, P., and Hogness, D.S. 1999. Microarray analysis of Drosophila 
development during metamorphosis. Science 286(5447): 2179-2184. 

Whitehouse, I., Flaus, A., Cairns, B.R., White, M.F., Workman, J.L., and Owen-Hughes, T. 1999. 
Nucleosome mobilization catalysed by the yeast SWI/SNF complex. Nature 400(6746): 
784-787. 

Willingham, A.T., Orth, A.P., Batalov, S., Peters, E.C., Wen, B.G., Aza-Blanc, P., Hogenesch, 
J.B., and Schultz, P.G. 2005. A strategy for probing the function of noncoding RNAs finds 
a repressor of NFAT. Science 309(5740): 1570-1573. 

Wingender, E., Chen, X., Hehl, R., Karas, H., Liebich, I., Matys, V., Meinhardt, T., Pruss, M., 
Reuter, I., and Schacherer, F. 2000. TRANSFAC: an integrated system for gene 
expression regulation. Nucleic Acids Res 28(1): 316-319. 

Wirbelauer, C., Bell, O., and Schubeler, D. 2005. Variant histone H3.3 is deposited at sites of 
nucleosomal displacement throughout transcribed genes while active histone 
modifications show a promoter-proximal bias. Genes Dev 19(15): 1761-1766. 



References     284 

Woodfine, K., Fiegler, H., Beare, D.M., Collins, J.E., McCann, O.T., Young, B.D., Debernardi, S., 
Mott, R., Dunham, I., and Carter, N.P. 2004. Replication timing of the human genome. 
Hum Mol Genet 13(2): 191-202. 

Workman, J.L. and Kingston, R.E. 1998. Alteration of nucleosome structure as a mechanism of 
transcriptional regulation. Annu Rev Biochem 67: 545-579. 

Wright, W.E., Binder, M., and Funk, W. 1991. Cyclic amplification and selection of targets 
(CASTing) for the myogenin consensus binding site. Mol Cell Biol 11(8): 4104-4110. 

Wu, C., Wong, Y.C., and Elgin, S.C. 1979. The chromatin structure of specific genes: II. 
Disruption of chromatin structure during gene activity. Cell 16(4): 807-814. 

Wu, J. and Grunstein, M. 2000. 25 years after the nucleosome model: chromatin modifications. 
Trends Biochem Sci 25(12): 619-623. 

Wyrick, J.J., Aparicio, J.G., Chen, T., Barnett, J.D., Jennings, E.G., Young, R.A., Bell, S.P., and 
Aparicio, O.M. 2001. Genome-wide distribution of ORC and MCM proteins in S. 
cerevisiae: high-resolution mapping of replication origins. Science 294(5550): 2357-2360. 

Xia, Y., Brown, L., Tsan, J.T., Yang, C.Y., Siciliano, M.J., Crist, W.M., Carroll, A.J., and Baer, R. 
1992. The translocation (1;14)(p34;q11) in human T-cell leukemia: chromosome 
breakage 25 kilobase pairs downstream of the TAL1 protooncogene. Genes 
Chromosomes Cancer 4(3): 211-216. 

Xiong, Z., Tsark, W., Singer-Sam, J., and Riggs, A.D. 1998. Differential replication timing of X-
linked genes measured by a novel method using single-nucleotide primer extension. 
Nucleic Acids Res 26(2): 684-686. 

Xu, H.M., Zhang, S., Liu, D.P., Li, X.G., Hao, D.L., and Liang, C.C. 2002. Efficient isolation of 
regulatory sequences from human genome and BAC DNA. Biochem Biophys Res 
Commun 290(3): 1079-1083. 

Yeh, R.F., Lim, L.P., and Burge, C.B. 2001. Computational inference of homologous gene 
structures in the human genome. Genome Res 11(5): 803-816. 

Yelin, R., Dahary, D., Sorek, R., Levanon, E.Y., Goldstein, O., Shoshan, A., Diber, A., Biton, S., 
Tamir, Y., Khosravi, R., Nemzer, S., Pinner, E., Walach, S., Bernstein, J., Savitsky, K., 
and Rotman, G. 2003. Widespread occurrence of antisense transcription in the human 
genome. Nat Biotechnol 21(4): 379-386. 

Young, P.E., Baumhueter, S., and Lasky, L.A. 1995. The sialomucin CD34 is expressed on 
hematopoietic cells and blood vessels during murine development. Blood 85(1): 96-105. 

Yuan, G.C., Liu, Y.J., Dion, M.F., Slack, M.D., Wu, L.F., Altschuler, S.J., and Rando, O.J. 2005. 
Genome-scale identification of nucleosome positions in S. cerevisiae. Science 309(5734): 
626-630. 

Zhang, Y. 2003. Transcriptional regulation by histone ubiquitination and deubiquitination. Genes 
Dev 17(22): 2733-2740. 

Zhang, Y.  2004. Molecular biology: no exception to reversibility. Nature 431(7009): 637-639. 

Zhang, Y., Payne, K.J., Zhu, Y., Price, M.A., Parrish, Y.K., Zielinska, E., Barsky, L.W., and 
Crooks, G.M. 2005. SCL expression at critical points in human hematopoietic lineage 
commitment. Stem Cells 23(6): 852-860. 

Zhao, H. and Dean, A. 2004. An insulator blocks spreading of histone acetylation and interferes 
with RNA polymerase II transfer between an enhancer and gene. Nucleic Acids Res 
32(16): 4903-4919. 

 

 


