
Volume 22 Issue 8 August 2012

Perspective

1383Human genomic disease variants: A neutral evolutionary explanation
Joel T. Dudley, Yuseob Kim, Li Liu, Glenn J. Markov, Kristyn Gerold, Rong Chen, Atul J. Butte,

and Sudhir Kumar

Research

1395Neonatal DNA methylation profile in human twins is specified by a complex interplay between
intrauterine environmental and genetic factors, subject to tissue-specific influence

Lavinia Gordon, Jihoon E. Joo, Joseph E. Powell, Miina Ollikainen, Boris Novakovic, Xin Li,

Roberta Andronikos, Mark N. Cruickshank, Karen N. Conneely, Alicia K. Smith, Reid S. Alisch,

Ruth Morley, Peter M. Visscher, Jeffrey M. Craig, and Richard Saffery

1407Genome-wide DNA methylation profiles in hematopoietic stem and progenitor cells reveal
overrepresentation of ETS transcription factor binding sites

Amber Hogart, Jens Lichtenberg, Subramanian S. Ajay, Stacie Anderson,

NIH Intramural Sequencing Center, Elliott H. Margulies, and David M. Bodine

1419OAGenome-wide genetic variations are highly correlated with proximal DNA
methylation patterns

Wei Qu, Shin-ichi Hashimoto, Atsuko Shimada, Yoichiro Nakatani, Kazuki Ichikawa,

Taro L. Saito, Katsumi Ogoshi, Kouji Matsushima, Yutaka Suzuki, Sumio Sugano,

Hiroyuki Takeda, and Shinichi Morishita

1426CBX3 regulates efficient RNA processing genome-wide
Andrea Smallwood, Gary C. Hon, Fulai Jin, Ryan E. Henry, Joaquı́n M. Espinosa, and Bing Ren

1437Integrative functional genomics identifies an enhancer looping to the SOX9 gene disrupted
by the 17q24.3 prostate cancer risk locus

Xiaoyang Zhang, Richard Cowper-Sal�lari, Swneke D. Bailey, Jason H. Moore,

and Mathieu Lupien

1447Dynamic transitions in RNA polymerase II density profiles during transcription termination
Ana Rita Grosso, Sérgio Fernandes de Almeida, José Braga, and Maria Carmo-Fonseca
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Cover In red, a region of looped chromatin is unraveled in order to reveal its intricate

linkage disequilibrium (LD) structure (green and blue structures are duplicates).

Haplotypes show sharp boundaries but remain connected through long tendrils of

strong LD. The figure is generated with HapMap data (release #27, CEU) and taken

from a section of the 17q24.3 locus containing prostate cancer risk variants rs8072254

and rs1859961. Bézier curves connecting single nucleotide polymorphisms (SNPs)

encode r2 values within the range of 0.5 to 1.0 in a color gradient between white

and red. (Cover illustration by Richard Cowper-Sal�lari. [For details, see Zhang et al.,

pp. 1437–1446.])


