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Recurrence, submicroscopic complexity, and potential clinical relevance of copy gains
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Beth S. Torchia, Jill A. Rosenfeld, and Lisa G. Shaffer

RNA sequencing reveals the role of splicing polymorphisms in regulating human
gene expression
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Epigenetic switch involved in activation of pioneer factor FOXAIl-dependent enhancers
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High resolution mapping of Twist to DNA in Drosophila embryos: Efficient functional analysis
and evolutionary conservation
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Genes for embryo development are packaged in blocks of multivalent chromatin
in zebrafish sperm
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Coordinated histone modifications are associated with gene expression variation
within and between species

Misook Ha, Danny W-K. Ng, Wen-Hsiung Li, and Z. Jeffrey Chen
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Directed networks reveal genomic barriers and DNA repair bypasses to lateral gene transfer
among prokaryotes
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Discovery and annotation of small proteins using genomics, proteomics,

and computational approaches
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Cover A representation of an unbalanced insertion is shown (left). Linear amplification
of sequences at the breakpoint of the insertion and hybridization of the resulting
amplicons to an oligonucleotide-based microarray allows for identification of the
insertion site at higher resolution than FISH (right). Precise knowledge of the location
of the insertion site helps elucidate whether a clinically significant gene has been
disrupted. (Cover illustration by Alex Tebbs, Signature Genomics from PerkinElmer;
alex.tebbs@perkinelmer.com. [For details, see Neill et al., pp. 535-544.])




