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Modeling of epigenome dynamics identifies transcription factors that mediate Polycomb targeting
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Comparative motif discovery combined with comparative transcriptomics yields accurate
targetome and enhancer predictions
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A second-generation assembly of the Drosophila simulans genome provides new insights
into patterns of lineage-specific divergence
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Genome-wide patterns of natural variation reveal strong selective sweeps and ongoing genomic
conflict in Drosophila mauritiana
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Time series community genomics analysis reveals rapid shifts in bacterial species, strains,
and phage during infant gut colonization
Itai Sharon, Michael J. Morowitz, Brian C. Thomas, Elizabeth K. Costello, David A. Relman,
and Jillian F. Banfield
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Sequencing the unsequenceable: Expanded CGG-repeat alleles of the fragile X gene
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Efficient targeted mutagenesis in the monarch butterfly using zinc-finger nucleases
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SOAPindel: Efficient identification of indels from short paired reads
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RNA sequencing reveals a diverse and dynamic repertoire of the Xenopus tropicalis transcriptome
over development
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Wing Hung Wong, and Jin Billy Li
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Cover An ink drawing of monarch butterflies migrating through their genetically
programmed “internal” landscape. Each fall, millions of monarchs migrate from
eastern North America to their overwintering grounds in central Mexico. In this
issue, a highly efficient gene-targeting approach, using zinc-finger nucleases, is used to
define an essential transcriptional repressor as part of the genetic basis of the long-
distance monarch migration, where an intact circadian clock is necessary for proper
sun compass navigation. (Cover illustration by Vivian Budnik. [For details, see Merlin




