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Long genes linked to autism spectrum disorders harbor broad enhancer-like chromatin domains
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A model for postzygotic mosaicisms quantifies the allele fraction drift, mutation rate,
and contribution to de novo mutations
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Human primitive brain displays negative mitochondrial-nuclear expression correlation
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Base-specific mutational intolerance near splice sites clarifies the role of nonessential

splice nucleotides
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Human long intrinsically disordered protein regions are frequent targets of positive selection
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Epigenetic maintenance of topological domains in the highly rearranged gibbon genome
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Richard E. Green, Thomas J. Meyer, Mariam Okhovat, and Lucia Carbone

Inherited DNA methylation primes the establishment of accessible chromatin during
genome activation
Guifen Liu, Wen Wang, Shengen Hu, Xiangxiu Wang, and Yong Zhang

Long-read sequencing of nascent RNA reveals coupling among RNA processing events
Lydia Herzel, Korinna Straube, and Karla M. Neugebauer

Parent-of-origin-dependent nucleosome organization correlates with genomic imprinting in maize
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Methods

Comparative Annotation Toolkit (CAT)—simultaneous clade and personal genome annotation
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Jason G. Underwood, David Gordon, Dent Earl, Thomas Keane, Evan E. Eichler, David Haussler,
Mario Stanke, and Benedict Paten
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Detecting, quantifying, and discriminating the mechanism of mosaic chromosomal aneuploidies
using MAD-seq
Yu Kong, Esther R. Berko, Anthony Marcketta, Shahina B. Maqbool, Claudia A. Sim&es-Pires,
David F. Kronn, Kenny Q. Ye, Masako Suzuki, Adam Auton, and John M. Greally

Single-cell RNA-seq of human induced pluripotent stem cells reveals cellular heterogeneity
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and Gang Fang

Modeling leaderless transcription and atypical genes results in more accurate gene prediction
in prokaryotes
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Resource

EPIGEN-Brazil Initiative resources: a Latin American imputation panel and the Scientific Workflow
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Corrigendum: SQANTI: extensive characterization of long-read transcript sequences for quality
control in full-length transcriptome identification and quantification
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Cover Bubbles emanating from the fish represent DNA methylation information
inherited from their parents. Their dark or light color denotes methylated or unmethylated
CpGs. Different shapes of the seagrass represent open or closed chromatin. In this
issue, two distinct mechanisms for how inherited DNA methylation signatures prime
the global re-establishment of accessible chromatin during zebrafish embryogenesis are
reported. (Cover illustration by Yiging Chen. [For details, see Liu et al., pp. 998-1007.])




