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Background

» Chromatin structure & chromatin accessibility
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Figure 1| Annotating the genome through detecting transcription-factor binding sites and histone-modification
states. Promoters can be mapped by the localization of general transcription machinery and transcription factors

Hawkins, NRG 2010



Background

» DNase-seq
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Background

> ATAC-seq
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Materials

Mouse Cells :
Patski embryonic kidney fibroblast
S IRRR R A EZHRE
Human Cells :
GM12878 HEK293T HL-60
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Methods

» Schematic of combinatorial cellular indexing
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Result

> validation for measuring single-cell chromatin accessibility
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Result

> Single-cell ATAC-seq deconvolutes human celltype mixtures
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Result

» Reproducibility of hypersensitive site usage for individual cells.
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Result

> Single-cell ATAC-seq identifies functionally relevant differences in accessibility
between cell types
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Result

> Single-cell ATAC-seq identifies GM12878 subtypes
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Conclusion
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