Introduction

Single-cell sequencing technologies are

a recent invention that enable high

resolution studies of different types of tissue
omics in organisms by generating data

per individual cell I examined data

quality and preparation steps of single-

cell data originating from hypothalamic

tissue from chickens. These datasets

will be used to study regulation of
transcriptional Kinetics.
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generate initial summary metrics and
insights on ambient RNA.

ATAC transposition events in peaks per barcode

Supervisor: Dominic Wright

Doortje Theunissen



