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Genomes, variation and epigenomics
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A ‘ Sequence of the human genome
==2| One dimension
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Figure 1

B L Genomic rearrangements by paired-end sequencing
Two dimensions

D Longitudinal sequencing
Four dimensions
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Dimensionality of the genome. The understanding of the human genome has expanded with advances of sequencing technologies, from (A) 1D sequencing

of the human genome to (B) 2D mapping of SVs using methods such as paired-end sequencing, (C) 3D genome-wide chromosomal conformation capture using ChlA-

PET and Hi-C, and (D) four dimensions across time.
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Transcript detection and quantification
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Medical genomic sequencing
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Genome seguencing in cancer
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Genome sequencing for clinical assessment
of ‘mysterious’ disease
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Single-cell sequencing In cancer
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