The human genome
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NGS sequencing

Cloned genomes

Multiple genomes are sheared
into variable sized segments

Unordered sequenced
segments

Computational automated
assembly

Resulting overlapping sequence
segments. (The higher the
coverage the better the quality
of the sequencing.

uence ments
ATGTTCCGATTAGGAA/ AACTGTTTCATICAGTAAAAGGAGGAAATATAA I m&""l sk

genome consensus,



NGS sequence alighment

: Reference Genome Sequence
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Haplotypes
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Conflict Graph
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