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Making progress against the

really tough diseases will require |
learning across millions or billions pes
of genomic features, and
consedguently millions or billions of

The Human Genome Variation Map (HGVM)

project aims to create a genomic reference

iIndividual people's genomes.
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Separate genomic
data stores (as before)

Standardized GA4GH APls

'Eg'ﬁj The HGVM project will let

bioinformatics analyses Individual bases in the HGVM graph can be
move to the data.

'\*\ uniquely identified by their local contexts.
Researchers can bring their O
computations to the data, @ @)

no matter where it is stored,

and share their results in
a common language

Distributed Analysis Context-driven Mapping Compressed Self-Indexes
BWT!

This will allow the statistical
power of arbitrarily large
numbers of samples to be
directed against hard genomics
problems.

This makes the detection and description of structural
rearrangements in people's genomes much easier.

Burrows-Wheeler Transform:
Characters grouped by context.
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Can search for n-character
substring in O(n) time.
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