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Introduction - indexing genomic data

m Read datasets, contig sets, pangenoemes
m Queries: genes, mutations + genomic context, splicing events, exons, ...

Single species projects Multi species projects Multi projects banks
2844 |

150,000 sequencings 28 Tera bases 47 Peta bases

of human genomes from 771 meta-transcriptomes of reads

with 600,000 millions of SNPs Tara Ocean Sequence Read Archive

[Halldorson et al. 22]

data-structure wise, we're around here

Huge limitation: extract information from these collections at a reasonable cost
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Introduction - When it comes to k-mers

genomes human Pinus Ambystoma Neoceratodus
taeda mexicanum forsteri
(#31-mers) 3.2Gb  10.5Gb 18.5Gb 43Gb
In practice :

m k sizes : 15-19 (long reads), 21-51 (short reads)
m Billions (of distinct k-mers) easily reached in experiments
m The notion of cost becomes central
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