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Introduction
Next Generation Sequencing (NGS) 7|#2] XX B 7|& I

Simple storage for 1 million
individuals (30X, WGS) will
require

= 100,000,000Gb
100,000Th (terabytes)
100Pb (petabytes)

Platform Features
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12-15M(V2)  SOBOK/SMRT call
20-25M {v3}
Read length 2 x1000p 2x150bp 2x3000p(v3)  ~ 102045
Vielperiane (PF upto35GH  UptodSGE  wptoiSGh  uplo0AGH 1
ata)
Instrument Teme  “12-34days -2 days “2as ~2hours

PricingperGb  $59(PEICO)  SSA(PEISOl  SIGS(PE300)  $697
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— & ¥(insertion), 2t A|(deletion), T O|(inversion), Tt 7| CtE A
(Single Nucleotide Polymorphism, SNP) 0| EXj

GATTTAGATCGCGATAGAG
GATTTAGATCTCGATAGAG

> Single nucleotide polymorphisms (SNPs)
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Association rule
n

using A-Priori
Igerithm
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Apriori Algorithm= 0| S8 SMX-EE Mg 2| A= =5
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Example of the A-Priori algorithm
"~ with support set to 0.25

Assaciation nse generation from frequent item sets ranking: Fisher's exact test (p value)
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