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Affordable Genomics
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ASFV Complete genome sequencing
- " °\. and bioinformatics analysis: lllumina
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Tiled nanopore sequencing of whole A
genomes stitched together using LILO

[E£ROSUN

@Y. THE UNIVERSITY
A&V of EDINBURGH I — ~1kb =
Oxford
{J NANOPORE  ~Tkb
- >
~190kb
<
P “is G “h sohh wes
Pool 1 2] = = T— == = = = = = —_— — =— =
Pool 2 S . S E—— S S SIS SIS 0 S 0 SEEE SIS 0 S S S —
. Quantify
Q & pool

3P, e, ! / \ E .
R 38 £ | B ONT
S Sy WG o 7 4
ol B 2% /vw \/ Ligation
O St J :
U g ' Seq kit
S— R

N
/ s/‘ Optional: With

barcodes to
" Pool 2 multiplex

| primers




Tiled nanopore sequencing of who
genomes stitched together using LI
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Complete genome analysis of the
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Key points

Tracking and stopping genotype Il incursion an
dominance
Understanding whether genotype Il will enter the
sylvatic cycle — ticks and wildlife
Affordable genomics Is possible in the African
context \
Syndromic survelllance has to be coupled with
genomic surveillance

Continue with genomic surveillance to infer o
the genomic changes (deletions and SNPs
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