Analysis of the Elements Involved in the Enrichment of a
Panel of Genomic Regions by Nanopore Sequencing
Using Adaptive Sampling

Llamas-Lopez M', Garrido-Rodriguez P, Cuenca-Guardiola J?, Navarro Manzano E’, Padilla Ruiz J', Ayala F', Macias JA',

SNIAERE DD DIE de la Morena Barrio ME', Fernandez-Breis JT¢, Lozano ML', de la Morena Barrio B, Corral J'

MURCIA (i A
1 Servicio de Hematologia, Hospital Universitario Morales Meseguer, Centro Regional de Hemodonacion, I-c
Universidad de Murcia, IMIB Pascual Parrilla, CIBERER-ISCIII, Murcia, Spain
2 Departamento de Informatica y Sistemas, Universidad de Murcia, IMIB Pascual Parrilla, Murcia, Spain

*Oxford Nanopore Technologies products are not intended for use for health assessment or to diagnose, treat, mitigate, cure, or
prevent any disease or condition.

Background Materials & Methods

N Negative for € -
o limitati NI A\~ egative for Nanopore sequencin
One of the main I|m|tgt|ops N “‘,;3\;‘&\ ey NGS screening P q 9
of nanopore sequencing is = _
the low coverage / \ Sequencing: 18 16 cases with =\ 8 | Length selection
obtained. regions involving familial breast (>1,000 kb)
20 genes cancer
/ \ 5 Without length
. EPCAM_MSH2_MSH6 BARD1 PALB2 CDH1 selection

Different methods may S I e QOIDEEEED chis QDD
. —] —— ._- Intron Intron — | — " . "
Increase coverage, but e s> /o Samples sequenced twice with two different
adaptive sampling is the _ chrs - (AN GhiEL? — settings:
only one which does not Real-time targeted i T ; ) ;

. . . chr (Ill)(..“) chr GID
can be used in MinlON. b0 (CDAID 22 0D without length (9-TUBE Covaris®

selection for 6 Kb fragments)

AIM: To dissect the factors involved in the enrichment Region length:

process using adaptive sampling | 126 Kb to 565 Kb Different sequencing times

Results
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We have analyzed the parameters and elements potentially involved in the enrichment process by using two different approaches:
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Conclusions

Analysis of factors that could influence the eftectiveness of adaptive sampling in a panel of 18 genomic
regions using the accessible MinlON device revealed these two factors as the most relevant for G

providing higher coverage in the areas of interest:
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