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Ackrediterade metoder, detaljerad lista (scroll down for English version)

Ackrediteringsomrade: Genetik

Parameter

Provmaterial

Metod/Utrustning

Matprincip

Assay

Bioinformatik utan tolkning och
vardering

Radata fran DNA-
sekvensering

Bioinformatik

Detektion av sekvensvarianter | DNA extraherat av lllumina IScan Infinium arrays e Infinium HD
uppdragsgivaren o Infinium LCG/HTS
DNA-metyleringsanalys DNA extraherat av lllumina IScan Infinium arrays o EZ DNA Methylation+Infinium HD

uppdragsgivaren

Methylation

Fardigberedda bibliotek for
DNA-metyleringsanalys,
panelanalys och
helgenomsekvensering

Sekvenseringsbibliotek
beredda av
uppdragsgivaren fran
DNA

NovaSeq X Plus X
(XLEAP-SBS v1)

Next Generation
Sequencing (NGS) Short-
read

Fardigberedda bibliotek for
transkriptomanalys

Sekvenseringsbibliotek
beredda av
uppdragsgivaren fran
RNA

NovaSeq X Plus X
(XLEAP-SBS v1)

Next Generation
Sequencing (NGS) Short-
read

Helgenomsekvensering

DNA extraherat av
uppdragsgivaren

NovaSeq X Plus X
(XLEAP-SBS v1)

Next Generation
Sequencing (NGS) Short-
read

e TruSeq DNA Nano library prep

o TruSeq DNA PCR free library prep

o Watchmaker DNA Library prep with
Fragmentation -PCR-free

o Watchmaker DNA Library prep with
Fragmentation -with PCR

Transkriptomanalys

RNA extraherat av
uppdragsgivaren

NovaSeq X Plus X
(XLEAP-SBS v1)

Next Generation
Sequencing (NGS) Short-
read

e TruSeq Stranded mRNA Library
prep
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Accredited methods, detailed list

Accreditation scope: Genetics

Parameter Sample material

Method/Equipment

Measurement principle

Assay

Raw data from DNA
sequencing

Bioinformatics without
interpretation or evaluation

Bioinformatics

Detection of sequence DNA extracted by the lllumina IScan Infinium arrays Infinium HD

variants user Infinium LCG/HTS

DNA methylation analysis DNA extracted by the lllumina IScan Infinium arrays EZ DNA Methylation+Infinium HD
user Methylation

Prepared libraries for DNA
methylation analysis, panel
analysis, and whole-genome
sequencing

Sequencing libraries
prepared by the user from
DNA

NovaSeq X Plus X
(XLEAP-SBS v1)

Next Generation
Sequencing (NGS) Short-
read

Prepared libraries for
transcriptome analysis

Sequencing libraries
prepared by the user from

NovaSeq X Plus X
(XLEAP-SBS v1)

Next Generation
Sequencing (NGS) Short-

read

RNA read
Whole-genome sequencing DNA extracted by the NovaSeq X Plus X | Next Generation TruSeq DNA Nano library prep
user (XLEAP-SBS v1) Sequencing (NGS) Short-

TruSeq DNA PCR free library prep
Watchmaker DNA Library prep with
Fragmentation -PCR-free
Watchmaker DNA Library prep with
Fragmentation -with PCR

Transcriptome analysis RNA extracted by the

user

NovaSeq X Plus X
(XLEAP-SBS v1)

Next Generation
Sequencing (NGS) Short-
read

TruSeq Stranded mRNA Library
prep
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