
How QIAGEN Works with Genomics Cores
Creative Partnerships that Drive Growth

Shu Liang, Genomics Field Application Specialist, QIAGEN



Legal disclaimer

QIAGEN products shown here are intended for molecular biology 
applications. These products are not intended for the diagnosis, prevention 
or treatment of a disease.

For up-to-date licensing information and product-specific disclaimers, see 
the respective QIAGEN kit instructions for use or user operator manual. 
QIAGEN instructions for use and user manuals are available at 
www.qiagen.com or can be requested from QIAGEN Technical Services 
(or your local distributor).
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Partnering with Genomics Cores at Every Stage of Growth

• Investing in automation

• Service lab as an 
extension of your core

• User training and 
workshop

• Collaboration on 
custom panel design

• Onsite training

• Core-friendly kits

Start Refine

ScaleExtend
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• Gut4Health @BC Children’s Hospital Research Institute

• A microbiome core looking to provide NGS service beyond 

16S taxonomic analysis

• Metagenomics: 

• QIAseq FX DNA Library Kit + Normalizer

• Metatranscriptomics:

• QIAseq FastSelect RNA Lib Epidemiology Kit (with built-in 

rRNA removal)

• On-site training to onboard the protocols

• Virtual support on workflow optimization (best practice, 

template document building, sequencing multiplexing 

strategies etc..)

• QIAGEN Digital Insight for data analysis
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Start: Bringing new NGS service into the Core

BC Children’s Hospital Research Institute

https://www.bcchr.ca/gut4health
https://www.bcchr.ca/gut4health


QIAseq FX DNA Library Kit
From Purified DNA to Sequencer-ready Libraries in One Day

6QIAseq library prep solutions

1-day workflow

Automation friendly



Covaris-quality fragmentation from an all-enzymatic workflow

Other supplier methods: 

Supplier C: mechanical shearing combined with a standard library prep; Supplier N: fragmentase; Supplier I: tagmentation

7QIAseq library prep solutions

Data obtained through experiments conducted by QIAGEN R&D, Hilden, Germany. 



Consistent performance from any input

• Identification of 20 microbial species 
from ATCC MSA-1003 (0.02–18%)

• Library preparation from 20 pg, 1 ng 
and 10 ng results in abundance 
levels highly similar to ATCC MSA-
1003 Reference levels

• Reliable microbial detection for mix 
abundances as low as 0.02%

8QIAseq library prep solutions
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QIAseq Library Normalizer effectively normalizes QIAseq FX DNA libraries 
from a broad range of library concentrations

9QIAseq Normalizer Kits

*GINI coefficient (0.0 –1.0); 0: All libraries are equally represented; 1: One library has all sequencing reads

Before normalization 

(qPCR)

After normalization 

(sequencing)

CV% 80.7% 18%

GINI* 0.416 0.096



QIAseq FastSelect effectively removes rRNA from sequencing libraries
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Complete your workflow with QIAGEN Digital Insight
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Refine: Designing Custom Products with QIAGEN
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QIAseq xHyb Microbial Custom Panels | New Design | GeneGlobe

• Pavitra Roychoudhury @ UW Virology

• Using the off-the-shelf QIAseq xHYB 
Respiratory Panel, they has published a 
few papers

• Improve Efficiency – lower cost, faster 
turnaround in sequencing and analysis

• Boost Accuracy – reliable target detection

• Attract Users – niche expertise draws new 
projects

https://geneglobe.qiagen.com/us/customize/designers/qiaseq-xhyb-microbial-custom-panels


QIAseq xHYB Viral and Bacterial Panels

Adventitious Agent

For the detection of viruses that can be problematic contaminants in 
bioreactors for biotherapeutics manufacturing including 132 separate 
viral targets, such as human adenovirus, norovirus, rotavirus, influenza, 
SARS-CoV-2, HPV, Epstein-Barr, HIV, hepatitis A/B viruses and more0

Respiratory

Includes probes for whole genome enrichment, detection and 
characterization of 89 separate viral targets, including SARS-CoV-2, 
influenza, rhinovirus, enterovirus and more0
Viral STI (sexually transmitted infections)

Sequencing and detection of common STI viruses: HBV, HIV-1 and 19 
types of high-risk HPV

HIV-1 panel is available now0
MPXV Panel

Contains all reagents necessary for the hybrid capture enrichment of 
the whole genome of MPXV

Enriches for the whole genome of all MPXV clades, including ITRs0
AMR (antimicrobial resistance)

Sequencing and detection of the presence of 2786 antimicrobial 
resistance genes (6200+ AMR markers) in bacteria

Consists of targets pulled from the QIAGEN CLC QMI-AR database0
HepC

Enriches the whole genome of all hepatitis C virus genotypes, allowing 
deep characterization of the full viral diversity.0

Mycobacterium tuberculosis

Allows for the comprehensive culture-free whole genome sequencing of 
tuberculosis from samples such as sputum or cerebrospinal fluid, 
streamlining the process and facilitating rapid detection and 
characterization of MTB strains0

Custom

Create a custom panel designed against any microbial or or viral targets 
of your choice0
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Powered by QIAseq xHYB technology

Hereditary Cancer Panel (~13 Mb)

HLA Typing (~140 kb) Custom Panels

QIAseq xHYB Long Read Panels provide insights into complex genomic regions

14QIAseq xHYB Long Read Panels 



QIAseq xHyb Long Read panels
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Robust flexible library construction workflow

16QIAseq xHYB Long Read Panels 

Enzymatic fragmentation long-read library 
construction

gTUBE fragmentation long-read library 
construction

3 kb 3 kb

10 kb

Size selection removes 
fragments <3 kb

Libraries can be prepared for 
sequencing on the PacBio 
platform after QC for yield and 
size distribution.

8 kb

3 kb
3 kb

Post-capture 
amplification QC

• Robust, consistent library 
construction using enzymatic 
fragmentation or mechanical 
fragmentation 

• Our bead-based size-selection 
chemistry is user-friendly, with no 
ethanol wash, and effectively 
removes DNA <3 kb

• Consistent, clean, post-capture 
amplification of longer DNA 
fragments gives excellent results 
with large and small capture panels



Scale: Growing with Automation
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Why Freeing Up Staff Matters

• Reduces time spent on repetitive manual 
tasks

• Allows staff to focus on consulting and 
innovation

• Improves job satisfaction and retention

• Increases the scientific impact of the core



QIAGEN invests in workflow automation
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NGS library prep automation | NGS automation - QIAGEN

https://www.qiagen.com/us/applications/next-generation-sequencing/dna-sequencing/automated-library-prep
https://www.qiagen.com/us/applications/next-generation-sequencing/dna-sequencing/automated-library-prep
https://www.qiagen.com/us/applications/next-generation-sequencing/dna-sequencing/automated-library-prep


Wastewater SARS-CoV-2 sequencing @ WA Department of Health

• Limited staff resources and a long (changing) list of projects

• Automation would provide consistency in not only data quality, 
but also the availability of an assay.

• QIAGNE has invested in script development with Revvity.

• FAS to support onsite script installation.
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Manual pipetting

Automation



QIAseq miRNA libraries generated on FireflyQIAseq miRNA libraries generated manually
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miRNA sequencing @Harvard Medical School BPF Genomics Core

Biopolymers Facility

https://genome.med.harvard.edu/


Extend: Comprehensive multi-omics services portfolio​ with Genomic Services 
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miRNA Analysis @University of Washington

• Theo is a core manager @ UW Center for Exposures, Diseases, 
Genomics, and Environment (EDGE)

• Alison is an EHS Core Investigator EDGE

• Transcriptomic analysis on placenta sample (mRNA + miRNA)
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Genomics, Bioinformatics & Biostatistics, Microphysiological Systems Facility Core | Interdisciplinary Center for Exposures, Diseases, Genomics and Environment

https://edge.deohs.washington.edu/genomics-bioinformatics-biostatistics-microphysiological-systems-facility-core
https://edge.deohs.washington.edu/genomics-bioinformatics-biostatistics-microphysiological-systems-facility-core
https://edge.deohs.washington.edu/genomics-bioinformatics-biostatistics-microphysiological-systems-facility-core


QIAseq miRNA Library Kits are trusted for biomarker research
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QIAseqmiRNA Interactive Product Profile

https://qiagen.showpad.com/share/OEVr405WKVJ3IwaBsSLLC
https://qiagen.showpad.com/share/OEVr405WKVJ3IwaBsSLLC


Extend: Promotion & Training to 
 Expand Core Users
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• Rebecca is the manager of @Genomics & Spatial Biology 

CoLab-Seattle Children's Research Institute

• Users’ requests for NGS library preparation training were 

rejected due to limited human resources.

• Evaluation promotion + onsite training with FAS

• Access to timely and specific support for core users

• Shorten idle time for the sequencers in CoLab

• Increase awareness of the CoLab

• Build a community of genomic researchers.

Genomics & Spatial Biology CoLab Seattle Children's Research Institute

https://www.seattlechildrens.org/research/resources/genomics-spatial-biology-colab/
https://www.seattlechildrens.org/research/resources/genomics-spatial-biology-colab/
https://www.seattlechildrens.org/research/resources/genomics-spatial-biology-colab/
https://www.seattlechildrens.org/research/resources/genomics-spatial-biology-colab/
https://www.seattlechildrens.org/research/resources/genomics-spatial-biology-colab/
https://www.seattlechildrens.org/research/resources/genomics-spatial-biology-colab/
https://www.seattlechildrens.org/research/resources/genomics-spatial-biology-colab/


Extend: User Workshop
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• University of Texas Genomic Sequencing and Analysis Facility 

https://cloud.wikis.utexas.edu/wiki/spaces/GSAF/overview?homepageId=38731784
https://cloud.wikis.utexas.edu/wiki/spaces/GSAF/overview?homepageId=38731784


01
Start

Core helps cores launch new NGS services with reliable, 
ready-to-run workflows.

02
Refine

We partners with cores to design custom panels and targeted 
solutions to strengthen core expertise.

03
Scale

We supports growth through automation effort that frees up 
staff and increases efficiency

04
Extend

We empower cores to expand their reach through advanced 
services and community engagement.

QIAGEN can support you
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Thank you for your attention. Questions?
Shu Liang Genomics Field Application Specialist, QIAGEN  shu.liang@qiagen.com

Elizabeth Conzevoy Technical Sales Manager, Genomics, QIAGEN elizabeth.conzevoy@qiagen.com

John Tuttle Technical Sales Manager, Genomics, QIAGEN  John.Tuttle@qiagen.com

mailto:shu.liang@qiagen.com
mailto:elizabeth.conzevoy@qiagen.com
mailto:John.Tuttle@qiagen.com
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