
Designs by experts, available to the community

Agilent SureSelect CD Infectious 
Disease Pathogen NGS Panels

The ability to perform whole genome sequencing of viruses and bacteria 
directly from clinical samples is important for understanding the genetics  
of host-pathogen interactions. 

Due to the much smaller size of pathogen genomes, the proportion of host 
nucleic acid in an extract massively outweighs that of pathogen nucleic 
acid. To overcome this, the research group led by Professor Judith Breuer 
at University College London has pioneered the enrichment and sequencing 
of whole pathogen genomes directly from clinical research material using 
custom SureSelect NGS panels.1-9 

These custom designed SureSelect NGS panels targeting the genomes of 
pathogenic bacteria and viruses provide an effective way to capture nucleic 
acid material directly from various clinical research samples including blood, 
sera, plasma, stool, and nasopharyngeal aspirates. This obviates the need of 
prior enrichment of pathogen by culture or PCR. The SureSelect NGS panel 
designs created by Professor Breuer’s group are listed in the table below and 
are now available through the Agilent Community Design program. These 
panels are research tools to study pathogen genome sequences in the 
context of disease, antimicrobial resistance, treatment and vaccination.

These pathogen panels are compatible with the SureSelect XT, XT HS and 
XT Low Input protocols, with 1:10 dilution of the probe libraries along with 
other modifications recommended by Professor Breuer’s group. Please refer 
to the application note: “Utilization of Agilent SureSelect Target Enrichment 
for Whole Genome Sequencing of Viruses and Bacteria” (5994-0909EN) 
authored by Professor Breuer’s group for details prior to ordering these 
panels.1 

The Agilent Community Design program offers NGS panels designed by or 
in collaboration with experts in various research fields. These Community 
Design panels are produced upon your order and are ready to ship in as little 
as 2 weeks.
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“�SureSelect target enrichment enables 
highly efficient whole pathogen genome 
sequencing without the need for prior 
culture or PCR. The robust and consistent 
performance of SureSelect is why we’ve 
been depending on it for over 10 years.“



Table 1. The Agilent SureSelect Community Infectious Disease Pathogen NGS panels designed by the UCL group led by Professor Breuer.*

*Agilent has not performed verification and validation on these panels.

Part Number Panel Name Targeted Pathogen 

RNA Viruses

5191-6721 SureSelect XT Community Design FluA and FluB Influenza Virus A and B

5191-6726 SureSelect XT Community Design PanEnteroRhino Enterovirus A - D and Rhinovirus

5191-6716 SureSelect XT Community Design PanEnterovirus Enterovirus

5191-6719 SureSelect XT Community Design PanHCV Hepatitis C Virus (HCV)

5191-6709 SureSelect XT Community Design PanHIV1  Human Immunodeficiency Virus 1 (HIV-1)

5191-6706 SureSelect XT Community Design PanHIV2  Human Immunodeficiency Virus 2 (HIV-2)

5191-6714 SureSelect XT Community Design PanNoro Norovirus

5191-6727 SureSelect XT Community Design PanParaflu ParaInfluenza 1 - 3

5191-6722
SureSelect XT Community Design  
PanRespiratoryViruses 

Parainfluenza 1 - 3, Respiratory Syncytial Virus A and B, 
and Metapneumovirus

5191-6725 SureSelect XT Community Design PanRSV Respiratory Syncytial Virus A and B (RSV-A and RSV-B)

5191-6838 SureSelect CD Pan Human Coronavirus Human coronavirus

5282-0027 SureSelect XT HS CD Rotavirus		  Rotavirus A	

DNA Viruses

5191-6707 SureSelect XT Community Design CMV Human Cytomegalovirus (HCMV)

5191-6711 SureSelect XT Community Design PanHHV6 
Human Herpes Virus 6A and B  
(HHV-6A and 6B)

5191-6713 SureSelect XT Community Design PanAdenovirus Adenovirus

5191-6717 SureSelect XT Community Design PanEBV Epstein-Barr Virus (EBV)

5191-6720 SureSelect XT Community Design PanHBV Hepatitis B Virus (HBV)

5191-6728
SureSelect XT Community Design  
PanHumanPolyomaviruses

Human Polyomaviruses

5282-0028
SureSelect XT HS CD Pan Respiratory v2  
Parainfluenza 1 - 3

Respiratory Syncytial Virus A  
and B, and Metapneumovirus 

5282-0029 SureSelect XT HS CD VZV v2 Varicella Zoster Virus (VZV)

5282-0025 SureSelect XT HS CD Monkeypox (Fast Hyb) Monkeypox 

5282-0026 SureSelect XT CD Monkeypox Monkeypox

Bacteria

5191-6708 SureSelect XT Community Design Ctrachomatis Chlamydia trachomatis

5191-6724 SureSelect XT Community Design Lpneumophila Legionella pneumophila

5191-6710 SureSelect XT Community Design Mtuberculosis Mycobacterium tuberculosis

5191-6723 SureSelect XT Community Design Mtuberculosis Light Mycobacterium tuberculosis, selected targets

5191-6712 SureSelect XT Community Design Nmeningitidis Neisseria meningitidis

2



 
www.agilent.com

Agilent has not performed verification and validation on these panels. 
For Research Use Only. Not for use in diagnostic procedures.  

This information is subject to change without notice.

PR7001-0158 
© Agilent Technologies, Inc. 2022, 2024 
Published in the USA, September 12, 2024 
5994-1305EN

References
1.	 �Williams, R.J.; Tutill, H.; Roy, S.; Romero, E.Y.; Williams, C.A. Breuer, J.; Depledge, D. Utilization of Agilent SureSelect Target 

Enrichment for whole genome sequencing of viruses and bacteria. Agilent Application Note. 2019, PN 5994-0909EN. 

2.	 �Clark, S.A.; Doyle, R.; Lucidarme, J.; Borrow, R.; Breuer, J. Targeted DNA enrichment and whole genome sequencing of 
Neisseria meningitidis directly from clinical specimens. Int. J. Med. Microbiol. 2018, 308: 256-262.

3.	 �Houldcroft, C.J.; Roy, S.; Morfopoulou, S.; Margetts, B.K.; Delpedge, D.P.; Cudini, J.; Shah, D.; Brown, J.R.; Romero, E.Y. Williams, 
R.; Cluotman-green, E.; Ro, K.; Standing, J.F.; Hartley, J.C. Breuer, J. Use of whole-genome sequencing of adenovirus in 
immunocompromised pediatric patients to identify nosocomial transmission and mixed-genotype infection. J. Infect. Dis. 
2018, 218:1261-1271. 

4.	 �Brown, J.; Roy, S.; Ruis, C.; Romero, E.; Shah D.; Williams, R.; Breuer, J. Norovirus whole-genome sequencing by SureSelect 
Target Enrichment: a robust and sensitive method. J. Clin. Microbiol. 2016, 54:2530-2537.

5.	 �Lassalle, F.; Depledge, D.P.; Reeves, M.B.; Brown, A.C.; Christiansen M.T.; Tutill, H.J.; Williams, R.J.; Einer-Jensen, K.; Holdstock, 
J.; Atkinson, C.; Brown; J.R.; van Loenen, F.B.; Clark, D.A.; Griffiths P.D.; Verjans, G.M.; Schutten, M.; Milne, R.S.B.; Balloux, F.; 
Breuer, J. Islands of linkage in an ocean of pervasive recombination reveals two-speed evolution of human cytomegalovirus 
genomes. Virus Evol. 2106, 2(1): vew017. doi: 10.1093/ve/vew017. eCollection 2016 Jan.

6.	 �Thomson, E.; Ip, C.L.; Badhan, A.; Christiansen, M.T.; Adamson, W.; Ansari, M.A.; Bibby, D.; Breuer, J.; Brown, A.; Bowden, R.; 
Bryant, J.; Bonsall, D.; Da Silva Filipe, A.; Hinds, C.; Hudson, E.; Klenerman, P.; Lythgow, K.; Mbisa, J.L.; McLauchlan, J.; Myers, 
R.; Piazza, P.; Roy, S.; Trebes, A.; Sreenu, V.B.; Witteveldt, J.; STOP-HCV Consortium; Barnes, E.; Simmonds, P. Comparison of 
next-generation sequencing technologies for comprehensive assessment of full-length Hepatitis C viral genomes. J. Clin. 
Microbiol. 2016, 54: 24790-2484. 

7.	 �Brown, A.C.; Bryant, J.M.; Einer-Jensen, K.; Holdstock, J.; Houniet, D.T.; Chan, J.Z., Depledge, D.P.; Nikolayevskyy, V.; Broda, 
A.; Stone, M.J.; Christiansen, M.T.; Williams, R.; McAndrew, M.B.; Tutill, H.; Brown J.; Melzer, M.; Rosmarin, C.; McHugh, T.D.; 
Shorten, R.J.; Drobniewski, F.; Speight, G.; Breuer, J. Rapid whole-genome sequencing of Mycobacterium tuberculosis Isolates 
directly from clinical samples. J. Clin. Microbiol. 2015, 53(7):2230-7. 

8.	 �Christiansen, M.T.; Brown, A.C.; Kundu, S.; Tutill, H.J.; Williams, R.; Brown, J.R.; Holdstock, J.; Holland, M.J.; Stevenson, S.; 
Dave, J.; Tong, C.Y.; Einer-Jensen, K.; Depledge, D.P.; Breuer, J. Whole-genome enrichment and sequencing of Chlamydia 
trachomatis directly from clinical samples. BMC Infect Dis. 2014, 14:591. 

9.	 �Depledge, D.P.; Palser, A.L.; Watson, S.J.; Lai, A.I.; Gray, E.R.; Grant, P.; Kanda, R.K.; Leproust, E.; Kellam, P.; Breuer, J. 
Specific capture and whole-genome sequencing of viruses from clinical samples. PLos One. 2012, 7 (1) doi:10.1371/
annotation/3f1444bc-ab9d-4112-958a-2e068792f26f.


