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Key benefits

— Powerful performance with
SureSelect exome enrichment for
germline and somatic samples

— SureSelect Human All Exon V8
panel provides excellent uniformity
of coverage for CNV detection

— Alissa Reporter is an integrated
and optimized software for
somatic exome data analysis
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Exome Enrichment Using the Agilent SureSelect
Human All Exon V8 Panel for Tumor Profiling and
Agilent Alissa Reporter

Integrated Whole-Exome Sequencing Solutions

Whole-exome sequencing (WES) is increasingly being adopted in oncology testing
and research to comprehensively profile tumor samples. WES is the benchmark
for determining tumor mutation burden (TMB), which is used to guide treatment
selection as TMB is an emerging predictive biomarker for response to immune
checkpoint inhibitors. In the field of recurrence monitoring, WES is used to identify
mutations in tumor samples to create individualized next-generation sequencing
(NGS) assays for monitoring minimal residual disease (MRD). WES is also used to
identify neo-antigens in tumor immunotherapy research.

Agilent now provides a WES solution for cancer research labs that includes exome
enrichment reagents and software for variant analysis and interpretation. This
sequencing solution enables simultaneous detection of somatic single nucleotide
variants (SNVs), insertions/deletions (indels), copy number variations (CNVs), and
internal tandem repeats (ITDs), delivering a streamlined workflow with increased
sensitivity to detect disease-causing mutations.

The Agilent SureSelect Human All Exon V8 panel provides comprehensive coverage
of protein coding regions from RefSeq, CCDS, and GENCODE, as well as the TERT
promoter region. The exome panel, powered by machine learning-based probe
design and a new production process, delivers excellent enrichment performance,
as well as efficient and cost-effective exome sequencing. The exome panel can

be easily augmented to include customized content for specific applications. The
exome enrichment workflow is natively automated on the Agilent Magnis NGS

prep and Bravo automated liquid handling systems for enhanced productivity in the
laboratory.

Users can readily examine sequencing data using the Agilent Alissa Reporter
software, a FASTQ-to-report exome sequencing solution for seamless and efficient
variant analysis. Raw data can be analyzed with the Agilent Alissa Reporter software,
an intuitive and streamlined cloud-based NGS software-as-a-service (SaaS) solution
that simultaneously detects SNVs, indels, CNVs, and ITDs. Users can easily navigate
data with integrated genome browsing, a built-in quality control (QC) dashboard.
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Figure 1. Agilent whole-exome sequencing solutions. The Agilent SureSelect Human All Exon V8 panel can be paired with the Agilent Bravo NGS workstation,
Agilent Magnis NGS prep system, and Agilent Alissa Reporter software to achieve operational efficiency. The exome is readily automated on the Bravo NGS
workstation for high-throughput applications. The Agilent Magnis Human All Exon V8 kit is pre-aliquoted for use on the Magnis NGS prep system, which requires
only 10 minutes of initial setup time and delivers eight exome-enriched libraries in less than nine hours without further operator intervention.

Alissa Reporter for High-Performance Variant Detection

From a single genomic sample, researchers can get more valuable information than ever before. Alissa Reporter supports parallel
variant detection from somatic DNA specimens, and with the software’'s secondary analysis capabilities, SNVs, indels, CNVs, and ITDs
can easily be determined (Figure 2). As a fully transparent solution, Alissa Reporter includes confidence scores next to CNV calls.
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Figure 2. Agilent Alissa Reporter detects SNVs, indels, CNVs, and ITD variants from exome sequencing. The Alissa Reporter CNV
detection module detects both CNV amplifications and deletions, down to the gene level. CNVs are visualized in a sortable and
filterable table. A link to the detailed view is available from within the overview table, in which CNVs can visually be inspected
using an integrated genome browser (CNV viewer). A CNV amplification in gene ANKRD36C is shown.



Built-In QC Dashboard for Operational Excellence

Alissa Reporter helps users quickly verify that an NGS assay is performing as planned. With the built-in QC dashboard (Figure 3),
users can immediately assess whether key QC metrics of individual samples (or the entire run) are within the anticipated range. The
software flags problematic samples and shows users where the QC metric has deviated from recommended values.

Alissa Reporter can track and display QC metrics longitudinally. By analyzing quality control data across runs, users can easily identify
trends and deviations from expected performance parameters over time.
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Figure 3. The Agilent Alissa Reporter QC dashboard helps you quickly find the metrics that matter most.
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Figure 4. The virtual gene panel option enables users to filter based on genes and/or regions of interest.



Somatic Variant Detection on the Mitochondrial Genome

The mitochondrial genome poses several challenges to the identification and understanding of somatic variants. Alissa
Reporter's optimized SureSelect Human All Exon V8 and SureSelect custom panel pipelines come with a dedicated mitochondrial
DNA analysis option (Figure 5). The workflow enables labs to explore the state of mitochondria by enabling the detection of
mitochondrial variants (that is, SNVs) to identify heteroplasmy. Alissa Reporter delivers mitochondrial variant detection with high
sensitivity, helping labs to confidently identify biomarkers in metabolic disease research.
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chrM: 14,071 MT-NDS NC_012920.1 m 14071A>G  91.40% exonic (exon 1) nonsynonymous  substitution 29 7 75.23
chriv: 14,167 MT-ND& NC_012820.1 m.14167C>T 85.80% exonic (exon 1) synonymous substiuion 31 k)l 8768
chriv: 14,377 MT-NDE NC_012920.1 m.14377C>T  9570%  exonic(exon 1)  synonymous substituion 24 24 76.98
chr: 14,766 MT-CYB NC_012920.1 m 14766C>T  9520% exonic (exon 1) nonsynonymous  substitution 24 24 6884
chrM: 14,798 MT-CYB NC_012920.1 m.14798T>C 95.00% excnic (exon 1)  nonsynonymous  substitution 24 24 731
chrivi: 14,813 MT-CYB NC_012920.1 m14813A>C  1340%  exonic(exon 1) nonsynonymous  substituion 28 3 852
chrid: 14,857 MT-CYS NC_012920.1 m14857T>C  8590%  exonic(exon 1)  synonymous substituion 30 29 90.05

« Assembly: GRCh38
chrivi: 14,033

i
l
<
=
P

Page>+aa

Read pildtp Lonn il 8
it o . ! g 2 e |
S as i ; ]
; i ; N : . i i
z . o , 5 il : : | 3 i :
it i .F £ & 3 Fierd SR £y & 1
HE i T Pk [ R TR B3 | & s, E3s & 4
f SRii F=Es 2 352 ' T = IEem !
s, 2t & & : . E & S Steafid R S £
3 IRt AR AN S s A
H R S R By i
S e — - sssstesda S EE Tt
: i s Eisatessasesse izisi=ess Estesbriepa gy
Ly + et o e st |
R I e o u SRR
Emi et H et
Eepral SEst i el Pt EoioE Cmr IS T
HEER | S ) ; : $:= P, oo e T
Pkt 5 ; HLAH =L S L . . ot - b, 3 nm. - A L —
VerantSiMAL OB AKOA AA A AA AN AL ALA ARAN AXKNGMM AN D A Sk A DM MOS0 SN AR AOEN

Transcnpts

e T

Coverage

Runner up frequency

bl el 10 Lo - LLREL v sl ol gl mot o | KL m E T T LTTRINN I S EEPATE E T T LT e

alld
Reference genome
Cytoband Missing data: Track is unavailable

Fostion 2,000 4,000 6,000 8,000 10,000 12,000 14,000 16,000

Figure 5. Comprehensive analysis results of the mitochondrial genome displayed in the SNV/indel table
and read pileup view available in Agilent Alissa Reporter.



Ordering Information

Compatible with Fast Hybridization

Product Description 16 Rxns 96 Rxns 96 Rxns Auto
SureSelect XT HS Human All Exon V8 5191-6873 5191-6874 5191-6875
SureSelect XT HS Human All Exon V8+UTR 5191-7401 5191-7402 5191-7403
SureSelect XT HS Human All Exon V8+NCV 5191-7407 5191-7408 5191-7409
Product Description 2 Hybs 12 Hybs 12 Hybs Auto
SureSelect XT HS PreCap Human All Exon V8 5191-6876 5191-6877 5191-6878
SureSelect XT HS PreCap Human All Exon V8+UTR 5191-7404 5191-7405 5191-7406
SureSelect XT HS PreCap Human All Exon V8+NCV 5191-7410 5191-7411 5191-7412
Compatible with Overnight Hybridization
Product Description 16 Rxns 96 Rxns 96 Rxns Auto
SureSelect XT Human All Exon V8 5191-6879 5191-6891 5191-6892
SureSelect XT Human All Exon V8+UTR Contact Sales
SureSelect XT Human All Exon V8+NCV Contact Sales
Product Description 2 Hybs 12 Hybs 12 Hybs Auto
SureSelect XT PreCap Human All Exon V8 5280-0032 5280-0033 5280-0034
SureSelect XT PreCap Human All Exon V8+UTR Contact Sales
SureSelect XT PreCap Human All Exon V8+NCV Contact Sales
Compatible with Magnis NGS Prep System
Product Description 32 Rxns 96 Rxns
Magnis SSEL XT HS Human All Exon V8, Rev B G9772C G9772D
Magnis SSEL XT HS2 Human All Exon V8, Rev B G9774A G9774B
Magnis SSEL XT HS2 Human All Exon V8+UTR G9779A G9779B
Magnis SSEL XT HS2 Human All Exon V8+NCV G9778A G9778B

Other Configurations

Product Description

SureSelect Human All Exon V8+Pan-Cancer
SureSelect Human All Exon V8+Mitochondrial Genome
SureSelect Human All Exon V8+0neSeq CNV Backbone

Contact Sales
Contact Sales
Contact Sales

Automation and Software

Product Description

Magnis NGS Prep System

Bravo NGS (Option A)

Bravo NGS Workstation (Option B)
Alissa Reporter

Contact Sales
Contact Sales
Contact Sales
Contact Sales
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