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Roche KAPA HyperExome Probes
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Key enrichment and sequencing metrics — Specificity and target coverage
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BE19—EE » TR GC bias 722
Normalised capture coverage across GC% spectrum
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Shorter hybridization times have minimal impact on capture efficiency but can affect library complexity.

(A) The percent of on-target reads refers to the percent of mapped, non-duplicate reads overlapping a target region by at least 1 base.

(B) Coverage uniformity expressed as fold-80 base penalty.
(C) Percent of duplicate reads, associated to the library complexity. Bars represent the mean from triplicate libraries and error bars
indicate the standard deviation.
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EAABEAEE Rxn size

KAPA Hyper Prep (96rxn) 96 2
KAPA HyperExome Prep Kit KAPA Universal Adapter, (15uM)960 uL 96 f
. KAPA HyperPure Beads (5 mL 5mL

ARBIMETEM KAPA HyperPure Beads (30 mL) 30 mL 1

KAPA HyperExome, 24 rxn 24 1

KAPA Probes resuspension buffer, 1 mL 1 mL 1

KAPA HyperCapture Reagent kit, 24 rxn 24 1

KAPA HyperCapture Bead kit, 24 rxn 24 1
EEABE S EE Rxn size £

KAPA Hyper Plus (96rxn) 96 2

KAPA HyperExome Plus Kit KAPA Universal Adapter, 15uM 960 uL 96 2
w KAPA HyperPure Beads (5 mL) 5mL 1
AT EM KAPA HyperPure Beads (30 mL) 30 mL 1

KAPA HyperExome, 24 rxn 24 1

KAPA Probes resuspension buffer, 1 mL 1 mL 1

KAPA HyperCapture Reagent kit, 24 rxn 24 1

KAPA HyperCapture Bead kit, 24 rxn 24 1
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Roche KAPA HyperChoice and
KAPA HyperExplore custom designs
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Performance of two KAPA HyperChoice designs
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Target size % total Fold 80 % of bases
Design Genes (capture) HQ reads System duplicates (uniformity) 230X
Neurodegenerative >98 335 Kb 1,75 M NovaSeq6000 2.78 1.38 99.83
Hereditary disease >4100 12.3 Mb 20.00 M NovaSeq6000 1,62 1,43 97.22
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Specificity and Uniformity deliver better target coverage
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in human Library prep with Target enrichment with Final library enriched lllumina®
host RNAbackground KAPA RNA KAPA SARS-CoV-2 TE panel for viral sequences sequencing
HyperPrep Kit and HyperCap Workflow v3

LU KAPA RNA HyperPrep Kit 7 + {#H KAPA SARS-CoV-2 Target Enrichment Panel #t%f SARS-CoV-2 7/
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Variants from six strains of SARS-CoV-2 are identified from within a single sample. A total of 1,000,000 SARS-CoV-2 genome copies from 6
different strains was combined with either 20 ng (dark blue) or 100 ng (yellow) of human RNA and processed in triplicate using KAPA RNA
HyperPrep and the KAPA SARS-CoV-2 Target Enrichment Panel. Alternate allele frequency analysis shows that all expected variants from the
six SARS-CoV-2 strains were identified at close to the expected frequency. Datasets downsampled to 1 million reads prior to analysis.
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Viral copy number
The KAPA SARS-CoV-2 Target Enrichment Panel achieves 1X coverage of >97% of the SARS-CoV-2
genome down to 1000 viral copies and genomic sequence from as few as 10 viral copies. Samples
containing the indicated number of viral copies in a background of either 20 ng or 100 ng of human RNA
were processed in triplicate using KAPA RNA HyperPrep and the KAPA SARS-CoV-2 Target Enrichment
Panel. Datasets were downsampled to 1 million reads prior to analysis.



AithahY

Roche KAPA R
HyperCap Workflow v3.0

A]i5EFE  KAPA HyperPrep ( #138;%5HEX1E )
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KAPA HyperPrep Kits
TSR 20°C / 30 4348 » FHE 65°C / 30 4E

LI52Rk ERAT RFE °
3A

END REPAIR
& A-TAILING

(for KAPA HyperPrep)

2A .Dan<a’ 4 6

MECHANICAL
FRAGMENTATION .ADAPTER LIGATION PREA%';&%%

(for KAPA HyperPrep) 3 B

iy 08X POST-LIGATION

CLEANUP

(for KAPA HyperPlus) .

ENZYMATIC \

FRAGMENTATION
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buffer 5
Component | Volume -
Double-stranded DNA VE—W HyperPlus ERAT
(v 9 g Conons| 35 L Enzyme Mix <% f 7
KAPA Frag Buffer (10X) 5 HL . E@EE)\%H—EQ’”:
KAPA Frag Enzyme 10uL
Total volume 50 uL
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(ex. Agilent Bioanalyzer)
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1.4X POST-AMP
CLEANUP

Pre-Capture PCR
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Roche KAPA library prep kits
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Optional
pre-capture
multiplexing

TARGET CAPTURE
HYBRIDIZATION-BASED

KB BIRFIIRERTE
Hybridization Component H /1 A 8474

<40 Mbp Capture Target Size | 12 pyL
240 Mbp Capture Target Size | 9 L

WASH & RECOVERY

aa a Hybridization #53a1l
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POST-CAPTURE

LIBRARY .
11 AMPLIFICATION Capture Beads #2715
1.4X POST-AMP — 1 KEBFFIANRE
CLEANUP o
<40 Mbp | 50 pL per rxn
240 Mbp | 100 pL per rxn
Post-Capture PCR
EERRIE R
<100 kb 18 cycles
100 kb —2 Mb 16 cycles
>2Mb—-40Mb | 10 cycles
>40 Mb 8 cycles




