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The above figure compares the percent of reads on-target for a 500ng single plex capture to a low-
input multiplex capture. All samples had an on-target rate of greater than 80%. This is slightly
lower than the typical on-target rate for an in-solution hybridization of approximately 90%. All
analysis was performed with 6Gb data at PE 75 (40M read pairs).

Combined, the target enrichment capabilities allow for focused and efficient rare
variant detection while uniform background coverage enables variant discovery
across a broad range of variant classes, including CNV. Since the enrichment
methods are library preparation independent, libraries that allow more complex
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analyses such as structural variant detection from Hi-C libraries can be used in the Since multiplex hybridization is a common feature of hybrid selection workflows, we verified that
orotocol. These capabilities allow for advancements using this technology in the relative distribution of samples and libraries was not different between an in-solution g verics .
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numerous applications such as cell-free DNA, infectious disease, somatic variant < ;!
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B | | _ | | The alignment-based insert size is observed to be slightly larger for the on-flowcell method  The above figures summarize performance statistics for the same library used in a standard in-
| R : ' | ' ; | compared to in-solution methods. This is likely due to the lower PCR cycles and less size selection solution workflow (orange) compared to that library in the on-flowcell workflow (blue). The on-

on the final library for the on-flowcell method. target rate for the on-flowcell workflow is slightly lower compared to the in-solution workflow, as
GC Bias was observed in the multiplex experiment above. However, the fold-80 and bases at 30x were
2:: e similar. The zero coverage metric was slightly better for the on-flowcell workflow. All analysis was

- o8 orovider performed with 6Gb data at PE 75 (40M read pairs).

—— elembio

N
v
)
T
e
o

GC bin weight

0 A——— | — |

Analysis of a small targeted panel of oncology genes. This IGV plot shows the post-sequencing
enrichment levels of 76 targets commonly sequenced in oncology studies. The color of the reads
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are red and blue representing forward and reverse reads. These targets were assessed in a strand- 25 Element . One Library
specific manner to determine the performance of an on-flowcell enrichment protocol. The variant 0005 % p % h 100" Trinity Input
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calling performance of this data on a reference control sample is shown below in the Variant A
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flowcell method. The lower duplication rate and higher complexity of the library should allow
deeper sequencing and sensitive variant detection for mosaic or somatic variants.

based methods appears to increase the complexity of the library as well as retain a slightly larger

insert size.
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The above table details the observed versus expected variant calling in a reference control sample for somatic Precision x Recall for the low-input multiplex experiment
variation. The observed versus expected variant frequencies were very close across a range of variant levels from 1% compared to a single plex experiment. SNP and InDel
. Mean Base Quality by Cycle to 25%, including one deletion variant. statistics indicate highly accurate and consistent variant
| o f;ffc_capture calling, especially for SNP variants.
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Sequencing performance of the final, captured library is not affected by the on-flowcell workflow. characterize and validate these observations.
Base qualities remain stable and are not distinguishable between the on-flowcell workflow BT S A S AR G A AT S A R R R SN AU A )
compared to the standard bead-based methods.
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