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Enable more sequencing

for more labs

Flexibility, faster turnaround times, lower costs: the Genomics Research
Center (GRC) at Rochester University enables more scientists to do
more with their samples by leveraging high-density sequencing on the
lllumina NovaSeq™ X Series and 25B flow cell.

ll This 25B flow cell is a great example of the diverse library types we are
able to sequence in an efficient way. We partner with external institutions
and collaborators to ensure our flow cells are filled quickly, which helps
with turnaround time and, importantly, to lower costs overall.”

Elizabeth Pritchett, PhD
Rochester Genomics Center, Operations Director

8 library types, 6 labs, 1 flow cell

NovaSeq X Series and the 25B flow cell allow Dr. Pritchett and her team to increase cost-efficiency, improve
sample flexibility, and maintain superior quality, which increases sequencing accessibility for scientists.*
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Lane 1: 41B Reads P —————— TwinStrand DuplexSeq Mutagenesis Assay, 130 pM, 2% PhiX, bulk DNA
Lane 2: 3.8B Reads ® C — TwinStrand DuplexSeq Mutagenesis Assay, 130 pM, 2% PhiX, bulk DNA
Lane 3: 3.8B Reads *— —

10x Genomics Chromium Single-Cell 5’ Gene Expression, 140 pM,
Lane 4: 3.9B Reads ® 1 1% PhiX, single-cell RNA
Lane 5: 3.7B Reads *— ' 10x Genomics Chromium Single-Cell 3' Gene Expression, 140 pM,

1% PhiX, single-cell RNA
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Lane 6: 3.8B Reads [
Lane 7: 3.3B Reads ~— C —— 10x Genomics Chromium Single-Cell 3’ Gene Expression, 140 pM,
Lane 8: 3.4B Reads ~— 1% PhiX, single-cell RNA
Y, ————1 NEBNext Enzymatic Methyl-seq Kit, 140 pM, 2% PhiX, bulk DNA

i lllumina Stranded Total, 130 pM, 10% PhiX, bulk DNA

SMARTer Stranded Total RNA-Seq Kit v3 - Pico Input Mammalian,
130 pM, 10% PhiX, bulk DNA

*To optimize library loading, read the Maximizing

performance on the NovaSeq X Series technical note. NEBNext Ultra Il FS DNA Sequencing, 130 pM, 10% PhiX, bulk DNA


https://www.illumina.com/content/dam/illumina/gcs/assembled-assets/marketing-literature/novaseq-x-optimization-tech-note-m-gl-02678/novaseq-x-optimization-tech-note-m-gl-02678.pdf

Robust data yield and dependable quality for diverse libraries

When you work with the right partner, you can achieve optimal results for deeper sequencing with minimal
sample input. Here’s an in-depth look at the results GRC achieved with sample multiplexing on a 25B flow cell
with the NovaSeq X Series.t

" For this particular run, we
were able to leverage the

b rA flexibility of the lanes on the

"L E e el

e = 4 o0 )

60 : institution samples, while also

ensuring the projects of our

internal users were moved

20 through quickly.”

Achieve consistent performance across all lanes
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Quality and accuracy exceed performance specifications

9.2k

%>=Q30

[ |
-

7.4k

3.7k

Total (billion)

1.8k

illumina

1 10 20 30 40 56.1
Q Score

1To ensure accurate results for your samples, further optimization is recommended.
Contact the lllumina Tech Support team for assistance.

Increase access to sequencing today

With the NovaSeq X Series, you can enable more science for more labs
with flexible sequencing at a historically accessible cost per lane.
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