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G10-FR* in the protease region, and D67N
(3.25%) detected only by iSeql00 in the
reverse transcriptase region. Importantly,
these minor discrepancies (<5%) did not
affect drug resistance interpretation

performance of the lllumina iSeql100 and
the Complete Genomics G10-FR (marketed
as DNBSEQ-E25 Flash in some territories)
using validated DeepChek® (ABL) kits and
MicrobioChek® software, with a focus on
pooling multiple applications in a single run
to reduce per-sample costs.

DeepChek” NGS workflows are polyvalent,
platform-independent, and compatible
with a multiplexed, pooled sequencing
approach, which significantly enhances
cost-efficiency without sacrificing analytical
performance. The Complete Genomics
G10-FR* emerges as a robust alternative to
traditional systems like Illlumina iSeq100,
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Figure 1. End-to end Solution for HIV-1 Genotyping and Drug Resistance for Routine
Diagnostic Sequencing.

Materials & Methods

DeepChek”® HIV kits were used to amplify
protease, reverse transcriptase, integrase
regions ( 121A, 122A) and full HIV genome
(170B) from Quality Control for Molecular
Diagnostics. In parallel, bacterial and fungal
targets were amplified using DeepChek®
16S and ITS kits for identification. Library
preparation was performed using platform-

Results

Both platforms generated high-quality
sequencing data with high Q-scores and
full genome coverage across applications.
The  Complete  Genomics  G10-FR*
produced a significantly higher number of
reads per run (~25M) compared to the
Illumina iSeql100 (~4M), enabling greater
depth and broader detection capacity,
particularly in pooled workflows.

thresholds. The complete workflow from
DNA to data analysis takes approximately
24 hours on the lllumina iSeq100, including
library preparation and sequencing. In
comparison, Complete Genomics G10-FR*
can deliver results in just 5-9 hours,
offering a 50-70% faster turnaround.

Table 1. Bioinformatics analysis using MicrobioChek (ABL) to identify HIV-1
drug resistances obtained from Complete Genomics G10-FR* versus iSeq100
(Illumina) platforms.
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making routine clinical NGS faster, more
accessible and scalable for l|aboratories
handling diverse diagnostic applications.
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