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: : : : : . e e Amplification of the V3-V4 region in marine sediment prior to cleanup is shown in Figure 1. DeCodiFi™ (0.1-0.2 Two amplification methods were used: the standard (lllumina Enhanced PCR Mix) and DeCodiFi™ All-In-One Mix. By pooling data from five marine sediment samples, 18 MAGs
Deciphering salmonid microbiomes is critical for optimizing uM primers) yielded a clear peak at the expected size (606—610 bp), while the 16S Zymo kit showed a were identified with both methods; however, DeCodiFi™ yielded higher genome completeness (95.8%) and lower contamination (1.1%) than the lllumina Enhanced PCR Mix, as

teleost physiology, nutrition, and identifying ecosystem
health indicators. However, these aquaculture ecosystems
remain uncharacterized; baseline taxonomic presence and
expected community structure are virtually unknown. This

dominant peak at ~63 bp, consistent with primer dimers (Figure 1). Although Table 1 indicates higher yield for shown in Figure 4. Distribution of MAGs is the same between both amplification methods (Figure 5).

the 16S Zymo kit, this is likely driven by dimer formation. In Figure 2, fragment analyzer results of the pooled
samples are presented. In general, DeCodiFi™ did not require extra cleanup steps to remove primers
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High-Fidelity Polymerase is
shown in Figure 3. Both
methods display similar  pecodiFi™
taxonomic profiles at the
phylum level, indicating

SHOTGUN SEQUENCING

Samples used: Marine sediment near salmon farms.
Methods compared: Illumina Enhanced PCR Mix and
DeCodiFi™ All-In-One Mix.

Evaluation: Order-level relative abundance obtained from
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Accurate profiling and robust genomic reconstruction are critical to characterize uncultivable E e
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aquaculture taxa driving teleost health, nutrition, and bioremediation. Within inhibitor-dense matrices,
DeCodiFi™ optimized throughput by mitigating primer-dimer artifacts, eliminating post-PCR purification =

llumina sequencing data, and assessment of assembled consistent community 0% % W% TER OO%OK } 25%  50%  75%  100% steps and .potentlal .e.rT[Aors while maln’.cdlnln.g strict toxonomlc. fidelity. Crucially, in shotgun I T
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contig N50. The BugBuster workflow was used, and MAG two approaches [ Acidobacteriote [ Actnomycetota [l Bacilota [ Bacteroidota B Campylabacterta [ Chioroiexot methods, yet delivered significantly higher-quality assemblies that facilitate deeper downstream E T3 2
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taxonomy was inferred using the GTDB r220 database. genomic characterization.

Figure 3. Relative abundance of two marine sediment samples.
A total of 10 phyla were identified using two 16S amplification methods: the 16s Zymo kit and DeCodiFi™



