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Crop protection options are increasingly limited by MERCURIUS™ Bulk RNA Barcoding and Sequencing (BRB-seq)
resistance development and stricter safety requirements, IS an ultra-high-throughput bulk 3' mMRNA-seq technology that
driving the need for novel and sustainable modes of action uses early-stage sample barcoding and unigue molecular
(MOA). identifiers (UMIs) to allow the pooling of up to 384 samples in
Here, we present an approach that combines one tube early IN the sequencing library preparation workflow.
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technology. Using plant pathogens as a case study, re——~—— el m— -
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starting points for discovery.

This strategy provides deeper mechanistic insight early in
development and supports the discovery of safe,
resistance-breaking crop protection solutions.
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Integration algorithm, enabling deeper Insights Into
mechanisms via phenotype-genotype relationships.
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Our benchmarking study demonstrates the robustness of
BRB-seqg In comparison with bulk RNA-seq, using 120 RNA
samples from a plant pathogen species, botrytis cinerea (B.
cinereq) treated with 19 different compounds. We found

large overlap In differentially expressed gene analyses for e CO“CIUS'O“S
compounds within the same MOA, particularly for the
succinate dehydronase Inhibitors (SDHIs) Fluopyram,
Boscalid, and Isoflucypram. Notably, we provide the first
direct transcriptomic evidence for the effect of
Isoflucypram on SDH In its target organism, B. cinerea.
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RB-seq enables a parallelized and cost-efficient gene
regulatlons porofiling under chemical perturbations. It facilitates
mechanistic studies and target identification across diverse
compounds, transforming plant pathogen transcriptomic
research for crop protection.
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