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OBJECTIVES

 Assemble the complete genome of Pedobacter lusitanus NL19 for further annotation and
comprehensive genomic analysis.

BACKGROUND

Pedobacter lusitanus NL19 exhibits strong bioactivity against Gram-positive and Gram-negative bacteria, and yeasts
with relevance in the clinic, food industry and aquaculture [1].

* Identification and in silico characterisation of biosynthetic gene clusters (BGCs) encoding new
natural products (NP), namely ribosomal (RiPPs) and non-ribosomal peptides (NRPs) with predicted
features, for their future expression using synthetic biology approaches. [2].

The draft genome revealed the presence of 16 BGCs encoding secondary metabolites NPs, including RiPPs and NRPs

Except for the BGC encoding the pedopeptins [3], most of the BGCs are cryptic or are weakly expressed in the
laboratory condition tested, making it difficult to characterize the compounds encoded.

RESU LTS Table 1 — Genomic features from the genome of
Pedobacter lusitanus NL19

High-quality genome sequence will allow future molecular manipulations which are fundamental to unravel the full
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. biotechnological potential of the microorganism.
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Figure 5 — Graphic representation of the predicted BGCs and associated BGC classes, by antiSMASH 7.0. Also, the locus tag of the relevant genes (core biosynthetic g::gagagiéncia CIENCIA. TECNOLOGIA mOIeCU |a r T
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