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INTRODUCTION

WESTEM

Polyethylene terephthalate (PET) 1s a clear plastic designed for single-use consumer packaging. PET plastics are 100% recyclable but only 31% of PETs are recycledy. These durable plastics do not decompose for up to
450 years 1n disposal facilities, resulting 1n the clogging of natural landscapes with phthalate leaching litter. Ideonella sakaiensis, a bacteria discovered in 2016 1n the sludge a plastic-recycling facility m Japan,
exhibited successtul decomposition and metabolization of PETs by binding to the surface of plastic consumer products and delivering enzymes to catabolize the plastic into 1ts original structural componentsy. The
discovery of PETase 1n fungi, Pestalotiopsis microspora, by Yale 1n 2008 opened the door for new models of plastic degradations. By exploiting the lineage between fungi, endophytes, and marine plants with
endophytic microbiomes, we could determine 1f natural PETase activity could be the solution to the hydrolysis of microplastics n our natural local wetland environment.
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METHODS RESULTS DISCUSSION
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