»  Plastic is ubiquitous in our daily lives. From its uses in medicine to
its applications in packaging and manufacturing of consumer
products, the material has become an essential part in almost every
industry.

* A prominent plastic polymer found in beverage containers, films,
fibers, and other items is polyethylene terephthalate (PET).

*  Only 26.8% of PET bottles and jars were predicted to have been
recycled in 2018 (EPA, 2020).

+  With the large presence of plastics, there is a need to remove the
current plastics from the environment and halt the production of
new plastics.
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