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Introduction
Bath Salts refer to a group of drugs containing one or more 
synthetic chemicals related to cathinone, one of the psychoactive 
principles naturally found in khat (
the early synthetic cathinones such as mephedrone were first 
synthesised in the 1920s. However they became popular only in 
recent years when underground chemists began to use them in 
designer drugs. Since then, hundreds of other designer drugs or 
“legal highs” have been reported. 
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are constantly emerging, and their widespread availability makes 
it difficult for regulatory agencies to stay abreast of this major 
public health threat.
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