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HARTNELL STEM MICRO-INTERNSHIP

Complete mitochondrial genome of the introduced Indian 
walking stick Carausius morosus (Lonchodidae, Insecta) from 
California
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Carausius morosus, the Indian walking stick, is a large 
polyphagous species originally described from specimens 
from Shembagonor and Trichinopoly, Madura Province, 
southern India. It was introduced to Australia, Azores, 
Madagascar, Madeira, South Africa, United Kingdom, and 
United States, likely due to the escaping of captive C. 
morosus and the accidental discarding of eggs. Carausius 
morosus was first reported from San Diego county, California 
in 1991 and has since spread to ten counties where it is a 
pest on ornamental plants. Here, we analyzed the complete 
mitochondrial genome of C. morosus from Salinas, California. 
The mitochondrial genome of is circular, AT rich (78.1%), 
and 16,671  bp in length. It consists of 13 protein-coding, 22 
transfer RNA, and 2 ribosomal RNA genes and is identical 
in gene content to Carausius sp. from China. These data 
contribute to the bioinformatics of C. morosus and future 
studies on the phylogenomics of Phasmatodea.
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