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The brown marmorated stink bug (BMSB), (Halyomorpha halys Stål) is a highly polyphagous 
pentatomid that is native to Eastern Asia (China, Japan, Korea and Taiwan). Its pest status stems 
from feeding damage caused on a wide range of vegetable crops, fruit trees, and ornamentals. The 
first documentation of this pest in eastern North America occurred in Pennsylvania in 1996, and 
in western N. America in 2004 in Oregon. It now has been detected in 43 states and is reported as 
a nuisance or agricultural pest in at least 26 states. We investigated the geographic origins of 
BMSB in the western U.S. (California, Oregon and Washington state) using the potential 
phylogeographic structure of BMSB in its native Asian range. In total, 120 individuals were 
analyzed for two mitochondrial genes, and compared it with a previously published 
phylogeography of BMSB in the Eastern U.S. and Asia. While the eastern U.S. pest populations 
have been introduced from a single source in the Bejing region in China, the overall genetic 
structure observed in the western U.S. suggested a more complex invasion scenario encompassing 
several introduction events from one source in Japan and different sources in China including the 
same one as for the eastern U.S. Moreover, our results do not rule out the hypothesis that the 
invasive eastern U.S. might have also acted as a hub for secondary spreads in western U.S. 
Reconstructing the phylogeography of BMSB also provides a straightforward starting point for 
reconnaissance work on naturally occurring, host specific natural enemies in Asia. One of them, 
the egg parasitoid Trissolcus japonicus (Ashmead), has been under study in U.S. quarantine 
facilities since 2007 to evaluate its efficacy as a candidate classical biological control agent. 
Domestic surveys of egg parasitoids using sentinel egg masses of H. halys revealed that T. 
japonicus was already present in the wild in 2014 in Beltsville, MD and in 2015 in Vancouver, 
WA. We used a population genetics approach based on microsatellites to test the hypothesis that 
the recovered populations escaped from one of the U.S. quarantine facilities. Genetic data confirm 
that T. japonicus came to these sites from different geographic sources in Asia, not from the 
laboratory colonies. 
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