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Population genetic investigation of the invasive sycamore lace bug (Corythuca ciliata)

In the investigation we compared 63 lace bugs from 12 Corythuca ciliata populations by using molecular genetic techniques. For the control group we used the sequences of Corythuca marmorata from the genebank. We investigated the 1164 bp long sequences.
From the samples we discovered that the populations in North America are more varied than any others. The haplotypes in North America differ in 5-7 bases from HT1. The 63 lace bugs are classified into 13 haplotypes. The 30 European samples can be classified into 6 haplotypes, the 11 central Asian lace bugs can be classified into 3 haplotypes, the 7 Japanese lace bugs can be classified into 2 haplotypes, the 15 North American lace bugs can be classified into 6 haplotypes.
The European, central Asian and Japanese samples show that there are only a few haplotypes that spread from North America. Only the HT1 can be found in North America, Europe and in Central Asia. The HT5 can only be found in North America and Japan. We can see that the lace bugs in Japan did not migrate through Europe.
During the investigation we found haplotypes that can only be found in specific areas. The HT4 can be found only in Japan while HT7, HT8, and HT12 are only present in Europe. HT6 and HT13 can be found in both Europe and central Asia.
More samples are recquired in order to find rare haplotypes. We should use newly discovered populations in the investigations, especially from North America where the sycamore lace bug originated and from Asia where the migration routes meet.



