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Figure S1: COI gene ML tree constructed using RAxMLGUI (Silvestro & Michalak 2010), using GTR+I+G as the model of sequence evolution as suggested by PartitionFinder v.1.1.1, run specifically for RAxML models, using AIC. A thorough bootstrap was carried out for 1000 repetitions with 10 ML searches. The size of the circle stands for the bootstrap value, with the largest circle indicating a bootstrap value of 100.
Figure S2: COI gene BI tree were constructed using MrBayes v 3.2 (Ronquist & Huelsenbeck 2003) using GTR+I+G models as suggested by PartitionFinder v1.1.1, run specifically for MrBayes models. Two simultaneous, independent analyses were run from randomly generated starting trees sampling every 200th generation, for 5,000,000 generations. Three heated and one cold chain was used in the analysis, Markov Chains were sampled every 200 generations. By the time the program had run for 5,000,000 generations, the average standard deviation of split frequencies had reached 0.03, indicating that the runs had converged, and the analysis was not continued further. First 25% trees were discarded as burn-in. The size of the circle stands for the value of the posterior probabilities, with the largest circle indicating a posterior probability value of 1. 
Figure S3: A Neighbour-Joining COI gene tree constructed in MEGA6 using K2P model for the Superfamily Pentatomoidea. Species highlighted in red represent new barcodes. Large, pink circles at the nodes indicate high bootstrap values, whereas small, brown circles indicate low bootstrap supports. 
Figure S4: A Neighbour-Joining COI gene tree constructed in MEGA6 using K2P model for the Superfamily Coreoidea. Species highlighted in red represent new barcodes. Large, pink circles at the nodes indicate high bootstrap values, whereas small, brown circles indicate low bootstrap supports.
