GARP Protocol in exploring area of potential invasion 
GARP uses an evolutionary computing genetic algorithm to search for non-random associations between environmental variables and known occurrences of species, as contrasted with environmental characteristics across the overall study area. Because model development is stochastic, and resulting models can vary in quality, we used a procedure described by Anderson et al. [1] to select an optimal subset of random replicate models for combination as a consensus model. In particular, we developed 100 replicate models, of these models, we retained the 20 with lowest omission error. Then, we retained the 10 models with intermediate commission error. This ‘best subset’ of models were summed to produce final predictions of potential distributions in the form of grids with values ranging from 0 (all models agree in predicting absence) to 10 (all models agree in predicting potential presence). 
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