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Figure S1 - Expression heatmaps of genes coding for group I and II SDRs and group I 
and II single PLAT domain protein genes for the different T. urticae host plant
populations. The log2 transformed gene fold changes of adult T. urticae females transferred
to new host plants (lima bean, soybean, cotton, tomato, maize) relative to adult T. urticae 
females of the parental population on common bean are shown. Host plants were clustered using a  
Euclidean distance metric and Ward's method. T. urticae genes are shown at the bottom.  
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