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Figure 4. A Bayesian inference phylogenetic tree of populations of big bluestem (A.

gerardii) based on both cpDNA spacers (rpl32-trnLY% and trnQVVY9-rps16) using

MrBayes 3.12 software. Numbers appearing at the nodes are posterior probabilities.



Appendix 1. Electrophoresis gel pictures (top: rpl32-trnLY% spacer and bottom:

trnQVY9_rps16 spacer) in A.gerardii.
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Appendix 2. Populations of A. gerardii in a common garden established by Johnson et al.

at Hays, KS (38.85 °W, -99.32 °N).

Photographed by Tej Man Tamang

Picture courtesy: Johnson et al.



