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Additional File 2 Genomic clines for introgression of AFLP markers from a

hybrid zone between Orchis militaris and Orchis purpurea. The name of each
locus is given and the P-value for the test of departure from neutrality. The solid
line is the estimated cline based on individuals that lacked the dominant AFLP

marker.

1.0



	Slide Number 1
	Slide Number 2
	Slide Number 3

