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Fig. S1.  One of fourteen most parsimonious trees (length = 107, consistency index = 0.925, retention index = 0.943)
from the alignment of trnL—trnF and rps4-trnS of all Asplenium flabellifolium haplotypes, with A. pauperequitum as an
outgroup. Branch lengths are given above branches and maximum-parsimony bootstrap support values, followed by

Bayesian posterior probabilities and maximum-likelihood bootstrap support values are given below.
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