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Phylogeography and ecological niche modeling unravel the evolutionary history of the Chinese endemic Yarkand hare, Lepus yarkandensis (Mammalia: Leporidae), through the Quaternary
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Figure S1 Phylogenetic tree of MGF & SPTBN1 combined from the Bayesian inference analysis. The Bayesian posterior probabilities are shown on the branches.
[image: ]Figure S2 The distribution ranges of Lepus yarkandensis and Lepus capensis based on IUCN Red List assessment.
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Figure S3 (a) Pairwise mismatch distributions for entire sequences of mtDNA (b) nuclear genes MGF and (c) SPTBN1. The coloured bars indicates the observed distribution of pairwise differences, and black dashed lines represent the theoretical expected distribution under a population expansion model. (d) The historical demographic trends represented by Extended Bayesian Skyline Plot (EBSP) based on all the sequences of Cytb. (e) nuclear genes MGF and (f) SPTBN1.The median population size in the blue coloured lines, and the red lines representing the upper and lower 95% confidence intervals. The x-axis of the skyline plots is time in millions of years before the present, and they y–axis is the estimated effective population size (Ne).
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Figure S4 (a) The Median-joining network of MGF gene and (b) SPTBN1 network tree for Lepus yarkandensis. The colouring is based on the four populations. The shared haplotypes names are indicated on the network tree. The circles represent individual haplotypes with size proportional to frequency, branches indicate mutations and black circles indicates hypothetical ancestors. Dots represent undetected haplotypes. The names of the shared haplotypes are indicated on the network tree.
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