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Figure 1: Extent of hybridization between Northwestern Crow (blue) and American Crow
(red). At left, bars show nuDNA K=2 ancestry proportions and adjacent circles indicate
mtDNA haplogroup for the same 62 individuals. At right, locality pies depict mtDNA hap-
logroup proportions from the full mtDNA dataset (n=6-31 per locality), and background
colors indicate range maps for Northwestern Crow (green), American Crow (orange), and the
overlap zone (purple; BirdLife 2013). Sample localities outside the mapped region contained
100% Northwestern or 100% American mtDNA haplogroups (Table S1, Figure S2). Sample
IDs for bars at left run numerically from top to bottom (e.g., mi01, mi02 ; see Table S1).
Original crow illustration by Kevin L. Epperly.
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Figure 2: Genomic hybrid index vs. inter-taxon heterozygosity across the Northwestern Crow
(blue) and American Crow (red) hybrid zone, based on 34 ancestry-informative nuDNA
SNPs (see text). F1 hybrids are expected to have a hybrid index of 0.5 and a heterozygosity
of 1.0 for loci fixed in parental individuals. Dotted lines indicate the expected reduction in
heterozygosity due to backcrossing (see Methods).
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Figure 3: Pacific coastal clines spanning the Northwestern Crow (blue) and American Crow
(red) hybrid zone. Circles indicate population frequencies of the American mtDNA hap-
logroup and crosses indicate population means of nuDNA PC1 (see Methods). Dashed and
solid lines represent best-fit cline models (see Methods), and dotted vertical lines indicate
state and provincial boundaries.
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Table S1. Detailed sampling information (provided as Supplemental File). Asterisks indicate
Corvus corone; all other samples are Corvus brachyrhynchos or Corvus caurinus. Museum
abbreviations: UWBM = University of Washington Burke Museum, AMNH = American
Museum of Natural History, LSUMZ = Louisiana State University Museum of Zoology, MVZ
= Museum of Vertebrate Zoology at Berkeley, UMMZ = University of Michigan Museum of
Zoology.

Figure S1. Median-joining haplotype network of mtDNA ND2 in Northwestern and
American crows (n=258) with Corvus corone outgroup (provided as Supplemental File; see
Table S1).

Figure S2. Full map of sampling localities in North America (provided as Supplemen-
tal File; see Table S1). The shaded area shows the combined range of American and
Northwestern crows. Pie charts show proportion of American (red) and Northwestern (blue)
mtDNA ND2 haplogroups at each locality, and total pie area is proportional to mtDNA
ND2 sample size.
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