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Supplemental Figure 1. STRUCTURE HARVESTER web v.0.6.94 (Earl & vonHoldt, 2012)
results showing (A) LN P(K) with standard deviation for each K (number of populations) value
and (B) Delta K values following Evanno’s method (Evanno 2005). Results are from a
STRUCTURE (Pritchard et al., 2000) analysis for brant (Branta bernicla) using 12

microsatellites (Sonsthagen et al., 2024). The analysis was repeated 10 times for each K value.
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subspecies nigricans hrota bernicla
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Supplemental Figure 2. STRUCTURE analysis of brant (Branta bernicla) showing average assignment probability based on
microsatellite data for K = 4. Color blocks under plot correspond to color circles (molting or nesting sample locations) or squares
(staging or wintering sample locations) in Figure 2 in main text. Collection location abbreviations are as follows: LRD (Lena River
Delta, Russia), YKD (Yukon-Kuskokwim Delta, Alaska), NS (North Slope, Alaska), LB (Liverpool Bay, Canada), PP (Prince Patrick
Island, Canada), MEL-M (Melville Island, Canada — Molting), MEL-B (Melville Island, Canada — breeding), BI (Bathurst Island,
Canada), ICE (Iceland), IRE (Ireland), BAF (Baffin Island, Canada), SH (Southampton Island, Canada), TER (Terschelling, The

Netherlands). Subspecies of B. bernicla are indicated as well as designated population or ecological stock.
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