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Figure S1. DAPC of genome-wide SNP data showing individual clustering along a single discriminant axis (LD1) for Maguimithrax Spinosissimus. Colors indicate wild and quarry locations from where specimens were collected. BCK: Big Coppitt Key, SLL: Sugarloaf Lodge, CKW: Cudjoe Key West, CKE: Cudjoe Key East, NN: No Name Key, RK: Rachel Key, LK: Long Key, AK: Arsnicker Keys, TK: Twin Keys.

[image: A chart with different colored boxes

AI-generated content may be incorrect.]
Figure S2. Cross-validation performance of ecological niche models built using five algorithms (MaxEnt, GLM, GAM, GBM, and RF). Model performance was evaluated using AUC (values > 0.7 indicate acceptable discrimination, solid black line), Boyce and TSS (> 0.4 indicates good predictive accuracy, dashed blue line), Miller’s slope (values between 0.5 and 1.5 indicate well-separated presences and absences, green dashed line).
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