Supporting Information

Appendix S1. Details of field surveys
Appendix S2. Ecological niche modeling.

Appendix S3. Methods for RADseq data. 

Appendix S4. Methods for physiological data
Appendix S5. Rates of change in climatic and physiological variables.

Appendix S6. Species interactions and climatic distributions.

Appendix S7. Behavioral methods and results.

Dataset S1. Georeferenced museum localities.

Dataset S2. Distributional data from field surveys with associated climate data.

Dataset S3. Full set of localities used for niche modeling.
Dataset S4. Reduced set of localities used for niche modeling.
Dataset S5. Maxent model selection.

Dataset S6. Pairwise correlation coefficients among climatic variables
Dataset S7. Data on field body temperatures (FBT).
Dataset S8. Data on voluntary thermal maxima (VTM).
Dataset S9. Reduced population-level trees used for PGLS analyses and rates of change.
Dataset S10. Rate estimates for climatic and physiological variables among populations.

Dataset S11. Behavioral data.

Table S1. Elevational distributions of Sceloporus jarrovii and Sceloporus clarkii among mountain ranges, and their highest peaks.

Table S2. Localities of samples used for RADseq data.
Table S3. Barcodes and read counts for each individual for RADseq data.
Table S4. Testing for different climatic distributions of S. jarrovii and S. clarkii along elevational transects within mountain ranges.  
Table S5. Summary of physiological data for each population, with associated climatic data.
Table S6. Results of PGLS analyses testing relationships between physiological and climatic variables.

Table S7.  Summary of rates of change among populations for climatic and physiological variables.
Figure S1. Maximum-likelihood tree estimated using the concatenated, unphased alignment of the single-batch ddRAD dataset (no heterozygotes). Bootstrap support values are indicated on nodes. 
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Figure S4. Maximum-likelihood tree estimated using the full combined-batch ddRAD dataset. Bootstrap support values are indicated on nodes.
Figure S5. Time-calibrated phylogeny estimated using treePL from the single-batch analysis, including heterozygotes. Compare to Fig. S2 (no heterzygotes).

Figure S6. Time-calibrated phylogeny estimated using treePL from the combined-batch ddRAD dataset, excluding heterozygotes. 

Figure S7. Time-calibrated phylogeny estimated using treePL from the combined-batch ddRAD dataset, including heterozygotes. Compare to Fig. S6 (no heterzygotes).

Supplemental File S1. Output of the ReferenceOpt.sh script of dDocent. Columns are values of k1, k2, similarity threshold, and the number of contigs, respectively. 
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Supplemental File S13. Maximum-likelihood tree and branch-lengths from the unphased alignment (single-batch data), used as input for time-calibration with treePL. This tree was re-rooted using S. megalepidurus, and S. megalepidurus was subsequently pruned, but is otherwise identical to Figure S2.
Supplemental File S14. Newick tree file of time calibrated phylogeny for the single-batch data with no heterozygotes (Fig. S2). 
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Supplemental File S16. Time calibrated phylogeny estimated using the combined-batch dataset (131 individuals) and treePL, in Newick format. Input was the maximum-likelihood tree from the unphased alignment of the supplemental dataset (no heterozygotes)

Supplemental File S17. Maximum-likelihood topology (single-batch data) from the unphased alignment, with branch lengths adjusted to mean values from the 10 resampled haplotype alignments. This tree was re-rooted using S. megalepidurus, and S. megalepidurus was subsequently pruned. 
Supplemental File S18. Time-calibrated phylogeny (single-batch data) estimated using treePL, incorporating information from heterozygous sites, in Newick format. Input was the maximum-likelihood tree from the unphased alignment, with branch lengths adjusted to mean values from the 10 resampled haplotype alignments. 
Supplemental File S19. Error rates at biallelic sites as calculated using the snpgdsIBS function of SNPRelate for replicate samples, for both the TotalRawSNPs.vcf file, and after all filtering steps, including rad_haplotyper.pl. Also included are raw counts of errors at sites with and without heterozygote calls, after all filtering steps. 

Supplemental File S20. Maximum-likelihood topology using the combined-batch dataset (131 individuals), with branch-lengths adjusted to mean values from 10 resampled haplotype alignments.  This tree was re-rooted using S. megalepidurus, and S. megalepidurus was subsequently pruned.
Supplemental File S21. Time calibrated phylogeny estimated using the combined-batch dataset (131 individuals) and treePL, incorporating information from heterozygous sites, in Newick format. Input was the maximum-likelihood tree from the unphased alignment, with branch lengths adjusted to mean values from 10 resampled haplotype alignments. 

