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Figure S1. SDS-PAGE gel images for 51 of 110 samples. Venom type of each individual is added to the end of the sample
name. When present, the basic subunit of Mojave toxin is at approximately 14kD. See Figure S2 for remaining sample images.
Individuals of other species not used in this study are labeled as “Not present study”.



Figure S2. SDS-PAGE gel images for 59 of 110 samples. Venom type of each individual is added to the end of the sample
name. When present, the basic subunit of Mojave toxin is at approximately 14kD. See Figure S1 for remaining sample images.
Individuals of other species not used in this study are labeled as “Not present study”.
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Figure S3. Null distributions generated to test niche equivalency from MAXENT58 using 99 permutations for all samples.
Results for both Schoener’s D and Warren’s I reject the null hypotheses that the models for Type A and Type B are identical.
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Figure S4. Null distributions generated to test niche equivalency from MAXENT58 using 99 permutations for individuals
from the Sonoran lineage. Results for both Schoener’s D and Warren’s I reject the null hypotheses that the models for Type A
and Type B are identical.
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Figure S5. Null distributions generated to test niche equivalency from MAXENT58 using 99 permutations for individuals
from the Chihuahuan lineage. Results for both Schoener’s D and Warren’s I reject the null hypotheses that the models for Type
A and Type B are identical.
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Figure S6. Null distributions generated to test niche equivalency from MAXENT58 using 99 permutations for individuals
from the Central Mexican Plateau lineage. Results for both Schoener’s D and Warren’s I reject the null hypotheses that the
models for Type A and Type B are identical.
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Figure S7. Null distributions generated using 99 permutations from MAXENT58 of all Type A and Type B individuals to test
niche similarity. The top row compares Type A individuals using the model background (bg) of Type B and the bottom row
compares Type B individuals using the model background of Type A. Results for both Schoener’s D and Warren’s I reject the
null hypothesis that the two models do not predict the occurrence of each other better or worse than would be expected by
chance. Because the D and I values fall in the right tail of the distribution, the niches are more similar than would be expected
by chance.
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Figure S8. Null distributions generated using 99 permutations from MAXENT58 of Type A and Type B individuals from the
Sonoran lineage to test niche similarity. The top row compares Type A individuals using the model background (bg) of Type B
and the bottom row compares Type B individuals using the model background of Type A. Results for both Schoener’s D and
Warren’s I reject the null hypothesis that the two models do not predict the occurrence of each other better or worse than would
be expected by chance. The background of B predicts the occurrence of A worse than chance and the background of A predicts
the occurrence of B better than chance.
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Figure S9. Null distributions generated using 99 permutations from MAXENT58 of Type A and Type B individuals from the
Chihuahuan lineage to test niche similarity. The top row compares Type A individuals using the model background (bg) of
Type B and the bottom row compares Type B individuals using the model background of Type A. Results for both Schoener’s D
and Warren’s I reject the null hypothesis that the two models do not predict the occurrence of each other better or worse than
would be expected by chance. Because the D and I values fall in the left tail of the distribution, the niches are less similar than
would be expected by chance.
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Figure S10. Null distributions generated using 99 permutations from MAXENT58 of Type A and Type B individuals from the
Central Mexican Plateau lineage to test niche similarity. The top row compares Type A individuals using the model background
(bg) of Type B and the bottom row compares Type B individuals using the model background of Type A. Results for both
Schoener’s D and Warren’s I fail to reject the null hypothesis that the A vs bg of B model (top) does not predict the occurrence
of each other better or worse than would be expected by chance. However, the B vs bg of A model did reject the null and
because the D and I values fall in the right tail of the distribution, the niches are more similar than would be expected by chance.
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Figure S11. Ecological Niche Models generated in MAXENT58 using 42 Type A (left) and 16 Type B (right) Mojave
Rattlesnakes from the Sonoran lineage scaled by probability of presence (pp). Lower maps display model distributions where
each venom type is expected to occur based on a threshold point where model sensitivity and specificity are highest (pp > 0.21
for A’s, pp > 0.13 for B’s).
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Figure S12. Ecological Niche Models generated in MAXENT58 using 12 Type A (left) and 29 Type B (right) Mojave
Rattlesnakes from the Chihuahuan lineage scaled by probability of presence (pp). Lower maps display model distributions
where each venom type is expected to occur based on a threshold point where model sensitivity and specificity are highest (pp
> 0.77 for A’s, pp > 0.12 for B’s).
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Figure S13. Ecological Niche Models generated in MAXENT58 using 12 Type A (left) and 9 Type B (right) Mojave
Rattlesnakes from the Central Mexican Plateau lineage scaled by probability of presence (pp). Lower maps display model
distributions where each venom type is expected to occur based on a threshold point where model sensitivity and specificity are
highest (pp > 0.64 for A’s, pp > 0.51 for B’s).
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Figure S14. Model response to variables included in the Ecological Niche Models from MAXENT58 for Type A (left) and
Type B (right) venoms from the Sonoran lineage. Asterisks (*) indicate variables that were significantly different between the
two models. BIO1 = Annual Mean Temperature, BIO2 = Mean Diurnal Range (Mean of monthly (max temp - min temp)),
BIO4 = Temperature Seasonality (standard deviation *100), BIO8 = Mean Temperature of Wettest Quarter, BIO9 = Mean
Temperature of Driest Quarter, BIO11 = Mean Temperature of Coldest Quarter, BIO12 = Annual Precipitation, BIO15 =
Precipitation Seasonality (Coefficient of Variation), BIO17 = Precipitation of Driest Quarter, BIO18 = Precipitation of Warmest
Quarter, BIO19 = Precipitation of Coldest Quarter.
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Figure S15. Model response to variables included in the Ecological Niche Models from MAXENT58 for Type A (left) and
Type B (right) venoms from the Chihuahuan lineage. Asterisks (*) indicate variables that were significantly different between
the two models. BIO1 = Annual Mean Temperature, BIO2 = Mean Diurnal Range (Mean of monthly (max temp - min temp)),
BIO4 = Temperature Seasonality (standard deviation *100), BIO8 = Mean Temperature of Wettest Quarter, BIO9 = Mean
Temperature of Driest Quarter, BIO11 = Mean Temperature of Coldest Quarter, BIO12 = Annual Precipitation, BIO15 =
Precipitation Seasonality (Coefficient of Variation), BIO17 = Precipitation of Driest Quarter, BIO18 = Precipitation of Warmest
Quarter, BIO19 = Precipitation of Coldest Quarter.
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Figure S16. Model response to variables included in the Ecological Niche Models from MAXENT58 for Type A (left) and
Type B (right) venoms from the Central Mexican Plateau lineage. Asterisks (*) indicate variables that were significantly
different between the two models. BIO1 = Annual Mean Temperature, BIO2 = Mean Diurnal Range (Mean of monthly (max
temp - min temp)), BIO4 = Temperature Seasonality (standard deviation *100), BIO8 = Mean Temperature of Wettest Quarter,
BIO9 = Mean Temperature of Driest Quarter, BIO11 = Mean Temperature of Coldest Quarter, BIO12 = Annual Precipitation,
BIO15 = Precipitation Seasonality (Coefficient of Variation), BIO17 = Precipitation of Driest Quarter, BIO18 = Precipitation of
Warmest Quarter, BIO19 = Precipitation of Coldest Quarter.
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