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Table S1. Species or subspecies, number of microsatellite locus and reference article used to obtain the
genetic parameters: Observed Heterozygosity (Ho), Expected Heterozygosity (He), Allelic Richness (AR),
and inbreeding coefficients (Fis) for Cerrado plant populations.
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Figure S1. Distribution of genetic diversity indices and the inbreeding coefficient for the
Campomanesia adamantium populations sampled in the Cerrado biome (A). Quantile regression
for the relationships between the Observed (Ho) and Expected Heterozygosity (He), Allelic
Richness (AR), and inbreeding coefficient (Fis), and the distance from the centroid of the Cerrado.
Figures B, C, D, and E show the triangle-shaped envelopes of the 0.05 (red line) and 0.99 (black
line) quantile fits.
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Figure S2. — Distribution of the genetic diversity indices and inbreeding coefficients of the
Copaifera langsdorffii populations sampled in the Cerrado biome (A). Quantile regression for the
relationships between the Observed (Ho) and Expected Heterozygosity (He), Allelic Richness
(AR), and inbreeding coefficient (Fis), and the distance from the Cerrado centroid. Figures B, C,
D, and E show the triangle-shaped envelopes of the 0.05 (red line) and 0.99 (black line) quantile
fits.
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Figure S3. Distribution of the genetic diversity indices and inbreeding coefficients for the
Dimorphandra mollis populations sampled in the Cerrado biome (A). Quantile regression for the
relationships between the Observed (Ho) and Expected Heterozygosity (Hg), Allelic Richness
(AR), and inbreeding coefficient (Fis), and the distance from the centroid of the Cerrado. Figures
B, C, D, and E show the triangle-shaped envelopes of the 0.05 (red line) and 0.99 (black line)

quantile fits.
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Figure S4. Distribution of genetic diversity indices and inbreeding coefficients of the populations
of Dipteryx alata sampled in the Cerrado biome (A). Quantile regression for the relationships
between the Observed (Ho) and Expected Heterozygosity (He), Allelic Richness (AR), and
inbreeding coefficient (Fis), and the distance from the centroid of the Cerrado. Figures B, C, D,
and E show the triangle-shaped envelopes of the 0.05 (red line) and 0.99 (black line) quantile fits.
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Figure S5. Distribution of the genetic diversity and inbreeding coefficients of the Eugenia
dysenterica populations sampled in the Cerrado biome (A). Quantile regression for the
relationships between the Observed (Ho) and Expected Heterozygosity (He), Allelic Richness
(AR), and inbreeding coefficient (Fis), and the distance from the centroid of the Cerrado. Figures
B, C, D, and E show the triangle-shaped envelopes of the 0.05 (red line) and 0.99 (black line)
quantile fits.
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Figure S6. Distribution of the genetic diversity indices and the inbreeding coefficients of the
populations of Hancornia speciosa cuyabensis, Hancornia speciosa gardinerii, Hancornia speciosa
pubescens, and Hancornia speciosa speciosa sampled in the Cerrado biome (A). Quantile regression
for the relationships between the Observed (Ho) and Expected Heterozygosity (He), Allelic
Richness (AR), and inbreeding coefficient (Fis), and the distance from the centroid of the Cerrado.
Figures B, C, D, and E show the triangle-shaped envelopes of the 0.05 (red line) and 0.99 (black
line) quantile fits.
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Figure S7. Distribution of the genetic diversity indices and inbreeding coefficients of the
Y
populations of Handroanthus chrysotrichus, Handroanthus serratifolius, Handroanthus impetiginosus,
Tabebuia aurea, and Tabebuia roseoalba sampled in the Cerrado biome (A). Quantile regression for
the relationships between the Observed (Ho) and Expected Heterozygosity (He), Allelic Richness
(AR), and inbreeding coefficient (Fis), and the distance from the centroid of the Cerrado. Figures
B, C, D, and E show the triangle-shaped envelopes of the 0.05 (red line) and 0.99 (black line)
quantile fits.
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Figure S8. Distribution of the genetic diversity indices and inbreeding coefficients of the of
Manihot esculenta populations sampled in the Cerrado biome (A). Quantile regression for the
relationships between the Observed (Ho) and Expected Heterozygosity (He), Allelic Richness
(AR), and inbreeding coefficient (Fis), and the distance from the centroid of the Cerrado. Figures
B, C, D, and E show the triangle-shaped envelopes of the 0.05 (red line) and 0.99 (black line)
quantile fits.
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Figure S9. Distribution of the genetic diversity indices and inbreeding coefficients of the Oryza
glumaepatula populations sampled in the Cerrado biome (A). Quantile regression for the
relationships between the Observed (Ho) and Expected Heterozygosity (He), Allelic Richness
(AR), and inbreeding coefficient (Fis), and the distance from the centroid of the Cerrado. Figures
B, C, D, and E show the triangle-shaped envelopes of the 0.05 (red line) and 0.99 (black line)
quantile fits.
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Figure S10. — Distribution of the genetic diversity indices and inbreeding coefficients off the
populations of Qualea grandflora, Qualea multiflora, and Qualea parviflora sampled in the Cerrado
biome (A). Quantile regression for the relationships between the Observed (Ho) and Expected
Heterozygosity (He), Allelic Richness (AR), and inbreeding coefficient (Fis), and the distance from
the centroid of the Cerrado. Figures B, C, D, and E show the triangle-shaped envelopes of the 0.05
(red line) and 0.99 (black line) quantile fits.
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Figure S11. Distribution of the genetic diversity indices and inbreeding coefficients for the
populations of Solanum crinitum and Solanum lycocarpum sampled in the Cerrado biome (A).
Quantile regression for the relationships between the Observed (Ho) and Expected
Heterozygosity (He), Allelic Richness (AR), and inbreeding coefficient (Fis), and the distance from
the centroid of the Cerrado. Figures B, C, D, and E show the triangle-shaped envelopes of the 0.05

(red line) and 0.99 (black line) quantile fits.
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Figure S12. Distribution of the genetic diversity indices and inbreeding coefficients recorded in
the populations of Vellozia gigantea sampled in the Cerrado biome (A). Quantile regression for the
relationships between the Observed (Ho) and Expected Heterozygosity (He), Allelic Richness
(AR), and inbreeding coefficient (Fis), and the distance from the centroid of the Cerrado. Figures
B, C, D, and E show the triangle-shaped envelopes of the 0.05 (red line) and 0.99 (black line)

quantile fits.



Table S2. Values referring to parameter {3 (b1) and significance (P) obtained in quantile regressions (quantiles

0.05 and 0.99) relating genetic diversity data, Observed Heterozygosity (Ho), Expected Heterozygosity (Hk),

Allelic Richness (AR), and inbreeding coefficients (Fis) and distance (km) of plant species populations, in

relation to the center of the Cerrado biome. Positive and significant 3 values indicate an increase in values,

with an increase in distance, and negative and significant 3 values indicate a decrease in values, with an

increase in distance.

Species or Ho He AR Fis
Subspecies 0.05 0.99 0.05 0.99 0.05 0.99 0.05 0.99
Annona coriacea b1 =- b1 =- b= b1 =- b1 =- b1 =- b= b1 =
and Annona 0.00003, 0.02623, 0.00004, 0.03199, 0.00006, 0.00339, 0.04690, 0.00002,
. P= P= P= P= P= P= P= P=
crassiflora 0.04670 000764  0.05872  0.00224  0.00630  0.00114  0.00264  0.06780
b= b= b= b= b1 = b= b1 =- b1 =-
Campomanesia 0.00023, 0.00033, 0.00027, 0.00038, 0.00006, 0.00022, 0.00006, 0.00003,
adamantium P= P= P= P= P= P= P= P=
0.00080 0.00008 0.00012 0.00025 0.02347 0.00134 0.00080  0.00274
bi=- b1=- bi=- bi=- bi=- bi=- b= b=
Copaifera 0.00026, 0.00012, 0.00007, 0.00014, 0.00003, 0.00142, 0.00016, 0.00023,
langsdorffii p= pP= b= p= pP= pP= pP= P=
0.00000 0.00044 0.03267 0.00236 0.00620 0.00000 0.00000 0.00074
bi= bi=- b= b1= b= b= b1 = b=
Dimorphandra 0.00006, 0.00009, 0.00016, 0.00014, 0.00051, 0.00106, 0.00011, 0.00003,
mollis P= P= P= pP= P= P= P= P=
0.05480 0.01774 0.01008 0.00000 0.03834 0.00000 0.00631  0.02571
bi=- b1 = b= bi=- b= -0.00301 b= b=
. 0.00018, 0.00046, 0.00001, 0.00033, 0.00090, " 0.00000, 0.00000,
Dipteryx alata P=
P= p= P= p= p= 0.00121 p= p=
0.02519 0.00002 0.91231 0.00017 0.00253 1.00000  1.00000
bi=- b1=- bi=- bi=- bi=- b1 =- b= bi=-
Eugenia 0.00134, 0.00068, 0.00129, 0.00114, 0.01103, 0.01463, 0.00073, 0.00051,
dysenterica P= P= pP= P= P= P= p= P=
0.00000 0.00000 0.00000 0.00000 0.00001 0.00000 0.00090 0.02568
bi=- b1=- bi=- b= bi=- b1=- b= b=
Hancornia 0.00020, 0.00041, 0.00021, 0.00000, 0.00053, 0.00023, 0.00014, 0.00017,
P= P= P= P= P= P= P= P=
0.00005 0.00000 0.00036 0.41288 0.00321 0.00036 0.00000 0.00101
bi=- b1=- b1 =- bi=- b= b= b= b=
Handroanthus 0.00018, 0.00043 0.00036, 0.00062, 0.00048, 0.00000, 0.00036, 0.00007,
and Tabebuia P= P= P= P= P= P= P= P=
0.00000 0.00000 0.00012 0.00026 0.00031 0.31278 0.00000  0.00120
b= b= bi=- bi=- b1 =- b1 =- bi=- b1 =-
Manihot 0.00000, 0.00164, 0.00133, 0.00063, 0.01963, 0.01197, 0.00354, 0.00140,
esculenta P= P= P= P= P= P= P= P=
1.00000 0.00008 0.00125 0.00127 0.00000 0.00012 0.00022  0.00132
b1 =- b1 =- bi=- bi=- b1 =- b1 =- bi=- b1 =
Oryza 0.00410, 0.00240, 0.00993, 0.00381, 0.02807, 0.01298, 0.00095, 0.00623,
glumaepatula P= p= pP= P= P= p= pP= P=
0.00218 0.00001 0.00014 0.00071 0.00036 0.00004 0.36452 0.00124
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bi=-

b1 =

b1 =

bi=

bi=-

b1 =

b1 =

b1 =

Qualea 0.00033,  0.00009, 0.00050, 0.00044, 0.00464, 0.00222, 0.00036, 0.00076,
P= P= P= P= P= P= P= P=

0.00487 0.02715 0.00039 0.00009 0.00530 0.00001  0.04584 0.00007
b1 =- b1 = b1 =- b1= b1=- bi=- b1 =- b1 =

Solanum 0.00034, 0.00021, 0.00067, 0.00013, 0.00038, 0.00021, 0.00052, 0.00012,
P= P= P= P= P= P= P= P=

0.00576 0.00587 0.00321 0.00593 0.00000 0.00037  0.00324 0.00463
b= b= b1=- b1=- bi=- b= b1=- b=

Vellozia gigantea 0.00003, 0.00036, 0.00039, 0.00026, 0.05497, 0.01922, 0.00028, 0.00017,
P= P= P= P= P= P= P= P=

0.10230 0.00000 0.00087 0.01735 0.00000 0.00001  0.00000 0.00012

bi= bi=- b= bi=- b= b1=- bi=- ,bi=-

All species * 0.00081,  0.00035, 0.00032, 0.00012, 0.00216, 0.03935, 0.00008, 0.00060,
SD P= P= P= P= P= P= P= P=

0.00000 0.00000 0.00029 0.00000 0.06613 0.00000  0.67009  0.02590
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