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Abstract
The rubber tree (Hevea brasiliensis) is native to the Amazon region, and it is widely exploited due to natural
rubber produced from latex. There are many clonal varieties, without certification tests. In order to
determine a genetic certification, 15 clones were genotyped to identify their genetic pattern. Ten
microsatellites were used to determine a subset of alleles exclusive for each genetic profile. The genetic
estimates obtained were: number of alleles per locus (N), expected (HE) and observed (HO) heterozygosity,
Polymorphic Information Content (PIC) and Discriminatory Power (DP). The number of alleles (N) ranged
from five to 14, with an average of 9.2. The HE mean (0.80) was higher than HO (0.60), indicating a selection
for homozygotes. The locus informativeness was verified with PIC (0.77) and DP (0.90) means showing high
polymorphism. The dendrogram represented the formation of three groups related to geographical origin.
Clone MDF 180 presented the highest genetic divergence. Two genic pools represented the genetic
composition of genotypes. Based on allelic profiles, a set of two microsatellites (A2365 and A2368) was able
to distinguish all examined clones. The genetic certification using microsatellite fingerprinting proved to be
an alternative to morphological traits.
Keywords: Genetic Certification. SSR. Variety Identification.
1. Introduction
The rubber tree [Hevea brasiliensis (Will. Ex Adr. De Juss.) Muell. Arg.] is a plant native to Amazon
(Gonçalves et al. 1989). Natural rubber has unique physico-chemical characteristics, making it a strategic and
irreplaceable material for more than 50 thousand industrialized products (Jain et al. 2009; Rippel and
Bragança 2009).
The natural rubber of H. brasiliensis has made this species the most used for commercial exploration,
as this culture has desirable levels of quality and quantity of rubber polymers in the composition of latex
(Gonçalves and Fontes 2009). However, phytosanitary problems caused by the fungus Microcyclus ulei
(Henn.) Arx brought many damages to the crop. In an attempt to overcome productivity problems, studies
were carried out to select genotypes that had promising characteristics for genetic improvement programs,
such as resistance to climatic stress and diseases. For this purpose, many plants have been removed from
their naturally occurring site to compose ex-situ collections, serving as sources of genetic resources for
breeding programs (Souza et al. 2015).
Ex-situ collections have redundancies due to duplicate accessions (Shan et al. 2007). These collections
have operational costs for their maintenance, making it crucial to correctly characterize their accessions,
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both to differentiate and exclude duplicates safely and to identify genotypes. Molecular characterization is
a tool capable of optimizing the set of accessions in a collection, grouping a sufficient number of genotypes
that clearly represent the genetic diversity of the analyzed sample (Souza et al. 2015).
To access genetic diversity within germplasm banks it is necessary to collect, evaluate, characterize,
conserve and document to assist breeding programs with the germplasm necessary for the development of
new varieties (Gimenes et al. 2000). The evaluation and characterization of germplasm are essential
activities to adequately conserve genetic resources. These activities, in addition to providing better
knowledge of germplasm available, generate information that helps the collection management, facilitate
researchers' access to new gene pools and increase the efficient use of materials.
Molecular markers have been successfully used in rubber tree. Microsatellites have been widely
used, both with clonal varieties and for natural rubber tree populations (Saha et al. 2005; Le Guen et al.
2009; Gouvêa et al. 2010; Souza et al. 2015; Souza 2018). They are ideal markers for studies of genetic
diversity, as they are highly polymorphic, multi-allelic and codominant (Kalia et al. 2011; Fortes et al. 2016).
Thus, the objective of this work was to perform the molecular identification of rubber tree clones for
genetic certification.
2. Material and Methods
Plant material
Fifteen clones of H. brasiliensis were collected from Embrapa Acre (Rio Branco/AC) collection (Table
1). Genomic DNA was extracted from young leaflets according to the method described by Doyle and Doyle
(1990). The DNA quantification was determined according to Qubit® 4.0 (Thermo Fisher Scientific Inc)
fluorometric quantifications system.
Table 1. Accessions of H. brasiliensis per geographical and genitor cross origin.
1
2
3
4
5
6
7
8
9
10
11
12
13
14
15

Genotype
CD 1174
FDR 5802
CDC 312
CDC 56
FX 3864
PMB 01
FDR 5240
FDR 5597
FDR 5788
MDX 624
FDR 5665
MDF 180
FDR 4575
MDX 607
RRIM600

Country Source
Guatemala
Brazil
Guatemala
Guatemala
Brazil
Brazil
Brazil
Brazil
Brazil
Brazil
Brazil
Peru
Brazil
Brazil
Malaysia

Cross origin
Avros 1581 x MDF 180
Harbel 67 x CD 47
Avros 308 x MDX 40
MDX 91 x RRIM 614
PB 86 x FB 38
Primary clone
Harbel 68 x TU 42-525
Harbel 68 x TU 42-525
Harbel 8 x MDF180
Avros 1581 x MDF*
Harbel 62 x MDX 25
Primary clone
Harbel 8 x IAN 3893
Avros 1581 x MDF*
TJIR 1 x PB 86

* = unknown accession.

Analysis of microsatellites
Ten microsatellites developed by Le Guen et al. (2009) (Table 2) were used. Amplification reactions
were performed as described by Souza et al. (2015). The amplification products were genotyped in an
automatic AB 3500xL sequencer (Applied Biosystems). The samples were multiplexed, organized based on
the size of the fragments and the type of fluorophore (Souza 2018). The readings of the samples were
performed using the GeneScan-600 LIZ® (Thermo Fisher Scientific Inc) standard in the GeneMarker program
version 2.7.4 (SoftGenetics, State College, Pennsylvania, USA). Genotyping failures were repeated following
the genotyping protocol on polyacrylamide gels (Creste et al. 2001).
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Table 2. Description of the ten microsatellite loci, including the primer sequence, repetitive motif and allelic
amplitude.
Loci
A2365

Sequence F
(5´-3´)
CACGACGTTGTAAAACGACGCTATCC
ATCAGGCAA

A2368

CTATTCTACATTCTCCATGTC

A2389

CTTTCTTTTGGTCTTTCTC

A2406

GTCCACAGAAATAAAACTCA

A2413

ATCCAAACCTGCTCATAC

A2684
A2736

CACGACGTTGTAAAACGACTATGCG
AACAAGGAAAG
CACGACGTTGTAAAACGACGCAACC
TGATGAATAAAGA

BAC55
B02

GATGCCCTTGATTATGTT

TA2163

ATGCAACAGAGTAGGAGA

TAs2558

ACTCAATACAAAGGAAGGT

Sequence R
(5´-3´)

Repetitive
motif

Amplitude
allelic (bp)

CTCCTTCTTTCTCCCC

CT

190–228

CT

229–271

CT

188–228

CT

113–171

CT

286–322

ACAGGGATTTACACATACAA

CT

258–300

AAATGAGAAACAAGAAGACC

CT

102–148

CT

153–177

(CT) (CA)

194–242

(CT) (CA)

218–256

CACGACGTTGTAAAACGACCTTCTTA
TTTTACTGGGCT
CACGACGTTGTAAAACGACGCAACT
CATCCACCAC
CACGACGTTGTAAAACGACAGCCAT
TTTCTCACCTC
CACGACGTTGTAAAACGACGACCCC
TATCCAAAAGA

CACGACGTTGTAAAACGACACTTAAT
GGGCTTTTCC
CACGACGTTGTAAAACGACTCAAAG
CAAATGAAGTG
CACGACGTTGTAAAACGACAGTTCC
AAAGGTCGTG

The parameters to select the loci to fingerprint analysis considered: A – absence of “stutter” bands;
B - markers with high discriminatory power and C - minimum number of markers that can discriminate
varieties.
Statistical analysis
Microsatellites were characterized in terms of the number of alleles per locus (N), expected (HE) and
observed (HO) heterozygosity, Polymorphic Information Content (PIC) for each locus and the average of these
estimates for all loci, using the following equations, present in the Tools for Population Genetic Analyzes TFPGA version 1.3 software (Miller 1997). To compare the efficiency of the markers for identifying the
varieties, the Discriminatory Power (DP) was estimated for each locus (Tessier et al. 1999).
The genetic distance analyzes were calculated using Rogers' modified distance (Wright 1978), based
on the distance matrix generated by the TFPGA program version 1.3 (Miller 1997), using the UPGMA
(Unweighted Pair Group Method with Arithmetic Mean) for the dendrogram construction in the MEGAX
software (Kumar et al. 2018).
The number of groups (K) was obtained using the STRUCTURE version 2.3.4 program (Pritchard et al.
2000), based on Bayesian statistics. These groups are made up of individuals who share the same gene pool.
The program was run with K ranging from K = 1 to K = 10. Twenty independent simulations were made for
each K, using the “admixture” model, independent allele frequencies, 10,000 burn-in and 100,000 Monte
Carlo simulations of Markov Chains (MCMC). The determination of the most likely K number was performed
using the Structure Harvester v. 0.6.9 (Earl and Vonholdt 2012), based on ΔK values according to Evanno et
al. (2005). The allocation of accessions within the groups was carried out according to the probability of each
individual belonging to each of the groups.
3. Results and Discussion
All the ten tested microsatellites were polymorphic (Table 3). The number of alleles per locus (N)
ranged from five (BAC55-B02) to 14 (TA2163), with an average of 9.2 (Table 3). Other clones presented
similar estimates when genotyped also with microsatellites (Silva 2019).
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Table 3. Characterization of ten microsatellites in 15 clones of Hevea brasiliensis with the genetic
parameters: number of alleles per locus (N); rare alleles (A) expected heterozygosity (HE); observed
heterozygosity (HO); polymorphic information content (PIC) and discriminatory power (DP).
Locus
A2365
A2368
A2389
A2406
A2413
A2684
A2736
BAC55-B02
TA2163
TAs2558
Total
Mean

N

A (<0,05%)

HE

HO

PIC

DP

9
9
8
9
9
7
9
5
14
13
92
9.2

3
5
5
3
1
2
3
0
6
8
36
3.6

0.83
0.73
0.59
0.88
0.87
0.62
0.83
0.76
0.93
0.88
0.80

0.80
0.53
0.46
0.26
0.73
0.40
0.60
0.73
0.60
0.86
0.60

0.80
0.71
0.57
0.85
0.84
0.60
0.80
0.74
0.90
0.86
0.77

0.96
0.84
0.78
0.93
0.96
0.83
0.92
0.89
0.97
0.97
0.90

The expected heterozygosity (HE) ranged from 0.59 (A2389) to 0.93 (TA2163), with an average of 0.80
(Table 3). The values of observed heterozygosity (HO) varied between 0.26 (A2406) and 0.86 (TAs2558) with
an average of 0.60. All loci had HO values lower than HE. This result indicates a deficit of heterozygotes. This
genetic profile had also been reported in other studies (Le Guen et al. 2009; Souza et al. 2015; Souza 2018).
H. brasiliensis has a mixed reproductive system and preferentially cross-pollinating with an inbreeding rate
above 20% (Paiva 1992). The deficit in heterozygotes may be the result of the pressure for homozygotes
exerted by a natural crossing of related plants due to the longevity of a perennial species with a long breeding
cycle, as well as the controlled crossing to obtain cultivars (Laurance et al. 2004; Secco 2008). This fact is
consistent with the origin of the analyzed genotypes, with only two primary clones (PMB 01 and MDF 180).
The primary clones presented rare alleles, except for PMB 01, which shared an allele with clone RRIM
600 at locus A2736 and with clones FX 3864 and RRIM 600 with locus BAC55-B02. It is important to note that
these three individuals were collected close to Brazil.
The values of the polymorphic information content (PIC) ranged from 0.57 (A2389) to 0.90 (TA2163),
with an average of 0.77 (Table 3). These values indicate that the microsatellites used in the study are highly
informative. Botstein et al. (1980), defined those markers with PIC values greater than 0.5 are highly
informative. In addition, PIC can be used to establish relationships between closely related materials, such
as paternity or the probability that parents are heterozygous as well as to know the parents from the progeny
genotype (Botstein et al. 1980). Perseguini et al. (2012) obtained an average of 0.59 (between 0.23 to 0.86),
values slightly lower than the present study. This may be related to the EST-SSR marker used. These loci are
more conserved and tend to access less polymorphism. On the other hand, they can be more transferable
between species within the genus (Scott et al. 2000; Eujayl et al. 2001).
The set of microsatellites analyzed showed Discriminatory Power (DP) between 0.78 (locus A2389)
to 0.97 (locus TA2163 and TAs2558), with an average of 0.93 (Table 3). DP estimates allow you to select loci
that are most likely to differentiate between two individuals. Lower DP values (0.07 to 0.90, with an average
of 0.40 per locus) were also detected with EST-SSRs (Perseguini et al. 2012).
Microsatellites A2365 and A2368 with DP 0.96 and 0.84, respectively, presented a unique allelic
profile to identify the accessions. Locus A2365 discriminated nine individuals with distinct profiles and two
shared profiles: one for individuals CDC 56, FDR 5597 and FDR 5788 and another for accessions MDF 180
and MDX 607. These genotypes were discriminated by locus A2368, which presented nine exclusive profiles
and a common profile among six individuals (CDC 312, FDR 5240, FDR 5597, MDX 624, FDR 5665 and MDX
607) (Table 4).
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CD
1174
FDR
5802
CDC
312
CDC
56
FX
3864
PMB
01
FDR
5240
FDR
5597
FDR
5788
MDX
624
FDR
5665
MDF
180
FDR
4575
MDX
607
RRIM
600

+

267-270

257-269

255-274

255-269

255-260

255-255

250-257

250-255

250-250

248-255

202-219

198-213

198-212

198-198

196-230

196-212

196-198

196-196

194-230

Clones

194-198

Allele+

193-196

Table 4. Genotype based on microsatellite fingerprints for locus A2365 e A2368.

+
+

+

+

+
+

+
+

+
+

+

+
+

+

+

+

+

+

+
+

+

+

+
+

+
+

+
+
+

Besse et al. (1993) identified 73 Wickham clones with minisatellites probes, but this analysis is
laborious and evolves manipulation of radioactive phosphorous. The alleles accessed by microsatellites
A2365 and A2368 were effective for varietal identification of the 15 clones tested and have methodological
advantages for routine use, as safe security without radioactive residue. This microsatellite set can be widely
applied in studies with rubber tree clones, allowing a direct, fast, low-cost analysis, capable of guaranteeing
the correct discrimination and certification of this set of genotypes.
No redundant accessions were identified (Figure 1). The most divergent pair were MDX 624 vs FDR
5802 clones with a genetic distance of 0.85.
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B

C

A
Figure 1. Dendrogram with 15 genotypes of H. brasiliensis, according to Rogers modified genetic distance
for grouping in the UPGMA method using ten microsatellites. Dotted lines highlight the three formed
groups (A, B and C).
The closest individuals were CDC 312 and FDR 5665 clones, which presented 0.52 of genetic distance.
Their origins as germplasm are documented as Guatemala and Brazil, respectively. It can be explained by
ancestry composition, because both clones have one parent from the same MDX line and consequently share
a common genetic base.
Clone clusters were formed relating to the origin and parental (Figure 1). Group A formed only by
clone MDF 180, Group B with varieties CDC 1174, FDR 5802 and FDR 5788 and Group C with clones CDC 312,
FDR 5665, MDX 624, MDX 607, FDR 5240, RRIM 600, FDR 5597, CDC 56, FDR 4575, FX 3864 and PMB 01.
When verifying the source and parental data, relationships were found that explained the groupings. Group
A has its origins in Madre de Dios - Peru, one of the species' naturally occurring sites, and its clonal lineage
is widely used in controlled crosses to obtain new varieties. Group B varieties originate in Brazil and
Guatemala with parents of the Harbel and MDF clonal line, justifying the similarity of these genotypes. Group
C individuals have origins in Brazil, Guatemala, and Malaysia, however individuals from Guatemala and
Malaysia are products of plant crosses originating from a naturally occurring area, which corroborates their
similarity (Table 1).
The similarity of individuals within the group may be related to the restricted genetic base formed by
plants collected by Henry Wickham in Pará, which gave rise to several clonal strains such as RRIM and Harbel
that participated in crossings of most common commercial clones (Webster and Baulkwill 1989). IAN, MDX
and MDF clones are varieties created in the native region of the species, and the crossing of these parents
can rescue a diversity similar to the natural individuals of the Amazon region, becoming genetically close
(Webster and Baulkwill 1989). The proximity between the varieties within the native region of the species is
due to the distribution of its genetic structure through dispersion mechanisms such as the hydrographic
network of the Amazon basin that cross countries like Peru, Bolivia, Colombia, and Brazilian states like Pará
and Amazonas. The possible differences are related to the natural isolation of plants in key areas (Le Guen
et al. 2009).
The Bayesian analysis of the STRUCTURE program and the statistics of Evanno et al. (2005) indicated
that the highest delta K value has two distinct groups (clusters) (K = 2). From this data it was possible to
obtain a histogram showing the genetic composition of each individual and their respective grouping by
similarity to ancestry (Figures 2 and 3).
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Figure 2. Delta chart (K) with K = 2, obtained by applying the statistical model of Evanno et al. (2005), in the
STRUCTURE program, based on the analysis of 15 clones of H. brasiliensis.

Figure 3. Histogram relating the 15 genotypes of H. brasiliensis according to the Bayesian analysis
generated by the STRUCTURE program. Columns represent individuals and the colors represent the two
gene pools (K = 2).
The histogram (Figure 3) shows the genetic composition and the proportion of each pool per clone.
The red pool predominated the composition of individuals CDC 56, FX 3864, PMB 01, FDR 5788, MDX 624,
FDR 5665, MDF 180, and FDR 4575. Clones with common parental origin had a similar genetic composition.
FDR 5240 and FDR 5597 have the same parents and showed a predominance of the green pool in their
genetic composition. Clone FDR 5788 has as its parent the primary clone MDF 180, justifying its similar
composition pool. Individuals CDC 1174, MDX 624 and MDX 607 also had parents of the MDF source but
were grouped in the green pool. This is due to the second parent of their crosses, belonging to the clonal
lineage Avros (Indonesia), which have a restricted genetic base and are closely related to the Amazon region.
RRIM 600 from Malaysia was found, which also has a strong genetic relationship with Amazonian genotypes
due to ancestry (Gonçalves et al. 1999). This genetic relatedness was also verified in other genetic studies
(Souza et al. 2015; Souza 2018).
This analysis represents a robust complementary tool for certifying the clones' authenticity, enabling
the tracking of their geographical origin by relating other individuals based on their ancestry. It satisfactorily
complements traditional morphological characterization and could be adopted in breeding programs.
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4. Conclusions
Microsatellites provided a robust fingerprint analysis. The genotypic profiles allowed to access
molecular diversity to characterize, identify, and provided genetic certification in 15 rubber tree clones. It is
a powerful tool for breeding programs.
Authors' Contributions: SILVA, A.L.D.: conception and design, acquisition of data, analysis and interpretation of data, drafting the article;
OLIVEIRA, J.C.: acquisition of data, drafting the article; CAMPOS, T.: conception and design, analysis and interpretation of data, drafting the
article. All authors have read and approved the final version of the manuscript.
Conflicts of Interest: The authors declare no conﬂicts of interest.
Ethics Approval: Not applicable.
Acknowledgments: The authors would like to thank the funding for the realization of this study provided by the Brazilian agencies CAPES
(Coordenação de Aperfeiçoamento de Pessoal de Nível Superior - Brasil), Finance Code 001, and CNPq (Conselho Nacional de Desenvolvimento
Científico e Tecnológico - Brasil). The authors would also like to thank Embrapa (Empresa Brasileira de Pesquisa Agropecuária - Brasil) for
providing the structure, and Dr. Rivadalve Coelho Gonçalves for his guidance in collecting leaf samples.
References
BESSE, P., et al. DNA fingerprints in Hevea brasiliensis (rubber tree) using human minisatellite probes. Heredity. 1993, 70, 237-244.
https://doi.org/10.1038/hdy.1993.35
BOTSTEIN, D., et al. Construction of a genetic map in man using restriction fragment length polymorphism. American Journal Human Genetics.
1980, 32(3), 314-331.
CRESTE, S., TUMANN, A. and FIGUEIRA, A. Detection of single sequence repeat polymorphism in denaturating polyacrylamide sequencing gels
by silver staining. Plant Molecular Biology. 2001, 19(4), 299-306. https://doi.org/10.1007/BF02772828
DOYLE, J.J. and DOYLE, J.L. Isolation of plant DNA fresh tissue. Focus. 1990, 12(1), 13-15.
EARL, D.A. and VONHOLDT, B.M. STRUCTURE HARVESTER: a website and program for visualizing STRUCTURE output and implementing the
Evanno method. Conservation Genetics Resources. 2012, 4(2), 359-361. https://doi.org/10.1007/s12686-011-9548-7
EUJAYL, I., et al. Assessment of genotypic variation among cultivated durum wheat based on EST-SSRs and genomic SSRs. Euphytica. 2001, 119,
39-43. https://doi.org/10.1023/A:1017537720475
EVANNO, G., REGNAUT, S. and GOUDET, J. Detecting the number of clusters of individuals using the software STRUCTURE: a simulation study. Molecular
Ecology. 2005, 14(8), 2611-2620. https://doi.org/10.1111/j.1365-294X.2005.02553.x
FORTES, A.C.R., et al. Transferibilidade de locos microssatélites desenvolvidos em outras espécies de palmeiras para Astrocaryum vulgare
Mart. Revista Brasileira de Ciências Agrárias. 2016, 59(1), 80-86. http://dx.doi.org/10.4322/rca.1844
GASPAROTTO, L. and PEREIRA, J.C.R. Doenças da seringueira no Brasil. 1st ed. Brasília: Embrapa, 1997.
GIMENES, M.A., et al. Genetic variation and phylogenetic relationships based on RAPD analysis in section Caulorrhizae, genus Arachis
(Leguminosae). Euphytica. 2000, 116(1), 187–195. https://doi.org/10.1023/A:1004025619704
GONÇALVES, P.S., et al. Biologia, citogenética e ploidia de espécies do gênero Hevea. O Agronômico. 1989, 41(1), 40-64.
GONÇALVES, P.S., et al. Desempenho de novos clones de seringueira. III. Seleção promissora para a região de Votuporanga, Estado de São
Paulo. Pesquisa Agropecuária Brasileira. 1999, 34(6), 971-980. https://doi.org/10.1590/S0100-204X1999000600007
GONÇALVES, P.S. and FONTES, J.R.A., 2009. Domesticação e melhoramento da seringueira. In: BORÉM, A., LOPES, M.T.G. and CLEMENT, C.R.
(Eds.). Domesticação e Melhoramento: Espécies Amazônicas. Viçosa: Editora UFV, pp. 395-423.
GOUVÊA, L.R.L., et al. Genetic divergence of rubber tree estimated by multivariate techniques and microsatellite markers. Genetics and Molecular
Biology. 2010, 33(2), 308-318. https://doi.org/10.1590/S1415-47572010005000039
JAIN, S.M. and PRIYADARSHAN, P.M. Breeding plantation tree crops: tropical species. 1st ed. New York: Springer, 2009.
KALIA, R.K., et al. Microsatellite markers: an overview of the recent progress in plants. Euphytica. 2011, 177(3), 309-334.
https://doi.org/10.1007/s10681-010-0286-9
KUMAR, S., et al. MEGA X: Molecular Evolutionary Genetics Analysis across computing platforms. Molecular Biology and Evolution. 2018, 35(6), 1547-1549.
https://doi.org/10.1093/molbev/msy096
LAURANCE, W.F., et al. Inferred longevity of Amazonian rainforest trees based on a long-term demographic study. Forest Ecology and Management. 2004,
190(2-3), 131-143. https://doi.org/10.1016/j.foreco.2003.09.011
LE GUEN, V., et al. Genetic structure of Amazonian populations of Hevea brasiliensis is shaped by hydrographical network and isolation by
distance. Tree Genetics Genomes. 2009, 5(4), 673-683. https://doi.org/10.1007/s11295-009-0218-9

Bioscience Journal | 2022 | vol. 38, e38006 | https://doi.org/10.14393/BJ-v38n0a2022-54400

8

SILVA, A.L.D., OLIVEIRA, J.C. and CAMPOS, T.
MILLER, M.P. Tools for population genetic analyses (TFPGA): A Windows program for the analysis of allozyme and molecular population genetic
data, version 1.3. Arizona: Northern Arizona University, 1997.
PAIVA, J.R. Variabilidade enzimática em populações naturais de seringueira. Piracicaba: ESALQ-USP, 1992. Doctoral thesis.
PERSEGUINI, J.M.K.C., et al. Genetic diversity of cultivated accessions and wild species of rubber tree using EST-SSR markers. Pesquisa
Agropecuária Brasileira. 2012, 47(8), 1087-1094. https://doi.org/10.1590/S0100-204X2012000800008
PRITCHARD, J.K., STEPHENS, M. and DONNELLY, P. Inference of population structure using multilocus genotype data. Genetics. 2000, 155(2),
945-959. https://doi.org/10.1093/genetics/155.2.945
RIPPEL, M.M. and BRAGANÇA, F.C. Borracha natural e nanocompósitos com argila. Química nova. 2009, 32(3), 818-826.
https://doi.org/10.1590/S0100-40422009000300024
SAHA, T., BINDU R.C. and NACER, M.A. Microsatellite variability and its use in the characterization of cultivated clones of Hevea
brasiliensis. Plant Breeding. 2005, 124(1), 86-92. https://doi.org/10.1111/j.1439-0523.2004.01053.x
SCOTT, K.D., et al. Analysis of SSRs derived from grape ESTs. Theoretical Applied Genetics. 2000, 100(5), 723-726.
https://doi.org/10.1007/s001220051344
SECCO, R.S., 2008. A botânica da seringueira [Hevea brasiliensis (Willd. ex Adr. de Juss.) Muell-Arg.] In: ALVARENGA, A.P. and CARMO, C.A.F.S. (Eds.).
Seringueira. Viçosa: Epamig, pp. 01-24.
SHAN, F., et al. Identification of duplicates and fingerprinting of primary and secondary wild annual Cicer gene pools using AFLP markers.
Genetic Resources and Crop Evolution. 2007, 54(3), 519-527. https://doi.org/10.1007/s10722-006-0008-2
SILVA, M.S. Diversidade, estrutura genética e parentesco em populações de [Hevea brasiliensis (Willd. Ex Adr. de Juss.) Muell.-Arg.] conservadas
ex situ. São Paulo: Universidade Estadual Paulista, 2019. Doctoral thesis.
SOUZA, C.S. Caracterização da diversidade genética de acessos do banco de germoplasma de seringueira. Rio Branco: Universidade Federal do
Acre, 2018. Master Science Thesis.
SOUZA, L.M., et al. Genetic Diversity Strategy for the Management and Use of Rubber Genetic Resources: More than 1,000 Wild and Cultivated
Accessions in a 100-Genotype Core Collection. PLOS ONE. 2015, 10(7), 1-20. https://doi.org/10.1371/journal.pone.0134607
TESSIER, C., et al. Optimization of the choice of molecular markers for varietal identification in Vitis vinifera L. Theoretical and Applied Genetics.
1999, 98(1), 171-177. https://doi.org/10.1007/s001220051054
WEBSTER, C.C. and BAULKWILL, W.E.J. Rubber Tropical Agricultural Series. Singapura: Longman Scientific and Technical. 1989, 12(1), 614.
WRIGHT, S. Evolution and the genetics of populations, vol 4: variability within and among natural populations. 1st ed. Chicago: University of
Chicago Press, 1978.

Received: 1 May 2020 | Accepted: 2 March 2021 | Published: 16 February 2022

This is an Open Access article distributed under the terms of the Creative Commons Attribution License, which permits unrestricted use,
distribution, and reproduction in any medium, provided the original work is properly cited.

Bioscience Journal | 2022 | vol. 38, e38006 | https://doi.org/10.14393/BJ-v38n0a2022-54400

9

