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Background

Eucalyptus camaldulensis is a widely planted tree spe-
cies in India, because of its rapid growth and adaptabil-
ity to dry regions. Genetic improvement through
informed breeding of E. camaldulensis largely depends
on availability of molecular markers, linkage maps and
genome information. Microsatellite markers, also called
as simple sequence repeats (SSRs) have wide application
due to their unique advantages over other marker sys-
tems. In Eucalyptus, SSR markers have been used in var-
ious breeding applications from DNA fingerprinting to
QTL mapping [1,4]. Despite of their advantages, the
major drawback is the time required for their develop-
ment [6]. There are less than twenty five E. camaldulen-
sis specific SSR markers available in the public database
[5]. Although, there are large number of SSRs available
in other Eucalyptus species [2,3], their species transfer-
ability in camaldulensis is questionable for practical use.
Nevertheless, the existing camaldulensis specific SSRs
are insufficient for developing linkage maps, QTL and
comparative mapping studies. Besides, EST based mar-
kers are handicapped due to exclusion of introns, which
sometimes lead to compromise on product sizing.
Therefore we have modeled a novel strategy that targets
highly conserved domain in the genic region using both
publicly available ESTs as well as genome sequences.

Methods

Targeting conserved genic region

A set of publicly available E. globulus ESTs were
assembled as unigenes using CAP3 algorithm and
mined for repeat motifs using MISA program [http://
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pgrc.ipk-gatersleben.de/misa/]. The repeat rich unigenes
were marked and mapped on the whole genome scaf-
folds of E. grandis. The sequence of mapped co-ordi-
nates were extracted from EUCAGEN database [http://
web.up.ac.za/eucagen/] and further validated for repeat
motifs and the presence of exons using MISA and GEN-
SCAN (http://genes.mit.edu/genscan.html). A total of
300 * base pairs were marked in the genic region of
scaffolds flanking the repeat motifs and further primers
were designed on the flanking region of repeat motifs
using the Primer3 tool [http://primer3.sourceforge.net/],
following the appropriate parameters (Figure 1). The
entire pipeline was automated and multi-threaded using
a set of in-house PERL programs.

PCR, multiplexing and genotyping

We adopted an innovative two-tier polymerase chain
reaction (PCR) system to reduce the cost 12 times on
labeled oligo synthesis. The first PCR was performed
with M13 tagged forward primer at 5 end whereas the
second PCR was performed with fluorescently labeled
M13 as forward primer and SSR reverse primer. Multi-
plexing was carried out at post PCR stage. The first
PCR consisted of template DNA (5 ng), primers (2 pM),
10X PCR buffer, dNTPs (1 uM), MgCl, (1.5mM) and
Amplitaq Gold Taqg DNA polymerase (0.25 U). The
PCR profile consisted of denaturing the template DNA
at 94°C for 5 min, followed by 35 cycles, each at 94°C
for 30 sec, 50-65°C for 30 sec and 72°C for 1 min, fol-
lowed by 72°C for 8 min. The first PCR products were
resolved on 2 % high resolution agarose. The second
PCR consisted of template DNA (2 ng), 2 pM each of
forward (labeled M13) and reverse (SSR) primer, 10X
PCR buffer, ANTPs (1 uM), and 0.5U of Tag DNA poly-
merase. The PCR conditions remained same except
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Figure 1 Strategy summarizing the in silico development of orthologus SSRs
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Figure 2 Electropherogram of multiplexed PCR products of primers IME3126 (black), IME3130 (blue) and IME3285 (green) in eight clones of £.
camaldulensis
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reduced number of cycles to 20. The amplicons were
resolved using ABI 3730 sequencer and each amplicon
was manually validated for their allele size.

Results and conclusion

About 13,441 E. globulus ESTs and 13,380 camaldulensis
EST/genomic sequences were collected from public data-
base and mined for repeat motifs. A total of 2,330 repeat
motifs were identified on 1873 ESTSs of which, 1159 were
di; 1128 tri and 43 were tetra repeats. There were more
than 290 repeats found to be in compound form. The
repeat containing ESTs were assembled to a total of 301
unigenes. These ESTs were mapped on E. grandis gen-
ome scaffolds. A total of 124 SSR positive scaffolds were
identified and used for designing 230 primer pairs. Pri-
mers were standardized using gradient PCR at appropri-
ate annealing temperatures. Of the 230 primers, 179 were
successfully amplified and validated in E. camaldulensis
resulting in 77.82 % success. About 95 % of the primers
were amplified as single and clean product, indicating
their locus specificity (Figure 2). These markers were
validated in 4 Eucalyptus and 2 Corymbia species with
multiple alleles ranging from 4 to 12. Surprisingly, 92 %
of cross species amplification was observed within the
genus Eucalyptus, while only 21% in Corymbia. Higher
species transferability in Eucalyptus genus shows the
power of design as they originate from conserved
domain. Further to validate these markers in E. camaldu-
lensis, some of the selected primers were successfully uti-
lized for parentage analysis, confirmation of interspecific
hybrid and genotyping of seedling seed orchard in E.
camaldulensis. Unlike SSR markers developed from con-
ventional in silico methods, orthologous SSRs resulted in
very high success rate in Eucalyptus species due to tar-
geted repeats in conserved domain. Our present strategy
successfully demonstrated the power of orthologous SSR
makers and its application in informed breeding in E.
camaldulensis.

Published: 13 September 2011

References

1. Brondani RPV, Brondani C, Grattapaglia D: Towards a genus-wide
reference linkage map for eucalyptus based exclusively on highly
informative microsatellite markers. Mol Genet Genomics 2002, 267:338-347.

2. Brondani RPV, Williams ER, Brondani C, Grattapaglia D: A microsatellite-
based consensus linkage map for species of Eucalyptus and a novel set
of 230 microsatellite markers for the genus. BMC Plant Biol 2006, 6:20.

3. Faria DA, Mamani EMC, Pappas MR, Pappas GJ Jr, Grattapaglia D: A
selected set of EST-derived microsatellites, polymorphic and transferable
across 6 species of Eucalyptus. J Hered 2010, 101:512-520.

4. Kirst M, Cordeiro GD, Rezende SP, Grattapaglia D: Power of microsatellite
markers for fingerprinting and parentage analysis in Eucalyptus grandis
breeding populations. J Hered 2005, 96:1-6.

5. Silva JM, Souza ACB, Souza AP, Mori ES, Freitas MLM, Sebbenn AM,

Moraes MLT: Development and characterization of 14 microsatellite loci

Page 3 of 3

from enriched genomic library of Eucalyptus camaldulensis Dehnh.
Conservation Genet Resour 2009, 1:465-469.

Zane L, Bargelloni L, Patarnello T: Strategies for microsatellite isolation: a
review. Mol Ecol 2002, 11:1-16.

doi:10.1186/1753-6561-5-57-P51

Cite this article as: Nagabhushana et al: Novel design and deployment
of orthologous genic SSR markers in Eucalyptus camaldulensis Dehnh.
BMC Proceedings 2011 5(Suppl 7):P51.

Submit your next manuscript to BioMed Central
and take full advantage of:

¢ Convenient online submission

* Thorough peer review

* No space constraints or color figure charges

¢ Immediate publication on acceptance

¢ Inclusion in PubMed, CAS, Scopus and Google Scholar

¢ Research which is freely available for redistribution

Submit your manuscript at
www.biomedcentral.com/submit

( ) BioMed Central



http://www.ncbi.nlm.nih.gov/pubmed/12073036?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12073036?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12073036?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16995939?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16995939?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16995939?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20231265?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20231265?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20231265?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15618310?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15618310?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15618310?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11903900?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/11903900?dopt=Abstract

	Background
	Methods
	Targeting conserved genic region
	PCR, multiplexing and genotyping

	Results and conclusion
	References

