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Abstract Microsatellites, or simple sequence repeats
(SSRs) are very useful molecular markers for a number of
plant species. They are commonly used in cultivar iden-
tification, plant variety protection, as anchor markers in
genetic mapping, and in marker-assisted breeding. Early
development of SSRs was hampered by the high cost of
library screening and clone sequencing. Currently, large
public SSR datasets exist for many crop species, but the
number of publicly available, mapped SSRs for potato is
relatively low (�100). We have utilized a database mining
approach to identify SSR-containing sequences in The
Institute For Genomic Research Potato Gene Index
database (http://www.tigr.org), focusing on sequences
with size polymorphisms present in this dataset. Ninety-
four primer pairs flanking SSR sequences were synthe-
sized and used to amplify potato DNA. This study
rendered 61 useful SSRs that were located in pre-existing
genetic maps, fingerprinted in a set of 30 cultivars from
South America, North America, and Europe or a com-
bination thereof. The high proportion of success (65%) of
expressed sequence tag-derived SSRs obtained in this
work validates the use of transcribed sequences as a source
of markers. These markers will be useful for genetic
mapping, taxonomic studies, marker-assisted selection,
and cultivar identification.

Introduction

Molecular markers detect DNA sequence variation
among genotypes. In potato, they have been used for
construction of genetic linkage maps (Bonierbale et al.
1988, 1994; Gebhardt et al. 1991), trait tagging (Geb-
hardt et al. 1993; Bryan et al. 2002), fingerprinting
analysis (Görg et al. 1992; Milbourne et al. 1997; Mc
Gregor et al. 2000a; Norero et al. 2004), phylogeny
studies (Debener et al. 1990; Raker and Spooner 2002;
Izpizua 2004; Raimondi et al. 2005), and characteriza-
tion of accessions from germplasm banks (Gebhardt
et al. 2004; Ghislain et al. 2004).

Since 1980, when restriction fragment length poly-
morphisms (RFLPs) were first used by Botstein et al.
(1980) to construct the first molecular map of the hu-
man genome, several types of DNA-based markers
were developed (reviewed by Vekemans and Jacquem-
art 1997). These markers were used to make the first
linkage maps for potato (Bonierbale et al. 1988; Geb-
hardt et al. 1989).

Among DNA markers, microsatellites [synonymous
with simple sequence repeats (SSRs), Tautz 1989] have
been chosen over RFLPs or other PCR-based methods
such as random amplified polymorphic DNA (Williams
et al. 1990) or amplified fragment length polymorphism
[(AFLP) Vos et al. 1995] because of their simplicity and
low DNA requirement. Additional advantages include
their ubiquity, distribution across the genome, co-dom-
inant behavior, multiallelism, reproducibility, and high
level of polymorphism detected (Milbourne et al. 1997;
Marcucci Poltri 1998; Mc Gregor et al. 2000b).

SSR markers consist of a variable number of tandem
repeats of a simple motif sequence, typically a mono-,
di-, tri-, or tetranucleotide repeat. Polymorphisms are
detected by PCR amplification with specific flanking
primers and subsequent size sieving in agarose or
denaturing polyacrylamide gels.

The frequency of SSRs varies between mammals and
plants, being five times more frequent in the former
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(Lagercrantz et al. 1993). Within plants, the frequency is
approximately one every 21.2 kb in dicots and every
64.6 kb in monocots (Wang et al. 1994). In potato,
Ashkenazi et al. (2001) estimated that one SSR could be
found every 52 kb when screening for five different
motifs. This relatively low frequency of SSRs constituted
one of the major drawbacks in early SSR developments,
as the number of microsatellites found by sequencing
libraries made the cost per marker very expensive (Ra-
falski and Tingey 1993). The first SSRs were developed
by screening large numbers of clones from genomic li-
braries with repetitive probes (Akkaya et al. 1992; Röder
et al. 1995; Liu et al. 1996; Bryan et al. 1997). To
overcome this constraint, processes were designed to
enrich libraries for microsatellite motifs prior to
screening, such as by hybridizations to repetitive oligos
bound to magnetic beads (Kijas et al. 1994) or mem-
branes (Edwards et al. 1996), triplex affinity capture
(Milbourne et al. 1998), or selective pre-amplification
using oligos with repeat motifs (Bryan et al. 1997).
However, enrichment techniques can lead to a high level
of redundancy (Scott 2001).

A more practical, economical, and straightforward
approach for species with reasonable DNA sequence
database representation is a database search for SSR
sequences. This strategy has been successfully used for
tomato (Smulders et al. 1997), sorghum (Brown et al.
1996), rice (Miyao et al. 1996), and soybean (Akkaya
et al. 1992), among other plant species.

Early development of potato SSRs from GenBank
and European Molecular Biology Laboratory (EMBL)
databases searches was done by Veilleux et al. (1995)
and Provan et al. (1996), rendering around 30 working
markers. Milbourne et al. (1998) utilized the EMBL
database, an expressed sequence tag (EST) database,
and cDNA library screening to develop 112 potato
SSRs, of which 65 were mapped. Ashkenazi et al. (2001)
screened three libraries (two of them enriched for ATT
and GT repeats) and searched public genomic databases
to obtain 30 new microsatellites. More recently, Ghislain
et al. (2004) reported the location of 13 new EST-derived
SSRs (STM5000 series) for which primer sequences may
be found at http://www.potgenebank.org/.

However, more markers are needed for the construc-
tion of saturated and consensus genetic maps, marker-
assisted breeding, and germplasm bank management.
Because ESTs are from expressed genes, they present the
possibility of direct gene tagging through candidate gene
mapping and contribute to ‘‘functional maps.’’ More-
over, selective pressure may reduce genetic variability in
the primer region and enhance transferability of the
markers across related species (Scott et al. 2000).

Milbourne et al. (1998) reported that 451 potato se-
quences were publicly available (of which 75 contained
SSRs and 30 were suitable for primer design). Sub-
sequent large-scale sequencing programs for potato, to-
mato, and other related species have released sequences
for a large number of ESTs. At the time of writing this
paper, 157,197 potato EST sequences were available

from http://www.tigr.org, organized into 19,225 tenta-
tive consensus sequences (TCs) and 13,226 singletons
(release 9.0, May 2004). The objective of this work is to
generate new SSRs derived from gene index databases.
We report here the development of 61 new SSRs using
The Institute for Genomic Research (TIGR) Potato
Gene Index database and the mapping of 57 of these.

Materials and methods

Plant material and DNA isolation

Thirty cultivars from Europe, North America, and
South America were used for fingerprinting analysis
(Table 1), as a sample of the variability in commercial
potato germplasm. The selection also included geno-
types of Solanum tuberosum ssp. andigena (4·), ssp. tu-
berosum · ssp. andigena (4·) and S. phureja (2·).
Genomic DNA was isolated from in vitro plants sup-
plied by the Propapa Germplasm Bank (INTA-Balc-
arce), according to Haymes (1996).

Forty-two genotypes from each of two segregating
diploid populations (BCB and BCT, Bonierbale et al.
1994) were selected to represent the most informative
subset based on selective mapping using MapPop,

Table 1 Potato cultivars used for fingerprinting and their origin

Cultivar Origin

Solanum tuberosum ssp. tuberosum
Achat Germany
Achirana INTA Argentina
Alpha The Netherlands
Americana INTA Argentina
Araucana INTA Argentina
Atlantic USA
Bintje The Netherlands
Bonaerense la Ballenera MAA Argentina
Chieftain USA
Cruza 148 Mexico
Danva Denmark
Desiree The Netherlands
Frital INTA Argentina
Granola Germany
Huinkul MAG Argentina
Kelune INTA Argentina
Kennebec USA
Norland USA
Pampeana INTA Argentina
Pentland Crown UK
Ranger Russet USA
Russet Burbank USA
Serrana INTA Argentina
Shepody Canada
Spunta The Netherlands
Yagana INIA Chile
S. tuberosum ssp. andigena
Collareja 621 CIP
Jaspe Bolivia
Ssp. tuberosum · ssp. andigena
Canchan-INIA Peru
S. phureja
Yema de huevo Colombia
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Blank cell means data not available
aSuspected multilocus marker, additional location possible
bRange of annealing temperatures denotes a touchdown profile with 0.5�C decrease per cycle, until lower annealing temperature was
reached

Table 2 Simple sequence repeat (SSR) mapping and fingerprinting
results, including map location, StI codes, flanking primer se-
quences, repeat motif, working annealing temperatures, expected
and observed amplicon size, number of alleles, number of patterns,

number of expected bands per genotype, and diversity index (DI)
after analyzing 30 diverse potato cultivars and four diploid map-
ping populations
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version 1.0 software (Vision et al. 2000). Genomic DNA
from these clones was isolated using the DNeasy plant
isolation kit (Qiagen, Valencia, Calif., USA).

Database search for SSR sequences and primer design

Initial candidate SSRs were selected from the Potato
Gene Index database (version 4.0, Aug. 2001; http://
www.tigr.org/tdb/tgi/plant.shtml) using the BLAST
search algorithm. Subsequent candidate SSRs were se-
lected from a downloaded version (version 7.0, April
2003) of the same database using Sputnik (http://es-
pressosoftware.com/pages/sputnik.jsp), a C-language
program that searches DNA sequence files in FASTA
format for microsatellite repeats. In some cases, candi-
date ESTs were prioritized based on presence of motif
size polymorphisms in the EST database. Flanking oli-
gonucleotides were designed using the program Primer3
(http://www.genome.wi.mit.edu/genome_software/other/
primer3.html) or FastPCR (Kalendar 2004. http://
www.biocenter.helsinki.fi/bi/bare-1_html/fastpcr.htm),
using the following initial parameters: target primer
length: 20 nucleotides, target Tm: 58�C, target amplicon
length: 75–300 bp. Primer sequences and annealing
temperatures for SSRs reported in this paper are given in
Table 2. Information on additional primer pairs that
failed to amplify, were not polymorphic in these map-
ping populations, or that could not be easily scored will
be provided upon request.

Polymerase chain reactions conditions and product
electrophoresis

Polymerase chain reactions (PCRs) were performed in
20-ll volumes containing approximately 30 ng template
DNA in 1.5 mM MgCl2, 1X PCR buffer (50 mM KCl;
10 mM Tris-HCl, pH 8.3), 0.2 mM dNTP mix, 0.12 lM
of forward and reverse primers, and 1 U of Taq poly-
merase. Reactions were performed in 96-well plates in

MJ thermocyclers (PTC-100 or PTC-200; MJ Research,
Watertown, Mass., USA) under the following profile: 3-
min initial denaturation step at 95�C, 35 cycles of 30 s at
95�C, 30 s at annealing temperature (Table 2), 1 min at
72�C, with a final extension step of 5 min at 72�C. The
indication of a range in the annealing temperature col-
umn in Table 2 denotes the use of a touchdown profile
(Don et al. 1991). In this case, the annealing temperature
used in the first cycle was the higher temperature of the
range, with a 0.5�C decrease per cycle until the lower
temperature was reached; additional cycles at the lower
annealing temperature were added to complete 35 cycles
in total.

Success of amplification was checked on 1% agarose
gels run in 1X TBE (89 mM Tris-Borate, 20 mM ethy-
lenediaminetetraacetic acid) and stained with 0.5X Gel-
Star (Cambrex Biosciences, Rockland, Me., USA). Band
size on fingerprinting panel was determined by com-
parison with a 10-bp DNA ladder (InvitroGen Life
Technologies, Carlsbad, Calif., USA). PCR products
were run on 5% denaturing polyacrylamide gels and
silver-stained as detailed elsewhere (Bassam et al. 1991).

Mapping and genetic analysis

Band scoring was performed manually for both mapping
and fingerprinting purposes. The genetic location of SSR
markers was based on the RFLP framework maps for the
BCB and BCT mapping populations (Bonierbale et al.
1994) using MapManager QTX program (Manly et al.
2001). Markers were considered linked to pre-existing
RFLP or SSR markers when LOD scores were equal or
greater than 3.0. A consensus map derived from the four
parental maps from BCB and BCT was obtained using
JoinMap, version 3.0 (van Ooijen and Voorrips 2001).

A diversity index (DI) was calculated from fingerprint
data as 1�Rpg2 where pg is the frequency of an indi-
vidual genotype, assuming each SSR reveals one locus
(Milbourne et al. 1997).

Fig. 1 Allelic variation of 30
potato genotypes revealed by
StI021
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Results

Database search

A search of the TIGR Potato Gene Index, version 7.0,
database gave 555 TC/singleton sequences with a Sput-
nik score ‡15 (corresponding to trinucleotide repeats
with ‡18 nucleotides or dinucleotide repeats with ‡17
nucleotides). Relaxing the score to 14 added nearly an-
other 250 candidate SSRs. Unique sequences containing
SSRs with Sputnik scores ‡20 (minimum trinucleotide
repeat length = 23, minimum dinucleotide repeat length
= 22) were used for primer design.

Characterization of SSRs

Ninety-four primer pairs were tested in PCR reactions
for the three parents (M200-30, B11B, and HH1-9) of
the BCB and BCT mapping populations. Most primer
pairs (85%) gave products of approximately the ex-
pected size range. Seven primer sets did not successfully
amplify product, and seven primer pairs gave very high-
molecular-weight bands or an apparently non-specific
complex pattern. Of the 80 primer pairs that amplified
clean products of approximately the expected size, 16
showed either no polymorphism between BCB and BCT
parental genotypes or no segregation in the corre-
sponding populations and were dropped from further
consideration. Additional details on those primer sets
may be accessed at http://marvin.ibest.uidaho.edu/
�jlorenze or by request to the corresponding author.

During the course of this study, three pairs of SSRs
were shown to be redundant. Although only one of each
redundant pair is presented in this paper, the StI codes of
the dropped SSRs were reserved, because a partial list of
StI primers had been previously presented (Feingold et al.
2004). Identifiers for both, original database ID, and
current version IDof the successful SSR clones alongwith
their tentative annotation are presented in Table 3.

Sixty-one useful SSRs were then mapped, finger-
printed or both (Table 2). Forty-three of the described
SSRs were trinucleotides, while the rest were dinucleo-
tides (14), tetranucleotides (3), or a pentanucleotide (1).
The most common trinucleotide motifs in this set were
GAA and TAA (or their equivalents), whereas for the
dinucleotides the most common motif was AT. Of all the
SSRs assayed, 72% contained perfect repeats, 18% were
compound motifs, and 10% had imperfect repeats. None
of the 61 SSR-containing sequences shared significant
homology with already published SSR sequences.

Fingerprinting analysis

The chosen SSRs were used to fingerprint a panel of 30
potato genotypes (Table 1), most of which were
tetraploid cultivars. The fingerprinting panel gave a

mean of 6.8 bands per SSR (Table 2), with a range of 1–
16 bands per SSR. When considered on a per genotype
basis, the mean number of bands per SSR varied from 1
to 6.8, with a mean value of 2.6 bands per genotype.
Only three SSRs showed more than the expected four
bands for some of the fingerprinted tetraploid genotypes
(StI005, StI031, and StI046), suggesting the amplifica-
tion of more than one locus.

Figure 1 shows an example of the fingerprinting re-
sults with StI021. Additional fingerprinting results may
be accessed at http://marvin.ibest.uidaho.edu/�jlorenze.

When used for genotype identification, it is useful to
determine the number of unique patterns for candidate
markers. The number of unique patterns across all fin-
gerprinted genotypes averaged 11.6, ranging from 1 to
24. One measure of informativeness is a DI (Milbourne
et al. 1998), which, in this study, varied from 0 (only one
pattern for all 30 genotypes) to 0.95. StI005 and StI046
showed the highest values and the highest number of
alleles (23 and 24, respectively). The mean DI for the
SSRs in this study was 0.81.

The majority of SSRs (84%) showed a size range
similar to the expected size, based on the original cDNA
sequence used for primer design. In addition to the four
candidates that were not included in this study because
of very high molecular weight, five of the included SSRs
(StI009, StI013, StI014, StI016, and StI050) showed
higher-than expected size ranges, suggesting the presence
of introns within the amplicons. However, the increased
size did not mask the existing allelic variation, and these
SSRs were also informative. The band size of four of the
markers was not determined because appropriate size
markers were not available at the time of analysis.

Map location of SSRs

Of the sixty-one SSRs included in the study, 56 SSRs
were mapped to 57 locations distributed across all the 12
potato chromosomes (Fig. 2). The distribution of the
markers varied from one for chromosome X to eight for
chromosome VI (Fig. 2; Table 2). The mapped markers
revealed between one and four segregating alleles
(Fig. 3) in agreement with the diploid constitution of the
mapping populations used.

Because potato mapping is an example of a pseudo-
testcross, independent maps were generated for each
parent. Thirty SSRs were located in the map for the
interspecific parent of the BCT population (M200-30),
and 20 were located in the map for the recurrent
S. tuberosum parent (HH1-9). Different alleles of 14 of
the above markers segregated from each parent; these
allelic fragments were assigned similar locations in both
parental maps. Similarly, there were 19 SSRs in the
M200-30 map for the BCB population, while eight were
placed in the map for the recurrent S. berthaultii parent
(B11B). These included four allelic pairs which each
mapped to similar locations for both parents of the BCB
population. Two markers, StI039 and StI048, did not
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segregate in the BCB or BCT populations, but were
mapped in a different diploid population (Saha 2003).
Markers StI042 and StI061 mapped to chromosomes
VII and X in the recurrent parent maps for S. tuberosum
and S. berthaultii, respectively, but their exact location
could not be assessed unequivocally because of low
marker coverage in these maps. Although three markers
(StI005, StI031, and StI046) were suspected to be mul-
tilocus based on number of bands found by finger-
printing (Table 2), only StI005 showed two map
locations (chromosome III and chromosome VIII,
Fig. 2).

Discussion

The search of the TIGR Potato Gene Index database
(http://www.tigr.org) produced a large number of candi-
date sequences containing SSRs in potato. Of the 94 se-
quences that were selected to design primers, a high
proportion (85%)gaveamplificationproducts in the range
of the expected size, and only 7% did not amplify suc-
cessfully. These results are in agreement with He et al.
(2003),who found that 79%of the primers designed based
on 139 SSR-containing sequences of Solanaceae (mostly
tomato) retrieved from GenBank (mostly expressed se-
quences) produced the expected DNA fragments for a set
of 19 tomato genotypes. Similar success rates were re-
ported for SSRs derived from a cDNA library and an en-
riched genomic library (Milbourne et al. 1998). One of the
concerns in using cDNA sequences for microsatellite
development is the unknown final size of the PCRproduct
that couldvarydependingonthenumberandsizeof intron
sequences (Scott 2001). Only nine SSR-containing se-
quences showed larger than expected sizes due to probable
introns; five of the nine were still useful (Table 2).

Fig. 2 Location of 55 mapped simple sequence repeats (SSRs) in a
joined restriction fragment length polymorphism potato genetic
map derived from BCB and BCT populations (Bonierbale et al.
1994). New SSRs are indicated by StI code and are presented in
boldface. StI039 and StI048 were mapped in chromosomes XI and
VIII, respectively, in a different population without common
markers to this one. a Marker suspected to be multilocus; only one
location found in this study. b StI054 was linked at 4 cM of TG367
with no additional markers to assess orientation
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Preference in this study was given to trinucleotide
SSRs, based on the hypothesis that di-, tetra-, or pen-
tanucleotide variation would produce shifts in the
reading frame that would result in negative selection and
a lesser degree of polymorphism. However, no differ-
ences were observed for the average DI of the two
groups (tri- vs non-trinucleotides). An analysis with
Framefinder and ESTscan software tools included in
the TIGR Potato Gene Index database (http://www.
tigr.org/tgi) predicted that most of the 17 non-trinu-
cleotide SSR sequences were located by both tools in
the untranslated region (UTR) of the ESTs, and none
were unambiguously predicted by both tools to be
translated.

Milbourne et al. (1998) also found that all database-
derived sequences containing non-trinucleotide SSRs
were found either in 3¢ or 5¢ UTRs, or within introns.
Only 12% of the SSR-containing sequences were found
in exons, all of which were trinucleotides.

The level of polymorphism of the SSRs reported in this
work was high. All but one SSR amplicon showed mul-
tiple patterns among the 30 Solanum genotypes that were
surveyed. ThemeanDIwas 0.81, and themean number of
bands observed was 6.8 per SSR. There was no apparent
association between theDI values and themotif size of the
repeat, nor between imperfect/compound SSR motifs
compared to perfect repeats. Milbourne et al. (1997) re-
ported similar values (DI: 0.73, mean bands per SSR: 5.7)
when screening a panel of 16 potato cultivars, although
Ashkenazi et al. (2001) reported relatively little diversity
in potato SSRs. However, the lower figures reported in
that studymight be attributed to lower genetic diversity in
the chosen genotypes or simply the smaller size of the
chosen subset.

Only StI062 was monomorphic across the 27 geno-
types in the fingerprinting panel (except for three geno-
types that did not give any product). Although there was
no diversity for this marker across these mostly tetra-
ploid genotypes, the interspecific parent M200-30 of the
BCT population was heterozygous, allowing the genetic
location to be assessed.

Some markers displayed a reduced DI (e.g., StI040),
and were characterized by a main band and weak allelic
bands, or no amplification in some genotypes. This may
indicate that primers were complementary to a variable
region and could be allele-specific. Re-design of such

primers could give a more robust assay with a more
normal DI.

Three different Solanum species were included in this
study: S. tuberosum (ssp. tuberosum, ssp. andigena), S.
berthaultii, and S. phureja (Table 1; Figs. 1, 2). All
primers reported in Table 2 showed amplification across
species. The diploid genotypes represented in the fin-
gerprinting analysis and the mapping populations gen-
erally had fewer bands per amplification than the
tetraploid genotypes (data not shown).

One of the reported advantages of cDNA based
SSRs is their transferability across the species, in the
belief that DNA sequence complementary to primers
would be more conserved in transcribed regions versus
random or nongenic regions (Scott et al. 2000). In this
respect, Ashkenazi et al. (2001) reported that only half
of tomato genomic library-derived SSRs gave amplifi-
cation products with potato DNA as template. Ros-
setto (2001) analyzed transferability of SSRs in
different species (ranging from Paspalum sp. to Pinus
sp.) and showed that polymorphism rates are high
when priming sites are conserved, even between evo-
lutionary distant species, but decrease beyond genus
taxa. The SSRs developed from Solanum tuberosum
ssp. tuberosum L. in this study will likely be very useful
in other related species.

Most mapped markers were monolocus in this com-
bined map. Only StI005 mapped to two different loci, on
chromosomes III and VIII. This marker also had more
than the four expected bands for many of the cultivars of
the fingerprinting panel. StI031 and StI046 also presented
a mean number of expected bands (alleles) of four or
higher (Table 2), but mapped to single genetic locations
(Fig. 2). StI031 showed only two alleles per genotype in
the segregating population, but StI046, presented up to
seven discrete bands in some diploid genotypes. Many of
these bands cosegregated. The available data do not allow
us to differentiate whether these linked amplified alleles
corresponded to different closely linked loci or to intra-
genic tandem repeats of priming sites (Milbourne et al.
1998). All other SSR markers reported in this study are
believed to be unilocus, and the location of�25%of them
was confirmed by mapping in two different maps. In a
previous report, a substantial proportion of potato SSRs
(20%) were multilocus (Milbourne et al. 1998), and the
number of multilocus SSRs in that set has been subse-
quently expanded (Ghislain et al. 2004).

Approximately 100 potato SSRs have been previ-
ously mapped (Kawchuk et al. 1996; Provan et al. 1996;
Milbourne et al. 1998; Ghislain et al. 2004). Thus, the 57

Fig. 3 Segregation of StI051 alleles in diploid population BCT.
H11-9 and M200-30, parental genotypes and their derived progeny
(F1s)
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additional mapped SSRs presented here represent a
>50% increase in the number of mapped potato SSRs.
In our hands, the quality of these new SSRs is also very
high, comparable to the best of the previously reported
SSRs (Milbourne et al. 1998).

With the exception of chromosome X, where only
one marker was mapped, SSRs were distributed rela-
tively homogeneously across chromosomes (Fig. 2).
Small clusters of SSRs were found on top of chromo-
some I, and in proximal regions of chromosomes III, VI,
VII, and VIII. Despite being closely linked, these
markers should not be considered redundant, because
greater map density increases the chances of finding
usable polymorphisms for a region in a given popula-
tion. The present study complements the Milbourne
et al. (1998) study on potato SSRs, at least doubling the
number of markers for 5 of the 12 potato chromosomes.
Interestingly, the SSR density on chromosome X was
very low in both studies.

Many recent mapping efforts utilize the AFLP tech-
nique (Vos et al. 1995), which generates a high number
of anonymous markers per assay. Microsatellites are
useful ‘‘anchor’’ markers in such studies to relate
anonymous AFLP linkage groups to known chromo-
somes. Multilocus markers are not ideal for such studies
because of their ambiguity. The construction of con-
sensus maps is based on the existence of unequivocal
common markers. Co-migrating AFLPs can be used for
this task (Rouppe van der Voort et al. 1998) but require
very accurate fragment sizing and depend on segregation
of previously mapped fragments in the target popula-
tion. The high proportion of single-locus SSRs presented
here will facilitate their use as anchor markers for
identifying linkage groups and comparative mapping
across related species.

Microsatellites are especially useful for mapping in
tetraploid potato, because they are co-dominant and
allow the identification of homologous linkage groups of
a given chromosome (Meyer et al. 1998). Different SSR
alleles from a given locus can be combined to make an
artificial duplex locus, useful in duplex–simplex mapping
(Meyer et al. 1998).

Tagging of agronomically important traits is one of
the main applications of markers, both for understand-
ing the genetic base of a trait and for marker-assisted
selection in breeding programs. In this respect, the
cDNA-based markers developed and characterized in
this study will not only provide reproducible co-domi-
nant, easily scored markers, but also may include can-
didate genes that have the potential of being causally
linked to the trait of interest. In this respect, these SSRs
can be directly included in ‘‘functional maps,’’ based on
the putative function of the clones they have been gen-
erated from (Table 3) and may be helpful to understand
a causal-effect relationship in co-located, previously
mapped QTLs.

Development of SSRs has become much more con-
venient with the advent of EST databases and bioin-
formatics tools. A high proportion of SSRs tested

amplified products of the expected size range that were
polymorphic among cultivated potato genotypes and
segregating diploid populations. One caveat regarding
design should be mentioned. Size variants of several
SSRs were not placed in the same contigs in the TIGR
database (e.g., StI035 and StI044). This highlights
the need to compare chosen target sequences against
existing and intended target sequences to minimize
redundancy.

Since the advent of these studies, two new resources
have become available for assisting in the development of
potato/solanaceous SSR markers. The Solanaceae Ge-
nomics Network [(SGN) http://www.sgn.cornell.edu/cgi-
bin/legacy/microsats_top.pl] currently lists 609 SSR se-
quences with suggested primer combinations based on
tomato and potato sequences, with map locations for
about 15% of those SSRs. However, some map locations
were determined by hybridization, and degree of poly-
morphism in potato remains to be determined. An
additional resource (http://hornbill.cspp.latrobe.edu.au/
ssrresults/potato/) lists potato SSR-containing ESTs and
suggested primer combinations. However, these ESTs
were not first organized into contigs as for the TIGR
database utilized in this study or the SGN resource, and
would require additional processing to eliminate redun-
dancy before commencing validation with that resource.
On the other hand, a recent search of the version 9.0
Potato Gene Index database, which was based upon an
additional 63,000 ESTs compared to version 7.0 and has
34% more ‘‘unique’’ sequences (TCs + singletons) than
version 7.0, gave 896 sequences with a Sputnik score ‡15,
and 1,223 sequences with a score ‡14 (61% and 52%
more than version 7.0, respectively). Many of these
sequences can be used as a source for future SSRs.

In conclusion, this study reports on the development
and mapping of new potato SSRs. Most of these are of
very high quality and will be valuable for characteriza-
tion of genetic diversity, fingerprinting tetraploid potato
cultivars, mapping, and synteny studies within the So-
lanaceae.
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Vásquez C, Waugh R, Bonierbale M (2004) Selection of highly
informative and user-friendly microsatellites (SSRs) for geno-
typing of cultivated potato. Theor Appl Genet 108:881–890

Görg R, Schachtschabel U, Ritter E, Salamini F, Gebhardt C
(1992) Discrimination among 136 tetraploid potato varieties by
fingerprints using highly polymorphic DNA markers. Crop Sci
32:815–819

Haymes KM (1996) Mini-prep method suitable for plant breeding
programs. Plant Mol Biol Rep 14:280–284

He C, Poysa V, Yu K (2003) Development and characterization of
simple sequence repeat (SSR) markers and their use in deter-
mining relationships among Lycopersicon esculentum cultivars.
Theor Appl Genet 106:363–373

Izpizua V (2004) Estudio de la diversidad genetica en variedades de
Solanum tuberosum ssp. andigenum Juz.& Bukasov de la pro-
vincia de Jujuy. Tesis deMagister Scientiae. Facultad de Ciencias
Agrarias, Universidad Nacional de Mar del Plata. Argentina

Kalendar R (2004) FastPCR, PCR primer design, DNA and pro-
tein tools, repeats and own database searches program. http://
www.biocenter.helsinki.fi/bi/bare-1_html/fastpcr.htm

Kawchuk LM, Lynch DR, Thomas J, Penner B, Sillito D, Kulcsar
F (1996) Characterization of Solanum tuberosum simple se-
quence repeats and application to potato cultivar identification.
Am Potato J 73:325–335

Lagercrantz U, Ellegren H, Andersson L (1993) The abundance of
various polymorphic microsatellite motifs differs between plants
and vertebrates. Nucleic Acids Res 21:1111–1115

Liu ZW, Biyashev RM, Saghai Maroof MA (1996) Development of
simple sequence repeat DNA markers and their integration into
a barley linkage map. Theor Appl Genet 93:869–876

Manly KF, Cudmore Jr RH, Meer JM (2001) Mapmanager QTX,
cross-platformsoftware for genetic mapping. Mamm Genome
12:930–932

Marcucci Poltri S (1998) Caracterizacion molecular y cariotipica de
la variabilidad genetica de germoplasma argentine en Solanum
sp. Tesis de doctorado. Facultad de Ciencias Exactas y Natu-
rales. Universidad de Buenos Aires. Argentina

Mc Gregor CE, Greyling M, Warnich L (2000a) The use of simple
sequence repeats (SSRs) to identify commercially important
potato (Solanum tuberosum L.) cultivars in South Africa. S Afr
J Plant Soil 17(4):177–180

Mc Gregor CE, Lambert CA, Greyling M, Louw JH, Warnich L
(2000b) A comparative assessment of DNA fingerprinting
techniques (RAPD, ISSR, AFLP and SSR) in tetraploid
potato (Solanum tuberosum L.) germplasm. Euphytica 113:135–
144

Meyer RCD, Milbourne D, Hackett CA, Bradshaw JE, McNicol
JW (1998) Linkage analysis in tetraploid potato and association
of markers with quantitative resistance to late blight (Phy-
tophthora infestans). Mol Gen Genet 259:233–245

Milbourne D, Meyer R, Bradshaw JE, Baird E, Bonar N, Provan J,
Powell W, Waugh R (1997) Comparison of PCR based marker
systems for the analysis of genetic relationships in cultivated
potato. Mol Breed 3:127–136

Milbourne D, Meyer R, Collins AJ, Ramsay LD, Gebhardt C,
Waugh R (1998) Isolation, characterisation and mapping of
simple sequence repeat loci in potato. Mol Gen Genet 259:233–
245

Miyao A, Zhong HS, Mona L, Yano M, Yamamoto K, Havukkala
I, Minobe Y, Sasaki T (1996) Characterization and genetic
mapping of simple sequence repeats in the rice genome. DNA
Res 3:233–238

Norero N, Malleville J, Huarte M, Feingold S (2004) Cost efficient
potato (Solanum tuberosum L.) cultivar identification by mi-
crosatellite amplification. Potato Res 45:131–138

Ooijen JW van, Voorrips RE (2001) Joinmap 3.0, Software for the
calculation of genetic linkage maps. Kyazma, Wageningen, The
Netherlands

Provan J, Powell W, Waugh R (1996) Microsatellite analysis of
relationships between cultivated potato (Solanum tuberosum).
Theor Appl Genet 92:1078–1084

Rafalski JA, Tingey SV (1993) Genetic diagnostics in plant
breeding: RAPDs, microsatellites and machines. Trends Genet
8(9):275–280

Raimondi JP, Peralta IE, Massuelli RW, Feingold S, Camadro EL
(2005) Examination of the hybrid origin of the wild potato
Solanum ruiz-lealii Brucher. Plant Syst Evol: http://dx.doi.org/
10.1007/s00606-005-0299-3

Raker C, Spooner DM (2002) The Chilean tetraploid cultivated
potato, Solanum tuberosum, is distinct from the Andean pop-
ulations; microsatellite data. Crop Sci 42:1451–1458

Roder MS, Plaschke J, Konin SU, Borner A, Sorrells ME,
Tanksley SD, Ganal MW (1995) Abundance variability and
chromosomal location of microsatellites in wheat. Mol Gen
Genet 246:327–333

Rossetto M (2001) Sourcing of SSR markers from related plant
species. In: Henry RJ (ed) Plant genotyping: the DNA finger-
printing of plants. CAB International, Wallingford

Rouppe van der Voort JNAM, Van Eck HJ, Draaistra J, Zandvoort
PV, Jacobsen E, Bakker J (1998) An online catalog of AFLP
markers covering the potato genome. Mol Breed 4:73–77

Saha M (2003) Mapping of genes associated with late blight, cold
sweetening, and verticillium resistance in potato. PhD Disser-
tation. North Dakota State University, Fargo

Scott KD (2001) Microsatellites derived from ESTs, and their
comparison with those derived by other methods. In: Henry RJ

465



(ed) Plant genotyping: the DNA fingerprinting of plants. CAB
International, Wallingford

Scott KD, Eggler P, Seaton G, Rossetto M, Ablett EM, Lee SL,
Henry RJ (2000) Analysis of SSRs derived from grape ESTs.
Theor Appl Genet 100:723–726

Smulders MJM, Bredemeijer G, Rus-Kortekaas W, Arens P,
Vosman B (1997) Use of short microsatellites from database
sequences to generate polymorphisms among Lycopersicon es-
culentum cultivars and accessions of other Lycopersicon species.
Theor Appl Genet 97:264–272

Tautz D (1989) Hypervariability of simple sequences as a general
source for polymorphic DNA markers. Nucleic Acids Res
12:4127–4138

Veilleux RE, Shen LY, Paz MM (1995) Analysis of the genetic
composition of anther-derived potato by randomly amplified
polymorphic DNA and simple sequence repeats. Genome
38:1153–1162

Vekemans X, Jacquemart AJ (1997) Perspectives on the use of
molecular markers in plant population biology. Belg J Bot
129:91–100

Vision TJ, Brown DG, Shmoys DB, Durret RT, Tanksley SD
(2000) Selective mapping: a strategy for optimizing the con-
struction of high-density linkage maps. Genetics 155:407–420

Vos P, Hogers R, Bleeker M, Reijans M, van de Lee T, Hornes M,
Frijters A, Pot J, Peleman J, Kuiper M, Zabeau M (1995)
AFLP—a new technique for DNA fingerprinting. Nucleic
Acids Res 23:4407–4417

Wang Z, Weber JL, Zhang G, Tanksley SD (1994) Survey of plant
short tandem DNA repeats. Theor Appl Genet 88:1–6

Williams JGK, Kubelik AR, Livak KJ, Rafalski JA, Tingey SV
(1990) DNA polymorphisms amplified by arbitrary primers are
useful as genetic markers. Nucleic Acids Res 18:6531–6535

466


	Sec1
	Sec2
	Sec3
	Tab1
	Tab2
	Sec4
	Sec5
	Sec6
	Fig1
	Tab3
	Sec7
	Sec8
	Sec9
	Sec10
	Sec11
	Sec12
	Fig2
	Fig3
	Ack
	Bib
	CR1
	CR2
	CR3
	CR4
	CR5
	CR6
	CR7
	CR8
	CR9
	CR10
	CR11
	CR12
	CR13
	CR14
	CR15
	CR16
	CR17
	CR18
	CR19
	CR20
	CR21
	CR22
	CR23
	CR24
	CR25
	CR27
	CR28
	CR29
	CR30
	CR31
	CR32
	CR33
	CR34
	CR35
	CR36
	CR49
	CR37
	CR38
	CR39
	CR40
	CR41
	CR42
	CR43
	CR44
	CR45
	CR46
	CR47
	CR48
	CR50
	CR51
	CR52
	CR53
	CR54
	CR55

