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Abstract A genetic map was constructed with specific
PCRs, DALPs and AFLPs using F8-generation sunflower
recombinant inbred lines. RI lines generated from a F2
population of one cross between the two cultivated inbred
lines HA89 (maintainer for Pet1 CMS) and LR4 (restorer
for Pet1 CMS) were used. A total of 305 markers were
located using seven sPCR, 64 DALP and 301 AFLP loci.
They were generated with one, seven and 14 primer pairs,
respectively. The map construction consisted of a two-
step strategy using 6 and 3.1 LOD scores revealed by a
simulation file. Mapped markers were assembled into 18
linkage groups covering 2,168.6 cM with an average of
6.1 cM. The distribution of DALPs and AFLPs revealed
that both markers tagged different regions to enable 
covering most of the sunflower genome. This leads to the
longest map published so far for sunflower.

Keywords Cultivated sunflower · Helianthus annuus ·
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Introduction

Construction of a genetic map using molecular markers
is now routinely performed to assign traits and to locate
genes. The genetic structure of the segregation popula-
tions is one of the main factors determining the quality
of the result and the rapidity to obtain it. In plants, back-
cross and one F2 population are usually preferred be-
cause they are fast and cheap to produce. On the other
hand, recombinant inbred lines (RI Lines) require several
years to achieve an acceptable level of fixation, but 
they represent a major advantage to estimate genetic and
environmental effects on every trait in segregation (Burr
et al. 1988).

Sunflower (Helianthus annuus L.) is the fourth
world’s leading oil crop, after oil palm, soybean and rape
seed in the world, and the second in Europe after rape-
seed. A major research effort was directed toward breed-
ing improved cultivars, disease and insect controls, and
components of seed quality. Considering the economic
importance of the sunflower crop, there have been 
significant advances in the understanding of the genetic
determinants of disease resistance genes (Gentzbittel et
al. 1998; Brahm et al. 2000).

The increasing interest in the sunflower genome is be-
coming important. Several maps have been constructed
until the development of large numbers of molecular
markers (Isozymes, RFLPs, RAPDs, AFLPs and microsat-
ellites) using different segregating populations (F2, F3,
BC1 and RI Lines). Moreover, polymorphisms in elite
lines are limited and thus some of the markers are mapped
in one population but are not useful in others (Gedil et al.
2001). Consequently, anchor-marker points are still lack-
ing to produce a consensus map with acceptable confi-
dence. Recently, 18 expressed gene homologues have
been assigned to the composite map of the sunflower 
genome (Gentzbittel et al. 1999) that enhances the chance
to find a correlation between a gene and a trait.

Direct Amplification of Length Polymorphism
(DALP), a new technique developed by Desmarais et al.
(1998), combines the advantages of a high-resolution
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fingerprint technique with that of providing the possi-
bility to sequence each new marker locus. In addition, it
is relatively simple and rapid to obtain in a laboratory
with no special expertise. Their main advantage is that
the fingerprints are obtained with the minimum number
of primers: each experiment requires only two primers
and between two different experiments only one is
changed; all the fragments can be sequenced by the same
two universal sequencing primers. Thus the cost of the
study to obtain enough markers in a map is really low.
Thus, the results are obtained very rapidly since one
PCR followed by electrophoresis is sufficient for multi-
locus analysis of population diversity (Hoarau and Borsa
2000) or to detect and define new monolocus codomi-
nant markers (Perrot-Minnot et al. 2000).

We therefore developed DALP, AFLP and specific
primers on sunflower RI Lines to handle a significant
sample of reliable markers for mapping. We obtained the
longest map for sunflower. Several technical and scien-
tific implications are therefore discussed.

Materials and methods

Plant materials

The parents of the cross are two inbred lines of cultivated sun-
flower (H. annuus L.) that shares the same chromosome constitu-
tion (2n = 34). LR4 was derived from the NSH45 commercial 
hybrids (Institute of Field and Crops, Novi Sad, Yugoslavia). The
maintainer HA89 sunflower line was chemically emasculated with
gibberellins and pollinated by the restorer LR4 line. Recombinant
inbred lines were constructed according to the single-seed descent
method (SSD). At the F9 generation, 232 recombinant inbred lines

were available of which only 171 were used in this study. Young
leaves were harvested at the star bud stage in the field and stored
at –70 °C for DNA preparation.

Molecular methods

DNA preparation

DNA was extracted from 5 g of frozen leaves (without mid-veins)
with CTAB using the procedure described by Gentzbittel et al.
(1992). DNA concentration was adjusted to 10 ng/ml.

AFLP analysis

AFLP markers (Vos et al. 1995) were generated according to
Flores Berrios et al. (2000) with the combined set of EcoRI (E)
and MseI (M) primers (Table 1). We used the Life Technologies
AFLP Analysis System 1, AFLP Starter Primer Kit (Gibco BRL),
according to the manufacturer’s instructions. 

Specific PCR (sPCR) and DALP analyses

Specific oligonucleotides were designed from cDNA library cod-
ing for the induced pathogenesis-related (IPR) proteins STH-2 and
STH-21 expressed in potato during Phytophtora infestans
(g169578) infection (Matton et al. 1993). We generated the re-
verse primer STH21A (19-mer) 5¢-GCGTAGACAGAAGGAT-
TGG-3¢ and the forward STH21B (19-mer) 5¢-CACTTGA-
GACCACAACACC-3¢. Final products were not yet sequenced;
thus they were considered as anonymous markers.

DALP protocol was adapted to sunflower (Desmarais et al.
1998). Amplifications were performed with seven forward selec-
tive primers and a single reverse primer (Table 2). 

DALP and sPCR reverse primers were radiolabeled with 1 ml
of ATP 33P (converted to 3 mCi of Bq/nmol, 10 mCi idem of
ici/ml), 50 pmol of Oligo-reverse, (final concentration) 2 ml of T4
polynucleotide (PN) kinase buffer 10¥, and 1 ml of T4 PN Kinase

Table 1 Comparison of AFLP, DALP and specific primer combi-
nations for their capacity to generate polymorphic markers be-
tween the two sunflower inbred lines LR4 and HA89. The P%

polymorphism rate, the number of mapped markers, and the clus-
ters formed in linkage groups (N: the number of clustered mapped
markers generated by the corresponding primer combination)

Primer combination Scored Polymorphic bands Mapped markers P% Clusters with N markers
bands

LR4 HA89 LR4 HA89 N = 2 N ≥ 3

E-AAC/M-CAT 136 8 10 7 9 13.6 1 0
E-AAC/M-CAG 106 6 10 5 8 15.1 0 0
E-AAC/M-CAA 126 9 12 8 10 16.7 2 0
E-AAC/M-CTT 113 13 10 9 10 20.4 1 0
E-AAC/M-CTC 103 8 10 6 8 17.5 0 0
E-ACA/M-CTG 98 10 14 9 11 24.5 2 0
E-ACA/M-CAG 117 13 15 13 14 23.9 0 0
E-ACA/M-CAC 127 16 10 14 9 20.5 7 3
E-ACC/M-CAT 99 13 6 10 6 19.2 2 0
E-ACC/M-CAA 115 14 13 10 11 23.5 2 0
E-ACC/M-CAG 98 7 12 7 12 19.5 3 0
E-ACC/M-CTA 111 15 11 8 14 23.4 3 0
E-ACC/M-CTC 103 11 10 6 7 20.4 1 0
E-ACC/M-CAC 95 9 6 4 4 15.8 0 0
DALP232 57 3 4 3 2 12.3 0 0
DALP233 67 7 4 5 4 16.4 1 0
DALP234 81 7 7 7 6 17.3 1 0
DALP235 89 5 6 5 6 12.4 1 0
DALP242 77 4 4 4 3 10.4 1 0
DALP243 83 4 5 3 4 10.8 0 0
DALP244 66 1 3 1 1 0.61 0 0
STH21 83 6 1 6 1 0.96 1 0
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(10 U/50 pmol) in a final volume of 20 ml. The mix was incubated
at 37 °C up to 1 h and reaction was stopped at 70 °C for 5 min.
Amplifications were performed in a final volume of 20 ml with
1 ml of dNTP (2 mM) [final concentration 1.5 ml MgCl2 (25 mM),
5 pmol of Oligo-forward primer, 2 ml of labeled Oligo-reverse
primer, 2 U of Taq buffer 10¥, 2 ml of DNA (10 ng/ml) and 0.5 U
of Taq polymerase. The PCR protocol was optimized with the 
following program: 4 min pre-incubation at 94 °C followed by 
40 cycles at 94 °C for 1 min, 49 °C for 2 min, 72 °C for 2 min
with a final 6-min elongation at 72 °C. A negative control was
used in each experiment to test for the presence of DNA contami-
nation in reagents and reaction mixtures. Electrophoresis and char-
acterization were performed according to the published protocol
(Desmarais et al. 1998).

Data analyses

Two different persons visually scored AFLP and DALP autoradio-
grams and only markers consistent through the two readings were
further taken into consideration for map construction. Segregation
of alleles into genotypic classes at each locus was checked against
the expected 1:1 ratio for a set of RI Lines by using a chi-square
test of the MapDisto program (http://www.mpl.ird.fr/~lorieux/
mapdisto) with a significance level of 5%.

Map construction was performed with MAPMAKER version
3.0 (Lander et al. 1987). The genomic constitution of each RI line
was determined from the frequencies of each genotypic class
across all loci. We first identified all pairs of linked markers using
the ‘two-point/group’ command with LOD >6.0 and a maximum
recombination fraction of 0.35. All artefacts causing wrong link-
ages were then avoided. The most-likely order of markers in each
group was determined by multipoint analysis using the ‘order’,
‘compare’ and ‘ripple’ commands. Secondly, we decreased the
LOD score step by step to 3.1 and assigned all linked small groups
(two) and remaining markers using the ‘try’ command. Finally, all
suitable and befitted markers were mapped and ordered without
ambiguity using a LOD threshold higher than 2.0. The Kosambi
mapping function was used to calculate distances (cM) between
markers (Kosambi 1944). The total sunflower genome length was
calculated by the formula described by Hulbert et al. (1988) with
the Mathematica software (Wolfram 1988).

Results

Polymorphism rate

DNA of the two parents and the F1 hybrids were used to
test the reproducibility in four replicate experiments for
each primer combination. The sPCR did not produce 
the expected single band corresponding to the targeted
STH-2 gene but to a multilocus pattern. Nevertheless, it
was further exploited as the result of arbitrarily primed
PCR fingerprinting. All scored bands revealed by DALP,
sPCR and AFLP pairing primers are correctly inherited
and can be reproduced consistently. For each AFLP
primer combination, the number of revealed bands

ranged between 95 and 136, with the mean of 110 and an
average of 21.5% polymorphic bands (Table 1), whereas
the number of visible bands for the DALP pairing primer
was lower, with a mean of 74 and an average of 12.5%
polymorphic bands. The total number of scored bands
for different pairing primers was not correlated with the
number of polymorphic bands (R2 = 0.30). The percent-
age of polymorphic fragments was higher for AFLPs
than for DALPs. Nevertheless, DALP markers were very
easy to obtain and autoradiograms were faster and less
difficult to read (Fig. 1). Their molecular weight ranged
between 200 and 1,000 bases. 

Seven polymorphic fragments for 83 scored bands
were generated by the sPCR pairing primer (STH21).
Six of them involved the parental LR4 markers.

Table 2 Sequences of primers
used for DALP analysis Amplification and sequencing:USPa DALPR 5¢TTTCACACAGGAAACAGCTATGAC3¢

Selective primers: DALP2Xi DALP232 5¢GTTTTCCCAGTCACGACGAC3¢
DALP233 5¢GTTTTCCCAGTCACGACACG3¢
DALP234 5¢GTTTTCCCAGTCACGACCAG3¢
DALP235 5¢GTTTTCCCAGTCACGACCAC3¢
DALP242 5¢GTTTTCCCAGTCACGACCTAG3¢
DALP243 5¢GTTTTCCCAGTCACGACTACG3¢
DALP244 5¢GTTTTCCCAGTCACGACTGAC3¢

a USP, universal-sequencing
primers The bold group of 
nucleotides indicates the 
– 40 USP sequence

Fig. 1 Autoradiogram showing DALP and AFLP fingerprints
of different RI lines generated with primer combinations DALP-
Reverse/DALP235 and E-ACA/M-CAC, respectively
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Fig. 2 The molecular linkage map of 171 (F8/F9) sunflower RI
lines derived from a cross between the two cultivated inbred lines
(>F6) HA89 and LR4 combining 245 AFLP, 57 DALP and seven
specific PCR (sPCR) markers. DALP and sPCR markers are des-
ignated, respectively, by the letters M2Xi (Table 1) and STH21,
followed by the letters L (LR4 fragment) or H (HA89) and the
decreasing order of molecular weights. AFLP markers are desig-
nated by the two last letters of the EcoRI primer followed
by the letters L or H, the decreasing order of molecular weight

and the two last letters of the MseI primer (Table 1). The molecu-
lar weight of several mapped markers ranged between 200
and 1,000 bp to the nearest 10-bp value. One and two asterisks 
indicate markers with distorted segregation ratios at P < 005 and
P < 001, respectively. All linked markers are indicated on the right
of the framework. Map distances (left) were estimated by the
Kosambi function (cM). Dotted lines indicate the map of two
groups with a 3>LOD>2 in G4 and G14



Segregation and mapping

A total of 64 DALP, seven sPCR and 301 AFLP markers
were held in segregation analysis. A majority of them
(96.5%) fitted the expected 1:1 Mendelian ratio. Only
3.1% of the DALP markers and respectively 3.7% of 
the AFLPs deviated significantly from the expected ratio
(P < 0.01) and then have been removed from linkage
analysis. Two DALP (3%) and ten AFLP (3.3%) 
markers, which presented the same profiles, were cou-
pled into six markers. Two AFLP bands (1.9%) appeared
to be combined into one locus. Also, we noted the high
level of mapped markers (see Table 1) originating from
the parent HA89 (160/183 @ 87.4%) compared to those
derived from the male parent LR4 (150/189 @ 79.3%).

The whole map contained 305 markers arranged in 18
linkage groups and 54 (17.7%) single markers (Fig. 2).
The full-length map was 2,168.6 cM and the average in-
terval distance between markers was 7.1 cM. The num-
ber of mapped loci for each linkage group varied be-
tween 6 and 32, with assessed genetic distances of 60.3
to 203.2 cM. Seventyone percent of genetic distances be-
tween pairwise-mapped markers were less than 10 cM
and 94.7% were less than 20 cM (Fig. 3). Only 5% of
our genetic map presented regions where the distance be-
tween adjacent markers was greater than 20 cM. This
produced some gaps in the map, which are located at the
end of several linkage groups where few AFLP but fre-
quently DALP markers were dispersed. Nevertheless,
5–11 AFLP markers were clustered and formed a highly
saturated linkage block in some linkage groups (Fig. 2),
while mapped DALP markers were randomly distribut-
ed. Moreover, the fine distribution analysis of mapped
primer pair bands indicated that the AFLP (E-ACA/
M-CAC)-generated markers were clustered in short
blocks of two and more than three markers. The majority
of them were located in the highly saturated AFLP 
clusters (Table 1, Fig. 2). Finally, two pairs of STH21
markers were located in two linkage groups (G2, G9)
and three markers were dispersed in three linkage groups
(G8, G10, G11). 

Discussion

The polymorphism rate revealed in this cross by AFLP
primer pairs was higher (21.5) than those obtained by
DALP (12.5). This corresponds to an average of two
DALP markers per primer combination. Nevertheless,
the percentage of AFLP bands that remained unlinked
(14.9%) was equivalent (P > 0.05) to the unlinked DALP
markers (12.5%). However, the level of LR4 mapped
markers (79.3%) was lower than that of HA89 mapped
markers (87.4%). This suggests that a substantial portion
of the male-parent LR4 genome is genetically under-
represented in our map. This difference could originate
from the complex pedigree of LR4, incorporating wild
sunflower genotypes of diverse origin (D. Skoric, per-
sonal communication). Indeed meiotic abnormalities 

relating to the ancestral polyploid origin of H. annuus
have also been reported (Sossey-Alaoui et al. 1998) and
may explain the male recombination suppression on 
interspecific hybrids (Rieseberg et al. 1995).

The high levels of unlinked molecular markers have
been previously reported in maps of sunflower and other
species. Jan et al. (1998) found that 14.4% of RFLPs
were unlinked to the map of cultivated sunflower, while
Flores Berrios et al. (2000) reported a 17.5% level of un-
mapped AFLP markers in sunflower inbred lines origi-
nating from a cross between PAC2 and RHA266. A
spectacular level of unlinked AFLP markers (46%) was
reported in a high-density map of maize (Vuylsteke et al.
1999). The low number of classical informative markers
segregating in a single cross could explain these results;
only limited information about the process of recombina-
tion in the whole genome could be obtained from each
single cross. A composite map would be a good way to
overcome this problem.

The total number (96.5%) of markers fitted the ex-
pected 1:1 Mendelian ratio. Only 3.5% (3.7% of AFLP
markers and 3.1% of DALP markers) deviated signifi-
cantly from the expected ratio. Similar proportions of
markers (3%) showing distorted segregation were re-
ported in Brassica rapa (Song et al. 1991). These rates
are less than those reported by Gentzbittel et al. (1995)
in a consensus linkage RFLP map of cultivated sun-
flower (8%).

AFLP markers are clustered on the map leading to the
formation of highly saturated linkage blocks in seven
groups. In contrast, there is an average distance between
markers of over 6 cM in the total length of the group.
Such unequal distributions of recombination along the
chromosomes have been quoted in other maps of sun-
flower and other species by many authors (Tanksley et
al. 1992; Van Deynze et al. 1995; Peerbolte and Peleman
1996; Wei et al. 1999; Gedil et al. 2001). They explained
such phenomena by a more important suppression of 
recombination at centromeric and telomeric regions of
chromosomes, so that AFLP markers were closely
packed in these regions. However, our map revealed that
some AFLP, sPCR and DALP markers were scattered
between clusters (Fig. 2). Moreover, Lotti et al. (2000)
did not observe such phenomena with the integration of
AFLP markers to an RFLP-based map of durum wheat
RI lines. The same observation was noted by Park et al.
(2000) in a genetic map of cucumber composed of 
RAPDs, RFLPs and AFLP markers. This suggested that
AFLP clusters were not always located in telomeric/
centromeric regions. The use of telomeric probes or
markers may be a good way to judge such a hypothesis.
The centromeric, telomeric and some intermediate re-
gions of chromosomes are extremely enriched in re-
peated sequences. If the basic DNA repeat unit contains
a recognition site for the restriction enzyme used in
AFLP, then a large number of restriction fragments will
be produced from these special sequences. Moreover, the
sequence of the repeat unit can be largely variable lead-
ing to inter-individual restriction polymorphisms. Conse-
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quently a large number of AFLP markers may be located
in centromeric, telomeric and intermediate regions lead-
ing to a biased distribution over the whole map. This is a
well-described problem that was first encountered by the
pioneers in polymorphism analysis using RFLP.

Gap areas on linkage groups are also sparsely popu-
lated. These results are consistent with the reports from
barley, tomato and other crops (Tanksley et al. 1992;
Becker et al. 1995). Compared to other sunflower maps,
our map presented less gaps (5.3%) than those obtained
(7.9%) by Flores-Berrios et al. (2000) in which more
than three gaps were higher than 40 cM. DALP markers
were more evenly distributed across the sunflower ge-
nome and reduced such regions. Furthermore, the addi-
tion of RAPD and simple sequence repeat (SSR) markers
to RFLPs map have been proved to fill larger gaps 
(Giovannoni et al. 1991; Joobeur et al. 2000). This sug-
gested that additional regions could be covered if we 
diversified the use of molecular-marker techniques.

PCR amplification with primers designed based on
conserved resistance-gene sequences is an efficient 
approach in identifying and mapping resistance-gene 
analogs (Leister et al. 1996; Michelmore and Meyers
1998). Sequence comparisons between these genes for
several plant and mammalian species revealed structural
similarities of domains, suggesting putative functional
roles for the encoded proteins. The use of generated
primer pairs for homology cloning of known genes
scored a good success. Our specific PCR strategy was to
amplify conserved motifs in the STH-2 fungal resistance
gene (Matton et al. 1993), and then all polymorphic 
generated bands were added in a dense map of the RI
population. Seven polymorphic STH21 bands fitted the
ratio 1:1 at a < 0.05 and were added to the map. Six of
them came from LR4.

The combination of DALP and AFLP markers 
appears to be an efficient method to map sunflower in 
a RI line population. Some DALP markers covered 
regions more than 20 cM long and appeared as a 
good complement to the AFLP data. Such results were
highly visible in some linkage groups like G1(M242H7,
M235L11), G2(M235L4, MSTH21L6, M235H9),
G4(M242L3, M242L6), G7(M235H10, M243L4),
G8(M234L6, M242H8, M234L14), G9(M232H7,
M234L4), G10(M234L8, M232L6), G12(M233L9,
M232L1), G15 and G17 (Fig. 2). The total length of the
genome map was 2,168.6 cM, which is less than esti-
mated by the Hulbert method (2,200 cM). This indicated
that we were on the brink of a saturated map. Even eight
linkage groups were stable at LOD >9 and probably rep-
resented real chromosomes. Such result have never been
reported in other published sunflower maps. Neverthe-
less, in comparison of the combined AFLP/RFLP maps
with the original CARTISOL RFLP maps, Peerbolte
(1996) found some rearrangements in order and in the
number of linkage groups at a LOD score of 5.5. The
first trial performed with DALP here make up their suit-
able quality, besides their lower cost (9.9 Euro less than
half the cost of AFLP 20.7 Euro), to randomly cover the

previous sunflower map. However, some gaps in this
map still remain uncovered. The number of linkage
groups (18) is superior to the number of chromosomes
(n = 17). A continued effort to develop and map markers
will be necessary to fill the gaps in the sunflower com-
parative map and to continue its refinement. This will
provide an essential tool for detailed functional analyses
of the sunflower genome, which has already began.

Acknowledgements Thanks are due to Dr. François Bonhomme
(Laboratoire de Génome, Populations et interactions CNRS UMR
5000, Université Montpellier II) for the use of laboratory facilities.
We thank Sandrine Viallet and David Bru for technical assistance.
This research was supported by PROMOSOL and INRA.

References

Becker J, Vos P, Kuiper M, Salamini F, Heun M (1995) Combin-
ing mapping of AFLP and RFLP markers in barley. Mol Gen
Genet 249:65–73

Brahm L, Röcher T, Friedt W (2000) PCR-based markers facilitat-
ing marker assisted selection in sunflower for resistance to
downy mildew. Crop Sci 40:676–682

Burr B, Burr FA, Thompson KH, Alberston MC, Stuber CW
(1988) Gene mapping with recombinant inbreds in maize. 
Genetics 118:519–526

Desmarais E, Lanneluc I, Lagnel J (1998) Direct amplification of
length polymorphisms (DALPs) or how to get and characterize
new genetic markers in many species. Nucleic Acids Res
26:1458–1465

Flores-Berrios E, Gentzbittel L, Kayyal H, Alibert G, Sarrafi A
(2000) AFLP mapping of QTLs for in vitro organogenesis
traits using recombinant inbred lines in sunflower (Helianthus
annuus L.). Theor Appl Genet 101:1299–1306

Gedil MA, Wye C, Berry S, Segers B, Peleman, Jones R, Leon A,
Slabaugh MB, Knapp SJ (2001) An integrated restriction frag-
ment length polymorphism – amplified fragment length poly-
morphism linkage map for cultivated sunflower. Genome
44:213–221

Gentzbittel L, Perrault A, Nicolas P (1992) Molecular phylogeny
of the Helianthus genus, based on nuclear restriction-frag-
ment-length-polymorphism (RFLP). Mol Biol Evol 9:872–892

Gentzbittel L, Vear F, Zhang YX, BervilléA, Nicolas P (1995) 
Development of a consensus linkage RFLP map of cultivated
sunflower (Helianthus annuus L). Theor Appl Genet 89:419–
425

Gentzbittel L, Mouzeyar S, Badaoui S, Mestries F, Vear F, 
Tourvieille de Labrouhe, Nicolas P (1998) Cloning of molecu-
lar markers for disease resistance in sunflower, Helianthus
annuus L. Theor Appl Genet 96:519–525

Gentzbittel L, Mestries E, Mouzeyar S, Mazeyrat F, Badaoui S,
Vear F, Tourvieille de Labrouhe D, Nicolas P (1999) A com-
posite map of expressed sequences and phenotypic traits of the
sunflower (Helianthus annuus L) genome. Theor Appl Genet
99:218–234

Giovannoni J, Wing R, Ganal MW, Tanksley SD (1991) Isolation
of molecular markers from specific chromosomal intervals 
using DNA pools from existing mapping populations. Nucleic
Acids Res 19:6553–6555

Hoarau G, Borsa P (2000) Extensive gene flow within sibling 
species in the deep-sea fish Beryx splendex. CR Acad Sci
France 323:315–325

Hulbert SH, Ilott TW, Legg EJ, Lincoln SE, Lander ES, Michelmore
RW (1988) Genetic analysis of the fungus, Bremia lactucae, 
using restriction fragment length polymorphisms. Genetics
120:974–958

Jan CC, Vick BA, Miller JF, Kahler AL, Butler ET (1998) 
Construction of an RFLP linkage map for cultivated sun-
flower. Theor Appl Genet 96:15–22

1073



Song KM, Suzuki JY, Slocum MK, Williams PH, Osborn TC
(1991) A linkage map of Brassica rapa (syn. campestris)
based on nuclear restriction fragment length polymorphism 
loci. Theor Appl Genet 82:296–304

Sossey-Alaoui K, Serieys H, Tersac M, Lambert P, Schilling E,
Griveau Y, Kaan F, BervilléA (1998) Evidences for several
genomes in Helianthus. Theor Appl Genet 97:322–340

Tanksley SD, Ganal MW, Prince JP, De Vicente MC, Bonierbale
MW, Brou P, Fulton TM, Giovannoni JJ, Grandillo S, 
Martin GB, Messeguer R, Miller JC, Miller L, Patterson AH,
Pineda O, Roder MS, Wing RC, Wu W, Young ND (1992)
High-density molecular linkage maps of tomato and potato
genomes. Genetics 132:1114–1160

Van Deynze AE, Nelson JC, O’Donoughue LS, Ahn SN, 
Siripoonwiwat W, Harrington SE, Yglesias ES, Braga DP,
McCouch SR, Sorrells ME (1995) Comparative mapping
grasses of oat relationships. Mol Gen Gent 249:349–356

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 23:4407–4414

Vuylsteke M, Mank R Antonise R, Baastiaans E, Senior ML, 
Stuber CW, Melchinger AE, Lubbersted T, Xia XC, Stam P,
Zabeau M, Kuiper M (1999) Two high-density AFLP linkage
maps of Zea mays L: analysis of distribution of AFLP 
markers. Theor Appl Genet 99:921–935

Wei F, Werner KS, Morroll SM, Kurth J, Mao L, Wing R, 
Leister D, Schulze-Lefert P, Wise RP (1999) The Mla
(powdery mildew) resistance cluster is associated with three
NBS-LRR gene families and suppressed recombination within
a 240-kb DNA interval on chromosome 5S (1HS) of barley.
Genetics 153: 1929–1948

Wisconsin Package, Version 8, September (1994) Genetics com-
puter group, 575 Science Drive, Madison, Wisconsin 53711,
USA

Wolfram S (1988) Mathematica, a system for doing mathematics
by computer. Addison-Wesley Publishing Company Inc, Red-
wook City, California

1074

Joobeur T, Periam N, De Vicente MC, King GJ, Arûs P (2000)
Development of a second-generation linkage map for almond
using RAPD and SSR markers. Genome 43:649–655

Kosambi DD (1944) The estimation of map distances from recom-
bination values. Ann Eugen 12:172–175

Lander ES, Green P, Abrahamson J, Barlow A, Daly MJ, Lincoln
SE, Newburg L (1987) MAPMAKER: an interactive computer
package for constructing primary genetic linkage maps of 
experimental and natural populations. Genomics 1:174–181

Leister D, Ballvora A, Salamini F, Gebhardt C (1996) A PCR-
based approach for isolating pathogen resistance genes from
potato with potential for wide application in plants. Nature
Genet 14:421–428

Lotti C, Salvi S, Pasqualone A, Tuberosa R, Blanco A (2000) Inte-
gration of AFLP markers into an AFLP-based map of durum
wheat. Plant Breed 119:393–401

Matton DP, Prescott G, Bertrand C, Camirand A, Brisson N (1993)
Identification of cis-acting elements involved in the regulation
of the pathogenesis-related gene STH2 in potato. Plant Mol
Biol 22:279–291

Michelmore RW, Meyers BC (1998) Clusters of resistance genes
evolve by divergent selection and a birth and death process.
Genome Res 8:1113–1130

Park YH, Sensoy S, Wye C, Antonise R, Peleman J, Havey MJ
(2000) A genetic map of cucumber composed of RAPDs,
RFLPs, AFLPs, and loci conditioning resistance to papaya ring
spot and zucchini yellow mosaic viruses. Genome 43:1003–1010

Peerbolte RP, Peleman J (1996) The CARTISOL sunflower RFLP
map (146 loci) extended with 291 AFLP markers. In: Proc
18th Sunflower Res Forum, pp 11–12

Perrot-Minnot MJ, Lagnel J, Migeon A, Navajas M (2000) Track-
ing paternal genes with DALP markers in a pseudoarrhenotok-
ous reproductive system: biparental transmission but haploid-
like inheritance in the mite Neoseiulus californicus. Heredity
84:702–709

Rieseberg LH, Linder CR, Seiler GJ (1995) Chromosomal and ge-
netic barriers to introgression in Helianthus. Genetics 141:1163–
1171


