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Abstract

M. chitwoodi andM. fallax populations are clustered and separated from the other species studied. The genetic
observed forM. incognita, M. arenaria, M. javanica, M. hapla, andM. mayaguensis correlates well with the previously validate
species. Two main groups can be identified within theM. chitwoodi/M. fallax cluster, the first group comprises onlyM. chitwoodi
populations whereas the second group is made ofM. chitwoodi andM. fallax populations. Moreover,M. chitwoodi displays a
higher genetic diversity thanM. fallax and is characterised by the presence of several clusters.To cite this article: M. Fargette
et al., C. R. Biologies 328 (2005).
 2005 Académie des sciences. Published by Elsevier SAS. All rights reserved.

Résumé

Analyse AFLP de la diversité génétique de Meloidogyne chitwoodi et M. fallax, ravageurs importants des cultures.
Les populations deM. chitwoodi et M. fallax se regroupent séparément des autres espèces étudiées. La diversité gé
observée chezM. incognita, M. arenaria, M. javanica, M. hapla et M. mayaguensis est corrélée avec les espèces étab
Deux groupes principaux sont identifiés à l’intérieur de l’ensembleM. chitwoodi/M. fallax, le premier comprenant uniqueme
des populations deM. chitwoodi, et le second des populations deM. chitwoodi et M. fallax. De plus,M. chitwoodi montre une
diversité génétique supérieure à celle deM. fallax et se structure en plusieurs sous-ensembles.Pour citer cet article : M. Fargette
et al., C. R. Biologies 328 (2005).
 2005 Académie des sciences. Published by Elsevier SAS. All rights reserved.

Keywords: Meloidogyne chitwoodi; Meloidogyne fallax; Plant parasitic nematodes; Genetic diversity; AFLP

Mots-clés : Meloidogyne chitwoodi ; Meloidogyne fallax ; Nématodes phytoparasites ; Diversité génétique ; AFLP

* Corresponding author.
E-mail address: mireille.fargette@mpl.ird.fr(M. Fargette).
1631-0691/$ – see front matter 2005 Académie des sciences. Published by Elsevier SAS. All rights reserved.
doi:10.1016/j.crvi.2005.02.001

http://france.elsevier.com/direct/CRASS3/
mailto:mireille.fargette@mpl.ird.fr


456 M. Fargette et al. / C. R. Biologies 328 (2005) 455–462

rth-
ab-
n

SA,

s,
id-
or-

-
el-
he

i-
s of

ize,
-
bil-

of
hern
ith

cli-

n

in

1
ta-
e of
rent
t
s

-

of
-
ge-
ls.

as

the
or-

ed

in

ly
c
cific

in-

at

h
that

ds.
are

gle

ere

gette

as

ed
1. Introduction

The root-knot nematodeMeloidogyne chitwoodi
was first isolated and characterised on potato in no
ern USA [1]. Since then, this nematode has est
lished itself as a major multi-million dollars pest o
potato tubers and is also recorded in western U
Mexico, Argentina and South Africa[2–6]. More re-
cently, M. chitwoodi was found in the Netherland
Belgium, Germany and Portugal, where it is cons
ered an emerging pest threatening potato, but also
namental productions.M. chitwoodi remained unno
ticed for long, probably because of populations in r
atively low numbers and possible confusion with t
prevalent nematode in Northern Europe,Meloidog-
yne hapla. Economical impact in Europe, through d
rect loss and downgraded infested tuber stocks, i
concern. In addition,M. chitwoodi is able to develop
on other major crops such as alfalfa, wheat, ma
beet, carrot, etc.[7–9]. The risk of spread through
out the European continent is increased by the a
ity of M. chitwoodi to develop over a large range
temperature. It threatens southern as well as nort
Europe, where it can cohabit and be confused w
other species of nematodes prevailing in milder
matesMeloidogyne arenaria, M. incognita, andM. ja-
vanica. A critical issue will therefore be to ensure a
early and reliable detection ofM. chitwoodi.

Identification of species within the genusMeloidog-
yne mostly relied on esterase banding patterns
polyacrylamide gel electrophoretic analysis[10–12].
Using this technique, the speciesM. chitwoodi was
characterised by an esterase pattern designated S[4].
A second population of nematodes attacking po
toes in Europe was characterised by the absenc
an esterase band (null phenotype) and by a diffe
MDH pattern[13]. This biochemical variant was firs
assigned toM. chitwoodi and was later described a
Meloidogyne fallax [14]. Molecular diagnostics aim
ing at discriminatingM. chitwoodi andM. fallax were
developed, based on ITS[15,16], IGS [17,18] and
SCARs[19].

However a broad view of the genetic diversity
M. chitwoodi andM. fallax is required and more dis
criminative markers are needed to investigate the
netic diversity at both inter-and intra-specific leve
Different strategies were developed using RFLP[20],
RAPD[21] and AFLP markers[22–25]to analyse the
genetic diversity of various species ofMeloidogyne.
They further proved useful to distinguish between
well as within species.

AFLP markers were proved useful to analyse
inter- and intra-specific genetic diversity of various
ganisms such as plants[26,27], insects[28], fishes[29,
30], snakes[31], fungi [32] or bacteria[33]. Different
levels of discrimination and analysis were achiev
such as identification of interspecific hybrids[30],
analysis of patterns of genetic differentiation with
an insect species complex[28], phylogeny of rapidly
evolving clades[29] or discrimination between close
related species[33]. At the intra-specific level, geneti
diversity was assessed and structured into sub-spe
taxa[27–29,31,32].

The work presented in this article was aimed at
vestigating the genetic diversity ofM. chitwoodi and
M. fallax using AFLP markers. We report here th
the group comprisingM. chitwoodi andM. fallax sep-
arates clearly from the otherMeloidogyne species. We
also report thatM. chitwoodi is characterised by a hig
genetic diversity and is structured into subgroups
may be undergoing speciation.

2. Material and methods

2.1. Populations of nematodes

Nematode samples originated from farm fiel
Codes, specific diagnosis and geographical origins
provided inTable 1. Lines of M. incognita, M. are-
naria, M. javanica, M. mayaguensis and M. hapla
originate from nematode cultures raised from sin
egg mass lines, whereasM. chitwoodi and M. fallax
correspond to sampled populations. Nematodes w
multiplied on susceptible tomato in greenhouses.

2.2. Molecular marker analyses

Genomic DNA from lines ofM. arenaria, M. ja-
vanica, M. incognita, M. mayaguensis and M. hapla
was extracted and prepared as described by Far
et al. [20], and genomic DNA fromM. chitwoodi and
M. fallax populations was extracted and prepared
described by Zijlstra et al.[16]. DNA samples ex-
tracted fromM. chitwoodi andM. fallax isolates were
checked for contamination as previously describ
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Table 1
Populations ofMeloidogyne nematodes used for genetic divers
analysis

Nematode species Sample code Geographic ori

M. javanica 22 Burkina Faso
23 Burkina Faso

M. arenaria 10 Ivory Coast
28 French West Indies
31 French West Indies
32 French West Indies

M. incognita 9 Ivory Coast
15 Thailand

M. mayaguensis 3 Ivory Coast
13 Puerto Rico

M. hapla 33 The Netherlands
M. chitwoodi cce The Netherlands

ck The Netherlands
cu The Netherlands
cl The Netherlands
cp The Netherlands
ca The Netherlands
cx The Netherlands
cz The Netherlands

ccg Portugal
cch Argentina
cbh California

M. fallax fa The Netherlands
fb The Netherlands
fh France

[16,19,34]. The AFLP procedure was conducted und
standard conditions as recommended by the manu
turer (AFLP Analysis System I kit, BRL). 150 ng o
primary templates were digested byEcoRI andMseI
in the reaction buffer provided with the kit for 2 h
37◦C in a final volume of 25 µl. The mixture was inc
bated at 70◦C for 15 min to inactivate the restrictio
endonucleases, put on ice and ligated toEcoRI and
MseI adapters with T4 DNA ligase for 2 h at 20◦C
in a final volume of 50 µl. A 1:10 dilution of the lig
ation mixture was performed in TE buffer[35] and
5 µl of diluted mixture was used as template for
non-selective preamplification reaction. Preamplifi
tion was performed in the presence of the pre-a
primer mix (containing the preamplification primer
provided by the supplier in a final volume of 51 µl a
1 unit of Taq DNA polymerase for a total of 20 cycl
under the following conditions: 94◦C for 30 s, 56◦C
for 60 s and 72◦C for 60 s. After completion of the 2
cycles, samples were maintained at 4◦C and preampli-
fication was checked by electrophoresis in 2% aga
gel at 11 v cm−1 and staining with ethidium bromid
along with DNA fromArabidopsis thaliana as a con-
trol sample and a DNA ladder ranging from 75
to 4 kb. Preamplification was considered succes
when bands from 100 to 1000 bp were clearly v
ble. Primers were end-labelled with (γ -33P) ATP as
recommended by the supplier (Amersham) and se
tive amplifications were conducted using a total
seven combinations. The primers contained two
lective bases on theEcoRI side and three selectiv
bases on theMseI side. The selective nucleotides
the seven primers were TG/CAA, TC/CTG, AC/CA
TC/CAA, TC/CAT, AC/CTG, TA/CAA. Selective am
plification was conducted as specified by the supp
in a final volume of 20 µl first for 1 cycle at 94◦C for
30 s, 65◦C for 30 s and 72◦C for 60 s, then for 12 cy
cles, where the annealing temperature is lowered
0.7◦C at each cycle and finally for a series of 23 c
cles at 94◦C for 30 s, 56◦C for 30 s and 72◦C for
60 s. After PCR amplification, samples were analy
by electrophoresis in a 0.4-mm-thick, 5% polyac
lamide gel under denaturing conditions (7.5 M ure
Migration was performed in 0.5× TBE buffer [35]
at 1.4 W cm−1 until bromophenol blue is remove
from the gel. The gel was then transferred onto Wh
man paper, dried and exposed to autoradiography
(Fuji) for one week.

2.3. Data analysis

Scoring for presence/absence of AFLP bands
data analysis was carried out as described in pr
ous studies[20,21]. These data were analysed usi
the statistical package Genstat 5[36] to produce sim-
ilarity matrices[37]. Dendrograms were constructe
according to UPGMA. The topology of the dendr
gram shown inFig. 1was assessed by a bootstrap t
(1000 bootstraps).

3. Results

3.1. Genetic relatedness of M. chitwoodiand
M. fallax to other Meloidogynespecies

The genetic relatedness ofM. chitwoodi andM. fal-
lax to otherMeloidogyne species was investigated b
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Fig. 1. Dendrogram of the relationships betweenMeloidogyne species. Only bootstrap values higher than 950 are shown.
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comparing a total of 14 populations to 11 lines b
longing to five species (two lines ofM. incognita,
four lines of M. arenaria, two lines ofM. javanica,
one line ofM. hapla and two lines ofM. mayaguen-
sis). The distribution of the various samples as sho
by AFLP analysis is presented inFig. 1. The dis-
tribution shows that the selected representatives
M. incognita, M. arenaria, M. javanica, M. hapla,
and M. mayaguensis fall into distinct groups. The
M. mayaguensis lines (samples 3 and 13) are clea
separated from the others with a bootstrap value
1000. Similarly, theM. incognita lines make a sepa
rate group characterised by a similar bootstrap va
Although M. arenaria and M. javanica appear clus-
tered, the very high bootstrap value (1000) that s
ports theM. javanica branch indicates that they a
clearly separate groups.M. chitwoodi and M. fallax
populations are clustered and clearly separated f
the other species ofMeloidogyne with a bootstrap
value of 1000.

Data from the similarity matrix (Table 2) indicate
that the percentage of similarity between theM. chit-
woodi/M. fallax group andM. hapla, the M. javan-
ica/M. arenaria group,M. mayaguensis andM. incog-
nita is 49.92%, 37.55%, 46.11% and 42.68%, resp
tively. Samples 22 and 23 which areM. javanica lines
are shown inFig. 1 to be more closely related to sam
ple 28 (M. arenaria) than the latter is to otherM. are-
naria representatives (10, 31, and 32). Furthermo
the intraspecific similarity withinM. arenaria is lower
(79.32%, Table 3) and diversity not as stringentl
structured (bootstrap values of 849, 637 and 847) t
betweenM. arenaria and M. javanica (82.53% and
bootstrap value of 1000).

3.2. Genetic diversity of Meloidogyne chitwoodiand
Meloidogyne fallax

Two main and distinct clusters can be identified
Fig. 1. Cluster A comprises the cce, ck, cu, cl, c
and cp populations ofM. chitwoodi (group I). Clus-
ter B is more diverse and comprises populations
M. chitwoodi (group II: cx, ccg, cch, cbh and cz) an
M. fallax (group III: fa, fb and fh). Similarity values in
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,

Table 2
Genetic relatedness of theM. chitwoodi/M. falllax group to otherMeloidogyne species

Mc/Mf 77.07
Mh 49.92 100.00
Mj/Ma 37.55 55.55 82.27
Mm 46.11 52.18 45.30 97.11
Mi 42.68 53.70 71.09 48.96 92.61

Mc/Mf Mh Mj/Ma Mm Mi

Data represent the percentage of similarity between species ofMeloidogyne when considering thatM. chitwoodi andM. fallax represent a single
species andM. javanica andM. arenaria represent another single species. Mc/Mf:M. chitwoodi/M. fallax group (cce, ck, cu, cl, cp, ca, cx
ccg, cch, cbh, cz, fa, fh, fb). Mh:M. hapla [33]. Mj/Ma: M. Javanica/M. arenaria group[10,22,23,26,28,31,32]. Mm: M. mayaguensis [3,13].
Mi: M. incognita [9,15].

Table 3
Percentage of similarity between groups ofMeloidogyne species

I 90.11
II 69.34 81.40
III 72.05 80.34 88.43
Mh 40.57 54.80 60.50 100.00
Mj 35.97 47.92 54.87 53.89 97.84
Ma 25.42 38.76 44.04 56.38 82.53 79.32
Mm 37.93 50.42 55.31 52.19 54.09 40.91 97.11
Mi 35.14 46.46 51.48 53.70 75.92 68.68 48.96 92.61

I II III Mh Mj Ma Mm Mi

Groups I, II and III are identified inFig. 1. M. arenaria andM. javanica are considered as separate groups. Group I:M. chitwoodi populations
(cce, ck, cu, cl, cp, ca). Group II:M. chitwoodi populations (cx, ccg, cch, cbh, cz). Group III:M. fallax populations (fa, fh, fb). Mh:M. hapla
[33]. Mj: M. javanica [22,23]. Ma: M. arenaria [10,26,28,31,32]. Mm: M. mayaguensis [3,13]. Mi: M. incognita [9,15].
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Table 4
Percentage of similarity between clusters ofM. chitwoodi and
M. fallax

A 90.11
B 70.36 81.59

A B

Clusters A and B are identified inFig. 1. Cluster A comprises
M. chitwoodi populations only (cce, ck, cu, cl, cp, ca), whereas cl
ter B contains populations of bothM. chitwoodi (cx, ccg, cch, cbh,
cz) andM. fallax (fa, fh, fb).

Table 4reflect the presence of these two clusters, c
acterised by high bootstrap values (998 and 977). W
a percentage of similarity of 77% (Table 2), the inter-
nal variation within the overallM. chitwoodi/M. fallax
group is higher than those of clusters A and B (90
and 81.59%, respectively).

Within group I, the isolate cce branches separa
from isolates ck, cu, cl, cp and ca with a bootstr
value of 976 (Fig. 1). Group III is more homogenou
(88.43% similarity) than group II (81.4% similarity
Groups I and II (M. chitwoodi) are more distant to eac
other than group III (M. fallax) is from group II (Ta-
ble 3).

4. Discussion

The first evidence arising from the data presen
here is that outside from theM . chitwoodi/M . fallax
group, the observed genetic diversity correlates w
with the previously validated species, i.e.M. incog-
nita, M. javanica, M. arenaria, andM. mayaguensis.
These species are clearly clustered within groups s
rated by high bootstrap values (999 or 1000). The o
exception to this stringent clustering is theM. hapla
line (line 33) with a relatively low value of bootstra
(i.e., 677). This lack of stringency might be a con
quence of having only one population ofM. hapla in
the study, making impossible to assess the intraspe
variability.

The main branch comprisingM. chitwoodi and
M. fallax is clearly separated from the otherMeloidog-
yne species (large distance and high bootstrap valu
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The clear separation observed betweenM. chitwoodi
and M. hapla is in agreement with the theory of a
early separation of these two sympatric species con
ered to have occurred between 35 and 43 million ye
ago [38]. The high level of heterogeneity observ
within M. chitwoodi (groups I and II) also confirm
the concept ofM. chitwoodi being an ancient organ
ism as shown by a high diversity of the mitochondr
DNA [39] and of theAluI satellite DNA[40].

The genetic diversity revealed by AFLP marke
within the M. chitwoodi/M. fallax branch indicates
the presence of well-structured populations. The m
M. chitwoodi/M. fallax group cannot be considere
a single species sinceM. chitwoodi and M. fallax
have been shown to be reproductively isolated[41–
43]. The minimal clustering must then be conside
at the separation ofM. fallax samples (group III)
from theM. chitwoodi isolates, which is characterise
by a bootstrap value of 977. In contrast to the h
mogeneity of theM. fallax group,M. chitwoodi dis-
plays a large heterogeneity with isolates ranging i
two different clusters separated by high bootstrap
ues, i.e. groups I and II. Unlike interspecific marke
AFLP are specifically useful for investigating intrasp
cific variations and relatedness between closely rel
entities. Therefore, similarity matrices allow an i
sight on the relatedness between the different gro
through a comparative way. In the present study,
observed thatM. fallax is more similar to one sub
set of M. chitwoodi (group II) than this same subs
is to the group I ofM. chitwoodi. This observation
is in agreement with the analysis ofM. fallax satel-
lite DNA, which was found to be more closely r
lated to the two members of the pMcCo2 subfam
of M. chitwoodi satellite DNA than pMcCo2 was t
the pMcCo1 subfamily ofM. chitwoodi satellite DNA
[44]. Although, unlike satellite DNA, AFLP data ar
not meant for phylogenetic analysis, this organisat
of M. chitwoodi into distinct clusters may represe
speciation events under process. However, in con
to M. fallax, it is not possible to define their degre
of achievement. Further crossing experiments will
needed to investigate the existence of reproductive
lation between theM. chitwoodi clusters if any. Such a
distribution may reflect the facultative parthenogene
reproductive behaviour ofM. chitwoodi as well as the
poor ability of these organisms to move and mix a
would be compatible with the concept of complex
species. Owing to this low mobility, low encount
probability and trends to parthenogenesis, these
ulations could be considered as being ‘pseudoclon
Furthermore, beside amphimixy, facultative parthe
genesis most likely has a non negligible share in
reproductive process, as shown by the low numbe
males inM. chitwoodi populations[41].

The observed variation in the width of the gene
basis between groups I and II could also reflect
coexistence of populations characterised by differ
modes of reproduction. Indeed, biodiversity with
amphimictic populations would be displayed diffe
ently than in parthenogenetic ones. Under such a
pothesis, these two groups may correlate with differ
modes of reproduction, hence displaying different
grees of heterogeneity. On the other hand, one ca
exclude either a structuring effect of the host plants
which populations were sampled. However, appro
ately designed experiments will be needed to inve
gate these various hypotheses.

M. fallax is considered to have achieved spec
tion from at least one population ofM. chitwoodi [44],
displaying thus a narrower genetic basis as show
the similarity matrices presented inTable 3. Accord-
ing to the analysis of theAluI satellite DNA from
M. fallax, which was found to be less variable th
that of M. chitwoodi, this speciation was describe
as a recent event[44]. The structure of theM. chit-
woodi populations could be compatible with a pa
phyletic organisation. However, further studies us
phylogenetic markers, i.e. DNA sequences, mus
conducted to unravel this evolutionary aspect. Ass
ating these phylogenetic analyses to interfertility te
would definitely demonstrate whether the high gen
diversity observed withinM. chitwoodi is indeed an
image of populations currently undergoing speciat
or recently separated as species, a status which c
ultimately lead to a revision of the nomenclature,
done withM. fallax.

Acknowledgements

This work was supported by a grant from the E
programme FAIR-CT95-0896. The authors are v
grateful to Dr C. Zijlstra (Plant Research Internation
B.V., Wageningen, The Netherlands) for providi
M. chitwoodi andM. fallax purified DNA.



M. Fargette et al. / C. R. Biologies 328 (2005) 455–462 461

r-

e-

the

i-

d

no-
7

ca,
th

t-
the

the
5–

nse

n-

de

u-
tifi-

omy
in

Ne-

erk-

a-

r-

-
ne-

se
ix-
20

e-

e-
ies

acer,

n-
at
290.
g-
ons

ic
,

th

tag-
o-
ol.

so,
r di-

o-
no-
in
Ne-

ver-
d by

s

llo,
on-

l.

y-
he
6

ssi,
y
on,

ed
s at
ke,
References

[1] G.S. Santo, J.H. O’Bannon, A.M. Finley, A.M. Golden, Occu
rence of a new root-knot nematode (Meloidogyne sp.) in the
Pacific Northwest, Plant Dis. 64 (1980) 951–952.

[2] A.M. Golden, J.H. O’Bannon, G.S. Santo, A.M. Finley, D
scription and SEM observations ofMeloidogyne chitwoodi
n.sp. (Meloidogynidae), a root-knot nematode on potato in
Pacific Northwest, J. Nematol. 12 (1980) 319–327.

[3] A.P. Nyczepir, J.H. O’Bannon, G.S. Santo, A.M. Finley, Inc
dence and distinguishing characteristics ofMeloidogyne chit-
woodi and M. hapla in potato from the northwestern Unite
States, J. Nematol. 14 (1982) 347–353.

[4] P.R. Esbenshade, A.C. Triantaphyllou, Use of enzyme phe
types for identification ofMeloidogyne species, J. Nematol. 1
(1985) 6–20.

[5] K.P.N. Kleynhans, The root-knot nematodes of South Afri
Technical communication, Dept. of Agricultural Dev. Sou
Africa, No. 231, 1991, 61 p.

[6] H. Fourie, C. Zijlstra, A.H. McDonald, Identification of roo
knot nematode species occurring in South Africa using
SCAR-PCR technique, Nematology 3 (2001) 675–689.

[7] J.H. O’Bannon, G.S. Santo, A.P. Nyczepir, Host range of
Columbia root-knot nematode, Plant Dis. 66 (1982) 104
1048.

[8] H. Mojtahedi, G.S. Santo, J.N. Pinkerton, Differential respo
of Thor Alfalfa to Meloidogyne chitwoodi races andM. hapla,
J. Nematol. 20 (1988) 410–416.

[9] H. Mojtahedi, G.S. Santo, J.H. Wilson, Host tests to differe
tiateMeloidogyne chitwoodi races 1 & 2 andM. hapla, J. Ne-
matol. 20 (1988) 468–473.

[10] J.B. Berge, A. Dalmasso, Caractéristiques biochimiques
quelques populations deMeloidogyne hapla et M . spp., Cah.
ORSTOM, ser. Biol. 10 (1975) 263–271.

[11] A. Janati, J.B. Berge, A.C. Triantaphyllou, A. Dalmasso, No
velles données sur l’utilisation des isoesterases pour l’iden
cation desMeloidogyne, Rev. Nématol. 7 (1982) 145–154.

[12] M. Fargette, Use of the esterase phenotype in the taxon
of the genusMeloidogyne. 2. Esterase phenotypes observed
West African populations and their characterization, Rev.
matol. 10 (1987) 45–56.

[13] J.C. Van Meggelen, G. Karssen, J.W. Janssen, B. Verk
Bakker, R. Janssen, A new race ofMeloidogyne chitwoodi
Golden, O’Bannon & Finley, 1980?, Fundam. Appl. Nem
tol. 17 (1994) 93–96.

[14] G. Karssen, Description ofMeloidogyne fallax n. sp. (Nema-
toda: Heteroderidae), a root-knot nematode from the Nethe
lands, Fundam. Appl. Nematol. 19 (1996) 593–599.

[15] C. Zijlstra, A.E.M. Lever, B.J. Uenk, C.H. Van Silfhout, Dif
ferences between ITS regions of isolates of root-knot
matodesMeloidogyne hapla and M. chitwoodi, Phytopathol-
ogy 85 (1995) 1231–1237.

[16] C. Zijlstra, B.J. Uenk, C.H. Van Silfhout, A reliable, preci
method to differentiate species of root-knot nematodes in m
tures under basis of ITS-RFLPs, Fundam. Appl. Nematol.
(1997) 59–63.

[17] D.J. Petersen, T.C. Vrain, Rapid identification ofMeloidog-
yne chitwoodi, M. hapla, andM. fallax using PCR primers to
amplify their ribosomal intergenic spacer, Fundam. Appl. N
matol. 19 (1996) 601–605.

[18] D.J. Petersen, C. Zijlstra, J. Wishart, V. Blok, T.C. Vrain, Sp
cific probes efficiently distinguish root-knot nematode spec
using signature sequences in the ribosomal intergenic sp
Fundam. Appl. Nematol. 20 (1997) 619–626.

[19] C. Zijlstra, Identification ofMeloidogyne chitwoodi, M. fallax
and M. hapla based on SCAR-PCR: a powerful way of e
abling reliable identification of populations or individuals th
share common traits, Eur. J. Plant Pathol. 106 (2000) 283–

[20] M. Fargette, M.S. Phillips, V.C. Block, R. Waugh, D.L. Trud
ill, An RFLP study of relionships between species, populati
and resistance-breaking lines of tropical species ofMeloidog-
yne, Fundam. Appl. Nematol. 19 (1996) 193–200.

[21] V.C. Blok, M.S. Phillips, J.W. McNicol, M. Fargette, Genet
variation in tropicalMeloidogyne spp. as shown by RAPD
Fundam. Appl. Nematol. 20 (1997) 127–133.

[22] B. Xue, D.L. Baillie, J.M. Webster, Amplified fragment leng
polymorphisms ofMeloidogyne spp. using oligonucleotide
primers, Fundam. Appl. Nematol. 16 (1993) 481–487.

[23] J.P. Semblat, E. Wajnberg, A. Dalmasso, P. Abad, P. Cas
none-Sereno, High-resolution DNA fingerprinting of parthen
genetic root-knot nematodes using AFLP analysis, M
Ecol. 7 (1998) 119–125.

[24] J.-P. Semblat, M. Bongiovanni, E. Wajnberg, A. Dalmas
P. Abad, P. Castagnone-Sereno, Virulence and molecula
versity of parthenogenetic root-knot nematodes,Meloidogyne
spp., Heredity 84 (2000) 81–89.

[25] J.G. Van der Beek, R. Folkerstma, C. Zijlstra, P.H.G. van K
ert, L.M. Poleij, J. Bakker, Genetic variation among parthe
geneticMeloidogyne species revealed by AFLP and 2D-prote
electrophoresis contrasted to morphology, Fundam. Appl.
matol. 21 (1998) 401–411.

[26] T.H. Han, M. de Jeu, H. van Eck, E. Jacobsen, Genetic di
sity of Chilean and Brazilian alstroemeria species assesse
AFLP analysis, Heredity 84 (2000) 564–569.

[27] T. Sasanuma, T.R. Endo, T. Ban, Genetic diversity of threeEly-
mus species indigenous to Japan and East Asia (E. tsukushien-
sis, E. humidus and E. dahuricus) detected by AFLP, Gene
Genet. Syst. 77 (2002) 429–438.

[28] P. Salvato, A. Battisti, S. Concato, L. Masutti, T. Patarne
L. Zane, Genetic differentiation in the winter pine processi
ary moth (Thaumetopoea pityocampa–wilkinsoni complex),
inferred by AFLP and mitochondrial DNA markers, Mo
Ecol. 11 (2002) 2435–2444.

[29] R.C. Albertson, J.A. Markert, P.D. Danley, T.D. Kocher, Ph
logeny of a rapidly evolving clade: the cichlid fishes of t
Lake Malawi, East Africa, Proc. Natl Acad. Sci. USA 9
(1999) 5107–5110.

[30] L. Congiu, I. Dupanloup, T. Patarnello, F. Fontana, R. Ro
G. Arlatis, L. Zane, Identification of interspecific hybrids b
amplified fragment length polymorphism: the case of sturge
Mol. Ecol. 10 (2001) 2355–2359.

[31] N. Giannasi, R.S. Thorpe, A. Malhotra, The use of amplifi
fragment length polymorphism in determining species tree
fine taxonomic levels: analysis of a medically important sna
Trimeresurus albolabris, Mol. Ecol. 10 (2001) 419–426.



462 M. Fargette et al. / C. R. Biologies 328 (2005) 455–462

P

an,

z,
ua-
ion
gth
of

e

g.
ss,

rs),
987,

ri-
ad.

on-

-

roy,
nce

de

des
s
er-

of

of
l.

new

ies
[32] P.W. Tooley, E.D. Goley, M.M. Carras, N.R. O’Neill, AFL
comparisons amongClaviceps africana isolates from the
United States, Mexico, Africa, Australia, India and Jap
Plant Dis. 86 (2002) 1247–1252.

[33] K. Chemlal, G. Huys, P.A. Fonteyne, V. Vincent, A.G. Lope
L. Rigouts, J. Swings, W.M. Meyers, F. Portaels, Eval
tion of PCR-restriction profile analysis and IS2404 restrict
fragment length polymorphism and amplified fragment len
polymorphism fingerprinting for identification and typing
Mycobacterium ulcerans and M. marinum, J. Clin. Micro-
biol. 39 (2001) 3272–3278.

[34] C. Zijlstra, A fast PCR assay to identifyMeloidogyne hapla,
M. chitwoodi and M. fallax, and to sensitively differentiat
them from each other and fromM. incognita in mixtures, Fun-
dam. Appl. Nematol. 20 (1997) 505–511.

[35] J. Sambrook, E.F. Fritch, T. Maniatis, Molecular Clonin
A Laboratory Manual, Cold Spring Harbor Laboratory Pre
Cold Spring Harbor, NY, 1989.

[36] R.W. Payne, P.W. Lane, A.E. Ainsley, et al. (11 co-autho
Genstat 5 reference manual, Clarendon Press, Oxford, 1
749 p.

[37] M. Nei, W. Li, Mathematical model for studying genetic va
ation in terms of restriction endonucleases, Proc. Natl Ac
Sci. USA 76 (1979) 5269.
[38] P.R. Esbenshade, A.C. Triantaphyllou, Enzymatic relati
ships and evolution in the genusMeloidogyne (Nematoda: Ty-
lenchida), J. Nematol. 19 (1987) 8–18.

[39] A. Hugall, J. Stanton, C. Moritz, Evolution of the AT-rich mito
chondrial DNA of the root knot nematode,Meloidogyne hapla,
Mol. Biol. Evol. 14 (1997) 40–48.

[40] P. Castagnone-Sereno, H. Leroy, J.-P. Semblat, F. Le
P. Abad, C. Zijlstra, Unusual and strongly structured seque
variation in a complex satellite DNA family from the nemato
Meloidogyne chitwoodi, J. Mol. Evol. 46 (1998) 225–233.

[41] J.G. Van der Beek, Interaction between root-knot nemato
andSolanum spp. Variation in pathogenicity, cytology, protein
and DNA, PhD thesis, University of Wageningen, The Neth
lands, 1997, 219 p.

[42] J.G. Van der Beek, G. Karssen, Interspecific hybridisation
meiotic parthenogeneticMeloidogyne chitwoodi andM. fallax,
Phytopathology 87 (1997) 1061–1066.

[43] J.G. Van der Beek, J.A. Los, L.P. Pijnacker, Cytology
parthenogenesis of fiveMeloidogyne species, Fundam. App
Nematol. 21 (1998) 393–399.

[44] P. Castagnone-Sereno, J.-P. Semblat, F. Leroy, P. Abad, A
AluI satellite DNA in the root-knot nematodeMeloidogyne fal-
lax: relationships with satellites from the sympatric spec
M. hapla andM. chitwoodi, Mol. Biol. Evol. 15 (1998) 1115–
1122.


	AFLP analysis of the genetic diversity of Meloidogyne chitwoodi and M. fallax, major agricultural pests
	Introduction
	Material and methods
	Populations of nematodes
	Molecular marker analyses
	Data analysis

	Results
	Genetic relatedness of M. chitwoodi and M. fallax to other Meloidogyne species
	Genetic diversity of Meloidogyne chitwoodi and Meloidogyne fallax

	Discussion
	Acknowledgements
	References


