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Abstract Tithonia diversifolia (Mexican sunflower) is a
shrub commonly used as a green manure crop in Central
and South America, Asia and Africa as it accumulates
high levels of phosphorus and other nutrients, even in
depleted soils. In root samples collected from the global
distribution of Tithonia, we examined the degree of
mycorrhizal colonisation and estimated the families of
associated arbuscular mycorrhizal (AM) fungi. No
colonisation by ectomycorrhizas was found. The degree
of colonisation by AM fungi was on average 40%, but
ranged between 0 and 80%. No mycorrhizal colonisation
was found in the samples collected from the Philippines
or in one each of the Rwandan and Venezuelan samples.
Throughout its global distribution (Costa Rica, Nicaragua,
Indonesia, Honduras, Mexico, Kenya and Rwanda),
Tithonia forms mainly associations with Glomaceae.
Only in one location in Nicaragua were associations with
another family (Acaulosporaceae) found.

Keywords Tithonia diversifolia · Mycorrhizas · Glomus ·
Polymerase chain reaction · Diversity

Introduction

Tithonia diversifolia (Hems.) Gray, commonly known as
the Mexican sunflower, is a shrub belonging to the family
Asteraceae. As its common name implies, Tithonia is
native to Mexico, but is now also common in Central and
South America, Asia and Africa (Jama et al. 2000).
Interest in Tithonia stems from its ability to accumulate
high levels of essential nutrients, such as phosphorus (P),
nitrogen (N), potassium (K), calcium (Ca) and magne-
sium (Mg) in its tissues, even in nutrient-depleted soils
(Nziguheba et al. 1998; Gachengo et al. 1999; Jama et al.
2000; Cobo et al. 2002a). Tithonia biomass used as a
green manure rapidly releases accumulated nutrients into
the soil, making them available to crops (Jama et al. 2000
and references therein; Cobo et al. 2002b). The mecha-
nisms facilitating the accumulation of these solutes to
high levels in Tithonia tissues remain poorly understood.
In other plant species, however, it has been demonstrated
that mycorrhizal associations have the potential to greatly
promote nutrient uptake, in particular P uptake, into plant
tissues (Jakobsen et al. 1992).

The majority of terrestrial plants investigated to date
form mycorrhizal associations of one type or another.
Specificity between host and fungal symbiont has not
been demonstrated (Smith and Read 1997) and it is
widely believed that arbuscular mycorrhiza (AM) are
prolific in nature and will target any suitable host root
system (Bonfante and Perotto 1995). However, there is
increasing evidence of competition between AM fungi
colonizing roots (Pearson et al. 1993; Jacquot-Plumey et
al. 2001).

Identification of AM fungi in soils has been carried out
mainly by analysis of spores or, more recently, by PCR
methods (Jacquot et al. 2000). However, spore number
and diversity do not always correlate to root colonisation
(Clapp et al. 1995; Smith and Read 1997). Identification
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of AM fungi within a root system is, therefore, challeng-
ing (Dodd et al. 2000). Due to advances in molecular
biology and an increased understanding of the phylogeny
of AM fungi, molecular methods of fungal identification
are being utilised (Redecker et al. 2000; Martin 2001;
Sch�ßler et al. 2001a, 2001b), largely using PCR
technology. Wyss and Bonfante (1993) generated genetic
fingerprints using RAPD-PCR (randomly amplified poly-
morphic DNA) and found that banding patterns differed
between species and even between different fungal
isolates of the same species. Selected RAPD-PCR bands
have been used to isolate specific PCR primers (Abbas et
al. 1996). Ribosomal DNA (rDNA) sequences have been
extensively utilised in the generation of AM-specific PCR
primers. Sequence differences have been highlighted in
the small subunit (SSU)/18S gene (Simon et al. 1993), the
large subunit (LSU)/28S gene (Van Tuinen et al. 1998),
internal transcribed spacer (ITS) regions and intergenic
(IGS) regions (Egger 1995). Using these differences, 18S
gene family-specific PCR primers have been developed
(Simon et al. 1993; Redecker 2000). Recently, primers
specific for several species of Glomus have also been
obtained using PCR products from 25S rDNA (Turnau et
al. 2001; Jacquot-Plumey et al. 2001).

In this study, the extent and nature of symbiotic fungal
colonisation in T. diversifolia, within its global distribu-
tion, was investigated by visual and molecular means.
Family-specific PCR primers described by Simon et al.
(1993) were used to identify (to the family level) the AM
fungi colonising Tithonia roots in different countries and
regions.

Materials and methods

Biological materials

Root samples were collected from T. diversifolia populations of
more than 50 individuals in Costa Rica, Nicaragua, Honduras,
Mexico, Colombia, Venezuela, Ecuador, Indonesia, the Philippines,
Kenya and Rwanda (Table 1). These areas cover the global
distribution of T. diversifolia. Within each population, a soil block

was excavated from around a large structural root about 50 cm from
the stem of each of five plants where possible, although at some
sites fewer than five plants were sampled. The blocks were stored
in polythene bags for transport to the laboratory, where they were
carefully washed to separate fine roots from the soil. Root samples
were rinsed briefly then fixed in a 50:50 volume glycerol:ethanol
mixture and transferred to Bangor, UK, for estimation of the degree
of mycorrhizal infection and estimation of mycorrhizal families
colonising the roots using PCR techniques.

Mycorrhizal staining and colonisation

Mycorrhizal colonisation was determined on five samples of roots
from each soil block using the magnified intersection method
described by McGonigle et al. (1990) after staining in trypan blue
(Koske and Gemma 1989). Only soil blocks were considered to be
independent replicates.

DNA extraction

Using five samples of roots from each soil block, DNA was
extracted from colonised roots by grinding in liquid nitrogen
followed by a CTAB buffer extraction (Doyle and Doyle 1990).

PCR amplification using fungal-specific primers

Fungal DNA was extracted from the more abundant plant DNA by
PCR using fungal-specific primers (Simon et al. 1993) in 25 �l of
reaction mixture consisting of Taq DNA polymerase (1.5 units),
deoxynucleotides, reaction buffer, magnesium chloride and an inert
red tracer dye (ReadymixREDTaq PCR Reaction Mix with MgCl2;
Sigma R2523), 22�l deionised water, 1 �l (2 �l in total) of each
oligonucleotide primer (Operon Technologies, VhBio Ltd.) and 1 �l
DNA template. The PCR mix was overlaid with mineral oil (Sigma
M5904) and run on a Hybaid, Omnigene thermal cycler.

A two-step PCR reaction was used (Simon et al. 1993). Step-
one primers VANS1 and VANS22 were utilised to amplify a 720-
bp length of fungal-ribosomal DNA from the 18S gene region
(Simon et al. 1993). The PCR product from the step-one reaction
was diluted 100 times and used as DNA template in a step-two PCR
reaction with the fungal primers, VAGLO, VAGIGA and VAA-
CAU, considered as specific to the Glomaceae, Gigasporaceae and
Acaulosporaceae, respectively (Simon et al. 1993). All family-
specific fungal primers were used in conjunction with the primer
VANS1 (Simon et al. 1992, 1993). Each primer pair was positively
controlled prior to use, using DNA extracted from a standard root
mixture collected from a field in Bangor, UK.

Table 1 Regions where Titho-
nia diversifolia roots were col-
lected and the numbers of
samples taken

Site Code Latitude, longitude Number of soil
blocks sampled

San Pablo, Heredia, Costa Rica CR-HE 10� 050N, 84� 050W 5
Matagalpa, Nicaragua NI-MA 12� 590N, 85� 550W 6
Batu, Malang, Indonesia IND-MA 7� 590S, 112� 430E 2
Valle de Angeles, Honduras HO-VA 14� 070N, 87� 070W 5
Union Roja, Tapachula, Mexico ME-TA 15� 010N, 92� 130W 5
Simojovel to Huitiup�n, Mexico ME-SI 17� 090N, 92� 420W 5
Lantapan, Philippines PH-LA 8� 020N, 125� 020E 3
Malava, Kenya KE-MA 0� 270N, 34� 510E 5
Nyabeda, Kenya KE-NY 0� 080N, 34� 240E 5
Buye, Rwanda RW-BU 2� 360S, 29� 440E 5
Ngoma, Rwanda RW-NG 2� 040S, 29� 550E 1
Gikongora, Rwanda RW-GK 2� 290S, 29� 340E 1
Sevilla, Colombia CO-SE 4� 100N, 75� 500W 1
Pescador, Colombia CO-PE 2� 480N, 76� 330W 1
Oripoto, Venezuela VEN-OR 10� 260N, 66� 530W 1
Tapipa, Venezuela VEN-TA 10� 140N, 66� 190W 1
Nanigalito, Ecuador ECU-NA 0� 100S, 79� 380W 1

104



PCR cycling conditions were: 35 cycles at 94�C for 60 s, 50�C
for 45 s and 72�C for 60 s, followed by a single cycle at 72�C for
10 min (Simon et al. 1993). PCR products were run on a 1.3%
agarose gel at �80 V for 2 h and visualised by staining with
ethidium bromide.

PCR product sequencing and phylogenetic analysis

From every successful amplification, the products obtained in step-
two PCR were cloned and sequenced commercially by DNASHEF
Technologies, Edinburgh (www.dnashef.com). The BLAST pro-
gram (Altschul et al. 1997) was used to search for sequence
similarities in the published database (www.ncbi.nlm.nih.gov).

Phylogenetic analysis

rDNA sequences were aligned using Clustal W (version 1.81) and
alignments were altered manually where appropriate. A neighbour-
hood joining tree was drawn using PHYLIP. Bootstrap analysis was
carried out using SEQBOOT to generate 100 random combinations.

Results

Root colonisation by visual analysis

T. diversifolia root samples were entirely AM; no
evidence of ectomycorrhizal colonisation was found.
Analysis of hyphal, arbuscular and vesicular colonisation
was undertaken (Fig. 1). The degree of vesicular coloni-
sation was less than 5% in all samples (data not shown).
The most abundant fungal structures were hyphae,
followed by arbuscules and vesicles, which were the
least abundant fungal structures in each case. Colonisa-
tion ranged from 0 to 80% root length, with a mean value
of 40%. No mycorrhizal colonisation was found in the
samples collected from the Philippines, and in one each of
the Rwandan and Venezuelan samples. The highest
colonisation value of 80% was observed in samples taken
from Indonesia and Honduras.

Identification of AM fungi

Fungal identification using the family-specific primers
described by Simon et al. (1993) generated a single PCR
product 150–200 bp in length, which corresponded to the
presence of a particular family of AM fungi (see example
shown in Fig. 2). A summary of the PCR data obtained is
given in Table 2. All five Kenyan root samples from
Malava tested positive for the family Glomaceae.

Positive PCR results for the family Glomaceae were
obtained in samples from Costa Rica (2 from 5 blocks),
Nicaragua (6 from 6), Indonesia (2 from 2), Honduras (1
from 5), Mexico (Tapachula 2 from 5, Huitiupan 1 from
5), and Rwanda (Buye 2 from 5, Ngoma 2 from 5). No
PCR product bands were generated for the family
Gigasporaceae, and Acaulosporaceae was detected only
in one Nicaraguan sample.

Sequence analysis of PCR products

Using the BLAST database, several high alignment scores
were obtained for the PCR products generated (Table 3).
Most of the sequences showed similar alignment scores
with more than one probable homologue. The samples
could be separated into four groups. For the first 10
samples listed, in group A (CR-HE4 to RW-NG3) the
highest alignment scores were found with published
sequences of Glomus intraradices and Glomus vesi-

Fig. 1 Mean root length colonization by fungi in Tithonia diver-
sifolia samples from Costa Rica (CR-HE), Nicaragua (NI-MA),
Indonesia (IND-MA), Honduras (HO-VA), Mexico (ME-TA and
ME-SI), the Philippines (PH-LA), Kenya (KE-MA and KE-NY),
Rwanda (RW-BU, RW-NG and RW-GK), Colombia (CO-SE and
CO-PE), Venezuela (VEN-OR and VEN-TA) and Ecuador (ECU-
NA). Error bars represent standard error, n= 5, except for NI-MA,
IND-MA, RW-GK which have n values of 6, 2 and 3, respectively.
Samples CO-SE, CO-PE, VEN-OR, VEN-TA and ECU-NA all
have an n value of 1

Fig. 2 The identification of mycorrhizal fungi to family level using
PCR with family-specific fungal primers in T. diversifolia roots
from Kenya, provenance KE-MA. M is the PCR ladder (bp),
numbers 1 to 5 refer to the sample number. The primers VAGLO,
VAGIGA and VAACAU were used (in conjunction with primer
VANS1). Primers VAGLO, VAGIGA and VAACAU target the
fungal families Glomaceae, Gigasporaceae and Acaulosporaceae,
respectively
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culiferum. The DNA sequences generated from the
samples from Costa Rica (CR-HE5) and Mexico (ME-
TA4) had the highest alignment scores with Glomus
intraradices and Glomus vesiculiferum and additionally
Glomus fasciculatum. For the sample from Nicaragua
(NI-MA2), the highest alignment score was found with 4
species: Glomus intraradices, Glomus vesiculiferum,
Glomus fasciculatum and Glomus proliferum. In group
C, three of the samples, two from Nicaragua (NI-MA4
and NI-MA6) and one from Rwanda (RW-NG2), showed
the highest alignment with five species of Glomus
different to group A. The two samples from Kenya
(KE-MA2 and KE-MA3) showed the highest alignment
with the five Glomus species plus two Acaulospora
species and one Scutellospora species. The only sample
testing positive with the VAACAU primer, which came
from Nicaragua (NI-MA3), showed the highest alignment
with one species, Acaulospora laevis.

The sequenced PCR products generated using the
fungal-specific primers clustered within four groups
(Fig. 3). One group (group 4) contained the sequence
generated by the VAACAU primer (NI-MA3). Group 3
contained the sequences from samples from Kenya (KE-
MA2 and KE-MA3) and Nicaragua (KE-MA2 and KE-
MA3). Group 2 contained the sequences from samples
Mexico (ME-TA1), Nicaragua (NI-MA1) and Rwanda
(RW-NG2). The largest group, group 1, contained the
samples from Costa Rica, Honduras, Indonesia, Kenya,
Mexico, Nicaragua and Rwanda. The groups were
supported by bootstrap values greater than 50. High
bootstrap values were also evident within the groups.

A comparison of the species alignments in Table 3 and
the tree in Fig. 2 shows a good correspondence between
the alignment groups (Table 3) and the cluster groups
(Fig. 2). In cluster group 3, all four sequences were
generated from samples found in alignment group C.

Table 2 A summary of the
fungal PCR analysis on T. di-
versifolia roots (Yes a positive
PCR result, N/D none detected)

Country Provenance Glomaceae Gigasporaceae Acaulosporaceae

Costa Rica CR-HE Yes N/D N/D
Nicaragua NI-MA Yes N/D Yes
Indonesia IND-MA Yes N/D N/D
Honduras HO-VA Yes N/D N/D
Mexico ME-TA Yes N/D N/D
Mexico ME-SI Yes N/D N/D
Philippines PH-LA N/D N/D N/D
Kenya KE-MA Yes N/D N/D
Kenya KE-NY N/D N/D N/D
Rwanda RW-BU Yes N/D N/D
Rwanda RW-NG Yes N/D N/D
Rwanda RW-GK N/D N/D N/D
Colombia CO-SE N/D N/D N/D
Colombia CO-PE N/D N/D N/D
Venezuela VEN-OR N/D N/D N/D
Venezuela VEN-TA N/D N/D N/D
Ecuador ECU-NA N/D N/D N/D

Table 3 BLAST analysis best homologues for samples from different sites. The letter code denoting the country and site is as given in
Table 1, followed by the numerical sample number from each site. Nucleotide alignment scores are indicated in parentheses as percentages

Best
homologue

Group A Best ho-
mologue

Group B Best homologue Group C Best homo-
logue

Group D

Glomus CR-HE4 (86) Glomus
sinosum

RW-BU5 (94) Glomus
caledonium

NI-MA4 (212) Acaulospora
laevis

NI-MA3 (198)

intraradices HO-VA1 (121)
vesiculiferum IND-MA1 (165) geosporum NI-MA6 (216)

IND-MA2 (100) fragilistratum RW-NG2 (147)
KE-MA5 (94) mossae
ME-TA1 (139) verruculosum
ME-SI4 (141)
NI-MA1 (198) + Acaulospora

cerradensis
KE-MA2 (139)

RW-BU3 (135)
RW-NG3 (103) Scutellospora

heterogama
KE-MA3 (98)

Scutellospora sp.
+ Glomus CR-HE5 (98)
fasciculatum ME-TA4 (109)
+ Glomus
proliferum

NI-MA2 (149)
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Eleven out of the 12 sequences found in cluster group 1
(Fig. 2) were found in alignment group A (Table 3).

Discussion

Only AM associations were found in T. diversifolia. The
extent of AM fungal colonisation in Tithonia was similar
for most samples collected. The degree of hyphal
colonisation was 30–50% for 9 out of 17 sample sites.
This is a level similar to numerous species (McGonigle et
al. 1990). In this work, family-specific primers were used
to attempt to estimate the range of fungi forming
mycorrhizal associations in T. diversifolia. If the positive
amplifications using three family-specific primers are
used as an indication of the presence of different genera
of AM fungi, then T. diversifolia is globally almost only
colonised by Glomus species. Only one sample generated
a PCR product with one of the other two family-specific
primers used. This result suggests an unusually high
specificity for one family of AM fungi. However, it

cannot be ruled out that only the most frequent fungal
species representatives were most frequently detected.
Generally, it is assumed that AM fungi have a broad host
range, with only a few exceptions showing a degree of
specificity (Giovannetti and Hepper 1985). However,
these assumptions are usually based on compatibility
studies under controlled conditions. Only the develop-
ment of molecular identification methods has allowed
studies under field conditions (Helgason et al. 1998;
Turnau et al. 2001). In an investigation of the molecular
diversity of AM fungi colonising Hyacinthoides non-
scripta, Helgason et al. (1998) showed that roots were
colonised by fungi generating 9 discrete clusters on a
neighbour-joining tree, with representatives from the
Acaulosporaceae, Gigasporaceae and Glomaceae. A
similar range of genotypes of AM fungi was determined
in roots of Hyacinthoides non-scripta (Merryweather and
Fitter 1998).

In the past, identified AM fungal species have largely
been classified according to the morphological properties
of their spores (Morton and Benny 1990; Walker and
Trappe 1993). Advances in molecular techniques, in
particular PCR and sequencing technologies, have high-
lighted a complexity and diversity between fungi. This
has led to modification and in some cases reorganisation
of the AM classification system (Sch�ßler et al. 2001b).
As understanding of fungal relationships at the molecular
level increases, the development of family/genus/species-
specific PCR primers as a tool for fungal identification in
situ can be continuously modified and improved (Re-
decker 2000; Sch�ßler et al. 2001a, 2001b). The use of
family-specific primers gives limited information. Fur-
thermore, the VANS1, VAGLO, VAGIGA and VAA-
CAU primers used in the work presented here appear to
be less specific than previously thought. Sch�ßler et al.
(2001b) reported that VANS1 is not specific for the
Glomales, and that VAGLO, VAGIGA and VAACAU
primers do not exhibit strict specificity for the families
Acaulosporaceae, Gigasporaceae and Glomaceae. Even
more advanced primers such as AM1 (Helgason et al.
1998) may not be entirely fungal specific (Schl�ßler et al.
2001a). Schl�ßler et al. (2001a) suggest that VANS1 is
homologous only to a subgroup of the of AM fungi. Thus,
the primers used here may have underestimated AM
fungal diversity in T. diversifolia.

Four groups of sequences were found in a neighbour-
joining tree of AM fungi in roots of T. diversifolia. With
the exception of groups 3 and 4, these groups corre-
sponded to four groups of species with highest homolo-
gies using BLAST analysis. The species listed by the
BLAST must be viewed with great caution. In the
neighbour-joining tree, the branches within a group are
often supported by high bootstrap values. This may be
due to different species within a group or, more likely, to
variation in the targeted region of the SSU rRNA gene
(Simon 1996; Helgason et al. 1998). If it is assumed that
this corresponds to variation in the target gene, and
similarly assuming that the groups shown in the BLAST
analysis are in reality only one or two species, then T.

Fig. 3 Neighbourhood joining tree of PCR products from roots of
T. diversifolia. Bootstrap values (%) of the neighbourhood joining
analysis are shown above the branches (100 bootstraps). Only
topologies with bootstrap support above 50% are shown.
gi10039899 and gi10039388 are partial 18S RNA gene sequences
from Acaulospora sp. (Saito et al. 2001)
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diversifolia would appear to be colonised by only a few
species of AM fungi throughout its range. However, a
higher AM fungal diversity was shown in one sample
from Nicaragua. In field-grown Medicago truncatula, the
majority of roots were infected by only one or two
Glomus species (Jacquot-Plumey et al. 2001). A number
of arable crops have also been shown recently to be
colonised mainly by Glomus species (Daniell et al. 2001).
The dominance by Glomus was suggested to be a
consequence of soil disturbance. The soils of all of the
sites where Tithonia was collected will have experienced
some degree of disturbance as they are used for cultiva-
tion, but the soils were not subject to annual ploughing.
Thus, although it is unknown how quickly fungal
biodiversity recovers from soil disturbance, it is unlikely
that soil disturbance is the sole reason for the potentially
low number of species colonising Tithonia roots. Rather
our data suggest that T. diversifolia shows a higher
frequency of association with Glomus than with other
families of AM fungi.

Acknowledgements This publication is an output from research
projects funded by the United Kingdom Department for Interna-
tional Development (DFID) for the benefit of developing countries.
The views expressed are not necessarily those of DFID. R7188,
Forestry Research Programme; R7154, Plant Sciences Research
Programme. The authors thank Michelle Jones (UWB), Richard
Thomas (CIAT), John Beer, Donald Kass (CATIE), Roland Buresh
(ICRAF) and Meine van Noordwijk (ICRAF SE Asia) for their
inputs at various stages of the project.

References

Abbas JD, Hetrick BAD, Jurgenson JE (1996) Isolate specific
detection of mycorrhizal fungi using genome specific primer
pairs. Mycologia 88:939–946

Altschul SF, Madden TL, Schaffer AA, Zhang J, Zhang Z, Miller
W, Lipman DJ (1997) Gapped BLAST and PSI-BLAST: a new
generation of protein database search programs. Nucleic Acids
Res 25:3389–3402

Bonfonte P, Perotto S (1995) Strategies of arbuscular mycorrhizal
fungi when infecting host plants. New Phytol 130:3-21

Clapp JP, Young JPW, Merryweather JW, Fitter AH (1995)
Diversity of fungal symbionts in arbuscular mycorrhizas from a
natural community. New Phytol 130:259–265

Cobo JG, Barrios E, Kass DCL, Thomas RJ (2002a) Decomposition
and nutrient release by green manures in a tropical hillside
agroecosystem. Plant Soil 240:331–342

Cobo JG, Barrios E, Kass DCL, Thomas RJ (2002b) Nitrogen
mineralization and crop uptake from surface-applied leaves of
green manure species on a tropical volcanic-ash soil. Biol Fertil
Soils 36:87–92

Daniell TJ, Husband R, Fitter AH, Young JPW (2001). Molecular
diversity of arbuscular mycorrhizal fungi colonizing arable
crops. FEMS Microbiol Ecol 36:203–209

Dodd JC, Boddington CL, Rodriguez A, Gonzalez-Chavez C,
Mansur I (2000) Mycelium of arbuscular mycorrhizal fungi
(AMF) from different genera: form, function and detection.
Plant Soil 226:131–151

Doyle JJ, Doyle JL (1990) Isolation of plant DNA from fresh tissue.
Focus 12:13–15

Egger K (1995) Molecular analysis of ectomycorrhizal fungal
communities. Can J Bot 73:S1415-S1422

Gachengo CN, Palm CA, Jama B, Othieno C (1999) Tithonia and
senna green manures and inorganic fertilisers as phosphorus
sources for maize in western Kenya. Agrofor Syst 44:21–36

Giovannetti M, Hepper CM (1985) Vesicular arbuscular infection
in Hedysarum coronarium and Onobrychis viciaefolia — host
endophyte specificity. Soil Biol Biochem 17:899–900

Helgason T, Daniell TJ, Husband R, Fitter AH, Young JPW (1998)
Ploughing up the wood-wide web? Nature394:431

Jacquot E, van Tuinen D, Gianinazzi S, Gianinazzi-Pearson V
(2000) Monitoring species of arbuscular mycorrhizal fungi in
plant and in soil by nested PCR: application to the study of the
impact of sewage sludge. Plant Soil 226:179–188

Jacquot-Plumey E, van Tuinen D, Chatagnier S, Gianinazzi S,
Gianinazzi-Pearson V (2001) 25S rDNA-based molecular
monitoring of glomalean fungi in sewage sludge-treated field
plots. Environ Microbiol 3:525–531

Jakobsen I, Abbott LK, Robson AD (1992) External hyphae of
vesicular-arbuscular mycorrhizal fungi associated with Trifoli-
um subterraneum L. 1. Spread of hyphae and phosphorus
inflow into roots. New Phytol 120:371–380

Jama B, Palm CA, Buresh RJ, Niang A, Gachengo C, Nziguheba G,
Amadalo B (2000) Tithonia diversifolia as a green manure for
soil fertility improvement in western Kenya: a review. Agrofor
Syst 49:201–221

Koske RE, Gemma JN (1989) A modified procedure for staining
roots to detect VA mycorrhizas. Mycol Res 92:486–505

Martin F (2001) Frontiers in molecular mycorrhizal research —
genes, loci, dots and spins. New Phytol 150:499–507

McGonigle TP, Miller MH, Evans DG, Fairchild GL, Swan JA
(1990) A new method which gives an objective measure of
colonization of roots by vesicular-arbuscular mycorrhizal fungi.
New Phytol 115:495–501

Merryweather J, Fitter A (1998) The arbuscular mycorrhizal fungi
of Hyacinthoides non-scripta. I. Diversity of fungal taxa. New
Phytol 138:117–129

Morton JB, Benny GL (1990) Revised classification of arbuscular
mycorrhizal fungi (Zygomycetes): a new order Glomales, two
suborders Glomineae and Gigasporineae, and two new families
Acaulosporaceae and Gigasporaceae with an emendation of
Glomaceae. Mycotaxon 37:471–492

Nziguheba G, Palm CA, Buresh RJ, Smithson PC (1998) Soil
phosphorus fractions and absorption as affected by organic and
inorganic sources. Plant Soil 198:159–168

Pearson JN, Abott LK, Jasper DA (1993) Mediation of competition
between two colonizing VA mycorrhizal fungi by host plants.
New Phytol 123:93–98

Redecker D (2000) Specific PCR primers to identify arbuscular
mycorrhizal fungi within colonised roots. Mycorrhiza 10:73–80

Redecker D, Morton JB, Bruns TD (2000) Ancestral lineages of
arbuscular mycorrhizal fungi (Glomales). Mol Phylogenet Evol
14:276–284

Saito K, Nishiwaki A, Sugawara K (2001) Nested PCR amplifi-
cation of arbuscular mycorrhizal fungal 18 S RNA genes from
field collected roots. Grassl Sci 47:1–8

Sch�ßler A, Gehrig H, Schwarzott D, Walker C (2001a) Analysis of
partial Glomales SSU rRNA gene sequences: implications for
primer design and phylogeny. Mycol Res 105:5–15

Sch�ßler A, Schwarzott D, Walker C (2001b) A new fungal
phylum, the Glomeromycota: phylogeny and evolution. Mycol
Res 105:1413–1421

Simon L (1996) Phylogeny of the Glomales: deciphering the past to
understand the present. New Phytol 133:95–101

Simon L, Lalonde M, Bruns TD (1992) Specific amplification of
18S fungal ribosomal genes from vesicular-arbuscular endomy-
corrhizal fungi colonizing roots. App Environ Microbiol
58:291–295

Simon L, Levesque RC, Lalonde M (1993) Identification of
endomycorrhizal fungi colonizing roots by fluorescent single-
strand conformation polymorphism-polymerase chain reaction.
Appl Environ Microbiol 59:4211–4215

Smith SE, Read DJ (1997) Mycorrhizal symbiosis, 2nd edn.
Academic, London

108



Turnau K, Ryszka P, Gianinazzi-Pearson V, van Tuinen D (2001)
Identification of arbuscular mycorrhizal fungi in soils and roots
of plants colonizing zinc wastes in southern Poland. Mycor-
rhiza 10:169–174

Van Tuinen D, Jacquot E, Zhao B, Gollotte A, Gianinazzi-Pearson
V (1998) Characterisation of root colonization profiles by a
microcosm community of arbuscular mycorrhizal fungi using
25S rDNA-targeted nested PCR. Mol Ecol 7:879–887

Walker CM, Trappe JM (1993) Names and epithets in the Glomales
and Endogonales. Mycol Res 97:339–344

Wyss P, Bonfante P (1993) Amplification of genomic DNA of
arbuscular-mycorrhizal (AM) fungi by PCR using short arbi-
trary primers. Mycol Res 97:1351–1357

109


