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Abstract

New analytical developments in post-genomic technologies are being introduced to the field of plant ecology. FT–IR finger-
printing coupled with chemometrics via cluster analysis is proposed as a tool for correlating global metabolic changes with abiotic

or biotic perturbation and/or interactions. The current study concentrates on detecting chemical responses by inter-species compe-
tition between a monocotyledon Brachypodium distachyion and a dicotyledon Arabidopsis thaliana. Growth analysis of 42 days old
plants showed differences in both species under competition. Clear changes in the FT–IR metabolic fingerprints of B. distachyion in
competition with A. thaliana were observed, whilst there were no apparent chemical differences in the A. thaliana plant tissues. This

study demonstrates the power of this approach in detecting changes in the global metabolic profiles of plants in response to biotic
interactions, and we believe FT–IR is appropriate for rapid screening (10 s per sample) prior to targeted metabolite analyses.
# 2003 Elsevier Ltd. All rights reserved.
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1. Introduction

Metabolomics is a term defined as the study of the
total biochemical composition of a cell or a tissue sam-
ple (Oliver et al., 1998; Johnson et al., 2000). Metabolic
fingerprinting involves obtaining ‘‘enough information
to unravel (otherwise hidden) metabolic alterations,
without aiming to get quantitative data for all bio-
chemical pathways’’ (Fiehn, 2001) and can essentially be
regarded as taking a rapid biochemical ‘fingerprint’ of
such a sample. This is typically performed via rapid ana-
lytical methods such as nuclear magnetic resonance
(NMR) (Lindon et al., 2000), Fourier transform–infrared
spectroscopy (FT–IR) (Goodacre et al., 1998; Johnson et
al., 2000) or electrospray ionisation mass spectrometry
(Vaidyanathan et al., 2001, 2002; Goodacre et al., 2002).
The resultant ‘fingerprint’ obtained by the method
employed within this paper, that of FT–IR, is not inter-
pretable by eye (see Fig. 1 for typical spectra) and like
other metabolic fingerprinting methods is analysed using
chemometric methods. Chemometrics is the discipline
concerned with the application of statistical and mathe-
matical methods to chemical data (Massart et al., 1988;
Martens and Næs, 1989), and the most common ones
are based on dimensionality reduction via cluster ana-
lysis using principal components analysis (PCA) (Jol-
liffe, 1986) and discriminant function analysis (DFA)
(Manly, 1994; Timmins et al., 1998).
Using a combination of FT–IR with the most appro-

priate chemometrics metabolic fingerprinting has been
successfully employed in the classification of olive oil
(Lai et al., 1994), adulteration of cocoa butters (Good-
acre and Anklam, 2001), examination of salinity effects
on tomato fruit (Johnson et al., 2000) and in the differ-
entiation of bacterial and fungal species (Helm et al.,
1991; Goodacre et al., 1998; Timmins et al., 1998)
including mutants (Oliver et al., 1998) and bacterial
physiological parameters (Goodacre et al., 2000). How-
ever, applying metabolomic techniques to plants is a
new and innovative field generally used as a com-
plementary method to transcriptome and proteome
analyses of the same plant material within functional
genomics (Fiehn et al., 2000; Fiehn, 2001, 2002; Phelps
et al., 2002).
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Ecological systems are highly complex and variable,
but importantly contain a multitude of chemicals and
functions that are as yet undiscovered. Traditional che-
mical ecological approaches have been strongly
hypothesis driven, testing logical chemicals (exper-
imenter driven) in response to a perturbation or pro-
cesses. However, such approaches are confining,
constrained and often biased and subjective because
they rely heavily on the experience of the researcher in
guiding and selecting the chemical analysis. By contrast,
metabolic fingerprinting (e.g., via FT–IR) takes a more
global approach and detects whether there are any
changes occurring in response to a particular factor.
This route allows high throughput screening which is
appropriate for application in large scale and highly
variable ecological systems. Such a holistic approach is
therefore more objective than traditional approaches.
Thus it should be emphasised at this stage that such
technologies are potentially hypothesis deriving, by
allowing an indication of which metabolic changes are
involved in a given situation, rather than strongly
hypothesis driven, such as making an initial assumption
as to how chemistry is affected and then analyzing a
specific compound (Goodacre et al., 2000; Kell et al.,
2001; Goodacre and Kell, 2003).
Inter-specific plant–plant interference is considered to

be an obvious source of influence on the metabolic fin-
gerprint of plants in the field and thus a simple glass-
house experiment was designed in order to test whether
such influence could be discriminated by FT–IR. The
mechanisms that affect plant growth in relation to
interference can be split into two areas, resource com-
petition and allelopathy (Grace and Tilman, 1990; Har-
per, 1997). Resource competition can be generally
defined as implying a limitation of a factor required for
plant growth, such as sunlight, water, or nutrients
(Putnam and Tang, 1986; Rice, 1984). Allelopathy can
be described as the effect of chemical compounds pro-
duced by plants or microbes on another plant, either
directly or indirectly (Rice, 1984; Inderjit and delMoral,
1997). These compounds can arise from leaf leachates or
extracts (Michelsen et al., 1995; Quayyum et al., 2000),
decomposing material (Blackshaw et al., 2001) and/or
root exudates (Inoue et al., 1992; Macharia and Peffley,
1995; Baghestani et al., 1999; Ridenour and Callaway,
2001).
Our aim was to discover if plant–plant interference

could produce detectable changes at the level of the
metabolic profile of a leaf. The two species selected for
this were Brachypodium distachyon and Arabidopsis
thaliana (Col-0). This choice was purely for their genetic
background rather than as a real ecological system.
B. distachyon is an important model species in the study
of temperate cereals with its small genome and rapid
life-cycle (Draper et al., 2001) while a wealth of infor-
mation exists for A. thaliana due to its status as a classic
model dicotelydon species in molecular biology.
2. Results and discussion

As expected all growth measurements for A. thaliana
showed significant increases over time (Table 1). Co-
existence with B. distachyon significantly reduced cau-
line leaf area (�14%; difference between means), cauline
leaf biomass (�12%), root biomass (�40%) and total
biomass (�10%). However, a significant interaction
between plant age and competition was observed for
root biomass. As plants became older, partitioning sig-
nificantly altered with LWR, RWR, LAR and SLA
being reduced, while SWR and IWR increased (Table 2,
and see footnote within for definitions of partitioned
growth parameters). Competition only appeared to
affect SWR (6% increase) and RWR (22% reduction)
although RGR and RWR were affected by an interac-
tion between plant age and competition.
B. distachyon also showed significant increases for all

growth measurements over time (Table 1). Competition
Fig. 1. Typical raw FT–IR spectra of (A) A. thaliana and (B) B. dis-

tachyon under solitary conditions and inter-specific co-existence

(mixed).
706 E. Gidman et al. / Phytochemistry 63 (2003) 705–710



for this species significantly inhibited both leaf area
(�21%) and biomass (�20%) while root biomass was
significantly stimulated (+40%). Partitioned growth for
this species exhibited plant age by competition interac-
tions for the parameters LWR, RWR and LAR
(Table 2). However SWR was significantly inhibited by
competition alone (�14%). Unsurprisingly, all growth
parameters were significantly increased over time, with
the exception of RWR, which appeared to be inhibited
by plant age.
The next stage was to analyse the same plant tissues

by FT–IR as detailed in the experimental section below.
Table 1

Results of balanced two-factor ANOVAs for growth measurements taken from A. thaliana and B. distachyona
Species
 Growth measurement
 Source of variation
Within and residual
 Competition
 Age
 Competition * age/time
SS
 df
 SS
 df
 F
 SS
 df
 F
 SS
 df
 F
Arabidopsis

thaliana

(Col-0)
Rosette leaf area (mm3)
 42 042 037
 28
 2 873 181
 1
 1.91
 174 594 934
 2
 58.14***
 5 450 418
 2
 1.81
Rosette leaf biomass (g)
 0.0164
 28
 0.0014
 1
 2.43
 0.0886
 2
 75.77***
 0.0011
 2
 0.96
Cauline leaf area (mm3)
 58 056 250
 70
 4 411 536
 1
 5.32*
 439 958 805
 2
 265.24***
 3 398 219
 2
 2.05
Cauline leaf biomass (g)
 0.0043
 28
 0.0012
 1
 7.98*
 0.1890
 2
 617.15***
 0.0007
 2
 2.34
Inflorescence biomass (g)
 54.72
 70
 0.58
 1
 0.74
 271.99
 2
 173.97***
 0.10
 2
 0.19
Stalk biomass (g)
 1.85
 28
 0.05
 1
 0.69
 196.13
 2
 1483.52***
 0.10
 2
 0.77
Root biomass (g)
 0.0060
 28
 0.0154
 1
 71.81***
 0.0502
 2
 117.28***
 0.0072
 2
 16.85***
Total biomass (g)
 0.85
 28
 0.27
 1
 8.93**
 75.09
 2
 1240.86***
 0.11
 2
 1.78
Brachypodium

distachyon

(ABR1)
Leaf area
 8.28
 70
 1.25
 1
 10.61**
 18.73
 2
 79.18***
 0.40
 2
 1.68
Leaf biomass (g)
 11.35
 70
 1.12
 1
 6.91*
 43.23
 2
 133.27***
 0.80
 2
 2.45
Stalk biomass (g)
 14.25
 70
 0.56
 1
 2.73
 53.67
 2
 131.80***
 0.22
 2
 0.54
Root biomass (g)
 10.53
 70
 2.59
 1
 17.24***
 37.91
 2
 126.04***
 0.39
 2
 1.30
Total biomass (g)
 9.26
 70
 0.00
 1
 0.00
 44.29
 2
 167.26***
 0.11
 2
 0.40
a Number of plants equals 90 for each species. This total is spread between the two main factors (Competition and Harvest) which, when crossed,

give 6 overall factors (n=15). Sum of squares (SS), degrees of freedom (df) and F-ratios (F) given for competition (solitary and mixed), age (t=1,

t=2 and t=3) and the interaction between them both as well as SS and df for the within and residual error. Significance levels for balanced ANOVA

presented next to corresponding F-ratios where statistically significant differences arise (*where P50.05, **where P50.01 and ***where P50.001)
(Sokal and Rohlf, 1969).
Table 2

Results of balanced two-factor ANOVAs for partitioned growth measurementsa,b
Species
 Partitioned growth

measurement
Source of variation
Within and residual
 Competition
 Age/time
 Competition* age/time
SS
 df
 SS
 df
 F
 SS
 df
 F
 SS
 df
 F
Arabidopsis

thaliana (Col-0)
LWR
 0.0694
 28
 0.0021
 1
 0.86
 3.4372
 2
 692.88***
 0.0013
 2
 0.26
RWR
 0.0670
 70
 0.0268
 1
 27.95***
 0.1689
 2
 88.17***
 0.0066
 2
 3.46*
SWR
 0.0346
 28
 0.0057
 1
 4.59*
 1.6330
 2
 661.13***
 0.0016
 2
 0.66
IWR
 0.0188
 28
 0.0021
 1
 3.09
 0.5703
 2
 425.20***
 0.0005
 2
 0.37
LAR (mm2 mg�1)
 430.50
 28
 56.44
 1
 3.67
 13 651.97
 2
 6825.99***
 37.49
 2
 1.22
SLA (mm2 mg�1)
 1.183
 70
 0.002
 1
 0.14
 0.489
 2
 14.48***
 0.066
 2
 1.95
RGR (g.g�1 day�1)
 0.0111
 42
 0.0010
 1
 3.70
 0.0867
 1
 328.98***
 0.0037
 1
 13.87***
Brachypodium

distachyon (ABR1)
LWR
 0.19
 70
 0.17
 1
 62.01***
 0.06
 2
 1.33
 0.06
 2
 10.51***
RWR
 0.26
 70
 0.32
 1
 76.06***
 0.05
 2
 6.75**
 0.09
 2
 10.33***
SWR
 0.10
 70
 0.02
 1
 16.02***
 0.03
 2
 11.32***
 0.00
 2
 0.91
LAR (mm2 mg�1)
 0.0030
 70
 0.0020
 1
 46.24***
 0.0066
 2
 75.75***
 0.0005
 2
 5.98**
SLA (mm2.mg�1)
 0.00033010
 70
 0.00000054
 1
 0.12
 0.00095612
 2
 101.39***
 0.00000552
 2
 0.59
RGR (g.g�1 day�1)
 0.0484
 42
 0.0022
 1
 1.87
 0.1029
 1
 89.37***
 0.0001
 1
 0.06
a Inflorescence weight ratio (IWR), leaf area ratio (LAR), leaf weight ratio (LWR), relative growth ratio (RGR), root weight ratio (RWR),

specific leaf area (SLA), and shoot weight ratio (SWR) according to Hunt (1978) taken from A. thaliana and B. distachyon.
b Number of plants equals 90 for each species. This total is spread between the two main factors (Competition and Harvest) which, when crossed,

give six overall factors (n=15). Sum of squares (SS), degrees of freedom (df) and F-ratios (F) given for competition (solitary and mixed), age (t=1,

t=2 and t=3) and the interaction between them both as well as SS and df for the within and residual error. Significance levels for balanced ANOVA

presented next to corresponding F-ratios where statistically significant differences arise (*where P50.05, **where P50.01 and ***where P50.001)
(Sokal and Rohlf, 1969).
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The resulting whole-tissue FT–IR metabolic fingerprints
are complex and Fig. 1 shows typical FT–IR spectra of
B. distachyon and A. thaliana. These spectra, and indeed
all those collected (data not shown) show broad over-
lapping peaks with recognisable amide I (C¼O at
�1650 cm�1) and amide II (NH and CN at �1550
cm�1) protein vibrations, acyl CH2 and CH3 vibrations
from fatty acids in the region 3050–2800 cm�1, poly-
saccharides (C–O and ring vibrations) at �1090 cm�1

and P¼O vibration from nucleic acids at 1320 cm�1

(Naumann et al., 1988; Stuart, 1997; Schmitt and
Flemming, 1998). The complexity of these spectra
means that they are essentially uninterpretable to the
naked eye and thus multivariate analyses are needed to
interpret these hyperspectral data.
Therefore DFA was used to analyse these FT–IR

spectra and the pseudo 3 dimensional plot of the first
three discriminant functions is shown in Fig. 2. It is
clear that DFA can differentiate between ‘solitary’ and
‘mixed’ B. distachyon plants at 42 day of age, thus
demonstrating the power of this cluster analysis method
for the simplification of these metabolic fingerprint
data. Additionally, cross-validation of the DFA was
performed by splitting the data into a training and
independent test set as described elsewhere (Radovic et
al., 2001). Projection of the test-set variables into this
resultant PC-DFA model showed satisfactory agree-
ment, based on competition treatment, between the
training and independent test-set (data not shown for
brevity). This confirms that the separation noted is real
and not simply an artefact of the analytical procedure.
By contrast, there were no apparent differences in the
metabolome of A. thaliana in any of the harvests even
though this species clearly exhibited morphological
responses to co-existence with B. distachyon. To answer
the question of whether this plant–plant interference is
attributable to allelopathy, shading or below ground
resource competition is not possible (Inderjit and del-
Moral, 1997), but this will be a matter for future study.
Most previous studies concerning plant–plant inter-

ference have concentrated on morphological responses
alone (e.g. see Inoue et al., 1992; Macharia and Peffley,
1995; Baghestani et al., 1999; Ridenour and Callaway,
2001). One study has shown changes, both positive and
negative, due to simulated plant–plant interference in
chlorophyll a concentration when Juncus effuses and
two sedge species were subjected to shoot extracts from
J. effuses (Ervin and Wetzel, 2000). Thus we believe that
the ability of FT–IR to detect alterations in the meta-
bolic fingerprint of B. distachyon leaves as a result of
plant–plant interference is highly exciting and worthy of
further investigation.
By contrast to GC–MS and LC–MS which involve

the preparation of specific plant extracts, FT–IR is not
biased to any specific chemical species and thus gen-
erates a ‘holistic’ (bio)chemical fingerprint of the biolo-
gical sample under investigation. The power of this
approach in detecting unforeseen alterations in global
metabolic profiles is valuable and could be used as a
rapid screening method prior to any targeted metabolite
analyses. Ultimately, the real challenge with reference to
the current scenario will be to analyse plant–plant and
other trophic interactions in natural ecosystems.
3. Experimental

3.1. Growth analysis and harvesting

The experiment involved two treatments for both
B. distachyon and A. thaliana (Col-0), solitary (single
plants in pots) and mixed (one of each species in a pot).
Three harvests were performed during the duration of
the experiment (t=1 at 25 d, t=2 at 34 d and t=3 at 42
d). Overall, each combination of competition, species
and harvest had a total of 10 replicates (n=120) within a
randomised block design. Plants were harvested for dry
weight partitioning and leaf samples from each species
(rosette leaves from A. thaliana) were collected for
FT–IR analysis.
Balanced two-factor Analysis of Variance (ANOVA)

was performed on growth measurements (ln trans-
formed) and partitioning (arcsine transformed where
necessary) in order to test for any significant interac-
tions between competition treatment and plant age (for
explanation of ANOVA see Sokal and Rohlf, 1969).
Block effects were also incorporated within the ANO-
VAs. For the parameters where no other factors inter-
acted with block the ANOVAs were recalculated
accordingly.
Fig. 2. Pseudo 3D DFA analysis ordination plot of B. distachyon

FT–IR spectra using 20 principal components (explaining 99.817% of

the total variance). Separation shown for plants at 42 days based on

competition treatments (S=solitary; M=mixed with A. thaliana).

DFA a priori class structure based on grouping machine replicates of

two separate samples together (five a priori classes per treatment).

Each point is based on an average score calculated from the scores for

each samples machine replicates.
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3.2. Sample preparation and Fourier transform–infrared
spectroscopy

Sample preparation for FT–IR analysis was opti-
mised for the two plant species such that good spectra
with high signal-to-noise ratio were obtained (that is to
say maximum absorbance was between 0.6 and 1.2). It
was found that the most optimal spectra were obtained
from fresh leaf material with dry weight for B. dis-
tachyon of 65 mg ml�1 and A. thaliana of 25 mg ml�1;
fresh leaf moisture content was taken into account when
calculating these concentrations. Leaves were weighed
(typical dry weights were �15 mg for B. distachyon and
�5 mg for A. thaliana) and immediately frozen in liquid
N2 (freeze clamping) to stop any inherent enzymatic
activity which would alter the metabolite pool in the
plants. All samples were stored at �80 �C and great care
was taken to avoid thawing tissues before creating
whole-tissue slurries by grinding with liquid N2. Tissue
suspensions were prepared in milli-Q water to the con-
centrations given above, vortexed and immediately
applied into the wells of an aluminium plate FT–IR
sample carrier.
Prior to analysis the samples were oven-dried at 50 �C

for 60 min. Samples were run in triplicate and these
pseudoreplicates are henceforth referred to as machine
replicates. The FT–IR instrument used was a Bruker
IFS28 FT–IR spectrometer (Bruker Spectrospin Ltd.,
Banner Lane, Coventry, UK) equipped with an MCT
(mercury–cadmium–telluride) detector cooled with
liquid N2. The aluminium plate was then loaded onto
the motorised stage of an adapted reflectance TLC
accessory (Timmins et al., 1998). The PC used to con-
trol the IFS28, was also programmed (using OPUS
version 2.1 software running under IBM O/S2 Warp
provided by the manufacturers) to collect spectra over
the wavenumber range 4000–600 cm�1. Spectra were
acquired at a rate of 20 s�1. The spectral resolution used
was 4 cm�1. To improve the signal-to-noise ratio, 256
spectra were co-added and averaged. Each sample was
thus represented by a spectrum containing 882 points
(see Fig. 1 for typical examples) and spectra were dis-
played in terms of absorbance as calculated from the
reflectance-absorbance spectra using the Opus software
[which is based on the Kubelka–Munk theory (Griffiths
and de Haseth, 1986)].

3.3. Spectral pre-processing

To minimize problems arising from baseline shifts
three preprocessing steps were taken as detailed in
Timmins et al. (1998). First CO2 peaks were removed
from the spectra, then spectra were normalised so that
the smallest absorbance was set to 0 and the highest to
+1 for each spectrum, and finally the minimum and
maximum bins of the spectra were detrended to 0.
3.4. Cluster analysis

The initial stage involved the reduction of the multi-
dimensional FT–IR data by PCA (Jolliffe, 1986). PCA
is a well-known technique for reducing the dimension-
ality of multivariate data whilst preserving most of the
variance. PCA was performed according to the
NIPALS algorithm (Wold, 1966). DFA, also known as
canonical variates analysis (CVA), then discriminated
between groups on the basis of the retained PCs and the a
priori knowledge of which spectra were replicates. Thus
this process does not bias the analysis in any way (Manly,
1994). These cluster analysis methods were implemented
using Matlab version 5 (The MathWorks, Inc., 24 Prime
Par Way, Natick, MA, USA), which runs under Micro-
soft Windows NT on an IBM-compatible PC.
Acknowledgements

We are grateful to the NERC for funding a CASE
PhD for Edward Gidman. Royston Goodacre thanks
the EBS Committee of the UK BBSRC for financial
support. Dylan Gwynn-Jones is grateful to the NERC
for a small project grant (NER/M/S/2000/00271), which
aided in the technology development for this project.
Professor Douglas Kell is thanked for his unswerving
discussions and encouragement in this area of research.
Many thanks go to Dave I. Ellis for his FT–IR oper-
ation and technical assistance. Finally, the authors
would like to show their great appreciation to Dr. Helen
Johnson for her assistance with the chemometric design
and analysis.
References

Baghestani, A., Lemieux, C., Leroux, G.D., Baziramakenga, R.,

Simard, R.R., 1999. Determination of allelochemicals in spring cer-

eal cultivars of different competitiveness. Weed Science 47, 498–504.

Blackshaw, R.E., Moyer, J.R., Doram, R.C., Boswell, A.L., 2001.

Yellow sweetclover, green manure, and its residues effectively sup-

press weeds during fallow. Weed Science 49, 406–413.

Draper, J., Mur, L.A.J., Jenkins, G., Ghosh-Biswas, G.C., Bablak, P.,

Hasterok, R., Routledge, A.P.M., 2001. Brachypodium distachyon.

A new model system for functional genomics in grasses. Plant Phy-

siology 127, 1539–1555.

Ervin, G.N., Wetzel, R.G., 2000. Allelochemical autotoxicity in the

emergent wetland macrophyte Juncus effusus (Juncaceae). American

Journal of Botany 87, 853–860.

Fiehn, O., Kopka, J., Dormann, P., Altmann, T., Trethewey, R.N.,

Willmitzer, L., 2000. Metabolite profiling for plant functional

genomics. Nature Biotechnology 18, 1157–1161.

Fiehn, O., 2001. Combining genomics, metabolome analysis, and bio-

chemical modelling to understand metabolic networks. Compara-

tive and Functional Genomics 2, 155–168.

Fiehn, O., 2002. Metabolomics—the link between genotypes and phe-

notypes. Plant Molecular Biology 48, 155–171.

Goodacre, R., Timmins, E.M., Burton, R., Kaderbhai, N., Woodward,

A.M., Kell, D.B., Rooney, P.J., 1998. Rapid identification of urinary
E. Gidman et al. / Phytochemistry 63 (2003) 705–710 709



tract infection bacteria using hyperspectral whole-organism finger-

printing and artificial neural networks. Microbiology 144, 1157–1170.

Goodacre, R., Shann, B., Gilbert, R.J., Timmins, E.M., McGovern,

A.C., Alsberg, B.K., Kell, D.B., Logan, N.A., 2000. Detection of

the diplonic acid biomarker in Bacillus spores using Curie-point

pyrolysis mass spectrometry and Fourier transform infrared spec-

troscopy. Analytical Chemistry 72, 119–127.

Goodacre, R., Anklam, E., 2001. Fourier-transform infrared spectro-

scopy and chemometrics as a tool for the rapid detection of other

vegetable fats mixed in cocoa butter. Journal of the American Oil

Chemists’ Society 78, 993–1000.

Goodacre, R., Vaidyanathan, S., Bianchi, G., Kell, D.B., 2002. Meta-

bolic profiling using direct infusion electrospray ionisation mass

spectrometry for the characterisation of olive oils. The Analyst 11,

1457–1462.

Goodacre, R., Kell, D.B., 2003. Evolutionary computation for the

interpretation of metabolomic data. In: Harrigan, G., Goodacre, R.

(Eds.), Metabolic Profiling: Its Role in Biomarker Discovery andGene

Function Analysis. Kluwer Academic, The Netherlands, pp. 239–256.

Grace, J.B., Tilman, D., 1990. Perspectives in Plant Competition.

Academic Press, New York.

Griffiths, P.R., de Haseth, J.A., 1986. Fourier Transformed Infrared

Spectrometry. John Wiley, New York.

Harper, J.L., 1997. Population Biology of Plants. Academic Press,

London.

Helm, D., Labischinski, H., Schallehn, G., Naumann, D., 1991. Clas-

sification and identification of bacteria by Fourier transform–infra-

red spectroscopy. Journal of General Microbiology 137, 69–79.

Hunt, R., 1978. Plant Growth Analysis. Edward Arnold, London.

Inderjit, delMoral, R., 1997. Is separating resource competition from

allelopathy realistic? The Botanical Review 63, 221–230.

Inoue, M., Nishimura, H., Li, H.H., Mizutani, J., 1992. Allelochem-

icals from Polygonum sachalinense FR Schm. (Polygonacea). Jour-

nal of Chemical Ecology 18, 1833–1840.

Johnson, H.E., Gilbert, R.J., Winson, M.K., Goodacre, R., Smith,

A.R., Rowland, J.J., Hall, M.A., Kell, D.B., 2000. Explanatory

analysis of the metabolome using genetic programming of simple

interpretable rules. Genetic Programming and Evolvable Machines

1, 243–258.

Jolliffe, I.T., 1986. Principal Component Analysis. Springer Verlag,

New York.

Kell, D.B., Darby, R.M., Draper, J., 2001. Genomic computing.

Explanatory analysis of plant expression profiling data using

machine learning. Plant Physiology 126, 943–951.

Lai, Y.W., Kemsley, E.K., Wilson, R.H., 1994. Potential of Fourier

transform–infrared spectroscopy for the authentication of vegatable

oils. Journal of Agricultural and Food Chemistry 42, 1154–1159.

Lindon, J.C., Nicholson, J.K., Holmes, E., Everett, J.R., 2000. Meta-

bonomics: metabolic processes studied by NMR spectroscopy of

biofluids. Concepts in Magnetic Resonance 12, 289–320.

Macharia, C., Peffley, E.B., 1995. Suppression of Amaranthus spinosus

and Kochia scoparia—evidence of competition or allelopathy in

Allium fistulosum. Crop Protection 14, 155–158.

Manly, B.F.J. (Ed.), 1994. Multivariate Statistical Methods: A Primer.

Chapman and Hall, London.
Martens, H., Næs, T., 1989. Multivariate Calibration. John Wiley and

Sons, New York.

Massart, D.L., Vandeginste, B.G.M., Deming, S.N., Michotte, Y.,

Kaufmann, L., 1988. Chemometrics: A Textbook. Elsevier,

Amsterdam.

Michelsen, A., Schmidt, I.K., Jonasson, S., Dighton, J., Jones, H.E.,

Callaghan, T.V., 1995. Inhibition of growth, and effects on nutrient-

uptake of artic graminoids by leaf extracts—allelopathy or resource

competition between plants and microbes. Oecologia 103, 407–418.

Naumann, D., Fijjala, V., Lavischinski, H., Giesbrecht, P., 1988. The

rapid differentiation and identification of pathogenic bacteria using

Fourier transform infrared spectroscopic and multivariate statistical

analysis. Molecular Structure 174, 165–170.

Oliver, S.G., Winson, M.K., Kell, D.B., Baganaz, F., 1998. Systematic

functional analysis of the yeast genome. Trends in Biotechnology

16, 373–378.

Phelps, T.J., Palumbo, A.V., Beliaev, A.S., 2002. Metabolomics and

microarrays for improved understanding of phenotypic character-

istics controlled by both genomics and environmental constraints.

Current Opinion in Biotechnology 13, 20–24.

Putnam, A.R., Tang, C.S. (Eds.), 1986. The Science of Allelopathy.

Wiley-Interscience, USA.

Quayyum, H.A., Mallik, A.U., Leach, D.M., Gottardo, C., 2000.

Growth inhibitory effects of nutgrass (Cyperus rotundus) on rice

(Oryza sativa) seedlings. Journal of Chemical Ecology 26, 2221–

2231.

Radovic, B.S., Goodacre, R., Anklam, E., 2001. Contribution of pyr-

olysis mass spectrometry (Py-MS) to authenticity testing of honey.

Journal of Analytical and Applied Pyrolysis 60, 79–87.

Ridenour, W.M., Callaway, R.M., 2001. The relative importance of

allelopathy in interference: the effects of an invasive weed on a

native bunchgrass. Oecologia 126, 444–450.

Rice, E.L., 1984. Allelopathy, 2nd Edition. Academic Press, Orlando.

Schmitt, J., Flemming, H.C., 1998. FTIR spectroscopy in microbial

and material analysis. International Biodeterioration and Biode-

gradation 41, 1–11.

Sokal, R.R., Rohlf, F.J., 1969. Biometry. W.H. Freeman and Com-

pany, San Francisco.

Stuart, B., 1997. Biological Applications of Infrared Spectrocopy.

John Wiley & Sons, Chichester.

Timmins, E.M., Howell, S.A., Alsberg, B.K., Noble, W.C., Goodacre,

R., 1998. Rapid differentiation of closely related Candida species and

strains by pyrolysis-mass spectroscopy and Fourier transform–

infrared spectroscopy. Journal of Clinical Microbiology 36, 367–374.

Vaidyanathan, S., Kell, D.B., Goodacre, R., 2002. Flow-injection

electrospray ionization mass spectrometry of crude cell extracts for

high-throughput bacterial identification. Journal of the American

Society of Mass Spectrometry 13, 118–128.

Vaidyanathan, S., Rowland, J.J., Kell, D.B., Goodacre, R., 2001.

Discrimination of aerobic endospore-forming bacteria via electro-

spray-ionization mass spectrometry of whole cell suspensions. Ana-

lytical Chemistry 73, 4134–4144.

Wold, H., 1966. Estimation of principal components and related

models by iterative least squares. In: Krishnaiah, K.R. (Ed.),

Multivariate Analysis. Academic Press, New York, pp. 391–420.
710 E. Gidman et al. / Phytochemistry 63 (2003) 705–710


	Investigating plant-plant interference by metabolic fingerprinting
	Introduction
	Results and discussion
	Experimental
	Growth analysis and harvesting
	Sample preparation and Fourier transform-infrared spectroscopy
	Spectral pre-processing
	Cluster analysis

	Acknowledgements
	References


