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Abstract

Little is known about the molecular processes involved in the phloem response to aphid feeding. We
investigated molecular responses to aphid feeding on celery (Apium graveolens cv. Dulce) plants infested
with the aphidMyzus persicae, as a means of identifying changes in phloem function. We used celery as our
model species as it is easy to separate the phloem from the surrounding tissues in the petioles of mature
leaves of this species. We generated a total of 1187 expressed sequence tags (ESTs), corresponding to 891
non-redundant genes. We analysed these ESTs in silico after cDNA macroarray hybridisation. Aphid
feeding led to significant increase in RNA accumulation for 126 different genes. Different patterns of
deregulation were observed, including transitory or stable induction 3 or 7 days after infestation. The genes
affected belonged to various functional categories and were induced systemically in the phloem after
infestation. In particular, genes involved in cell wall modification, water transport, vitamin biosynthesis,
photosynthesis, carbon assimilation and nitrogen and carbon mobilisation were up-regulated in the
phloem. Further analysis of the response in the phloem or xylem suggested that a component of the
response was developed more specifically in the phloem. However, this component was different from the
stress responses in the phloem driven by pathogen infection. Our results indicate that the phloem is actively
involved in multiple adjustments, recruiting metabolic pathways and in structural changes far from aphid
feeding sites. However, they also suggest that the phloem displays specific mechanisms that may not be
induced in other tissues.

Abbreviations: CMV, cucumber mosaic cucumovirus; EST, expressed sequence tag; JA, jasmonic acid; PR,
pathogenesis-related; SA, salicylic acid

Introduction

The co-evolution of phytophagous insects and of
the plants they feed on, in terms of responses to
insect attack and the mechanisms underlying the
recognition, signalling and protection against such
attacks, has resulted in a diversity of plant –
herbivore defence strategies (Walling, 2000;
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Reymond et al., 2000; Baldwin et al., 2001). Plants
synthesise specific compounds, such as volatile
compounds and secondary metabolites, but have
also developed general mechanisms of defence
against insects, fine-tuning the balance between
limiting pest multiplication and basic requirements
for plant growth. Cross-talk between various de-
fence and metabolic or hormonal pathways pro-
vides evidence for the global co-ordination of gene
responses (Gatehouse, 2002; Kessler and Baldwin;
2003; Taylor et al., 2004). For example, many
plant genes are differentially regulated following
infestation with chewing insects, including markers
of the wound-response pathway and metabolic
regulatory genes (Reymond et al., 2000; Hui et al.,
2003; Voelkel and Baldwin, 2003; Zhang et al.,
2004). In these studies, the whole-plant response
was assessed, either locally or systemically. This
whole-plant response reflected a combination of
multiple levels of responses, including primary
responses in damaged cells and downstream
responses in other tissues or organs.

The interaction of plants with phloem-feeding
insects, such as aphids, represents an elegant case
of specialisation. The development of aphid pop-
ulations on plants frequently leads to changes in
various phloem functions, including nitrogen
recycling, as shown by changes in the amino acid
content of phloem sap following aphid feeding
(Sandström et al., 2000, Girousse et al., 2003) and
developmental switches (Girousse et al., 2003).
The physiology of the plant may affect these
changes, as nitrogen supply and water status have
a significant effect on aphid behaviour (Ponder
et al., 2001; Hale et al., 2003). The plant–aphid
interaction involves three main steps, which
determine whether the plant is susceptible or
resistant: (1) probing of the cell surface by the
aphid, (2) probing of the various cell layers to
reach the vascular bundles, (3) initiation of feeding
by direct pumping of the phloem sap in the sieve
elements. The insects produce a ‘‘salivary sheath’’
to protect their stylets during the initial explora-
tion of the surface cell layers (Miles, 1999). This
sheath extends into the apoplasm of the injured
cells from the cuticle, through the mesophyll and
finally into the phloem. When the insects eventu-
ally establish sustained feeding within the sieve
elements, they take up large volumes of phloem
sap, which may have a strongly deleterious effect
on plant growth and development. Strikingly, the

sieve elements do not become plugged during
feeding, despite direct damage to the conducing
elements. This suggests that components of the
aphid saliva injected into the sieve elements pre-
vent these elements from becoming plugged when
injured; this plugging is thought to involve the
deposition of callose on the sieve plates or the
aggregation of P-proteins (Miles and Oertli, 1993).
The saliva of aphids also contains various hydro-
lytic enzymes (Miles, 1999) that may elicit plant
defences or pre-empt potential wound responses.
The saliva compounds released into the phloem
are complex and little is known about their precise
functions (Miles, 1999; Cherqui and Tjallinghii,
2000), although some elements of the plant re-
sponse have recently been identified. Moran and
Thompson (2001) analysed the molecular response
of Arabidopsis thaliana to Myzus persicae, and
demonstrated the existence of a rapid local defence
response in infested leaves. This response involved
the jasmonic acid (JA) and salicylic acid (SA)
pathways. These results were also supported by
genetic evidence: Ellis et al. (2002) showed that
plants with modified JA pathways were more
resistant to aphids than wild-type plants. How-
ever, the local defence response was not followed
by the systemic induction of defence genes asso-
ciated with wounding and pathogen attacks
(Moran and Thompson, 2001). This observation
provided evidence to suggest that aphids are able
to block the generalised defence response to some
extent, despite feeding directly on phloem sap.
A more detailed analysis recently described the
complexity of the response to aphid infestation in
A. thaliana (Moran et al., 2002), Sorghum bicolor
(Zhu-Salzman et al., 2004) and Nicotiana
attenuata (Voelckel et al., 2004). These reports
suggested that aphids might be able to avoid
activating potentially effective defensive machin-
ery. In these studies, the response in the phloem,
the primary target of aphid feeding, was not dis-
tinguished from total organ or plant responses.
The question of the primary steps in the response
initiated in the phloem therefore remained unan-
swered.

The phloem constitutes a small fraction of the
tissues of the plant (< 0.5% of total leaf volume;
Sjölund, 1997). The response of this vascular tissue
is therefore likely to be masked by those of the
surrounding tissues. As the phloem is an impor-
tant control centre for long-distance signalling and
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carbohydrate partitioning (Van Bel, 2003), the
systemic plant response, including metabolic
readjustments and defence signalling, is thought to
be triggered from the phloem. We aimed to dissect
this response during aphid feeding by investigating
specific changes in this tissue. Various methods are
now available for separating vascular cell layers
from the surrounding cells (Hertzberg et al., 2001;
Asano et al., 2002; Nakazono et al., 2003;
Ivashikina et al., 2003; Birnbaum et al., 2003). We
chose to study celery (Apium graveolens), because
the peeling of the petioles to separate the phloem
from the surrounding tissues is a simple and reli-
able method for the separation of vascular tissues.
This technique has been used to identify, by
transcript profiling, sets of genes preferentially
expressed in the phloem (Vilaine et al., 2003). As
the aphids that feed on leaf blades do not usually
colonise the petioles used for phloem separation, it
was possible to follow the systemic phloem
response. Phloem-enriched tissue fractions from
infested plants were used to identify genes
differentially expressed in the phloem tissue in
response to aphid infestation, by means of
expressed sequence tag (EST) sequencing and
cDNA macroarray hybridisation.

Results

Aphid infestation of celery plants

Celery is a natural host for the green peach aphid
(M. persicae). Four-month-old celery (A. graveo-
lens var. Dulce) plants were infested with
M. persicae, using clonal populations acclimated
and grown on celery plants. Three days post-
infestation (dpi), aphid populations were well
established and successfully feeding on fully
expanded mature leaves. Significant colonisation
of the plant 7 dpi was defined as the presence of
multiple colonies on most of the leaflets of mature
leaves, indicating that the aphids were reproduc-
ing. This resulted in massive infestation of the
plants, with hundreds of insects developing on the
abaxial side of mature leaves. Interestingly, young
and immature leaves, close to the plant apex,
remained free of insects. Three weeks after infes-
tation, the plant showed symptoms of early
senescence, with advanced yellowing of the older

leaves and growth reduction. No hypersensitive
response was observed at the feeding sites. The
vascular tissues of infested plants appeared
normal.

Analysis of the sequences of randomly selected
cDNAs

Phloem and xylem strands from detached petioles
were separated from the surrounding tissues con-
taining collenchyma, cortical and medullar storage
parenchyma and epiderm (hereafter referred to
collectively as ‘‘parenchyma’’). The phloem was
then separated from the xylem and used to prepare
phloem-enriched cDNA libraries. These libraries
were enriched for stress-response sequences by
subtractive suppression hybridisation (SSH)
(Diatchenko et al., 1996) between cDNAs from
the phloem of infested and non-infested plants.
Individual clones were randomly selected for
cDNA sequencing and macroarray spotting.

Single-pass sequences were obtained from 1150
clones from a cDNA library enriched with up-
regulated genes. We also obtained 37 ESTs from
another cDNA library (BRP) generated using re-
verse conditions for SSH to enrich the library in
down-regulated genes. We obtained 891 contigu-
ous sequences from the 1187 ESTs studied as 25%
of the sequences were redundant. These sequences
were represented once (82%), twice (12%) or three
times or more (6%), with a maximum of 26 copies
for the celery phloem-specific gene AgNS1, previ-
ously described by Vilaine et al. (2003), which
belongs to a class of genes of unknown function
displaying no similarity (NS for no score) to se-
quences from other species. As these ESTs corre-
spond to partial cDNAs, we could not exclude the
possibility that some non-overlapping contigs
covered individual genes.

The ESTs were annotated by means of BLAST
similarity searches, which revealed significant
matches (threshold E-value ¼ 10)5) with genes of
assigned function for 51% of the sequences (Sup-
plementary Materials 1). This value is consistent
with that obtained in a previous phloem EST
analysis of a SSH cDNA library (45% annotated
sequences; Vilaine et al., 2003). ESTs were classi-
fied into the main functional categories and the
distribution obtained was similar to that for
phloem cDNA libraries not enriched in aphid-in-
duced sequences (Figure 1). The ESTs derived
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from infested plants were only moderately redun-
dant (10%) with ESTs obtained in standard
growth conditions (Vilaine et al., 2003). We were
unable to annotate 48% of the sequences: 20%
corresponded to sequences similar to annotated
genes of unknown function and 28% did not
match other sequences.

More detailed examination of the functions
represented in these libraries showed differences in
representation of the more specific functions
(Table 1). Genes with functions related to carbo-
hydrate partitioning and metabolism and nitrogen
recycling were more frequent in the cDNA library
generated from aphid-infested plants, as were
several genes frequently associated with oxidative
stress (metallothioneins, catalases, peroxidases).
Genes encoding phloem-specific proteins that
appeared stably expressed in that tissue such as the
phloem-specific lectin, AgPP2-1, the AgCAT1 and
AgCAT2 catalases, the nodulin-like AgNOD1,
and the OleE1 allergen (Dinant et al., 2003;
Vilaine et al., 2003) were poorly represented,
showing that subtraction eliminated the sequences
corresponding to such proteins.

Cloning of additional control markers in Apium
graveolens

In addition to the cDNA clones generated by SSH
representing a subpopulation of genes differen-
tially expressed in response to aphid infestation,

other cDNA clones were collected for use as
internal controls in macroarray experiments.
These cDNAs corresponded to putative ‘‘house-
keeping’’ genes, expressed equally strongly in all
tissues and conditions, and markers reflecting the
physiological, metabolic and stress status of the
plants. These cDNAs included genes for which
mRNA was produced constitutively in experi-
ments in various petiole tissues (clones defined as
‘‘stable’’ in Vilaine et al., 2003), such as Eif4A,
Eef1a and a profilin gene. As the principal aim was
to analyse phloem response, cDNA clones corre-
sponding to genes preferentially expressed in the
phloem tissue and only slightly affected by physi-
ological conditions were also included (AgPP2-1,
an ubiquitin-conjugating enzyme gene E2 and the
nodulin-like AgNod1 gene). We also included
genes strongly expressed in the vascular tissues,
such as those encoding the metallothioneins
AgMT1, AgMT2 and AgMT4 (Vilaine et al.,
2003). Several clones for metabolic markers and
membrane transporters were also included: a
methionine synthase, the mannitol transporter
AgMAT1, the sucrose transporter AgSUT2, a
vacuolar invertase and the mannose-6-phosphate
dehydrogenase (Lemoine, unpublished results;
Noiraud et al., 2000, 2001).

Finally, this set included several putative
defence genes, because genes corresponding to the
general defence response were underrepresented in
this set of ESTs. As little is known about the

Figure 1. Distribution of ESTs according to functional classes. ‘‘Aphid-induced’’ ESTs: ESTs from the phloem subtraction cDNA

library generated from the petioles of aphid-infested plants in this study. Standard ESTs: ESTs from standard phloem cDNA libraries

generated from young or mature petioles as described by Vilaine et al., (2003).
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Table 1. Number and frequency of the most abundant celery ESTs found in the subtracted phloem BIP cDNA library enriched in
sequences responding to aphid infestation. For comparison, the frequency of these ESTs in standard phloem cDNA libraries, as
described by Vilaine et al. (2003), are indicated.

Function Putative identity Accession no. Number [and

frequency; &] of

ESTs in BIP cDNA

library (1150 EST)

Number [and

frequency; &] of ESTs

in standard cDNA

libraries (721 EST)

Metabolism/nitrogen recycling

Glutamine synthetase GS1 CN254940 5 [4.3] 0 [0]

Mannitol transporter CN254621 3 [5.1] 0 [0]

AgMAT1 CN254915 3

Sucrose synthase Susy CN255033 3 [2.6] 0 [0]

Sucrose transporter AgSUT2 BU693157 0 [0] 2 [1.7]

Peptide transporter CN254498 4 [3.4] 0 [0]

Thiamine biosynth. enz Thi1-1 CN254190 3 [2.6] 1 [0.9]

Thiamine biosynth. enz Thi1-2 CN254452 5 [4.3] 1 [0.9]

b-galactosidase CN254209 4 [3.4] 0 [0]

Structure

Lectin AgPP2-1 CN254691 1 [0.9] 4 [3.4]

Stress response

Catalase AgCAT1 CN254916 1 [0.9] 12 [10.2]

Copper homeostasis factor CCH CN254148 4 [3.4] 0 [0]

Dehydrin ecpp44 CN254230 5 [4.3] 0 [0]

Metallothionein AgMT1 CN254988 4 [3.4] 1 [0.9]

Metallothionein AgMT2 CN254899 4 [3.4] 3 [2.6]

Metallothionein AgMT3 CN254033 6 [5.1] 2 [1.7]

Metallothionein AgMT5 CN254935 5 [4.3] 0 [0]

Aluminium-induced ARG10 BU693589 0 [0] 4 [3.4]

Peroxidase CN254785 9 [7.6] 0 [0]

Energy

Photosystem II, LS1 CN254833 3 [2.6] 1 [0.9]

Cytochrome c1 CN254568 3 [2.6] 0 [0]

CAB (cab-11) CN254590 1 [0.9] 5 [4.3]

CAB (cab-2) BU693425 0 [0] 2 [1.7]

Signal transduction

Ethylene-responsive element CN254275 3 [2.6] 0 [0]

Giberellin GAST1 CN254272 8 [6.8] 0 [0]

Ethylene-responsive EREBP-3 BU693337 0 [0] 3 [2.6]

Translation and transcription

Translation factor eEF1-a BU693243 0 [0] 2 [1.7]

Translation factor eEF1-a CN254794 3 [2.6] 1 [0.9]

Dead box RNA helicase CN254133 4 [3.4] 0 [0]

Homeobox leucine zipper CN254901 3 [2.6] 0 [0]

Transcription factor RAU1 CN254584 3 [2.6] 0 [0]

DNA binding HAT7 BU693245 0 [0] 3 [2.6]

Miscellaneous

Aquaporin PIP1 CN254401 4 [3.4] 0 [0]

Ubiquitin-conjugating enz E2 BU693414 0 [0] 3 [4.3]

BU693408 0 2

Unknown function

Unknown AgNS1 CN255026 26 [22] 1 [0.9]

Unknown AgNS4 CN254155 11 [9.3] 0 [0]

Unknown AgUNK5 CN254299 5 [4.3] 0 [0]

Major allergen PR10 CN254442 12 [10.2] 1 [0.9]

Allergen ole e1 CN254402 1 [0.9] 4 [3.4]
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response of celery to pathogen attack or stress,
partial cDNAs corresponding to putative celery
orthologues of defence genes well characterised in
other species, associated with wounding or path-
ogen attacks, were amplified with degenerate
primers deduced from conserved regions found in
their sequences (Table 2) and cloned. These
sequences encoded the putative orthologues of two
pathogenesis-related (PR) proteins, PR2 and
PR10, and enzymes involved in octadecanoid,
flavonoid and phenolic pathways frequently
induced by biotic stresses. We also cloned two
additional markers, MPK4 (Petersen et al., 2000)
and EDR1 (Frye et al., 2001) encoding the
putative orthologues of the MAP kinases (Table 2)
involved in the signalling cascades triggered in the
JA and SA pathways, respectively, in A. thaliana.

cDNA macroarray analysis of the expression
profile of genes expressed in the phloem

We investigated the pattern of RNA production in
the phloem of infested plants, and the expression
profile of the additional marker sequences, by
cDNA macroarray analysis. Nylon macroarrays
were prepared with PCR products corresponding
to 1278 cDNA clones, including the 1187
sequenced cDNA clones and the control markers
(including those presented in Table 2). The prod-
ucts of PCR with cloning vectors were spotted as
negative controls. Each clone was arrayed in
duplicate. The accumulation of mRNAs in phloem
isolated from the petioles of mature, aphid-
infested and control uninfested celery leaves was
monitored by hybridisation with specific probes.

Three experiments were performed with inde-
pendent sets of plants, the infestation of which was
monitored 3 or 7 dpi. We isolated tissues at the
same time of day, by the same procedure, taking
the same time in each case, to minimise physio-
logical variation. The reproducibility of macroar-
ray analysis for scoring differential gene expression
has been validated for this system (Vilaine et al.,
2003). During normalisation, we carefully took
into account bias introduced by enriching libraries
with tissue-specific sequences. Significant inter-
experiment variation was observed in the tran-
script profiles for most genes, consistent with the
results obtained in a previous study (Vilaine et al.,
2003). This variation probably reflects some dif-
ferences in the physiological status of the plants

between experiments, as plants were grown in
greenhouses over a period of 4 months at different
periods of the year.

We used analysis of variance (ANOVA) to dis-
criminate between variations due to aphid infesta-
tion from those due toother causes (physiological or
methodological). This method is particularly suit-
able for correction for potential confounding effects
inmacroarray studies (Kerr et al., 2000). Thismade
it possible to identify genes displaying consistent
transcript profile variations due to aphid infesta-
tion. Almost 40% of the sequences displayed vari-
ations in transcript profile for at least one time point
(3 or 7 dpi), depending on stress conditions, with P
values associated with the condition (PvalCond) be-
low 0.01 (Supplementary Materials 2). The magni-
tude of the changes observed was nevertheless
moderate, with the level of expression of many se-
quences changing by a factor of only 1.2–1.5, sug-
gesting that this change may not be highly relevant
biologically.We retained only those genes for which
expression level changedby a factor of at least 1.7 on
average for subsequent analysis. This threshold far
exceeds the error limit calculated for replicate vari-
ability (1 ± 0.3) and has been reported to be a good
indicator of differential expression for this array
technology (Vilaine et al., 2003), despite probably
underestimating the actual variations in gene
expression. Based on these two criteria (change by a
factor >1.7, PvalCond < 0.01) we retained 202 se-
quences, grouped into 126 non-redundant contigs
(Table 3). These sequences included genes involved
in a variety of biological functions, such as cell
structure (cell wall, cytoskeleton, membrane),
metabolism (carbon assimilation and nitrate or su-
gar assimilation), protein turnover and stability,
oxidative stress, metal homeostasis, stress response,
signal transduction and gene expression (transla-
tion and DNA-binding proteins). Fifty-one of the
126 non-redundant contigs (41%) corresponded to
genes encoding proteins of unknown function
found in other species (unknown function: Unk
genes) or presenting no similarity to any other
known sequence (no score: NS genes).

Transcription profile of genes up-regulated
after infestation

Cluster analysis by hierarchical procedures iden-
tified three main subgroups of expression pattern
for up-regulated genes in infested and non-infested
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Table 2. List of celery metabolic and stress marker cDNAs spotted on the cDNA macroarray in addition to BIP cDNA clones.

Clone Putative identity Accession no. Homologue*

General defence response

CTL066 Lipoxygenase CB275388 (1) -

CTL040 Lipoxygenase LOX1 AY607693 (7) Q06327 (2) [Arabidopsis thaliana]

CTL038 Chalcone synthase CHS AY607692 (7) M20308 (4) [Arabidopsis thaliana]

CTL041 MAP kinase kinase kinase EDR1 AY607694 (7) AAG31143 (5) [Arabidopsis thaliana]

CTL042 PR protein PR10 (ApiG1) BU693177 (1) D88388 (6) [Daucus carota]

CTL044 MAP kinase MPK4 AY607695 (7) D21840 (8) [Arabidopsis thaliana]

CTL046 Hevein-like protein HEL AY607696 (7) U01880 (10) [Arabidopsis thaliana]

CTL047 14-3-3 Protein AY607697 (7) X74141(11) [Arabidopsis thaliana]

CTL048 PR2 (b-1-3 glucanase BGL2) AY607698 (7) X58698 (12) [Petroselinum crispum]

CTL049 Caffeoyl-CoA 3-O-methyltransferase AY607699 (7) M69184(13) [Petroselinum crispum]

CTL050 Fatty acid desaturase ELI7.1 AY607700 (7) AF239827 (14) [Petroselinum crispum]

CTL059 Protease inhibitor IP2 BU693794 (1) –

Metal homeostasis-redox potential

CTL055 Metallotionein AgMT1 BU693865 (1) –

CTL058 Metallotionein AgMT2 BU693948 (1) –

CTL062 Metallotionein AgMT4 BU693877 (1) –

Nitrogen recycling

CTL045 Glutamine synthetase GS2 AY611007 (7) AF019561 (9) [Daucus carota]

Carbohydrate allocation and metabolism

CTL093 Sucrose synthase Susy AF393809 (3) –

CTL089 Sucrose transporter SUT2 AF167415 (16) –

CTL039 Mannitol transporter MAT1 AF215837 (15) AF215837 (15) [Apium graveolens]

CTL091 Mannose-6-phosphate reductase U83687 (17) –

CTL092 Mannitol dehydrogenase Q38707 (18) –

CTL088 Vacuolar invertase AF393810 (3) –

Metabolism

CTL094 Glyceraldehyde-3-phosphate

dehydrogenase (G3PDH)

AF196292 (1) –

CTL029 S-adenosyl methionine synthetase SAMS1 BU693107 (1) –

CTL031 S-adenosyl methionine synthetase SAMS2 BU693407 (1) –

CTL002 S-adenosyl methionine decarboxylase BU693146 (1) –

Cytoskeleton

CTL016 Actin BU693206 (1) –

CTL019 Actin depolymerising factor BU693025 (1) –

CTL024 a-tubulin BU693907 (1) –

CTL027 a-tubulin BU693241 (1) –

CTL025 Profilin ApiG4 BU693489 (1) –

Miscellananeous

CTL085 Histone H3.3 BU693854 (1) –

CTL011 Aquaporin - water channel BU693400 (1) –

CTL077 Ubiquitin-conjugating enzyme E2 CB275394 (1) –

CTL051 Eef1a BU693199 (1) –

CTL096 Eif4A AF393811 (3) –

*Homologue: For the new sequences amplified by RT-PCR and presented in this work, the sequence of the type member chosen for the
identification of a conserved polynucleotide used for the design of degenerate primers.
References: (1): Vilaine et al. (2003) Plant J 36 : 67–81; (2): Melan et al. (1993) Plant Physiol 101: 441–450; (3): Maingourd and
Lemoine, unpublished; (4): Vijayan et al. (1998) Proc. Nat. Acad. Sci. USA 95: 7209–7214; (5): Frye et al. (2001) Proc. Natl. Acad. Sci.
U.S.A. 98: 373–378; (6): Yamamoto et al. (1996) unpublished; (7): this work; (8): Peterson et al. (2000) Cell, 103: 1111–1120; (9):
Higashi and Kamada (1997) unpublished; (10): Potter et al. (1993) Mol. Plant. Microbe Interact. 6: 680–685; (11): Wu et al. (1997)
Plant Physiol. 114: 1421–1431; (12): van de Locht et al. (1990) EMBO J. 9: 2945–2950; (13): Schmitt et al. (1991) J. Biol. Chem. 266:
17416–17423; (14): Krisch and Somssich (2000) Mol. Plant Pathol. 1: 243–251. (15): Noiraud et al. (2001) Plant Cell. 13: 695–705. (16):
Noiraud et al. (2000) Plant Physiol: 122: 1447–1455. (17): Everard et al. (1997) Plant Physiol. 113: 1427–1435. (18): Williamson et al.
(1995) Proc. Natl. Acad. Sci. USA 92: 7148–7152.
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plants 3 or 7 dpi (Figure 2). The clusters showed a
tendency also deduced from the distribution of
average ratios made on the whole array (data not
shown): the sequences displayed transient or stable
up-regulation 3 or 7 dpi. The main class of genes
(72 genes) displayed transitory up-regulation 3 dpi
(Figure 2A), with expression levels returning to
basal levels thereafter. Genes displaying up-regu-
lation 7 dpi (55 genes) displayed a more variable
response 3 dpi (Figure 2B), suggesting that these
late-response genes also responded to other types
of regulation. Twenty genes displayed up-regula-
tion both 3 and 7 dpi.

The early-induced genes (3 dpi) included sev-
eral genes encoding proteins involved in oxidative
stress such as ascorbate oxidase, peroxidase,
chalcone synthase, and enzymes linked to redox
potential and metal homeostasis, such as a metal-
lothionein MT5 and a copper chaperone factor
(CCH). These genes included several encoding
proteins with putative structural functions, such as
a putative aquaporin (TIP1-3), two xyloglucan
endotransglycosylases (XTH), two pectin methy-
lesterases (PME), a pectin acetyl esterase and a
cellulose synthase (CeS). Genes related to photo-
synthesis and carbon assimilation, such as those

Figure 2. Clustering of the genes displaying the highest levels of up-regulation following aphid infestation. The 126 non-redundant

genes selected on the basis of a PvalCond <0.01 and an increase in expression by a factor > 1.7 were grouped in two clusters as

described in (A) and (B), by hierarchical clustering. For comparisons, the subset of genes selected on the basis of a PvalCond < 0.01 that

presented down-regulation are presented in (C). Each row corresponds to one clone spotted on the filter (i.e. one gene) and each

column corresponds to the ratios calculated between the phloem of infested and non-infested plants (Ph: phloem) from normalised

intensity values, for each experiment. Each clone was duplicated on the array and each spot was quantified independently on two sets

of independent membranes. The three experimental replicates (numbered 1, 2, 3) therefore appear as successions of four columns for

each time point. Ratios are shown in false colours as follows: Black corresponds to a ratio of 1, red indicates a ratio >1 (up-regulated

genes) and green indicates a ratio <1 (down-regulated genes). The colour scale is indicated below the figure.

528



encoding the photosystem I reaction centre, Ru-
BisCO, a chorophyllase, a carbon anhydrase, a
thiazole biosynthesis enzyme (Thi1-2) and several
chorophyll A/B binding proteins were also repre-
sented in this class, together with several genes
encoding proteins of unknown function. The late-
induced genes (7 dpi) included a different group of
structural genes, encoding another xyloglucan
endotransglycolsylase (XTH), a plasma membrane
protein, a second putative aquaporin (PIP3), and a
melastatin-like protein. This set of genes included
those encoding a protein associated with gibber-
ellin-associated signalling (Snakin2-GAST), an
ethylene-responsive element and the metallothi-
onein AgMT4. It also included a number of genes
encoding proteins of unknown function. Several
genes involved in nitrate and sugar remobilisation
were also found in this category, including gluta-
mine synthase and mannitol dehydrogenase.

The up-regulation of several of these genes was
confirmed by a Northern blot time-course analysis
performed on a subset of sequences derived from
the cDNA library and chosen to represent various
functions (Figure 3). For most of these clones, the
up-regulation observed on the Northern blot was
more pronounced than that predicted from mac-
roarray experiments. This confirms the validity of
the approach used.

Tissue specificity of the aphid response

The tissue specificity of the changes in gene
expression observed following aphid infestation
was investigated by Northern blotting for the
GAST, Unk2, Thi1-2, XTH1, CCH, MT5, TIP1-3
and a dehydrin-like gene (Figure 3). Xylem tissues
obtained from the petioles of the same infested and
non-infested plants were used to determine whe-
ther these genes were equally induced in tissues
other than phloem. In contrast to the significant
induction observed in the phloem of infested
plants, no clear induction was observed in the
xylem 3 or 7 days after infestation for the Thi1-2,
XTH1, CCH and dehydrin genes. In contrast,
TIP1-3 displayed moderate up-regulation 7 dpi,
whereas this gene was induced 3 dpi in the phloem.
Levels of mRNA accumulation were also lower in
these tissues than in the phloem of non-infested
plants (data not shown). This suggests that some
of the genes identified as responding to aphid
infestation were also more strongly expressed in
vascular than in non-vascular tissues, despite the
absence of screening for preferential vascular
expression. Three of these genes, CCH, MT5 and
Thi1-2, displayed no detectable expression in
parenchyma tissues, in healthy or infested plants
(data not shown).

Stress specificity of the aphid response

We investigated the specificity of the response to
aphids using the marker genes and plants chal-
lenged with another biotic stress, cucumber mosaic
cucumovirus (CMV) infection. We used a second
set of filters for hybridisation with probes prepared
from the phloem of celery petioles from plants
infected with cucumber mosaic virus, which causes
systemic infections in celery. We carried out three
experiments and the filters were treated as

Figure 3. Differential expression of genes up-regulated in the

phloem following infestation with aphids. Total RNA was ex-

tracted from phloem (Panel A) or xylem (Panel B) of non-

infested and aphid-infested plants at two time points after

infestation (3 and 7 days) as indicated. cDNA fragments

encoding various phloem genes were used as probes to assess

mRNA accumulation on northern blots of the corresponding

genes. THi1-2: thiazole biosynthetic enzyme (clone BIP0467),

XTH1: xyloglucan endotransglycosylase (clone BIP0760),MT5:

metallothionein (clone BIP1217), TIP1-3: aquaporin (clone

BIP0687), GAST: Snakin-like gibberellin-associated GAST

(clone BIP0880), Unk2: unknown (clone BIP0280), CCH: cop-

per chaperone (clone BIP0634), Dehydrin (clone BIP0372). We

controlled for equal loading by probing for a catalase (clone

SYD0317) which is stably expressed in the phloem and xylem of

healthy and infested celery plants.
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previously described for quantification, normali-
sation and comparison. Expression profiles were
clustered hierarchically (Figure 4). The response to
aphids differed from the response to CMV. For
example, the genes encoding metallothioneins,
which were moderately (AgMT1 and AgMT2) or
strongly (AgMT4) induced by aphid infestation,
were down-regulated in plants infected with CMV
(Figure 4C). A similar pattern was observed for
several genes encoding cytoskeleton-associated
proteins, including one profilin, two a-tubulins and

an actin-depolymerising factor. In contrast, genes
typically involved in plant defences, such as those
encoding the PR2 protein, two lipoxygenases
(LOX), a fatty acid desaturase (ELI7), a caffeoyl
CoA methyltransferase and a chalcone synthase
(CHS), showed more reproducible up-regulation
in the phloem of plants infected by viruses than in
the phloem of plants infested with aphids
(Figure 4A). This suggests that the stress markers
cloned in this study respond to pathogen infection
and that the responses to aphids and plant viruses

Figure 4. Divergent transcript profiling in the phloem of petioles for metabolic and stress marker genes following aphid infestation

(Myzus persicae) and viral infection (cucumber mosaic virus). Hierarchical clustering of the expression patterns of control markers

displaying differential expression according to biotic stress. Each row corresponds to one clone spotted on the filter (i.e. one gene) and

each column corresponds to the ratios between the phloem of stressed and control plants, calculated from normalised intensity values

for each experiment. Each clone was duplicated on the array and each spot was quantified independently on two set of membranes,

appearing as successions of four columns. Aphid infestation experiments were carried out as described in Figure 2. We carried out

three Cucumber mosaic virus (CMV) infection experiments, using strain I17F, (indicated 1, 2, 3 above the corresponding columns).

Ratios are represented in false colours as follows: black corresponds to a ratio of 1, red indicates a ratio >1 (up-regulated genes) and

green indicates a ratio <1 (down-regulated genes). The colour scale is indicated below the figure. (A) Subset of genes up-regulated by

viral infection; (B) Subset of genes displaying only slight variations in response to aphid or virus stress; (C) Subset of genes down-

regulated by viral infection.
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are different. In contrast to the differential re-
sponse to the two stresses observed for most
markers, only moderate changes in the expression
of genes associated with primary metabolism, such
as GS2, SUSY, MAT1 and SUT2A, were observed
in response to both stresses (Figure 4B).

Materials and methods

Plant material and insect infestation, sampling
and observation

Celery plants (A. graveolens var. Dulce cv. Vert
d’Elne) were grown in a greenhouse in insect-proof
cages under a 14-h-day cycle at 20 �C. They were
infested at maturity (3-4 months old) between 11
a.m. and 1 p.m. Phloem strands were isolated from
the petioles of immature and mature leaves as
described by Daie (1987). Briefly, in detached
petioles, vascular bundles, and then phloem and
xylem strands can be separated from the paren-
chyma by manual peeling. We used this plant
material to prepare cDNA libraries from purified
phloem mRNA. We isolated xylem strands at the
same time, from the same plants. The samples
were frozen in liquid nitrogen directly after
peeling.

Plant treatment: Myzus persicae infestation
and virus infection

Green peach aphids are common on celery and
inflict two types of damage: they stunt growth and
may transmit viral diseases. The green peach aphid
(M. persicae) strain SUS (Harpenden) was accli-
mated on celery plants for 1 month before infes-
tation of the plants analysed. We released aphids
on intact celery plants to achieve infestation.
Typically, three infested leaves from plants har-
bouring an acclimated population of aphids
(>100 aphids per leaflet) were applied to the upper
surfaces of mature leaves on 3- to 4-month-old
plants. Three days later, a few leaflets from the
mature leaves of freshly infested plants harboured
10–20 adult aphids. Thereafter, infestation pro-
gressed rapidly, with large colonies (>100 aphids,
including nymphs and adults) present on most of
the leaflets of mature leaves after 1 week. Control
and infested plants were grown in separate insect-
proof cages in the same growth chamber. We

infected plants with CMV (a tomato strain I17F),
by the application of 10 lg of purified viral RNA
per plant to leaves abraded mechanically with
carborendum. Untreated control plants were
grown in identical greenhouse conditions on
independent tables and were harvested at the same
time point. The petioles of developed leaves were
harvested from control plants and from infected
plants, after confirmation of successful infection
by enzyme-linked immunosorbent assay (ELISA)
2–3 weeks after treatment.

Cloning of standard markers

The sequences of candidate genes were obtained
from public databases. They were used to search
for putative orthologous sequences in other plant
species by similarity searches with BLASTN
(Altschul et al., 1997), using nucleotide databases
(including ESTs) available at the NCBI [http://
www.ncbi.nlm.nih.gov/BLAST/]. Sequences extra-
cted from public nucleotide databases were aligned
using the PileUp and ClustalW programs available
in the GCG package (Genetics Computer Group,
Wisconsin, USA). This made it possible to identify
conserved regions, which we targeted using specific
degenerate oligonucleotides. We carried out re-
verse transcriptase-polymerase chain reaction (RT-
PCR) to generate cDNAs. The reaction mixture
included 1 lg of RNA and we used standard re-
verse transcription and PCR conditions (94 �C for
2 min, then 30 cycles of 94 �C for 1 min, specific
Tm for 30 s, and 72 �C for 1 min). The products
were inserted into the pGEMTeasy vector (Clon-
tech). The degenerate oligonucleotides used were,
for LOX1: (+): 5¢-AAAGATGAGCCWTGGTG
GCC-3¢ and ()): 5¢-GGGAAGAGCAARGTRTA
TGG-3¢, CHS: (+): 5¢-TTCATGATGTATCAG
CAGGG-3¢ and ()): 5¢-CAGAACAAGGAGTTC
CAGTC-3¢; EDR1: (+): 5¢-TTGTTCGTTTTATG
GGTGCT-3¢ and ()): 5¢-ACTTCTGGTGCCAT
CCACTC-3¢, PR10: (+): 5¢-ATGTTGACACAG
TCCTTCCC-3¢ and ()): 5¢-TTAATTAGCTATGA
GATAGG-3¢; MPK4: (+): 5¢-CCTCCGATCATG
CCTATTGG-3¢ and ()): 5¢-CAACCCACTGA
CCAAAYATC-3¢; HEL: (+): 5¢-GTACTGCTCM
ACKTGGGATG-3¢ and ()): 5¢-TGCATTGRTC-
CACKATTCTC-3¢; 14-3-3 Protein: (+): 5¢-GCCT
ACAAGAACGTSATCGG-3¢ and ()): 5¢-TGCAT
GATGAGAGTGCTGTCYTTG-3¢; PR2: (+): 5¢-
GGAGCAGGAACCATCAAGAAAG-3¢ and ()):
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5¢-TGGCAATCAGTAGGCACCAG-3¢; Caffeoyl-
CoA3-O-methyltrans-ferase: (+): 5¢-GAGAACCA
GAGGCAATGAAAG-3¢ and ()): 5¢-CACCAA
CAGGAAGCATACAG-3¢; ELI7.1: (+): 5¢-AAA
ATTCTCAACAACCCACCCG-3¢ and ()): 5¢-CC
CCTCAACCAATCCCATTC-3¢; GS2:()): 5¢-GC
ACAGTAATATGGMCCCTG-3¢ and()): 5¢-GCA
CAGTAATATGGM CCCTG-3¢; MAT1:(+): 5¢-
ATATTTTCAAGTGGCATGGG-3¢ and()): 5¢-C
TACCTTGTGTCTCGGGGAA-3¢. Additional
clones were obtained from phloem cDNA libraries
previously generated in the laboratory (Vilaine
et al., 2003) or provided by R. Lemoine (University
of Poitiers – CNRS).

Construction of phloem cDNA SSH libraries

We isolated total RNA as described by Verwoerd
et al. (1989). The cDNA SSH libraries were pre-
pared from mRNA purified from the phloem of
petioles of mature leaves sampled from non-in-
fested plants and from infested plants 7 days after
infestation. Subtracted double-stranded cDNAs
were synthesised using the Smart-PCR cDNA
Synthesis Kit (Clontech). The BIP library was
obtained by subtractive hybridisation (SSH, Di-
atchenko et al., 1996), using cDNAs derived from
infested plants as the tester, and cDNAs from
control plants as the driver, using the PCR-select
cDNA Subtraction Kit according to the manu-
facturer’s instructions (Clontech). The BIP library
should therefore be enriched in genes expressed in
infected plants and not expressed in control plants.
The BRP library was obtained by subtractive hy-
bridisation, with infested plant cDNAs used as the
driver and control cDNAs used as the tester. The
cDNA fragments were inserted into the pCRII-
TOPO vector (Clontech).

Sequence analysis

Single-pass sequencing was carried out for ran-
domly selected cDNAcloneswith the universalM13
reverse primer. The raw sequences were edited to
mask vector, adaptor, poly(dA/dT), and inaccurate
regions (>0.2% of ‘N’). Trimmed ESTs with valid
sequences shorter than 80 nucleotides were elimi-
nated. The quality of the sequences was confirmed
by checking that no more than 0.1% of nucleotides;
on average, were undetermined. Sequence analysis
was performed with the GCG package (Genetics

ComputerGroup).Themean size of the editedESTs
was 255 bp, corresponding in most cases to the full-
length SSH cDNA. Redundancy was assessed by
iterative comparisons using BLASTN (Altschull
et al., 1997) performed against the EST library.
Contigs were verified manually with 95% identity
over > 80 bp used as the threshold for contig for-
mation. Similarity searches were carried out with
BLAST software (BLASTX, BLASTN, and
TBLASTX), using databases available at the NCBI
website [http://www.ncbi.nlm.nih.gov/BLAST/].
Supplementary analysis was performed at TAIR
website [http://www.arabidopsis.org/cgi-bin/
BLAST]. Sequences were classified into major
functional categories essentially as in the MIPS
functional catalogue [http://mips.gsf.de/cgi-bin/
proj/thal/filter_funcat.pl]. Comparisons with stan-
dard phloem cDNA libraries were carried out using
ESTs from the PA and PJ libraries derived from the
phloem of adult and immature leaves, respectively,
as previously described (Vilaine et al. 2003).

Preparation of cDNA macroarrays on nylon filters

Polymerase chain reaction products corresponding
to the cDNAs were amplified from bacterial cul-
tures using forward and reverse M13 universal
primers (94 �C 2 min, then 30 cycles of 94 �C for
1 min, 55 �C for 30 s, 72 �C for 1 min and a final
15 min at 72 �C), and purified on Bio-Gel P60 gels
(BioRad) by gel filtration at 350 · g. Purified PCR
products were spotted at a mean concentration of
100 ng/ll on nylon membranes (8 · 12 cm) (NEN)
and UV-linked in a UV Stratalinker 2400 appara-
tus (Stratagene). Spotting was performed using a
Q-Bot robot (Genetix) equipped with a 384-well
plotter. DNA products were arrayed in duplicate at
a final density of nine spots per square, in a 3 · 3
grid pattern. The negative controls spotted on the
filter included the PCR-amplified polylinker of pT-
Adv (Clontech) and pCRII-TOPO (Clontech).
Spotting was performed before sequencing of the
clones; redundant clones were therefore spotted
several times, providing additional internal con-
trols for reproducibility.

Northern blot experiments, test and reference
hybridisations

Northern blot analysis was performed with 10 lg
of total RNA prepared as described by Verwoerd
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et al. (1989). The RNAs were transferred onto a
nylon membrane (Genescreen, Perkin Elmer Life
Science) in 10 · SSC (1.5 M NaCl, 0.15 M sodium
citrate). Prehybridisation (4 h) and overnight
hybridisation were performed at 65 �C, as
described by Church and Gilbert (1984), and the
membrane was then washed in moderately
stringent conditions (2 · SSC, 0.1% SDS at 65 �C,
2 · 15 min, followed by 1 · SSC 0.1% SDS at
65 �C, 15 min and 0.1 · SSC, 0.1% SDS at 65 �C,
2 · 15 min). The cDNA probes, purified on
Spin-X columns (Costar), were labelled with the
Prime-a-gene Labelling kit (Promega) in the pres-
ence of a32P dCTP. Control loading and transfer
were assessed by ethidium bromide staining.

Macroarray test hybridisations were carried
out with complex probes prepared from total
RNAs extracted from individual plants. Probes
were prepared by reverse transcription in the
presence of a33P dCTP and 50 lg of total RNA, as
described by Vilaine et al. (2003). Prehybridisation
(4 h) and overnight hybridisation were performed
at 42 �C, in Church and Gilbert’s buffer supple-
mented with 50% formamide. Washing conditions
were identical to those used for Northern blotting.
The filters were placed against imaging plates for
16 h and signals were detected with a bioimager
analyser (Fuji Bas1500). A maximum of three
successive hybridisations, including the T7 refer-
ence hybridisation, were carried out for each filter.
The membrane was stripped by incubation with
0.4 N NaOH, 0.1% SDS (w/v) at 65 �C for
2 · 15 min between probes. We checked that there
was no residual radioactivity after stripping.

Reference hybridisations were carried out using
100 ng of the T7 primer (20-mer) labelled with the
T4 polynucleotide kinase (InVitrogen), as recom-
mended by the manufacturer, in the presence of
50 lCi of c33P-ATP. Prehybridisation and hy-
bridisation were performed at 42 �C in the buffer
described by Church and Gilbert (1984), without
formamide, and membranes were then washed
(2 · SSC, 0.1% SDS at 42 �C, 2 · 10 min, then
1 · SSC, 0.1% SDS at 42 �C, 10 min, and 0.1 ·
SSC, 0.1% SDS at room temperature, 10 min).
Reference hybridisations (T7) were used to select
membranes with homogeneous spotting, as deter-
mined by the correlation coefficient for signals
emanating from the same dot. Only sets of mem-
branes with high correlation coefficients (>0.98)
were used for further test hybridisations. This step

ruled out filters displaying irregular spotting.
Clones with spotting abnormalities (including
duplication irregularities or low concentrations,
i.e. an intensity value less than twice the back-
ground) were identified using reference hybridisa-
tion.

Macroarray data analysis

Signal intensities were quantified with a Xdots-
Reader (Cose-Paris). A predefined grid, deter-
mining the area of signal quantification, was
manually set up for recording. The signal for each
dot was quantified by summing the intensities of
all pixels within a circle of fixed radius after sub-
tracting the local background. The blots were
normalised as previously described (Vilaine et al.,
2003) except that we did not perform the initial
normalisation step using the mean intensity cal-
culated for the whole set of dots. This step was
omitted to limit bias due to the use of subtracted
libraries.

Briefly, a subset of 50 clones with the smallest
variation coefficients (standard deviation/mean of
the intensities) was determined by stepwise calcu-
lation for the entire set of hybridisation data. The
accuracy of the method was confirmed by calcu-
lating the mean ratio for the condition compari-
sons (S/T ratios), which was close to 1 (± 0.37).
Hybridisation and sequence data were analysed
and stored in a database implemented with 4D
(ACI, Paris).

Statistical analysis and clustering

We used ANOVA applied to normalised intensity
values, using four parameters: clone, condition,
experiment (i.e. set of plants), and clone duplica-
tion. Local ANOVA made it possible to associate
a Pvalcond with each clone spotted on the filters.
We used a threshold of significance of 0.01 for this
Pval, as frequently used in other studies. We
focused on differences in expression level between
conditions of potential biological relevance, by
implementing a 70% increase threshold (S/T ratio
>1.7). This threshold was applied to the mean
ratio for the normalised intensity values calculated
for the comparisons (S/T ratios) and determined in
independent experiments. This ratio gave an
indication of the magnitude of variations in the
various conditions. Cluster analysis was performed
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on ratios calculated from the normalised intensity
values after hybridisation with probes corre-
sponding to the two conditions considered
(infested/non-infested) using XCluster (Sherlock,
2000 [http://genome-www.stanford.edu/~sherlock/
cluster.html]). ANOVA and cluster analysis were
performed via the ‘‘Interfiltres’’ interface (Vilaine
et al., 2003).

Discussion

When a plant is attacked by a pathogen or an
insect, it displays a response at the whole-organ-
ism level involving both primary and systemic (or
distal) responses. Both are initiated at the cellular
level by signal transduction cascades, followed by
the fine-tuning readjustment of gene expression
involved in stress resistance (Taylor et al., 2004).
Responses are then relayed by intercellular events
leading to the production of local and long-dis-
tance signal molecules that trigger further changes
in gene expression in cells not directly injured.
Many molecular studies have specifically focused
on the local and systemic responses to injury, but
most have failed to reveal the precise spatio-
temporal sequence of events in signalling path-
ways. Genetic studies using mutants altered in
individual components of the pathways are a
powerful tool for deciphering the chronology of
events leading to protection against injury.
Alternatively, events may be uncoupled by look-
ing at the responses taking place in different tis-
sues or at different time points. Such approaches
should provide a useful framework for mecha-
nistic models.

Systemic phloem response to aphid feeding

Celery (A. graveolens) is one of the hosts of the
green peach aphid (M. persicae), a generalist
phytophagous insect that produces multiple gen-
erations on mature leaf blades. Celery petioles,
which remain insect-free, are an ideal material for
separating phloem from the surrounding tissues
and for following differential gene expression
(Vilaine et al., 2003). Moran and Thompson
(2001) showed that the systemic response to
M. persicae infestation is initiated after 3–4 days in
Arabidopsis plants. We therefore analysed the
systemic phloem response in celery plants infested

by M. persicae, 3 and 7 dpi, confining our study to
the petioles, which are not directly wounded by the
aphids. We identified 891 non-redundant genes
expressed at various levels in the phloem of heal-
thy and infested plants and used them to construct
a set of cDNA macroarrays, which we then
hybridised with probes corresponding to the
phloem of healthy or infested plants. The tran-
script profile, deduced from the cDNA macroar-
rays, was then analysed by ANOVA (Kerr et al.,
2000, Draghici et al., 2003) to identify groups of
genes differentially expressed in response to aphid
infestation.

A large number of genes involved in diverse
functions were induced following aphid attack,
paralleling the responses observed in organs
in other plant–aphid systems (Moran et al., 2002;
Zhu-Salman et al., 2004). The genes induced
included those encoding proteins involved in
primary and secondary metabolism, photosynthe-
sis and housekeeping functions, consistent with
reports for other plant–insect interactions (Taylor
et al., 2004). The expression of housekeeping genes
is not specific for particular tissues or cell layers
and the induction of these genes in response to
aphids probably reflects a general stress response
rather than a specific phloem response. Several
genes encoding proteins frequently associated with
signal transduction, the expression of which may
be restricted to specific cell types, were up-regu-
lated in celery phloem following aphid attack. The
genes concerned encoded a calmodulin, a 14-3-3
binding protein, a kinase and several DNA bind-
ing factors. As little is known about the mecha-
nisms of signal transduction in the phloem, further
studies on stress and tissue specificity are required
before definitive conclusions can be drawn. How-
ever, these findings illustrate the potential of such
approaches for targeting new specific signalling
pathways in the phloem, which is difficult when
evaluating responses at the whole-organ level.
They also demonstrate the complementary nature
of this approach with respect to the most widely
used models, such as Arabidopsis and sorghum
(Moran et al., 2002; Zhu-Salzman et al., 2004).

The systemic response in the phloem encompasses
the general oxidative stress response

Several stress-related genes associated with oxi-
dative stress – encoding three catalases, a peroxi-
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dase, a glutathione peroxidase and an ascorbate
oxidase – displayed significant up-regulation. This
is consistent with injury due to aphid feeding
inducing the production of reactive oxygen species
(ROS) at long distance in the phloem, as hypoth-
esised in several biochemical and molecular studies
(Argandona et al., 2001; Ni et al., 2001; Moran
et al., 2002; Zhu-Salman et al., 2004). We also
observed the up-regulation of genes encoding
metal ion scavengers such as metallothioneins
displaying preferential expression in the vascular
tissues of several species, including celery (Mira
et al., 2001; Guo et al., 2003; Vilaine et al., 2003).
The gene encoding the CCH copper chaperone,
which has been reported to act as an antioxidant
(Mira et al., 2001; Akashi et al., 2004; Mir et al.,
2004), also seemed to be specifically induced in the
phloem after aphid infestation (Figure 3), sup-
porting the hypothesis of a phloem-specific
response. The differential expression of such genes
in the phloem is particularly interesting because
the internal oxygen content of this tissue is low
(Van Dongen et al., 2003), and apoxia affects re-
dox state and the formation of ROS (Blokina
et al., 2003). This suggests that even the more
classical responses to stress may have specific
counterparts in the phloem, and our findings
provide evidence for the tissue-specific control of
oxidative stress in response to aphid infestation.

Antimicrobial peptides and small proteins

Several genes annotated in databases as stress-
responsive or stress-related were found to be in-
duced in response to aphid attack. They encoded
the major celery allergen ApiG1/PR10-like
(Breiteneder et al., 1995); a cytokinin-binding
protein similar to proteins of the PR10 family
(Park et al., 2004); a putative snakin2-GAST,
which acts as a stress-induced antimicrobial pep-
tide (Berrocal-Lobo et al., 2002); a dehydrin
phosphoprotein, ecpp44 (Allagulova et al., 2003),
and a defensin (Thomma et al., 2002). Genes
encoding putative small antimicrobial proteins
have been reported to be induced in responses to
various stress (Veronese et al., 2003). The precise
function of these proteins is unknown, but they are
thought to be ubiquitous. Other ubiquitous fac-
tors, such as the chaperones HSP70 and HSP90,
play key roles in buffering physiological and
developmental variations (Sung and Guy, 2003;

Bergman and Siegal, 2003). These small proteins
may therefore act at multiple levels to maintain
homeostasis and or protein stability during stress.
Genes encoding several such proteins, from vari-
ous gene families, were shown to be preferentially
expressed in vascular tissues in some species. For
example, Medicago sativa PR10 is up-regulated in
the vascular tissues in response to Pseudomonas
syringae attack (Breda et al., 1996). Several
dehydrins display vascular expression in tomato
and Arabidopsis (Godoy et al., 1994; Nylander
et al., 2001). Defensin genes related to the one
identified in this study were also found to be
expressed in the vascular tissues of pea (Almeida
et al., 2000). It is currently unclear whether the
response in celery phloem differs from that in
other tissues. The production of small putative
antimicrobial proteins may be one of the specific
mechanisms of the basic phloem response. The
preferential expression of many stress-related
sequences in celery phloem is consistent with this
view (Vilaine et al., 2003), and the phloem sap of
cucurbits is known to contain a large number of
defence-related proteins (Walz et al., 2004). Fur-
thermore, the Snakin2-GAST gene was induced
specifically in the phloem, and not in the xylem,
following aphid infestation (Figure 3).

Involvement of defence mechanisms in the phloem

We also analysed the response of putative stress
markers. Several stress-related markers identified
in other species (Petersen et al., 2000; Frye et al.,
2001; Veronese et al., 2003; Table 2 for more
details) were also studied and their transcript
profiles analysed. Most markers displayed less
marked differential expression than observed in
the response to viral infection (Figure 4). Consis-
tent with this finding, genes encoding proteins
directly involved in defence mechanisms, such as
PR proteins and enzymes involved in the biosyn-
thesis of SA, JA or ethylene, were underrepre-
sented in the ESTs derived from the subtracted
phloem cDNA libraries. Voelckel et al. (2004) also
reported that aphids elicited only weak responses
from stress-related genes in the local and systemic
responses of Nicotiana attenuata plants. However,
other studies have reported the induction by
aphids of several SA- and JA-related genes, such
as PR1, BGL2, LOX1, LOX2, and of protease
inhibitor genes (Moran and Thompson, 2001;
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Martinez de Ilarduya et al., 2003; Zhu-Salzman
et al., 2004).

There is no obvious proof that these genes
should be up-regulated systemically in the phloem
and, indeed, LOXD and PR2 are not induced
systemically in Arabidopsis or tomato. The phyl-
ogenic divergence between Apiaceae, Solanaceae
and Crucifereae may also result in differences in
the transcriptional regulation of such genes. Fur-
thermore, the up-regulation of gene expression in
the phloem in response to stress has been little
studied and the control of expression may differ
between the phloem and other tissues.

Modifications to primary and secondary metabolism

The phloem is the principal route used for the
long-distance translocation of photoassimilates,
under the control of various carriers and trans-
porters, dependent upon carbon and nitrogen
metabolism (Sjölund, 1997; Oparka and Turgeon,
1999; Van Bel, 2003) and regulated by a number of
stimuli, including stress (Roitsch, 1999). Several
ESTs identified in this study were related to genes
encoding components of carbon and nitrate
assimilation and partitioning. However, the in-
crease in expression of such genes was only mod-
erate in celery plants infested withM. persicae. For
example, the transcript profile of three glutamine
synthetase (GS) genes (two GS1 and one GS2) was
studied and only the GS1-1 gene was slightly up-
regulated. The genes encoded by these enzymes are
involved in nitrogen remobilisation in the phloem
during events such as senescence leading to the
release of free amino acids in the translocation
stream. The induction of such genes is consistent
with the changes in amino acid content observed in
response to aphid feeding (Sandström et al., 2000;
Girousse et al., 2003). Voelckel et al. (2004) also
reported the induction of glutamate synthase
(Fd-GOGAT) in N. attenuata infested with
M. nicotianae. However, our study provides only
weak evidence for transcriptional effects on
nitrogen remobilisation in the phloem of infested
leaves because only moderate induction was
observed. Two genes associated with polyol sugar
metabolism and partitioning, encoding mannitol
dehydrogenase and the mannitol transporter, were
more strongly up-regulated. The petioles of celery
var. dulce store mannitol and the up-regulation of
these two genes may reflect polyol sugar remobil-

isation in response to the decrease in carbohydrate
supply from source leaves colonised by aphids.
Mannitol also acts as an osmoprotectant in celery
(Everard et al., 1994), and the differential expres-
sion of these two genes may also reflect an osmotic
stress response.

In contrast, genes encoding several carbon
assimilation enzymes (carbonic anhydrase, glyco-
late oxidase, ascorbate oxidase, glyceraldehyde-3-
phosphate dehydrogenase and S-adenosyl methi-
onine synthetase) were strongly induced 3 dpi.
This effect was attenuated 7 dpi. This pattern of
differential expression parallels that for genes in-
volved in photosynthesis (encoding chloroplast
components, photosystem I, chlorophyll a–b
binding protein, phytochrome, chlorophyllase and
RuBisCo), which are slightly up-regulated shortly
after infestation (3 dpi). Changes in photosyn-
thetic activity have been reported in some plant–
aphid interactions (Macedo et al., 2003), but such
responses are generally associated with the physi-
ological status of the plant. No change in photo-
synthetic activity was observed in the leaves of
infested celery (Divol, unpublished results). The
implications of these differential expression
patterns are unclear, as they may reflect indirect
effects on several pathways.

Thiamine biosynthesis

A gene encoding an enzyme involved in thiamine
biosynthesis, Thi1-2, was strongly and specifically
induced in the phloem, as confirmed by Northern
blotting (Figure 3). Thiamine is an essential
cofactor required for the activity of several
enzymes associated with key metabolic pathways
including the Kreb’s cycle, glycolysis, the pentose
phosphate cycle and pigment biosynthesis (Belan-
ger et al., 1995). It is also thought to induce PR
proteins and to be involved in defence responses
(Malamy et al., 1996). We previously showed that
at least one other Thi1-like gene was transcribed
preferentially in the vascular tissues (Vilaine et al.,
2003). These two genes seem to be regulated dif-
ferently by aphid feeding. Further analysis is
required to determine the contribution of each
gene to the stress response. Thiamine is an
important vitamin (B1), and aphids are essentially
auxotrophic for most vitamins, although aphid-
associated symbiotic bacteria supply many
metabolites not provided in the phloem sap. The
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release of thiamine into the phloem may therefore
be beneficial for the aphids. However, the role
played by thiamine as a cofactor in many key
metabolic reactions suggests it may be involved in
the regulation of a yet unidentified biosynthesis
pathway.

Cell wall modifications and plasma membrane
permeability

Several genes involved in cell wall modifications
appeared to be up-regulated in infested plants.
They included genes encoding enzymes involved in
the modification of pectins (PME and PE) and
hemicelluloses (XTH) and in the synthesis and
expansion of the cellulose matrix (cellulose syn-
thase and expansin). Cell wall modifications are
frequently induced in response to pathogens
(Schenk et al., 2003; Lee et al., 2004), phytopha-
gous insects (Hui et al., 2003; Voelckel and
Baldwin, 2003) and nematodes (Goellner et al.,
2001; Vercauteren et al., 2002) and are usually
associated with the strengthening of extracellular
barriers (Esquerre-Tugaye et al., 2000) or the
release of signalling molecules (Vorwerk et al.,
2004). Cell wall modifications have not been
extensively described in response to aphids, but
some molecular evidence has now been obtained to
suggest that such modifications occur. Moran
et al. (2002) reported the induction of a TCH4
xyloglucan endotransglycosylase gene (XTH22) in
Arabidopsis following aphid attacks. Voelckel
et al. (2004) recently demonstrated the local
induction of a XTH in N. attenuata infested with
M. nicotianae. It is unclear whether the induction
of such genes in the phloem reflects general
defence mechanisms or more specific events.
Callose deposition in phloem sieve elements has
been observed in response to various aphids
(reviewed in Moran et al., 2002), but the role of
callose in the injury response remains unclear (Van
Bel et al., 2002). The various cell wall-associated
genes up-regulated in celery in response to aphid
infestation have been reported to be involved in
cell wall expansion during plant growth, develop-
ment and adaptation in other species (Wu et al.,
2001; Darley et al., 2001). The significant increase
in XTH1 mRNA levels was confirmed by North-
ern blotting. This increase seemed to be limited to
the phloem, as no activity was observed in the
xylem. This observation strongly supports the

hypothesis of the setting up of specific phloem
responses to aphid infestation.

Cell wall expansion depends on turgor pressure
(Cosgrove, 1999), which is associated with osmotic
potential and the transport coefficient for water
uptake. The permeability of the membrane to
water is controlled by plasma membrane water
channels such as aquaporins and putative plasma
membrane intrinsic proteins (MIP). During
prolonged aphid feeding, both osmotic potential
and water uptake may be affected because the
genes involved in mannitol allocation and those
encoding aquaporin and MIP may be differentially
expressed. Thus, changes in cell wall properties
and turgor pressure may counterbalance possible
changes in source–sink relationships resulting
from the removal of significant volumes of phloem
sap during aphid infestation (Girousse et al.,
2003). The main driving force for the transport of
phloem sap from source to sink organs (mass flow)
is the osmotically generated hydrostatic pressure
between source and sink organs (Van Bel, 2003),
as initially described by Münch (1930). This
hydrostatic pressure is affected by variations in
turgor pressure and osmotic pressure in the source
or transport organs. Models have been developed
to describe phloem water transport (Pritchard
et al., 2000; Daudet et al., 2002), but these models
are insufficiently detailed as concerns local water
entry and the expression of various phloem-spe-
cific aquaporins (Schäffner et al., 1998; Barrieu
et al., 1998; Kirch et al., 2000; Frangne et al.,
2001) affecting the resistance of membranes to
water (turgor), is not integrated into these models.
Aphid feeding affected regulation of the tran-
scription of genes involved in cell wall modifica-
tion and water entry in the phloem highlights the
possibility that there may be specific regulatory
pathways in the phloem for the local control of
turgor pressure. We need to determine what
modifications actually take place in sieve elements,
particularly as concerns cell water properties, os-
motic gradient and turgor pressure in response to
aphid infestation.

The molecular response to aphid feeding in
celery phloem parallels certain aspects of interac-
tions described in Arabidopsis, N. attenuata, sor-
ghum and tomato in terms of general stress gene
expression (Moran and Thompson, 2001; Moran
et al., 2002; Martinez de Iladuya et al., 2003; Zhu-
Salzman et al., 2004; Voelckel et al., 2004). Other
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responses, such as the differential expression of
genes encoding an enzyme involved in vitamin B1
biosynthesis, several cell wall-modifying enzymes
and water channels, were not reported in other
systems. It remains unclear whether these differ-
ences reflect a species-specific effect or whether
they are simply masked in studies assessing whole-
organ responses. However, this study indicates
that the phloem per se is actively involved in
multiple modifications and suggests that the
response to aphid attack involves at least some
tissue-specific mechanisms.
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Z., Miller, W. and Lipman, D.J. 1997. Gapped BLAST and
PSI-BLAST: a new generation of protein database search
programs. Nucleic Acid Res. 25: 3389–3402.

Argandona, V.H., Chaman, M., Cardemil, L., Munoz, O.,
Zuniga, G.E. and Corcuera, L.J. 2001. Ethylene production
and peroxidase activity in aphid-infested barley. J. Chem.
Ecol. 27: 53–68.

Asano, T., Masumura, T., Kusano, H., Kikuchi, S., Kurita,
A., Shimada, H. and Kadowaki, K. 2002. Construction of
a specialized cDNA library from plant cells isolated by
laser capture microdissection: toward comprehensive anal-
ysis of the genes expressed in the rice phloem. Plant J. 32:
401–408.

Baldwin, I.T., Halitschke, R., Kessler, A. and Schittko, U.
2001. Merging molecular and ecological approaches in plant-
insect interactions. Curr. Opin. Plant Biol. 4: 351–358.

Barrieu, F., Chaumont, F. and Chrispeels, M.J. 1998. High
expression of the tonoplast aquaporin ZmTIP1 in epidermal
and conducting tissues of maize. Plant Physiol. 117: 1153–
1163.

Belanger, F.C., Leustek, T., Chu, B. and Kriz, A.L. 1995.
Evidence for the thiamine biosynthetic pathway in higher-
plant plastids and its developmental regulation. Plant Mol.
Biol. 29: 809–821.

Bergman, A. and Siegal, M.L. 2003. Evolutionary capacitance
as a general feature of complex gene networks. Nature 424:
549–552.

Berrocal-Lobo, M., Segura, A., Moreno, M., Lopez, G.,
Garcia-Olmedo, F. and Molina, A. 2002. Snakin-2, an
antimicrobial peptide from potato whose gene is locally
induced by wounding and responds to pathogen infection.
Plant Physiol. 128: 951–961.

Birnbaum, K., Shasha, D.E., Wang, J.Y., Jung, J.W., Lambert,
G.M., Galbraith, D.W. and Benfey, P.N. 2003. A gene
expression map of the Arabidopsis root. Science 12(302):
1956–196.

Blokhina, O., Virolainen, E. and Fagerstedt, K.V. 2003.
Antioxidants, oxidative damage and oxygen deprivation
stress: a review. Ann. Bot. (Lond.) 91:179–194.

Breda, C., Sallaud, C., el-Turk, J., Buffard, D., de Kozak, I.,
Esnault, R. and Kondorosi, A. 1996. Defense reaction in
Medicago sativa: a gene encoding a class 10 PR protein is
expressed in vascular bundles. Mol. Plant Microbe Interact.
9: 713–719.

Breiteneder, H., Hoffmann-Sommergruber, K., O’Riordain, G.,
Susani, M., Ahorn, H., Ebner, C., Kraft, D. and Scheiner, O.
1995. Molecular characterization of Api g 1, the major
allergen of celery (Apium graveolens), and its immunological
and structural relationships to a group of 17-kDa tree pollen
allergens. Eur. J. Biochem. 233: 484–489.

Cherqui, A. and Tjallingii, WF. 2000. Salivary proteins of
aphids, a pilot study on identification, separation and
immunolocalisation. J. Insect Physiol. 46: 1177–1186.

Church, G.M. and Gilbert, W. 1984. Genomic sequencing.
Proc. Natl. Acad. Sci. USA 81: 1991–1995.

Cosgrove, D.J. 1999. Enzymes and other agents that enhance
cell wall extensibility. Annu. Rev. Plant Physiol. Plant Mol.
Biol. 50: 391–417.

Daie, J. 1987. Sucrose uptake in isolated phloem of celery is a
single saturable transport system. Planta 171: 474–482.

Darley, C.P., Forrester, A.M. and Mc Queen-Mason, S.J. 2001.
The molecular basis of plant cell wall extension. Plant Mol.
Biol. 47: 179–195.

Daudet, F.A., Lacointe, A., Gaudillere, J.P. and Cruiziat, P.
2002. Generalized Münch coupling between sugar and water
fluxes for modelling carbon allocation as affected by water
status. J. Theor Biol. 214: 481–498.

Diatchenko, L., Lau, Y.F., Campbell, A.P, Chenchik, A.,
Moqadam, F., Huang, B., Lukyanov, S., Lukyanov, K.,
Gurskaya, N, Sverdlov, E.D. and Siebert, P.D. 1996.
Suppression subtractive hybridization: a method for gener-

538



ating differentially regulated or tissue-specific cDNA probes
and libraries. Proc. Natl. Acad. Sci. USA 93: 6025–6030.

Dinant, S., Clark, A.M., Zhu, Y., Vilaine, F., Palauqui, JC.,
Kusiak, C. and Thompson, G.A. 2003. Diversity of the
superfamily of phloem lectins (phloem protein 2) in angio-
sperms. Plant Physiol. 131: 114–128.

van Dongen, J.T., Schurr, U., Pfister, M. and Geigenberger, P.
2003. Phloem metabolism and function have to cope with
low internal oxygen. Plant Physiol. 131: 1529–1543.

Draghici, S. 2003. Methods for selecting differentially regulated
genes. In: S. Draghici (Ed.), Data Analysis Tools for DNA
Microarrays. Chapman & Hall/CRC, London, pp 341–362.

Ellis, C., Karafyllidis, I. and Turner, J.G. 2002. Constitutive
activation of jasmonate signaling in an Arabidopsis mutant
correlates with enhanced resistance to Erysiphe cichoracea-
rum, Pseudomonas syringae, and Myzus persicae. Mol. Plant
Microbe Interact. 15: 1025–1030.

Esquerre-Tugaye, M.T., Boudart, G. and Dumas, B. 2000. Cell
wall degrading enzymes, inhibitory proteins, and oligosac-
charides participate in the molecular dialogue between plants
and pathogens. Plant Physiol. Biochem. 38: 157–163.

Everard, J.D., Gucci, R., Kann, S.C., Flore, J.A. and Loescher,
W.H. 1994. Gas exchange and carbon partitioning in the
leaves of celery (Apium graveolens L.) at various levels of
root zone salinity. Plant Physiol. 106: 281–292.

Frangne, N., Maeshima, M., Schaffner, A.R., Mandel, T.,
Martinoia, E. and Bonnemain, J.L. 2001. Expression and
distribution of a vacuolar aquaporin in young and mature
leaf tissues of Brassica napus in relation to water fluxes.
Planta 212: 270–278.

Frye, C.A., Tang, D. and Innes, R.W. 2001. Negative regula-
tion of defense responses in plants by a conserved MAPKK
kinase. Proc. Natl. Acad. Sci. USA 98: 373–378.

Gatehouse, J.A. 2002. Plant resistance towards insect herbi-
vores: a dynamic interaction. New Phytologist 156: 145–169.

Girousse, C., Faucher, M., Kleinpeter, C. and Bonnemain, J.L.
2003. Dissection of the effect of the aphid Acyrthosiphon
pisum feeding on assimilate partitioning in Medicago sativa.
New Phytologist 157: 83–92.

Godoy, J.A., Lunar, R., Torres-Schumann, S., Moreno, J.,
Rodrigo, R.M. and Pintor-Toro, J.A. 1994. Expression,
tissue distribution and subcellular localization of dehydrin
TAS14 in salt-stressed tomato plants. Plant Mol. Biol. 26:
1921–1934.

Goellner, M., Wang, X. and Davis, E.L. 2001. Endo-beta-1,4-
glucanase expression in compatible plant-nematode interac-
tions. Plant Cell 13: 2241–2255.

Guo, W.J., Bundithya, W. and Goldsbrough P.B. 2003.
Characterization of the Arabidopsis metallothionein gene
family: tissue-specific expression and induction during
senescence and in response to copper. New Phytologist
159: 369–381.

Hale, B.K., Bale, J.S., Pritchard, J., Masters, G.J. and Brown,
V.K. 2003. Effects of host plant drought stress on the
performance of the bird cherry-oat aphid, Rhopalosiphum
padi (L.): a mechanistic analysis. Ecol. Entomol. 28: 666–
677.

Hertzberg, M., Aspeborg, H., Schrader, J., Andersson, A.,
Erlandsson, R., Blomqvist, K., Bhalerao, R., Uhlen, M.,
Teeri, T.T., Lundeberg, J. and Sundberg, B., Nilsson, P.,
Sandberg, G. 2001. A transcriptional roadmap to wood
formation. Proc. Natl. Acad. Sci. USA 98: 14732–14737.

Hui, D., Iqbal, J., Lehmann, K., Gase, K., Saluz, H.P. and
Baldwin, I.T. 2003. Molecular Interactions between the

specialist herbivore Manduca sexta (Lepidoptera, Sphingi-
dae) and its natural host Nicotiana attenuata: V. Microarray
analysis and further characterization of large-scale changes
in herbivore-induced mRNAs. Plant Physiol. 131: 1877–
1893.

Ivashikina, N., Deeken, R., Ache, P., Kranz, E., Pommerrenig,
B., Sauer, N. and Hedrich, R. 2003. Isolation of AtSUC2
promoter-GFP-marked companion cells for patch-clamp
studies and expression profiling. Plant J. 36: 931–945.

Kerr, M.K., Martin, M. and Churchill, G.A. 2000. Analysis of
variance for gene expression microarray data. J. Comput.
Biol. 7: 819–837.

Kessler, A. and Baldwin, I.T. 2003. Plant responses to insect
herbivory: the emerging molecular analysis. Annu. Rev.
Plant Biol. 53: 299–328.

Kirch, H.H., Vera-Estrella, R., Golldack, D., Quigley, F.,
Michalowski, C.B., Barkla, B.J. and Bohnert, H.J. 2000.
Expression of water channel proteins in Mesembryanthemum
crystallinum. Plant Physiol. 123: 111–124.

Lee, S., Kim, S.Y., Chung, E., Joung, Y.H., Pai, H.S.,
Hur,C.G. and Choi, D. 2004. EST and microarray analyses
of pathogen-responsive genes in hot pepper (Capsicum
annuum L.) non-host resistance against soybean pustule
pathogen (Xanthomonas axonopodis pv. glycines). Funct.
Integr. Genomics 4: 196–205.

Macedo, T.B., Bastos, C.S., Higley, L.G., Ostlie, K.R. and
Madhavan, S. 2003. Photosynthetic responses of soybean to
soybean aphid (Homoptera: Aphididae) injury. J. Econ.
Entomol. 96: 188–193.

Malamy, J., Sanchez-Casas, P., Hennig, J., Guo, A. and
Klessig, D.F. 1996. Dissection of the salicylic acid signalling
pathway in tobacco. Mol. Plant-Microbe Interact. 9:
474–482.

Martinez de Iladuya, O., Xie Q.G. and Kaloshian I. 2003.
Aphid-induced defense responses in Mi-1-mediated compat-
ible and incompatible tomato interactions. Mol. Plant-
Microbe Interact. 16: 699–708.

Miles, P.W. 1999. Aphid saliva. Biol. Rev. 74: 41–85.
Miles, P.W. and Oertli, J.J. 1993. The significance of antiox-

idants in the aphid–plant interaction: the redox hypothesis.
Entomol. Exp. Appl. 67: 275–283.

Mir, G., Domenech, J., Huguet, G., Guo, W.J., Goldsbrough,
P., Atrian, S. and Molinas, M. 2004. A plant type 2
metallothionein (MT) from cork tissue responds to oxidative
stress. J. Exp. Bot. 55: 2483–2493.

Mira, H., Martinez-Garcia, F. and Penarrubia, L. 2001.
Evidence for the plant-specific intercellular transport of the
Arabidopsis copper chaperone CCH. Plant J. 25: 521–528.

Moran, P.J. and Thompson, G.A. 2001. Molecular responses to
aphid feeding in Arabidopsis in relation to plant defense
pathways. Plant Physiol. 125: 1074–1085.

Moran, P.J., Cheng, Y., Cassell, J.L. and Thompson, G.A.
2002. Gene expression profiling of Arabidopsis thaliana in
compatible plant-aphid interactions. Arch. Insect Biochem.
Physiol. 51: 182–203.

Münch, E. 1930. Die Stoffbewegungen in der Pflanze. Gustav
Fisher, Jena.

Nakazono, M., Qiu, F., Borsuk, L.A. and Schnable, P.S. 2003.
Laser-capture microdissection, a tool for the global analysis
of gene expression in specific plant cell types: identification
of genes expressed differentially in epidermal cells or vascular
tissues of maize. Plant Cell 15: 583–596.

Ni, X., Quisenberry, S.S., Heng-Moss, T., Markwell, J., Sarath,
G., Klucas, R. and Baxendale, F. 2001. Oxidative responses

539



of resistant and susceptible cereal leaves to symptomatic and
nonsymptomatic cereal aphid (Hemiptera: Aphididae) feed-
ing. J. Econ. Entomol. 94: 743–751.

Noiraud, N., Delrot, S. and Lemoine, R. 2000. The sucrose
transporter of celery. Identification and expression during
salt stress. Plant Physiol. 122: 1447–1455.

Noiraud, N., Maurousset, L. and Lemoine, R. 2001. Identifi-
cation of a mannitol transporter, AgMaT1, in celery phloem.
Plant Cell 13: 695–705.

Nylander, M., Svensson, J., Palva, E.T. and Welin, B.V. 2001.
Stress-induced accumulation and tissue-specific localization
of dehydrins in Arabidopsis thaliana. Plant Mol. Biol. 45:
263–279.

Oparka, K.J. and Turgeon, R. 1999. Sieve elements and
companion cells – traffic control centers of the phloem.
Plant Cell 11: 739–750.

Park, C.J., Kim, K.J., Shin, R., Park, J.M., Shin, Y.C. and
Paek, K.H. 2004. Pathogenesis-related protein 10 isolated
from hot pepper functions as a ribonuclease in an antiviral
pathway. Plant J. 37: 186–198.

Petersen, M., Brodersen, P., Naested, H., Andreasson, E.,
Lindhart, U., Johansen, B., Nielsen, H.B., Lacy, M., Austin,
M.J., Parker, J.E., Sharma, S.B., Klessig, D.F., Martienssen,
R., Mattsson, O., Jensen, A.B. and Mundy, J. 2000. Arabid-
opsis MAP kinase 4 negatively regulates systemic acquired
resistance. Cell 103: 1111–1120.

Ponder, K.L., Pritchard, J., Harrington, R. and Bale, J.S. 2001.
Feeding behaviour of the aphid Rhopalosiphum padi (Hemip-
tera: Aphididae) on nitrogen and water-stressed barley
(Hordeum vulgare) seedlings. Bull. Entomol. Res. 91: 125–130.

Pritchard, J., Winch, S. and Gould, N. 2000. Phloem water
relations and root growth. Aust. J. Plant Physiol. 27: 539–548.

Reymond, P., Weber, H., Damond, M. and Farmer, E.E. 2000.
Differential gene expression in response to mechanical
wounding and insect feeding in Arabidopsis. Plant Cell 12:
707–720.

Roitsch, T. 1999. Source-sink regulation by sugar and stress.
Curr. Opin. Plant Biol. 2: 198–206.

Sandström, J., Telang, A. and Moran, N.A. 2000. Nutritional
enhancement of host plants by aphids – a comparison of
three aphid species on grasses. J. Insect Physiol. 46: 33–40.
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