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 1 

Abstract  2 

Heterobasidion irregulare is a causal agent of root and butt-rot disease in conifers, and is native 3 

to North America. In 1944 it was introduced in central Italy in a Pinus pinea stand, where it 4 

shares the same niche with the native species H. annosum. The introduction of a non-native 5 

pathogen may have significant negative effects on a naïve host tree and the ecosystem in which 6 

it resides, requiring a better understanding of the system. We compared the spatio-temporal 7 

phenotypic, transcriptional and metabolic host responses to inoculation with the two 8 

Heterobasidion species in a large experiment with P. pinea seedlings. Differences in length of 9 

lesions at the inoculation site (IS), expression of host genes involved in lignin pathway and in 10 

cell rescue and defence, and analysis of terpenes at both IS and 12 cm above the IS (distal site, 11 

DS), were assessed at 3, 14 and 35 days post inoculation (dpi). Results clearly showed that 12 

both species elicit similar physiological and biochemical responses in P. pinea seedlings. The 13 

analysis of host transcripts and total terpenes showed differences between inoculation sites and 14 

between pathogen and mock inoculated plants. Both pathogen and mock inoculations induced 15 

antimicrobial peptide and phenylalanine ammonia-lyase overexpression at IS beginning at 3 16 

dpi; while at DS all the analyzed genes, except for peroxidase, were overexpressed at 14 dpi. 17 

A significantly higher accumulation of terpenoids was observed at 14 dpi at IS, and at 35 dpi 18 

at DS. The terpene blend at IS showed significant variation among treatments and sampling 19 

times, while no significant differences were ever observed in DS tissues. Based on our results, 20 

H. irregulare does not seem to have competitive advantages over the native species H. 21 

annosum in terms of pathogenicity towards P. pinea trees; this may explain why the non-native 22 

species has not widely spread over the 73 years since its putative year of introduction into 23 

central Italy. 24 

 25 

 26 

Introduction 27 

Over the past century, the introduction and establishment of non-native pathogens, aided by 28 

the increasing trade of plants for planting, has turned into a major global threat to forest 29 

ecosystem stability around the globe (Garrett et al. 2006, Hulme 2009, Jump et al. 2009, Santini 30 

et al. 2013, Ghelardini et al. 2016). Climate change probably contributes to such invasions as 31 

a priming factor, by stressing the native hosts, which are then unable to respond effectively to 32 

the new threat (Santini and Ghelardini 2015). 33 
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Due to co-evolutionary relationships with their hosts, many non-native pathogens are 34 

harmless in their original range and often unknown to science, but when they reach new 35 

environments they can establish and spread on novel (naïve) hosts with which they have a lack 36 

of coevolution (Parker and Gilbert 2004).  37 

Once established, alien pathogen species can spread rapidly and threaten or affect the 38 

native hosts and the organisms depending on them, including native pathogens. For example, 39 

Hymenoscyphus fraxineus (T. Kowalski) Baral, Queloz & Hosoya, the non-native causal agent 40 

of ash dieback in Europe, is replacing the native European species H. albidus (Gillet) W. 41 

Phillips (McKinney et al. 2012, Baral and Bemman 2014). Thus, alien species can have very 42 

strong, negative evolutionary, ecological, and oftentimes economic effects on the invaded 43 

ecosystems (Mooney and Cleland 2001, Didham et al. 2007, Loo 2009). Indeed, usually the 44 

non-native species are considered competitively superior to the autochthonous species, with 45 

the strongest competition expected in species that showed similar niches (Čuda et al. 2015). 46 

However, in some cases such competition is not very clear. For example, Heterobasidion 47 

irregulare Garbel. & Otrosina, a non-native basidiomycete introduced into Italy from North 48 

America (Gonthier et al. 2004) in the last century, shares the same niche with the congeneric 49 

native species H. annosum (Fr.) Bref., a common agent of root and butt rot of pines as well as 50 

broadleaved species in Europe (Woodward et al. 1998, Asiegbu et al. 2005), but does not 51 

outcompete it and is not more destructive on its host. 52 

 Both the native and the non-native Heterobasidion species coexist in the same Pinus 53 

pinea L. (Italian stone pine) plantations in central Italy (Latium region) (Gonthier et al. 2007, 54 

Gonthier et al. 2012, Gonthier et al. 2014) but display different lifestyles: e.g. H. irregulare 55 

sporulates significantly more profusely and shows higher saprobic activity than H. annosum 56 

(Giordano et al. 2014). Sillo et al. (2015a) found that genes involved in sporulation are more 57 

variable between the two species, compared with genes involved in pathogenesis. It is likely 58 

that the speciation between H. annosum and H. irregulare has influenced the transcriptional 59 

activity of conserved genes, but this hypothesis has not been validated (Sillo et al. 2015a). 60 

 Oftentimes, the lack of coevolution between a host and an invasive pathogen is expressed 61 

in ineffective host defence systems (Stenlid and Oliva 2016). In conifers, multiple and 62 

overlapping mechanical and chemical constitutive defences may constrain initial insect 63 

invasions and fungal colonization (Franceschi et al. 2005, Keeling and Bohlman 2006). 64 

Inducible resistance enhances the host defence capacity to subsequent attacks both locally and 65 

on distal parts of a tree, reducing the damage caused by a pest (Franceschi et al. 2005, Bonello 66 

et al. 2006, Fossdal et al. 2007, Wallis et al. 2008, Eyles et al. 2010). 67 
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 Many different compounds are involved in conifer defence, including terpenoids and 68 

phenylpropanoids, with a number of them acting as a chemical defence and a physical barrier 69 

against herbivorous and microbial attacks (Eyles et al. 2010). Conifer oleoresin is a defensive 70 

secretion composed of different classes of terpenoid and phenolic compounds (Gershenzon and 71 

Croteau 1993, Michelozzi 1999). Complex oleoresin mixtures can magnify terpene function 72 

since the defensive role of a single compound can be further enhanced by interaction with other 73 

substances (Gershenzon and Dudareva 2007). Terpenoid oleoresins can act as both inducible 74 

and constitutive defenses (Langenheim 1994). A great defensive potential is provided by 75 

variations in constitutive and induced terpenoid mixtures; for example, certain combinations 76 

of constitutive monoterpenes in slash pine and loblolly pine clones were indicative of fusiform 77 

rust resistance (Michelozzi et al. 1990, Michelozzi et al. 1995), while the concentrations of 78 

several mono- and diterpenes increase markedly in Italian cypress infected by Seiridium 79 

cardinale (Wagener) B. Sutton & I.A.S. Gibson and are presumably involved in resistance to 80 

the pathogen (Achotegui-Castells et al. 2015). 81 

 The molecular bases of plant-microbe interactions can be explained by the ‘Zig-Zag 82 

model’ of the plant immune system, where the perception of elicitors of microbial origin can 83 

lead to host resistance toward non-adapted or maladapted pathogens (incompatible plant-84 

pathogen interaction), while adapted microorganisms are able to avoid or disable host 85 

recognition and response, and promote virulence (compatible plant-pathogen interaction) 86 

(Jones and Dangl 2006). Thus, the success of infection and the ability of the pathogen to bypass 87 

host defences implies active signalling involving the up- and down-regulation of differentially 88 

expressed genes (Birch and Whisson 2001). Knowledge of the host transcriptional and 89 

metabolic responses to pathogen infection is therefore crucial to better understand fungal-tree 90 

interactions. 91 

Some of these genes are known to be involved in general defence mechanisms, e.g., 92 

xyloglucan endo-transglycosylases (XET) are implicated in cell wall modification (Bourquin 93 

et al. 2002), antimicrobial peptides (AMP) act as constitutive or inducible defence against 94 

microbial infections (Padovan et al. 2010, Liu et al. 2013), and chitinases (CHI) defend the 95 

host by degrading the chitin of fungal cell wall (Wan et al. 2008). Both AMP and CHI, provide 96 

durable resistance in plants because they are active against a wide range of pathogens, and 97 

contribute to the modulation of the plant defence signalling pathways (Wan et al. 2008, Bolouri 98 

Moghaddam et al. 2016). XET, CHI, and AMP are generally thought of as part of a host’s 99 

response related to cell rescue and defence (Adomas et al. 2007, Likar and Regvar 2008, 100 

Yaqoob et al. 2012, Kolosova et al. 2014, Oliva et al. 2015). 101 
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 H. annosum infections are known to induce candidate genes coding for enzymes involved 102 

in secondary metabolism that includes lignin, flavonoid and stilbene biosynthesis (Adomas et 103 

al. 2007). In the lignin biosynthesis pathway the entry point is phenylalanine ammonia-lyase 104 

(PAL), while cinnamyl alcohol dehydrogenase (CAD) and peroxidase (POX) are part of the 105 

downstream pathways. The expression of PAL, CAD, POX, XET, CHI, and AMP has been 106 

quantified after Heterobasidion inoculation in Norway spruce (Picea abies (L.) H. Karst.) 107 

(Fossdal et al. 2012, Lundén et al. 2015, Oliva et al. 2015), Sitka spruce (P. sitchensis Bongard 108 

(Carrière)) (Deflorio et al. 2011), and Scots pine (Pinus sylvestris L.) (Adomas et al. 2007). 109 

Recently several studies have been carried out to compare the outcome of infections 110 

with the native and the non-native Heterobasidion species on P. pinea. Comparative 111 

inoculation trials were performed in an ozone-enriched atmospheric environment (Pollastrini 112 

et al. 2015); to study the differential systemic induction of resistance to a shoot blight pathogen 113 

(Bonello et al. 2008); and their comparative effect on fungal symbionts (Zampieri et al. 2017). 114 

However, to our knowledge, no published records are available on whether host transcriptional 115 

and metabolic responses induced by inoculation with a native fungus (coevolved with the host) 116 

differ from those induced by inoculation with a non-native (non-coevolved) congeneric fungal 117 

species. Therefore, the aim of this preliminary study was to investigate i) what is the response 118 

of P. pinea to inoculations with native and non-native Heterobasidion species; ii) how the 119 

response varies over time; and iii) if there are differences in systemic defence induction 120 

between the native and the non-native pathogen. To meet these aims we selected a number of 121 

genes involved in different steps of the lignin biosynthesis and in defence reaction, as well as 122 

terpenoid production analysis. 123 

 124 

Material and methods 125 

Plant material 126 

In early spring 2012, 96 3-year-old Italian stone pines (Pinus pinea L.) were obtained from 127 

‘Alto Tevere’ nursery (Carabinieri Forestali - Pieve Santo Stefano, Italy). Plants were grown 128 

from seed of natural stone pine forests in Central Italy (Cecina, 43º 18’ N, 10º 31’ E). Each 129 

single seedling was transferred to 7.6 l plastic pots filled with a 1:1 (v:v) sand:peat mixture, 130 

and grown outdoors at the IPSP-CNR experimental nursery in Florence, Italy. Plants were 131 

irrigated daily to field capacity. Three weeks after transplanting, the potted pine trees were 132 

grouped based on size and overall appearance. P. pinea seedlings had a mean stem height of 133 

75.9 ± 1.2 cm and a mean stem diameter, measured 3 cm above soil, of 1.3 ± 0.1 cm. 134 
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Experimental design and fungal inoculation 135 

Pine seedlings were used in each of the following treatments: (a) H. annosum (Ha) (three 136 

isolates: HaCarp, 142OH-137OC and 43NA; 4 plants for each strain - total 12 plants); (b) H. 137 

irregulare (Hi) (three isolates: 45SE, 39NE and CP15; 4 plants for each strain- total 12 plants); 138 

(c) mock inoculation (wounding treatment – W; total 4 plants); (d) unwounded (UW; total 4 139 

plants). Three different sampling time 3, 14, 35 dpi: 36 plant Hi; 36 Ha; 12 W and 12 UW. The 140 

isolates used in this work were selected based on their high pathogenicity on P. pinea seedlings 141 

from a sample of 8 isolates per species (data not shown). All six Heterobasidion isolates used 142 

in this study were deposited at the Mycotheca Universitatis Taurinensis (MUT) (University of 143 

Turin, Italy) with the accession numbers listed in Table 1. These isolates were previously 144 

characterized as heterokaryons (Sillo et al., 2015b) and used in other inoculation experiments 145 

(Zampieri et al., 2017). None of the used cultures represent a hybrid. 146 

Stem inoculations with Heterobasidion spp. were carried out by using 8-day-old fungal 147 

cultures growing on 2% malt extract agar (MEA, Thermo Fisher Scientific Inc.) at 20°C. A 148 

disk of bark and phloem was removed 8 cm above the soil line with a 5 mm diameter cork 149 

borer, previously dipped in 95% ethanol and rinsed in sterile water, and replaced with a 150 

colonized plug of agar collected from the margins of the actively growing cultures. Agar plugs 151 

were placed mycelium side directly against the sapwood. Mock inoculation consisted of 152 

application of non-colonized sterile plugs of MEA. All inoculation sites were sealed with 153 

Parafilm (American National Can Co., Chicago, IL) to minimize desiccation and 154 

environmental contamination. Plants were arranged in a complete randomized block design in 155 

the greenhouse. 156 

Tissue sampling, lesion measurement and fungal re-isolation 157 

A strip of bark (3-cm-long bark samples) containing phloem and cambium from each seedling 158 

was removed (as described in Bonello et al. 2008) from around the stem at 3, 14 and 35 days 159 

post inoculation (dpi) and from two locations on the stem: a) at the inoculation site (IS), and b) 160 

approx. 12 cm above the inoculation site (distal site, DS). Each strip was longitudinally split in 161 

two parts: one for RNA extraction and the other for terpene analyses. Immediately after 162 

excision, the samples were placed in 2 ml microtubes (Eppendorf), frozen in liquid nitrogen 163 

and stored at -80 °C. Lesion size was only measured above the IS, starting at the margin of the 164 

wound, and served as a measure of resistance to the pathogens (Blodgett et al. 2007). The 165 

presence of the pathogens in the IS was confirmed by re-isolation, placing small fragments of 166 

necrotic tissue on 2% MEA. Plates were incubated at 20 °C for 10 days. 167 
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RNA isolation and cDNA synthesis 168 

Total RNA was extracted from bark samples following the protocol reported by Chang et al. 169 

(1993). Briefly, plant tissue (approx. 100 mg) was ground in liquid nitrogen in a mortar to a 170 

fine powder, lysed with CTAB extraction buffer and β-mercaptoethanol, and incubated at 65°C 171 

for 10 min. Then, isoamyl-alcohol (24:1) was added to separate the phases by centrifugation. 172 

The upper phase was then mixed with 1/4 volume 10 M LiCl and incubated overnight on ice 173 

in a cold room. After centrifugation, was discarded the supernatant and the pellet was then 174 

washed in 70% EtOH and then dried. Total RNA was eluted in 50 μl of RNase free sterile 175 

MilliQ H2O. Contaminating DNA was removed by using RQ1 RNase-Free DNase (Promega, 176 

USA). RNA was quantified using a NanoDrop spectrophotometer (Thermo Scientific, USA), 177 

while purity was assessed by electrophoresis using a RiboRuler High Range RNA Ladder 178 

(Fermentas). Reverse transcription was performed using the iScript™ cDNA Synthesis Kit 179 

(Bio-Rad, USA) from 200 ng of total RNA following the manufacturer’s instructions. 180 

Identification of candidate genes and primer design 181 

PCR primers for P. pinea candidate genes involved in the lignin pathway (PAL, CAD, 182 

POX), and those involved in general defence mechanisms (CHI, AMP, XET) were designed 183 

based on P. taeda sequences (Figure S1) by using Primer Express® Software 3.0 (Applied 184 

Biosystems, Forster City, CA, USA). For each target gene, the identity of each amplicon 185 

sequence was verified using BLASTN on the NCBI website. Newly designed primer pairs and 186 

fragment sizes are listed in Table 2. The PCR products were cloned in pGEM-T easy vector 187 

(Promega) according to the manufacturer's instructions and sequenced with the Universal 188 

Primers (M13) flanking the inserts, using a commercial DNA sequencing service (Macrogen). 189 

All sequences were deposited in GenBank (for accession numbers see Table 2). In order to 190 

verify the orthology of P. pinea derived sequences and P. taeda genes, pairwise alignments 191 

were generated with MUSCLE 3.8 (Edgar 2010). The annotations of P. pinea sequences were 192 

confirmed by BLAST analysis. 193 

Quantification of gene expression in P. pinea 194 

Expression of the candidate genes was measured by using real-time quantitative reverse 195 

transcription PCR (qRT-PCR). The reference gene was actin (ACT), as described previously 196 

(Adomas et al. 2007, Alonso et al. 2007) (Table 2). To evaluate the stability of ACT itself, we 197 

quantified its transcription over all treatments (UW,W, Ha, Hi). 198 

The qRT-PCR reactions were performed in triplicate in 96-well plates (Applied 199 

Biosystem, Forest City, CA). Each reaction in a final volume of 12.5 μl contained: 6.25 μl 200 
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SYBR Green Mastermix (Applied Biosystems), 1.5 μl cDNA, a final concentration of 60 nM 201 

forward and reverse primer, and water to the final volume. The thermal profile was: 95 °C for 202 

10 min, followed by 40 cycles of 95 °C for 15 s and 60 °C for 1 min. Reactions were run in a 203 

StepOne™ Real-Time PCR System (Applied Biosystem, Forest City, CA). The threshold cycle 204 

value (Ct) for the real-time PCR reactions was determined for four biological replicates based 205 

on three technical replicates each by using the sequence detection system (SDS) Software 206 

version 1.9 (Applied Biosystem, Forest City, CA). To confirm that the signal was the result of 207 

single PCR product the melting curve analysis was performed after the PCR reaction.  208 

Analysis of terpenoids 209 

For terpenoids analysis, pine bark was ground in a mortar with liquid nitrogen. The obtained 210 

fine powder (approx. 100 mg) was placed in 2 ml glass vials with a teflon-coated screw cap 211 

(Perkin-Elmer, Norwalk, Connecticut, USA), and extracted in 1 ml of n-pentane with tridecane 212 

as an internal standard (Raffa and Smalley 1995).  213 

Gas chromatographic-flame ionization detection (GC-FID) analysis was performed using a 214 

Perkin-Elmer Autosystem XL GC and separation of enantiomeric monoterpenes performed on 215 

a 30 m Cyclodex-B capillary column, 0.25-mm-diameter (J & W Scientific, CA, U.S.A.). 216 

Analysis was carried out following the conditions described in Pollastrini et al., (2015).  217 

Terpenoids (mono and sesquiterpenes) were identified by comparison of retention times with 218 

those of standards under the same conditions. Absolute amounts of terpenoids were determined 219 

by comparison with the tridecane internal standard, and expressed as mg g-1 fresh weight. 220 

Relative amount (proportion of profile) of each monoterpene was expressed as a percentage of 221 

total monoterpenes, while each sesquiterpene was calculated as a percentage of total 222 

monoterpenes plus sesquiterpenes. 223 

Statistical analysis 224 

For each sampling time H. annosum and H. irregulare lesion size were compared by using 225 

Student’s t test.  226 

To determine the stability of the ACT as reference gene the threshold cycle (Ct) values were 227 

compared among different sampling time (3, 14 and 35 dpi) and treatments (Hi, Ha, W and 228 

UW) by one-way analysis of variance (ANOVA). All qRT-PCR data were normalized to the 229 

reference actin gene and the relative gene expression (2-Ct or fold change value) has been 230 

calculated according to Pfaffl (2001), comparing the data for each gene in the Ha, Hi, and W 231 

samples to each gene in the UW samples. To achieve the homogeneity of variance transcripts 232 

data were subjected to log transformation. For each sampling site (DS and IS) and sampling 233 
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time (3, 15 and 35dpi) differences of transcript data where determined among different 234 

treatments (Hi, Ha, W) with one-way ANOVA analyses Whenever ANOVA was significant, 235 

Fisher’s least significant differences (LSD) test was calculated. 236 

Terpenoid levels were not normally distributed (Kolmogorov-Smirnov one sample test) 237 

and normality was not achieved after an arcsine square-root transformation; therefore, 238 

statistical tests were performed using Kruskall-Wallis and Mann-Whitney non-parametric 239 

tests.  240 

All data (lesion size, qRT-PCR and terpenoids) were presented as mean  standard error 241 

(SE). For all analysis, p < 0.05 was considered as statistically significant. All statistical 242 

analyses were carried out by using SYSTAT 12.0 software (Systat Software Inc., USA).  243 

 244 

Results 245 

Fungal inoculations and cross-induction of systemic susceptibility 246 

No lesions or resin flow were observed in any of the control plants (UW plants). The presence 247 

of resin was observed at IS for mock-inoculated (W) and H. annosum and H. irregulare 248 

collected at 3dpi, while no necrosis has been observed. All seedlings inoculated with H. 249 

annosum and H. irregulare and collected at 14 and 35 dpi showed necrosis and abundant resin 250 

flow from the inoculation sites. Fungal mycelium was re-isolated at IS from all plants infected 251 

with H. irregulare and H. annosum, confirming the stem colonization of each pathogen at 252 

different sampling time (3, 14 and 35 dpi). Mock-inoculated and unwounded seedlings did not 253 

yield either pathogen. Since no differences in lesion length were observed among the three 254 

isolates of each pathogen, we considered different isolates as repeats of H. annosum and H. 255 

irregulare. H. annosum caused significantly shorter lesion than H. irregulare at 14 dpi (10.3 ± 256 

0.6 mm vs. 13.6 ± 0.79 mm, respectively; t 22= -3.24, p = 0.003; for Hi, n=12; for Ha n=12), 257 

and at 35 dpi (13.4 ± 0.5 vs. 15.6 ± 0.6 mm, respectively; t22 = -2.79, p=0.012; for Hi, n=12; 258 

for Ha n=12) (Figure 1).  259 

 260 
 261 
Quantification of gene expression in P. pinea 262 
 263 
Pairwise alignments of newly obtained P. pinea sequences with orthologous P. taeda 264 

transcripts showed high similarity (Figure S1). The putative function of each target gene is 265 

reported in Table 2.  266 



 11

 Statistical analysis of ACT gene showed no significant differences of Ct values for each 267 

treatment at different sampling time (p > 0.05), thus for each treatment Ct values from different 268 

sampling time were pooled. However, ANOVA showed no statistical differences (F(3, 92) =2.6, 269 

p = 0.07) among treatments (Ha, Hi, W, UW), confirming the stability of ACT gene as 270 

reference gene (Figure S2).  271 

 The real-time PCR analysis of all tested genes showed no significant differences 272 

between infected (both H. annosum and H. irregulare) and mock-inoculated seedlings at IS for 273 

all sampling time (Figure 2; Table S1). However, after 14 dpi both pathogens showed similar 274 

trend in the DS, with most of the candidate gene (CHI, POX, AMP, CAD and XET) 275 

significantly up-regulated than mock-inoculted (W) samples (Figure 2; Table S1, S2). These 276 

difference are also present, for the same sampling site, at 35 dpi for CAD while CHI and XET 277 

showed differences in the expression: while CHI is significantly up-regulated in H. irregulare 278 

and Wounding, XET is down-regulated for H. annosum in comparison with H. irregulare and 279 

Wounding (Figure 2; Table S1, S2). 280 

At 3 dpi POX and PAL genes were up-regulated at the IS position by both H. annosum 281 

and H. irregulare, and the expression of these genes dropped at 14 dpi and 35 dpi (Figure 3; 282 

Table S3). At 3 dpi the PAL transcript levels were significantly higher than at the other two 283 

time points (Figure 3; Table S3). CAD was low at 3 dpi and significantly up-regulated at 14 284 

dpi, in both sampling sites, compared to 3 and 35 dpi; the difference in expression between 3 285 

and 14 dpi was about 5- to 8-fold at the IS and nearly 35-fold in the DS (Figure 3; Table S3). 286 

At 3 dpi, there was no change in expression of PAL and CAD lignin related genes in the distal 287 

site for all treatments tested, while POX was significant up-regulated by both pathogens (Figure 288 

3). A highly significant difference was shown in POX and CAD levels in the distal site at 14 289 

dpi between inoculated and W seedlings. The highest fold differences for AMP in the IS 290 

samples were at 3 dpi for all treatments (the level of expression was about 58- to 43-fold for 291 

H. annosum and H. irregulare, respectively) and at 14 dpi in the inoculated seedlings (16-fold 292 

for H. annosum and 34-fold for H. irregulare) (Figure 3; Table S3). At 3 dpi XET was not 293 

differentially expressed in inoculated tissues but it was highly up-regulated (about 25-fold 294 

change) at 14 dpi at both sites (with no significant differences between the pathogens) (Figure 295 

3; Table S3). Later on, at 35 dpi, XET levels decreased. Inoculations induced significantly 296 

higher XET gene expression levels in DS tissues at 14 dpi in comparison with both W samples. 297 

CHI was slightly down-regulated by H. annosum and H. irregulare in IS tissues at 3 dpi and 298 

35 dpi. CHI expression was much higher in DS tissues of inoculated plants compared to 299 
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transcripts levels in IS samples. Furthermore, expression levels in DS tissues of inoculated 300 

plants were up to 6-fold higher than in wounded at 14 dpi (Figure 3; Table S3). 301 

 302 

Temporal and spatial variation of total terpenoids 303 

Temporal variation in the accumulation of terpenoids was observed in IS samples in seedlings 304 

treated with H. irregulare, H. annosum, and W, while no significant differences were detected 305 

in DS tissue samples (see Tables S4-S7). For all these treatments, the highest value of total 306 

terpenoids present in bark tissue was observed at 14 dpi. No statistical differences were 307 

observed among the different sampling times in the IS tissues of UW plants (Figure 4 and Table 308 

S4). Significantly higher terpenoid accumulation was observed in DS than IS tissues at 35 dpi, 309 

both in inoculated and W plants. No significant differences in DS vs. IS tissues were observed 310 

at 3dpi, while at 14 dpi a significant higher terpenoids accumulation was observed in IS for H. 311 

irregulare inoculated and W plants. 312 

Changes in terpenoid profiles 313 

A number of different terpenoids were detected: eight monoterpenes [(+)--pinene, (-)--314 

pinene, myrcene, (+)-β-pinene, (-)-β-pinene, (+)-limonene, (-)-limonene, β-phellandrene], 315 

three sesquiterpene (-humulene, β-caryophyllene and longifolene), and three unknown 316 

compounds (unknown1, unknown2, unknown3) (Figure 5). Some of these terpenoids differed 317 

among treatments and sampling times in IS tissues (Figure 6 and Tables S4-S7). No significant 318 

differences were observed for any of the terpenoids in UW samples among sampling times. At 319 

14 dpi inoculated plants showed a significantly higher percentage (P < 0.01) of (-)-limonene, 320 

β-caryophyllene and unknown3 in comparison with W and UW (Figure 6; Tables S4-S7). 321 

Similarly, significant differences (P < 0.05) were also observed at 35 dpi for (-)-limonene and 322 

unknown3, while β-caryophyllene showed significantly higher percentages in inoculated and 323 

W tissues in comparison with UW tissues (Figure 6 and Tables S4-S7). At 35 dpi the amount 324 

of longifolene was significantly higher in inoculated pines than UW and W plants (Figure 6 325 

and Tables S4-S7). (-)-β-pinene in inoculated plants showed a different profile: between 14 326 

and 35 dpi there was a significant decrease of this terpene compared with W and UW. The 327 

percent of -humulene was significantly higher in infected and W than UW tissue at 14 and 35 328 

dpi. In DS tissues, no significant differences were observed in terpenoid percentages among 329 

sampling times and treatments (Tables S4, S5, S7).  330 
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Discussion 331 

 332 
The native pathogen causes somewhat smaller lesions than the non-native pathogen in the 333 

inner bark of the pine host 334 

 335 
The results of the present study show that the native pathogen H. annosum caused marginally, 336 

but significantly, smaller stem lesions on P. pinea than the non-native H. irregulare at 14 and 337 

35 dpi. Lesion length in the inner bark has previously been used as indicator of Heterobasidion 338 

annosum strain virulence (Swedjemark et al. 2001), and more recently to evaluate the 339 

differences in severity of infection caused by H. annosum and H. irregulare (Bonello et al. 340 

2008, Garbelotto et al. 2010, Scirè et al. 2011, Pollastrini et al. 2015). In this study we found 341 

that there is a difference in lesion length between these two pathogens. This is in contrast to 342 

Garbelotto et al. (2010), who found that susceptibility to H. annosum and H. irregulare did not 343 

vary in European and North American pine cuttings and seedlings and Pollastrini et al. (2015), 344 

who found that the mean basal lesion lengths were not significantly different between P. pinea 345 

seedlings inoculated with H. irregulare and H. annosum in ozone exposure experiments. 346 

 347 

The two Heterobasidion species elicited similar host gene expression patterns both locally and 348 

systemically  349 

 350 

Gene expression responses were observed throughout the experiment, including at 35 dpi, 351 

when differences in lesion length became evident, but the expression of specific defence genes 352 

elicited at each sampling site (IS and DS), were not significantly different between H. annosum 353 

and H. irregulare. 354 

Several studies have demonstrated early host defence transcript accumulation after 24 355 

h, 3 and 5 dpi in Norway spruce and P. sylvestris in response to H. annosum infection (Hietala 356 

et al. 2004, Adomas et al. 2007, Jaber et al. 2014, Lundén et al. 2015).  357 

Both H. annosum and H. irregulare-infected seedlings showed rapid expression of 358 

lignin related genes (POX and PAL) at the inoculation site. Up-regulation of POX at 3 dpi was 359 

also reported in P. abies and P. sylvestris sapwood and/or bark after wounding and inoculation 360 

with Heterobasidion spp. (Johansson et al. 2004, Nagy et al. 2004b, Likar and Regvar 2008). 361 

BLAST analysis of the sequences obtained herein showed that POX had the highest identity 362 

with the Norway spruce plant class III peroxidase (PX2), which is involved in the formation of 363 

lignin and maturation of cell walls (Marjamaa et al. 2006). More recently Yaqoob et al. (2012) 364 
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found local up-regulation of lignin related peroxidases (PaPX2 and PaPX3) in both Norway 365 

Spruce bark and sapwood infected with H. parviporum. 366 

Up-regulation of PAL, the enzyme that constitutes the initial key step in the 367 

phenylpropanoid metabolic network, was not unexpected at 3 dpi. These results are consistent 368 

with many studies, e.g. Deflorio et al. (2011), who also found up-regulation of this gene in 369 

Sitka Spruce bark infected with H. annosum. 370 

On the other hand, CAD, which is considered a more direct step for lignin biosynthesis 371 

(Baucher et al. 1998), showed down-regulation at the IS for both pathogens at 3 dpi and 35 dpi, 372 

while being up-regulated at 14 dpi. This was particularly true at the DS position.  If elevated 373 

CAD expression at the DS position is indeed followed by enhanced lignification, this outcome 374 

may point to induction of systemic resistance (Sherwood and Bonello, 2013). 375 

 XET is involved in the mechanical reinforcement of cell walls under pathogen attack, and 376 

resulted up-regulated at 14 dpi, while its level decreased at 35 dpi, down to a comparable level 377 

of early stage of infection (3 dpi). Our observations concur with those of Adomas et al. (2007), 378 

who found XET weakly up-regulated in the first stage of infection (5 dpi) and highly down-379 

regulated later (at 15 dpi) in 14-day-old Pinus sylvestris seedlings. In addition, a similar 380 

response has also been observed in a mutualistic association, Pinus sylvestris - Laccaria 381 

bicolor, where a decrease of XET has been observed after 30 dpi (Heller et al. 2008). 382 

 The AMP sequences obtained in this study show very high homology to a known 383 

antimicrobial peptide (AMP3) from Pinus sylvestris infected with Heterobasidion annosum 384 

(Asiegbu et al., 2003). AMP was the most abundant transcript observed at 3 and 14 dpi at IS, 385 

suggesting a possible direct role in host defence against invading hyphae at the inoculation site, 386 

as reported in previous studies (Fossdal et al. 2003, Pervieux et al. 2004, Adomas et al. 2007), 387 

and perhaps representing a mechanism supporting systemically induced resistance (SIR) 388 

(Bonello et al. 2006). Interestingly, the AMP gene was up-regulated soon after inoculation and 389 

the up-regulation was sustained until at least 35 dpi, while in the mock-inoculated trees the up-390 

regulation was sustained only until 14 dpi at the IS and was never upregulated at the DS. This 391 

suggests that AMP synthesis is elicited by PAMPs (Jones and Dangl 2006). AMP is thought to 392 

act synergistically with other PR-proteins, contributing to constitutive and induced resistance 393 

to different microorganisms (Padovan et al. 2010, Liu et al. 2013). In previous studies, the 394 

expression of AMP was observed at the beginning of the interaction between pine seedlings 395 

and Cronartium ribicola (Liu et al. 2013) and after 1-5 days in Scots pine inoculated with H. 396 

annosum (Sooriyaarachchi et al. 2011). 397 

 Another defence related gene, CHI, showed similarities to the basic class I chitinase 398 
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PaCHI1 (Hietala et al., 2004). CHI was down-regulated in IS tissues inoculated with 399 

Heterobasidion at 3 dpi but up-regulated at 14 dpi in DS tissues. Our results are in accordance 400 

with Hietala et al. (2004), who showed that the local level of PaCHI1 decreased in Norway 401 

spruce infected with H. annosum. CHI is hypothesized to inhibit fungal growth by degrading 402 

chitin in fungal cell while the chitinolytic breakdown products are thought to elicit further 403 

defence responses in the plant (Wan et al. 2008). It is possible that at IS the fungus 404 

overwhelmed this particular host defence and the induction of CHI synthesis at a systemic level 405 

may be synergistic to AMP accumulation in the context of SIR and is consistent with a study 406 

of Norway spruce seedlings infected with Rhizoctonia sp. (Nagy et al. 2004a). 407 

 In summary, treatments induced significant up-regulation at the systemic level of all the 408 

genes analysed herein. Lastly, a systemic response was observed mostly in infected trees, 409 

suggesting that specific pathogen recognition processes are operating in the host.  This is 410 

consistent with the findings of Bonello and Blodgett (2003) who showed that killed mycelium 411 

of Diplodia sapinea (ex. Sphaeropsis sapinea) was a close proxy for a live infection in Austrian 412 

pine (Pinus nigra) in terms of induction of specialized metabolites. 413 

 414 

Differences in terpene composition were found locally while no significant differences were 415 

observed systemically 416 

 417 

Infected P. pinea seedlings showed significant variation between the two pathogens in relative 418 

content and total amount of terpenes at different sampling times at the IS, while no significant 419 

differences were observed at the DS.  420 

In our study both pathogens induced essentially the same temporal variation in relative 421 

content of terpenes. We obseved a different trend between the two main monoterpenes at 14 422 

dpi: the relative amount of (-)-β-pinene decreased in response to attack by both pathogens, 423 

while the proportions of (-)-limonene significantly increased. These results are in accordance 424 

with a Pollastrini et al. (2015) study where (-)-β-pinene and (-)-limonene represented the main 425 

monoterpenes detected in oleoresins of P. pinea infected with Heterobasidion spp. These 426 

monoterpenes were shown to be both able to inhibit mycelial growth of H. annosum and D. 427 

sapinea in pure culture (Blodgett and Stanosz 1997, Zamponi et al. 2007). In addition, 428 

limonene was shown to significantly inhibit the growth of many bacterial and fungal strains 429 

(Lis-Balchin et al. 1996, Sokovic and Van Griensven 2006, Chutia et al. 2009, Razzaghi-430 

Abyaneh et al. 2009, Amri et al. 2012). Furthermore, Sokovic and Van Griensven (2006) 431 

demonstrate that limonene and α-pinene have strong antimicrobial activity against Verticillium 432 
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fungicola and Trichoderma harzianum, and Chang et al. (2008) showed a higher toxic effect 433 

of limonene than α- and β-pinene against fungi. 434 

The other terpenes, longifolene, β-caryophyllene, α-humulene and unknown3 showed 435 

lower abundance, ranging between 0.5% and 3.5% of the total terpene content. The amount of 436 

these terpenes in response to attack by both pathogens significantly increased with respect to 437 

UW plants and, in some cases, also to W seedlings. Similar results were found in Norway 438 

spruce bark following wounding and infection by Heterobasidion spp. (Danielsson et al. 2011). 439 

The accumulation of total terpenes at the IS location in P. pinea seedlings in response to H. 440 

annosum and H. irregulare inoculations has also been observed in previous studies (Bonello 441 

et al. 2008, Pollastrini et al. 2015). 442 

Other papers (Bonello et al. 2008, Pollastrini et al. 2015) have described accumulation 443 

of total terpenes at the stem base in P. pinea seedlings in response to H. annosum and H. 444 

irregulare inoculations. Our results showed systemic increase of total amounts of terpenes in 445 

DS cortical tissue samples at 14 and 35 dpi following wounding and infection with 446 

Heterobasidion spp.; on the other hand, no systemic changes in terpene profiles, i.e., the 447 

relative proportions (percentages) of volatile oleoresin constituents, were observed in response 448 

to different treatments. A possible explanation could be that there are two phases of terpene 449 

biosynthesis: systemic defensive reactions associated with total amounts of terpenes might 450 

represent the first nonspecific chemical barrier to reduce subsequent pathogen attack. Only 451 

subsequently, particularly if the spread of the infection is not blocked, a specific terpene profile 452 

for a particular pathogen-plant system (Traw 2002, Arimura et al. 2009) might emerge. 453 

 454 

Conclusions 455 

Contrary to expectations, our study suggests that H. irregulare does not have a notable 456 

competitive advantage over the native species H. annosum on P. pinea trees. Small, yet 457 

statistically significant differences, were observed in lesion length between the two pathogens. 458 

We have also shown that several defense-related genes and terpenes were highly induced both 459 

locally and systemically by both Heterobasidion species. However, the expression patterns for 460 

all six genes and the levels and profiles of terpenes did not differ between the two pathogens. 461 

The up-regulation of transcripts as well as the accumulation of terpenoids at the distal site 462 

revealed that a systemic signal is inducible in P. pinea by both pathogens. 463 

Generally, it is well known that alien invasive species can have massive impacts on 464 

native ecosystems, including by altering the evolutionary pathway of native species occupying 465 

the same or similar ecological niches through competitive exclusion, hybridization, 466 
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introgression, and finally extinction (Mooney and Cleland 2001). In Italy H. irregulare was 467 

introduced by the US Army during World War II (Gonthier et al. 2004). The same pathway 468 

has also been proposed for two other important forest pathogens: Ceratocystis platani and 469 

Seiridium cardinale, the agents of canker stain disease of plane trees and Cypress canker, 470 

respectively (Cristinzio et al. 1973, Grasso 1951). While these two pathogens are now firmly 471 

established and widely spread in Europe, H. irregulare is still confined to a small area along 472 

the Latium coast (Gonthier et al. 2014). The difference in invaded territory among these 473 

pathogens supports our idea that H. irregulare does not have a competitive advantage over H. 474 

annosum on European pines, at least on Pinus pinea, even though these two pathogens have 475 

evolved and differentiated in allopatry for at least 34 million years (Otrosina et al. 1993, Linzer 476 

et al. 2008, Dalman et al. 2010; Otrosina and Garbelotto 2010). 477 

 478 

Acknowledgments: Authors wish to thank Carabinieri Forestali (‘Alto Tevere’ nursery Pieve 479 

Santo Stefano, Italy) for providing P. pinea seedlings, Dr. F. Pecori (IPSP-CNR) for technical 480 

assistance and Prof. L. Calamai (Department of Agrifood Production and Environmental 481 

Sciences, University of Florence, Italy) for helpful suggestion on the manuscript. We also 482 

appreciate the helpful comments and suggestions from editor and the anonymous reviewers. 483 

This work has been funded by the Italian Ministry of Education, University and Research, 484 

within the FIRB programme (Grant number RBFR1280NN).  485 



 18

Reference 486 

Achotegui-Castells A, Danti R, Llusià J, Della Rocca G, Barberini S, 487 

Peñuelas J (2015) Strong Induction of Minor Terpenes in Italian Cypress, 488 

Cupressus sempervirens, in Response to Infection by the Fungus Seiridium 489 

cardinale. J Chem Ecol 41:224–243 490 

Adomas A, Heller G, Li G, Olson Å, Chu TM, Osborne J et al. (2007) 491 

Transcript profiling of a conifer pathosystem: response of Pinus sylvestris 492 

root tissues to pathogen (Heterobasidion annosum) invasion. Tree Physiol 493 

27:1441-1458. 494 

Alonso P, Cortizo M, Cantón FR, Fernández B, Rodríguez A, Centeno ML 495 

et al. (2007) Identification of genes differentially expressed during 496 

adventitious shoot induction in Pinus pinea cotyledons by subtractive 497 

hybridization and quantitative PCR. Tree Physiol 27:1721-1730. 498 

Amri I, Gargouri S, Hamrouni L, Hanana M, Fezzani T, Jamoussi B (2012) 499 

Chemical composition, phytotoxic and antifungal activities of Pinus pinea 500 

essential oil. J Pest Sci 85:199-207. 501 

Arimura GI, Matsui K, Takabayashi J (2009) Chemical and molecular 502 

ecology of herbivore-induced plant volatiles: proximate factors and their 503 

ultimate functions. Plant Cell Physiol 50:911-23. 504 

Asiegbu FO, Adomas A, Stenlid JAN (2005) Conifer root and butt rot 505 

caused by Heterobasidion annosum (Fr.) Bref. sl. Mol Plant Pathol 6:395-506 

409. 507 

Asiegbu FO, Choi W, Li G, Nahalkova J, Dean RA (2003) Isolation of a novel 508 

antimicrobial peptide gene (Sp-AMP) homologue from Pinus sylvestris (Scots 509 

pine) following infection with the root rot fungus Heterobasidion annosum. FEMS 510 

Microbiol Lett 228:27-31. 511 

 512 

Baral HO, Bemmann M (2014) Hymenoscyphus fraxineus vs. 513 

Hymenoscyphus albidus – A comparative light microscopic study on the 514 



 19

causal agent of European ash dieback and related foliicolous, stroma-515 

forming species. Mycology 5:228-290. 516 

Baucher M, Monties B, Montagu MV, Boerjan W (1998) Biosynthesis and 517 

genetic engineering of lignin. Crit Rev Plant Sciences 17:125-197. 518 

Birch PR, Whisson SC (2001) Phytophthora infestans enters the genomics 519 

era. Mol Plant Pathol 2:257-263. 520 

Blodgett JT, Stanosz GR (1997) Differential inhibition of Sphaeropsis 521 

sapinea morphotypes by a phenolic compound and several monoterpenes 522 

of red pine. Phytopathology 87:606-609. 523 

Blodgett JT, Eyles A, Bonello P (2007) Organ-dependent induction of 524 

systemic resistance and systemic susceptibility in Pinus nigra inoculated 525 

with Sphaeropsis sapinea and Diplodia scrobiculata. Tree Physiol 526 

27:511-517. 527 

Bolouri Moghaddam MR, Vilcinskas A, Rahnamaeian M (2016) 528 

Cooperative interaction of antimicrobial peptides with the interrelated 529 

immune pathways in plants. Mol Plant Pathol 17:464-471. 530 

Bonello P, Blodgett JT (2003) Pinus nigra – Sphaeropsis sapinea as a 531 

model pathosystem to investigate local and systemic effects of fungal 532 

infection of pines. Physiol Mol Plant P 63:249-261. 533 

Bonello P, Gordon TR, Herms DA, Wood DL, Erbilgin N (2006) Nature 534 

and ecological implications of pathogen-induced systemic resistance in 535 

conifers: a novel hypothesis. Physiol Mol Plant P 68:95-104. 536 

Bonello P, Capretti P, Luchi N, Martini V, Michelozzi M (2008). Systemic 537 

effects of Heterobasidion annosum ss infection on severity of Diplodia 538 

pinea tip blight and terpenoid metabolism in Italian stone pine (Pinus 539 

pinea). Tree Physiol 28:1653-1660. 540 



 20

Bourquin V, Nishikubo N, Abe H, Brumer H, Denman S, Eklund M, et al. 541 

(2002) Xyloglucan endotransglycosylases have a function during the 542 

formation of secondary cell walls of vascular tissues. Plant Cell 14:3073-543 

3088. 544 

Chang HT, Cheng YH, Wu CL, Chang ST, ChangTT, Su YC (2008) 545 

Antifungal activity of essential oil and its constituents from Calocedrus 546 

macrolepis var. formosana Florin leaf against plant pathogenic fungi. 547 

Bioresource Technol 99:6266-6270. 548 

Chang S, Puryear J, Cairney J (1993) A simple and efficient method for 549 

isolating RNA from pine trees. Plant Mol Biol Rep 11:113-116. 550 

Chutia M, Bhuyan PD, Pathak MG, Sarma TC, Boruah P (2009) Antifungal 551 

activity and chemical composition of Citrus reticulata Blanco essential oil 552 

against phytopathogens from North East India. LWT-Food Sci Technol 553 

42:777-780. 554 

Conrath U, Pieterse CM, Mauch-Mani B (2002) Priming in plant–pathogen 555 

interactions. Trends Plant Sci 7:210-216. 556 

Cristinzio M, Marziano F, Verneau R (1973) La moria del platano in 557 

Campania. Riv Patol Veg 189-214. 558 

Čuda J, Skálová H, Janovský Z, Pyšek P (2015) Competition among native 559 

and invasive Impatiens species: the roles of environmental factors, 560 

population density and life stage. AoB Plants 7:plv033. 561 

Dalman K, Olson Å, Stenlid J (2010) Evolutionary history of the conifer 562 

root rot fungus Heterobasidion annosum sensu lato. Mol Ecol 19:4979-563 

4993. 564 

Danielsson M, Lundén K, Elfstrand M, Hu J, Zhao T, Arnerup J, et al 565 

(2011) Chemical and transcriptional responses of Norway spruce 566 

genotypes with different susceptibility to Heterobasidion spp. infection. 567 

BMC Plant Biol 11:154. 568 



 21

Deflorio G, Horgan G, Woodward S, Fossdal CG (2011) Gene expression 569 

profiles, phenolics and lignin of Sitka spruce bark and sapwood before and 570 

after wounding and inoculation with Heterobasidion annosum. Physiol Mol 571 

Plant P 75:180-187. 572 

Didham RK, Tylianakis JM, Gemmell NJ, Rand TA, Ewers RM (2007) 573 

Interactive effects of habitat modification and species invasion on native 574 

species decline. Trends Ecol Evol 22:489-496. 575 

Edgar RC (2004) MUSCLE: multiple sequence alignment with high 576 

accuracy and high throughput. Nucleic Acids Res. 32:1792-97. 577 

Eyles A, Bonello P, Ganley R, Mohammed C (2010) Induced resistance to 578 

pests and pathogens in trees. New Phytol 185:893-908. 579 

Fossdal CG, Nagy NE, SharmaP, Lönneborg A (2003) The putative 580 

gymnosperm plant defensin polypeptide (SPI1) accumulates after seed 581 

germination, is not readily released, and the SPI1 levels are reduced in 582 

Pythium dimorphum-infected spruce roots. Plant Mol Biol 52:291-302.  583 

Fossdal CG, Nagy NE, Johnsen Ø, Dalen LS (2007) Local and systemic 584 

stress responses in Norway spruce: similarities in gene expression between 585 

a compatible pathogen interaction and drought stress. Physiol Mol Plant P 586 

70:161-173. 587 

Fossdal CG, Nagy NE, Hietala AM, Kvaalen H, Slimestad R, Woodward 588 

S, Solheim H (2012) Indications of heightened constitutive or primed host 589 

response affecting the lignin pathway transcripts and phenolics in mature 590 

Norway spruce clones. Tree Physiol 32:1137-47. 591 

Franceschi VR, Krokene P, Christiansen E, Krekling T (2005) Anatomical 592 

and chemical defenses of conifer bark against bark beetles and other pests. 593 

New Phytol 167:353-75. 594 



 22

Garbelotto M, Linzer R, Nicolotti G, Gonthier P (2010) Comparing the 595 

influences of ecological and evolutionary factors on the successful invasion 596 

of a fungal forest pathogen. Biol Invasions 12:943-957. 597 

Garrett KA, Dendy SP, Frank EE, Rouse MN, Travers SE (2006) Climate 598 

change effects on plant disease: genomes to ecosystems. Annu Rev 599 

Phytopathol 44:489-509. 600 

Gershenzon J, Croteau RB (1993) Terpenoid biosynthesis: the basic 601 

pathway and formation of monoterpenes, sesqiuterpenes, an diterpenes. 602 

Terpenoid Biosynthesis. 603 

Gershenzon J, Dudareva N (2007) The function of terpene natural products 604 

in the natural world. Nat Chem Biol 3:408-414. 605 

Ghelardini L, Pepori AL, Luchi N, Capretti P, Santini A (2016) Drivers of 606 

emerging fungal diseases of forest trees. Forest Ecol Manag 381:235-246. 607 

Giordano L, Gonthier P, Lione G, Capretti P, Garbelotto M (2014) The 608 

saprobic and fruiting abilities of the exotic forest pathogen Heterobasidion 609 

irregulare may explain its invasiveness. Biol Invasions 16:803-814. 610 

Gonthier P, Warner R, Nicolotti G, Mazzaglia A, Garbelotto MM (2004) 611 

Pathogen introduction as a collateral effect of military activity. Mycol Res 612 

108:468-470. 613 

Gonthier P, Nicolotti G, Linzer R, Guglielmo F, Garbelotto M (2007) 614 

Invasion of European pine stands by a North American forest pathogen and 615 

its hybridization with a native interfertile taxon. Mol Ecol 16:1389-1400. 616 

Gonthier P, Lione G, Giordano L, Garbelotto M (2012) The American 617 

forest pathogen Heterobasidion irregulare colonizes unexpected habitats 618 

after its introduction in Italy. Ecol Appl 22:2135-2143. 619 



 23

Gonthier P, Anselmi N, Capretti P, Bussotti F, Feducci M, Giordano L et 620 

al. (2014) An integrated approach to control the introduced forest pathogen 621 

Heterobasidion irregulare in Europe. Forestry 87:471-481. 622 

Grasso V (1951) Un nuovo agente patogeno del Cupressus macrocarpa 623 

Hartw. Italia. Ital For Mont 6:63-65. 624 

Heller G, Adomas A, Li G, Osborne J, van Zyl L, Sederoff R et al. (2008) 625 

Transcriptional analysis of Pinus sylvestris roots challenged with the 626 

ectomycorrhizal fungus Laccaria bicolor. BMC Plant Biol 8:19. 627 

Hietala AM, Kvaalen H, Schmidt A, Jøhnk N, Solheim H, Fossdal CG 628 

(2004) Temporal and spatial profiles of chitinase expression by Norway 629 

spruce in response to bark colonization by Heterobasidion annosum. Appl 630 

Environ Microb 70:3948-3953. 631 

Hulme PE (2009) Trade, transport and trouble: managing invasive species 632 

pathways in an era of globalization. J Appl Ecol 46:10-18. 633 

Jaber E, Xiao C, Asiegbu FO (2014) Comparative pathobiology of 634 

Heterobasidion annosum during challenge on Pinus sylvestris and 635 

Arabidopsis roots: an analysis of defensin gene expression in two 636 

pathosystems. Planta 239:717-733. 637 

Johansson SM, Lundgren LN Asiegbu FO (2004) Initial reactions in 638 

sapwood of Norway spruce and Scots pine after wounding and infection by 639 

Heterobasidion parviporum and H. annosum. Forest Pathol 34:197-210. 640 

Jones JD, Dangl JL (2006) The plant immune system. Nature 444:323-329. 641 

Jump AS, Marchant R, Penuelas J (2009) Environmental change and the 642 

option value of genetic diversity. Trends in Plant Sci 14:51-58. 643 

Keeling CI, Bohlmann J (2006) Genes, enzymes and chemicals of 644 

terpenoid diversity in the constitutive and induced defence of conifers 645 

against insects and pathogens. New Phytol 170:657-675. 646 



 24

Kolosova N, Breuil C, Bohlmann J (2014) Cloning and characterization of 647 

chitinases from interior spruce and lodgepole pine. Phytochemistry 101:32-648 

39. 649 

Langenheim JH (1994) Higher plant terpenoids: a phytocentric overview 650 

of their ecological roles. J Chem Ecol 20:1223-1280.  651 

Likar M, Regvar M (2008) Early defence reactions in Norway spruce 652 

seedlings inoculated with the mycorrhizal fungus Pisolithus tinctorius 653 

(Persoon) Coker & Couch and the pathogen Heterobasidion annosum (Fr.) 654 

Bref. Trees 22:861-868. 655 

Linzer RE, Otrosina WJ, Gonthier P, Bruhn J, Laflamme G, Bussieres G, 656 

Garbelotto M (2008) Inferences on the phylogeography of the fungal 657 

pathogen Heterobasidion annosum, including evidence of interspecific 658 

horizontal genetic transfer and of human-mediated, long-range dispersal. 659 

Mol Phylogenet Evol 46:844-862. 660 

Lis-Balchin M, Hart S, Deans SG, Eaglesham E (1996) Comparison of the 661 

pharmacological and antimicrobial action of commercial plant essential 662 

oils. J Herbs, Spices Medicinal Plants 4:69-86. 663 

Liu JJ, Zamany A, Sniezko RA (2013) Anti-microbial peptide (AMP): 664 

nucleotide variation, gene expression, and host resistance in the white pine 665 

blister rust (WPBR) pathosystem. Planta 237:43-54. 666 

Loo JA (2009) Ecological impacts of non-indigenous invasive fungi as 667 

forest pathogens. Biol Invasions 11:81-96. 668 

Lundén K, Danielsson M, Durling MB, Ihrmark K, Gorriz MN, Stenlid J, 669 

Elfstrand M (2015) Transcriptional Responses Associated with Virulence 670 

and Defence in the Interaction between Heterobasidion annosum ss and 671 

Norway Spruce. PloS One 10:e0131182. 672 



 25

Marjamaa K, Hildén K, Kukkola E, Lehtonen M, Holkeri H, Haapaniemi P, 673 

Koutaniemi S, Teeri TH, Fagerstedt K, Lundell T (2006). Cloning, characterization 674 

and localization of three novel class III peroxidases in lignifying xylem of 675 

Norway spruce (Picea abies). Plant Mol Biol 61: 719–732. 676 

McKinney LV, Thomsen IM, Kjær ED, Bengtsson SBK, Nielsen LR 677 

(2012) Rapid invasion by an aggressive pathogenic fungus 678 

(Hymenoscyphus pseudoalbidus) replaces a native decomposer 679 

(Hymenoscyphus albidus): a case of local cryptic extinction? Fungal Ecol 680 

5:663-669. 681 

Michelozzi M, Squillace AE, White TL (1990) Monoterpene composition 682 

and fusiform rust resistance in slash pine. Forest Sci 36:470-475. 683 

Michelozzi M, White TL, Squillace AE, Lowe WJ (1995) Monoterpene 684 

composition and fusiform rust resistance in slash and loblolly pines. Can J 685 

For Res 25:193-197. 686 

Michelozzi M (1999) Defensive roles of terpenoid mixtures in conifers. 687 

Acta Bot Gallica 146:73-84. 688 

Mooney HA, Cleland EE (2001) The evolutionary impact of invasive 689 

species. P Natl A Sci 98:5446-5451. 690 

Nagy NE, Fossdal CG, Dalen LS, Lönneborg A, Heldal I, Johnsen Ø. 691 

(2004a) Effects of Rhizoctonia infection and drought on peroxidase and 692 

chitinase activity in Norway spruce (Picea abies). Physiologia Plant 120: 693 

465-473. 694 

Nagy NE, Fossdal CG, Krokene P, Krekling T, Lonneborg A, Solheim H 695 

(2004b) Induced responses to pathogen infection in Norway spruce 696 

phloem: changes in polyphenolic parenchyma cells, chalcone synthase 697 

transcript levels and peroxidase activity. Tree Physiol 24:505-515. 698 

Oliva J, Rommel S, Fossdal CG, Hietala AM, Nemesio-Gorriz M, Solheim 699 

H, Elfstrand M (2015) Transcriptional responses of Norway spruce (Picea 700 



 26

abies) inner sapwood against Heterobasidion parviporum. Tree Physiol 35: 701 

1007-1015. 702 

Otrosina WJ, Chase TE, Cobb Jr FW, Korhonen K (1993) Population 703 

structure of Heterobasidion annosum from North America and Europe. 704 

Can J Botany 71:1064-1071. 705 

Otrosina WJ, Garbelotto M (2010) Heterobasidion occidentale sp. nov. and 706 

Heterobasidion irregulare nom. nov.: A disposition of North American 707 

Heterobasidion biological species. Fungal Biology 114:16-25. 708 

Padovan L, Scocchi M, Tossi A (2010) Structural aspects of plant 709 

antimicrobial peptides. Curr Protein Pept Sci 11:210-219. 710 

Parker IM, Gilbert GS (2004) The evolutionary ecology of novel plant-711 

pathogen interactions. Annu Rev Ecol Evol S 35:675-700. 712 

Pervieux I, Bourassa M, Laurans F, Hamelin R, Séguin A (2004) A spruce 713 

defensin showing strong antifungal activity and increased transcript 714 

accumulation after wounding and jasmonate treatments. Physiol Mol Plant 715 

P 64:331-341. 716 

Pfaffl MW (2001) A new mathematical model for relative quantification in 717 

real-time RT–PCR. Nucleic acids res 29: e45-e45. 718 

Pollastrini M, Luchi N, Michelozzi M, Gerosa G, Marzuoli R, Bussotti F, 719 

Capretti P (2015) Early physiological responses of Pinus pinea L. seedlings 720 

infected by Heterobasidion sp. pl. in an ozone-enriched atmospheric 721 

environment. Tree Physiol 35:331-340. 722 

Raffa KF, Smalley EB (1995) Interaction of pre-attack and induced 723 

monoterpene concentrations in host conifer defense against bark beetle-724 

fungal complexes. Oecologia 102:285-295. 725 

Razzaghi-Abyaneh M, Shams-Ghahfarokhi M, Rezaee MB, Jaimand K, 726 

Alinezhad S, Saberi R, Yoshinari T (2009) Chemical composition and 727 



 27

antiaflatoxigenic activity of Carum carvi L., Thymus vulgaris and Citrus 728 

aurantifolia essential oils. Food Control 20:1018-1024. 729 

Santini A, Ghelardini L, Pace CD, Desprez‐Loustau ML, Capretti P, 730 

Chandelier A et al. (2013) Biogeographical patterns and determinants of 731 

invasion by forest pathogens in Europe. New Phytol 197:238-250. 732 

Santini A, Ghelardini L (2015) Plant pathogen evolution and climate 733 

change. CAB Reviews 10. 734 

Scirè M, Motta E, D’Amico L (2011) Behaviour of Heterobasidion 735 

annosum and Heterobasidion irregulare isolates from central Italy in 736 

inoculated Pinus pinea seedlings. Mycol Prog 10:85-91. 737 

Sherwood P, Bonello P (2013) Austrian pine phenolics are likely contributors to 738 

systemic induced resistance against Diplodia pinea. Tree Physiol 33:845-854 739 

Sillo F, Garbelotto M, Friedman M, Gonthier P (2015a) Comparative 740 

genomics of sibling fungal pathogenic taxa identifies adaptive evolution 741 

without divergence in pathogenicity genes or genomic structure. Genome 742 

Biol Evol 7:3190-3206. 743 

Sillo F, Zampieri E, Giordano L, Lione G, Colpaert JV, Balestrini R, 744 

Gonthier P (2015b). Identification of genes differentially expressed during 745 

the interaction between the plant symbiont Suillus luteus and two plant 746 

pathogenic allopatric Heterobasidion species. Mycol Progr 14: 106. 747 

Soković M, van Griensven LJ (2006) Antimicrobial activity of essential 748 

oils and their components against the three major pathogens of the 749 

cultivated button mushroom, Agaricus bisporus. Eur J Plant Pathol 750 

116:211-224. 751 

Sooriyaarachchi S, Jaber E, Covarrubias AS, Ubhayasekera W, Asiegbu 752 

FO, Mowbray SL (2011) Expression and β-glucan binding properties of 753 

Scots pine (Pinus sylvestris L.) antimicrobial protein (Sp-AMP). Plant Mol 754 

Biol 77:33-45. 755 



 28

Stenlid J, Oliva J (2016) Phenotypic interactions between tree hosts and 756 

invasive forest pathogens in the light ofglobalization and climate change. 757 

Philos Trans R Soc B 371:20150455. 758 

Swedjemark G, Stenlid J, Karlsson B (2001) Variation in growth of 759 

Heterobasidion annosum among clones of Picea abies incubated for 760 

different periods of time. Forest Pathol 31:163-175. 761 

Traw MB (2002) Is induction response negatively correlated with 762 

constitutive resistance in black mustard? Evolution 56:2196-205 763 

Wallis C, Eyles A, Chorbadjian R, McSpadden Gardener B, Hansen R, 764 

Cipollini D, Herms DA, Bonello P (2008). Systemic induction of phloem 765 

secondary metabolism and its relationship to resistance to a canker 766 

pathogen in Austrian pine. New Phytol 177:767-78. 767 

Wan J, Zhang XC, Gary Stacey G (2008) Chitin signaling and plant disease 768 

resistance. Plant Signaling & Behavior 3:831-833. 769 

Woodward S, Stenlid J, Karjalainen R, Hüttermann A (1998) 770 

Heterobasidion annosum: biology, ecology, impact and control. Cab 771 

International. 772 

Yaqoob N, Yakovlev IA, Krokene P, Kvaalen H, Solheim H, Fossdal CG 773 

(2012) Defence-related gene expression in bark and sapwood of Norway 774 

spruce in response to Heterobasidion parviporum and methyl jasmonate. 775 

Physiol Mol Plant P 77:10-16. 776 

Zampieri E, Giordano L, Lione G, Vizzini A, Sillo F, Balestrini R, Gonthier 777 

P (2017) A nonnative and a native fungal plant pathogen similarly stimulate 778 

ectomycorrhizal development but are perceived differently by a fungal 779 

symbiont. New Phytol 213:1836-1849. 780 

Zamponi L, Michelozzi M, Capretti P (2007) Terpene response of Picea 781 

abies and Abies alba to infection with Heterobasidion sl. Forest Pathol 782 

37:243-250. 783 



 29

  784 



 30

Table and Figure captions 785 

 786 
Table 1. Heterobasidion isolates (all heterokaryotic) used in this study and deposited at 787 

Mycotheca Universitatis Taurinensis (MUT).  788 

 789 
Table 2. qRT-PCR primers and functional annotations of the corresponding candidate genes 790 

tested on Pinus pinea in this study. 791 

 792 
Figure 1: Mean lesion size caused by H. annosum and H. irregulare on 3-y-old P.pinea 793 

seedlings. For each treatment (H. annosum and H. irregulare) lesion lengths were measured 794 

from 12 seedlings at 14 and 35 days after inoculation (14dpi and 35 dpi, respectively). Different 795 

letters indicate significant differences between lesion size based on Student’s t test (P<0.05). 796 

Error bars indicate the standard error (SE). 797 

 798 

Figure 2. Relative gene expression (Mean Log2 fold-change) of transcripts expressed in Italian 799 

stone pine bark tissue infected with Heterobasidion annosum, H. irregulare, and mock-800 

inoculated at 3, 14 and 35 dpi at the inoculation site (IS) and at the distal site (DS) (approx. 12 801 

cm above inoculation).  Asterisk (*) mean statistical differences (P ≤ 0.05) among treatments 802 

(H. irregulare, H. annosum and mock-inoculated). The qPCR results and statistical analysis 803 

are reported in Supplementary Data (Table S1, S2). 804 

 805 

Figure 3. Expression of candidate gene during different sampling time (3, 14, and 35dpi) 806 

within each treatment (H. annosum - Ha; H. irregulare- Hi; Mock-inoculation- W) at the 807 

inoculation site (IS) and at the distal site (DS).  The histogram bars show mean relative 808 

expression and the error bars represent the SE.  Different letters indicate significant differences 809 

(P ≤ 0.05) among the sampling days within treatment by LSD test. Statistical analysis are 810 

reported in Supplementary Data (Table S3). 811 

 812 

Figure 4. Total absolute amounts of terpenoids in seedlings of Pinus pinea (mean ± SE) among 813 

different treatments (Hi, H. irregulare; Ha, H. annosum; W, mock-inoculated; UW, 814 

unwounded). Terpenoids at the inoculation site (IS) and at the distal site (DS) (approx. 12 cm 815 

above IS) were extracted from the bark at 3, 14 and 35 dpi. Different letters indicate significant 816 

differences (P ≤ 0.05) by Kruskal-Wallis Test: lowercase letters refer to the analysis among 817 

treatments within the sampling days; upper case letters refer to the analysis within a treatment 818 

combination among sampling days. 819 



 31

 820 

Figure 5. Chromatogram showing the complete separation of chiral and non-chiral 821 

monoterpene compounds present in liquid extracts from Italian stone pine cortical tissues. 822 

 823 

Figure 6. Mean percentage (± SE) of terpenes from the reaction zones of Heterobasidion 824 

spp. or the control wounds at the stem base (IS site). Ha: H. annosum; Hi: H. irregulare; W: 825 

wounded (Mock-inoculated); UW: unwounded controls; dpi: days post inoculation. (See also 826 

Table S4-S7).827 
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