Supplementary Table 3. A summary about the functions of genes that are differentially regulated comparing wounding and inoculation treatments
	reference transcript ID
	Blast2GO annotation
	Short description

	comp10846_c0_seq1
	U-box domain-containing protein 6-like isoform X1
	functions as E3 ubiquitin ligase [1]. E3 ubiquitin ligases are involved in a variety of proceses, including plant response to abiotic and biotic stress, plant hormone signaling modulation and others [2]. The primary funciton of E3 ubiquitin ligases is protein ubiquitination which influences the faith of the modified portein. Some of the outcomes may be degradation, change in cellular localisation, altered protein-protein interaction.

	comp1010735_c0_seq1
	60S ribosomal protein L13a-4-like
	structural element of eukaryotic 60S ribosomal subunit [3], involvemed in regulation of translation (if phosphorylated, in human) [4].

	comp52169_c0_seq1
	BAHD acyltransferase DCR
	Involved in cuticle formation [5,6].

	comp52925_c0_seq1
	CASP-like protein 5A2
	The CASP-like protein 5A2 (as a member of Casparian strip membrane proteins (CASP) family) is involved in interactions with peroxidases and cell wall lignification mechanisms [7,8], indicating a role for this gene in plant defense reactions . 

	comp25646_c0_seq1
	CTLH/CRA C-terminal to LisH motif domain containing protein
	The mentioned domains are found in the Arabidopsis TOPLESS protein which is a transcriptional repressor [9]. These domains are also found in a plant-specific E3 ligase (with the addition of a RING domain) the expression of which was induced by infection in Lotus japonicus roots [10]. The information about this group of proteins in plants is scarce, we refrain from speculations.

	comp53565_c0_seq1
	epidermis-specific secreted glycoprotein EP1-like
	It is speculated that in carrot the EP1 expression leads to limitation of water flow through the cell wall [11] thus suggesting that intentional drying of the affected site might be a Scots pine defence strategy.

	comp58426_c0_seq1
	ER membrane protein complex subunit 4
	In humans ER membrane protein complex subunit 4 may mediate anti-apoptotic activity [12]. The apparent interaction of the ER membrane protein complex with the ER-associated degradation system [13] could indicate the role of this protein and its subunits in regulation of protein homeostasis. ER membrane protein complex is highly conserved among eukaryotes [14]. 

	comp57456_c0_seq1
	heat shock 22 kDa protein, mitochondrial-like isoform X2
	Heat shock proteins typically respond not only to heat but to oxidative stress as well [15–18]. If an oxidative burst is a plant defence strategy, increased expression of heat shoch proteins could be expected.

	comp54532_c0_seq1
	L-lactate dehydrogenase A
	Dolferus et al. [19] demonstrated that in Arabidopsis lactate dehydrogenase gene LDH1 expression is influenced by hypoxia, drought, cold and mechanical wounding. This study also demonstrated that Arabidopsis plants can secrete lactate efficiently into the medium, saving the cells from the toxic effects of increased lactate concentration. This suggests lactate could be used as a defence metabolite as lactic acid has inhibitory properties on growth of some fungi. It has to be remembered that the pyruvate to lactate reaction is reversible.

	comp54163_c0_seq3
	L-type lectin-domain containing receptor kinase S.4-like
	Involved in Arabidopsis resistance responses against fungi and bacteria [20].

	comp28540_c0_seq1
	magnesium-chelatase subunit ChlH, chloroplastic
	A substantial amount of information is summarized from seven studies in the Uniprot portal regarding this protein [21]. Citing this resource, "Multifunctional protein involved in chlorophyll synthesis, plastid-to-nucleus retrograde signaling and abscisic acid (ABA) perception. In chlorophyll synthesis, catalyzes the insertion of magnesium ion into protoporphyrin IX to yield Mg-protoporphyrin IX. The reaction takes place in two steps, with an ATP-dependent activation followed by an ATP-dependent chelation step. In addition to its function in the Mg-chelatase enzyme, is required for the plastid-to-nucleus retrograde signaling. The plastid-to-nucleus signal plays an important role in the coordinated expression of both nuclear- and chloroplast-localized genes that encode photosynthesis-related proteins. Has a role in mediating ABA signaling in stomatal guard cells and during seed germination. Binds ABA and is a positive regulator of ABA signaling."

	comp45373_c0_seq2
	---NA---
	

	comp1970482_c0_seq1
	---NA---
	

	comp54684_c1_seq1
	---NA---
	

	comp40935_c0_seq1
	NAC domain-containing protein 86-like
	Arabidopsis NAC86 is a transcription factor which, together with NAC45 leads to a controlled autolysis necessary for sieve element differentiation [22].

	comp38130_c0_seq1
	PB1 domain-containing protein
	PB1 domain is present in auxin response factor (ARF) and auxin/indole acetic acid (Aux/IAA) repressors which are both transcription factors [23].

	comp50080_c0_seq8
	polyadenylate-binding protein 2 isoform X1
	important in pre-mRNA processing and translation initiation [24].

	comp40240_c0_seq2
	pre-mRNA-splicing factor ISY1 homolog
	involved in splicing [25], involved in cell cycle regulation [26].

	comp40067_c0_seq1
	protein TIME FOR COFFEE-like isoform X1
	involved in circadian clock mechanisms [27], involved in trascription regulation and jasmonate signaling [28].

	comp45446_c0_seq1
	putative DEAD-box ATP-dependent RNA helicase 29 isoform X2
	Overexpression of a DEAD-Box RNA Helicase in Arabidopsis has been shown to increase salt tolerance [29]. A review by Liu and Imai [30] summarizes that these RNA helicases are important in ribosome and chloroplast ribosome biogenesis, different types of splicing and other processes, some being important in stress response and ABA and auxin signaling.

	comp40886_c0_seq1
	RmlC-like cupins superfamily protein
	RmlC is necessary for synthesis of l-rhamnose, a component of plant cell wall [31]. Cupins are a diverse group of proteins best known as seed storage proteins but other members include sucrose binding proteins, auxin binding proteins and dioxygenase enzymes, as reviewed by Gábrišová et al. [32].

	comp52309_c0_seq4
	serine/threonine protein phosphatase 2A regulatory subunit B beta-like
	Important in plant metabolism, development, stress response and signal transduction; positively affects β-oxidation of fatty acids and protoauxins [33]. An example of protoauxin oxidation is the oxidation of indole-3-butyric acid (IBA) to indole-3-acetic acid (IAA), auxin [34]. Catalytic subunit of serine/threonine protein phosphatase 2A is a negative regulator of abscisic acid signalling [35].

	comp20379_c0_seq1
	shaggy-related protein kinase epsilon
	Arabidopsis shaggy-related protein kinase epsilon (synonym Shaggy-related protein kinase 13) (gene name ASK5, Synonym SK13) isinvolved in brassinosteroid signaling which affects transcription [36]. Shaggy-like kinases are also known as glycogen synthase kinase 3 (GSK3) proteins.

	comp19180_c0_seq1
	tetraspanin-3-like
	As reviewed by Reimann et al. [37], plant tetraspanins are small transmembrane proteins which form tetraspanin-enriched microdomains that function as mobile signaling hubs within membranes. The same review mentions that, in rice, promoter regions of tetraspanin genes contain abscisic acid or methyljasmonate-responsive elements.

	comp20243_c0_seq2
	tRNA:m(4)X modification enzyme TRM13 homolog isoform X1
	Increased expression of rice TRM13 (OsTRM13) is significant for increased salt tolerance [38]. As reviewed in the mentioned publication, it has been proposed that tRNA nucleoside modification links environmental stimuli to the translation mechanism.

	comp55480_c0_seq16
	UDP-glycosyltransferase 86A1
	mycotoxin detoxification [39] or defense-related compound modification [40]. Regarding the D group, their induction is methyljasmonate independent, but partially salicylic acid dependent.

	comp55480_c0_seq6
	UDP-glycosyltransferase 86A1
	

	comp42833_c0_seq1
	uncharacterized protein LOC18439758
	

	comp50512_c0_seq1
	unknown
	

	comp54196_c0_seq3
	Vacuolar protein sorting-associated protein 13 domain
	In Saccharomyces cerevisiae vacuolar protein sorting-associated protein 13 is required for sorting signal-dependent recycling of membrane proteins [41]. Biological process gene ontology descriptions include protein targeting to vacuole, protein retention in Golgi apparatus, regulation of inclusion body assembly, mitochondrion organization an others.

	comp55005_c0_seq1
	paladin isoform X2
	Insufficient information

	comp41900_c0_seq2
	chaperone protein dnaJ 10
	[bookmark: _GoBack]Analysis of descriptions of DnaJ protein C/III subfamily members [42] provides a description "Plays a continuous role in plant development probably in the structural organization of compartments" [43]. Besides, the dnaJ49 protein is mentioned to participate in heat shock protein binding, cellular response to misfolded protein and ubuquitin-dependent ER associated degradation pathway [44].


Paladin isoform X2 and chaperone protein dnaJ 10 are down-regulated.
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