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Abstract

Forests face an escalating threat from the increasing frequency of extreme drought events

driven by climate change. To address this challenge, it is crucial to understand how widely

distributed species of economic or ecological importance may respond to drought stress. In

this study, we examined the transcriptome of white spruce (Picea glauca (Moench) Voss) to

identify key genes and metabolic pathways involved in the species’ response to water

stress. We assembled a de novo transcriptome, performed differential gene expression

analyses at four time points over 22 days during a controlled drought stress experiment

involving 2-year-old plants and three genetically distinct clones, and conducted gene enrich-

ment analyses. The transcriptome assembly and gene expression analysis identified a total

of 33,287 transcripts corresponding to 18,934 annotated unique genes, including 4,425

genes that are uniquely responsive to drought. Many transcripts that had predicted functions

associated with photosynthesis, cell wall organization, and water transport were down-regu-

lated under drought conditions, while transcripts linked to abscisic acid response and

defense response were up-regulated. Our study highlights a previously uncharacterized

effect of drought stress on lipid metabolism genes in conifers and significant changes in the

expression of several transcription factors, suggesting a regulatory response potentially

linked to drought response or acclimation. Our research represents a fundamental step in

unraveling the molecular mechanisms underlying short-term drought responses in white

spruce seedlings. In addition, it provides a valuable source of new genetic data that could

contribute to genetic selection strategies aimed at enhancing the drought resistance and

resilience of white spruce to changing climates.
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1. Introduction

Climate change projections raise concerns about trees having to cope with intensified and fre-

quent extreme events [1]. Drought is currently causing heightened disruptions in forests,

diminishing resilience and increasing mortality rates [2]. Future climates may reduce the pro-

ductivity of essential conifer species in forests, underscoring the importance of prioritizing

resilient and productive species for warmer, drier conditions. In this regard, recent research

efforts started to look at methods and approaches for the selection and breeding of more resil-

ient conifers (e.g., Depardieu et al., 2020 [3]; Laverdière et al., 2022 [4]; Soro et al., 2023 [5]).

However, in spite of recent progress [6–9], there are still large gaps in our understanding of

the complex molecular response of trees to drought at the transcriptome-wide level.

Drought response in long-lived woody plants such as conifers involves an complex network

of genes and molecular mechanisms [10]. Indeed, several major gene classes or families are

involved in short-term physiological responses to drought, including cell growth, photosynthe-

sis, water loss, phytohormones metabolism, stomatal aperture and closure, and the mainte-

nance of osmotic balance [11]. More specifically, the pivotal role of the phytohormone ABA as

a precursor molecule in drought stress signaling is widely acknowledged in coniferous species

[8]. In addition, aquaporins (AQPs) and ion channels facilitate the transport of water and ions

across cell membranes, playing a critical role in regulating water balance in trees [12]. Previous

studies have revealed modifications in the regulation of genes responsible for synthesizing and

transporting defense molecules such as flavonoids and terpenoids [7, 13], antioxidants

involved in ROS scavenging [14, 15], osmoprotectants such as carbohydrates [16, 17], and pro-

line [18, 19]. Heat shock proteins (HSPs) play a pivotal role in safeguarding and stabilizing

proteins under drought conditions [17]. Similarly, chaperone proteins like dehydrins, a subset

of late embryogenesis abundant (LEA) proteins, maintain protein and cell membrane stability

throughout the hydric constraint [6, 20]. In such conditions, alterations in the composition

and structure of the cell wall are directed by the control of genes linked to the synthesis of cell

wall polysaccharides and membrane [21, 22]. Finally, genes involved in transcriptional regula-

tion networks, such as AP2/ERF, bZIP, TCP, WRKY, and MYB transcription factors, coordi-

nate molecular responses to drought [15, 23–25].

White spruce (Picea glauca (Moench) Voss) is a conifer species widely distributed across

Canada and the northern USA, known for its straight grained and strong wood, making it

valuable for lumber and pulp production [26, 27] in addition to its ecological importance. Its

rapid growth in various environments makes white spruce an important species in forestry

and reforestation efforts, representing a significant portion of Canada’s forest inventory and

being one of the most widely planted tree species [26, 28]. It is also considered to be a model

conifer species for genetic and genomic investigations [29]; several studies have shown the sus-

ceptibility of white spruce to drought, as demonstrated by a marked reduction in growth [3, 5,

30, 31], increased mortality [32, 33], and changes in population abundance and distribution

[34]. Similarly to numerous conifers of the Pinophyta group, white spruce swiftly initiates the

ABA pathway under drought conditions, leading to early stomatal closure [35]. This process

reduces water loss while also concurrently decreasing photosynthetic uptake, thereby posing a

risk of carbohydrate depletion if the drought persists [36]. The importance of intraspecific

genetic variation for drought response has also been recently highlighted in white spruce [3,

37]. Thus, characterization of its intraspecific variability at the molecular level appears essential

to better delineate the tolerance threshold of stress and identify potential genetic traits govern-

ing a tree species’ drought response and resilience [38]. Understanding white spruce’s molecu-

lar response to drought is crucial for elucidating acclimation and adaptation mechanisms,

informing sustainable forest management, and enhancing resilience to changing climates [29].
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Recent studies have identified genes associated with drought adaptation in white spruce

based on testing extensive lists of candidate genes rather than the entire transcriptome [7, 39].

Despite the rapid proliferation of genomic resources, including nuclear [40, 41], mitochon-

drial, and chloroplast genomes [42], gene catalogs [43], SNP catalogs [44–46], and quantitative

trait loci (QTL) analyses [13, 47, 48] brought about by advancements in Next Generation

Sequencing (NGS) and high-throughput genotyping technologies, these resources still remain

incomplete and fragmented [49, 50]. Considering the extensive gene flow linking natural pop-

ulations of white spruce [51], the relatively recent nature of local genetic adaptation to climate

following Holocene recolonization [52], and the highly multigenic nature of local adaptation

to climate in spruces [39, 52], it is anticipated that there may be dozens to hundreds of genes

potentially involved in drought response and resilience. Consequently, it is imperative that

genome-wide and/or transcriptome-wide studies are conducted to elucidate the molecular

bases of these polygenic traits more comprehensively.

This study was carried out in white spruce and had three main objectives. First, we assem-

bled a de novo transcriptome based on RNA sequencing (RNA-Seq) of samples sourced from

distinct developmental stages of white spruce and subjected to short and long-term drought

and to defoliation. This approach aimed to capture a broad sampling of expressed genes, spe-

cifically emphasizing the response to drought conditions. Second, transcriptomic analyses

were conducted on the foliage of white spruce seedlings during a 22-day greenhouse drought

experiment to identify key drought-responsive genes involved in short-term water stress accli-

mation in this species. Third, enrichment analyses of differentially expressed genes were per-

formed to highlight the main metabolic pathways involved in response to short-term water

stress. We also exploring the intraspecific variation in drought-responsive genes using three

clones. Given the large hydraulic safety margin of white spruce and its drastic reduction in gas

exchange during drought [31], we hypothesize that under severe and short-term drought con-

ditions, this species will prioritize the regulation of water management processes from the

onset of treatment, at the expense of growth-related processes. Consequently, we expect to

observe an up-regulation of genes involved in water homeostasis and transport, alongside a

down-regulation of genes associated with photosynthesis and growth.

2. Material and methods

2.1. De novo transcriptome assembly and functional annotation of the

white spruce transcriptome assembly, GCAT 4.0

2.1.1. Plant material. A de novo transcriptome was assembled from RNA-Seq data

obtained from three distinct experiments involving the collection of Picea glauca foliage. A

total of 16 samples came from a common garden experiment belonging to the International

Diversity Experiment Network with Trees (IDENT) network, where eight trees had been sub-

jected to water exclusion and eight others to summer irrigation since 2014 ("Experiment 1",

see S1 Methods and S1 Table in Supporting information for details). The access of IDENT site

and sampling permission was provided by the Forest Research and Monitoring Section of the

Ontario Forest Research Institute. Six other samples came from a greenhouse experiment with

a budworm-induced biotic stress treatment ("Experiment 2"; S1 Methods and S1 Table in Sup-

porting information). The inclusion of data from Experiment 2 was motivated by the reported

points of convergence in the signalling networks involved in responses to abiotic and biotic

stresses in plants [53, 54]. Six samples were from a greenhouse drought stress experiment on

young clonal seedlings including three water-stressed and three well-watered seedlings (con-

trol seedlings in "Experiment 3"; S1 Methods and S1 Table in Supporting information), as pre-

viously described in Stival Sena et al. (2018) [6]. A total of 28 samples were used for de novo

PLOS ONE De novo transcriptome assembly and discovery of drought-responsive genes in white spruce

PLOS ONE | https://doi.org/10.1371/journal.pone.0316661 January 3, 2025 3 / 28

https://doi.org/10.1371/journal.pone.0316661


transcriptome assembly. Information about sample pool collections, RNA extraction and

integrity assessment, library construction, and sequencing can be found in the Supporting

Information file (S1 Methods and S1 Table).

2.1.2. RNA de novo transcriptome assembly. Quality of RNA-seq raw sequence data was

first checked using FASTQC v0.11.9 [55]. Raw reads were cleaned using Trimmomatics.0.39

[56] to remove poorly sequenced nucleotides and remaining adaptor sequences. Clean reads

were further filtered for length longer than 30 bp. For each of the 28 samples, filtered reads

were used to produce a transcriptome assembly using the A5 pipeline [57] that integrate an

overlap-based assembler to correct base-call errors (SGA tool [58]) and a de Bruijn graph

assembler (IDBA-UD [59]) to produce contigs that are latter scaffolded using SSPACE [60].

Transcriptome assemblies were then scaffolded with one another using LINKS 1.8.6 [61]. The

resulting consensus assembly was then scaffolded again with a previously published Picea
glauca transcriptome assembly [43] using LINKS 1.8.6 and sequences shorter than 500 bp

were removed as they were not likely to code for functional proteins. The completeness of this

new assembly, hereafter named GCAT 4.0, was then evaluated using BUSCO (Benchmarking

Universal Single-Copy Orthologs) v5.4.3 with -m transcriptome option and sequence compar-

ison with the Embryophyta and Viridiplantae reference databases (odb10) [62]. The number of

open reading frames (ORFs) and other complementary statistics were performed using the

TRAPID web server (https://bioinformatics.psb.ugent.be/trapid_02/) and the PLAZA version

4.5 database (https://bioinformatics.psb.ugent.be/plaza/versions/plaza_v4_5_dicots/) [63].

2.1.3. Functional annotation of transcripts. Functional annotation for the new tran-

scriptome assembly was retrieved by sequence similarity searches using BLASTx of Omics-

Box [64, 65] (cut-off E-value of�10−5) against the Refseq database from the NCBI (Accessed

September 29th, 2022). The description of protein signatures was obtained after detection of

homologous protein domains of translated sequences following a search of the Interpro data-

base using the OmicsBox. Gene Ontology (GO) annotations including GO molecular function,

GO biological process and GO cellular component terms were also obtained for each individ-

ual transcript using GO Annotation tool in OmicsBox. To obtain a complete annotation of the

de novo assembly GCAT 4.0, BLASTx analyses were performed against public databases such

as PlantTFDB and Viridiplantae, using DIAMOND-aligner v.2.0.14 [66]. Analysis parameters

were set to "sensitive" mode, k-1, b1.2 and an E-value of�10−5. The OmicsBox assembly anno-

tation has been deposited and is publicly available (https://github.com/ZoeRibeyre/De-novo-

transcriptome-assembly-and-discovery-of-drought-responsive-genes-in-white-spruce.git).

Putative genes were annotated against the transcriptomes of Arabidopsis thaliana, Populus tri-
chocarpa and Malus domestica (data downloaded from PLAZA 5.0, sub-sections Locus FASTA

Data—Protein files—Selected transcript [67]) using Blastx with an E-value cut-off set to

�10−5.

The presence of transcription factors (TFs) was additionally corroborated by analyzing

BLASTx results against the plant transcription factor database PlantRegMap/PlantTFDB v5.0

(http://planttfdb.gao-lab.org/; [68, 69] and the Refseq database, and based on protein signa-

tures detected using OmicsBox. The number of putative unique genes contained in the de
novo transcriptome assembly GCAT 4.0 was determined by BLASTn analysis against the latest

white spruce reference genome publicly available on NCBI (WS77111v2, Accessed on July

2022).

2.2. Drought stress experiment and transcriptome analysis

2.2.1. Plant material, water treatment, and RNA sequencing. Transcriptomic analyses,

composed of differential expression and enrichment analyses, were performed on raw RNA-
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seq data from 2-year-old white spruce foliage submitted to a greenhouse water stress experi-

ment published by Stival Sena et al. (2018) [6] (referred to in this study as "Experiment 3").

The seedlings were represented by three genetically unrelated 2-year-old clones (C8, C11, and

C95). The seedlings were watered twice per week for two months before the experiment. Then,

following a completely randomized design, half of the plants were watered (controls) and the

other half were withheld from water (stressed) for 22 days. The newly formed foliage (needles)

was sampled at 0, 14, 18, and 22 days (6 samples per condition and time point, n = 48) (see

Experiment 3, Fig 1 and S1 Table). Needles were frozen in liquid nitrogen immediately after

sampling and stored at −80˚C until RNA extraction. At each sampling day, the midday water

potential (branch) of four plants per genotype in control and stressed treatments was mea-

sured using a Scholander pressure chamber (Model 610, PMS Instruments, Albany, OR,

USA). Water potential measurements show a sharp decline starting on day 14, which intensi-

fies on day 18 and even further by day 22, reflecting both the severity of the imposed drought

and the trees’ physiological response to this stress (see Sena Stival et al., 2018). More detailed

information about sample pool collections, RNA extraction and integrity assessment, library

construction, and sequencing can be found in the Supporting Information file, specifically in

S1 Methods and S1 Table, within the Experiment 3 section.

2.2.2. Differential expression and enrichment analyses. Differential expression analyses

between drought-stressed and control seedlings were carried out to identify transcripts

involved in conifer drought response. A first set of analyses was carried out at each time point

(Analysis 1, Fig 1) to identify the transcripts significantly up- or down-regulated throughout

drought intensification. Considering the insufficient number of replicates to perform a clone-

by-clone analysis for each time point, the transcripts differentially expressed for each clone

were determined by comparing water stress versus control conditions for all time points

(Analysis 2, Fig 1). Differential expression analyses were conducted by pseudo-aligning high-

quality reads against the assembly GCAT 4.0 using Kallisto v0.48.0 [70]. Read counts were nor-

malized using DESeq2 [71] and DESeq-normalized expression values were then used to calcu-

late the fold change for a given transcript expressed as a log2-fold change (LFC). Differentially

expressed transcripts (DETs), and corresponding genes (DEGs), between drought-treated and

control samples were then identified using the R package DESeq2 [71] with an absolute thresh-

old of 2 for LFC and an adjusted p-value of 0.05.

Gene ontology (GO) enrichment analyses were performed on significant DETs using the

OmicsBox and a Fisher’s exact test [64]. GO enrichment analyses were based on lists of DETs

whose expression was significantly regulated at each time point. Venn diagrams were gener-

ated to highlight unique and shared DEGs between time points and clones using Venn dia-

grams (ggVennDiagram v1.2.2 R package, [72]; Venndetail v1.16.0 R package, [73].

The functions and the regulation of DEGs were visualized using metabolic pathway dia-

grams from MapMan v3.6.0RC1 [74, 75]. MapMan manages a hierarchical tree structure that

describes different functional categories or "Bins" according to the MapMan nomenclature.

The Mercator4 online tool was used to create the mapping file required to run MapMan from

a FASTA file (the de novo assembly transcriptome GCAT 4.0) by assigning sequences to the

corresponding Bin terms [76]. This analysis was conducted at the gene level. All available met-

abolic pathway diagrams were downloaded from the MapMan interface and visualized follow-

ing the analyses. We selected the pathway diagrams for metabolism (X4.5 Metabolism

Overview R5.0) and photosynthesis (X4.5 Photosynthesis R5.0) as those had the most DEGs

identified in our study. To improve understanding of the results in the context of drought-

related response, we graphically synthesized parts from the Cellular_response_overview path-

way and abiotic results from the Biotic Stress pathway by removing sections with very few or

no DEGs.
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3. Results

3.1. Statistics and quality assessment of the new white spruce de novo
assembly, GCAT 4.0

The de novo transcriptome assembly conducted in this study encompasses a total of 33,287

unique transcripts, corresponding to 18,934 unique genes, as determined through BLASTn

Fig 1. Experimental design and analysis pipeline used in this study. The analysis steps are presented in

chronological order for the two boxes Transcriptome assembly and Transcriptomic analyses. The tool used for each

type of analysis is reported.

https://doi.org/10.1371/journal.pone.0316661.g001
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analysis against the reference genome of white spruce (S2 and S3 Tables). A total of 33,283

potential open reading frames (ORFs) with an average length of 852 base pairs (bp) were iden-

tified using the TRAPID pipeline [63]. The contig N50 stands at 1,816 bp, and the contig N90

is 746 bp (S2 Table). Sequence length distribution showed that the transcriptome assembly

encompassed a wide range of transcript sizes: 56.2% spanning from 1,000 bp to 4,000 bp,

40.7% ranging from 500 bp to 1,000 bp, and 3.1% exceeding 4,000 bp (Fig 2A), and a median

length of 1,173 bp and a mean length of 1,488 bp (S2 Table). Within the 425 Viridiplantae
odb10 BUSCO groups, 94.1% were identified as complete and single-copy, 2.6% as complete

and duplicated, 3.1% as fragmented, and only 0.2% were absent (Fig 2B). Additionally, among

the 1,614 Embryophyta odb10 BUSCO groups, 82.9% were categorized as complete and single-

copy, 4.5% as complete and duplicated, 4.0% as fragmented, and 8.6% were found to be miss-

ing (Fig 2C). BLASTx analysis of the de novo assembly against public databases revealed

sequence homology rates of 65.27% with UniProt, 43.5% with PlantTF, 80.62% with Viridi-
plantae NR, and 79.41% with the NCBI RefSeq database (S4 Table).

3.2. Temporal dynamics in gene expression in response to drought

Analysis of differentially expressed genes (DEGs) identified 4,425 out of the 18,934 detected

unigenes in response to drought, with 1,370 up-regulated unigenes and 3,055 down-regulated

unigenes (Fig 3 and S5 Table). As the water stress intensifies over time, an increasing number

of both up-regulated and down-regulated genes were observed, showing an initial response

affecting a few genes followed by changes in a very large number of genes expressed; 16 DEGs

were identified on day 0, followed by 88 genes on day 14. Subsequently, the number of regu-

lated genes escalated to 1,620 on day 18, reaching a substantial peak of 4,186 on day 22 (Fig

3B). The DEGs were not the same from the beginning to the end of the treatment. Specifically,

an overlap of 37% was observed exclusively for up-regulated genes between days 18 and 22

(Fig 3D), while a 23% overlap was observed for down-regulated genes (Fig 3C).

Fig 2. Characteristics and quality assessment of the de novo assembly GCAT 4.0. (A) Distribution of the number of transcript and unigene sequences as a

function of the sequence length expressed in base pairs (bp). The two pie charts represent the results of the BUSCO analysis using (B) the viridiplantae database

(Viridiplantae_(odb10) and (C) the embryophyta database (Embryophyta_(odb10)).

https://doi.org/10.1371/journal.pone.0316661.g002
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3.3. Identification of key functions involved in short-term drought

response

The MapMan analysis performed on all sampling days illustrated the key metabolic pathways

involved in the water stress response of white spruce seedlings. It showed that 42.8% of the

4,425 drought-responsive genes were assigned to Bins belonging to 29 major functional groups

(S6.1 and S6.2 Tables in S6 Table). The most represented functions among unigenes encom-

passed enzymatic classification (35.76%), solute transport (10.2%), RNA biosynthesis (9.24%),

protein modification (6.02%), cell wall organization (4.28%), protein homeostasis (4.44%),

phytohormone action (3.54%), photosynthesis (2.8%), carbohydrate metabolism (2.64%), and

Fig 3. Differentially expressed unigenes (DEGs) in response to drought in white spruce. (A) Volcano plot control versus water stressed white spruce trees

on day 22. Down-regulated unigenes (FDR ⩽ 0.05 and a log2FC⩽ -2) are shown in blue, while up-regulated unigenes (FDR ⩽ 0.05 and a log2FC ⩾ 2) are

represented in red. Genes whose expression is not significantly altered by drought are identified by grey dots. (B) The number of differentially expressed

unigenes (DEGs) is shown as a function of their regulation (in red, upwards, and in blue, downwards) for the four sampling days. The Venn Diagrams depict

the overlaps of (C) downregulated and (D) upregulated differentially expressed genes across the days of sampling. The intensity of the color is positively

correlated with the number of unigenes.

https://doi.org/10.1371/journal.pone.0316661.g003
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lipid metabolism (2.59%) (S6.2 Table in S6 Table). Furthermore, the level 3 Gene Ontology

(GO) annotation identified highly represented biological processes (BP) such as transmem-

brane transport (204 DEGs), signaling (107 DEGs), carbohydrate metabolism (168 DEGs),

and lipid metabolism (107 DEGs). Notably, both photosynthesis and cell wall biosynthesis/

organization processes had a substantial proportion of down-regulated DEGs (95.6 and 78.1%,

respectively). The GO annotation also revealed a substantial presence of molecular functions

(MF), such as oxidoreductase activity (385 DEGs), hydrolase activity (344 DEGs), and catalytic

activity (260 DEGs) (Fig 4A and S7 Table).

The GO enrichment analysis performed on differentially expressed transcripts (DETs) indi-

cated that BP and MF changed between the first half of the experiment (0–14 days) and the lat-

ter half (18–22 days) in the experiment. Before day 18, MFs associated with the regulation of

molecular function, cellular process, and catalytic activity were enriched. In contrast, up-regu-

lated DETs on day 18 and day 22 were associated with responses with osmotic stress, hormone

stimuli including abscisic acid (ABA), reactions to external stimuli, defense mechanisms, and

carbohydrate and lipid metabolism. The photosynthesis process was among the enriched BPs

linked to down-regulated DETs at day 22 (Figs 4A and 4B and 5A and 5B). Several molecular

functions were also enriched in both up-regulated and down-regulated DETs, particularly

involving catalytic activity and oxidoreductase activity. However, the observed enrichment of

lyase and antioxidant activities was unique to up-regulated DETs (Fig 4B, MF panel).

3.4. Gene expression profiles at peak water stress: Insights into drought-

responsive pathways

A distinct MapMan analysis was conducted only on DEGs at day 22 (Fig 5), which had by far

the most water stress responsive DEGs (4,186 DEGs; Fig 3A), and included 68% of the total

down-regulated DEGs and 52% of the total up-regulated DEGs (Fig 3C and 3D). The data

included DEGs associated with cell wall organization (76 unigenes), with a prevalent down-

regulation observed in photosynthesis metabolism (55 unigenes), lipid metabolism (46 uni-

genes), carbohydrate metabolism (47 unigenes), and secondary metabolism (34 unigenes), pri-

marily connected to terpenoids and phenolic compounds (Fig 5A and 5B). The redox

homeostasis process was well-represented with 41 DEGs (Fig 5C and S6.2 and S6.3 Tables in

S6 Table). Furthermore, the identification of InterPro domains indicated many DEGs encod-

ing Leucine-rich repeat and kinases proteins, alpha-beta hydrolases, AAA+ ATPases, and cyto-

chrome P450 specifically on day 22. Finally, members of heat shock proteins (HSPs),

dehydrins, major intrinsic proteins, and late embryogenesis abundant proteins (LEA) were

also detected (S2 Fig).

3.5. Identification of drought-responsive transcription factors

A total of 389 potential transcription factors (TFs) were differentially expressed in the present

study, 103 of which are considered highly regulated with a LFC greater than 2 or less than -2

with 62 up-regulated and 42 down-regulated unigenes classified into 17 classes. The most rep-

resented classes were the RING type zinc fingers (26 DEGs), followed by NAC (15 DEGs) and

AP2/ERF (14 DEGs) (Fig 6A, S8.1 and S5.2 Tables in S8 Table). Notably, the RING and C2H2

type zinc finger genes, as well as the WRKY genes, had a predominantly up-regulated expres-

sion under drought. The AP2/ERF and AUX/IAA classes contained an equal number of genes

with both up and down regulation, while the CBF/NF, PLATZ, and PHD type zinc finger sub-

families exclusively had up-regulated genes. The data showed that most changes in the expres-

sion of these TFs occur after 18 days of drought with a notable increase in the magnitude of
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Fig 4. Results of gene ontology enrichment analyses as a function of drought exposure time. (A) The barplot

represents the gene ontology (GO) annotation from OmicsBox of unique DEGs regulated on all time points. (B) The

scatterplots represent the enriched GO terms belonging to the biological process (BP) and molecular function (MF), as

a function of exposure time to the water stress treatment (Days of sampling). Significantly enriched GO terms are

shown with the transparency gradient based on -log10(FDR). The size of the dots indicates the ratio of the number of

annotated sequences in the sample to the reference transcriptome GCAT 4.0. Enriched GO terms associated with up-

and down-regulated sequences are shown in red and blue, respectively. Day 14 showed no significant enrichment and

has been withdrawn from the graph for clarity.

https://doi.org/10.1371/journal.pone.0316661.g004
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the LFC (Fig 6B and S8.2 Table in S8 Table). The most up-regulated TFs after 18 days includ-

ing three NACs, two AP2/ERF, two zinc fingers and one CBF/NF.

3.6. Intraspecific genetic variation of drought-responsive genes

The present study used three genetically unrelated clones, and a clone-to-clone analysis identi-

fied 638 up-regulated and 63 down-regulated differentially expressed genes, indicating intra-

specific gene expression differences under drought (S3 Fig and S9 Table). Overall time points,

Fig 5. Pathways based on MapMan classification of differentially expressed genes (DEGs) involved in drought stress responses after 22 days in white

spruce seedlings. Expression profiles of DEGs involved in metabolism overview (A), photosynthesis (B), abiotic stresses and redox homeostasis (C) are

presented. The schematic representation of panel (C) was obtained after modifying MapMan’s original pathways (biotic stress and cellular response overview

pathways) to improve and more concisely synthesize the results obtained in the context of our specific short-term drought experiment. The scale bar represents

the up- (red) and down- (blue) regulation of gene expression based on log2FC scores.

https://doi.org/10.1371/journal.pone.0316661.g005
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no down-regulated DEGs were shared among clones (S3B Fig), and only 21% of up-regulated

DEGs were common among all three clones (S3A Fig). Shared DEGs were involved in BP of

defense mechanisms and macromolecule metabolism covering carbohydrates, lipids, and

Fig 6. Main classes of transcription factors (TFs) unigenes significantly regulated in response to drought. (A)

Histogram showing the number of up (red) or down (blue) regulated genes for the most represented classes of

drought-responsive TFs. (B) Heatmap showing the expression of TFs belonging to key TF classes in the response to

drought conditions. To the right of the heatmap is the log2 fold change (log2Foldchange), which corresponds to the

level of regulation of transcription factor expression when it was detected significantly regulated for a given time point.

In cases where a TF was up-regulated at more than one time point, the log2foldchange was averaged over multiple time

points and plotted in the heatmap. The complete list of drought-responsive TFs is presented in S8 Table.

https://doi.org/10.1371/journal.pone.0316661.g006
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amino acids (S4A Fig), and were also associated with MF of catalytic activities including trans-

ferase, oxidoreductase, lyase, isomerase, and hydrolase activities (S4C Fig). GO enrichment

analysis showed that the most enriched BP or MF was similar across all three clones, including

catalytic and antioxidant activities, as well as defense response processes (S4 Fig).

4. Discussion

This study presents an expanded white spruce transcriptome under water stress, enhancing

transcriptomic resources, and characterizing key regulated genes in this conifer model species.

The new transcriptome assembly allowed for a great characterization of key genes that are reg-

ulated under drought conditions. Our transcriptomic analysis describes the regulation of

genes in white spruce after 22 days of water stress, revealing a significant increase in differen-

tially regulated genes (DEGs) compared to controls, with over 4,000 DEGs by day 22. This

robust regulation underscores the intensity of the treatment and the strong response in white

spruce. The gene expression data suggests that the treatment disrupted numerous physiologi-

cal processes, as expected for this drought-sensitive species. We identified several drought-

responsive genes associated with photosynthesis, growth, water transport, sugar and lipid

metabolism, and defense mechanisms.

4.1. Quality of the new transcriptome assembly

A new transcriptome assembly of white spruce has been generated based on needles represent-

ing different developmental stages (seedlings and saplings) and exposed to various conditions

as extreme drought stress. This new assembly complements the previously published and 2011

dated representation of genes expressed under such environmental conditions in white spruce

(Fig 1). The completeness achieved in the GCAT 4.0 assembly is consistent with similar inves-

tigations conducted on various conifer species [77–80]. Our assembly approach yielded a high

proportion of complete and single-copy genes, with minimal redundancy of complete genes

(Fig 2). The transcriptome assembly representing roughly 62.26% of the 30,410 estimated

genomic gene count [81], highlighting the substantial representation of genes, especially con-

sidering that the assembly exclusively originated from needle tissue. The GCAT 4.0 transcrip-

tome assembly represents a robust foundation that complements the previously published

assembly to investigate the molecular pathways involved in the response of white spruce nee-

dles to drought stress.

4.2. Signaling and hormonal response to drought

In response to water deficit, plants initiate a cascade of hormonal and signaling pathways that

orchestrate both molecular and physiological responses toward drought tolerance. These pro-

cesses involve the activation of genes responsible for the synthesis and signaling pathway of the

stress hormone abscisic acid (ABA), which is facilitated by a variety of protein kinases and

tyrosine phosphatases [82]. Our transcriptomic analysis identified 115 to 385 putative protein

kinases with drought-responsive expression with approximately two-thirds being down-regu-

lated. We also observed an up-regulation of three tyrosine phosphatases (S5 Table). Isohydric

species, like white spruce, activate early stomatal closure in response to drought [35], with

ABA playing a key role in reducing water loss [83, 84]. While it has been traditionally sug-

gested that ABA biosynthesis and signaling occur in the roots before being transported to the

leaves to initiate stomatal closure in drought-stressed plants, recent research indicates that

these mechanisms may start directly in the leaves of pine and spruce species [85, 86]. In our

study, biological processes (BP) related to ABA were enriched on days 18 and 22 (Fig 4B). The

differentially expressed genes (DEGs) associated with ABA biosynthesis and signal
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transduction were primarily identified at days 18 and 22, but some were also detected within

the first 14 days of treatment. Specifically, we identified two up-regulated gene related to

NCED3 (9-cis-epoxycarotenoid dioxygenase 3), a key enzyme involved in ABA synthesis and

previously observed in the drought stress response of Picea abies [8] and Pinus massoniana
[25]. Additionally, we found one up-regulated gene associated with the ABA receptor PYL,

which plays a role in inhibiting PP2C (2C-type protein phosphatases), known as a negative

regulator of the ABA-signaling enhancer SNF1-related protein kinase (SnRK2) (S5 Table)

[8, 25]. Our findings support the significance of ABA-related genes in the response of white

spruce and suggest that the intensity and duration of the stress amplify this signaling pathway.

On days 18 and 22, several up-regulated DEGs related to hormones other than ABA, partic-

ularly auxin (12 DEGs) and ethylene (6 DEGs) (S5 Table) were observed. We identified three

putative up-regulated AUX/IAA sequences, known to be involved in early auxin signaling and

regulated in response to drought [87]. We observed five up-regulated and four down-regulated

genes belonging to the SAUR (small auxin upregulated RNA) -like auxin-responsive protein

family, which may influence tree drought tolerance by establishing leaf auxin concentration

gradients and regulating stomatal closure [88]. The expression of five putative Dormancy/

auxin-associated proteins, which play pivotal roles in responding to stress and impacting plant

growth and development, was also detected (S5 Table) [89]. Our findings indicate the regula-

tion of genes that may play a role in initiating hormonal signal transduction under drought

conditions, which is expected to affect growth and photosynthesis in white spruce.

4.3. Negative impact of drought on photosynthesis, growth, and water

transport

The numerous down-regulated genes linked to photosynthesis, particularly showing a more

pronounced decline after 18 and 22 days of drought treatment (Figs 4 and 5B), suggest an

abrupt disruption of photosynthesis as the drought stress intensifies. Water availability signifi-

cantly impacts photosynthesis, often causing a limitation in CO2 uptake due to reduced stoma-

tal and mesophyll conductance [90]. Alterations in photosynthesis can also be attributed to

metabolic disruptions induced by oxidative stress, leading to the degradation of cellular mem-

branes, components of the electron transport chain, and photosynthetic pigments, among oth-

ers [91, 92]. Here, three DEGs were associated with rubisco activity, including two encoding

Ribulose-1,5-bisphosphate carboxylase/oxygenase and one related to rubisco activase (S5

Table), which plays a pivotal role in the assimilation and fixation of CO2 [90]. We observed a

down-regulation of genes associated with critical components of the electron transport chain,

including one DEG related to the cytochrome b6f complex, seven DEGs associated with Pho-

tosystem I (PSI), and four DEGs linked to Photosystem II (PSII). The cytochrome b6f complex

expedites the movement of electrons between these two photosystems, resulting in the forma-

tion of a proton gradient that drives the synthesis of adenosine triphosphate (ATP) [93]. In

plants, PSI and PSII play pivotal roles in capturing light energy and facilitating the transfer of

electrons within the electron transport chain [94]. In line with previous studies, our findings

suggest that prolonged periods of water stress can adversely affect both PSI and PSII [95, 96].

We also observed a decrease in the expression of 13 DEGs associated with photosynthetic pig-

ments such as chlorophyll a, chlorophyll b, and carotenoids (S5 Table), which is in line with

previous research conducted on conifers [92, 96, 97]. Our study highlights a significant disrup-

tion of photosynthesis in white spruce under drought conditions, which may be due to both

reduced CO2 uptake and damage to numerous components within the photosynthetic chain.

Water stress in trees leads to reduced growth, even before a decline in photosynthesis

occurs [98, 99], which involves decreased cell wall expansion due to turgor loss and osmotic

PLOS ONE De novo transcriptome assembly and discovery of drought-responsive genes in white spruce

PLOS ONE | https://doi.org/10.1371/journal.pone.0316661 January 3, 2025 14 / 28

https://doi.org/10.1371/journal.pone.0316661


imbalances, as well as a decline in cell division and wall construction [100]. In our study, two

potential osmotin/thaumatin-like (OTL) proteins had decreased expression. These proteins play

a role in maintaining cellular osmolarity during stress, as indicated by [101], suggesting a proba-

ble osmotic adjustment in white spruce under drought conditions. The regulation of water trans-

port and cell turgor pressure relies on specialized water channels called aquaporins (AQPs).

Consistent with the substantial decrease in water potential measured in the same white spruce

seedlings subjected to the same drought experiment [6], the down-regulation of ten aquaporins,

specifically plasma membrane intrinsic proteins (PIPs), indicated a reduction of water transport

in needles. These observations align with previous research in spruces and pines [23, 25, 102]

and support a water conservation mechanism by the reduction in AQPs expression during water

stress in conifers. The enrichment of down-regulated transcripts related to cell wall organization

or biosynthesis (Fig 4A and 4B) highlights the reduction in cell division and wall construction

under drought conditions. We identified 19DEGs linked to both the cellulose synthase (CesAs)

involved in cellulose synthesis within primary cell walls, and cellulose synthase-like (CSLs) fami-

lies recognized for their contribution to secondary cell wall synthesis [21]. Consistent with previ-

ous findings in water-stressed Abies alba seedlings, we observed a decreased expression of genes

encoding xyloglucan endotransglucosylase/hydrolase (XTH), a crucial enzyme involved in plant

cell wall reconstruction [24, 103]. These findings emphasize the disruption of several crucial

growth-related processes in white spruce induced by drought.

4.4. Regulation of the carbohydrate and lipid metabolisms

We reported an enrichment of carbohydrate metabolism under drought conditions on days 18

and 22 (Fig 5A). A common defense mechanism in drought-affected trees is to reallocate car-

bon resources away from growth and toward storage of non-structural carbohydrates (NSCs),

such as starch and soluble sugars, e.g., sucrose. The concentration of these compounds

increases in root and woody tissues and contributes to maintaining osmotic balance [99, 104];

the compounds may serve as carbon precursors for the synthesis of defense compounds and

act as signaling molecules [105]. In our study, five differentially expressed genes (DEGs) were

associated with sucrose synthase and eight with the sucrose and hexose transporters SWEETs

(S5 Table). This suggests a modulation of sucrose levels in white spruce seedlings under

drought conditions, as previously shown in Norway spruce and pine [86, 106]. While competi-

tion for a limited pool of available resources has long been considered the driving force behind

the trade-off between growth and defense [107], recent findings in Arabidopsis thaliana sug-

gest that the incompatibility between growth and defense may also be due to the antagonistic

nature of the molecular pathways regulating these two processes [108].

Lipids play essential roles in cell membrane structure, energy storage, and signaling [109].

Various conifer species, such as those found in the Larix, Pinus, and Picea genera, possess sub-

stantial lipid reserves [110, 111], but our understanding of lipid metabolism in conifers under

water deficit conditions remains limited. Lipid metabolism was altered in response to drought

stress in our experiment, primarily affecting glycerolipid metabolism (Fig 5A). Glycerolipids

are crucial for thylakoid lipid bilayer formation and efficient photosynthesis, and decreased

levels of these molecules have been linked to reduced photosynthesis in higher plants [112].

Drought induced the regulation of genes associated with fatty acid metabolism, leading to the

up-regulation of putative malate synthases (3 DEGs), citrate synthases (2 DEGs), and isocitrate

lyase (1 DEG) (S5 Table). These enzymes play a crucial role in the glyoxylate cycle, providing

essential precursors for gluconeogenesis, the process of converting non-carbohydrate precur-

sors into carbohydrates [113]. While most research on conifers under water stress has tradi-

tionally focused on sugar metabolism, lipid metabolism has frequently been underemphasized.
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Nonetheless, our findings highlight a shift in the regulation of genes associated with lipid

metabolism, underscoring its active role in drought responses in white spruce. This aspect

merits deeper exploration in coniferous species.

4.5. Drought-responsive genes coding for protective defense and stress

resistance and resilience

A strong representation of antioxidant activity was observed among the DEGs in our study

(Figs 4A and 4B and 5A–5C), with increased expression of putative glutathione peroxidases (3

DEGs), glutathione S-transferases (10 DEGs), peroxidases (10 DEGs) and catalases (3 DEGs)

(S5 Table). Many protective molecules such as antioxidants proteins, late embryogenesis abun-

dant proteins (LEA), heat shock proteins (HSPs), and other types of molecules are involved in

drought responses of coniferous species [9]. Reactive oxygen species (ROS) can act as signaling

molecules initially during stress, but prolonged or intensified stress increases ROS production,

disrupting redox balance and causing oxidative stress [114]. Oxidative stress damages various

structures and molecules, such as membrane lipids, proteins, photosynthetic pigments, and

nucleic acids [115–117]. This damage seems to be avoided by trees through the production of

protective enzymes and molecules to maintain homeostasis and counteract oxidative stress.

The balance of antioxidant enzymes plays a major role in ROS scavenging mechanism in

plants [118, 119], consistent with a role in drought response in conifers [14, 25, 92]. Our study

also identified numerous cytochrome P450 genes (CYTs) that were down-regulated (42

DEGs) and up-regulated (7 DEGs) under stress conditions (S5 Table). In contrast, previous

observations in Pinus elliottii showed only up-regulation of CYTs [120]. CYTs play a crucial

role in drought response by contributing to antioxidant activities and defense response in

plants [121, 122]. CsCYT75B1, a gene of Citrus sinensis, was associated with flavonoid metabo-

lism and was highly expressed after drought stress, contributing to drought tolerance by elevat-

ing ROS scavenging activities [123]. Due to the interaction of CYTs whose expression is

induced with other key genes in response to water stress [122], the pivotal role of CYTs will

require further investigation in white spruce and coniferous species.

HSPs and LEA proteins are chaperone proteins that protect cells from abiotic stress by stabi-

lizing proteins and membranes under stress [9, 11]. Drought-responsive genes coding for HSPs

(10 DEGs) and Chaperone DnaJ-domain proteins (11 DEGs) were identified in our study. DnaJ

proteins are the main co-chaperones modulating the Hsp70 functions [124], and overexpression

of the VaDJI gene coding for a DnaJ protein conferred ABA insensitivity and drought tolerance

in transgenic tobacco [125]. In addition, the expression of 13 LEA genes (S5 Table), including

four up-regulated putative dehydrins (S10 Table, GCAT3.3 genes) belonging to the LEA sub-

group II [126] was noted. Pinaceae dehydrin induction appears to occur after a certain period

of drought [11, 127] which could indicate an increasing role of these genes in stress protection

as the stress intensity rises. As previously observed in white spruce, we found that the expression

of PgDhn33, PgDhn35 and PgDhn16 was strongly induced, while the expression of PgDhn37
was repressed (S10 Table). Interestingly, the expression of two key NLRs or NBS-LRRs (nucleo-

tide-binding, leucine-rich-repeat) genes, known to play a central role in plant resilience to stress

and linked to resistance pathogens in conifers [128], were induced under drought conditions

(GQ03714_K21, GQ03512_J05), as previously reported in white spruce (S10 Table; [129].

4.6. Key transcription factors involved in the transcriptional control of

drought-responsive genes

Several classes of transcription factors (TFs) including AP2/ERF, NAC, WRKY, MYB, and

zinc finger homeodomain TFs were drought-responsive in our study, consistent with other
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reports in conifer species [14, 15, 25, 130]. However, in Arabidopsis thaliana, NAC TFs

were reported to be mainly up-regulated in response to drought [131]. Interestingly, a

drought-responsive gene annotated as CCCH-type zinc finger (GQ03707_G19) and a

WRKY (GQ04107_D16) in our study were also reported as key genes involved in drought

adaptation in white spruce [7]. The two MYB sequences identified in this study had homol-

ogies with putative Arabidopsis thaliana proteins known to enhance protection against oxi-

dative damage or to be involved in growth, phenylpropanoid biosynthesis, and the ABA

signaling pathway [132–134]. Drought-induced AP2/ERF genes in our study were close

homologs to ethylene responsive elements in other species [135], and to improve drought

tolerance in conifers [136]. DREB subfamily genes within the AP2/ERF group, induced in

response to drought stress, are known to activate downstream stress resistance genes and

enhance plant drought resistance independently of the ABA signaling pathway, as observed

in Arabidopsis thaliana [137]. Finally, we observed contrasting expression patterns among

WRKY members under drought conditions. Similar findings were reported in Pinus mas-
soniana, where some WRKY genes responded to drought stress induced by exogenous

ABA, resulting in improved drought tolerance in transgenic tobacco plants [138]. Numer-

ous zinc finger TFs were identified in white spruce (S8 Table), and homologs found in the

PlantTFDB database indicate a potential role in stomatal aperture, ROS production and

drought tolerance [139, 140].

4.7. Intraspecific genetic variation in gene regulation under drought stress:

Findings and future avenues

Intraspecific genetic variation in drought response is crucial for selection and adaptation in

tree populations faced with environmental change [141]. Recent studies in white spruce have

highlighted the role of genetic variation among populations [3], as well as the genomic and

transcriptomic basis for drought response and resilience [6, 7]. In our study, differences

among the three clones in DEGs underlie most of the variance during water stress conditions.

Only 21% of the up-regulated and none of the down-regulated genes were common to the

three clones, suggesting that the gene network involved in drought response varies widely

between genotypes. Alternatively, biological processes and metabolic functions of DEGs were

highly similar between genotypes (S9 Table). Dissimilar gene networks and similar metabolic

pathways involved in water-stress response among genotypes were also observed for two

clones of loblolly pine with opposite phenotypes for drought tolerance [15]. Our results are

also congruent with those of the fir Abies pinsapo with contrasting gene expression patterns

among post-drought phenotypes [130]. Future studies contrasting drought-induced responses

between genotypes of various species of conifers and gymnosperms will likely help to appreci-

ate the variance in key metabolic pathways underlying conifer drought responses and improve

selection strategies to cope with climate changes. From a prospective standpoint, exploring

transcriptome-wide expression within conifer species with diverse ecological preferences

holds promise for unraveling the nuanced modulation of gene expression in response to

drought. Also, it appears important to investigate responses of epigenetic nature, which are

likely to bear an important role in acclimation and adaptation to drought, in addition to mod-

ulation of transcriptome-wide expression [11].

5. Conclusions

Our study has provided new and valuable transcriptomic data for understanding how white

spruce responds to water stress conditions. By conducting a transcriptomic analysis and moni-

toring white spruce over time during water stress, we have identified specific gene sets at
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different time points (days 0, 14, 18 and 22) that shed light on the response to drought. The

genes we identified are involved in major known biological processes, including hormonal

responses, photosynthesis, growth, cell wall organization, water transport, carbohydrate

metabolism, and defense mechanisms, all of which are essential for drought tolerance and

acclimation. Our results at the transcriptome level confirm the hypothesis that white spruce

seedlings appear to prioritize maintaining their hydraulic balance over growth during a short

drought. Furthermore, the results also highlight the ability of white spruce seedlings to activate

defense mechanisms, such as antioxidant defenses and chaperone proteins, under such stress

conditions. To further understand the drought response of this species, it is crucial to validate

these transcriptomic observations using other omics approaches, such as proteomics and

metabolomics. One particularly interesting finding is the significant regulation of lipid metab-

olism, a process that has not been extensively studied in conifers and requires further investi-

gation. Given the role of lipids as energy reserves and precursors of defence compounds,

future studies should focus on elucidating their contribution to tree responses to drought, by

targeting the key molecular pathways involved during water stress through enzyme activity

measurements and lipid profiling. We believe that future research should prioritize the identi-

fication and the comparison of key genes and mechanisms involved in drought response and

post-drought recovery of plants. This information could be instrumental in shaping effective

genetic selection strategies to enhance white spruce’s resistance and resilience in the face of

drought induced by climate change. Ultimately, this knowledge can inform forest manage-

ment practices aimed at supporting conifer regeneration and growth in increasingly challeng-

ing dry conditions.

Supporting information

S1 Fig. Volcano plots of differentially expressed genes (DEGs). Volcano plots of DEGs are

presented for days 0, 14, 18 and 22 (A-D). Unigenes in blue are under-represented in stressed

seedlings (FDR ⩽ 0.05 and a log2FC ⩽ -2), while transcripts in red are over-represented in

stressed seedlings (FDR ⩽ 0.05 and a log2FC ⩾ 2). Unigenes in gray are not significantly differ-

ent between the two groups.

(TIF)

S2 Fig. Major protein families involved in the drought response among the differentially

expressed genes (DEGs) at day 22. The plot represents the number of up- and down-regu-

lated DEGs at day 22 encoding selected protein families with known roles in plant drought

response.

(TIF)

S3 Fig. Unique and shared differentially expressed genes (DEGs) among clones. The Venn

diagrams depict the overlaps of (A) up-regulated (red) and (B) down-regulated (blue) DEGs

across the C8, C11, and C95 clones. The total number of DEGs are shown in bold brackets.

(TIF)

S4 Fig. Gene Ontology (GO) annotation of unique and shared differentially expressed

genes (DEGs) among clones. GO annotation of biological process (BP) of (A) up- and (B)

down-regulated DEGs of clones and GO annotation of molecular functions (MF) of (C) up-

and (D) down-regulated DEGs. Unique DEGs correspond to C8, C11 or C95 and the shared

DEGs among clones correspond to C8-C11, C11-C95 and C8-C11-C95.

(TIF)
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S1 Table. Summary of plant material used for de novo transcriptome assembly and tran-

scriptomic analyses.

(XLSX)

S2 Table. Statistics summary of the de novo transcriptome assembly GCAT 4.0.

(XLSX)

S3 Table. Complete functional annotation of the de novo transcriptome assembly GCAT

4.0 based on the OmicsBox analysis. The Excel file contains four sheets; Caption, S3.1 (Blas-

t2GO annotation and BLASTX), S3.2 (BLASTN WS77111v2), S3.3 (BLASTN GCAT3.3).

(XLSX)

S4 Table. Summary of BLASTX results of the de novo transcriptome assembly GCAT 4.0.

The table gathers the results of BLASTX expressed in percentage realized with different public

databases. The refSeq_29sep22 database (NCBI) was used in Blast2GO pro suite for our analy-

ses. The meaning of variables: DB: database; DB sequences (%): the percentage of matched

sequence; DB unique sequences (%): the percentage of unique matched sequence; Unigenes

(%): the percentage of matched unigene; Unique unigenes (%): the percentage of unique

matched unigenes. The genome used is the reference genome of white spruce WS77111v2

(https://www.ncbi.nlm.nih.gov/datasets/genome/GCA_000966675.3).

(XLSX)

S5 Table. List of differentially expressed transcripts (DETs) as a function of time points

and their corresponding genes (DEGs) under drought. The Excel file contains two sheets:

Caption and S5 (results of DEG analysis and annotation according to time points).

(XLSX)

S6 Table. MapMan analyses performed on differentially expressed genes (DEGs) from all

sampling days and on DEGs from day 22. The Excel file contains five sheets; Caption, S6.1

(export results of all sampling days), S6.2 (the main Bin categories of all sampling days), S6.3

(export results of day 22) and S6.4 (the main Bin categories of day 22).

(XLSX)

S7 Table. Gene Ontology (GO) enrichment of differentially expressed transcripts (DETs)

as a function of time points under drought. The Excel file contains three sheets; Caption,

S7.1 (GO enrichment according to time points) and S7.2 (selected GO enrichment according

to time points).

(XLSX)

S8 Table. Transcription Factors (TFs) annotation of differentially expressed transcripts

(DETs) and their corresponding genes (DEGs). The Excel file contains three sheets; Caption,

S5.1 (TFs annotation among all transcripts) and S5.2 (TFs annotation among selected DEGs).

(XLSX)

S9 Table. List of differentially expressed transcripts (DETs) and Gene Ontology (GO)

enrichment as a function of clones and their corresponding genes (DEGs) under drought.

The Excel file contains three sheets; Caption, S7.1 (results of DEG analysis and annotation

according to clones) and S7.2 (GO enrichment according to clones).

(XLSX)

S10 Table. Cross-checking information from previously published studies on differentially

expressed transcripts (DETs) and their corresponding genes (DEGs). The Excel file contains

two sheets; Caption and S10 (list of key drought-responsive genes previously observed in
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published studies).

(XLSX)

S1 Methods. Methodological details of experiences used for de novo transcriptome assem-

bly.

(DOCX)
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Writing – original draft: Zoé Ribeyre, Claire Depardieu.
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65. Conesa A, Götz S, Garcı́a-Gómez JM, Terol J, Talón M, Robles M. Blast2GO: a universal tool for

annotation, visualization and analysis in functional genomics research. Bioinforma Oxf Engl. 2005; 21:

3674–3676. https://doi.org/10.1093/bioinformatics/bti610 PMID: 16081474

66. Buchfink B, Reuter K, Drost H-G. Sensitive protein alignments at tree-of-life scale using DIAMOND.

Nat Methods. 2021; 18: 366–368. https://doi.org/10.1038/s41592-021-01101-x PMID: 33828273

67. Van Bel M, Silvestri F, Weitz EM, Kreft L, Botzki A, Coppens F, et al. PLAZA 5.0: extending the scope

and power of comparative and functional genomics in plants. Nucleic Acids Res. 2022; 50: D1468–

D1474. https://doi.org/10.1093/nar/gkab1024 PMID: 34747486

68. Jin J, Tian F, Yang D-C, Meng Y-Q, Kong L, Luo J, et al. PlantTFDB 4.0: toward a central hub for tran-

scription factors and regulatory interactions in plants. Nucleic Acids Res. 2017; 45: D1040–D1045.

https://doi.org/10.1093/nar/gkw982 PMID: 27924042

69. Tian F, Yang D-C, Meng Y-Q, Jin J, Gao G. PlantRegMap: charting functional regulatory maps in

plants. Nucleic Acids Res. 2020; 48: D1104–D1113. https://doi.org/10.1093/nar/gkz1020 PMID:

31701126

70. Bray NL, Pimentel H, Melsted P, Pachter L. Near-optimal probabilistic RNA-seq quantification. Nat

Biotechnol. 2016; 34: 525–527. https://doi.org/10.1038/nbt.3519 PMID: 27043002

71. Love MI, Huber W, Anders S. Moderated estimation of fold change and dispersion for RNA-seq data

with DESeq2. Genome Biol. 2014; 15: 550. https://doi.org/10.1186/s13059-014-0550-8 PMID:

25516281

72. Gao C-H, Yu G, Cai P. ggVennDiagram: an intuitive, easy-to-use, and highly customizable R package

to generate Venn diagram. Front Genet. 2021; 12: 706907. https://doi.org/10.3389/fgene.2021.

706907 PMID: 34557218

73. Guo K, McGregor B. VennDetail: A package for visualization and extract details. 2024. Available:

https://github.com/guokai8/VennDetail.
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