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Abstract: High thermotolerance is an important property of Saccharomyces cerevisiae for stable and
efficient bioethanol production, especially for large-scale bioethanol production with weak heat
transfer and the simultaneous saccharification and fermentation (SSF) of lignocellulosic biomass at
high temperatures (above 40 ◦C). Despite extensive studies involving metabolic engineering and
chemical mutagenesis, the improvement of thermotolerance in S. cerevisiae under harsh thermal stress
(42–45 ◦C) has been limited. A highly thermotolerant strain, S. cerevisiae Z100, by a 91 days’ laboratory
adaptive evolution in wheat straw hydrolysate was applied for cellulosic ethanol fermentation. The
results showed that the cell survival ratio of S. cerevisiae Z100 at 50 ◦C improved by 1.2 times that
of the parental strain. The improved thermotolerance of S. cerevisiae Z100 at 50 ◦C was found to
contribute significantly to enhanced cellulosic ethanol fermentability. The ethanol production of
S. cerevisiae Z100 increased by 35%, 127%, and 64% when using wheat straw as feedstock after being
maintained at 50 ◦C for 12 h, 24 h, and 48 h, respectively. Transcriptome analyses suggested that the
enhanced trehalose and glycogen synthesis, as well as carbon metabolism, potentially contributed
to the improved thermotolerance and the ethanol fermentability of S. cerevisiae Z100. This study
provides evidence that adaptive evolution is an effective method for increasing the thermotolerance
of the S. cerevisiae strain for stable and efficient cellulosic ethanol production.

Keywords: thermotolerance; adaptive evolution; Saccharomyces cerevisiae; cellulosic ethanol

1. Introduction

Industrial ethanol fermenters may have a capacity of several thousand cubic meters.
In these large fermenters, non-uniform heat transfer may cause localized high-temperature
stress and overheating [1]. Thermal stress during cellulosic ethanol fermentation inevitably
weakens microbial cell viability, increases the risk of bacterial contamination, and ultimately
decreases ethanol fermentation efficiency [2–5]. Therefore, it is crucially important to use
a robust strain with high thermotolerance for cellulosic ethanol fermentation in large-
scale fermenters.

Extensive studies have been conducted to improve the thermotolerance of Saccharomyces
cerevisiae through metabolic engineering [6–9] and chemical mutagenesis [10,11]. However,
these efforts were often ineffective for improving thermotolerance of S. cerevisiae under
harsh thermal stress (42–45 ◦C). On the other hand, adaptive evolution under mild temper-
atures (35–42 ◦C) produced certain positive results and improved the thermotolerance of
S. cerevisiae [1,12–16].

In this work, a highly thermotolerant strain, S. cerevisiae Z100, by a 91 days’ laboratory
adaptive evolution in wheat straw hydrolysate was applied for cellulosic ethanol fermenta-
tion. The improved thermotolerance of S. cerevisiae Z100 at 50 ◦C was found to contribute
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significantly to the enhanced cellulosic ethanol fermentability. This study provides evi-
dence that adaptive evolution is an effective method for increasing the thermotolerance of
S. cerevisiae strain for stable and efficient cellulosic ethanol production.

2. Materials and Methods
2.1. Enzymes and Reagents

Cellic CTec 2.0 enzyme was purchased from Novozymes China (Beijing, China). The
protein concentration was 79.9 mg/mL [17]. The other analytical grade chemicals were
from Sinopharm Chemical Reagents (Shanghai, China).

2.2. Strains and Culture

The parental strain, S. cerevisiae XH7, was derived from the wild-type diploid S. cerevisiae
strain BSIF by integrating the xylose isomerase gene Ru-xylA in the genome [18,19]. The
adaptively evolved strain, S. cerevisiae Z100, was obtained from S. cerevisiae XH7 after
91 day’s laboratory adaptive evolution in wheat straw hydrolysates. The thermotolerance
of this evolved strain, S. cerevisiae Z100, is genetically stable. Then, the evolved strain,
S. cerevisiae Z100, was sent and stored in China General Microbiological Culture Collection
Center (CGMCC) with the registration number 17734. The seed culture of S. cerevisiae
strains was prepared in yeast extract peptone dextrose (YPD) medium and wheat straw
hydrolysates. Amorphotheca resinae ZN1 (CGMCC No. 7452) was used for biodetoxifica-
tion [20].

2.3. Biorefinery Processing

Wheat straw was harvested from Nanyang, Henan, China, in the fall of 2018. The
composition of raw or detoxified wheat straw was determined by the previous protocol [21].
The raw wheat straw contained 32.9 ± 0.1% (w/w) of cellulose and 23.3 ± 0.2% (w/w) of
hemicellulose. The pre-handling and dry acid pretreatment of wheat straw was conducted
according to previous studies [22]. The harsh acid pretreatment process generated lots
of small molecule phenolic aldehydes (e.g., furfural, hydroxymethylfurfural) and weak
organic acids (e.g., acetic acid), which strongly inhibit the growth and metabolism of the
fermentation strain. Therefore, solid biodetoxification was followed to remove these toxic
compounds. The pretreated wheat straw was aerobically biodetoxified with A. resinae
ZN1 in a 15 L bioreactor until no acetic acid, furfural, and hydroxymethylfurfural were
measured (~48 h) [20]. The biodetoxified wheat straw containing 0.36 g cellulose/g dry
matter (DM) and 0.12 g xylose/g DM was used for cellulosic ethanol fermentation.

2.4. Adaptive Evolution

The pretreated and biodetoxified wheat straw was enzymatically hydrolyzed for 12 h
at 150 rpm with 25% (w/w) solids content at 50 ◦C by adding 10 mg cellulase protein/g
cellulose. We used 50 mL of wheat straw hydrolysates for adaptive evolution without
removing the solid residues, and the initial pH was adjusted to 5.5 with 4 M NaOH. Each
transfer was conducted after culturing for 24 h in 50 mL of wheat straw hydrolysate at
35–42 ◦C, 150 rpm in 250 mL flasks. A total of 5 mL of broth culture containing S. cerevisiae
cells was pipetted as the seed of the next round of adaptive evolution and inoculated into
50 mL of fresh wheat straw hydrolysate. At the end of adaptive evolution, 100 µL of culture
broth was diluted and cultured on agar gel for colony selection and phenotypic testing.
The transfer was successfully performed 90 times.

2.5. Cellulosic Ethanol Fermentation

There are three sequential steps in cellulosic ethanol fermentation to evaluate the
thermotolerance of S. cerevisiae strains in 5.0 L fermenter. First, the wheat straw was pre-
hydrolyzed into liquid hydrolysate at 50 ◦C, 150 rpm, 10 mg protein/g cellulose, and 30%
(w/w) solids loading for 4 h [23]. Then, the seed culture of two S. cerevisiae strains (parental
strain and evolved strain) with the same cell viability was separately inoculated into the
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pre-hydrolyzed wheat straw and cultured for 12 h, 24 h, 48 h at 50 ◦C, respectively. The
S. cerevisiae strains were unable to produce ethanol under high temperature stress. Finally,
the temperature was naturally cooled to 30 ◦C, and the ethanol fermentation started. The
fermentation pH was maintained at 5.5 by automatic feeding of 4 M NaOH [19].

2.6. Transcriptome Analyses

RNA sequencing was performed by CapitalBio Technology Co., Beijing, China. The
cDNA library was prepared using NEBNext Ultra RNA Library Prep kit. Pairing and
sequencing were performed on an Illumina NovaSeq 6000 platform according to the
genome of S. cerevisiae S288c (NCBI accession no. GCA_00146045.2).

2.7. Analysis

Glucose, xylose, glycerol, ethanol, acetic acid, furfural, and hydroxymethylfurfural
were analyzed on HPLC according to the method by Liu et al. [19]. Cell survival of
S. cerevisiae was assessed by counting the colony-forming units (CFU). Briefly, 100 µL of
the 10−5 or 10−6 fermentation broth sampling was spread on YPD plates and cultured at
30 ◦C for 48 h.

3. Results and Discussions
3.1. Thermotolerance of the Adaptively Evolved S. cerevisiae Z100 at 50 ◦C

The thermotolerance capacity was assayed by maintaining parental S. cerevisiae XH7
and evolved S. cerevisiae Z100 at 50 ◦C for 12 h, 24 h, or 48 h, respectively (Figure 1).
Compared with the parental strain, the cell survival of S. cerevisiae Z100 was significantly
increased (Figure 1a), suggesting that laboratory adaptive evolution brought about the
improved thermotolerance of the parental strain. The glycerol generation of S. cerevisiae
Z100 at 50 ◦C was increased by 1.5- and 3.1-fold that of the parental strain (Figure 1b).
Glycerol plays a pivotal role in maintaining redox homeostasis and alleviates the redox
unbalance under high-temperature stress in S. cerevisiae [24–27]. The improved cell survival
and glycerol generation at 50 ◦C suggested the higher thermotolerance of S. cerevisiae Z100
to the parental strain.

3.2. Improved Thermotolerance of S. cerevisiae Z100 Facilitated Cellulosic Ethanol Fermentation

Ethanol fermentation of the adaptively evolved S. cerevisiae Z100 was evaluated after
being maintained at 50 ◦C for 12–48 h using pretreated and biodetoxified wheat straw
feedstocks under 30% (w/w) solids loading (Figure 2). The adaptively evolved S. cerevisiae
Z100 demonstrated at least 24 h shorter lag phase time of glucose consumption and ethanol
generation than the parental strain after being maintained at 50°C for over 12 h. The
shortened lag phase time was mainly due to the improved cell survival of the evolved
S. cerevisiae Z100 after thermal stress. As for xylose consumption, S. cerevisiae Z100 utilized
at least 77% xylose after being maintained at 50 ◦C for 12–48 h, whereas xylose utilization
of the parental strain was less than 33%. S. cerevisiae had a priority to utilize glucose rather
than xylose [18], and the shortened lag phase time of glucose consumption benefited the
metabolism of xylose in the evolved S. cerevisiae Z100. The higher xylose consumption
in evolved S. cerevisiae Z100 contributed to the improvement of ethanol production. The
ethanol production of S. cerevisiae Z100, after being maintained at 50 ◦C, was significantly
improved by 35% for 12 h, 130% for 24 h, and 64% for 48 h, respectively, compared to that
of the parental strain (Figure 2b). The adaptively evolved S. cerevisiae Z100 exhibited signifi-
cantly improved cell survival at 50 ◦C and enhanced thermotolerance, which would benefit
traditional bioethanol production in large-scale fermenters and SSF at high temperatures.
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Figure 1. Cell survival and glycerol generation of S. cerevisiae Z100 at 50 ◦C. (a) Cell survival;
(b) Glycerol generation. The parental strain, S. cerevisiae, XH7 was used as the control. ND (not
detected): below the prescribed minimum of detection. The asterisk (*) represents a value significantly
different from the control value (p < 0.05). Each experiment was performed in triplicate. The error bar
represents the standard deviation.
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Figure 2. Ethanol fermentation of S. cerevisiae Z100 after being maintained at 50 ◦C for different
duration times. (a) 12 h; (b) 24 h; (c) 48 h. Ethanol fermentation was conducted at 30 ◦C and 150 rpm
under 30% (w/w) wheat straw solids loading. Each experiment was performed in triplicate. The error
bar represents the standard deviation.
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3.3. Transcriptome Analyses Revealed the Potential Genes Responsible for Improved
Thermotolerance of S. cerevisiae Z100

In the transcriptional responses to high temperature (30 ◦C vs. 50 ◦C) between the
evolved strain S. cerevisiae Z100 and the parental strain S. cerevisiae XH7, the same 17 signif-
icantly up-regulated genes and same 10 significantly down-regulated genes were identified
in all 4 sets of transcriptional analyses (Figure 3). These differential expression genes, such
as heat shock protein (YFL014W), NADPH dehydrogenase (YPL171C), cytosolic catalase
(YGR088W), and transcription factors (YOR028C, YIL101C, YLR223C), are potential targets
to improve the thermotolerance of S. cerevisiae strain by metabolic engineering.
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(a)—total: 5971 variables; S. cerevisiae XH7 at 50 ◦C compared to 30 ◦C (b)—total: 5973 variables;
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The gene expression profiling of carbon metabolism In two S. cerevisiae strains at 30 ◦C
and 50 ◦C were further compared (Figure 4). Although more glycerol was generated by
S. cerevisiae Z100 at a high temperature, the expressions of GPD (glycerol-3-phosphorylase)-
and GPP (glycerol-3-phosphate phosphatase)-encoding glycerol synthesis showed unre-
markable changes. One possible reason is that the changes in transcriptional level lag
behind the direct response and regulation of temperature sensors [28]. The key genes in
trehalose and glycogen synthesis, including TSL (trehalose 6-phosphate synthase), TPS
(α, α-trehalose-phosphate synthase), GSY2 (glycogen synthase 2), GLC3 (1,4-α-glucan
branching enzyme), and PGM2 (phosphoglucomutase), were up-regulated in S. cerevisiae
Z100, both at 30 ◦C or 50 ◦C, compared to the parental strain, S. cerevisiae XH7. Trehalose, a
protein stabilizer and depressor of non-specific protein aggregation, played an important
role against high temperature stress [3,29]. Glycogen, the main reserve sugar, was also
responding to high temperature stress by rapidly converting to trehalose [30]. The accumu-
lation of trehalose and glycogen in S. cerevisiae Z100 would be effective in response to the
upcoming high temperature stress.
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Fermentation 2023, 9, 393 8 of 9

The key genes in the central carbon metabolism, including GLK1 (glucokinase), HXK1
(hexokinase), PYK2 (pyruvate kinase) involved in the Embden–Meyerhof–Parnas pathway
(EMP), CIT1 (citrate synthase) involved in the tricarboxylic acid (TCA) cycle, and ZWF1
(glucose-6-phosphate dehydrogenase) involved in the pentose phosphate pathway (PPP),
were also up-regulated in S. cerevisiae Z100 at 30 ◦C. The enhanced carbon metabolism
contributed to the better ethanol fermentability of S. cerevisiae Z100 compared to the parental
strain S. cerevisiae XH7.

4. Conclusions

S. cerevisiae Z100, obtained by long-term laboratory adaptive evolution, showed im-
proved thermotolerance, with 1.2-fold increased cell survival and 1.5-fold more glycerol
generation at 50 ◦C for 12 h. The outstanding thermotolerance in the evolved S. cerevisiae
Z100 also contributed to the improvement of cellulosic ethanol fermentability, with at least
35% more ethanol production. Transcriptome analyses indicated that the enhanced tre-
halose and glycogen synthesis, as well as the carbon metabolism, potentially contributed to
the improved thermotolerance and ethanol fermentability for the evolved strain S. cerevisiae
Z100. This study not only provided a robust, thermotolerant S. cerevisiae, suitable for large-
scale cellulosic ethanol production, but also conducted a practical approach to improving
the thermotolerance of ethanologenic strains.

Author Contributions: J.B.: funding acquisition, conceptualization, supervision, writing—review
and editing; B.Z.: data curation, formal analysis, investigation, writing—original draft; M.G.: data
curation, formal analysis, investigation; Z.Y. and X.Y.: conceptualization, writing—original draft. All
authors have read and agreed to the published version of the manuscript.

Funding: This research was supported by the National Natural Science Foundation of China
(21978083, 31961133006), and the Yangfan Project of Science and Technology Committee of Shanghai
Municipality (23YF1409900).

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: Not applicable.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. Wallace-Salinas, V.; Gorwa-Grauslund, M.F. Adaptive evolution of an industrial strain of Saccharomyces cerevisiae for combined

tolerance to inhibitors and temperature. Biotechnol. Biofuels 2013, 6, 9. [CrossRef] [PubMed]
2. Fu, X.F.; Li, P.S.; Zhang, L.; Li, S.Z. Understanding the stress responses of Kluyveromyces marxianus after an arrest during high-

temperature ethanol fermentation based on integration of RNA-Seq and metabolite data. Appl. Microbiol. Biotechnol. 2019, 103,
2715–2729. [CrossRef] [PubMed]

3. Gao, L.; Liu, Y.; Sun, H.; Li, C.; Zhao, Z.; Liu, G. Advances in mechanisms and modifications for rendering yeast thermotolerance.
J. Biosci. Bioeng. 2016, 121, 599–606. [CrossRef] [PubMed]

4. Leonel, L.V.; Arruda, P.V.; Chandel, A.K.; Felipe, M.G.A.; Sene, L. Kluyveromyces marxianus: A potential biocatalyst of renewable
chemicals and lignocellulosic ethanol production. Crit. Rev. Biotechnol. 2021, 41, 1131–1152. [CrossRef]

5. Prado, C.D.; Mandrujano, G.P.L.; Souza, J.P.; Sgobbi, F.B.; Novaes, H.R.; da Silva, J.P.M.O.; Alves, M.H.R.; Eliodório, K.P.;
Cunha, G.C.G.; Giudici, R.; et al. Physiological characterization of a new thermotolerant yeast strain isolated during Brazilian
ethanol production, and its application in high-temperature fermentation. Biotechnol. Biofuels 2020, 13, 178. [CrossRef]

6. Costa, C.E.; Møller-Hansen, I.; Romaní, A.; Teixeira, J.A.; Borodina, I.; Domingues, L. Resveratrol production from hydrothermally
pretreated eucalyptus wood using recombinant industrial Saccharomyces cerevisiae strains. ACS Synth. Biol. 2021, 10, 1895–1903.
[CrossRef]

7. Khatun, M.M.; Yu, X.; Kondo, A.; Bai, F.W.; Zhao, X. Improved ethanol production at high temperature by consolidated
bioprocessing using Saccharomyces cerevisiae strain engineered with artificial zinc finger protein. Bioresour. Technol. 2017, 245,
1447–1454. [CrossRef]

8. Li, P.; Fu, X.; Zhang, L.; Li, S. CRISPR/Cas-based screening of a gene activation library in Saccharomyces cerevisiae identifies a
crucial role of OLE1 in thermotolerance. Microb. Biotechnol. 2019, 12, 1154–1163. [CrossRef]

https://doi.org/10.1186/1754-6834-6-151
https://www.ncbi.nlm.nih.gov/pubmed/24139317
https://doi.org/10.1007/s00253-019-09637-x
https://www.ncbi.nlm.nih.gov/pubmed/30673809
https://doi.org/10.1016/j.jbiosc.2015.11.002
https://www.ncbi.nlm.nih.gov/pubmed/26685013
https://doi.org/10.1080/07388551.2021.1917505
https://doi.org/10.1186/s13068-020-01817-6
https://doi.org/10.1021/acssynbio.1c00120
https://doi.org/10.1016/j.biortech.2017.05.088
https://doi.org/10.1111/1751-7915.13333


Fermentation 2023, 9, 393 9 of 9

9. Raimalani, V.; Panchamia, B.; Prabha, C.R. Characterization of the chimeric protein cUBC1 engineered by substituting the linker
of E2-25K into UBC1 enzyme of Saccharomyces cerevisiae. Int. J. Biol. Macromol. 2022, 209, 991–1000. [CrossRef]

10. Howard, M.K.; Sohn, B.S.; von Borcke, J.; Xu, A.; Jackrel, M.E. Functional analysis of proposed substrate-binding residues of
Hsp104. PLoS ONE 2020, 15, e0230198. [CrossRef]

11. Tu, W.L.; Ma, T.Y.; Ou, C.M.; Guo, G.L.; Chao, Y. Simultaneous saccharification and co-fermentation with a thermotolerant
Saccharomyces cerevisiae to produce ethanol from sugarcane bagasse under high temperature conditions. BioResources 2021, 16,
1358–1372. [CrossRef]

12. Caspeta, L.; Coronel, J.; Montes de Oca, A.; Abarca, E.; González, L.; Martínez, A. Engineering high-gravity fermentations for
ethanol production at elevated temperature with Saccharomyces cerevisiae. Biotechnol. Bioeng. 2019, 116, 2587–2597. [CrossRef]
[PubMed]

13. Cox, J.; Schubert, A.M.; Travisano, M.; Putonti, C. Adaptive evolution and inherent tolerance to extreme thermal environments.
BMC Evol. Biol. 2010, 10, 75. [CrossRef] [PubMed]

14. García-Ríos, E.; Lairón-Peris, M.; Muñiz-Calvo, S.; Heras, J.M.; Ortiz-Julien, A.; Poirot, P.; Rozès, N.; Querol, A.; Guillamón, J.M.
Thermo-adaptive evolution to generate improved Saccharomyces cerevisiae strains for cocoa pulp fermentations. Int. J. Food
Microbiol. 2021, 342, 109077. [CrossRef]

15. Huang, C.J.; Lu, M.Y.; Chang, Y.W.; Li, W.H. Experimental evolution of yeast for high-temperature tolerance. Mol. Biol. Evol. 2018,
35, 1823–1839. [CrossRef]

16. Randez-Gil, F.; Prieto, J.A.; Rodríguez-Puchades, A.; Casas, J.; Sentandreu, V.; Estruch, F. Myriocin-induced adaptive laboratory
evolution of an industrial strain of Saccharomyces cerevisiae reveals its potential to remodel lipid composition and heat tolerance.
Microb. Biotechnol. 2020, 13, 1066–1081. [CrossRef]

17. Bradford, M.M. A rapid and sensitive method for the quantitation of microgram quantities of protein utilizing the principle of
protein-dye binding. Anal. Biochem. 1976, 72, 248–256. [CrossRef]

18. Li, H.X.; Shen, Y.; Wu, M.L.; Hou, J.; Jiao, C.L.; Li, Z.L.; Liu, X.L.; Bao, X.M. Engineering a wild-type diploid Saccharomyces
cerevisiae strain for second-generation bioethanol production. Bioresour. Bioprocess. 2016, 3, 51. [CrossRef]

19. Liu, G.; Zhang, Q.; Li, H.X.; Qureshi, A.S.; Zhang, J.; Bao, X.M.; Bao, J. Dry biorefining maximizes the potentials of simultaneous
saccharification and co-fermentation for cellulosic ethanol production. Biotechnol. Bioeng. 2018, 115, 60–69. [CrossRef]

20. He, Y.; Zhang, J.; Bao, J. Acceleration of biodetoxification on dilute acid pretreated lignocellulose feedstock by aeration and the
consequent ethanol fermentation evaluation. Biotechnol. Biofuels 2016, 9, 19. [CrossRef]

21. Sluiter, A.; Hames, B.; Ruiz, R.; Scarlata, C.; Sluiter, J.; Templeton, D.; Crocker, D. Determination of Structural Carbohydrates and
Lignin in Biomass; Technical Report NREL/TP-510-42618; National Renewable Energy Laboratory (NREL): Golden, CO, USA, 2012.

22. He, Y.; Zhang, J.; Bao, J. Dry dilute acid pretreatment by co-currently feeding of corn stover feedstock and dilute acid solution
without impregnation. Bioresour. Technol. 2014, 158, 360–364. [CrossRef]

23. Zhang, B.; Khushik, F.A.; Zhan, B.; Bao, J. Transformation of lignocellulose to starch-like carbohydrates by organic acid-catalyzed
pretreatment and biological detoxification. Biotechnol. Bioeng. 2021, 118, 4105–4118. [CrossRef] [PubMed]

24. Berovic, M.; Herga, M. Heat shock on Saccharomyces cerevisiae inoculum increases glycerol production in wine fermentation.
Biotechnol. Lett. 2007, 29, 891–894. [CrossRef] [PubMed]

25. Omori, T.; Ogawa, K.; Umemoto, Y.; Yuki, K.; Kajihara, Y.; Shimoda, M.; Wada, H. Enhancement of glycerol production by
brewing yeast (Saccharomyces cerevisiae) with heat shock treatment. J. Ferment. Bioeng. 1996, 82, 187–190. [CrossRef]

26. Xu, K.; Gao, L.M.; Hassan, J.U.; Zhao, Z.P.; Li, C.; Huo, Y.X.; Liu, G. Improving the thermo-tolerance of yeast base on the
antioxidant defense system. Chem. Eng. Sci. 2018, 175, 335–342. [CrossRef]

27. Postmus, J.; Canelas, A.B.; Bouwman, J.; Bakker, B.M.; van Gulik, W.; de Mattos, M.J.; Brul, S.; Smits, G.J. Quantitative analysis of
the high temperature-induced glycolytic flux increase in Saccharomyces cerevisiae reveals dominant metabolic regulation. J. Biol.
Chem. 2008, 283, 23524–23532. [CrossRef]

28. Kosuke, S.; Takahiro, H.; Akari, H.; Hiroya, Y.; Yasuyoshi, S. Yeast Hog1 proteins are sequestered in stress granules during
high-temperature stress. J. Cell. Sci. 2018, 131, 209114. [CrossRef]

29. Hottiger, T.; De Virgilio, C.; Hall, M.N.; Boller, T.; Wiemken, A. The role of trehalose synthesis for the acquisition of thermotolerance
in yeast: II. Physiological concentrations of trehalose increase the thermal stability of proteins in vitro. Eur. J. Biochem. 1994, 219,
187–193. [CrossRef]

30. Lopienska-Biernat, E.; Stryinski, R.; Dmitryjuk, M.; Wasilewska, B. Infective larvae of Anisakis simplex (Nematoda) accumulate
trehalose and glycogen in response to starvation and temperature stress. Biol. Open 2019, 8, bio040014. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1016/j.ijbiomac.2022.04.057
https://doi.org/10.1371/journal.pone.0230198
https://doi.org/10.15376/biores.16.1.1358-1372
https://doi.org/10.1002/bit.27103
https://www.ncbi.nlm.nih.gov/pubmed/31282999
https://doi.org/10.1186/1471-2148-10-75
https://www.ncbi.nlm.nih.gov/pubmed/20226044
https://doi.org/10.1016/j.ijfoodmicro.2021.109077
https://doi.org/10.1093/molbev/msy077
https://doi.org/10.1111/1751-7915.13555
https://doi.org/10.1016/0003-2697(76)90527-3
https://doi.org/10.1186/s40643-016-0126-4
https://doi.org/10.1002/bit.26444
https://doi.org/10.1186/s13068-016-0438-9
https://doi.org/10.1016/j.biortech.2014.02.074
https://doi.org/10.1002/bit.27887
https://www.ncbi.nlm.nih.gov/pubmed/34255378
https://doi.org/10.1007/s10529-007-9337-2
https://www.ncbi.nlm.nih.gov/pubmed/17387435
https://doi.org/10.1016/0922-338X(96)85048-3
https://doi.org/10.1016/j.ces.2017.10.016
https://doi.org/10.1074/jbc.M802908200
https://doi.org/10.1242/jcs.209114
https://doi.org/10.1111/j.1432-1033.1994.tb19929.x
https://doi.org/10.1242/bio.040014

	Introduction 
	Materials and Methods 
	Enzymes and Reagents 
	Strains and Culture 
	Biorefinery Processing 
	Adaptive Evolution 
	Cellulosic Ethanol Fermentation 
	Transcriptome Analyses 
	Analysis 

	Results and Discussions 
	Thermotolerance of the Adaptively Evolved S. cerevisiae Z100 at 50 C 
	Improved Thermotolerance of S. cerevisiae Z100 Facilitated Cellulosic Ethanol Fermentation 
	Transcriptome Analyses Revealed the Potential Genes Responsible for Improved Thermotolerance of S. cerevisiae Z100 

	Conclusions 
	References

