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Abstract 23 

Background: Lignocellulosic biomass upgrading has become a promising alternative route to 24 

produce transportation fuels in response to energy security and environmental concerns. As the 25 

second most abundant polysaccharide in nature, hemicellulose mainly containing xylose is an 26 

important carbon source that can be used for the bioconversion to fuels and chemicals. However, 27 

the adaptation phenomena could appear and influence the bioconversion performance of xylose 28 

when Saccharomyces cerevisiae strain was transferred from the glucose to the xylose environment. 29 

Therefore, it is crucial to elucidate the mechanism of this adaptation phenomena, which can guide 30 

the strategy exploration to improve the efficiency of xylose utilization. 31 

Results: In this study, xylose-utilizing strains had been constructed to effectively consume xylose. 32 

It is found that the second incubation of yYST218 strain in synthetic complete-xylose medium 33 

resulted in a 1.24-fold increase in xylose consumption ability as compared with the first 34 

incubation in synthetic complete-xylose medium. The results clearly showed that growing S. 35 

cerevisiae again in synthetic complete-xylose medium can significantly reduce the stagnation time 36 

and thus achieved a faster growth rate, by comparing the growth status of the strain in synthetic 37 

complete-xylose medium for the first and second time at the single-cell level through Microfluidic 38 

technology. Although these xylose-utilizing strains possessed different xylose metabolism 39 

pathways, they exhibited the “transient memory” phenomenon of xylose metabolism after 40 

changing the culture environment to synthetic complete-xylose medium, which named ‘xylose 41 

consumption memory (XCM)’ of S. cerevisiae in this study. According to the identification of 42 

protein acetylation, partial least squares analysis and the confirmatory test had verified that 43 

H4K5Ac affected the state of “XCM” in S. cerevisiae. Knockout of the acetylase-encoding genes 44 
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GCN5 and HPA2 enhanced the “XCM” of the strain. Protein acetylation analysis suggested that 45 

xylose induced perturbation in S. cerevisiae stimulated the rapid adaptation of strains to xylose 46 

environment by regulating the level of acetylation. 47 

Conclusions: All these results indicated protein acetylation modification is an important aspect 48 

that protein acetylation regulated the state of “XCM” in S. cerevisiae and thus determine the 49 

environmental adaptation of S. cerevisiae. Systematically exploiting the regulation approach of 50 

protein acetylation in S. cerevisiae could provide valuable insights into the adaptation phenomena 51 

of microorganisms in complex industrial environments. 52 

Keywords: Xylose consumption memory; Protein acetylation; Xylose stress; Acetylation-related 53 

enzymes; Saccharomyces cerevisiae; H4K5; HPA2 54 

Background 55 

High dependence on fuel and gradual exhaustion of fossil energy has generated the need for 56 

an alternative renewable energy source. Biomass is an important renewable source obtained from 57 

energy crops, aquatic plants, forest biomass, and agricultural residues. Biofuels from biomass 58 

refinery have attracted more attention and have been considered to be the most promising 59 

alternative [1-3]. As the first generation bioethanol produced from food starch affected the 60 

availability of food to humans and consumed arable land [4], the second generation bioethanol had 61 

been developed using non-food lignocellulosic biomass to address the need of liquid fuel for 62 

vehicles [5-7]. Production of lignocellulosic bioethanol is mainly dependent on the constitutes of 63 

lignocellulosic biomass [8-10].The pentose and hexose polymerized carbohydrates in 64 

lignocellulosic biomass are the main compositions which can be converted into fermentable 65 

glucose and xylose, respectively, and then second-generation bioethanol. Xylose, as a kind of 66 
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pentose in lignocellulosic biomass, has the potential to be used by microorganisms to produce 67 

bioethanol [11, 12]. Besides, to reduce the cost of bioethanol, it is also necessary to maximize the 68 

utilization of these compositions especially completely convert the xylose. Many microorganisms 69 

have been chosen as suitable hosts for xylose conversion and various genetic engineered tools and 70 

approaches have been exploited to improve the conversion efficiency of xylose by these hosts. 71 

Among these microorganisms, S. cerevisiae has been favored not only because of its excellent 72 

tolerance against harsh industrial conditions, but also due to the sample genetic engineering tools 73 

available and the strong potential of xylose metabolism [13-15]. 74 

Generally, the strain cells can store the information about current environment when 75 

encountering environmental changes, which allows the strain responds quickly to utilize nutrients 76 

when returning to original environment again [16, 17]. In a study of galactose memory, the 77 

memory-induced GAL genes (GAL1, GAL2, GAL7, and GAL10) in S. cerevisiae can be rapidly 78 

activated within 7 generations of division when the strain was cultured on galactose medium [18-79 

20]. The expression levels of the corresponding galactose metabolizing enzymes in S. cerevisiae 80 

changed correspondingly when the concentrations of glucose and galactose were transformed [21]. 81 

Heterokaryons formed by mating galactose-induced and un-induced S. cerevisiae cells were found 82 

to showed a memory phenotype when the placement of un-induced cell heterokaryons were placed 83 

in the galactose-induced -cell cytoplasm. This reveals that the cytoplasmic factor of in the 84 

galactose- induced cells contain substances that can induce this memory [19]. Since 85 

microorganisms can store those memories in the form of molecular interactions, this phenomenon 86 

generally called “transient memory” [22]. Epigenetic regulation plays a critical role in allowing 87 

organisms to adapt to their environment. Many previous studies have revealed that there is close 88 
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link between epigenetic and microorganism memory. It was previously found that after a period of 89 

adaptation in an environment lacking inositol, newly germinated progeny S. cerevisiae cells were 90 

able to rapidly maintain the homeostasis of the INO1 gene [18, 23-25], and the regulation of the 91 

INO1 gene is in turn influenced by multiple factors such as the SFL1 transcription factor, H2A.Z, 92 

and methylation of histone H3 [26, 27]. Sudden environmental changes may cause microbe 93 

entering protective state, exhibiting growth stagnation and slow growth [28]. Thus, epigenetic 94 

modification causes the regulation at the genetic level of microorganisms to generate “transient 95 

memory” in the metabolic network [29-31].  96 

Glucose is an ideal substrate for ethanol production by S. cerevisiae, but xylose generally can 97 

not be effectively consumed by wile-type S. cerevisiae. The engineering of xylose metabolism 98 

pathway in S. cerevisiae has been investigated and the bioconversion of xylose in lignocellulosic 99 

hydrolysates has been achieved by xylose-utilizing S. cerevisiae in previous studies. The next 100 

major question what we need to pay more attention is the behaviors of S. cerevisiae when S. 101 

cerevisiae is cultured on glucose and xylose in lignocellulose hydrolysates. As S. cerevisiae will 102 

switch from the culture environment with glucose to xylose during the fermentation progress, it 103 

could greatly affect the growth state and thus fermentation performance of the strain due to rapidly 104 

changing the fermentation environment. Previous studies confirmed that the environmental 105 

alterations caused epigenetic changes and stabilized the survival of cellular progeny. However, it 106 

is still unknown whether the epigenetic changes can alter protein acetylation in eukaryotic 107 

microorganisms and whether it can enable S. cerevisiae to adapt rapidly to the xylose culture 108 

environment and pass this ability to its progeny. Therefore, detailed information about the 109 

behaviors of S. cerevisiae on the culture change between glucose and xylose needs to be illustrated, 110 
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which should provide guidance for improving the xylose utilization performance. 111 

The present study aims to reveal the “transient memory” of S. cerevisiae induced by 112 

switching culture between synthetic complete-glucose medium (SG) and synthetic complete-113 

xylose medium (SX) and systematically elucidate the molecular mechanism of this phenomena 114 

during the culture switching process. The experiments were first designed by switching culture 115 

between SG and SX environment to induce the “transient memory” of S. cerevisiae. The protein 116 

acetylation analysis of xylose-induced S. cerevisiae had been employed to prospect the 117 

acetylation-related genes related to the xylose memory phenomena. The least-squares statistical 118 

analysis of protein acetylation data had been used to identify several key acetylation locations. The 119 

mutation of acetylation site was then conducted to validate the effects of specific acetylation site 120 

on xylose memory phenomenon. These results could be helpful to get insights into the adaptation 121 

phenomena of S. cerevisiae in new environments, guiding the fermentation process design for 122 

improving xylose utilization performance. 123 

Results 124 

Microfluidic culture validated the “XCM” of S. cerevisiae  125 

To obtain the xylose-utilizing S. cerevisiae strains for xylose adaptation study, the xylose 126 

reductase metabolizing the yYST201 strain (MATα, his3Δ1, leu2Δ0, lys2Δ0, and ura3Δ0) was 127 

constructed using BY4742 strain as the chassis, and the yYST218 strain (MATalpha, leu2-3, leu2-128 

112, ura3-52, and trp1-298 can1 cyn1 gal+) was constructed using L2612 strain as the chassis [32, 129 

33]. The reported xylose utilization the SQ-2(yYST009) strain in our lab was also employed in the 130 

present study [34] (Fig. 1A).  131 

These strains were first cultured in SG and then transferred to SX. After culturing for 24 132 
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hours, these strain cells were transferred to SX again, and cultured under SX for another 24 hours. 133 

Results showed that each chassis strain with specific metabolic pathway has individual xylose 134 

consumption and cell growth rate, indicating the different cell behaviors among these strains. 135 

Previous studied reported that S. cerevisiae can adapt quickly to the changed culture environment 136 

under the regulation of the stress-related genes, such as the high-salt environment [35]. As wild-137 

type S. cerevisiae will preferentially consume glucose and can not metabolize xylose, xylose could 138 

be as the changed culture environment like an "induction condition". Interestingly, the xylose 139 

consumption rate of the yYST218 strain in SX for 12 h for the first time was 0.108 g/h, and the 140 

xylose consumption rate for 12 h after the second transfer to SX was 0.243 g/h, and the xylose 141 

consumption rate increased by 1.24 times. It was also found that the xylose consumption rate of 142 

the yYST009 strain was increased by 0.48 times, and the xylose consumption rate of the yYST201 143 

strain was increased by 0.63 times. After transferring the strain cells to SX for the second time, it 144 

was observed that all the strains were able to consume xylose faster compared with that for the 145 

first inoculation. Results suggested that these xylose-utilizing strains with different xylose 146 

metabolism pathways exhibited the memory phenomenon of xylose metabolism after changing the 147 

culture environment to SX. 148 

Microfluidic technology could be an effective tool to observe the phenotypic changes of 149 

microbes by changing environment [36]. To validate whether S. cerevisiae can quickly adapt to the 150 

changing environment, a microfluidic device was employed to cultivate an ever-growing 151 

microbial population in the micro-growth chamber. Using this microfluidic technology, the 152 

memory phenomena could be evaluated by capturing and cultivating S. cerevisiae cells. During 153 

the culture, the budding daughter yeast cells would detach from the bottom hole of the micro-154 
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growth chamber by applying fluid pressure from the upstream of the cells. This helped us to 155 

determine each cell’s growth status on the budding station (Fig. 2A). The different xylose-utilizing 156 

strains were first activated in SG in test tubes, respectively. The different strain cells were then 157 

injected into the chip, respectively, so that enough capture structures can capture a single cell. At 158 

the same time, SG was injected into the main channel, and the medium flowing in the main 159 

channel was switched from SG to SX after 4 h culture (Fig. 2B). When the environment changes 160 

for the first time, all strains immediately entered a growth arrest state, suggesting that cell stopped 161 

dividing at this state. As the different strains possessed the capacity of xylose adaptation, the 162 

duration of the stasis phase varied from 2.5 h to 5 h. After the stasis phase, the strain cells will 163 

enter the recovery phase and gradually return to the normal state of division. A similar stagnation 164 

period of S. cerevisiae was observed when switched to SX from SG. After culturing in SX for 10 h 165 

the flowing medium in the main channel was switched to SG again. This environmental change 166 

did not cause the stagnation of cell growth, and the cells were able to switch to SG growth state 167 

without a trace. Finally, after 4 h culture in SG, the flowing medium in the main channel was 168 

switched to SX again. Interestingly, the second SX culture did not cause a significant metabolic 169 

burden on the cells, and the cell growth was restored in a shorter time compared with the first SX 170 

culture (Fig. 2C). According to the first and second delay period, the stagnation rate is obtained, 171 

and the stagnation rate of yYST24, yYST31, yYST48, yYST54, yYST55, and yYST201 are 172 

calculated to be 1.52, 2.07, 1.79, 1.96, 2.31, 1.58, respectively. Overall, comparing the strain 173 

growth state on SX for the first and the second time, results clearly suggested that S. cerevisiae 174 

culturing in SX again can significantly shorten the stagnation time to enable a faster grow rate 175 

than that for the first SX culture (Fig. 2D). The microfluidic culture had thus confirmed the 176 
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behaviors of the memory for the xylose-utilizing S. cerevisiae. Through fermentation experiments 177 

and microfluidic experiments, it was found that the consumption ability of xylose by all S. 178 

cerevisiae after the xylose culture was accelerated, just like S. cerevisiae remembered xylose, 179 

which named ‘xylose consumption memory (XCM)’ of S. cerevisiae in this study. 180 

Xylose-stress induced protein acetylation of S. cerevisiae  181 

The environmental stress will cause the changes of epigenetic regulation in plants and 182 

animals, and these changes could be inherited for several generations [37]. For example, previous 183 

studies found that the genome methylation on the growth of plants near the Chernobyl Reactor 184 

was changed under radiation stress tolerance conditions, which increased the stability of the 185 

genome [38, 39]. Generally, the ubiquitous epigenetic phenomenon involves all levels of gene 186 

regulation, and epigenetic modification controls various states of cell growth. As aforementioned, 187 

the cultivation of S. cerevisiae in an environment with the switch of xylose and glucose can be 188 

seen as "environmental pressure". This stress-induced environment was established for S. 189 

cerevisiae, which could be used to evaluate the epigenetic phenomenon of the strain cells. 190 

Protein acetylation is an important epigenetic modification, which is helpful to discover 191 

relationships between epigenetic modification and “XCM” phenomena. To analyze the potential 192 

epigenetic modification of S. cerevisiae, the culture strategy was furth designed to obtain the 193 

protein acetylation information. In details, the yYST218 strain with xylose-utilizing ability was 194 

continuously subcultured in SG for 9 d (D9) and make the cells fully adapt to the growth 195 

environment in SG. The yYST218 strain was then transferred to SX for continuous subculture for 196 

6 d (D9X6) and make the strain fully adapt to the culture environment of SX, induces the ability 197 

of the bacteria to produce memory for xylose. Finally, the yYST218 strain was transferred to SG 198 
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and cultured for 9 d (D9X6D9), so that it will completely loss the memory to xylose metabolism 199 

ability (Fig. 3A). The potential protein acetylation of these cells had further been conducted using 200 

tandem mass tags (TMT) labeling and Kac affinity enrichment followed by high-resolution liquid 201 

chromatography-tandem mass spectrometry (LC-MS/MS) analysis. The quantitative lysine 202 

acetylome analysis was performed in pair of S. cerevisiae strains. Altogether, 871 lysine 203 

acetylation sites in 420 protein groups had been identified, among which 841 lysine acetylation 204 

sites in 403 proteins had been quantified. The fold-change cutoff was set as proteins with 205 

quantitative ratios above 1.2 or below 0.83 were deemed significant. Among these quantified sites, 206 

41 lysine acetylation sites were up-regulated while 47 lysine acetylation sites were down-regulated 207 

in D9X6 vs D9. 3 lysine acetylation sites were up-regulated while 36 lysine acetylation sites were 208 

down-regulated in D9X6D9 vs D9. 23 lysine acetylation sites were up-regulated while 51 lysine 209 

acetylation sites were down-regulated in D9X6D9 vs D9X6(Fig. 3B).  210 

These results suggested that the behaviors of xylose-utilizing S. cerevisiae induced by the 211 

switch of SG and SX medium could be closely related to protein acetylation modification. 212 

However, different protein acetylation sites could have different correlations with the xylose 213 

utilization and thus the behaviors of xylose-utilizing S. cerevisiae. Therefore, it is very important 214 

to predict key protein acetylation sites by identifying the potential characteristic sites and their 215 

inferences on related regulatory network, which could be facilitate to understand the molecular 216 

mechanism of “XCM”. A new partial least squares deep regression method was employed to 217 

analyze the protein acetylation. To compare xylose D9, D9X6 and D9X6D9, the prediction model 218 

of acetylation sites had been further optimized. Three culture scenarios, including D9, D9X6 and 219 

D9X6D9, were transformed into 3 binary classification problems (6 samples, 3 positive and 3 220 
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negative). The most judgmental sites had been identified using the partial least squares depth 221 

regression algorithm. After removing the sites with missing values, 324 sites (variables) remained 222 

in the acetylation group. Combined with the variable importance index (VIP), all variables had 223 

been arranged in descending order of importance (Additional file 3). The larger the VIP value, the 224 

more important the acetylation site is. In the comparison of D9X6 vs D9, it is found that the VIP 225 

values of H4K5, H4K8, H3K27, and H4K16 are 1.3136, 1.3135, 1.3122, and 1.3111 respectively, 226 

which are larger than the VIP values of other acetylation sites. In the comparison of D9X6 vs 227 

D9X6D9, it is found that the VIP values of H4K5, H4K8, H3K27, and RPL37AK51 are 1.3529, 228 

1.3527, 1.3514, and 1.3511 respectively, which are larger than the VIP values of other acetylation 229 

sites. The result indicated that the acetylation sites including H4K5Ac, H4K8Ac, H3K27Ac may 230 

play an important role in “XCM” (Fig. 3C). 231 

H4K5 and H4K8 acetylation regulated the “XCM”  232 

Several key protein acetylation sites had been identified in the xylose-utilizing S. cerevisiae 233 

by aforementioned analysis. It is necessary to further evaluate the specific correlations between 234 

these sites and “XCM”. Two acetylation sites, H4K5 and H4K8, had been selected according to 235 

VIP indicators. The lysines at H4K5 and H4K8 positions were mutated to arginine, by which the 236 

ability of acetylation was eliminated. The corresponding mutate the yYST210 (H4K5R) and 237 

yYST211 (H4K8R) strains were obtained. To evaluate the “XCM” behavior of these mutation, the 238 

strains were subcultured in SX for 8 d. After that, these strains were transferred to SG and cultured 239 

for 0, 8, 12, 16, and 20 d, respectively. Finally, these strains after culture in SG were transferred to 240 

SX to evaluate the ability of “XCM”. For these experiments, xylose consumption was analyzed at 241 

the same culture time (Fig. 4A). Interestingly, results clearly showed that the loss of acetylation at 242 
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H4K5 site significantly accelerated xylose consumption ability by the mutate strain, while the loss 243 

of acetylation at H4K8 site slightly changed the xylose consumption ability during the culture 244 

process. Moreover, the xylose consumption ability of the yYST211 strain (H4K8R) and the 245 

control strain (yYST218) were basically stable and similar after 8 d continuous culture in SG. 246 

After 20 d consecutive culture in SG, the xylose consumption ability of these three strains did not 247 

change significantly (Fig. 4B-4F). The mutate strains were constructed and induced to possess the 248 

ability memory of “XCM” and then to gradually lose “XCM” ability by cultivating them in SG. 249 

These strains lost “XCM” were transferred to SX and cultured for 58 hours. The xylose 250 

consumption obtained was compared to obtain the xylose forgetting value. The xylose forgetting 251 

value of various strains had been calculated based on equation S5 in methods. Through 252 

calculations, it is found that the forgetting values of Control, H4K5 and H4K8 are 3.708, 2.504, 253 

and 3.373 respectively, and the forgetting values of Control and H4K5 have changed significantly. 254 

Interestingly, the loss of acetylation at H4K5 and H4K8 both promoted the xylose consumption 255 

ability, while the loss of acetylation at H4K5 also decreased the forgetting speed of “XCM” in S. 256 

cerevisiae (Fig. 4G). Through this result, we found that changes in the function of a single 257 

acetylation site will affect the ability of S. cerevisiae to consume xylose. 258 

Acetylation-related enzymes enhanced “XCM” 259 

Aforementioned results suggested that the acetylation modification of a single site would 260 

impact the “XCM”, however, how global acetylation changes influence the “XCM” was still 261 

unknown. The impact of acetylation-related enzymes on “XCM” were thus further investigated. 262 

Representative acetylases (ELP3, GCN5, SAS3, and HPA2) and four deacetylases (HDA1, HOS2, 263 

HST1, and RPD3) were selected as they are closely related to the acetylation[40]. These 8 genes 264 
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were knocked out individually to evaluate the effects of the deletion of these enzymes on “XCM”, 265 

respectively. In details, these strains were cultured in SG for 48 h, and then transferred to SX for 266 

24 h. Xylose concentration was measured at the same culture time. These strains had a preliminary 267 

memory of xylose metabolism after 24 h culture on SX, and then transferred them to SX (Fig. 5A). 268 

Through the above process, the two states that did not produce xylose consumption and the 269 

memory of xylose consumption have been produced are compared, and the changes in xylose 270 

consumption ability of the strain are analyzed (Fig. 5B-5I). Results showed that the knockout of 271 

these genes affected “XCM” at varying degrees. It is interesting to find that knockout of these 272 

genes reduced the rate of xylose consumption ability by S. cerevisiae, but the behaviors of “XCM” 273 

depended on these genes. The xylose memory value of various strains had been calculated based 274 

on equation S6 in methods. Results showed that the memory value of the yYST218 of control 275 

strain was 1.16. After knocking out the acetylase HOS2, the memory value of the yYST246 strain 276 

increased to 1.49. Knock-out of acetylase GCN5 and HPA2 significantly increased the memory 277 

value of the yYST250 and yYST251 strains to 2.06 and 3.00, respectively. Knock-out of other 278 

acetylation-related enzymes had no significant effect on the memory value of xylose (Fig. 5J). All 279 

these results suggested the representative acetylases (GCN5, HPA2) were key acetylation-related 280 

enzymes to enhance the “XCM” ability of S. cerevisiae as compared with other acetylases and 281 

deacetylases selected in the present study. 282 

Discussion 283 

The mechanism of the cellular memory phenomenon could involve in several aspects, such as 284 

specific protein molecules and epigenetic modifications of proteins[23, 24, 26, 27]. In the present 285 

study, protein acetylation modification of S. cerevisiae has been investigated to evaluate their 286 
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correlation with “XCM”. Two xylose utilization states of strains, that is, no memory of xylose 287 

consumption and memory of xylose consumption, had been induced with or without xylose stress. 288 

The observation of the growth status of single cells by a microfluidic device confirmed that the 289 

strain cells still maintained the “XCM” state for multiple generations after leaving the xylose 290 

environment. However, this “XCM” did not exist stably as it is deeply affected by protein post-291 

translational modifications and can be passed on to future generations to function. This established 292 

approach could be used as a general strategy for the study of “transient memory” phenomena in 293 

other organisms or under other stressful environments. The similar memory phenomena of S. 294 

cerevisiae on the galactose system had been observed, suggesting that the memory phenomena of 295 

S. cerevisiae can be induced under specific stress conditions [41, 42]. Post-translational 296 

modification of proteins is a key regulatory mechanism in the strain cells to fine-tune protein 297 

function and adapt the stress conditions. The lysine acetylation generally occurs on thousands of 298 

proteins in various cellular metabolic processes and plays an important role in metabolic 299 

regulation [43]. 300 

The regulation of xylose by acetylation modification had not been fully revealed in S. 301 

cerevisiae. Using the partial least squares deep regression method, the protein acetylation 302 

identification facilitates the discovery of the key acetylation site (H4K5Ac) in S. cerevisiae after 303 

the conversion from SG to SX. When switching the strain from SG to SX, the acetylation level of 304 

H4K5 had significantly changed, which was supported by previous studies as glucose affects 305 

histone acetylation [44]. The variation of culture environment may affect the production of acetyl-306 

CoA and the growth state of cells, thereby affecting the acetylation of histone and the speed of cell 307 

proliferation and division [45-47]. The acetylation capacity of H4K5 in S. cerevisiae was 308 
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eliminated by mutating H4K5 to a constitutive deacetylation state (R), which enhanced the xylose 309 

depletion capacity and promoted the “XCM” ability. H4 is a subunit of histone, the main protein 310 

component of chromatin [48-50]. Together with DNA fragments, histones constitute the basic 311 

structure of the genome [51]. Their specific locations make histone modifications important in 312 

transcriptional regulation, DNA repair, chromatin cohesion, and environmental adaptation [52]. It 313 

is possible that the changes in acetylation capacity of the H4K5 site alters the charge state of the 314 

modified disability, interfering with the histidine-histone or histidine-DNA electrostatic 315 

interactions and thus leading to a shift in chromatin state to cause a series of regulatory disorders 316 

[52]. Since xylose metabolism affects the center of cellular energy metabolism via the pentose 317 

phosphate pathway and acetyl coenzyme A is closely related to energy metabolism [53], other 318 

acetylation sites may affect the growth state of the cells in the same way. 319 

The information about post-translational modifications of H4K5Ac on “XCM” in xylose 320 

provided good models to explore the regulation and function of histone acetylation site. However, 321 

other possible effects, such as the regulation of acetylases and deacetylases, could not be 322 

discharged. Post-translational modifications of histones are essential for the regulation of gene 323 

expression in eukaryotes. In our study of the memory capacity of the bacterium for xylose 324 

depletion, we found that two genes associated with acetylation (GCN5 and HPA2) knocked out 325 

individually affected the memory capacity of the bacterium for xylose depletion, resulting in an 326 

increase in the memory value of the S. cerevisiae. GCN5 is a histone acetyltransferase that can 327 

catalyze the post-translational modification of multiple lysine sites of histone H3 by transferring 328 

acetyl groups to the free amino groups of lysine residues [54]. GCN5 has a direct correlation with 329 

cell growth, in vivo transcription, and in vivo GCN5-dependent histone acetylation at the HIS3 330 
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promoter [55, 56]. HPA2 is a S. cerevisiae protein, a member of the GNAT superfamily, which was 331 

tested in vitro and can acetylate histones H3K14, H4K5 and H4K12 [57]. In contrast, losing H4K5 332 

acetylation function in S. cerevisiae slowed down the forgetting of “XCM” in S. cerevisiae, and 333 

knocking out the HPA2 gene significantly improved the “XCM” in S. cerevisiae. These results 334 

suggested that H4K5Ac and HPA2 played an important role in “XCM” of S. cerevisiae. There is a 335 

reciprocal regulation between cell metabolism and epigenetic modifications. The cellular 336 

metabolism influenced the histone modifications, while the alteration of epigenetic modifications 337 

on metabolic genes can in turn regulate the expression of metabolic genes. This relationship could 338 

provide a more rapid and flexible way for cells to adapt to the changes of the culture environment. 339 

Overall, the lysine acetylation could be critical to regulate the “XCM” of S. cerevisiae under a 340 

xylose-stress condition. The molecular mechanism analysis of the “XCM” could provide a new 341 

strategy for the adaptation of S. cerevisiae to the complex conditions, such as nitrogen source 342 

alteration and inhibitor stress. 343 

Conclusions 344 

The “XCM” in S. cerevisiae have been induced with a switch of culture modes and the 345 

molecular mechanisms associated with “XCM” had been systematically elucidated from a protein 346 

acetylation perspective. Protein acetylation perturbated and regulated multigene pathways, which 347 

in turn affected the “XCM” of S. cerevisiae. The multiple technologies had been employed to 348 

identify the acetylation sites and alter the acetylation modifying related enzymes, and the results 349 

confirmed that acetylation modifications significantly affected the ability of “XCM” in S. 350 

cerevisiae. A systematic exploration of the regulation of protein acetylation in S. cerevisiae 351 

provides valuable insights into the regulation of microbial adaptation to changes in complex 352 
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industrial environments. 353 

Methods 354 

Strains and plasmids 355 

Strains used in this study are summarized in Additional file 1: Table S1. All primers were 356 

synthesized by Genewiz (China) and listed in Additional file 1: Table S2. S. cerevisiae L2612 357 

(MATa, leu2-3, leu2-112, ura3-52, and trp1-298 can1 cyn1 gal+), BY4742 (MATα, his3Δ1, 358 

leu2Δ0, lys2Δ0, and ura3Δ0), syn Ⅱ, Ⅲ, Ⅵ & Ⅸ (MATα, his3Δ1, leu2Δ0, lys2Δ0, and ura3Δ0) 359 

were used for constructing recombinant strains. E. coli Top10 (purchased from Beijing Biomedical 360 

Co., Ltd.) was used for gene cloning and plasmid construction. The required promoters and 361 

terminators were amplified from S. cerevisiae (S288C), and the genes were synthesized by 362 

GenScript China Inc. and then assembled using Vazyme' ClonExpress MultiS One Step Cloning 363 

Kit (C113). 364 

Media and culture condition 365 

S. cerevisiae strains were cultivated in a liquid SG medium (6.7 g/L yeast nitrogen base 366 

without amino acids, 20 g/L glucose, 0.1 g/L leucine, 0.02 g/L histidine, 0.02 g/L uracil and 0.02 367 

g/L tryptophan)，SX medium (6.7 g/L yeast nitrogen base without amino acids, 20 g/L xylose, 0.1 368 

g/L leucine, 0.02 g/L histidine, 0.02 g/L uracil and 0.02 g/L tryptophan), synthetic complete 369 

medium without uracil (6.7 g/L yeast nitrogen base without amino acids, 20 g/L glucose, 0.1 g/L 370 

leucine, 0.02 g/L histidine, and 0.02 g/L tryptophan).  SG medium and SX medium were filtered 371 

through a 0.2-µm filter and F127 were added to make a final concentration of 0.5% before 372 

injection into the microfluidic system. 100 mg/L ampicillin was added into the Luria–Bertani 373 

medium (10 g/L peptones, 5 g/L yeast extract, and 5 g/L sodium chloride) used to cultivate E. coli. 374 
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Fermentation experiments 375 

The effect of induction time of the S. cerevisiae strain in SX medium or SG medium on 376 

xylose consumption ability was comparatively analyzed. Fermentations were performed in 250-377 

mL triangular flasks at 30 °C, 200 rpm, and a volume of 100 mL.  High-throughput fermentation 378 

assays were performed using 96-well plates at 30 °C, 900 rpm, and a volume of 230 µL with a 379 

medium of choice (SG or SX). Samples were filtered through 0.2-µm filters before injection into 380 

the high-performance liquid chromatography (HPLC) system. Xylose concentration in the 381 

fermentation medium was analyzed by HPLC (Waters e2695/2414) using an Aminex HPX-87H 382 

ion-exchange column (Bio-Rad, Hercules, USA). The mobile phase was 0.5 mM H2SO4 at a flow 383 

rate of 0.6 mL/min and the column temperature was 65℃. 384 

Microfluidic culturing and testing 385 

A microfluidic channel integrated with YRot traps was employed in this study [58]. The 386 

microfluidic channel has an inlet for the injection of cell suspension and medium, a cell-trap array 387 

for single-cell culturing, and an outlet for waste collection. The trap comprises two “L-shaped” 388 

pillars, together forming a wide upstream opening for holding cells and an orifice downstream for 389 

the dissection of mature daughter cells. 390 

The microfluidic channel was fabricated by the standard polydimethylsiloxane (PDMS)-391 

based soft-lithography process. First, a SU-8 (SU-8 3010, MicroChem Co., USA) master mold 392 

was patterned onto a 4-inch silicon wafer using photolithography, followed by silanization with 393 

trichloro (1H,1H,2H,2H-perfluorooctyl) silane (Sigma-Aldrich Co., USA) in the vapor phase. 394 

Subsequently, the mixture of PDMS oligomer and cross-linking polymer (Sylgard 184, Dow 395 

Corning Co., USA) with a weight ratio of 10:1 was poured onto the master mold and was then 396 
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degassed by vacuum pumping and cured by baking at 90 °C for 2 h. The PDMS replicas were then 397 

carefully peeled off from the master mold, cut into pieces, and holes were punched for the inlet 398 

and outlet. The PDMS sheet was irreversibly bonded onto a glass slide by the treatment with 399 

oxygen plasma. 400 

In this experiment, the microchannel was first sterilized using 75% ethanol injected from the 401 

inlet and baked at 100 °C overnight for residual liquid evaporation. The cell suspension was then 402 

injected into the channel at a flow rate of 5 µL/min for 5 min, and then the inlet was switched for 403 

fresh SG medium for long-term culturing at a flow rate of 10 µL/min. During the experiments, the 404 

microfluidic chip was clamped by a customized holder, with its inlet and outlet connected to a 405 

glass syringe and waste collection, respectively. The whole system was together kept on an 406 

inverted confocal microscope (FV3000, Olympus Co., Japan) and then imaged using a 20× 407 

objective lens (UCPLFLN, 0.7 NA, Olympus Co., Japan, correction ring adjusted to 0.5 mM). 408 

Bright-field images were automatically scanned at intervals of 10 min using a software workflow 409 

(FV31S-SW, Olympus Co., Japan). The Z-axis Drift Compensation system (IX3-ZDC2, Olympus 410 

Co., Japan) allowed the sharp focusing of samples throughout the imaging period. 411 

Protein acetylation analysis of S. cerevisiae strains 412 

For the preparation of the yYST218 strain, first it was cultured in the SG medium for 9 d with 413 

continuous passages and labeled as D9 (xylose before memory). It was then transferred to SX 414 

medium for 6 d with continuous passages and labeled as D9X6 (xylose after memory). It was 415 

finally transferred to SG medium for 9 d and labeled as D9X6D9. (xylose memory disappearance). 416 

The cells were cultured at 30℃ and 200 rpm. Cells at the middle of the logarithmic growth cycle 417 

were harvested. We used an integrated approach involving TMT labeling, HPLC fractionation, 418 
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Kac antibody affinity enrichment, and LC-MS/MS to quantify the dynamic changes in the whole 419 

acetylome. The quantitative ratio over 1.2 was considered up-regulation while a quantitative ratio 420 

below 0.83 was considered as down-regulation. To further understand the function and feature of 421 

the identified and quantified proteins, we performed gene annotation based on different categories 422 

such as gene ontology (GO), domain, pathway, and subcellular localization. Both the identified 423 

and quantifiable proteins were annotated. Comparison group-based clustering was performed for 424 

D9X6 vs. D9, D9X6D9 vs. D9, and D9X6D9 vs. D9X6 groups. Bioinformatics analyses such as 425 

GO annotation, domain annotation, subcellular localization, Kyoto Encyclopedia of Genes and 426 

Genomes pathway annotation, and functional cluster analysis were performed to annotate the 427 

quantifiable lysine-acetylated targets in response to drug treatment. Based on the results, further 428 

studies, including quantitative lysine acetylome analysis, were performed. 429 

XCM-related acetylation site prediction 430 

Before training the dataset, we preprocessed the assay data, considering that each state has 431 

only 3 samples, and if a test value is missing for one sample, several samples of that type will not 432 

have the value of that gene. Therefore, these genes were excluded from the analysis. Partial least 433 

square (PLS) is an efficient statistical classification technique suitable for analyzing high-434 

dimensional data and genomic and proteomic data, especially for the problems of classification 435 

and dimension reduction in bioinformatics and genomics[59]. PLS is a commonly used feature 436 

extraction algorithm. This algorithm is based on the idea of latent variables that model the 437 

relationship between the input variable Xn×m (n: loci, m: samples) and the response variable 438 

Y1×m (in the case of D9 vs. D9X6, Y is a column vector like [1, 1, 1, –1, –1, –1], wherein D9 439 

corresponds to 1 and D9X6 corresponds to –1). Instead of identifying the hyperplanes of 440 
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minimum variance between the response and independent variables, it identifies a linear 441 

classification model by projecting the predicted variables and the observed variables to a new 442 

lower space. This is highly suitable for the analysis of high-dimension, low-sample size data in 443 

bioinformatics and synthetic biology. For more convincing results, we explored the VIP to 444 

calculate the importance of each site to the response variable, which is the basis for selecting the 445 

signature sites[60]. 446 

 VIP=√p×(q/sum(s)) (S1) 

where p is the number of genes in the training dataset , and 447 

 s=diag(𝑻′×T×Q×Q') (S2) 

 q=𝒔′ × w (S3) 

where the parameters T, Q, and w are calculated using PLS; w is the unitized form of W. 448 

Gene site-directed mutagenesis and deletions 449 

Site-directed mutagenesis and knockout of genes were performed using clustered regularly 450 

interspaced short palindromic repeat-associated Cas9 nuclease. The protospacer adjacent motif 451 

(PAM) sequences of guide RNAs (gRNAs) were designed using E-CRISP Design (http://www.e-452 

crisp.org/E-CRISP/designcrispr.html) [61]. The sequences of gRNAs used in this study are 453 

summarized in Additional file 1: Table S3. HDA1 knockout of the yYST45 strain was performed. 454 

The GFP marker protein was first excised by Not1 digestion of the pYST06 plasmid, followed by 455 

the joining of PAM sequence together by polymerase chain reaction (PCR) using gRNA-HDA1–456 

1-F and gRNA-HDA1–1-R primers, ligation to the pYST006 plasmid, and verification of the 457 

generated clone by sequencing. Two simultaneous PCR reactions were performed. One fragment 458 

was amplified using primers OE-P142–1-F/OE-P142–2-R, whereas the other was amplified using 459 

OE-P142–3-F and OE-P142–4-R primer pairs. These two fragments were then used as templates 460 



 

 22 

and overlapped in the second PCR reaction to obtain full-length homologous arms. The ligated 461 

products carrying the gRNA sequence and the knockout homologous arm were then transformed 462 

into the Top10 receptor cells to obtain the corresponding plasmids. These plasmids were 463 

sequenced to ensure that the appropriate strains were obtained. The appropriate homologous arm 464 

fragments were obtained by Bam I and Hind III digestion, and the purified plasmids and 465 

homologous arm fragments were then transformed simultaneously into S. cerevisiae yYST218 to 466 

obtain the corresponding strains. 467 

Stagnation rate, forgetting value and memory value 468 

S. cerevisiae cultured in microfluidics，ccording to the first and second delay period, the 469 

stagnation rate is obtained. 470 

 Forgetting value=
𝑨𝑩 

(S4) 

A is cell stagnation growth time during the first SX culture in microfluidic, B is cell 471 

stagnation growth time during the second SX culture in microfluidic. 472 

These strains lost xylose metabolism memory were transferred to SX and cultured for 58 473 

hours. The xylose consumption obtained was compared to obtain the xylose forgetting value. 474 

 Forgetting value=
𝑪𝑫 

(S5) 

C is S. cerevisiae were cultured in SX continuously for 6 days and transferred to SX for 58 475 

hours to measure the consumption of xylose., D is S. cerevisiae were cultured in SX continuously 476 

for 6 days, then transferred to SG for 8 days, and finally transferred to SX for 58 hours to measure 477 

the xylose consumption. 478 

Compare the xylose consumption rate of strains after the xylose memory 24 h with strains 479 

before the xylose memory is generated. 480 
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 Memory  value=
𝑬𝑭 

(S6) 

E is S. cerevisiae were continuously incubated in SG for 8 d, then transferred to SX for 24 h. 481 

and finally transferred to SX for 24 hours to measure the xylose consumption., F is S. cerevisiae 482 

were cultured in SG continuously for 8 days and transferred to SX for 24 hours to measure the 483 

consumption of xylose. 484 

Abbreviations 485 

S. cerevisiae: Saccharomyces cerevisiae 486 

XCM: Xylose Consumption Memory 487 

PLS: Partial Least Squares 488 

E. coli: Escherichia coli 489 

SG: synthetic complete-glucose medium 490 

SC-Ura: SC medium without uracil 491 

SX: synthetic complete-xylose medium 492 

TMT: Tandem Mass Tags 493 

LC-MS/MS: Liquid Chromatography-tandem Mass Spectrometry  494 

PAM: Protospacer Adjacent Motif 495 

gRNAs: guide RNAs 496 

CRISPR: Clustered Regularly Interspaced Short Palindromic Repeat 497 

Acknowledgements 498 

Not applicable. 499 

Authors’ contributions 500 

YST conceived and designed the study, performed experiments, analyzed data, and drafted the 501 



 

 24 

manuscript. YYW, and QEH performed experiments. BZL, ZHL, ZZ and KS designed and 502 

supervised the research, and revised the manuscript. YJY supervised the project. All authors read 503 

and approved the final manuscript. 504 

Funding 505 

This work was funded by Tianjin Fund for Distinguished Young Scholars (19JCJQJC63300) and 506 

the National Natural Science Foundation of China (21576198). 507 

Availability of data and materials 508 

The datasets generated during this study are included in this published article and its Additional 509 

files 1, 2 and 3. 510 

Ethics approval and consent to participate 511 

Not applicable. 512 

Consent for publication 513 

All authors approved the manuscript. 514 

Competing interests 515 

The authors declare that they have no competing interests. 516 

References 517 

1. Zhong C, Cao YX, Li BZ, Yuan YJ: Biofuels in China: past, present and future. Biofuels, 518 

Bioproducts and Biorefining: Innovation for a sustainable economy 2010, 4:326-342. 519 

2. Zhou H, Cheng JS, Wang BL, Fink GR, Stephanopoulos G: Xylose isomerase overexpression 520 

along with engineering of the pentose phosphate pathway and evolutionary engineering 521 

enable rapid xylose utilization and ethanol production by Saccharomyces cerevisiae. Metab 522 

Eng 2012, 14:611-622. 523 



 

 25 

3. OECD, Food, Nations AOotU: OECD-FAO Agricultural Outlook 2020-2029. 2020. 524 

4. Ho DP, Ngo HH, Guo W: A mini review on renewable sources for biofuel. Bioresour Technol 525 

2014, 169:742-749. 526 

5. Balat M, Balat H, Öz C: Progress in bioethanol processing. Progress in Energy and 527 

Combustion Science 2008, 34:551-573. 528 

6. Thompson W, Meyer S: Second generation biofuels and food crops: Co-products or 529 

competitors? Global Food Security 2013, 2:89-96. 530 

7. Achinas S, Euverink GJW: Consolidated briefing of biochemical ethanol production from 531 

lignocellulosic biomass. Electronic Journal of Biotechnology 2016, 23:44-53. 532 

8. Kumar A, Singh LK, Ghosh S: Bioconversion of lignocellulosic fraction of water-hyacinth 533 

(Eichhornia crassipes) hemicellulose acid hydrolysate to ethanol by Pichia stipitis. Bioresour 534 

Technol 2009, 100:3293-3297. 535 

9. Kim JH, Block DE, Mills DA: Simultaneous consumption of pentose and hexose sugars: an 536 

optimal microbial phenotype for efficient fermentation of lignocellulosic biomass. Appl 537 

Microbiol Biotechnol 2010, 88:1077-1085. 538 

10. Limayem A, Ricke SC: Lignocellulosic biomass for bioethanol production: Current 539 

perspectives, potential issues and future prospects. Progress in Energy and Combustion 540 

Science 2012, 38:449-467. 541 

11. Kricka W, Fitzpatrick J, Bond U: Challenges for the production of bioethanol from biomass 542 

using recombinant yeasts. Adv Appl Microbiol 2015, 92:89-125. 543 

12. Zha J, Hu M, Shen M, Li B, Wang J, Yuan Y: Balance of XYL1 and XYL2 expression in different 544 

yeast chassis for improved xylose fermentation. Frontiers in microbiology 2012, 3:355. 545 



 

 26 

13. Kwak S, Kim SR, Xu H, Zhang GC, Lane S, Kim H, Jin YS: Enhanced isoprenoid production from 546 

xylose by engineered Saccharomyces cerevisiae. Biotechnol Bioeng 2017, 114:2581-2591. 547 

14. Lane S, Dong J, Jin YS: Value-added biotransformation of cellulosic sugars by engineered 548 

Saccharomyces cerevisiae. Bioresour Technol 2018, 260:380-394. 549 

15. Zhang R-K, Tan Y-S, Cui Y-Z, Xin X, Liu Z-H, Li B-Z, Yuan Y-J: Lignin valorization for 550 

protocatechuic acid production in engineered Saccharomyces cerevisiae. Green Chemistry 551 

2021. 552 

16. Davidson EH, Rast JP, Oliveri P, Ransick A, Calestani C, Yuh CH, Minokawa T, Amore G, Hinman 553 

V, Arenas-Mena C, et al: A genomic regulatory network for development. Science 2002, 554 

295:1669-1678. 555 

17. Vladimirov N, Sourjik V: Chemotaxis: how bacteria use memory. Biol Chem 2009, 390:1097-556 

1104. 557 

18. Brickner DG, Cajigas I, Fondufe-Mittendorf Y, Ahmed S, Lee PC, Widom J, Brickner JH: H2A.Z-558 

mediated localization of genes at the nuclear periphery confers epigenetic memory of 559 

previous transcriptional state. PLoS Biol 2007, 5:e81. 560 

19. Zacharioudakis I, Gligoris T, Tzamarias D: A yeast catabolic enzyme controls transcriptional 561 

memory. Curr Biol 2007, 17:2041-2046. 562 

20. Kundu S, Peterson CL: Dominant role for signal transduction in the transcriptional memory 563 

of yeast GAL genes. Mol Cell Biol 2010, 30:2330-2340. 564 

21. Lohr D, Venkov P, Zlatanova J: Transcriptional regulation in the yeast GAL gene family: a 565 

complex genetic network. Faseb j 1995, 9:777-787. 566 

22. Schiera G, Di Liegro CM, Di Liegro I: Cell-to-Cell Communication in Learning and Memory: 567 



 

 27 

From Neuro- and Glio-Transmission to Information Exchange Mediated by Extracellular 568 

Vesicles. Int J Mol Sci 2019, 21. 569 

23. Light WH, Freaney J, Sood V, Thompson A, D'Urso A, Horvath CM, Brickner JH: A conserved 570 

role for human Nup98 in altering chromatin structure and promoting epigenetic 571 

transcriptional memory. PLoS Biol 2013, 11:e1001524. 572 

24. D'Urso A, Takahashi YH, Xiong B, Marone J, Coukos R, Randise-Hinchliff C, Wang JP, Shilatifard 573 

A, Brickner JH: Set1/COMPASS and Mediator are repurposed to promote epigenetic 574 

transcriptional memory. Elife 2016, 5. 575 

25. D'Urso A, Brickner JH: Epigenetic transcriptional memory. Curr Genet 2017, 63:435-439. 576 

26. Light WH, Brickner DG, Brand VR, Brickner JH: Interaction of a DNA zip code with the nuclear 577 

pore complex promotes H2A.Z incorporation and INO1 transcriptional memory. Mol Cell 578 

2010, 40:112-125. 579 

27. Brickner DG, Coukos R, Brickner JH: INO1 transcriptional memory leads to DNA zip code-580 

dependent interchromosomal clustering. Microb Cell 2015, 2:481-490. 581 

28. Ferullo DJ, Lovett ST: The stringent response and cell cycle arrest in Escherichia coli. PLoS 582 

Genet 2008, 4:e1000300. 583 

29. Chang DE, Smalley DJ, Conway T: Gene expression profiling of Escherichia coli growth 584 

transitions: an expanded stringent response model. Molecular microbiology 2002, 45:289-585 

306. 586 

30. Magnusson LU, Farewell A, Nyström T: ppGpp: a global regulator in Escherichia coli. Trends 587 

in microbiology 2005, 13:236-242. 588 

31. Alon U: Network motifs: theory and experimental approaches. Nature Reviews Genetics 589 



 

 28 

2007, 8:450-461. 590 

32. Sànchez i Nogué V, Narayanan V, Gorwa-Grauslund MF: Short-term adaptation improves the 591 

fermentation performance of Saccharomyces cerevisiae in the presence of acetic acid at 592 

low pH. Appl Microbiol Biotechnol 2013, 97:7517-7525. 593 

33. Nielsen F, Tomás-Pejó E, Olsson L, Wallberg O: Short-term adaptation during propagation 594 

improves the performance of xylose-fermenting Saccharomyces cerevisiae in simultaneous 595 

saccharification and co-fermentation. Biotechnol Biofuels 2015, 8:219. 596 

34. Zhu L, Li P, Sun T, Kong M, Li X, Ali S, Liu W, Fan S, Qiao J, Li S, et al: Overexpression of SFA1 in 597 

engineered Saccharomyces cerevisiae to increase xylose utilization and ethanol production 598 

from different lignocellulose hydrolysates. Bioresource Technology 2020, 313:123724. 599 

35. Guan Q, Haroon S, Bravo DG, Will JL, Gasch AP: Cellular memory of acquired stress 600 

resistance in Saccharomyces cerevisiae. Genetics 2012, 192:495-505. 601 

36. Lambert G, Kussell E: Memory and fitness optimization of bacteria under fluctuating 602 

environments. PLoS Genet 2014, 10:e1004556. 603 

37. Molinier J, Ries G, Zipfel C, Hohn B: Transgeneration memory of stress in plants. Nature 2006, 604 

442:1046-1049. 605 

38. Kovalchuk O, Burke P, Arkhipov A, Kuchma N, James SJ, Kovalchuk I, Pogribny I: Genome 606 

hypermethylation in Pinus silvestris of Chernobyl—a mechanism for radiation adaptation? 607 

Mutation Research/Fundamental and Molecular Mechanisms of Mutagenesis 2003, 529:13-608 

20. 609 

39. Kovalchuk I, Abramov V, Pogribny I, Kovalchuk O: Molecular aspects of plant adaptation to 610 

life in the Chernobyl zone. Plant Physiology 2004, 135:357-363. 611 



 

 29 

40. Chen J, Liu Q, Zeng L, Huang X: Protein Acetylation/Deacetylation: A Potential Strategy for 612 

Fungal Infection Control. Frontiers in Microbiology 2020, 11. 613 

41. Zacharioudakis I, Gligoris T, Tzamarias D: A yeast catabolic enzyme controls transcriptional 614 

memory. Current biology 2007, 17:2041-2046. 615 

42. Razinkov IA, Baumgartner BL, Bennett MR, Tsimring LS, Hasty J: Measuring competitive 616 

fitness in dynamic environments. The Journal of Physical Chemistry B 2013, 117:13175-617 

13181. 618 

43. Goudarzi A, Zhang D, Huang H, Barral S, Kwon OK, Qi S, Tang Z, Buchou T, Vitte AL, He T, et al: 619 

Dynamic Competing Histone H4 K5K8 Acetylation and Butyrylation Are Hallmarks of Highly 620 

Active Gene Promoters. Mol Cell 2016, 62:169-180. 621 

44. Friis RM, Wu BP, Reinke SN, Hockman DJ, Sykes BD, Schultz MC: A glycolytic burst drives 622 

glucose induction of global histone acetylation by picNuA4 and SAGA. Nucleic Acids Res 623 

2009, 37:3969-3980. 624 

45. Takahashi H, McCaffery JM, Irizarry RA, Boeke JD: Nucleocytosolic acetyl-coenzyme a 625 

synthetase is required for histone acetylation and global transcription. Mol Cell 2006, 626 

23:207-217. 627 

46. Cai L, Sutter BM, Li B, Tu BP: Acetyl-CoA induces cell growth and proliferation by promoting 628 

the acetylation of histones at growth genes. Mol Cell 2011, 42:426-437. 629 

47. Moussaieff A, Rouleau M, Kitsberg D, Cohen M, Levy G, Barasch D, Nemirovski A, Shen-Orr S, 630 

Laevsky I, Amit M, et al: Glycolysis-mediated changes in acetyl-CoA and histone acetylation 631 

control the early differentiation of embryonic stem cells. Cell Metab 2015, 21:392-402. 632 

48. Tan M, Luo H, Lee S, Jin F, Yang JS, Montellier E, Buchou T, Cheng Z, Rousseaux S, Rajagopal N: 633 



 

 30 

Identification of 67 histone marks and histone lysine crotonylation as a new type of histone 634 

modification. Cell 2011, 146:1016-1028. 635 

49. Dai L, Peng C, Montellier E, Lu Z, Chen Y, Ishii H, Debernardi A, Buchou T, Rousseaux S, Jin F: 636 

Lysine 2-hydroxyisobutyrylation is a widely distributed active histone mark. Nature 637 

chemical biology 2014, 10:365-370. 638 

50. Dai L, Peng C, Montellier E, Lu Z, Chen Y, Ishii H, Debernardi A, Buchou T, Rousseaux S, Jin F, et 639 

al: Lysine 2-hydroxyisobutyrylation is a widely distributed active histone mark. Nat Chem 640 

Biol 2014, 10:365-370. 641 

51. Luger K, Mäder AW, Richmond RK, Sargent DF, Richmond TJ: Crystal structure of the 642 

nucleosome core particle at 2.8 A resolution. Nature 1997, 389:251-260. 643 

52. Kouzarides T: Chromatin modifications and their function. Cell 2007, 128:693-705. 644 

53. Lin H, Su X, He B: Protein lysine acylation and cysteine succination by intermediates of 645 

energy metabolism. ACS Chem Biol 2012, 7:947-960. 646 

54. Espinola-Lopez JM, Tan S: The Ada2/Ada3/Gcn5/Sgf29 histone acetyltransferase module. 647 

Biochim Biophys Acta Gene Regul Mech 2021, 1864:194629. 648 

55. Wang L, Liu L, Berger SL: Critical residues for histone acetylation by Gcn5, functioning in Ada 649 

and SAGA complexes, are also required for transcriptional function in vivo. Genes Dev 1998, 650 

12:640-653. 651 

56. Kuo MH, Zhou J, Jambeck P, Churchill ME, Allis CD: Histone acetyltransferase activity of yeast 652 

Gcn5p is required for the activation of target genes in vivo. Genes Dev 1998, 12:627-639. 653 

57. Sampath V, Liu B, Tafrov S, Srinivasan M, Rieger R, Chen EI, Sternglanz R: Biochemical 654 

characterization of Hpa2 and Hpa3, two small closely related acetyltransferases from 655 



 

 31 

Saccharomyces cerevisiae. J Biol Chem 2013, 288:21506-21513. 656 

58. Xu X, Zhu Z, Wang Y, Geng Y, Xu F, Marchisio MA, Wang Z, Pan D: Investigation of daughter 657 

cell dissection coincidence of single budding yeast cells immobilized in microfluidic traps. 658 

Anal Bioanal Chem 2021, 413:2181-2193. 659 

59. Tan Y, Shi L, Tong W, Hwang GT, Wang C: Multi-class tumor classification by discriminant 660 

partial least squares using microarray gene expression data and assessment of classification 661 

models. Comput Biol Chem 2004, 28:235-244. 662 

60. Mehmood T, Warringer J, Snipen L, Sæbø S: Improving stability and understandability of 663 

genotype-phenotype mapping in Saccharomyces using regularized variable selection in L-664 

PLS regression. BMC Bioinformatics 2012, 13:327. 665 

61. Heigwer F, Kerr G, Boutros M: E-CRISP: fast CRISPR target site identification. Nat Methods 666 

2014, 11:122-123. 667 

 668 

Figure captions 669 

Figure 1 The construction of xylose-utilizing S. cerevisiae and their xylose consumption ability 670 

under different culture strategies in shake flask fermentation. A. Xylose metabolic pathway 671 

constructed in S. cerevisiae. B. The xylose consumption ability under different culture strategies, 672 

by which S. cerevisiae chassis cells were first cultured in synthetic complete-glucose medium (SG) 673 

or synthetic complete-xylose medium (SX) and then switched to SX. D represent S. cerevisiae was 674 

first cultured in SG and then switched to SX. X represent S. cerevisiae was first cultured in SX 675 

and then switched to SX again. 676 

Figure 2 Microfluidic technology validated the ‘xylose consumption memory (XCM)’ behaviors 677 
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of S. cerevisiae in changing culture environments. A. Schematic representation of the microfluidic 678 

device enabled free switching of culture medium and the micrograph of cells grown inside the 679 

growth chambers. B. Schematic representation of the time course experiments to monitor the 680 

behavior changes of S. cerevisiae during carbon-source shifts. C. Microfluidic technology to 681 

detect the germination time of S. cerevisiae strains under different culture modes. D. Stagnation 682 

rates of S. cerevisiae strains detected by the microfluidic technology. 683 

Figure3 The identification of protein acetylation in S. cerevisiae under different culture modes. A. 684 

The culture mode design and the cell sample acquisition flow chart. D9 indicates that the cells was 685 

cultured in synthetic complete-glucose medium (SG) for 9 d in continuous passages; D9X6 686 

indicates that the cells was cultured in SG for 9 d in continuous passages and then the cells was 687 

transferred to synthetic complete-xylose medium (SX) for 6 d in continuous passages; D9X6D9 688 

indicates that the cells was cultured in SG for 9 d, then the cells was transferred to SX for 6 d, and 689 

again the cells was transferred to SG for 9 d. B. Comparative plot of lysine acetylation site 690 

changes in the yYST218 strain under different culture modes. C. Least-squares method employed 691 

for analyzing the protein acetylation and variable importance index (VIP) plot according to the 692 

importance of the acetylation site. 693 

Figure 4 The loss of lysine acetylation site function regulated the ‘xylose consumption memory 694 

(XCM)’ behaviors of S. cerevisiae. a. Culture mode design induced the forgetting of “XCM”. The 695 

strains were continuously incubated in synthetic complete-xylose medium (SX) to induce the 696 

“XCM”, and the strains were transferred to synthetic complete-glucose medium (SG) for 0, 8, 12, 697 

16 and 20 d, respectively, and finally transferred to SX. B, C, D, E and F indicate the xylose 698 

consumption ability of the strains after the acetylation capacity loss at the acetylation sites of 699 
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yYST218 strain, H4K5R (yYST210) and H4K8R (yYST211). G. The strains were incubated in 700 

SX continuously to induce “XCM”, and the strains were then transferred to SG for 0 and 8 d, 701 

respectively, and finally incubated in SX for 58h. A smaller forgetting value represents slower 702 

forgetting and thus enhanced memory. *P<0.05 703 

Figure 5 The deletion of a single acetylation modifying enzyme regulated the ‘xylose 704 

consumption memory (XCM)’ behaviors of S. cerevisiae. A. The culture mode induced the “XCM” 705 

of S. cerevisiae. Xylose consumption was detected by transferring the cells to synthetic complete-706 

xylose medium (SX) after incubation in synthetic complete-glucose medium (SG). Then xylose 707 

consumption was detected by transferring to SX after incubation in SX for 24h. B, C, D, E, F, G, 708 

H and I are the knockdown of deacetylase and acetylase regulated the xylose consumption. D is 709 

the xylose consumption of the strains after incubation in SG for 24 h and SX. X is the xylose 710 

consumption of the strains after incubation in SX for 24 h and SX. J is the memory value of the 711 

acetylation-related enzyme knockdown assay, the larger the memory value the faster the memory, 712 

thus enhancing the memory. *P<0.05, ***P<0.001. 713 
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Figures

Figure 1

The construction of xylose-utilizing S. cerevisiae and their xylose consumption ability under different
culture strategies in shake �ask fermentation. A. Xylose metabolic pathway constructed in S. cerevisiae.
B. The xylose consumption ability under different culture strategies, by which S. cerevisiae chassis cells
were �rst cultured in synthetic complete-glucose medium (SG) or synthetic complete-xylose medium (SX)
and then switched to SX. D represent S. cerevisiae was �rst cultured in SG and then switched to SX. X
represent S. cerevisiae was �rst cultured in SX and then switched to SX again.



Figure 2

Micro�uidic technology validated the ‘xylose consumption memory (XCM)’ behaviors of S. cerevisiae in
changing culture environments. A. Schematic representation of the micro�uidic device enabled free
switching of culture medium and the micrograph of cells grown inside the growth chambers. B.
Schematic representation of the time course experiments to monitor the behavior changes of S.
cerevisiae during carbon-source shifts. C. Micro�uidic technology to detect the germination time of S.
cerevisiae strains under different culture modes. D. Stagnation rates of S. cerevisiae strains detected by
the micro�uidic technology.



Figure 3

The identi�cation of protein acetylation in S. cerevisiae under different culture modes. A. The culture
mode design and the cell sample acquisition �ow chart. D9 indicates that the cells was cultured in
synthetic complete-glucose medium (SG) for 9 d in continuous passages; D9X6 indicates that the cells
was cultured in SG for 9 d in continuous passages and then the cells was transferred to synthetic
complete-xylose medium (SX) for 6 d in continuous passages; D9X6D9 indicates that the cells was
cultured in SG for 9 d, then the cells was transferred to SX for 6 d, and again the cells was transferred to
SG for 9 d. B. Comparative plot of lysine acetylation site changes in the yYST218 strain under different
culture modes. C. Least-squares method employed for analyzing the protein acetylation and variable
importance index (VIP) plot according to the importance of the acetylation site.



Figure 4

The loss of lysine acetylation site function regulated the ‘xylose consumption memory (XCM)’ behaviors
of S. cerevisiae. a. Culture mode design induced the forgetting of “XCM”. The strains were continuously
incubated in synthetic complete-xylose medium (SX) to induce the “XCM”, and the strains were
transferred to synthetic complete-glucose medium (SG) for 0, 8, 12, 16 and 20 d, respectively, and �nally
transferred to SX. B, C, D, E and F indicate the xylose consumption ability of the strains after the



acetylation capacity loss at the acetylation sites of yYST218 strain, H4K5R (yYST210) and H4K8R
(yYST211). G. The strains were incubated in SX continuously to induce “XCM”, and the strains were then
transferred to SG for 0 and 8 d, respectively, and �nally incubated in SX for 58h. A smaller forgetting
value represents slower forgetting and thus enhanced memory. *P<0.05

Figure 5



The deletion of a single acetylation modifying enzyme regulated the ‘xylose consumption memory (XCM)’
behaviors of S. cerevisiae. A. The culture mode induced the “XCM” of S. cerevisiae. Xylose consumption
was detected by transferring the cells to synthetic complete-xylose medium (SX) after incubation in
synthetic complete-glucose medium (SG). Then xylose consumption was detected by transferring to SX
after incubation in SX for 24h. B, C, D, E, F, G, H and I are the knockdown of deacetylase and acetylase
regulated the xylose consumption. D is the xylose consumption of the strains after incubation in SG for
24 h and SX. X is the xylose consumption of the strains after incubation in SX for 24 h and SX. J is the
memory value of the acetylation-related enzyme knockdown assay, the larger the memory value the faster
the memory, thus enhancing the memory. *P<0.05, ***P<0.001.
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