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Abstract 

Background  The exact mechanism by which fungal strains sense insoluble cellulose is unknown, but research points 
to the importance of transglycosylation products generated by fungi during cellulose breakdown. Here, we used 
multi-omics approach to identify the transglycosylation metabolites and determine their function in cellulase induc-
tion in a model strain, Talaromyces cellulolyticus MTCC25456.

Results  Talaromyces sp. is a novel hypercellulolytic fungal strain. Based on genome scrutiny and biochemical analysis, 
we predicted the presence of cellulases on the surface of its spores. We performed metabolome analysis to show that 
these membrane-bound cellulases act on polysaccharides to form a mixture of disaccharides and their transglyco-
sylated derivatives. Inevitably, a high correlation existed between metabolite data and the KEGG enrichment analysis 
of differentially expressed genes in the carbohydrate metabolic pathway. Analysis of the contribution of the transgly-
cosylation product mixtures to cellulase induction revealed a 57% increase in total cellulase. Further research into the 
metabolites, using in vitro induction tests and response surface methodology, revealed that Talaromyces sp. produces 
cell wall-breaking enzymes in response to cellobiose and gentiobiose as a stimulant. Precisely, a 2.5:1 stoichiometric 
ratio of cellobiose to gentiobiose led to a 2.4-fold increase in cellulase synthesis. The application of the optimized 
inducers in cre knockout strain significantly increased the enzyme output.

Conclusion  This is the first study on the objective evaluation and enhancement of cellulase production using opti-
mized inducers. Inducer identification and genetic engineering boosted the cellulase production in the cellulolytic 
fungus Talaromyces sp.

Keywords  Cellulase, Inducer, Cellobiose, Talaromyces sp., Gentiobiose

Introduction
Soil-borne fungi can mediate plant biomass degradation 
[1, 2]. These fungi produce hydrolytic enzymes, which 
have been explored extensively for their use in biorefin-
eries [3–7]. Despite the available scientific knowledge on 
enzyme-based deconstruction of biomass, development 

of efficient enzyme cocktail for cost-effective release of 
fermentable sugars for biorefineries is still a major chal-
lenge [8, 9]. The genomes of these saprophytic fungi 
encode for a wide range of cellulolytic enzymes broadly 
categorized under Carbohydrate-Active enZymes 
(CAZymes). These are majorly grouped into five classes, 
namely, glycoside hydrolases (GHs), carbohydrate ester-
ases (CEs), polysaccharide lyases (PLs), glycosyl trans-
ferases (GTs), and auxiliary activities (AAs) in the CAZy 
database [10–15]. Among them, GHs, CEs, and PLs play 
an important role in plant cell wall degradation and are 
commonly referred to as cell wall degrading enzymes 
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(CWDEs). The efficient degradation of complex ligno-
cellulose into its monomers is highly dependent on the 
expression of these inducible CWDEs by the saprophytic 
fungi [16].

Trichoderma reesei is considered as powerhouse for 
production of cellulolytic enzymes at an industrial scale 
and has been widely studied for cellulase production. 
Over the decades, genetic engineering approaches have 
been employed to increase the cellulolytic potential of the 
fungus. CreA is a transcription factor that plays a major 
role in carbon catabolite repression (CCR) in cellulolytic 
fungi and has been shown to represses the expression of 
various cellulase genes [17]. T. reesei RUT C-30 contains 
a truncated creA and is therefore CCR free [17–19]. This 
strain is widely used for industrial cellulase production.

However, recent genomic and transcriptomic stud-
ies have shown that this fungus possess poor diversity of 
hydrolytic enzymes than other known cellulose-degrad-
ing fungal species and therefore cellulase cocktails 
developed from T. reesei require an additional supple-
mentation with accessory hydrolases to achieve com-
plete disintegration of the recalcitrant cellulose [20, 21]. 
Besides, recent reports have suggested that enzyme prep-
aration from different fungi outperform T. reesei-based 
enzymatic cocktail [22, 23], accentuating the need to 
explore for alternatives.

Along with identifying a hypercellulolytic fungus 
strain, there is a need to comprehend the process under-
lying cellulase secretion to meet industrial demand 
for enzymes. Cellulases being adaptive enzymes, their 
expression requires the presence of a soluble inducer. 
Although complex cellulose is an acknowledged inducer 
of cellulase biosynthesis, it cannot enter into the cell to 
initiate the induction cascade. Kubicek et  al., 2009 sug-
gested that the constitutive cellulases act on insoluble 
cellulose and release saccharides which induce cellulase 
production [24]. While various cellulose-derived oli-
gosaccharides, such as cellobiose, lactose, maltose, and 
sophorose, have been previously explored for their role as 
inducers, which showed low to moderate induction levels 
[25–28], the rational scrutiny of oligosaccharide inducers 
for cellulase production is still missing.

The present study aimed to unravel the cellulase 
inducers in hypercellulolytic strain using multi-omics 
approach. In the current study, we have identified a novel 
fungal strain, Talaromyces cellulolyticus, which outper-
formed industrial strains, such as T. reesei and A. niger, 
in terms of total protein and enzyme production. First, 
we sequenced the 35.6 Mb whole genome of the Talaro-
myces cellulolyticus encoding 11,032 proteins, of which 
more than 600 CDS encoded for CAZymes. Transcrip-
tomic and metabolomic analyses were performed to 
reveal the early metabolites and their role in cellulase 

induction. The ideal inducer combination identified 
using Plackett–Burman statistical design significantly 
enhanced the cellulase induction. Additionally, we evalu-
ated the effect of optimal inducer in the ΔcreA strain and 
observed remarkably improved biomass saccharification. 
The knowledge of specific inducers will certainly revolu-
tionize the cellulase industry.

Results
Genome sequencing and analysis of the transcriptional 
responses of Talaromyces sp. to polysaccharide substrate
We screened the soil samples for industrially relevant 
cellulose-degrading fungal species and compared their 
biomass saccharification capability with that of recog-
nized biomass-hydrolyzing fungi procured from col-
lection centers, like ATCC, ITCC, and NCIM. To assess 
their cellulolytic capacity, we conducted biochemical 
assays, like avicelase, CMCase, and pNPGase, in their 
culture supernatants (Additional File 1: Fig. S1). Based 
on Gao et  al. study, the contribution of core cellulases 
to polysaccharide hydrolysis was analyzed and we devel-
oped a weighted cumulative evaluation model [29, 30]. 
The model demonstrated that Talaromyces cellulolyti-
cus dominated the weighted sum score comparison and 
therefore was chosen for further investigation (Fig. 1a).

The phylogenetic analysis was performed based on two 
established molecular markers for fungal identification: 
interspace transcribed sequences (ITS2) and beta-tubu-
lin (BenA). The ITS2-based phylogenetic tree predicted 
its co-relation to the clade which contain species, like 
Pezizomycetes, Harmoniella, C. podzolicus, Tremello-
dendropsis, F. aurantiaca, E. tinctorium, B. roseogriseus, 
Boletus, Aureoboletus, Chalciporus, and Phylloporus, 
while being closely related to other Talaromyces sp. and 
Aspergillus sp. (Additional File 1: Fig. S2A). On the other 
hand, beta-tubulin-based phylogenetic tree predicted 
that the isolate is closely related to Talaromyces cellulo-
lyticus and Talaromyces marneffei ATCC 18224 (Addi-
tional File 1: Fig. S2B). Therefore, based on cumulative 
analysis, we annotated the fungal isolate as Talaromy-
ces cellulolyticus fungus. The strain has been deposited 
in Microbial Type Culture Collection, Chandigarh with 
accession number MTCC 25456.

To investigate the polysaccharide disintegrating abil-
ity of the strain, we sequenced the genome of  Talaro-
myces sp. using Illumina HiSeq 2500 platform, and a 
total of 31,673,084  bp paired-end reads were obtained 
which assembled into 828 contigs. The cleaned reads 
were subjected to Kmergenie [31] to predict the optimal 
k-value and assembly size that was found to be 78 and 
38,535,829 bp, respectively. Based on its closest homolog, 
Talaromyces pinophilus, the synteny plot of assem-
bled contigs of Talaromyces sp. was created (Additional 
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File 1: Fig. S3), which suggested that T. cellulolyticus 
MTCC25456 genome consisted of eight chromosomes.

The data were assembled using several assemblers, 
namely, SOAPdenovo [32], velvet [33], MaSuRCa [34], 
and Abyss [35] (Additional File 1: Table  S1), with mul-
tiple kmer values to select the best assembly. The quali-
tative and quantitative analyses of the assemblies have 
been performed using BUSCO [36] and Quast [37], 
respectively. The assembly built by the MaSuRCa-3.2.2 
has been identified to be the best and selected for the 
downstream analysis (GenBank assembly accession num-
ber GCA_009805475.2). We predicted CDSs from the 
MaSuRCa assembled contigs using Augustus version 
3.2.3 and found 11,032 predicted genes. Gene ontology 
study catalogued the genes into 627 molecular function, 
424 biological process, and 247 cellular component cat-
egory (Additional File 1: Fig. S4). KEGG analysis assigned 
predicted genes to 489 pathways, wherein 208 pathways 
belonged to secondary metabolite biosynthesis.

Numerous reports suggest that the cell wall degrading 
enzymes are adaptive, and thus, its secretion by fungi 
is driven by the presence of polysaccharide substrate 
[3–5, 38]. We analyzed perturbation in transcriptome in 
response to polymeric substrate to conceive the biomass 
hydrolytic capability of newly isolated strain. A number of 
differentially expressed genes (FDR < 0.05, |log2FC|> 0.9, 
p < 0.05) were observed in the presence of polysaccharide 
substrate wrt glucose (Sequence Read Archive submis-
sion: SUB8465489). Expectedly, RNA sequence analysis 
of Talaromyces sp. suggested predominance of biomass-
hydrolyzing enzymes. The data suggested secretion of a 
range of CAZymes, including Glycosyl hydrolases, such 
as endo-β-1,4-glucanase (GH5), reducing-end acting 
cellobiohydrolase (GH7), endoxylanase (GH12), and oli-
goxyloglucan reducing-end-specific cellobiohydrolase 
(GH74), and accessory biomass disintegrating enzymes, 
such as lytic polysaccharide monooxygenase (AA9), cel-
lobiose dehydrogenase (AA3), and swollenin (Additional 
File 1: Fig. S5B).

Biomass‑degrading enzymes in Talaromyces cellulolyticus
The biomass-degrading enzymes are categorized by 
dbCAN (DataBase for automated Carbohydrate-active 
enzyme ANnotation) into different classes and families 
based on substrate specificity and cleavage site [39]. The 
cocktail of CAZymes secreted by any fungal species is 
central to its potential to degrade different types of poly-
saccharide substrate and therefore crucial in designing 
optimal enzyme mixture for complete depolymerization 
of biomass into monomeric fermentable sugars. In light 
of this, we performed a cumulative CAZome analysis of 
Talaromyces sp. and compared it with other hypercel-
lulolytic fungal strains. For genome-wide comparisons, 

amino acid sequences of 4 fungal species were analyzed 
using the HMMER 3.0 package (http://​hmmer.​org/) and 
dbCAN CAZyme database (http://​csbl.​bmb.​uga.​edu/​
dbCAN/). The results show that Talaromyces sp. har-
bors exceptionally higher numbers of CAZymes [649], 
suggesting that the strain has an unmatchable tendency 
to degrade complex biomass (Fig.  1b). The total puta-
tive CWDE proteins were classified into 67 CBM, 340 
GH, 91 CE, 6 PL, 62 GT, and 83 AA families. This was 
in accordance with the biochemical assays, which sug-
gested that Talaromyces sp. secretes copious amounts of 
biomass depolymerizing enzymes specifically in response 
to induction with polysaccharide substrate (Fig. 1c).

Comprehensive understanding of CAZymes in Talaro-
myces sp. indicated prominence of GT2 class of trans-
porters with 12 genes (Additional File 1: Fig. S5B), which 
function as cellulose synthase, chitin synthase, mannosyl-
transferase, and rhamnosyltransferase. The finding was in 
agreement with a recent literature indicating abundance 
of GT2 in other filamentous fungi [40]. Additionally, it 
was observed that Talaromyces sp. harbors diverse cel-
lulolytic enzymes and the most prominent ones include 
cellulase (GH3,-5,-13,-18,-31,-43,-78), xylanase (GH11,-
30), and chitinase (GH18). These set of enzymes are 
known to exert synergistic action on polysaccharide bio-
mass [41–44]. Another important feature was dominance 
of AA7 category of enzymes, an auxiliary activity enzyme 
involved in glucooligosaccharide oxidase, which oxida-
tively cleaves glucooligosaccharides into cellobiose or 
monomeric glucose.

Scrutiny of early metabolites and its role in cellulase 
induction
Talaromyces cellulolyticus transcribes a baseline level of 
CAZymes on the outer surface of the spores (Additional 
File 1: Table S2). The membrane protein extract also sug-
gested the presence of endoglucanase and glucosidase-
type activity (Additional File 1: Fig. S6). The data were 
in accordance with study performed by Kubicek et  al. , 
which predicted the presence of endoglucanase, glucosi-
dase, and cellobiohydrolases on the surface of conidia. 
El-Gogary et  al. (1989) also demonstrated basal levels 
of cellulases in uninduced fungi. This set of enzymes is 
believed to be the first wave of attack on polysaccharide 
substrate [45, 46].

The involvement of these membrane proteins in the 
synthesis of soluble inducer saccharides was hypoth-
esized in the literature [47, 48]. However, rational scru-
tiny of inducers is still missing. Therefore, we planned 
a series of experiments to identify the stoichiometric 
ratio of inducer molecules for our model strain, Talaro-
myces sp. First, we incubated the resting spores (1X109 
spores/ml) with 1% avicel and the early metabolites 

http://hmmer.org/
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http://csbl.bmb.uga.edu/dbCAN/
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generated by the action of spore surface enzymes were 
recovered in the supernatant by centrifugation. The 
reaction was performed at 50  °C (optimum tempera-
ture for cellulase activity) for 72  h (Additional File 1: 
Fig. S7). The supernatants from spore only, avicel only, 
and spore incubated with starch reactions were used as 
negative control (Fig. 2a).

The direct effect of recovered metabolite mixture 
was tested through a supplement experiment. Analysis 
of the contribution of transglycosylation product mix-
tures to cellulase induction revealed a 57% increase in 
total cellulase as compared to the controls (Fig.  2b). 
In concordance, it also led to significant upregulation 
in the transcript levels of core cellulase enzymes, i.e., 
cellobiohydrolase I (cbh1), cellobiohydrolase II (cbh2), 
beta-glucosidase-1 (bgl1), and endoglucanase 1 (egl1) 
(Fig. 2c; Additional File 1: Table S4). Overall, the trans-
glycosylated products generated by the action of spore 
surface enzymes on avicel facilitate secretion of cellulo-
lytic enzymes by the filamentous fungi.

We furthered our study to scrutinize the saccharides 
present in the mixture. For this, the supernatant was 
derivatized using MSTFA and subjected to GC–MS. A 
total of 180 metabolites were obtained in all samples. 
Metabolite profiles were analyzed, and chromatographic 
peaks detected in the spore control and avicel control 
were deducted from that in the test sample. The unique 
metabolites in the Avicel-Spore test sample (72  h) were 
identified by comparing them with the control (0 h). The 
metabolome analysis indicated the abundance of few 
metabolites in the supernatant (Table1). Expectedly, GC–
MS results showed that the soluble sugars were the pri-
mary differential metabolites between avicel-treated and 
control samples.

Furthermore, RNA sequencing predicted that the 
metabolic pathways involved in putative inducer syn-
thesis were significantly upregulated in Talaromyces sp. 
(Fig.  3a). KEGG pathway enrichment analysis of DEGs 
showed maximum differential expression in the carbohy-
drate metabolism pathway. Compared with glucose, eight 

Fig. 2  Inducer generation upon co-incubation of spores and avicel. a A schematic representation of experimental setup for production of potential 
inducer metabolite cocktail. b The transglycosylated metabolites, produced by co-incubation of 1% avicel with 1 × 109 spores, were supplemented 
to liquid culture for evaluating its role as potential inducers. The culture supernatant was analyzed for its effect on cellulolytic activity, whereas 
metabolites produced from starch spore, spore alone, and avicel alone incubations were used as control. c Effect of inducers on expression of key 
cellulolytic gene was performed where AVS, AVC, and SPC represent avicel and spore co-incubation, avicel alone, and spore alone, respectively. 
Briefly, AVS, AVC, and SPC are incubated at 50 °C for 72 h and the supernatant was utilized as inducer for its effect on growth and RT-PCR analysis
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significantly enriched pathways were uniquely observed 
in the presence of avicel, which were “Sucrose and starch 
metabolism,” “TCA cycle,” “glycolysis/gluconeogenesis,” 
“Fructose and mannose metabolism,” “galactose metabo-
lism,” “butanoate metabolism,” “propanoate metabolism,” 
and “pentose phosphate pathway metabolism” (Fig.  3b). 
All the eight abovementioned pathways might be corre-
lated with the cellulase induction mechanism.

In vitro induction studies to screen inducer
Maltose, melibiose, cellobiose, gentiobiose, fructose, 
galactose, mannitol, trehalose, lactose, and glucose were 
the primary saccharides found in GC–MS analysis. We 
investigated the function of these saccharides in trigger-
ing the production of cellulase in Talaromyces sp. For 
this, we first analyzed the utilization of these saccharides 
by Talaromyces cellulolyticus by measuring their con-
sumption over time. As a result, all sugars except man-
nitol were found to be fully metabolized within 48  h 
(Fig.  4a), indicating the presence of the transporters or 
transceptors for all other saccharides in Talaromyces sp.

We performed in  vitro induction studies using each 
saccharide as a potential inducer. For this, minimal 
media containing 1% avicel was inoculated with equiva-
lent amounts of mycelia, and metabolites were added at 
10  mM concentration unless specified, and no inducer 
was used as a negative control for the experiment. The 

culture was incubated at 150 rpm for 72 h at 28 °C. The 
supernatant was then scrutinized for cellulolytic activity, 
such as CMCase, avicelase, pNPGase, and pNPCase. The 
dry mycelial weight was estimated to compare growth 
in different substrates. No significant difference was 
observed in the fungal growth. Of all the metabolites, it 
was found that gentiobiose, cellobiose, maltose, and lac-
tose were the most effective at inducing cellulase activity, 
with a substantial effect seen with gentiobiose and cello-
biose (Fig. 4b).

Plackett–Burman design to identify saccharide 
combinations
Recent research articles by Jourdier et  al., 2013 and 
Pirayre et al., 2020 showed that the mixture of sugars or 
inducers optimally induces cellulase production by T. ree-
sei RUT C-30 [49, 50]. This study indicated that a three-
factor mixture design with lactose, xylose, and glucose 
optimally induced the beta-glucosidase production in T. 
reesei, suggesting the importance of inducer combination 
for optimal enzyme secretion. Plackett–Burman statis-
tical design was therefore used to find the ideal inducer 
combination that can lead to increased cellulase induc-
tion in Talaromyces sp. For this, 14 experiments were 
designed with different combinations of four variables 
(cellobiose, lactose, gentiobiose, maltose) and the signifi-
cant factors responsible for the induction of cellulases by 

Table 1  GC–MS predicted saccharides obtained by the action of spore surface enzyme on cellulose-based polysaccharide

S. no. Name RT %Area

1 Glycerol, 3TMS derivative 11.546 0.59409242

2 d-(+)-Arabitol, 5TMS derivative 22.093 0.04950682

3 Arabinofuranose, 1,2,3,5-tetrakis-O-(trimethylsilyl) 21.343 0.0924836

4 d-Glucose, 2,3,4,5,6-pentakis-O-(trimethylsilyl)-, o-methyloxime, (1Z)- 26.031 26.4821871

5 d-Mannitol, 6TMS derivative 26.695 0.60446377

6 Palmitic Acid, TMS derivative 28.952 0.66104906

7 d-Lactose, octakis(trimethylsilyl) ether, methyloxime (isomer 1) 40.073 1.15422628

8 d-(+)-Cellobiose, (isomer 2), 8TMS derivative 40.116 0.08397968

9 d-Fructose, 1,3,4,5,6-pentakis-O-(trimethylsilyl)-, O-methyloxime 25.544 0.04597806

10 Talose, 5TMS derivative 26.566 12.8461313

11 Galactopyranose, 5TMS derivative 27.733 3.73120019

12 Maltose, octakis(trimethylsilyl) ether, methyloxime (isomer 1) 40.788 0.23371912

13 d-(–)-Ribofuranose, tetrakis(trimethylsilyl) ether (isomer 2) 23.405 0.97909568

14 Xylitol, 5TMS derivative 22.37 0.04147822

15 Methyl alpha-d-glucofuranoside, 4TMS derivative 24.084 0.59350895

16 d-Glucitol, 6TMS derivative 26.687 0.31814176

17 Acetin, bis-1,3-trimethylsilyl ether 9.024 0.02352991

18 beta-Lyxopyranose, 4TMS derivative 27.194 0.06650076

19 2-Alpha-Mannobiose, octakis(trimethylsilyl) ether (isomer 2) 40.523 0.15572557

20 d-Lactitol, nonakis(trimethylsilyl) ether 41.611 0.12774266

21 Beta-gentiobiose, octakis(trimethylsilyl) ether, methyloxime (isomer 1) 41.581 0.08456423
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Talaromyces sp. MTCC25456 were identified. The upper 
and lower levels of each variable were chosen according 
to the previous experimental results of in vitro induc-
tion. Table 2 shows the effects of these components and 
their significance. A wide disparity in the total hydrolytic 
activity was observed in the experimental runs indicating 
the importance of appropriate combinations for optimal 
induction.

The actual by-predicted model shows no evidence of 
lack of fit; the full model is significant, as indicated by 
its P-value of 0.0325–0.0044 (Additional File 1: Fig. S8). 
The effect summary report shows that cellobiose and 
gentiobiose are significant at 0.05, whereas lactose and 
maltose display negligible effects (Additional File 1: Fig. 
S9A). Furthermore, the effects test result and scaled 
estimate indicate a positive impact of cellobiose and 
gentiobiose, whereas lactose and maltose negatively 
impact the cellulase induction (Additional File 1: Fig. 
S9B). Moreover, the t-ratio indicated that cellobiose 

and gentiobiose positively affected cellulase activity set 
at their high levels.

The Pareto chart also indicated that cellobiose dis-
played maximal effect, whereas maltose-mediated mini-
mal/negative effect on cellulase induction. While it is 
clear from the experimental design that cellobiose and 
gentiobiose are two significant factors,  the optimal lev-
els of the individual factors were still unknown at this 
stage. Therefore, we designed another set of screening 
experiments with ratios of cellobiose and gentiobiose 
varying from 6:1 to 1:6, and the total concentration was 
fixed at 17.5 mM. Interestingly, supplementation of 2.5:1 
(cellobiose: gentiobiose) to culture media displayed a 
significant increase in cellulase induction in Talaromy-
ces sp. (Fig.  5a). It was observed that inducer enhanced 
CMCase, pNPGase, pNPCase, and avicelase activity by 
1.6-, 6-, 7-, and 2.4-fold, respectively (Fig.  5b). Overall, 
stoichiometric balanced ratio (SBR) of 2.5:1 boosts the 
biomass hydrolysis by 2.4-fold.

Fig. 4  In vitro induction assays. a Consumption of inducers over time. Detected as a measure of reducing sugars using DNS method and HPLC. 
b Inducing capability of dominant metabolites was analyzed using in vitro assays after 24 h. To 10 mM of all soluble saccharide, pre-grown active 
mycelia was added and Talaromyces sp. was allowed to grow for 72 h. The samples were withdrawn at different time intervals for determination of 
cellulase activity (No substrate is no inducer)
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Submerged cultivation to evaluate effect of optimized 
inducer
To evaluate the effect of the optimized inducer on the 
biomass hydrolyzing capability of the strain, we com-
pared the efficiency of the crude enzyme prepared using 
a stoichiometric balanced inducer ratio with that of unin-
duced crude enzyme. For this, the Talaromyces inoculum 
was raised for 36 h in PDB and used for inoculating the 
complex media containing 12.5 mM cellobiose and 5 mM 
gentiobiose, and no inducer was used as a negative con-
trol. As expected from our previous results, the activity 
of crude enzyme preparation in the presence of inducer 
outperformed that of the negative control (Fig. 6a). Pre-
cisely, it was perceived that there was a 175% increase 
in the cellulase production in the presence of inducer in 
terms of FPU.

According to Klein-Marcuschamer et  al., 2011, the 
saccharification of complex biomass with the follow-
ing conditions: 20% solids loading; 20 mg (0.5 FPU/mg) 

enzyme cocktail per gram of polysaccharide led to the 
development of an effective techno-economic model 
for inexpensive biofuel production [51]. We performed 
saccharification studies on pretreated wheat straw at 
0.5FPU/g and compared with a commercial enzyme 
cocktail (cTec3). It was observed that crude enzyme 
preparation from our study hydrolyzed 65–76% of the 
total sugars from pretreated wheat straw, whereas only 
55–68% hydrolysis was observed with commercial cellu-
lase preparation after 12 h (Table 3).

Genetic engineering to enhance cellulase production
CreA, a transcription factor, plays a major role in car-
bon catabolite repression in cellulolytic fungi and thus 
represses the expression of various cellulase genes. Sev-
eral studies have shown that knockout of creA leads to 
increase in cellulase production [52, 53]. To further 
increase the cellulolytic potential of Talaromyces sp., we 
knocked out the CCR master transcription factor creA 

Table 2  Plackett–Burman design and responses

S. no. Pattern Lactose (mM) Maltose (mM) Gentiobiose 
(mM)

Cellobiose 
(mM)

pNPCase (mU/
mL)

pNPGase (IU/
mL)

CMCase (mU/
mL)

Avicelase (mU/
mL)

1 −−+− 0 0 10 0 47.55489 0.474856 91.99802 12.82219

2 +−++ 10 0 10 10 44.40144 0.399312 82.8558 14.21495

3 0 5 5 5 5 27.24804 0.292579 89.66485 11.67941

4 −+−− 0 10 0 0 20.80252 0.165402 79.85601 11.34015

5 ++++ 10 10 10 10 36.98563 0.318569 96.56913 15.16132

6 +−++ 10 0 10 10 40.38165 0.361539 92.71226 14.28638

7 +−−+ 10 0 0 10 45.85688 0.379213 90.7124 13.71499

8 ++−− 10 10 0 0 29.08467 0.292579 87.90307 12.91147

9 −−+− 0 0 10 0 49.35687 0.509509 105.997 15.32202

10 −−+− 0 0 10 0 47.65885 0.610697 100.1879 15.03632

11 −+−− 0 10 0 0 29.74308 0.188966 54.23874 11.25087

12 −+++ 0 10 10 10 40.41631 0.361886 93.33126 13.12574

13 +−−− 10 0 0 0 46.09945 0.746538 106.5208 14.21495

14 −−−+ 0 0 0 10 37.67869 0.606192 79.57031 11.62585

15 +++− 10 10 10 0 29.11932 0.446094 113.7584 15.572

16 +−−− 10 0 0 0 29.63912 0.200748 53.85781 11.25087

17 ++++ 10 10 10 10 42.98065 0.288767 83.71288 14.89348

18 +−−+ 10 0 0 10 50.2232 0.415252 132.3762 15.4113

19 −−−+ 0 0 0 10 48.76776 0.42149 90.23624 12.9829

20 −+++ 0 10 10 10 46.93113 0.348025 88.28399 14.76849

21 −+−+ 0 10 0 10 45.78757 0.306441 81.14163 13.55428

22 ++−− 10 10 0 0 12.7976 0.122431 60.52402 11.41158

23 0 5 5 5 5 46.93113 0.503965 108.4255 17.89327

24 −−+− 0 0 10 0 40.27769 0.559757 100.8069 15.35773

25 −+−+ 0 10 0 10 47.34697 0.306441 77.14191 13.50072

26 +++− 10 10 10 0 34.90643 0.500846 114.3298 16.4648

27 −−−− 0 0 0 0 2.886747 0.042729 44.00136 11.12588

28 −−−− 0 0 0 0 3.060013 0.036838 46.90592 11.10803
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Fig. 5  Stoichiometric balanced ratio of cellobiose and gentiobiose for optimal cellulase induction. a A range of saccharide combinations were 
analyzed for their effect on secretion of cellulase enzymes. The integrative effect was observed by evaluating the enzyme cocktail for its effect on 
hydrolysis of pre-treated wheat straw. The experiment was performed in two technical and two biological replicates. b A minimal culture medium 
containing 1% avicel. The supernatant was harvested after 48 h and different cellulolytic activity was estimated using standard biochemical assay 
(indicated with black bar). No inducer was user negative control (indicated with gray bar). The experiment was performed in two technical and two 
biological replicates

Fig. 6  Submerged cultivation to evaluate effect of optimized inducer on cellulase induction. The inducers were added at the concentration of 
12.5 mM cellobiose and 5 mM gentiobiose to complex culture medium containing 2.4%WB and 2.14% avicel. The supernatant was harvested after 
72, 96, and 120 h and different cellulolytic activity was estimated using standard biochemical assay. No inducer was user negative control. The 
experiment was performed in two technical and two biological replicates. a Cumulative activities at 120 h. b Effect of inducer on time-dependent 
production of cellulases. The experiment was done in triplicate and standard deviation was calculated accordingly

Table 3  Comparison of Ctec3 and induced secretome from Talaromyces in terms of % saccharification

Enzyme loading 2 h 12 h

No Inducer Inducer cTec3 No Inducer Inducer cTec3

Alkali treated wheat Straw 50 FPU/g 40.82 45.59 37.90 68.23 76.75 68.11

100 FPU/g 46.12 50.13 35.72 52.35 65.21 55.49
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through Agrobacterium-mediated fungal transformation. 
(Additional File 1: Fig. S10, Lane 2).

Different alkali pretreated biomass (kind gift from 
ICT, Mumbai) were used to test the saccharification effi-
ciency of the ΔcreA strain (Additional File 1: Table S3). 
We discovered that the crude enzyme preparation from 
the creA strain demonstrated a statistically significant 
increase in the release of glucose from pretreated plant 
biomass when using the optimized inducer (Fig. 7).

Discussion
In order to find effective biomass-hydrolyzing fungi 
from natural habitats and culture repositories, we com-
pared their cellulolytic activities on standard substrates. 
We ranked them in accordance using the weighted sum 
model (WSM). The cumulative analysis determined that 
Talaromyces cellulolyticus, a novel fungal strain, had 
the highest level of cellulolytic activity. The strain was 
deposited in the MTCC stock center with the accession 
ID25456. Talaromyces secretome outperforms the com-
mercial enzymatic mixture.

Genome and transcriptome analysis indicated rich 
diversity of CAZymes in Talaromyces sp. In addition, we 
identified the membrane-bound CAZymes after care-
fully examining the omics data together with biochemical 
investigation. The data were in accordance with a study 
performed by Kubicek et  al., 1987, which predicted the 
presence of endoglucanase, glucosidase, and cellobiohy-
drolase on the surface of conidia. El-Gogary et al., 1989 

also demonstrated basal levels of cellulases in uninduced 
fungi. This set of enzymes is believed as the first wave of 
attack on polysaccharide substrate [45]. Earlier, Vaheri 
et al. hypothesized the role of these membrane proteins 
in the synthesis of soluble inducer saccharides. To ascer-
tain the role of membrane-bound CAZymes in gener-
ating inducing metabolites, we performed an in  vitro 
reaction between complex biomass and resting spores. 
The supernatant was supplemented into fungal culture 
media, and its effect on cellulase secretion was evaluated, 
which revealed a 57% increase in total cellulase compared 
to the controls.

Further, the supernatant was scrutinized using GC–MS 
analysis, which predicted preponderance of the strain to 
produce carbohydrate derivatives, such as mannobiose, 
talose, gentiobiose, cellobiose, lactose, mannose, maltose, 
glycerol, and trehalose. We performed in vitro induction 
studies using each saccharide as a potential inducer. Of 
all the metabolites, it was revealed that gentiobiose, cel-
lobiose, maltose, and lactose were the most effective at 
inducing cellulase activity, with a substantial effect seen 
with gentiobiose and cellobiose (Fig. 4b). Cellobiose, gen-
tiobiose, and lactose are acknowledged to have roles in 
stimulating the production of cellulase [26, 27]; however, 
the rationale for selection of these saccharides was either 
based on random choice or a basic understanding of sac-
charides as a byproduct of cellulose degradation.

We examined these saccharides using Plackett–Bur-
man and Fraction factorial designs to identify the optimal 

Fig. 7  Combined effect of Inducers and cre knockout on composition of cellulase cocktail. The inducers were added at the concentration of 
12.5 mM cellobiose and 5 mM gentiobiose to complex culture medium containing 2.4%WB and 2.14% avicel. Active mycelia were pre-grown 
in PDB for 36 h and used as inoculum. The supernatant were harvested after 5 days and concentrated using a 10 kDa centricon. No inducer was 
used as negative control. Total glucose released after 2 h of saccharification of pretreated wheat straw, Napier grass, sorghum, and sugarcane was 
estimated by the GOD–POD kit. The experiment was performed in two technical replicates
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combination of inducers. As a result, we identified 2.5:1 
(cellobiose: gentiobiose) as an optimal stoichiometric 
balanced ratio for inducing cellulase production in Tal-
aromyces sp. As a result, the time required to produce 
cellulases was shortened by at least 24 h in the presence 
of the inducer, as evidenced by the fact that the pNPGase 
activity at 48 h in the presence of the inducer was com-
parable to that at 72  h in the absence of the inducer 
(Fig. 6b). Thus, we have shown that utilizing the inducers 
greatly reduces the fermentation time, which has a direct 
impact on the cost of lignocellulosic biofuel production 
[51].

To further augment the production of cellulases from 
Talaromyces sp., we developed a cre knockout strain. 
With newly identified inducers, the cre knockout dis-
played a 1.5- to 3-fold increase in biomass saccharifi-
cation activities. Overall, this study develops a unique 
methodology for the rational selection of cellulase induc-
ers, leading to increased cellulase production and bio-
mass saccharification.

Conclusion
In the present study, we identified the inducers for 
enhanced cellulase synthesis using the hypercellulolytic 
Talaromyces sp. as a model strain (Fig.  2a). Membrane-
bound cellulases (Additional File 1: Table  S2) facilitate 
avicel transglycosylation and degradation activity to 
produce soluble inducer metabolites. To investigate the 
byproducts of transglycosylation reaction, we used GC–
MS-based metabolite analysis. Further, the positive cor-
relation between transcriptome and metabolome allowed 
for the discovery of saccharides that may be essential in 
mediating cellulase induction. Interestingly, the cellu-
lase system demonstrated improved cellulolytic activity 
toward saccharides, such as cellobiose and gentiobiose. 
These saccharides were examined using Plackett–Burman 
and Fraction factorial designs. The results revealed that 
the stoichiometric ratio of 2.5:1 (cellobiose:gentiobiose) 
was the most effective for stimulating cellulase synthesis 
and subsequent plant biomass saccharification. The effi-
ciency of saccharification was further improved by creA 
knockout. More profound research into the underlying 
mechanisms may result in increased cellulase production.

Material and methods
Fungal growth conditions
Talaromyces cellulolyticus was isolated from a soil sam-
ple from Jawaharlal Nehru University (JNU), India using 
a standard serial dilution protocol and maintained on 
potato dextrose agar dishes. For transcriptomic stud-
ies, Talaromyces sp. was cultured in modified Mandel’s 
medium. Briefly, 5 × 106 spores inoculated in 10 ml Man-
del’s media containing 0.08% glycerol to prepare primary 

inoculum, which was then transferred to fresh 2-L erlen-
meyer flask containing 500  ml media containing 0.4% 
glycerol and incubated at 28 °C for 24 h. The mycelia were 
then harvested and suspended in fresh media containing 
1% avicel and incubated for 36 h at 28 °C [46].

Using similar protocol, induction studies were car-
ried out with other mono and disaccharides. For in vitro 
induction studies, 10  mM sugar was used as inducer 
unless specified separately and supernatant samples were 
harvested after 36 h and 48 h of cultivation in 1% avicel 
for biochemical assays. All the experiments were per-
formed in triplicate and no inducer was considered as 
negative control.

For submerged cultivation in complex media, mycelia 
raised in PDB for 36 h was transferred to a media con-
taining 2.4% wheat bran and 2.14% avicel and superna-
tant samples were harvested after 120 h.

Biochemical assays
The biomass disintegrating capability of Talaromyces sp. 
was analyzed using various biochemical assays. Endo-
glucanase/xylanase/avicelase assay: Briefly, 150  ul of 
appropriately diluted supernatant was added to 150  ul 
of 1%CMC/xylan/avicel solution (in 100  mM citrate 
phosphate buffer, pH 4.8), the reaction mix was incu-
bated at 50 °C for 30 min, and release of reducing sugar 
was estimated using DNSA method [54]. pNPC/pNPG 
assay: Briefly, 5 mM para-nitrophenyl-d-glucopyranoside 
(pNPG)/ 0.1% para-nitrophenyl-d-cellobioside (pNPC) 
in 50 mM citrate buffer (pH 6.0)was incubated at 50  °C 
for 30 min. To the reaction mix 1% sodium carbonate is 
added to terminate the reaction and the absorbance was 
measured at 400  nm. Lytic polysaccharide monooxy-
genase activity: Here, reactions were performed using 
standard protocol by Ogunmolu et al. [55].

Genome sequencing and pre‑processing 
of the transcriptome raw data
The sequenced reads from the genome have been filtered 
and cleaned for obtaining the good quality data for gen-
erating an assembly. The first step in processing raw data 
include removal of the adapters using the Cutadapt-1.8.1 
[56]. These reads without the adapters were processed 
further, using Sickle-1.210 (github.com/najoshi/sickle), to 
filter out the low-quality reads with a cut-off of Q20. Fol-
lowed by that redundant reads were removed using Fas-
tUniq tool [57] to retain the optimum data for generating 
a good assembly.

The RNA sequence reads, from fungal mycelial samples 
collected at 36 h post-incubation with glycerol or avicel 
or pretreated biomass and at 24  h post-incubation with 
glucose, were also pre-processed using AdapterRemoval 
version 2.3.2 to trim the low-quality bases and adapters 
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used in sequencing and get the Q20 quality raw reads. 
Further RNA-Seq reads were mapped on the assembled 
genome using HiSat2 [58] and kallisto and EdgeR were 
used for differential gene expression.

Gene prediction and annotation
The assembled genome has been scanned for predicting 
the genes and their boundaries using various methodolo-
gies, like ab initio based, homology based, and evidence 
based. Augustus was used for the ab initio-based genes 
prediction utilizing the gene models from saccharomy-
ces [59]. Talaromyces cellulolyticus protein sequences, 
fetched from NCBI, were used for homology-based pre-
diction using exonerate [60]. Quality filtered raw reads 
of the transcriptome from the same organism were also 
used for gene prediction as the evidences. These reads 
were mapped on to the draft genome and generated vari-
ous details, using tophat [61] and Cufflinks [62], to sup-
port the gene prediction. Ultimately, Evidence Modeler 
(https://​github.​com/​EVide​nceMo​deler) was used to get 
the consensus of the gene predictions from all the three 
methods and retrieved all the nucleotide and protein 
sequences of the predicted genes. Talaromyces marneffei, 
Penicillium funiculosum, Talaromyces asperellum, and 
Talaromyces stipitatus protein sequences were also used 
for annotation.

All the nucleotide sequence of the predicted genes 
were annotated with the Uniprot database using dia-
mond blst [63] with e-value 0.003. Further, all the details, 
such as GO annotation, KEGG pathways, InterPro, Ref-
Seq, eggNog, OrthoDB, and Pfam, were fetched using our 
in-house pipeline, named CANOPI.

CAZymes were predicted and compared for genomes 
of few closely related species, namely, Botrytis cinerea, 
Aspergillus niger, Neurospora crassa, and Trichoderma 
reesei, along with assembled genome in this study. This 
analysis was performed using the proteins of those spe-
cies downloaded from NCBI and the predicted proteins 
from the genome study. The knowledge from CAZymes 
database (http://​csbl.​bmb.​uga.​edu/​dbCAN/) has been 
used for predicting the CAZymes. Hidden Markov model 
algorithm was used in HMMER 3.0 (http://​hmmer.​org) 
was used to fetch the CAZYmes with e-value 10–5.

Phylogenetics analysis
Domain sequence for beta-tubulin (BenA) gene and 
the nucleotide sequences for Interspace Transcribed 
Sequences (ITS2) of Talaromyces cellulolyticus were 
downloaded from NCBI. Homology search tools (blastp 
and blastn) were used with e-value 10–5. The identified 
genes/proteins were used for blast search, against NCBI 
NR database, to fetch the closely related sequences of 
various fungal species. Multiple sequence alignments 

have been generated, with the fetched set of sequences, 
for each gene using ClustalW [64]. Phylogenetic relation-
ships were predicted using Maximum likelihood Mega7 
with JTT model and 1000 bootstrap value using Maxi-
mum Likelihood algorithm.

Metabolome analysis
To identify the inducer disaccharides produced by trans-
glycosylation activity of constitutive cellulases on com-
plex cellulose, 1  ×  109 spores of Talaromyces sp. were 
incubated with crystalline cellulose for 72  h at 50  °C. 
The supernatant was harvested and analyzed for in vitro 
induction experiment and GC–MS analysis. The super-
natants from spore only, avicel only, and spore incubated 
with starch were used as negative control.

GC–MS analysis was carried out to scrutinize the sac-
charides present in the supernatant. Derivatization of 
lyophilized metabolite sample was carried out accord-
ing to the method described previously [65]. Gas chro-
matography–mass spectrometry (GC–MS) analysis for 
untargeted analysis consisted of a Shimadzu Gas Chro-
matogram (GC-2010 plus) coupled with mass spectrom-
eter (TQ 8050) and an auto sampler (AOC-20  s)–auto 
injector (AOC-20i). The injection volume was set at 
0.2  μL and injection mode was set at Split Mode with 
split ratio of 5. Analysis was conducted using SH-Rxi-
5Sil MS capillary column (30  m × 0.25  μm, 0.25  mm) 
(Restek Corporation, USA) and helium with flow rate of 
1 ml min−1 as carrier gas. The oven temperature program 
was 80  °C isothermal heating for 2  min, a ramp rate of 
5 °C min−1 to 250 °C, a 2 min withhold, and a final ramp 
of 10  °C  min−1 with a 24  min withhold. Total run time 
for GC–MS was 67  min with solvent delay of 4.5  min. 
The chromatogram integration and mass spectra analy-
sis were done through GC–MS solution software version 
4.45 SP 1) and NIST14s and WILEY8 spectral library 
were used for derivatized metabolite identification.

RNA extraction protocol
RNA was extracted from mycelia using TRIzol method 
as prescribed by Ambion Life Sciences. Briefly, the myce-
lia were filtered using a miracloth and crushed to a fine 
powder in liquid nitrogen. 1  mL of TRIzol reagent was 
added to 0.1 g of finely crushed mycelia and mixed well 
by vortexing. After 5  min of incubation 300  μl chloro-
form was added and invert mixed. After 3 min of incu-
bation the mixture was centrifuged at 13,000 RPM for 
15 min at 4  °C. The aqueous phase was transferred to a 
new centrifuge tube and chloroform extraction repeated. 
500 μl isopropanol was added to the aqueous phase and 
stored at -20  °C overnight. Then, it was centrifuged at 
13,000 RPM for 15 min at 4 °C. The pellet was washed in 
300 μl of 70% ethanol and resuspended in 20–40 μl water. 

https://github.com/EVidenceModeler
http://csbl.bmb.uga.edu/dbCAN/
http://hmmer.org
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1 μl of DNAse I (1 U/μl) with 4 μl 10× buffer was added 
to 1 μg RNA and incubated at 37 °C for 45 min. DNAse 
was denatured at 70 °C for 5 min.

Transcriptome analysis
KEGG Pathway maps were used to identify genes 
involved in metabolism of different metabolites identi-
fied by GC–MS. The genes were identified in the genome 
of Talaromyces and confirmed using KEGG Ontol-
ogy assigning them KO and EC numbers. Further their 
expression levels were correlated with the production of 
metabolites in a figure using PathVisio v3.3.

Plackett–Burman design
After initial screening, a Plackett–Burman significant 
DOE (Design Of Experiment) was used to determine the 
extent of inducing capability of each inducer in a com-
bination. Four biochemical assays (pNPCase, pNPGase, 
CMCase, and avicelase) were taken as responses in 
screening design with 4 identified metabolites as variable 
continuous factors and 1% avicel as a discrete 1-level fac-
tor. The design included 1 central point and no inducer 
as a negative control. All the runs were in biological rep-
licates totaling to 28 randomized runs. JMP16 was used 
for analysis of the runs.

Membrane protein extraction
Membrane proteins from spore were extracted using 
protocol as mentioned in Kubicek et al. 1988. Briefly, 108 
spores in a suspension were suspended in 0.1% Tween 
80 and incubated at 4 ℃ with gentle shaking for 30 min. 
After centrifugation at 12000g for 5  min, the pellet was 
once washed in with Tween 80 and supernatant was 
finally resuspended in 20 mM sodium citrate buffer, pH 
5.0.

RNA extraction protocol
RNA was extracted from mycelia using TRIzol method 
as prescribed by Ambion Life Sciences. Briefly, the myce-
lia were filtered using a miracloth and crushed to a fine 
powder in liquid nitrogen. 1  mL of TRIzol reagent was 
added to 0.1 g of finely crushed mycelia and mixed well 
by vortexing. After 5  min of incubation 300  μl chloro-
form was added and invert mixed. After 3 min of incu-
bation the mixture was centrifuged at 13,000 RPM for 
15 min at 4  °C. The aqueous phase was transferred to a 
new centrifuge tube and chloroform extraction repeated. 
500 μl isopropanol was added to the aqueous phase and 
stored at -20  °C overnight. Then, it was centrifuged at 
13,000 RPM for 15 min at 4 °C. The pellet was washed in 
300 μl of 70% ethanol and resuspended in 20–40 μl water. 
1 μl of DNAse I (1 U/μl) with 4 μl 10× buffer was added 

to 1 μg RNA and incubated at 37 °C for 45 min. DNAse 
was denatured at 70 °C for 5 min.

Cre knockout methodology
Using Agrobacterium mediated transformation, creA was 
knocked out following previously described protocols 
using homologous recombination [66, 67]. Briefly, Agro-
bacterium cells were transformed with pCAMBIA1302 
containing deletion construct with 500  bp homologous 
regions. After 7  days of transfer to selection media, the 
transformant colonies were subsequently screened with a 
stringent selection criterion using minimal media plates 
containing 100  ug/ml hygromycin. After 3 rounds of 
screening, knockout was confirmed with PCR primers––
Fwd 5′GTC​TGT​CTG​TCG​CTG​CTA​AACTC3′ and Rev 
5′ACT​TGG​TTC​TGG​ATG​TAT​ATT​GCC​3′.

Biomass saccharification
Different biomass were used for this study, viz., alkali-
treated wheat straw, alkali-treated sugarcane bagasse, 
alkali-treated Napier grass, and two-step treated sor-
ghum. Biomass was treated with equal filter paper units 
of secretome (25 FPU/g, 3% solid loading, unless speci-
fied separately) at 50 ℃ for 2 h (in 100 mM citrate phos-
phate buffer, pH 4.8). The supernatant was collected by 
centrifugation and analyzed for total reducing sugars 
using DNS method and glucose release using GOD–POD 
kit from Megazyme.

Abbreviations
AA	� Auxiliary activity
CAZyme	� Carbohydrate-active enzyme
CBM	� Carbohydrate-binding module
CCR​	� Carbon catabolite repression
CE	� Carbohydrate esterase
CMC	� Carboxymethyl cellulose
dbCAN	� DataBase for automated carbohydrate-active enzyme annotation
DEG/DET	� Differentially expressed genes/transcripts
DNS	� 3,5-Dinitrosalicylic acid
FDR	� False discovery rate
FPU	� Filter paper unit
GC–MS	� Gas chromatography–mass spectrometry
GH	� Glucosyl hydrolase
GOD–POD	� Glucose oxidase–peroxidase
GT	� Glucosyl transferase
KEGG	� Kyoto encyclopedia of genes and genomes
MSTFA	� N-Trimethylsilyl-N-methyl trifluoroacetamide
PL	� Polysaccharide lyase
pNPC	� Para-nitrophenol cellobioside
pNPG	� Para-nitrophenyl glucopyranoside
PDB	� Potato dextrose broth

Supplementary Information
The online version contains supplementary material available at https://​doi.​
org/​10.​1186/​s13068-​023-​02296-1.

Additional file 1. Fig. S1 Screening of hypercellulolytic fungi. Fig. S2 
Phylogenetic analysis of Talaromyces cellulolyticus MTCC25456. Fig. 

https://doi.org/10.1186/s13068-023-02296-1
https://doi.org/10.1186/s13068-023-02296-1


Page 15 of 16Aggarwal et al. Biotechnology for Biofuels and Bioproducts           (2023) 16:48 	

S3 Synteny plot of assembled contigs of Talaromyces cellulolyticus 
MTCC25456. Fig. S4 Representation of top 15 hits of Gene Ontology. Fig. 
S5 Differentially expressed CAZYmes during cultivation on avicel and 
Pretreated biomass (PTB). Fig. S6 Biochemical assay for membrane pro-
tein. Fig. S7 Selection of optimum temperature for production of inducer 
molecules. Fig. S8 Plackett Burman analysis. Fig. S9 Effect summary of 
Plackett Burman design. Fig. S10 CreA knock out. Table S1 Assembly stat-
ics for contigs. Table S2 Membrane Bound cellulases. Table S3 Composi-
tion Analysis for different biomass. Table S4 RT-PCR primers.

Acknowledgements
The authors are thankful to the DBT-ICT Centre for Energy Biosciences of Insti-
tute of Chemical Technology (ICT), Mumbai for providing pretreated biomass 
for this study and Metabolome Facility of National Institute of Plant Genome 
Research (NIPGR), Delhi for GC-MS facility.

Author contributions
NA conceived and designed research. SA and SD conducted experiments. 
NA, SA, and SD analyzed the data. NA and SA wrote the manuscript. All the 
authors read and approved the manuscript.

Funding
This work was supported by RCB-Core grant.

Availability of data and materials
The datasets generated and/or analyzed during the current study are available 
in the SRA repository wide SRP321539 and GenBank assembly wide accession 
number GCA_009805475.2.

Declarations

Ethics approval and consent to participate
Not applicable.

Consent for publication
Not applicable.

Competing interests
The authors declare no competing interests.

Received: 13 January 2023   Accepted: 2 March 2023

References
	1.	 Benoit I, de Vries RP, Baker SE, Karagiosis SA. Aspergilli and biomass-

degrading fungi. In: The ecological genomics of fungi. Wiley; 2013. p. 
63–87. Available from: https://​onlin​elibr​ary.​wiley.​com/​doi/​abs/​10.​1002/​
97811​18735​893.​ch4

	2.	 Fungal-mediated consolidated bioprocessing: the potential of 
Fusarium oxysporum for the lignocellulosic ethanol industry. [cited 
2022 Oct 16]; Available from: https://​link.​sprin​ger.​com/​artic​le/​10.​1186/​
s13568-​016-​0185-0

	3.	 Ellilä S, Fonseca L, Uchima C, Cota J, Goldman GH, Saloheimo M, et al. 
Development of a low-cost cellulase production process using Tricho-
derma reesei for Brazilian biorefineries. Biotechnol Biofuels. 2017;10(1):30.

	4.	 Subhadra B. Production of cellulases and hemicellulases in algal biofuel 
feedstocks. 2011. Available from https://​paten​tscope.​wipo.​int/​search/​en/​
detail.​jsf?​docId=​WO201​11034​28

	5.	 Takano M, Hoshino K. Bioethanol production from rice straw by simulta-
neous saccharification and fermentation with statistical optimized cel-
lulase cocktail and fermenting fungus. Bioresour Bioprocess. 2018;5(1):16.

	6.	 Yamada R, Nakatani Y, Ogino C, Kondo A. Efficient direct ethanol produc-
tion from cellulose by cellulase- and cellodextrin transporter-co-express-
ing Saccharomyces cerevisiae. AMB Express. 2013;3(1):34.

	7.	 Sun Y, Cheng J. Hydrolysis of lignocellulosic materials for ethanol produc-
tion: a review. Bioresour Technol. 2002;83(1):1–11.

	8.	 Maijala P, Kango N, Szijarto N, Viikari L. Characterization of hemicellulases 
from thermophilic fungi. Antonie Van Leeuwenhoek. 2012;101(4):905–17.

	9.	 Silva COG, Vaz RP, Filho EXF. Bringing plant cell wall-degrading enzymes 
into the lignocellulosic biorefinery concept. Biofuels Bioprod Biorefining. 
2018;12(2):277–89.

	10.	 Cantarel BL, Coutinho PM, Rancurel C, Bernard T, Lombard V, Henrissat B. 
The carbohydrate-active enzymes database (CAZy): an expert resource 
for glycogenomics. Nucleic Acids Res. 2009;37(suppl_1):D233–8.

	11.	 Lombard V, Golaconda Ramulu H, Drula E, Coutinho PM, Henrissat B. The 
carbohydrate-active enzymes database (CAZy) in 2013. Nucleic Acids Res. 
2014;42(D1):D490–5.

	12.	 Levasseur A, Drula E, Lombard V, Coutinho PM, Henrissat B. Expansion 
of the enzymatic repertoire of the CAZy database to integrate auxiliary 
redox enzymes. Biotechnol Biofuels. 2013;6(1):41.

	13.	 Berlemont R, Martiny AC. Glycoside hydrolases across environmental 
microbial communities. PLOS Comput Biol. 2016;12(12): e1005300.

	14.	 Nguyen STC, Freund HL, Kasanjian J, Berlemont R. Function, distribution, 
and annotation of characterized cellulases, xylanases, and chitinases from 
CAZy. Appl Microbiol Biotechnol. 2018;102(4):1629–37.

	15.	 Janeček Š, Svensson B, MacGregor EA. α-Amylase: an enzyme specific-
ity found in various families of glycoside hydrolases. Cell Mol Life Sci. 
2014;71(7):1149–70.

	16.	 Giovannoni M, Gramegna G, Benedetti M, Mattei B. Industrial use of cell 
wall degrading enzymes: the fine line between production strategy and 
economic feasibility. Front Bioeng Biotechnol. 2020;29(8):356.

	17.	 Peterson R, Nevalainen H. Trichoderma reesei RUT-C30–thirty years of 
strain improvement. Microbiol Read Engl. 2012;158(Pt 1):58–68.

	18.	 Sun J, Glass NL. Identification of the CRE-1 cellulolytic regulon in Neuros-
pora crassa. PLoS ONE. 2011;6(9): e25654.

	19.	 Ries LNA, Beattie SR, Espeso EA, Cramer RA, Goldman GH. Diverse 
regulation of the CreA carbon catabolite repressor in Aspergillus nidulans. 
Genetics. 2016;203(1):335–52.

	20.	 Martins LF, Kolling D, Camassola M, Dillon AJP, Ramos LP. Comparison 
of Penicillium echinulatum and Trichoderma reesei cellulases in relation 
to their activity against various cellulosic substrates. Bioresour Technol. 
2008;99(5):1417–24.

	21.	 Martinez D, Berka RM, Henrissat B, Saloheimo M, Arvas M, Baker SE, 
et al. Genome sequencing and analysis of the biomass-degrading 
fungus Trichoderma reesei (syn. Hypocrea jecorina). Nat Biotechnol. 
2008;26(5):553–60.

	22.	 Durand H, Soucaille P, Tiraby G. Comparative study of cellulases and 
hemicellulases from four fungi: mesophiles Trichoderma reesei and 
Penicillium sp. and thermophiles Thielavia terrestris and Sporotrichum cel-
lulophilum. Enzyme Microb Technol. 1984;6(4):175–80.

	23.	 Borin GP, Sanchez CC, de Souza AP, de Santana ES, de Souza AT, Leme AFP, 
et al. Comparative secretome analysis of Trichoderma reesei and Aspergil-
lus niger during growth on sugarcane biomass. PLoS ONE. 2015;10(6): 
e0129275.

	24.	 Kubicek CP, Mikus M, Schuster A, Schmoll M, Seiboth B. Metabolic 
engineering strategies for the improvement of cellulase production by 
Hypocrea jecorina. Biotechnol Biofuels. 2009;2(1):19.

	25.	 Mandels M, Reese ET. Induction of cellulase in fungi by cellobiose. J 
Bacteriol. 1960;79(6):816–26.

	26.	 Mandels M, Parrish FW, Reese ET. Sophorose as an inducer of cellulase in 
trichoderma viride. J Bacteriol. 1962;83(2):400–8.

	27.	 Farkaš V, Šesták S, Grešíak M, Kolarova N, Labudová I, Baucer Š. Induc-
tion of cellulase in Trichoderma reesei grown on lactose. Acta Biotechnol. 
1987;7(5):425–9.

	28.	 Datsomor O, Yan Q, Opoku-Mensah L, Zhao G, Miao L. Effect of Different 
inducer sources on cellulase enzyme production by white-rot basidi-
omycetes Pleurotus ostreatus and Phanerochaete chrysosporium under 
submerged fermentation. Fermentation. 2022;8(10):561.

	29.	 Gao D, Chundawat SPS, Krishnan C, Balan V, Dale BE. Mixture optimization 
of six core glycosyl hydrolases for maximizing saccharification of ammo-
nia fiber expansion (AFEX) pretreated corn stover. Bioresour Technol. 
2010;101(8):2770–81.

	30.	 Niu H, Shah N, Kontoravdi C. Modelling of amorphous cellulose depoly-
merisation by cellulases, parametric studies and optimisation. Biochem 
Eng J. 2016;15(105):455–72.

https://onlinelibrary.wiley.com/doi/abs/10.1002/9781118735893.ch4
https://onlinelibrary.wiley.com/doi/abs/10.1002/9781118735893.ch4
https://link.springer.com/article/10.1186/s13568-016-0185-0
https://link.springer.com/article/10.1186/s13568-016-0185-0
https://patentscope.wipo.int/search/en/detail.jsf?docId=WO2011103428
https://patentscope.wipo.int/search/en/detail.jsf?docId=WO2011103428


Page 16 of 16Aggarwal et al. Biotechnology for Biofuels and Bioproducts           (2023) 16:48 

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your researchReady to submit your research  ?  Choose BMC and benefit from: ?  Choose BMC and benefit from: 

	31.	 Chikhi R, Medvedev P. Informed and automated k-mer size selection for 
genome assembly. Bioinforma Oxf Engl. 2014;30(1):31–7.

	32.	 Luo R, Liu B, Xie Y, Li Z, Huang W, Yuan J, et al. SOAPdenovo2: an empiri-
cally improved memory-efficient short-read de novo assembler. GigaS-
cience. 2012;1(1):18.

	33.	 Zerbino DR. Using the Velvet de novo assembler for short-read sequenc-
ing technologies. Curr Protoc Bioinforma. 2010;Chapter 11:Unit 11.5.

	34.	 Zimin AV, Marçais G, Puiu D, Roberts M, Salzberg SL, Yorke JA. The MaS-
uRCA genome assembler. Bioinformatics. 2013;29(21):2669–77.

	35.	 Simpson JT, Wong K, Jackman SD, Schein JE, Jones SJM, Birol I. ABySS: 
a parallel assembler for short read sequence data. Genome Res. 
2009;19(6):1117–23.

	36.	 Manni M, Berkeley MR, Seppey M, Zdobnov EM. BUSCO: assessing 
genomic data quality and beyond. Curr Protoc. 2021;1(12): e323.

	37.	 Gurevich A, Saveliev V, Vyahhi N, Tesler G. QUAST: quality assessment tool 
for genome assemblies. Bioinformatics. 2013;29(8):1072–5.

	38.	 Bouws H, Wattenberg A, Zorn H. Fungal secretomes—nature’s toolbox for 
white biotechnology. Appl Microbiol Biotechnol. 2008;80(3):381.

	39.	 Yin Y, Mao X, Yang J, Chen X, Mao F, Xu Y. dbCAN: a web resource for 
automated carbohydrate-active enzyme annotation. Nucleic Acids Res. 
2012;40(W1):W445–51.

	40.	 Zhao Z, Liu H, Wang C, Xu JR. Erratum to: Comparative analysis of fungal 
genomes reveals different plant cell wall degrading capacity in fungi. 
BMC Genomics. 2014;15(1):6.

	41.	 Zhang J, Tuomainen P, Siika-aho M, Viikari L. Comparison of the synergis-
tic action of two thermostable xylanases from GH families 10 and 11 with 
thermostable cellulases in lignocellulose hydrolysis. Bioresour Technol. 
2011;102(19):9090–5.

	42.	 Hu J, Arantes V, Pribowo A, Saddler JN. The synergistic action of accessory 
enzymes enhances the hydrolytic potential of a “cellulase mixture” but is 
highly substrate specific. Biotechnol Biofuels. 2013;6(1):112.

	43.	 Henrissat B, Driguez H, Viet C, Schülein M. Synergism of cellulases from 
Trichoderma reesei in the degradation of cellulose. Bio/Technology. 
1985;3(8):722–6.

	44.	 Jalak J, Kurašin M, Teugjas H, Väljamäe P. Endo-exo synergism in cellulose 
hydrolysis revisited. J Biol Chem. 2012;287(34):28802–15.

	45.	 Kubicek CP, Mhlbauer G, Klotz M, John E, Kubicek-Pranz EMY. Properties 
of a conidial-bound cellulase enzyme system from Trichoderma reesei. 
Microbiology. 1988;134(5):1215–22.

	46.	 el-Gogary S, Leite A, Crivellaro O, Eveleigh DE, el-Dorry H. Mechanism by 
which cellulose triggers cellobiohydrolase I gene expression in Tricho-
derma reesei. Proc Natl Acad Sci. 1989;86(16):6138–41.

	47.	 Vaheri M, Leisola M, Kauppinen V. Transglycosylation products of cellulase 
system of Trichoderma reesei. Biotechnol Lett. 1979;1(1):41–6.

	48.	 Carle-Urioste JC, Escobar-Vera J, El-Gogary S, Henrique-Silva F, Torigoi E, 
Crivellaro O, et al. Cellulase induction in Trichoderma reesei by cellulose 
requires its own basal expression. J Biol Chem. 1997;272(15):10169–74.

	49.	 Jourdier E, Cohen C, Poughon L, Larroche C, Monot F, Chaabane FB. Cellu-
lase activity mapping of Trichoderma reesei cultivated in sugar mixtures 
under fed-batch conditions. Biotechnol Biofuels. 2013;6(1):79.

	50.	 Pirayre A, Duval L, Blugeon C, Firmo C, Perrin S, Jourdier E, et al. Glucose-
lactose mixture feeds in industry-like conditions: a gene regulatory net-
work analysis on the hyperproducing Trichoderma reesei strain Rut-C30. 
BMC Genomics. 2020;21(1):885.

	51.	 Klein-Marcuschamer D, Simmons BA, Blanch HW. Techno-economic 
analysis of a lignocellulosic ethanol biorefinery with ionic liquid pre-
treatment. Biofuels Bioprod Biorefining. 2011;5(5):562–9.

	52.	 Hildebrand A, Szewczyk E, Lin H, Kasuga T, Fan Z. Engineering Neurospora 
crassa for improved cellobiose and cellobionate production. Appl Environ 
Microbiol. 2015;81(2):597–603.

	53.	 Long C, Cheng Y, Cui J, Liu J, Gan L, Zeng B, et al. Enhancing cellulase and 
hemicellulase production in Trichoderma orientalis EU7-22 via knockout 
of the creA. Mol Biotechnol. 2018;60(1):55–61.

	54.	 Adlakha N, Rajagopal R, Kumar S, Reddy VS, Yazdani SS. Synthesis 
and characterization of chimeric proteins based on cellulase and 
xylanase from an insect gut bacterium. Appl Environ Microbiol. 
2011;77(14):4859–66.

	55.	 Ogunmolu FE, Kaur I, Gupta M, Bashir Z, Pasari N, Yazdani SS. Proteom-
ics insights into the biomass hydrolysis potentials of a hypercellulolytic 
fungus Penicillium funiculosum. J Proteome Res. 2015;14(10):4342–58.

	56.	 Martin M. Cutadapt removes adapter sequences from high-throughput 
sequencing reads. EMBnet J. 2011;17(1):10–2.

	57.	 Xu H, Luo X, Qian J, Pang X, Song J, Qian G, et al. FastUniq: a fast de novo 
duplicates removal tool for paired short reads. PLoS ONE. 2012;7(12): 
e52249.

	58.	 Kim D, Paggi JM, Park C, Bennett C, Salzberg SL. Graph-based genome 
alignment and genotyping with HISAT2 and HISAT-genotype. Nat Bio-
technol. 2019;37(8):907–15.

	59.	 Keller O, Kollmar M, Stanke M, Waack S. A novel hybrid gene prediction 
method employing protein multiple sequence alignments. Bioinformat-
ics. 2011;27(6):757–63.

	60.	 Exonerate user guide | EMBL’s European Bioinformatics Institute. [Cited 
2023 Jan 6]. Available from: https://​www.​ebi.​ac.​uk/​about/​verte​brate-​
genom​ics/​softw​are/​exone​rate-​user-​guide

	61.	 Kim D, Pertea G, Trapnell C, Pimentel H, Kelley R, Salzberg SL. TopHat2: 
accurate alignment of transcriptomes in the presence of insertions, dele-
tions and gene fusions. Genome Biol. 2013;14(4):R36.

	62.	 Trapnell C, Roberts A, Goff L, Pertea G, Kim D, Kelley DR, et al. Differential 
gene and transcript expression analysis of RNA-seq experiments with 
TopHat and Cufflinks. Nat Protoc. 2012;7(3):562–78.

	63.	 Buchfink B, Xie C, Huson DH. Fast and sensitive protein alignment using 
DIAMOND. Nat Methods. 2015;12(1):59–60.

	64.	 Sievers F, Wilm A, Dineen D, Gibson TJ, Karplus K, Li W, et al. Fast, scalable 
generation of high-quality protein multiple sequence alignments using 
Clustal Omega. Mol Syst Biol. 2011;11(7):539.

	65.	 Kundu A, Mishra S, Vadassery J. Spodoptera litura-mediated chemical 
defense is differentially modulated in older and younger systemic leaves 
of Solanum lycopersicum. Planta. 2018;248(4):981–97.

	66.	 Jan Utermark, Petr Karlovsky. Protoc Exch [Internet]. 2008 Mar 19; Avail-
able from: https://​doi.​org/​10.​1038/​nprot.​2008.​83

	67.	 Michielse CB, Hooykaas PJJ, van den Hondel CAMJJ, Ram AFJ. Agrobac-
terium-mediated transformation of the filamentous fungus Aspergillus 
awamori. Nat Protoc. 2008;3(10):1671–8.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.

https://www.ebi.ac.uk/about/vertebrate-genomics/software/exonerate-user-guide
https://www.ebi.ac.uk/about/vertebrate-genomics/software/exonerate-user-guide
https://doi.org/10.1038/nprot.2008.83

	Stoichiometric balance ratio of cellobiose and gentiobiose induces cellulase production in Talaromyces cellulolyticus
	Abstract 
	Background 
	Results 
	Conclusion 

	Introduction
	Results
	Genome sequencing and analysis of the transcriptional responses of Talaromyces sp. to polysaccharide substrate
	Biomass-degrading enzymes in Talaromyces cellulolyticus
	Scrutiny of early metabolites and its role in cellulase induction
	In vitro induction studies to screen inducer
	Plackett–Burman design to identify saccharide combinations
	Submerged cultivation to evaluate effect of optimized inducer
	Genetic engineering to enhance cellulase production

	Discussion
	Conclusion
	Material and methods
	Fungal growth conditions
	Biochemical assays
	Genome sequencing and pre-processing of the transcriptome raw data
	Gene prediction and annotation
	Phylogenetics analysis
	Metabolome analysis
	RNA extraction protocol
	Transcriptome analysis
	Plackett–Burman design
	Membrane protein extraction
	RNA extraction protocol
	Cre knockout methodology
	Biomass saccharification

	Anchor 31
	Acknowledgements
	References


