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Abstract

Lignocellulosic  biomass  is  a  promising  feedstock  to  sustainably  produce  useful
biocommodities. However, its recalcitrance to hydrolysis limits its commercial utility.
One attractive strategy to overcome this problem is to use consolidated bioprocessing
(CBP)  microbes  to  directly  convert  biomass  into  chemicals  and  biofuels.  Several
industrially useful microbes possess desirable consolidated bioprocessing characteris‐
tics, yet they lack the ability to degrade biomass. Engineering these microbes’ surfaces
to display cellulases and cellulosome‐like structures could endow them with potent
cellulolytic activity, enabling them to be used in CBP. In this chapter, we discuss recent
progress in engineering the surfaces of Saccharomyces cerevisiae, Escherichia coli, Bacillus
subtilis, Corynebacterium glutamicum, and lactic acid bacteria. We discuss the techniques
used to display cellulases on their surfaces, their recombinantly achieved cellulolytic
activities, and current obstacles that limit their utility.

Keywords: lignocellulose, consolidated bioprocessing, cellulase, minicellulosome, cell
surface display

1. Introduction

As concerns over limited petroleum supplies rise, the momentum to produce renewable fuels,
chemicals, and other materials from biomass has increased [1–3]. Second‐generation biofuels
derived from sustainable feedstocks such as lignocellulosic biomass are attractive, as plant
biomass is  cheap and highly abundant;  over 1 billion tons of lignocellulosic biomass are
produced annually  in  the  United  States,  while  an  estimated  10–50 billion  tons  of  waste
lignocellulose are produced worldwide [4–6]. However, the resistance of lignocellulose to
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hydrolysis limits its use in biofuel production and has driven the search for new technologies
to cost‐effectively exploit  this valuable resource [7,  8].  To produce fermentable sugars to
generate cellulosic ethanol, conventional industrial processes utilize a multistep procedure to
degrade lignocellulose (Figure 1A) [7, 9]. Typically, the biomass is first pretreated with strong
acids and high temperatures to remove lignin and to partially degrade its  cellulose and
hemicellulose components [7]. It is then exposed to purified cellulase enzymes that hydrolyze
the remaining polysaccharides into shorter polysaccharides and monosaccharides that can be
fermented into ethanol by yeast. Significant effort has been put forth to optimize these steps,
including the development of a range of new pretreatment approaches and enzyme cocktails
[9–11]. It is generally believed that the cost of converting biomass into useful biocommodities
could be greatly reduced by using a consolidated bioprocessing (CBP) microbe,  a single
microorganism that produces all of the necessary enzymes to degrade lignocellulose and then
utilizes the resulting sugars to produce high levels of the biocommodity (Figure 1B) [12–14].
A CBP microbe would decrease costs by reducing the number of processing steps required to
generate the final product and avoid the use of costly purified cellulase enzymes that are
estimated to contribute $0.68–1.47 to the per gallon cost of cellulosic ethanol [15]. Given their
great potential, a number of research groups have sought to develop a lignocellulose‐utilizing
CBP microbe using native and recombinant strategies [12]. In the native strategy, product
production  pathways  are  engineered  into  naturally  cellulolytic  microbes,  while  in  the
recombinant strategy, genetically well‐studied microorganisms that may already be capable
of  producing a  desired product  are  engineered to  possess  cellulolytic  activity.  Here,  we
describe progress towards creating recombinant cellulolytic microbes to convert biomass into
useful commodities by engineering their surfaces to display cellulase enzymes.

Lignocellulose is recalcitrant to degradation and requires the action of many different types
of enzymes to break it down [15]. It is composed of varying amounts of cellulose (25–55%),
hemicellulose (8–30%), and lignin (18–35%) [7, 16]. Cellulose is a polymer of β‐1,4‐linked
glucose molecules that can hydrogen‐bond with other cellulose polymers to form both
amorphous and crystalline regions [17]. It is synergistically degraded by three types of
cellulases: endoglucanases, exoglucanases, and β‐glucosidases [7]. Endoglucanases attack
within a cellulose strand to hydrolyze the β‐1,4‐glucosidic bonds, producing new reducing
and nonreducing ends that can be further broken down by exoglucanases [18]. The shorter
cellodextrin chains that are produced by these enzymes, including the disaccharide cellobiose,
are then degraded into glucose monomers by β‐glucosidases [18]. Hemicellulose is a sugar
polymer that is composed of a number of different types of pentose and hexose sugars [16].
Xylan is its main component and is the second most abundant polysaccharide in lignocellulose.
As compared to cellulose, hemicellulose is more accessible to degradation by a range of
enzymes with different substrate specificities, including among others: xylanases, arabinases,
and mannanases. Finally, lignin surrounds and blocks enzyme access to cellulose and hemi‐
cellulose and is a complex polymer containing a mixture of phenolic compounds linked
through radical coupling reactions [19]. A large number of enzymes are needed to degrade it,
including peroxidases and laccases [20].
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Figure 1. Conventional and consolidated bioprocessing (CBP) methods to convert biomass into biocommodities. (A)
Many conventional industrial methods first pretreat biomass using heat and chemicals to remove lignin and to partial‐
ly digest cellulose and hemicellulose. Complex enzyme mixtures are then added to the pretreated biomass to degrade
its cellulose more fully. The resultant sugars are then fermented by a microorganism to generate the final product (cur‐
rently only cellulosic ethanol). (B) A consolidated bioprocessing (CBP) microorganism could directly convert either
pretreated or untreated lignocellulose into a biocommodity. It would bypass multiple steps in the conventional proc‐
ess, including the use of purified enzymes to degrade the biomass.

One promising recombinant strategy to create a useful CBP microbe is to engineer it to display
a range of enzymes that degrade lignocellulose, thereby allowing it to produce sugars that can
be further metabolized by the microorganism into useful chemicals [21–26]. In this approach,
the goal was to engineer the microbial surface to effectively mimic the activity of naturally
cellulolytic anaerobic bacteria. These microbes have the impressive capacity to adhere to, and
degrade, untreated biomass and are typified by the cellulolytic anaerobic bacterium Clostridi‐
um thermocellum [27]. This eubacterium efficiently degrades biomass using a surface displayed
complex called a cellulosome (Figure 2A) [27]. The cellulosome contains a central scaffolding
protein that coordinates the binding of different enzymes. The primary scaffoldin, CipA,
contains nine type‐I cohesin modules that bind to cellulases harboring type‐I dockerin
modules [28]. CipA also contains a carbohydrate‐binding module (CBM) that tethers the
cellulosome complex to its cellulose substrate and a C‐terminal type‐II dockerin module [29].
The type‐II dockerin module anchors the cellulosome complex to cell surface proteins by
interacting with their type‐II cohesin domains. As these surface proteins can contain multiple
cohesin domains (1, 2, or 7 domains), large polycellulosomal structures can be displayed. Even
more complex polycellulosomal structures exist in other species of bacteria and can contain
over 100 enzymes [28].
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Figure 2. Natural cellulosomes and recombinant minicellulosomes. (A) The prototypical cellulosome from C. thermocel‐
lum. It contains the CipA scaffoldin that is capable of coordinating the binding of nine cellulases. CipA contains nine
type‐I cohesin domains that bind to cellulases containing type‐I dockerin domains. It also contains a carbohydrate‐
binding module (CBM) that can bind to cellulose, holding the enzymes and the microorganism in close proximity to
the substrate. CipA is anchored to the cell surface through its type‐II dockerin domain that interacts with type‐II cohe‐
sin modules present in the cell wall bound SdbA, Orf2, or OlpB proteins. (B) Basic structure of a minicellulosome that
is displayed on a recombinant microbe. It is similar to the cellulosome, but contains fewer binding sites for enzymes.
Color and symbol code: grey circles, cells; pink units, type‐II cohesin‐dockerin pairs; tan units, type‐I cohesin‐dockerin
pairs; dark blue comb, CBM; and partial circular units: cellulases.

Microbes displaying cellulosomes are believed to degrade lignocellulose much more efficiently
than microbes that degrade biomass by secreting cellulases [30]. There are three main reasons
why increased efficiencies may be obtained. First, secreting enzymes presumably imposes a
higher metabolic burden upon the microorganism as compared to displaying the enzymes on
the cell surface. This is because the secreted enzymes can be lost to the environment with no
guarantee that the sugars that they will produce will ultimately be accessible to the microbe
for use as nutrients. As a result, larger quantities of the enzymes must be produced if they are
to be secreted. For example, aerobic fungi (such as Trichoderma reesei, from which many purified
industrial enzyme cocktails are derived) secrete 1–10 g of enzymes per liter of culture to
degrade biomass, while cellulolytic anaerobic bacteria (such as C. thermocellum) need to
produce only ∼0.1 g of enzymes per liter of culture [31]. Second, colocalization of enzymes
with different substrate preferences within a cellulosome promotes synergistic enzyme‐
enzyme and enzyme‐proximity interactions, where the cellulolytic activity of the complexed
enzymes is greater than that of individual enzymes due to their complementary activities and
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optimal enzyme spacing [32]. The presence of both hemicellulases and cellulases in a cellulo‐
some complex also enables hemicellulose and cellulose fibers to be removed simultaneously,
thereby overcoming potential physical hindrances. The benefits of the C. thermocellum
cellulosomal system have been quantified: its specific activity against crystalline cellulose is
15‐fold higher than the secreted enzyme system from T. reesei [33]. Finally, the placement of
the cellulosome on the microbial surface increases the rate of hydrolysis by promoting
cellulose–enzyme–microbe (CEM) synergy [34]. In this process, sugar uptake by the microbe
presumably becomes more efficient by promoting import of the products into cells and
removing potential enzyme inhibitors such as glucose and cellobiose from the environment
[35].

Microbe‐based CBP technologies are not currently used industrially to produce biocommod‐
ities from lignocellulosic biomass. However, a major step towards CBP of starch into ethanol
has recently been demonstrated by Lallemand and Mascoma. These companies created
TransFerm®, a genetically modified yeast strain that secretes a glucoamylase and that is
optimized to produce higher yields of ethanol. Although the cells do not fully degrade starch
on their own, they reduce by 20–45% the amount of exogenous enzymes that needs to be added
to process starch. At present, microbe‐based CBP of lignocellulose is not being performed
industrially, and ongoing research is primarily focused on constructing and identifying
microorganisms with optimal cellulolytic and biocommodity production capabilities. Fur‐
thermore, detailed cost analyses of CBP versus conventional pretreatment and saccharification
approaches have not been reported [36]. This is because the specific costs associated with CBP
will vary based on the biocommodity produced, and the microbe and biomass source that is
employed. However, the greatest cost savings associated with CBP will likely be obtained by
reducing the costs of saccharification. A detailed cost analysis has been performed for cellulosic
ethanol production from corn stover using dilute acid pretreatment, enzymatic saccharifica‐
tion, and cofermentation [37]. In this analysis, on‐site production of fungal enzymes was
estimated to contribute $0.34 per gallon of ethanol (assuming enzyme loadings of 20 mg
enzyme per gram of biomass), which could in principle be eliminated using a CBP microbe.
Another analysis by Johnson explored the potential cost savings associated with altering the
source of enzyme production from off‐site to on‐site cultivation, specifically on biomass as a
primary substrate [38]. The estimated full cost of producing cellulosic ethanol was reduced by
19% if the enzymes were produced on‐site because it eliminated the need for enzyme
purification, formulation of the enzyme mixture to preserve stability, and transport. Similar
substantial gains could be obtained using microbe‐based CBP.

In this chapter, we review progress towards engineering microbes to display “minicellulo‐
somes,” smaller cellulosome‐like complexes that can degrade biomass (Figure 2B). A list of
the microorganisms engineered to display minicellulosomes discussed in this chapter is
presented in Table 1. We discuss recent developments in displaying these structures on
industrially useful microorganisms, including Saccharomyces cerevisiae, Escherichia coli, Bacillus
subtilis, Corynebacterium glutamicum, and lactic acid bacteria. The mechanisms used to display
enzymes, their cellulolytic activities, and current obstacles that limit their utility are discussed.
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Anchor Assembly (# enzymes/

complex)

Enzymes displayed References

S. cerevisiae

Aga2 Ex vivo (3) C. cellulolyticum: Exoglucanase (CelE) [73]

C. thermocellum Endoglucanase (CelA)

and

C. cellulolyticum Endoglucanase (CelG)

or

C. thermocellum: β‐Glucosidase (BglA)

Aga2 Ex vivo consortium (3) C. thermocellum Endoglucanase (CelA) [74]

T. aurantiacus β‐Glucosidase (Bgl1)

and

C. cellulolyticum Exoglucanase (CelE)

or

T. reesei: Cellobiohydrolase (CBHII)

α‐Agglutinin Ex vivo consortium (3) C. thermocellum:

T. aurantiacus:

T. reesei:

Endoglucanase (CelA)

β‐Glucosidase (Bgl1)

Cellobiohydrolase (CBHII)

[75]

Aga2 Ex vivo consortium (2) C. thermocellum:

T. reesei:

Endoglucanase (CelA)

Exoglucanase (CBHII)

[76]

Aga2 Ex vivo adaptive

assembly (4)

C. cellulolyticum:

C. thermocellum:

Endoglucanase (CelG)

β‐Glucosidase (BglA)

[77]

Aga2 In vivo (3) A. aculeatus:

T. reesei:

β‐Glucosidase 1 (BGL1)

Cellobiohydrolase II (CBHII)

Endoglucanase II (EGII)

[32]

Aga2 In vivo (5) A. aculeatus:

T. reesei:

H. insolens:

T. aurantiacus:

β‐Glucosidase 1 (BGL1)

Cellobiohydrolase II (CBHII)

Endoglucanase II (EGII)

Cellobiose dehydrogenase (CDH)

Lytic polysaccharide monooxygenase

(LPMO)

[78]

Aga2 In vivo adaptive assembly

(12 max)

C. cellulolyticum: Endoglucanase (CelCCA)

Cellobiohydrolase (CelCCE)

β‐Glucosidase (Ccel_2454)

[79]

α‐Agglutinin Ex vivo (3) A. awamori:

A. niger:

T. lanuginosus:

Acetylxylan esterase (AwAXEf)

β‐xylosidase (XlnDt)

Endoxylanase (XynAc)

[87]

Aga2 In vivo (3) A. niger: Arabinofuranosidase (AbfB) [88]
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Anchor Assembly (# enzymes/

complex)

Enzymes displayed References

S. cerevisiae

T. reesei: β‐Xylosidase (XlnD)

Endoxylanase (XynII)

α‐Agglutinin In vivo (4) A. aculeatus:

T. reesei:

β‐Glucosidase 1 (BGL1)

Endoglucanase II (EGII)

[89]

Aga2 Ex vivo (N/A) C. cellulolyticum: Endoglucanase (CelA) [90]

B. subtilis

LysM Ex vivo (3) B. subtilis:

C. phytofermentans: 

C. thermocellum:

Endoglucanase (Cel5)

Cellobiohydrolase (Cel48)

Endoglucanase (Cel9)

[31]

LPXTG from S.

aureus

Ex vivo (3) C. cellulolyticum:

C. thermocellum:

Exoglucanase (Cel9E)

Endoglucanase (Cel9G)

Endoglucanase (Cel8A)

[118]

Lactic acid bacteria

LPXTG from S.

pyogenes

Ex vivo

(1‐2)

E. coli: β‐Glucuronidase (UidA) [127]

LPXTG from S.

pyogenes

Ex vivo

(2)

E. coli: β‐Glucuronidase (UidA)

β‐Galactosidase (LacZ)

[128]

LPXTG from L.

plantarum

Ex vivo consortium (2) T. fusca: Endoglucanase (Cel6A)

Xylanase (Xyn11A)

[129]

C. glutamicum

MscCG In vivo (2) C. thermocellum: Endoglucanase (CelE)

β‐Glucosidase (BglA)

[133]

Table 1. Multi‐enzyme display in minicellulosomes.

2. Displaying enzymes on Saccharomyces cerevisiae

Significant effort has been put forth to display cellulolytic enzymes on the surface of S. cerevisiae
because of its established role in producing bioethanol [39]. The yeast cell surface is comprised
of β‐glucans, mannoproteins, and small amounts of chitin [40]. As β‐glucan is the major
constituent, displayed proteins are typically anchored to this fibrous scaffold. The most widely
used approach to display cellulases and minicellulosomes employs a glycosylphosphatidyli‐
nositol (GPI)‐anchoring system (Figure 3A). The protein of interest is expressed as a fusion
with a polypeptide GPI attachment signal that is typically derived from the α‐agglutinin
protein or other cell wall proteins such as Sed1 and Cwp2 [41, 42]. After protein synthesis, GPI
is added to the ω‐site amino acid in the anchor signal sequence by the GPI transamidase
complex in the endoplasmic reticulum [43, 44]. The GPI‐linked protein is then directed towards
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the lipid bilayer and subsequently covalently linked to the cell wall β‐1,6‐glucan by the putative
Dfg5 and Dcw1 cross‐linkers [45–48]. Cellulase can also be displayed indirectly. In this
approach, the enzyme is expressed as a fusion protein with the a‐agglutinin Aga2 subunit,
which in turn, forms disulfide bonds to the Aga1 subunit that is covalently linked to the cell
wall via a GPI anchor. An estimated 1 × 104 to 1 × 105 proteins per cell are displayed using the
Aga2 subunit [49]. The number of proteins displayed on the surface can be increased by
genetically modifying the yeast strain. For example, deletion of a major endogenous GPI‐
anchored cell wall protein, SED1, can greatly improve heterologous protein display by
reducing competition for cell wall‐anchoring sites [50]. Display levels can also be improved by
lowering the mannan content of the cell surface [51] and by employing the SED1 signal peptide,
promoter and anchor [52, 53]. Reducing protein glycosylation also improves minicellulosome
display [54]. The general strategies used to enhance enzyme display in yeast may also be useful
in optimizing the other recombinant microbes that are discussed below.

Figure 3. Cellulase and minicellulosome display in S. cerevisiae. (A) Methods used to display cellulases and their com‐
plexes on the cell surface. Proteins of interest (POI) are attached to the cell surface by a GPI anchor that is covalently
linked to the β‐glucan of the cell wall. The GPI anchor is attached to the displayed protein by expressing it as a fusion
protein that contains the GPI attachment signal from either the α‐agglutinin, SED1, or Cwp2 proteins. Proteins can also
be displayed indirectly by expressing them as a fusion with the Aga2 protein that in turn interacts with the GPI anch‐
ored a‐agglutinin Aga1 located on the cell surface. (B) One of the most active cellulolytic minicellulosomes that has
been displayed on the surface of S. cerevisiae. It contains five enzyme functionalities and is displayed through fusion of
the miniscaffoldin to the Aga2 protein. Symbols have been described in Figure 2. Enzymes 1–5 correspond to T. reesei
endoglucanase (EGII), T. reesei cellobiohydrolase (CBHII), A. aculeatus β‐glucosidase (BGL1), T. aurantiacus GH61a lytic
polysaccharide monooxygenase (LPMO), and H. insolens cellobiose dehydrogenase (CDH), respectively. Abbreviations:
POI, protein of interest; PM, plasma membrane; BG, β‐glucan.
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2.1. Individual cellulases

Individual cellulases were originally displayed on the cell surface by the Tanaka group [55].
They engineered cells to codisplay individual carboxymethylcellulase (CMCase) and β‐
glucosidase (BGL1) enzymes derived from Aspergillus aculeatus by fusing them to a C‐terminal
GPI anchor sequence from α‐agglutinin. The cells could degrade cellodextrins, soluble glucose
polymers that contain up to six glucose residues. Subsequently, the Kondo laboratory
significantly advanced this technology by developing S. cerevisiae strains that display addi‐
tional enzymatic activities. Initially, they constructed strains that codisplayed the A. aculeatus
BGL1 and T. reesei endoglucanase II (EGII) enzymes, which when cultured in nutrient‐rich
media fermented β‐glucan into ethanol [56]. Later, the inclusion of the T. reesei cellobiohydro‐
lase II (CBHII) enzyme allowed the strains to ferment more complex amorphous phosphoric
acid swollen cellulose (PASC) into ethanol [57]. Separately, the Kondo group also demonstrated
that cellulose degradation can be further improved using a variety of approaches, including
engineering a displayed cellulase to contain multiple cellulose‐binding domains, integrating
multiple copies of the cellulases genes into the yeast chromosome, and by strain diploidiza‐
tion [58–60]. Increasing the number and density of the displayed cellulases significantly
improves the ability of S. cerevisiae to degrade cellulose. For example, a strain displaying the
BGL1, EGII, and CBHII enzymes produces more ethanol from PASC than a strain that displays
only BGL1 and secretes EGII and CBHII [61, 62]. Enzyme proximity on the cell surface also
appears to have a major effect on activity, as the cellulolytic properties of cells displaying one
or more cellulases improved as the enzyme density increased [63]. Interestingly, in these
studies, good activity was observed when the enzymes were estimated to be separated on the
cell surface by 10–100 nm, an enzyme spacing that is presumably similar to the spacing found
in certain types of bacterial cellulosomes [64].

Yeast displaying cellulases may be industrially useful. For example, strains displaying the
BGL1, CBHII, and EGII enzymes produced 43.1 g/L ethanol from 200 g/L liquid hot water
pretreated rice straw in 72 h [65]. While supplementation with a purified cellulase cocktail at
10 filter paper units (FPU)/g‐biomass was necessary to achieve this high ethanol yield, a control
strain that did not display the enzymes required 10‐fold more added cellulase to produce
similar quantities of ethanol. Attractively, the cells displaying the enzymes could be reused in
five fermentation cycles without significantly losing their activity [66]. Displaying enzymes
also reduces the amount of purified cellulase lost through irreversible adsorption onto
crystalline cellulose, facilitating more efficient cellulose degradation and higher ethanol
yields [67]. Recently, studies using cellulase displaying cells have further reduced the amount
of purified cellulase cocktail that needs to be added to convert biomass into ethanol [68]. These
newer generation cells require 44% less commercial enzyme supplementation to degrade
pretreated biomass by displaying four enzymes using the Sed1 anchor: A. aculeatus BGL1, T.
reesei EGII, Talaromyces emersonii cellobiohydrolase I (CBHI), and Chrysosporium lucknowense
cellobiohydrolase II (CBH2). When supplemented with 1 FPU of commercial enzyme cocktails,
the cells yielded 18 g/L ethanol from 100 g/L of pretreated and milled rice straw in 96 h,
obtaining 80% of the theoretical yield. In contrast, without enzymatic supplementation, only
7% of the theoretical yield was obtained using the same cells. Therefore, while the use of
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cellulase displaying yeast cells can significantly reduce the amount of commercial enzyme that
needs to be added to degrade pretreated biomass, current generation cells still require enzyme
supplementation.

Towards the goal of improving their cellulolytic activity, several studies have engineered
cellulase displaying yeast cells to also produce complementary enzymes and transporters that
improve cellulose solubilization and utilization. The Kondo group constructed cells that co‐
expressed three displayed cellulases, as well as the Neurospora crassa cellodextrin transporter
(CTDI) and intracellular BGL1 enzyme [69]. This strain produces 1.7‐fold more ethanol from
PASC than a strain that only displays the cellulases, presumably by reducing the build‐up of
enzyme inhibitory products on the cell surface. Additionally, strains displaying cellulases as
well as proteins that disrupt the structure of cellulose show improvements in ethanol produc‐
tion; cells codisplaying three cellulases and an Aspergillus oryzae expansin‐like protein (AoelpI)
produce 1.4‐fold more ethanol from PASC than a control strain that only displayed the
cellulases [70]. Finally, the Ueda group demonstrated that sequential exposure of biomass to
engineered yeast cells could be beneficial. In this work, pretreatment of hydrothermally
processed rice straw with yeast displaying the Trametes sp. Ha1. laccase I enzyme enabled 1.21‐
fold more ethanol to be produced from the biomass after it was subsequently exposed to yeast
displaying three cellulases [71]. These studies highlight interesting enzyme functionalities that
should be considered for inclusion in other recombinant microorganisms.

2.2. Ex vivo assembled minicellulosomes

Several research groups engineered S. cerevisiae to display minicellulosomes that are smaller
than natural cellulosomes (Figure 2B). In the minicellulosome, a cell‐surface displayed
“miniscaffoldin” protein that contains cohesin domains noncovalently binds cellulases via
their dockerin modules. These recombinant miniscaffoldins are either attached directly to the
cell wall by fusing them to a GPI anchor sequence (from α‐agglutinin or Cwp2) or indirectly
by fusing them to the a‐agglutinin Aga2 subunit. Two general methods are used to display
minicellulosomes, an ex vivo approach in which cellulases need to be added to cells that display
a miniscaffoldin (Figure 4A, 4B), or an in vivo approach in which the microbe produces all of
the protein components that are necessary to assemble and display the minicellulosome
(Figure 4C).

In 2009, two groups demonstrated ex vivo minicellulosome assembly by creating cells that
display a miniscaffoldin and then adding to the cells cellulases that contained a dockerin
domain. The Volschenk group displayed a miniscaffoldin by fusing two cohesin modules and
a CBM to the Cwp2 GPI anchor. They visually demonstrated binding of this yeast strain to
filter paper via the CBM and constructed a minicellulosome by adding a purified endogluca‐
nase–dockerin enzyme to the cells [72]. Concurrently, the Chen laboratory constructed an
Aga2‐fused recombinant minicellulosome that contained three cohesin modules derived from
three different bacterial species [73]. This more elaborate minicellulosome used species‐specific
cohesin–dockerin interactions to target β‐glucosidase, exoglucanase, and endoglucanase
enzymes to specific sites within the complex. Quantitatively, the researchers demonstrated that
incorporation into the minicellulosome enabled the enzymes to function synergistically to
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produce ethanol from PASC. Later, the Chen laboratory bypassed the need to add purified
enzymes or cell lysates to cells to produce the minicellulosome by using a consortium of yeast
strains to produce the cellulases [74]. This was accomplished using four strains: one that
displayed the miniscaffoldin and three strains that secreted each of the enzymes needed to
form the complex. After determining the optimal ratio of strains, they demonstrated that ∼1.9 
g/L of ethanol could be produced from 10 g/L of PASC in 48 h. Additionally, they demonstrated
that fusing the miniscaffoldin directly to the cell wall via an attached α‐agglutinin GPI anchor
instead of indirectly through the Aga2 subunit improved minicellulosome display [75].
Similarly, the Hahn laboratory utilized a consortium approach to build an ex vivo assembled
minicellulosome that contained three identical cohesin–dockerin pairs and randomly incor‐
porated enzymes [76]. Cells displaying this structure also obtained similar ethanol yields,
1.8 g/L of ethanol from 10 g/L of PASC in 94 h.

Figure 4. Summary of strategies used to assemble minicellulosomes on microbial surfaces. (A) Ex vivo assembly. Exoge‐
nous cellulase‐dockerin fusion proteins (either purified or derived from cell lysates) are added to cells engineered to
display a miniscaffoldin that binds to the cellulases. (B) Ex vivo assembly using a microbial consortium. Similar to (A),
but miniscaffoldin displaying cells are cultured with a consortium of microbes that have been engineered to secrete
cellulase‐dockerin fusion proteins. (C) In vivo assembly. A single microorganism is engineered to express all of the
components of the minicellulosome, enabling its spontaneous assembly on the cell surface. (D) Adaptive assembly
method used to construct larger minicellulosomes. The miniscaffoldin contains two basic parts, a non‐catalytic anchor‐
anchoring scaffoldin that attaches the structure to the cell wall and a primary scaffoldin that binds to the cellulase‐
dockerin fusion proteins. Color and symbol code as described in Figure 2.
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In order to build larger surface structures with higher enzyme densities, the Chen laboratory
used an adaptive assembly approach [77]. In this procedure, the minicellulosome is built using
two separate scaffoldin pieces: a primary scaffoldin that binds to the catalytic components and
an anchoring scaffoldin that is attached to the cell surface and only binds to the primary
scaffoldin (Figure 4D). They produced a yeast strain that displayed an Aga2‐fused anchoring
scaffoldin that contained two cohesin domains from Acetivibrio cellulolyticus and Bacteroides
cellulosolvens. Two E. coli strains were then used to produce two primary scaffoldins that each
contained the C. thermocellum and R. flavefaciens cohesins, and either the dockerin module from
A. cellulolyticus or B. cellulosolvens. Thus, the final complex contained a total of four enzymes,
with two copies each of the C. cellulolyticum endoglucanase (CelG) and C. thermocellum β‐
glucosidase (BglA) enzymes. This strain produced only 1.9 g/L of ethanol from 10 g/L of PASC
in 72 h, presumably because it lacked exoglucanase activity.

2.3. In vivo assembled minicellulosome

The need to add enzymes to cells displaying a miniscaffoldin may make the use of ex vivo
assembled minicellulosomes industrially impractical. To overcome this problem, two research
groups engineered S. cerevisiae to express all of the components of the minicellulosome such
that it could form spontaneously (in vivo assembly). The Zhao laboratory constructed a yeast
strain that produced an Aga2‐fused miniscaffoldin, T. reesei EGII and CBHII, and A. aculeatus
BGL1 enzymes [32]. By comparing the display of a single enzyme to the simultaneous display
of two or three noncomplexed enzymes, they demonstrated enzyme‐enzyme synergy, which
improved activity by 5.5‐fold. They also demonstrated enzyme‐proximity synergy, as the
trifunctional minicellulosome degraded biomass better than cells containing three independ‐
ently displayed enzymes (1.6‐fold improvement). Quantitative measurements indicated that
each cell displays 3 × 104 unifunctional miniscaffoldins, whereas 1.8 × 104 tri‐functional
minicellulosomes are displayed per cell. In vivo construction of increasingly more elaborate
minicellulosomes decreased protein expression, likely due to metabolic burden. Compared to
unifunctional minicellulosomes, the production of the miniscaffoldin and two enzymes caused
the expression of all components to decrease slightly, and overexpression of an additional third
enzyme caused protein expression levels of CBHII to drop significantly. This suggests that it
will be increasingly more challenging to display larger, more complex enzyme structures on
the cell surface. This is unfortunate, because adding additional enzyme functionalities is
advantageous to cellulose solubilization. Although difficult to achieve, for example, the tri‐
functional displayed minicellulosome constructed by the Zhao group produces 1.8 g/L of
ethanol from 10 g/L of PASC in 70 h. However, pentafunctional minicellulosomes are more
effective, as they produce 2.7 g/L of ethanol from 10 g/L of PASC in 96 h and 1.8 g/L of ethanol
from 10 g/L of Avicel in 96 h [78]. This larger pentafunctional complex contains two additional
enzymes with new functionalities, the Thermoascus aurantiacus GH61a lytic polysaccharide
monooxygenase (LPMO) and Humicola insolens cellobiose dehydrogenase (CDH) (Figure 3B).
Even though fermentative growth was reduced because of the presence of oxygen needed for
monooxygenase function, greater ethanol yields were still obtained.
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The largest in vivo assembled minicellulosome reported thus far was constructed by the Tan
group using an adaptive assembly approach [79]. This structure could display up to 12
enzymes and was formed using a cell surface‐associated Aga2‐fused anchoring scaffoldin that
contained type‐II cohesin domains that could bind four primary miniscaffoldins harboring
type‐II dockerin domains. Each primary scaffoldin also contained a CBM and three species‐
specific type‐I cohesin modules for controlled cellulase binding. Combined, this strain displays
in a single complex four copies each of the C. cellulolyticum endoglucanase, cellobiohydrolase,
and β‐glucosidase enzymes. However, the investigators found that as longer anchoring
scaffoldins were used, a smaller percentage of cells displayed the scaffoldin. For this reason,
they demonstrated the production of 1.4 g/L ethanol from 10 g/L Avicel in 96 h from a smaller
six enzyme displaying strain.

2.4. Hemicellulases and hemicellulosomes

In order to develop xylose‐fermenting strains of yeast, similar strategies have been employed
to display hemicellulases and hemicellulosomes on the cell surface. The Kondo laboratory
displayed an individual T. reesei endoxylanase II (XYNII) enzyme using the α‐agglutinin
anchor and demonstrated that the cells degraded birchwood xylan into xylobiose, xylotriose,
and xylotetraose [80]. Subsequently, the cells were further engineered to produce ethanol from
birchwood xylan by adding the A. oryzae β‐xylosidase (XylA) to the cell surface and by
expressing intracellular xylose utilization proteins (the Pichia stipitis xylose reductase (XYL1)
and xylitol dehydrogenase (XYL2), as well as the S. cerevisiae xylulokinase (XKS1)) [81]. In a
separate set of studies, the investigators later demonstrated cellodextrin degradation and
xylose assimilation by yeast displaying A. aculeatus BGL1 enzyme, which enabled the microbe
to produce ethanol from the sulfuric acid hydrolysate of wood chips [82]. Interestingly, the
ability of this strain to co‐utilize cellobiose and xylose avoided carbon catabolite repression
[83]. Additional engineering created cells that displayed the XylA, XYNII, and BGL1 enzymes,
enabling the xylose‐utilizing strain to produce 8.2 g/L of ethanol from 80% (v/v) rice straw
hydrolysate [84]. When P. stipitis xylose reductase (XR) was produced intracellularly in place
of the three aforementioned xylose utilization proteins, xylitol accumulated, which is a starting
material for chemical production of some pharmaceuticals [85]. Using an alternative pathway
to utilize xylose, the Ueda group produced α‐agglutinin anchored Clostridium cellulovorans
xylose isomerase (XI) which converted xylose to xylulose extracellularly before fermenting it
to ethanol [86].

Clustering hemicellulases within surface displayed complexes leads to improved enzymatic
activity. The Silva group developed an ex vivo assembled xylanosome using the α‐aggluti‐
nin anchor [87]. The xylanosome contained the Thermomyces lanuginosus endoxylanase (Xy‐
nAC), Aspergillus niger β‐xylosidase (XlnDt), Aspergillus awamori acetylxylan esterase
(AwAXEf) enzymes, as well as the xylose‐binding domain (XBD) from Thermotoga maritima.
The xylanases in the complex functioned synergistically, with enzyme‐enzyme synergy im‐
proving xylan hydrolysis by 1.6‐fold, and enzyme‐substrate synergy improving hydrolysis
by 3.3‐fold as compared to the free enzymes. Proximity of the endoxylanase to the XBD
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improved xylan hydrolysis by 2.5‐fold, suggesting that placement of substrate binding do‐
mains can contribute significantly to hydrolysis. The Zhao laboratory created an in vivo as‐
sembled minihemicellulosome that is structurally related to their minicellulosome complex
described above [88]. The minihemicellulosome contained the A. niger arabinofuranosidase
(AbfB), β‐xylosidase (XlnD), and T. reesei endoxylanase (XynII) enzymes. The yeast strain
also possessed P. stipitis xylose utilization enzymes and could hydrolyze arabinoxylan bet‐
ter than the uni‐ and bifunctional yeast strains. Surprisingly, against birchwood xylan, a
bifunctional minihemicellulosome containing XynII and XlnD exhibited a higher hydrolysis
rate than the tri‐functional complex, producing 0.95 g/L of ethanol from 10 g/L of birch‐
wood xylan in 80 h.

2.5. Artificial cellulosome structures

In order to better control enzyme placement and increase the number of displayed enzymes
on the cell surface, several groups have created artificial cellulosomes that are structurally
distinct from naturally occurring cellulosomes. These structures use unique protein‐protein
interaction domains to tether the enzymes to the scaffoldin instead of naturally occurring
cohesin‐dockerin interactions. The Kondo laboratory created an in vivo assembled minicellu‐
losome using a miniscaffoldin that contained two cohesin domains and two Z domains
derived from Staphylococcus aureus protein A [89]. This enabled codisplay of the A. aculeatus
BGL1—dockerin fusion protein and the T. reesei EGII protein fused to the Fc domain of human
IgG. The group suggested that this artificial construct enables tighter regulation of the display
ratio of the enzymes. Similarly, the use of type‐I and type‐II cohesin‐dockerin pairs, or cohesin‐
dockerin pairs from different species, allows control over enzyme incorporation. The advan‐
tages of this noncellulosome‐like structure were not extensively investigated, but activity
against β‐glucan was demonstrated. The Su group has displayed enzymes using a novel ex
vivo assembled complex that contains an amyloid‐like scaffoldin [90]. A multistep process was
required to assemble the complex. Initially, yeast expressed an Aga2 anchored GFP‐specific
antibody fragment. Then, cells were incubated with a GFP‐dockerin fusion protein to prime
the cells to bind the protein scaffold. The protein scaffold itself was then created through the
fibrillation of a recombinant‐purified protein that contained a cohesin and a hydrophilic linker
region that was fused to the N‐terminus of Ure2, an amyloid‐like yeast protein. In this way,
multiple cohesin domains were incorporated into a large protein scaffold. As compared to cells
displaying a single cohesin‐dockerin pair harboring the C. cellulolyticum endoglucanase (CelA),
cells displaying the amyloid‐like scaffoldin had 8.5‐fold greater activity against CMC. How‐
ever, the process of assembly is complex, and certain cohesin domains may be rendered
nonfunctional during fibrillation. The use of extremely large supramolecular scaffoldins to
coordinate enzyme binding may also reduce the potential benefits of CEM synergy. Whether
the enzymatic activities of these artificial cellulosomes are superior to complexes that more
closely resemble natural cellulosomes remains to be determined, as their ability to degrade
complex cellulose substrates to produce ethanol was not reported.
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3. Escherichia coli surface display of individual cellulases

The model Gram‐negative bacterium E. coli has several features that are attractive for CBP,
including a robust genetic system that enables surface and metabolic engineering, as well as
the microbe's innate ability to utilize the main components of lignocellulose, glucose, arabi‐
nose, and xylose [91, 92]. Its cell envelope is comprised of an inner membrane, a peptidoglycan
layer, and an outer membrane. Only individual, noncomplexed cellulases and xylanases have
been displayed on the surface of E. coli by fusing them to lipoproteins or integral membrane
proteins (Figure 5). Lipoprotein anchors that have been used to display cellulases include the
E. coli‐derived Lpp‐OmpA fusion protein [93, 94], the P. syringae ice nucleation protein (INP)
[95–97], and the E. coli bacterial lipocalin (Blc) protein [98–100]. Cellulases have also been
displayed by fusing them to outer membrane proteins such as the: B. subtilis poly‐ɣ‐glutamate
synthase A (PgsA) [101, 102], E. coli outer membrane protein C (OmpC) [103], and the E. coli
outer membrane protein X (OmpX) [104]. Cellulases can also be displayed through a unique
mechanism in which they are fused to the E. coli autotransporter protein (AIDA‐I) [105]. Other
less commonly used approaches to display cellulases include fusing them to the E. coli inner
membrane protein HdeD [100], or to the B. anthracis BclA exosporal protein whose mechanism
of display in E. coli is not well understood [106]. In most cases, except for the work reported
by the Kondo and the Karim groups, only single enzymes have been displayed on the surface,
leading to cells that have limited cellulolytic activity [100, 101].

Figure 5. Methods used to display cellulases in E. coli. Proteins of interest are displayed as a result of fusion to lipopro‐
teins (E. coli Lpp‐OmpA, P. syringae INP, E. coli Blc), fusion to outer membrane proteins (B. subtilis PgsA, E. coli OmpC,
E. coli OmpX), or fusion to the E. coli autotransporter AIDA‐I. Not all anchoring methods are depicted here. At present,
only individual enzymes have been displayed on the cell surface. Abbreviations: protein of interest (POI), inner mem‐
brane (IM), peptidoglycan (PG),and outer membrane (OM).

Pilot studies have shown that E. coli displaying cellulases can be used to produce ethanol or
isopropanol from cellulosic substrates. Using the E. coli AIDA‐I anchor, the display of the T.
fusca β‐glucosidase enzyme yielded cells that produced approximately 17–17.9 g/L of ethanol
from 40 g/L of cellobiose in 72 h [105]. By utilizing the E. coli Blc anchor to display the T. fusca
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β‐glucosidase, cells could produce 69.0 ± 11.6 mM of isopropanol in a 21 h fermentation
containing 50 g/L of cellobiose [99]. The low yield of isopropanol, as compared to when glucose
was supplied, suggested that the β‐glucosidase activity was too low to efficiently produce
glucose from cellobiose. The most complex E. coli display system thus far achieved displayed
three enzymes using the B. subtilis PgsA anchor [101]. This strain displayed endocellulase,
exocellulase, and β‐glucosidase enzymes derived from C. cellulolyticum. From 10 g/L of PASC,
it produced 3.59 ± 0.15 g/L of ethanol in 60 h. It could also make ethanol from dilute sulfuric
acid pretreated corn stover hydrolysate (2 g/L), producing 0.71 ± 0.12 g/L of ethanol in 48 h.
One notable study performed by Bokinsky et al. demonstrated that E. coli strains that secreted
cellulases could produce advanced biofuels from ionic liquid pretreated biomass [107]. A
consortium of two E. coli strains was used to produce either the Bacillus sp. D04 endocellu‐
lase and the Cellvibrio japonicus β‐glucosidase, or the Clostridium stercorarium endoxylanase
and the C. japonicus xylobiosidase. The consortia could grow on ionic liquid (IL)‐treated
biomass, albeit to half the cell density of strains grown on glucose. Additional engineering
enabled cells to produce fatty‐acid ethyl esters, butanol, and pinene from IL‐pretreated
switchgrass. However, only 5 and 6% of the available cellulose and hemicellulose were
digested, respectively. Improved cellulolytic activity could be achieved by displaying cellulase
containing complexes, but E. coli cells that display minicellulosomes have yet to be constructed.

4. Displaying cellulases and minicellulosomes in Gram‐positive bacteria

Many species of Gram‐positive bacteria are used industrially to produce biocommodities and
have great promise as agents to produce second‐generation biofuels. However, they are not
naturally cellulolytic, prompting efforts designed to decorate their surfaces with cellulases.
Below, we discuss progress towards creating cellulolytic strains of B. subtilis, C. glutamicum,
and several industrially useful species of lactic acid bacteria. A common feature of these
microbes is the absence of an extensive outer membrane, as they are surrounded by a thick
peptidoglycan layer that in some instances is further surrounded by additional protective
layers. Thus, the mechanisms used to display proteins on their surfaces are distinct from those
employed to decorate Gram‐negative bacteria.

4.1. Bacillus subtilis

B. subtilis is a model Gram‐positive bacterium that is used industrially to produce commercial
enzymes. It has several desirable traits that could enable its use in consolidated bioprocessing
including established genetic tools to manipulate its genome as well as its generally recognized
as safe status (GRAS) [108, 109]. It is also tolerant to high concentrations of salts and solvents
and has the ability to utilize both pentose and hexose sugars produced from lignocellulose
[110]. Finally, B. subtilis naturally secretes large quantities of extracellular enzymes (20–25 g of
protein per liter of growth culture), suggesting that it should be capable of robustly exporting
the enzymes needed to build cellulase containing complexes [111, 112]. The Gram‐positive cell
wall offers many sites for both covalent and noncovalent protein anchoring. Three mechanisms
have been used to display cellulase on vegetative B. subtilis cells: membrane association via a
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lipoprotein anchor, noncovalent cell wall interactions using the LysM domain, and covalent
attachment to the cell wall using sortase enzymes (Figure 6A). Covalent attachment occurs
through sortase enzyme processing of a C‐terminal cell wall sorting signal (CWSS) that
contains a LPXTG motif and has been estimated to display ∼2.4 × 105 proteins per cell [113,
114]. Noncovalent methods enable ∼1.2 × 107 proteins to be displayed per cell when the protein
of interest is fused to the LysM domain, a binding module that interacts with the N‐acetyl‐
muramic acid and N‐acetyl‐d‐glucosamine components of the peptidoglycan [115, 116].
Cellulases have also been displayed by expressing them as a fusion protein with the mem‐
brane‐associated lipoprotein, PrsA [117]. However, this display mechanism requires lysozyme
treatment of the cell to remove the peptidoglycan.

Two groups have displayed ex vivo assembled minicellulosomes on the surface of B. subtilis.
The Zhang laboratory displayed a minicellulosome with a miniscaffoldin that contained three
cohesin domains, a CMB, and three LysM domains [31]. An estimated 2 × 104 miniscaffoldins
bound to the surface of each cell. Minicellulosomes were assembled by incubating the cells
with purified B. subtilis endoglucanase, C. thermocellum endoglucanase, and Clostridium
phytofermentans cellobiohydrolase enzymes. Against regenerated amorphous cellulose (RAC)
and crystalline cellulose, respectively, cell‐tethered minicellulosomes degraded substrate 2.3‐
and 4.5‐fold better than free minicellulosomes. As compared to commercial fungal enzymes
dosed at the same protein concentrations, minicellulosome‐displaying cells degraded RAC to
a similar extent after 72 h, but exhibited 30% greater hydrolytic activity on Avicel. The Clubb
group also demonstrated ex vivo assembly of a minicellulosome complex using a LPXTG
anchor that can be processed by a sortase enzyme [118]. Purified C. cellulolyticum endogluca‐
nase and exoglucanase, and C. thermocellum endoglucanase enzymes associated with a
covalently cell wall attached miniscaffoldin. A major challenge specific to B. subtilis is the large
amount of proteases that this microbe produces that can degrade heterologous surface‐
exposed proteins [119]. The Zhang group addressed this problem by displaying the cellulo‐
some in a B. subtilis strain in which six extracellular proteases had been deleted, while the
Clubb group improved protein display by deleting WprA, a cell wall‐associated protease.
Display of an in vivo assembled minicellulosome has yet to be achieved. Notably, an in vivo
assembled minicellulosome was reported that could degrade untreated biomass, but this work
was later retracted.

B. subtilis sporulates to produce a highly stress‐resistant, dormant spore cell that can be
decorated with cellulases. During the process of spore formation within the mother cell,
genomic DNA is encapsulated within multiple protective layers including a cortex, coat, and
crust [120]. Attractively, proteins do not need to be translocated across the cytoplasmic
membrane in order to be displayed on the spore. There has been a significant amount of
research performed to optimize protein display on B. subtilis spores [121]. While spore coat
proteins are typically used as carriers to display proteins, a recent study found that native,
unmodified proteins could be overexpressed in the mother cell and absorbed to the spore
surface for display (Figure 6B) [122]. Using this approach, monomeric B. subtilis carboxyme‐
thylcellulase (CelB) and multimeric E. coli β‐galactosidase (LacZ) were successfully displayed
on the spore surface, and vigorous physiochemical treatment was shown to be needed to
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remove the enzymes. Interestingly, proteins can also be directly adsorbed on the spore surface
by incubating them with spores, resulting in 7.75 × 103 to 1.55 × 104 individual proteins being

Figure 6. Cellulase and minicellulosome display in Gram‐positive bacteria. (A) Methods used to display cellulases and
their complexes. Proteins can be anchored to the plasma membrane through fusion to PrsA, but lysozyme treatment is
necessary to expose this cellulase to the external environment. More conventionally, proteins are cell surface displayed
either through noncovalent interactions with cell wall peptidoglycan by protein fusion to the LysM domain, or through
covalent attachment to cell wall peptidoglycan by protein fusion to a cell wall sorting signal containing the LPXTG mo‐
tif, which is processed by sortase transpeptidase. (B) Proteins can be displayed on the surface of B. subtilis spores. Na‐
tive proteins, without fusion to anchor proteins, can be absorbed by the spore surface during spore formation. (C)
Methods used to display cellulases and their complexes on the cell surface of C. glutamicum. Proteins of interest are
displayed through fusion to membrane protein MscCG or porin proteins PorB, PorC, and PorH. Abbreviations: Protein
of interest (POI), plasma membrane (PM), peptidoglycan (PG), arabinogalactan (AG), mycomembrane (MM), and top
layer (TL).

Biomass Volume Estimation and Valorization for Energy426



displayed per particle [123]. Thus, cellulases that cannot be secreted or expressed as fusion
proteins can be readily displayed on spores using this method.

4.2. Lactic acid bacteria (LAB)

Gram‐positive lactic acid bacteria (LAB) are widely used in the food industry to ferment sugars
into lactic acid [124]. They have potential in biomass processing, as they can utilize pentose
and hexose sugars, and some members of this group, namely Lactobacillus plantarum, are
tolerant to low pH and ethanol concentrations up to 13% [26, 125]. Similar methods are used
to display proteins in LAB and B. subtilis, as their cell wall envelopes are structurally related
(Figure 6A). In particular, proteins can be displayed noncovalently using LysM‐binding
modules, or covalently using LPXTG anchors that are processed by sortase enzymes. Com‐
parison studies using Lactococcus lactis have shown that covalent attachment using sortase
enzymes leads to the largest number of functionally displayed proteins on this microbe's
surface, but the relative efficiencies of the sortase and LysM display systems in other species
of LAB have not been determined [126].

Two groups have used sortases to assemble minicellulosomes ex vivo in LAB. The Martin group
anchored a variety of nuclease A‐fused miniscaffoldin constructs onto the surface of a single
protease‐deficient strain of L. lactis [127]. These constructs either contained one cohesin, two
cohesins, a cohesin and a CBM, or only a CBM. Using a purified E. coli β‐glucuronidase (UidA)‐
dockerin fusion protein, they estimated that ∼104 complexes are displayed per cell. Interest‐
ingly, unlike work in yeast, scaffoldin size was not a limiting factor for display. Instead, it was
suggested that protein secretion might be limiting, as scaffoldins containing a CBM showed
improved secretion, presumably due to more rapid folding facilitated by the CBM. Using
similar approaches, this group later produced a bifunctional minicellulosome using specifi‐
cally associating type‐I and type‐II cohesin‐dockerin pairs [128]. They demonstrated that the
order of enzyme docking affected the activities of the E. coli UidA and LacZ enzymes, due to
steric factors that influenced enzyme binding.

In separate studies, the Mizrahi group engineered L. plantarum to display a sortase attached
miniscaffoldin and then used a consortium of cellulase secreting strains to assemble the
minicellulosome ex vivo [129]. In these studies, recombinant T. fusca endoglucanase (Cel6A)
and xylanase (Xyn11A) activities were studied in their free form, individually bound to cells,
or bound to surface displayed minicellulosomes. Against hypochlorite pretreated wheat straw,
secreted enzymes had the best initial activity, followed by the minicellulosome. However, the
sugar production rate of the surface displayed minicellulosome slowly increased over time,
while the rate for the secreted enzymes decreased. Eventually, cellulosomal activity overtook
that of the secreted enzymes, presumably because the cell‐associated enzymes are more stable.
Interestingly, cells displaying individually anchored enzymes had minimal activity. This is
consistent with results obtained in yeast that have shown that enzymes with different substrate
specificities are most active against cellulose when they are densely clustered with one another
on the cell surface to promote synergistic interactions [63].
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4.3. Corynebacterium glutamicum

C. glutamicum is an industrially important microbe that produces several tons of glutamate
and lysine annually. Although it is a Gram‐positive bacterium, its peptidoglycan layer is
covered by an arabinogalactan layer, a mycolic acid bilayer, and a top layer composed of
polysaccharides, glycolipids, and proteins [130]. The presence of the outer mycolic acid layer
confers Gram‐negative characteristics to the bacterium and, along with the cytoplasmic
membrane, is the primary point to which cellulases are attached (Figure 6C). The Kondo
laboratory demonstrated the feasibility of displaying heterologous proteins by attaching them
to the mycolic acid layer [131]. This was achieved by expressing the cellulase as a fusion protein
in which it was joined to the PorC porin. C. glutamicum displaying a Saccharophagus degradans
β‐glucosidase‐PorC fusion produced 1.08 g/L of lysine from 20 g/L of cellobiose in 96 h [132].
The Han group also displayed an in vivo assembled bifunctional minicellulosome that
associated with the cytoplasmic membrane. This was accomplished by expressing the
scaffoldin as a fusion protein with the mechanosensitive channel (MscCG) [133]. The complex
contained the C. thermocellum endoglucanase E (CelE) and β‐glucosidase A (BglA) enzymes
and could release sugars from pretreated rice straw, miscanthus, and rape stem. In the future,
engineering these cells to more efficiently degrade complex lignocellulose may lead to more
cost‐effective ways to produce lysine and glutamate from inexpensive biomass.

5. Conclusions

Towards the goal of cost effectively converting biomass into useful biocommodities, several
research groups have developed creative ways to display cellulases on microbes to endow
them with cellulolytic activity. Comparing the biomass degradation efficiencies of different
types of recombinant microorganisms is difficult. This is because investigators have measured
their activities using a variety of cellulosic substrates that can vary dramatically in their
resistance to enzymatic degradation as they differ in their solubility, enzyme accessibility,
crystallinity, degree of polymerization, fraction of reducing ends, and the presence of hemi‐
cellulose and lignin [134]. Moreover, different methods are frequently used to pretreat biomass
and to measure the extent of degradation, which can be reported as enzymatic activity, sugar
released, biomass remaining, or product produced [17, 135, 136]. However, despite these
qualifiers, the results of studies reported to date enable several major conclusions to be drawn.
In particular, they provide convincing evidence that clustering enzymes on the surface within
minicellulosomes leads to improved microbial cellulolytic activity by promoting synergistic
interactions, and in some instances, by improving enzyme stability [32]. Interestingly, syner‐
gistic enzyme interactions can also be obtained by displaying different types of individual
enzymes, as long as they are densely clustered and have complementary activities [63]. Because
complexed enzyme systems require smaller amounts of enzymes to be produced than secreted
enzyme systems to achieve efficient degradation of lignocellulose, the cellulosomal system
may be optimal for CBP microorganisms, since conserved energy may be directed towards
product production.
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Displaying large, enzymatically diverse recombinant minicellulosomes remains a challenging
problem, but progress has been made in S. cerevisiae, B. subtilis, C. glutamicum, and lactic acid
bacteria (summarized in Table 1). Surface engineering in S. cerevisiae is the most advanced,
with several groups developing strains that can assemble minicellulosomes in vivo, leading to
significant improvements in biomass utilization [32, 78, 79, 89]. Complexes containing up to
12 enzymes have been displayed, but great challenges remain as expressing large structures
with more enzymes reduces cellular display levels [79]. A variety of promising approaches
may help to overcome this limitation, including adaptive assembly and host engineering
methods. Furthermore, greater cellulolytic activity through the incorporation of new syner‐
gistic enzyme functionalities may offset the decreases associated with the production of larger
proteins, as seen by the increased activity of a pentafunctional minicellulosome [78]. Ap‐
proaches to display minicellulosome structures on eubacteria that have developed genetic
systems are less advanced. Thus far, only ex vivo assembled complexes have been displayed in
Gram‐positive B. subtilis and LAB, and only individual enzymes have been displayed on the
Gram‐negative bacterium E. coli. The potential of displaying complexes on the cell surface of
E. coli would seem to be bleak, as the presence of a second outer membrane in this microbe
hampers protein secretion. However, studies of C. glutamicum are promising, as it is the only
bacterium that has been engineered to display an in vivo assembled minicellulosome, although
this complex contained only two enzymes. In B. subtilis, exogenous proteases appear to be a
limiting factor, while in LAB protein expression levels are suboptimal [119, 137]. However, it
would seem likely that these limitations can be overcome by optimizing display using genetic
engineering and directed evolution approaches, as well as the use of cell consortiums to
construct complexes ex vivo.

A great variety of surface engineering approaches have been developed to create ever more
impressive recombinant cellulolytic organisms. However, it is clear that the lignocellulose
hydrolysis rates of these recombinant microorganisms needs to be improved if they are to be
used in CBP. Future studies may improve their cellulolytic activity by using directed evolution
to enhance complex display and stability, by judiciously displaying cellulases that exhibit
maximal enzyme synergy, and by devising new methods to stably attach proteins to the cell
surface. Genetic engineering of the host will also be critical, enhancing expression, secretion,
and display levels, and by eliminating proteins or factors affecting the stability and retention
of anchored protein complexes over time. Displayed complexes will also have to be optimized
to be maximally active against different types of biomass that have different sugar composi‐
tions and structures [138–140]. When these cells are further engineered to produce useful
chemicals, their ability to cost‐effectively produce biocommodities from biomass will be an
important step towards reducing the world's dependency on oil [141–144].
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phosphoric acid swollen cellulose PASC

regenerated amorphous cellulose RAC

ionic liquid IL

glycosylphosphatidylinositol GPI

cell wall sorting signal CWS

cellulose‐binding module CBM

Author details

Grace L. Huang1,2 and Robert T. Clubb1,3*

*Address all correspondence to: rclubb@mbi.ucla.edu

1 Department of Chemistry and Biochemistry, University of California, Los Angeles, Los
Angeles, CA, USA

2 UCLA‐DOE Institute of Genomics and Proteomics, University of California, Los Angeles,
Los Angeles, CA, USA

3 Molecular Biology Institute, University of California, Los Angeles, Los Angeles, CA, USA

References

[1] Kerr, R.A., Energy. World oil crunch looming? Science, 2008. 322(5905): p. 1178–1179.

[2] Robertson, G.P., et al., Agriculture. Sustainable biofuels redux. Science, 2008. 322(5898):
p. 49–50.

[3] Chu, S. and A. Majumdar, Opportunities and challenges for a sustainable energy future.
Nature, 2012. 488(7411): p. 294–303.

Biomass Volume Estimation and Valorization for Energy430



[4] Perlack, R.D., et al. Biomass as feedstock for a bioenergy and bioproducts industry the
technical feasibility of a billion‐ton annual supply. 2005; Available from: http://
www.ornl.gov/∼webworks/cppr/y2001/rpt/123021.pdf.

[5] Lynd, L.R., et al., Fuel ethanol from cellulosic biomass. Science, 1991. 251(4999): p. 1318–
1323.

[6] Taha, M., et al., Commercial feasibility of lignocellulose biodegradation: possibilities
and challenges. Curr Opin Biol, 2016. 38: p. 190–197.

[7] Himmel, M.E., et al., Biomass recalcitrance: engineering plants and enzymes for
biofuels production. Science, 2007. 315(5813): p. 804–807.

[8] Chundawat, S.P.S., et al., Deconstruction of lignocellulosic biomass to fuels and
chemicals. Annu Rev Chem Biomol Eng, 2011. 2: p. 121–145.

[9] Menon, V. and M. Rao, Trends in bioconversion of lignocellulose: biofuels, platform
chemicals & biorefinery concept. Prog Energy Combust Sci, 2012. 38(4): p. 522–550.

[10] Zhao, X., K. Cheng, and D. Liu, Organosolv pretreatment of lignocellulosic biomass for
enzymatic hydrolysis. Appl Microbiol Biotechnol, 2009. 82(5): p. 815–27.

[11] Hendriks, A.T. and G. Zeeman, Pretreatments to enhance the digestibility of lignocel‐
lulosic biomass. Bioresour Technol, 2009. 100(1): p. 10–8.

[12] Olson, D.G., et al., Recent progress in consolidated bioprocessing. Curr Opin Biotech‐
nol, 2012. 23(3): p. 396–405.

[13] la Grange, D.C., R. den Haan, and W.H. van Zyl, Engineering cellulolytic ability into
bioprocessing organisms. Appl Microbiol Biotechnol, 2010. 87(4): p. 1195–1208.

[14] Lynd, L.R., et al., Consolidated bioprocessing of cellulosic biomass: an update. Curr
Opin Biotechnol, 2005. 16(5): p. 577–583.

[15] Klein‐Marcuschamer, D., et al., The challenge of enzyme cost in the production of
lignocellulosic biofuels. Biotechnol Bioeng, 2012. 109(4): p. 1083–1087.

[16] Zhao, X., L. Zhang, and D. Liu, Biomass recalcitrance. Part I: the chemical compositions
and physical structures affecting the enzymatic hydrolysis of lignocellulose. Biofuels
Bioprod Biorefin, 2012. 6(4): p. 465–482.

[17] Zhao, X.B., L.H. Zhang, and D.H. Liu, Biomass recalcitrance. Part II: fundamentals of
different pre‐treatments to increase the enzymatic digestibility of lignocellulose.
Biofuels Bioprod Bioref, 2012. 6(5): p. 561–579.

[18] Ghose, T., Cellulase biosynthesis and hydrolysis of cellulosic substances, in Advances
in Biochemical Engineering, T. Ghose, Editor. 1977, Springer Berlin/Heidelberg.

[19] Boerjan, W., J. Ralph, and M. Baucher, Lignin biosynthesis. Annu Rev Plant Biol, 2003.
54: p. 519–546.

Progress Towards Engineering Microbial Surfaces to Degrade Biomass
http://dx.doi.org/10.5772/65509

431



[20] Bugg, T.D., et al., Pathways for degradation of lignin in bacteria and fungi. Nat Prod
Rep, 2011. 28(12): p. 1883–1896.

[21] Wieczorek, A.S., D. Biot‐Pelletier, and V. J.J, Recombinant Cellulase and Cellulosome
Systems, in Cellulose ‐ Biomass Conversion, J. Kadla, Editor. 2013: InTech.

[22] Huang, G.L., T.D. Anderson, and R.T. Clubb, Engineering microbial surfaces to degrade
lignocellulosic biomass. Bioengineered, 2014. 5(2): p. 96–106.

[23] Tanaka, T. and A. Kondo, Cell surface engineering of industrial microorganisms for
biorefining applications. Biotechnol Adv, 2015. 33(7): p. 1403–1411.

[24] Liu, Z., et al., Recent advances in yeast cell‐surface display technologies for waste
biorefineries. Bioresour Technol, 2016. 215: p. 324–333.

[25] Munoz‐Gutierrez, I. and A. Martinez, Polysaccharide hydrolysis with engineered
Escherichia coli for the production of biocommodities. J Ind Microbiol Biotechnol, 2013.
40(5): p. 401–410.

[26] Michon, C., et al., Display of recombinant proteins at the surface of lactic acid bacteria:
strategies and applications. Microbial Cell Factor, 2016. 15.

[27] Bayer, E.A., et al., Cellulosomes‐structure and ultrastructure. J Struct Biol, 1998. 124(2–
3): p. 221–234.

[28] Fontes, C.M. and H.J. Gilbert, Cellulosomes: highly efficient nanomachines designed
to deconstruct plant cell wall complex carbohydrates. Annu Rev Biochem, 2010. 79: p.
655–681.

[29] Leibovitz, E., et al., Characterization and subcellular localization of the Clostridium
thermocellum scaffoldin dockerin binding protein SdbA. J Bacteriol, 1997. 179(8): p.
2519–2523.

[30] Ding, S.Y., et al., A biophysical perspective on the cellulosome: new opportunities for
biomass conversion. Curr Opin Biotechnol, 2008. 19(3): p. 218–227.

[31] You, C., et al., Enhanced microbial utilization of recalcitrant cellulose by an ex vivo
cellulosome‐microbe complex. Appl Environ Microbiol, 2012. 78(5): p. 1437–1444.

[32] Wen, F., J. Sun, and H. Zhao, Yeast surface display of trifunctional minicellulosomes
for simultaneous saccharification and fermentation of cellulose to ethanol. Appl
Environ Microbiol, 2010. 76(4): p. 1251–1260.

[33] Lynd, L.R., et al., Microbial cellulose utilization: fundamentals and biotechnology.
Microbiol Mol Biol Rev, 2002. 66(3): p. 506–577, table of contents.

[34] Lu, Y., Y.H. Zhang, and L.R. Lynd, Enzyme‐microbe synergy during cellulose hydrol‐
ysis by Clostridium thermocellum. Proc Natl Acad Sci U S A, 2006. 103(44): p. 16165–
16169.

Biomass Volume Estimation and Valorization for Energy432



[35] Demain, A.L., M. Newcomb, and J.H. Wu, Cellulase, clostridia, and ethanol. Microbiol
Mol Biol Rev, 2005. 69(1): p. 124–154.

[36] Klein‐Marcuschamer, D. and H.W. Blanch, Renewable fuels from biomass: technical
hurdles and economic assessment of biological routes. AIChE J, 2015. 61(9): p. 2689–
2701.

[37] Humbird, D., National Renewable Energy Laboratory (U.S.), and Harris Group Inc.,
Process design and economics for biochemical conversion of lignocellulosic biomass to
ethanol dilute‐acid pretreatment and enzymatic hydrolysis of corn stover, in Nrel/Tp
5100‐47764. 2011, National Renewable Energy Laboratory: Golden, CO. p. 1 online
resource (ix, 136 p.) ill.

[38] Johnson, E., Integrated enzyme production lowers the cost of cellulosic ethanol.
Biofuels Bioprod Bioref, 2016. 10(2): p. 164–174.

[39] Tanaka, T. and A. Kondo, Cell‐surface display of enzymes by the yeast Saccharomyces
cerevisiae for synthetic biology. FEMS Yeast Res, 2014.

[40] Lipke, P.N. and R. Ovalle, Cell wall architecture in yeast: new structure and new
challenges. J Bacteriol, 1998. 180(15): p. 37353740.

[41] Van der Vaart, J.M., et al., Comparison of cell wall proteins of Saccharomyces cerevisiae
as anchors for cell surface expression of heterologous proteins. Appl Environ Microbiol,
1997. 63(2): p. 615–620.

[42] van der Vaart, J.M., et al., The retention mechanism of cell wall proteins in Saccharo‐
myces cerevisiae. Wall‐bound Cwp2p is beta‐1,6‐glucosylated. Biochim Biophys Acta,
1996. 1291(3): p. 206–214.

[43] Fujita, M. and T. Kinoshita, Structural remodeling of GPI anchors during biosynthesis
and after attachment to proteins. FEBS Lett, 2010. 584(9): p. 1670–1677.

[44] Ohishi, K., N. Inoue, and T. Kinoshita, PIG‐S and PIG‐T, essential for GPI anchor
attachment to proteins, form a complex with GAA1 and GPI8. EMBO J, 2001. 20(15): p.
4088–4098.

[45] Orlean, P. and A.K. Menon, Thematic review series: lipid posttranslational modifica‐
tions. GPI anchoring of protein in yeast and mammalian cells, or: how we learned to
stop worrying and love glycophospholipids. J Lipid Res, 2007. 48(5): p. 993–1011.

[46] Lu, C.F., J. Kurjan, and P.N. Lipke, A pathway for cell wall anchorage of Saccharomyces
cerevisiae alpha‐agglutinin. Mol Cell Biol, 1994. 14(7): p. 4825–4833.

[47] Lu, C.F., et al., Glycosyl phosphatidylinositol‐dependent cross‐linking of alpha‐
agglutinin and beta 1,6‐glucan in the Saccharomyces cerevisiae cell wall. J Cell Biol,
1995. 128(3): p. 333–340.

[48] Orlean, P., Architecture and biosynthesis of the Saccharomyces cerevisiae cell wall.
Genetics, 2012. 192(3): p. 775–818.

Progress Towards Engineering Microbial Surfaces to Degrade Biomass
http://dx.doi.org/10.5772/65509

433



[49] Chao, G., et al., Isolating and engineering human antibodies using yeast surface display.
Nat Protoc, 2006. 1(2): p. 755–768.

[50] Kotaka, A., et al., Enhancement of beta‐glucosidase activity on the cell‐surface of sake
yeast by disruption of SED1. J Biosci Bioeng, 2010. 109(5): p. 442–446.

[51] Matsuoka, H., et al., Cell wall structure suitable for surface display of proteins in
Saccharomyces cerevisiae. Yeast, 2014. 31(2): p. 67‐76.

[52] Inokuma, K., T. Hasunuma, and A. Kondo, Efficient yeast cell‐surface display of exo—
and endo‐cellulase using the SED1 anchoring region and its original promoter.
Biotechnol Biofuels, 2014. 7.

[53] Inokuma, K., et al., Enhanced cell‐surface display and secretory production of cellulo‐
lytic enzymes with Saccharomyces cerevisiae Sed1 signal peptide. Biotechnol Bioeng,
2016.

[54] Suzuki, H., et al., Deglycosylation of cellulosomal enzyme enhances cellulosome
assembly in Saccharomyces cerevisiae. J Biotechnol, 2012. 157(1): p. 64–70.

[55] Murai, T., et al., Assimilation of cellooligosaccharides by a cell surface‐engineered yeast
expressing beta‐glucosidase and carboxymethylcellulase from aspergillus aculeatus.
Appl Environ Microbiol, 1998. 64(12): p. 4857–4861.

[56] Fujita, Y., et al., Direct and efficient production of ethanol from cellulosic material with
a yeast strain displaying cellulolytic enzymes. Appl Environ Microbiol, 2002. 68(10): p.
5136–5141.

[57] Fujita, Y., et al., Synergistic saccharification, and direct fermentation to ethanol, of
amorphous cellulose by use of an engineered yeast strain codisplaying three types of
cellulolytic enzyme. Appl Environ Microbiol, 2004. 70(2): p. 1207–1212.

[58] Ito, J., et al., Improvement of cellulose‐degrading ability of a yeast strain displaying
Trichoderma reesei endoglucanase II by recombination of cellulose‐binding domains.
Biotechnol Prog, 2004. 20(3): p. 688–691.

[59] Yamada, R., et al., Cocktail delta‐integration: a novel method to construct cellulolytic
enzyme expression ratio‐optimized yeast strains. Microb Cell Fact, 2010. 9: p. 32.

[60] Yamada, R., et al., Direct ethanol production from cellulosic materials using a diploid
strain of Saccharomyces cerevisiae with optimized cellulase expression. Biotechnol
Biofuels, 2011. 4: p. 8.

[61] Yanase, S., et al., Ethanol production from cellulosic materials using cellulase‐express‐
ing yeast. Biotechnol J, 2010. 5(5): p. 449–455.

[62] Liu, Z., et al., Combined cell‐surface display‐ and secretion‐based strategies for
production of cellulosic ethanol with Saccharomyces cerevisiae. Biotechnol Biofuels,
2015. 8.

Biomass Volume Estimation and Valorization for Energy434



[63] Bae, J., K. Kuroda, and M. Ueda, Proximity effect among cellulose‐degrading enzymes
displayed on the Saccharomyces cerevisiae cell surface. Appl Environ Microbiol, 2015.
81(1): p. 59–66.

[64] Vazana, Y., et al., A synthetic biology approach for evaluating the functional contribu‐
tion of designer cellulosome components to deconstruction of cellulosic substrates.
Biotechnol Biofuels, 2013. 6(1): p. 182.

[65] Matano, Y., T. Hasunuma, and A. Kondo, Display of cellulases on the cell surface of
Saccharomyces cerevisiae for high yield ethanol production from high‐solid lignocel‐
lulosic biomass. Bioresour Technol, 2012. 108: p. 128–33.

[66] Matano, Y., T. Hasunuma, and A. Kondo, Cell recycle batch fermentation of high‐
solid lignocellulose using a recombinant cellulase‐displaying yeast strain for high
yield ethanol production in consolidated bioprocessing. Bioresour Technol, 2013. 135:
p. 403–9.

[67] Matano, Y., T. Hasunuma, and A. Kondo, Simultaneous improvement of saccharifica‐
tion and ethanol production from crystalline cellulose by alleviation of irreversible
adsorption of cellulase with a cell surface‐engineered yeast strain. Appl Microbiol
Biotechnol, 2013. 97(5): p. 2231–2237.

[68] Liu, Z., et al., Engineering of a novel cellulose‐adherent cellulolytic Saccharomyces
cerevisiae for cellulosic biofuel production. Sci Rep, 2016. 6: p. 24550.

[69] Yamada, R., et al., Efficient direct ethanol production from cellulose by cellulase—and
cellodextrin transporter‐co‐expressing Saccharomyces cerevisiae. AMB Express, 2013.
3(1): p. 34.

[70] Nakatani, Y., et al., Synergetic effect of yeast cell‐surface expression of cellulase and
expansin‐like protein on direct ethanol production from cellulose. Microb Cell Factor,
2013. 12.

[71] Nakanishi, A., et al., Effect of pretreatment of hydrothermally processed rice straw with
laccase‐displaying yeast on ethanol fermentation. Appl Microbiol Biotechnol, 2012.
94(4): p. 939–948.

[72] Lilly, M., et al., Heterologous expression of a Clostridium minicellulosome in Saccha‐
romyces cerevisiae. FEMS Yeast Res, 2009. 9(8): p. 1236–1249.

[73] Tsai, S.L., et al., Functional assembly of minicellulosomes on the Saccharomyces
cerevisiae cell surface for cellulose hydrolysis and ethanol production. Appl Environ
Microbiol, 2009. 75(19): p. 6087–6093.

[74] Tsai, S.L., G. Goyal, and W. Chen, Surface display of a functional minicellulosome by
intracellular complementation using a synthetic yeast consortium and its application
to cellulose hydrolysis and ethanol production. Appl Environ Microbiol, 2010. 76(22):
p. 7514–7520.

Progress Towards Engineering Microbial Surfaces to Degrade Biomass
http://dx.doi.org/10.5772/65509

435



[75] Goyal, G., et al., Simultaneous cell growth and ethanol production from cellulose by
an engineered yeast consortium displaying a functional mini‐cellulosome. Microb Cell
Fact, 2011. 10: p. 89.

[76] Kim, S., et al., Cellulosic ethanol production using a yeast consortium displaying a
minicellulosome and beta‐glucosidase. Microb Cell Fact, 2013. 12: p. 14.

[77] Tsai, S.L., N.A. DaSilva, and W. Chen, Functional display of complex cellulosomes on
the yeast surface via adaptive assembly. ACS Synth Biol, 2013. 2(1): p. 14–21.

[78] Liang, Y., et al., Engineered pentafunctional minicellulosome for simultaneous
saccharification and ethanol fermentation in Saccharomyces cerevisiae. Appl Environ
Microbiol, 2014. 80(21): p. 6677–6684.

[79] Fan, L.H., et al., Self‐surface assembly of cellulosomes with two miniscaffoldins on
Saccharomyces cerevisiae for cellulosic ethanol production. Proc Natl Acad Sci U S A,
2012. 109(33): p. 13260–13265.

[80] Fujita, Y., et al., Construction of whole‐cell biocatalyst for xylan degradation through
cell‐surface xylanase display in Saccharomyces cerevisiae. J Mol Catal B Enzym, 2002.
17(3–5): p. 189–195.

[81] Katahira, S., et al., Construction of a xylan‐fermenting yeast strain through codisplay
of xylanolytic enzymes on the surface of xylose‐utilizing Saccharomyces cerevisiae
cells. Appl Environ Microbiol, 2004. 70(9): p. 5407–5414.

[82] Katahira, S., et al., Ethanol fermentation from lignocellulosic hydrolysate by a recombi‐
nant xylose‐ and cellooligosaccharide‐assimilating yeast strain. Appl Microbiol
Biotechnol, 2006. 72(6): p. 1136–1143.

[83] Nakamura, N., et al., Effective xylose/cellobiose co‐fermentation and ethanol produc‐
tion by xylose‐assimilating S‐cerevisiae via expression of beta‐glucosidase on its cell
surface. Enzym Microb Technol, 2008. 43(3): p. 233–236.

[84] Sakamoto, T., et al., Direct ethanol production from hemicellulosic materials of rice
straw by use of an engineered yeast strain codisplaying three types of hemicellulolytic
enzymes on the surface of xylose‐utilizing Saccharomyces cerevisiae cells. J Biotechnol,
2012. 158(4): p. 203–210.

[85] Guirimand, G., et al., Cell surface engineering of Saccharomyces cerevisiae combined
with membrane separation technology for xylitol production from rice straw hydro‐
lysate. Appl Microbiol Biotechnol, 2016. 100(8): p. 3477–3487.

[86] Ota, M., et al., Display of Clostridium cellulovorans xylose isomerase on the cell surface
of Saccharomyces cerevisiae and its direct application to xylose fermentation. Biotech‐
nol Prog, 2013. 29(2): p. 346–51.

[87] Srikrishnan, S., W. Chen, and N.A. Da Silva, Functional assembly and characterization
of a modular xylanosome for hemicellulose hydrolysis in yeast. Biotechnol Bioeng,
2013. 110(1): p. 275–85.

Biomass Volume Estimation and Valorization for Energy436



[88] Sun, J., et al., Direct conversion of xylan to ethanol by recombinant Saccharomyces
cerevisiae strains displaying an engineered minihemicellulosome. Appl Environ
Microbiol, 2012. 78(11): p. 3837–3845.

[89] Ito, J., et al., Regulation of the display ratio of enzymes on the saccharomyces cerevisiae
cell surface by the immunoglobulin g and cellulosomal enzyme binding domains. Appl
Environ Microbiol, 2009. 75(12): p. 4149–4154.

[90] Han, Z.L., et al., self‐assembled amyloid‐like oligomeric‐cohesin scaffoldin for aug‐
mented protein display on the saccharomyces cerevisiae cell surface. Appl Environ
Microbiol, 2012. 78(9): p. 3249–3255.

[91] van Bloois, E., et al., Decorating microbes: surface display of proteins on Escherichia
coli. Trends Biotechnol, 2011. 29(2): p. 79–86.

[92] Clomburg, J.M. and R. Gonzalez, Biofuel production in Escherichia coli: the role of
metabolic engineering and synthetic biology. Appl Microbiol Biotechnol, 2010. 86(2):
p. 419–434.

[93] Francisco, J.A., et al., Specific adhesion and hydrolysis of cellulose by intact Escherichia
coli expressing surface anchored cellulase or cellulose binding domains. Biotechnology
(NY), 1993. 11(4): p. 491–495.

[94] Qu, W., Y. Xue, and Q. Ding, Display of fungi xylanase on Escherichia coli cell surface
and use of the enzyme in xylan biodegradation. Curr Microbiol, 2015. 70(6): p. 779–785.

[95] Jung, H.C., et al., Expression of carboxymethylcellulase on the surface of Escherichia
coli using Pseudomonas syringae ice nucleation protein. Enzym Microb Technol, 1998.
22(5): p. 348–354.

[96] Kim, Y.S., H.C. Jung, and J.G. Pan, Bacterial cell surface display of an enzyme library
for selective screening of improved cellulase variants. Appl Environ Microbiol, 2000.
66(2): p. 788–793.

[97] Liu, W., et al., Engineering of Clostridium phytofermentans endoglucanase Cel5A for
improved thermostability. Appl Environ Microbiol, 2010. 76(14): p. 4914–4917.

[98] Tanaka, T., et al., Creation of a cellooligosaccharide‐assimilating Escherichia coli strain
by displaying active beta‐glucosidase on the cell surface via a novel anchor protein.
Appl Environ Microbiol, 2011. 77(17): p. 6265–6270.

[99] Soma, Y., et al., Direct isopropanol production from cellobiose by engineered Escheri‐
chia coli using a synthetic pathway and a cell surface display system. J Biosci Bioeng,
2012. 114(1): p. 80–85.

[100] Tanaka, T., et al., Creation of cellobiose and xylooligosaccharides‐coutilizing Escheri‐
chia coli displaying both beta‐glucosidase and beta‐xylosidase on its cell surface. ACS
Synth Biol, 2014. 3(7): p. 446–453.

Progress Towards Engineering Microbial Surfaces to Degrade Biomass
http://dx.doi.org/10.5772/65509

437



[101] Ryu, S. and M.N. Karim, A whole cell biocatalyst for cellulosic ethanol production from
dilute acid‐pretreated corn stover hydrolyzates. Appl Microbiol Biotechnol, 2011. 91(3):
p. 529–542.

[102] Chen, Y.P., et al., Enhancing the stability of xylanase from Cellulomonas fimi by cell‐
surface display on Escherichia coli. J Appl Microbiol, 2012. 112(3): p. 455–463.

[103] Ko, K.C., et al., Bacterial cell surface display of a multifunctional cellulolytic enzyme
screened from a bovine rumen metagenomic resource. J Microbiol Biotechnol, 2015.
25(11): p. 1835–1841.

[104] Yim, S.S., et al., Isolation of a potential anchoring motif based on proteome analysis of
Escherichia coli and its use for cell surface display. Appl Biochem Biotechnol, 2013.
170(4): p. 787–804.

[105] Munoz‐Gutierrez, I., et al., Cell surface display of a beta‐glucosidase employing the
type V secretion system on ethanologenic Escherichia coli for the fermentation of
cellobiose to ethanol. J Ind Microbiol Biotechnol, 2012. 39(8): p. 1141–1152.

[106] Park, T.J., et al., Surface display of recombinant proteins on Escherichia coli by BclA
exosporium of Bacillus anthracis. Microb Cell Fact, 2013. 12: p. 81.

[107] Bokinsky, G., et al., Synthesis of three advanced biofuels from ionic liquid‐pretreated
switchgrass using engineered Escherichia coli. Proc Natl Acad Sci U S A, 2011. 108(50):
p. 19949–19954.

[108] Schallmey, M., A. Singh, and O.P. Ward, Developments in the use of Bacillus species
for industrial production. Can J Microbiol, 2004. 50(1): p. 1–17.

[109] Liu, L., et al., Developing Bacillus spp. as a cell factory for production of microbial
enzymes and industrially important biochemicals in the context of systems and
synthetic biology. Appl Biochem Biotechnol, 2013. 97(14): p. 6113–6127.

[110] Zhang, X.‐Z. and Y.‐H.P. Zhang, One‐step production of biocommodities from ligno‐
cellulosic biomass by recombinant cellulolytic Bacillus subtilis: Opportunities and
challenges. Eng Life Sci, 2010. 10(5): p. 398–406.

[111] van Dijl, J.M. and M. Hecker, Bacillus subtilis: from soil bacterium to super‐secreting
cell factory. Microbial Cell Factories, 2013. 12(3).

[112] Kang, Z., et al., Molecular engineering of secretory machinery components for high‐
level secretion of proteins in Bacillus species. J Ind Microbiol Biotechnol, 2014. 41(11):
p. 1599–1607.

[113] Spirig, T., E.M. Weiner, and R.T. Clubb, Sortase enzymes in Gram‐positive bacteria. Mol
Microbiol, 2011. 82(5): p. 1044–1059.

Biomass Volume Estimation and Valorization for Energy438



[114] Nguyen, H.D. and W. Schumann, Establishment of an experimental system allowing
immobilization of proteins on the surface of Bacillus subtilis cells. J Biotechnol, 2006.
122(4): p. 473–482.

[115] Buist, G., et al., LysM, a widely distributed protein motif for binding to (peptido)gly‐
cans. Mol Microbiol, 2008. 68(4): p. 838–847.

[116] Chen, C.L., et al., Development of a LytE‐based high‐density surface display system in
Bacillus subtilis. Microb Biotechnol, 2008. 1(2): p. 177–90.

[117] Kim, J.H., I.S. Park, and B.G. Kim, Development and characterization of membrane
surface display system using molecular chaperon, prsA, of Bacillus subtilis. Biochem
Biophys Res Commun, 2005. 334(4): p. 1248–1253.

[118] Anderson, T.D., et al., Assembly of minicellulosomes on the surface of Bacillus subtilis.
Appl Environ Microbiol, 2011. 77(14): p. 4849–4858.

[119] Westers, L., H. Westers, and W.J. Quax, Bacillus subtilis as cell factory for pharmaceut‐
ical proteins: a biotechnological approach to optimize the host organism. Biochim
Biophys Acta, 2004. 1694(1–3): p. 299–310.

[120] McKenney, P.T., A. Driks, and P. Eichenberger, The Bacillus subtilis endospore:
assembly and functions of the multilayered coat. Nat Rev Microbiol, 2013. 11(1):
p. 33–44.

[121] Isticato, R. and E. Ricca, Spore Surface Display. Microbiol Spectr, 2014. 2(5).

[122] Pan, J.G., et al., Display of native proteins on Bacillus subtilis spores. FEMS Microbiol
Lett, 2014. 358(2): p. 209–217.

[123] Sirec, T., et al., Adsorption of beta‐galactosidase of Alicyclobacillus acidocaldarius on
wild type and mutants spores of Bacillus subtilis. Microbial Cell Factories, 2012. 11(100).

[124] Chapot‐Chartier, M.P. and S. Kulakauskas, Cell wall structure and function in lactic
acid bacteria. Microbial Cell Factories, 2014. 13(Suppl 1: S9).

[125] G‐Alegria, E., et al., High tolerance of wild Lactobacillus plantarum and Oenococcus
oeni strains to lyophilisation and stress environmental conditions of acid pH and
ethanol. FEMS Microbiol Lett, 2004. 230(1): p. 53–61.

[126] Kyla‐Nikkila, K., U. Alakuijala, and P.E.J. Saris, Immobilization of Lactococcus lactis to
cellulosic material by cellulose‐binding domain of Cellvibrio japonicus. J Appl Micro‐
biol, 2010. 109(4): p. 1274–1283.

[127] Wieczorek, A.S. and V.J. Martin, Engineering the cell surface display of cohesins for
assembly of cellulosome‐inspired enzyme complexes on Lactococcus lactis. Microb Cell
Fact, 2010. 9: p. 69.

Progress Towards Engineering Microbial Surfaces to Degrade Biomass
http://dx.doi.org/10.5772/65509

439



[128] Wieczorek, A.S. and V.J.J. Martin, Effects of synthetic cohesin‐containing scaffold
protein architecture on binding dockerin‐enzyme fusions on the surface of Lactococcus
lactis. Microbial Cell Factories, 2012. 11(160).

[129] Morais, S., et al., A combined cell‐consortium approach for lignocellulose degradation
by specialized Lactobacillus plantarum cells. Biotechnology for Biofuels, 2014. 7(112).

[130] Burkovski, A., Cell envelope of corynebacteria: structure and influence on pathogenic‐
ity. ISRN Microbiol, 2013. 2013: p. 935736.

[131] Tateno, T., et al., Development of novel cell surface display in Corynebacterium
glutamicum using porin. Appl Microbiol Biotechnol, 2009. 84(4): p. 733–739.

[132] Adachi, N., et al., Direct L‐lysine production from cellobiose by Corynebacterium
glutamicum displaying beta‐glucosidase on its cell surface. Appl Microbiol Biotechnol,
2013. 97(16): p. 7165–7172.

[133] Kim, S.J., et al., Bi‐functional cellulases complexes displayed on the cell surface of
Corynebacterium glutamicum increase hydrolysis of lignocelluloses at elevated
temperature. Enzym Microb Technol, 2014. 66: p. 67–73.

[134] Zhang, P.Y.H., M.E. Himmel, and J.R. Mielenz, Outlook for cellulase improvement:
screening and selection strategies. Biotechnol Adv, 2006. 24(5): p. 452–481.

[135] Yang, B. and C.E. Wyman, Pretreatment: the key to unlocking low‐cost cellulosic
ethanol. Biofuels Bioprod Bioref, 2008. 2(1): p. 26–40.

[136] Dashtban, M., et al., Cellulase activities in biomass conversion: measurement methods
and comparison. Crit Rev Biotechnol, 2010. 30(4): p. 302–309.

[137] Le Loir, Y., et al., Protein secretion in Lactococcus lactis: an efficient way to increase the
overall heterologous protein production. Microbial Cell Factories, 2005. 4(2).

[138] Banerjee, G., et al., Rapid optimization of enzyme mixtures for deconstruction of
diverse pretreatment/biomass feedstock combinations. Biotechnology for Biofuels,
2010. 3(22).

[139] Engel, P., et al., Rational approach to optimize cellulase mixtures for hydrolysis of
regenerated cellulose containing residual ionic liquid. Bioresour Technol, 2012. 115: p.
27–34.

[140] Kim, I.J., et al., Customized optimization of cellulase mixtures for differently pretreated
rice straw. Bioprocess Biosyst Eng, 2015. 38(5): p. 929–937.

[141] Dellomonaco, C., F. Fava, and R. Gonzalez, The path to next generation biofuels:
successes and challenges in the era of synthetic biology. Microb Cell Fact, 2010. 9: p. 3.

Biomass Volume Estimation and Valorization for Energy440



[142] Jang, Y.S., et al., Engineering of microorganisms for the production of biofuels and
perspectives based on systems metabolic engineering approaches. Biotechnol Adv,
2012. 30(5): p. 989–1000.

[143] Rabinovitch‐Deere, C.A., et al., Synthetic biology and metabolic engineering ap‐
proaches to produce biofuels. Chem Rev, 2013. 113(7): p. 4611–4632.

[144] Li, H., A.F. Cann, and J.C. Liao, Biofuels: biomolecular engineering fundamentals and
advances. Annu Rev Chem Biomol Eng, 2010. 1: p. 19–36.

Progress Towards Engineering Microbial Surfaces to Degrade Biomass
http://dx.doi.org/10.5772/65509

441




