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ABSTRACT: Lignocellulosic biomass is a highly sustainable and largely carbon dioxide neutral feedstock for the production of
biofuels and advanced biomaterials. Although thermochemical pretreatment is typically used to increase the efficiency of cell wall
deconstruction, genetic engineering of the major plant cell wall polymers, especially lignin, has shown promise as an alternative
approach to reduce biomass recalcitrance. Poplar trees with reduced lignin content and altered composition were previously
developed by overexpressing bacterial 3-dehydroshikimate dehydratase (QsuB) enzyme to divert carbon flux from the shikimate
pathway. In this work, three transgenic poplar lines with increasing QsuB expression levels and different lignin contents were studied
using small-angle neutron scattering (SANS) and wide-angle X-ray scattering (WAXS). SANS showed that although the cellulose
microfibril cross-sectional dimension remained unchanged, the ordered organization of the microfibrils progressively decreased with
increased QsuB expression. This was correlated with decreasing total lignin content in the QsuB lines. WAXS showed that the
crystallite dimensions of cellulose microfibrils transverse to the growth direction were not affected by the QsuB expression, but the
crystallite dimensions parallel to the growth direction were decreased by ∼20%. Cellulose crystallinity was also decreased with
increased QsuB expression, which could be related to high levels of 3,4-dihydroxybenzoate, the product of QsuB expression,
disrupting microfibril crystallization. In addition, the cellulose microfibril orientation angle showed a bimodal distribution at higher
QsuB expression levels. Overall, this study provides new structural insights into the impact of ectopic synthesis of small-molecule
metabolites on cellulose organization and structure that can be used for future efforts aimed at reducing biomass recalcitrance.

■ INTRODUCTION
Plants convert atmospheric carbon dioxide into carbohydrates
through photosynthetic carbon dioxide fixation that can then
be deposited and stored in the plant cell wall.1 During the early
stages of plant cell development, the primary wall is first
deposited and is composed principally of cellulose, hemi-
cellulose, and pectin.2 As the plant matures, this is followed by
the deposition of a secondary wall that largely consists of
cellulose, hemicellulose, and the polyphenolic polymer lignin.3

Due to the high abundance of cellulose and lignin in plant cell
walls, the biomass from mature plants enriched in secondary
cell walls is termed lignocellulose. The significant amount of
solar energy that is stored in lignocellulose is an important
resource that can be used for clean energy and biomaterial
production. However, only about 4% of globally produced
lignocellulosic biomass is employed for applications that

include cooking, heating, construction materials, and the
paper industry.4 In recent decades, lignocellulosic biomass
has been extensively studied as a sustainable source of
bioenergy and renewable bioproducts.5,6 This has led to the
development of enabling conversion technologies that facilitate
the extraction of energy-rich sugars and polymers from plant
cell walls.5 However, making the conversion process cost-
effective remains a challenge as plant cell walls are inherently
resistant to microbial and enzymatic deconstruction.7 This is
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known as “biomass recalcitrance” and is the collective result of
the encapsulation of energy-rich cellulose and hemicellulose in
the hydrophobic lignin matrix.8−10

Lignin is a complex, aromatic biopolymer that constitutes
between 10 and 25% of lignocellulosic biomass.11,12 It
surrounds the cellulose microfibril−hemicellulose network
and acts as a “cellular glue” providing rigidity to the cell
wall.13 Lignin is composed of three primary monomers: p-
hydroxyphenyl (H), guaiacyl (G), and syringyl (S), which are
derived from monolignols (p-coumaryl, coniferyl, and sinapyl
alcohols).14 The S and G units form the backbone of the lignin
polymer chains, and their ratio (S/G) can naturally range
between 1 and 3.15−17 A higher S/G ratio is thought to
produce longer linear chains of lignin.18−20 It is known that the
amount of lignin in the cell wall, its structure, and its S/G ratio
are key factors that impact biomass conversion efficiency.17,21

The traditional approach to increasing biomass conversion
efficiency is the removal of lignin from the biomass prior to the
enzymatic hydrolysis reaction, by pretreatment.22 However,
many physical and chemical pretreatment methods lack
sustainability as well as practicability for industrial scale-
up.23−25 This has motivated tremendous interest in developing
a better understanding of lignin biosynthesis to reduce biomass
recalcitrance by modifying lignin content and/or composition
through breeding or genetic manipulation.26

The monolignols are derived from phenylalanine in the
cytosol in a multistep reaction called the phenylpropanoid
pathway;27 phenylalanine biosynthesis occurs inside the
plastid.28 Currently, 10 enzymes are known to be involved in
regulating the phenylpropanoid pathway,29 and another 10 are
required for the shikimate pathway.28 Many studies have
demonstrated changes in cell wall structure brought about by
altering lignin biosynthesis in mutants and transgenic
plants.27,30 In a previously reported study, the expression of
a bacterial 3-dehydroshikimate dehydratase (QsuB) in
Arabidopsis led to the conversion of 3-dehydroshikimic acid,
an intermediate of the shikimate pathway, into 3,4-dihydrox-
ybenzoic acid (DHBA), which is also known as protocatechuic
acid.30 Converting 3-dehydroshikimate into DHBA limits the
availability of shikimate, a precursor for lignin biosynthesis and
a cofactor of hydroxycinnamoyl transferase, as well as
producing an inhibitor of the same transferase.31,32 This
alteration resulted in the reduction of lignin content in the
plant cell wall and improved biomass conversion.30 Recently,
this work was extended to study the effects of heterologous
expression of QsuB in hybrid poplar (Populus alba ×
grandidentata)33 to divert carbon flux away from the shikimate
pathway.33 The transgenic poplar wood had up to 33% less
lignin with p-hydroxyphenyl units comprising as much as 10%
of the lignin. Cell wall compositional analysis shows that
transgenic poplar wood released fewer ester-linked p-
hydroxybenzoate groups than wild-type trees and revealed
the novel incorporation of cell-wall-bound dihydroxybenzoate
esters as well as glycosides of DHBA. Furthermore, the
participation of monolignol−dihydroxybenzoate conjugates in
lignification was also proposed to explain the occurrence of
pendent DHBA moieties on the lignin, as well as backbone-
integrated DHBA units, ultimately producing a novel type of
“zip-lignin.” In addition, up to 40% more glucose was released
from the QsuB expressing poplar lines following ionic liquid
pretreatment and enzymatic hydrolysis.33

Understanding the structure and organization of the plant
cell wall is critical in designing an optimal, sustainable, and

reliable approach for improving biomass conversion. For
instance, dilute acid pretreatment was originally developed to
hydrolyze hemicelluloses and then expose cellulose for
improved glucose release.34 However, several structural studies
showed that acidic aqueous solvents also increased the
propensity of cellulose to coalesce35 and lignin to aggregate,
thereby limiting the effectiveness of the approach.36 Similarly
genetic approaches to alter the lignin content may have
unintended consequences for the structure of the plant cell
walls. Determining how the cell wall structure changes can
inform about the effects of downstream processing for
deconstructing the biomass and provide valuable insights
into the limitations of a particular approach.

This study investigates the structural changes in the cell
walls of transgenic QsuB hybrid poplar using small-angle
neutron scattering (SANS) and wide-angle X-ray scattering
(WAXS) to understand previously reported increased saccha-
rification in these transgenic plants.33,37 SANS measures the
structural changes in cellulose microfibril dimensions, micro-
fibril packing, and the structure of the copolymer matrix on
length scales between ∼1 and 600 nm. In contrast, WAXS
measures the structure of the cellulose microfibrils themselves
and can provide information about the orientation of the
cellulose chains, cellulose crystallinity, and cellulose crystal
dimensions. Our results show significant structural changes in
the meso-scale structure of the cellulose microfibrils with
increasing QsuB expression, supporting an important role for
lignin in maintaining the structural integrity of the cell wall.
The atomic scale structure of the crystalline cellulose
microfibrils is also affected by QsuB expression, exhibiting a
decrease in crystallinity that is evident along the length of the
microfibrils. Overall, this study provides structural insight how
altered lignin biosynthesis and accumulation of DHBA or
derivatives affects the plant cell wall structure. These data may
help future development of transgenic plants aimed at reducing
biomass recalcitrance for the production of fuels and
chemicals.

■ MATERIALS AND METHODS
Biomass Samples. Wood from three different poplar transgenic

lines (QsuB1, QsuB5, and QsuB15) with reduced lignin content and
wild type (WT) were grown in controlled conditions at the Joint
BioEnergy Institute (JBEI), Emeryville, CA, as previously described.37

The harvested stems were debarked and air-dried (see Figure S1).
The stems were cut into eight pieces approximately 10 cm in length
(see Figure S1C); the bottom 0.5 cm (#1) was used for SANS and
WAXS evaluation.
SANS and WAXS Sample Preparation. Thin sliced wood pieces

were obtained by slicing along the growth direction of the stem using
a razor blade. This preserved the natural alignment of the cellulose
microfibrils in the native plant cell walls. The bottom (#1) stem piece
of the poplar wood was sliced into multiple 1 mm-thick slices and
immersed in 100% D2O solvent to exchange hydrogen and deuterium
atoms to achieve maximum contrast between cell wall components
and solvent. The first two soaks were for 1−2 h. The third soak
duration was overnight, and the fourth and final soak was 2 h before
the samples were loaded into the SANS titanium cells with detachable
windows. About 3−5 slices per sample were carefully placed side-by-
side with each slice vertically aligned in the sample cell.

Samples for WAXS measurements were also 1 mm-thick slices and
sliced along the stem growth direction of the bottom (#1) stem piece.
To remove water with minimal disruption to the cell wall structure,
these samples were freeze-dried for five days prior to placing the slices
vertically into 1.5 mm diameter quartz capillaries to perform WAXS
measurements.
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SANS Data Collection and Analysis. SANS measurements of
WT and QsuB transgenic trees were performed at the Bio-SANS
instrument located at the High Flux Isotope Reactor (HFIR) in the
Oak Ridge National Laboratory (ORNL). The main detector array
was at 15.5 m from the sample position, and the curved wing detector
array at 1.13 m from the sample was rotated to 1.4° from the direct
beam. Using this detector configuration, the Q ranges obtained using
6 and 18 Å neutrons were 0.003 < Q (Å−1) < 0.8 and 0.001 < Q (Å−1)
< 0.1, respectively, and combined to obtain an overall Q range of
0.001 to 0.8 Å−1. The wavelength spread (Δλ/λ) was 13.2%.

The D2O exchanged stem slices described above were placed in a
vertical orientation in the titanium sample holders perpendicular to
the neutron beam to capture the scattering signal from the cellulose
microfibrils on the wing detector. The samples produced an
anisotropic two-dimensional (2D) scattering pattern (Figure 1).
The raw 2D images were processed by normalizing to the incident
beam monitor counts, correcting for detector dark current and pixel
sensitivity, and subtracting scattering contribution from the quartz cell
and D2O buffer. Two scattering intensity profiles I(Q) versus Q were
obtained from the equatorial (wedge 0) and meridional (wedge 1)
sectors of the 2D image (Figure S2). The scattering from the matrix
copolymer is isotropic and observed in both the equatorial and
meridional sectors. The scattering of the cellulose microfibrils aligned
parallel along the stem growth direction dominates in the equatorial
sector. To isolate the scattering features of cellulose microfibrils
aligned along the growth direction (perpendicular to the beam), the
meridional scattering contribution was subtracted from the equatorial
sector.

The SANS data were analyzed using the Modeling II tool
implemented in the Irena package38 in Igor Pro 8.0 software (by
WaveMetrics) to elucidate plant cell wall structure. The basic small-
angle scattering formula for scattered intensity I(Q) is,

= | | | |I Q S Q F Q R V R NP R R( ) ( ) ( , ) ( ) ( )d2

0

2 2
(1)

where |Δρ| is the contrast between the scattering particle and solvent
|ρparticle − ρsolvent|, F(Q, R) is the scattering form factor of the
cylindrical particles, V(R) is the particle volume of size R, N is the
total number of scattering particles, P(R) is the Gaussian probability
density distribution of the scattering particles of size R, and S(Q) is
the structure factor modeled as hard sphere structure factor. The hard
sphere structure factor is robust for spherical particles, but for particle
shapes that deviate from a spherical shape like in the current study,
the hard sphere structure factor performs reasonably for low degree of
correlation. The equatorial SANS profiles were fit using a cylindrical
form factor in the high-Q region (Q > 0.025 Å−1) for all samples to
represent cellulose microfibril dimensions. The mathematical
formulation of the cylindrical form factor and structure factor for a
weakly correlated system of cylinders is given by

=P Q
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/2
2
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( )3 (4)

=j x x
x
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0 (5)
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2

(6)

where ϕ is the volume fraction of the cylinder particles, Vcyl is the
volume of a cylinder with cross-sectional radius Rcs and length L
(=2H), α is the orientation angle of the cylinder’s long axis, and J1 is a
first-order Bessel function. The fit parameters of the structure factor,
S(Q), are k, the degree of packing (also referred to as the packing

Figure 1. 2D SANS detector images of intact native WT (A) and transgenic QsuB5 (B), and QsuB15 (C) and QsuB1 (D) poplar stem samples in
100% D2O solvent. Each panel shows the main (left) and wing (right) detector images from the Bio-SANS instrument. Lines in panel A represent
the equatorial and meridional sectors that were used for data analysis and interpretation. The intensity scale bars shown on the left and right refer to
the main and wing detector, respectively.
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factor), and ζ, the center-to-center distance between particles. The
structure factor, as given in eq 4, in this study, accounts for weak
cylinder−cylinder correlation and is used to model the correlation
between cellulose microfibrils. The packing factor k represents the
density of packing of cellulose microfibrils and provides a measure of
their correlations, and ζ is interpreted as center-to-center distance
between cellulose microfibrils. When the fit value of the packing factor
k < 4,39 the fit indicates weak correlations. The low-Q data (Q < 0.025
Å − 1 ) w a s fi t t o a U n i fi e d f u n c t i o n , g i v e n b y

= × + ×( )I Q G B Q( ) exp Q Rg
3

P
2 2

, where P is the power-law

exponent of the scattering curves, Rg is the radius of gyration of the
scattering particle, and G and B are the scale factors of the Guinier
and power-law functions, respectively. For the subtracted equatorial
one-dimensional (1D) SANS profiles of WT, QsuB5, and QsuB15, a
structure factor was included to obtain the best fit. For the equatorial
1D SANS profile of QsuB1, no structure factor was required to obtain
the best fit, and the convergence of the fit using least-square fit
(LSQF)40 was based of minimizing the chi-squared (χ2) value of the
fit for the entire data range.

The meridional SANS data were modeled by using a three-level fit.
The high-Q (Q > 0.075 Å−1) region was modeled by the spherical
form factor given as

=
[ ]

P q
V

Q QR QR

QR
( )

3 sin( ) cos( )

( )sph

sph sph
2

sph
3

(7)

where ϕ is the volume fraction of spheres and =V Rsph
4
3 sph

3 is the
volume of a sphere of radius Rsph. In addition, two slopes were
observed in the intermediate Q region (0.01 < Q < 0.075 Å−1) and
low-Q region (0.001 < Q < 0.01 Å−1), and those two levels were fit
using the Unified fit described above.
WAXS Data Collection and Analysis. The freeze-dried poplar

stems were used to acquire WAXS data on a Xenocs Xeuss 3.0
instrument equipped with a D2+ MetalJet X-ray source (Ga K, 9.2
keV, λ = 1.341 Å). The stems were placed vertically in the X-ray beam
and measured in transmission mode. The scattered beam was
recorded on a Dectris Eiger 2R 4 M hybrid photon counting detector
with a pixel dimension of 75 × 75 μm2. The 2D WAXS images,
collected as 3-min exposures, were reduced using sectors similar to
the approach described for the SANS data above to produce 1D
WAXS profiles, scattering intensity vs. scattering vector, Q. The
WAXS data were placed on an absolute intensity scale (cm−1) using
the direct beam as the intensity calibration. The 2D WAXS patterns of
different samples are shown in Figure 5.

WAXS data provides information about cellulose chain organ-
ization in cellulose microfibrils. The crystalline characteristics such as
crystallite size and crystallinity were estimated using the peak fitting
method using Fityk software.41 Crystallinity was calculated as the ratio
of crystalline area to the total area in each analyzed sector of the

WAXS profile. The crystallite size was determined by applying the
Scherrer equation for symmetrically shaped crystallites to the WAXS
peaks and given by eqs 9 and 10, respectively.42

= ×%crystallinity
(total scattering area amorphous area)

total scattering area
100

(9)

= × ÷t (0.9 ) ( cos ) (10)

Here, t is the crystallite size, the constant 0.9 represents a
dimensionless shape factor for symmetrically shaped crystallites, λ is
the wavelength of the incident beam, and β and θ are the values for
full-width at half-maximum (FWHM in radians) and peak position in
2θ, respectively.

Production and Purification of Bacterial Cellulose. Bacterial
cellulose was grown for 5 days using a previously reported method43

in the presence of 0, 0.31, 0.77, 1.16, and 1.54 mg/100 mL DHBA in
the culture medium. The pellicle that formed at air−liquid interface
was removed and washed rigorously and repeatedly with water at 4 °C
to remove the growth media and the bacterial debris. The pellicles
were then frozen at −80 °C for 2h followed by grinding using a
Warburg blender to form a slurry. The homogeneous slurry was then
freeze-dried for 3 days to remove the water before performing the
WAXS measurements.

■ RESULTS
Composition of Cell Wall Components in QsuB

Mutants. The transgenic poplar lines were generated by the
introduction of 3-dehydroshikimate dehydratase (QsuB), as
described previously.33,37 The level of QsuB expression in the
different transgenic lines followed the order: QsuB1 > QsuB15
> QsuB5 > WT (which was zero, as the gene is not native to
plants). The DHBA content in the trees followed the same
order while lignin content followed the reverse order as
described below. There were visible differences in the
appearance and structure of the stems that included a change
in color in the hydrated and dried states with increasing QsuB
expression level (Figures S1A), and the fibers of the QsuB lines
were more easily separated compared to WT trees. This
suggests that QsuB expression significantly changes the
macroscopic properties and impacts the structural integrity of
the trees.

The glucose content (from cellulose), xylose (from xylan
hemicellulose), and lignin in WT and the QsuB transgenic
plants have been described previously.33 In summary, the
glucose content is similar in all samples, suggesting that QsuB
expression does not significantly affect cellulose content.
However, both hemicellulose and lignin content were affected

Figure 2. (A) 1D SANS equatorial profiles of WT (purple diamond), QsuB5 (green square), QsuB15 (blue triangle), and QsuB1 (red circle).
Except for WT, all the profiles were scaled by a factor of 10 for clarity. Unscaled data are given in Figure S3-A. (B) Porod plot showing the high-Q
region of WT and transgenic lines (not scaled).
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by QsuB expression levels. Xylose content increased
approximately from 17 to 21%, and total lignin content
decreased from 21 to 14% comparing WT and QsuB1.
Furthermore, the S/G ratio of the lignin changed with
increasing QsuB expression from 1.8 in the WT to 1.4 in
QsuB1. The higher S/G ratio and high H units of lignin
monomers usually imply a longer chain length of the lignin
polymer18,19 and higher molecular weight. To understand how
the QsuB expression affects cell wall structure at the molecular
level, SANS and WAXS studies were performed to obtain
structural details of the plant cell walls in the spatial range of
1−600 nm.
SANS Analysis. The 2D SANS scattering patterns of WT

stems and the three transgenic lines are shown in Figure 1. The
differences in the images can be related to changes in the
aligned features in the cell wall due to increased expression of
QsuB. For instance, WT and QsuB5 show a sharp streak-like
pattern in the equatorial direction with a lobe-like feature that
extends to the wing detector image, indicating that the
cellulose microfibrils are well-aligned parallel to the stem
growth direction. In contrast, the lobe-like features are
diminished in the QsuB1 and QsuB15 scattering patterns,
which implies that the alignment of the cellulose microfibrils
has decreased.

For each 2D scattering pattern, the data were reduced to
obtain 1D profiles that represent the equatorial scattering
intensity and the meridional sectors shown in Figure 1A. More
details of wedge reduction are given in Figure S2 in Supporting
Information (SI). The final 1D SANS profiles are shown in
Figures 2A and 3. The equatorial SANS profile for the WT

sample shows a sharp well-defined feature (Q > 0.05 Å−1) that
is attributed to aligned cellulose microfibrils (Figure 2).44 This
feature becomes progressively broader with increasing QsuB
expression, as can be observed in the Porod plot (Figure 2B).
The peak (Q = 0.21 Å−1) in the WT profile, representing the
spacing of the aligned cellulose microfibrils, has largely
disappeared in the QsuB1 sample (highest QsuB expression),

indicating an absence of alignment of the cellulose microfibrils
in this poplar line.

Quantitative analysis was performed using a model that
consists of a cylindrical form factor coupled with a structure
factor to model the high-Q region (>0.025 Å−1) and a shape-
independent unified fit38 for low-Q region (<0.025 Å−1). The
fit parameters are presented in Table 1. The cross-sectional
radius of the cylindrical particles representing cellulose
microfibrils are similar for the WT and transgenic lines and
fall in the range 10−11 Å. This value agrees with the reported
cross-sectional size for cellulose microfibrils45,46 and shows
that changes in the QsuB expression level do not alter the
cellulose microfibril cross-sectional dimension.

However, the intermicrofibril distance (dspacing) between
neighboring cellulose microfibrils increased and the packing
decreased with increasing QsuB expression levels. The
interfibril distance in the WT sample is 30 ± 3 Å with a
packing factor of 1.2 ± 0.2, which is similar to previously
reported values.35,47 The value of the packing factor represents
the degree of correlation between neighboring cellulose
microfibrils. In this case, the value is less than 4, which is
consistent with weak correlations between the microfibrils.39

The microfibril spacing increases to 36 ± 4 Å in QsuB5 with
no change in the packing factor. With further increase in QsuB
expression, as in the QsuB15 sample, the microfibril spacing
increased to 45 ± 6 Å, and the packing factor decreased to 0.9
± 0. Finally, in the QsuB1 sample, no alignment of the
cellulose microfibrils was observed, which agrees with a
random organization of cellulose microfibrils.

The observed fits to the low-Q data range indicated that
there are large structures with particle sizes greater than 1000
Å, which have smooth surfaces (P ∼ 4) with a smoothness
resolution of 250 Å and do not change with increasing QsuB
expression. Several characteristic structures can produce such
smooth surface features in the scattering profile, the most
probable of which is either the cellulose microfibril bundles or
the cell wall lumen.47

SANS data in the meridional sector of the 2D pattern
originates from the nonaligned components in the plant cell
wall such as lignin and hemicellulose (Figure 3). The
composite fit model with three levels was used to analyze
the data. It is composed of particle size (Q > 0.075 Å−1)
modeled as spherical particles, a power-law function to
represent the amorphous matrix copolymer organization
(0.01 < Q < 0.075 Å−1), and a second power-law function
for features at longest spatial scale, Rg > 100 nm (0.001 < Q <
0.01 Å−1). The fit parameters are shown in Table 2. Similar to
the equatorial SANS curves, the meridional curves also show a
shoulder feature in the Level 1 region. SAXS analysis (see the
SI for details) of WT stems that were delignified showed that
this feature changes significantly with a correlation peak
becoming evident as the delignification reaction progresses (SI
Figures S4−S7). This is consistent with the scattering
contribution from cellulose microfibrils that are oriented
perpendicular to the growth direction of the plant (see
schematic representation in Figure S8). The SANS data were
fit with a spherical form factor to represent the approximately
circular cross section of cellulose microfibrils oriented parallel
to the incident neutrons. The sphere radius increases with
increasing QsuB expression, which may occur because of an
increase in misalignment of the neighboring cellulose micro-
fibrils and lower lignin content (See SI Figure S8). This is
consistent with the increasing interfibril distance and

Figure 3. 1D SANS profile of WT (purple diamond), QsuB5 (green
square), QsuB15 (blue triangle), and QsuB1 (red circle) meridional
scattering. The solid black line represents the model fit. QsuB5,
QsuB15, and QsuB1 data are shifted in the y-direction for clarity by a
factor of 10. Unscaled data are given in Figure S3-B.

Biomacromolecules pubs.acs.org/Biomac Article

https://doi.org/10.1021/acs.biomac.4c00187
Biomacromolecules 2024, 25, 3542−3553

3546

https://pubs.acs.org/doi/suppl/10.1021/acs.biomac.4c00187/suppl_file/bm4c00187_si_001.pdf
https://pubs.acs.org/doi/suppl/10.1021/acs.biomac.4c00187/suppl_file/bm4c00187_si_001.pdf
https://pubs.acs.org/doi/suppl/10.1021/acs.biomac.4c00187/suppl_file/bm4c00187_si_001.pdf
https://pubs.acs.org/doi/suppl/10.1021/acs.biomac.4c00187/suppl_file/bm4c00187_si_001.pdf
https://pubs.acs.org/doi/suppl/10.1021/acs.biomac.4c00187/suppl_file/bm4c00187_si_001.pdf
https://pubs.acs.org/doi/suppl/10.1021/acs.biomac.4c00187/suppl_file/bm4c00187_si_001.pdf
https://pubs.acs.org/doi/10.1021/acs.biomac.4c00187?fig=fig3&ref=pdf
https://pubs.acs.org/doi/10.1021/acs.biomac.4c00187?fig=fig3&ref=pdf
https://pubs.acs.org/doi/10.1021/acs.biomac.4c00187?fig=fig3&ref=pdf
https://pubs.acs.org/doi/suppl/10.1021/acs.biomac.4c00187/suppl_file/bm4c00187_si_001.pdf
https://pubs.acs.org/doi/10.1021/acs.biomac.4c00187?fig=fig3&ref=pdf
pubs.acs.org/Biomac?ref=pdf
https://doi.org/10.1021/acs.biomac.4c00187?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as


decreasing degree of correlation between microfibrils observed
for cellulose microfibrils aligned along the plant growth
direction. The volume fraction extracted from the analysis
also showed that there were ∼10-fold fewer microfibrils aligned
in this direction compared to those aligned parallel to the
growth direction. The power-law exponent (P) in the second
level is interpreted as the organization of the amorphous
polymers.48 P values were obtained in the 2.0−2.2 range,
which indicates that amorphous cell wall polymers, lignin and
hemicellulose, exhibit a randomly flexible conformation that
remains the same as the QsuB expression level is increased.
Similarly, SAXS analysis of WT shows that the scattering
intensity decreases as the delignification reaction progresses
(Figure S6). Furthermore, the P values obtained in the Level 3
region, like that observed in the equatorial sector, are ∼4.0 and
indicate a smooth surface of the large structures.
WAXS Data Analysis. Intact stem sections of WT and the

QsuB transgenic lines produced distinctly different 2D WAXS
patterns, as shown in Figure 4. There are two important trends.
First, the overall WAXS intensity decreased with increasing

QsuB expression. Second, the images showed a progressively
increased split in the scattering intensity peak in the equatorial
direction, indicating the emergence of two coexisting
orientations of the microfibrils within the plant cell wall that
increases with the QsuB expression level.

For analysis, the Qy vs Qx 2D plots shown in Figure 4 were
transformed to polar plots Q vs azimuthal angle (ϕ). The data
for WT and QsuB1 are shown in Figure 5, while the data for

Qsu5 and Qsu15 are shown in the Supporting Information
(Figure S9). The Q vs ϕ for WT and QsuB1 (Figure 5C,D)
showed intense scattering regions that represent the crystalline
reflections of the cellulose microfibril, as indicated by boxes F,
G, and H. The 11̅0/110 (box F), 200 (box G), and 004 (box
H) crystalline reflections of cellulose I were plotted in the ϕ-
profile panels of Figure 6 with labels F−H, respectively. The
polar images and ϕ-profiles of WT and QsuB1 transgenic line
showed clear differences. A split in the peaks was observed for
every crystalline reflection of QsuB1. 1D WAXS patterns were
generated by averaging over the range of azimuthal angles
(Figure 6 panels J, K, and L). These patterns were analyzed to
determine the structure of the crystallites. The ϕ-profiles in
Figure 6 allow the details of the orientation angle of the

Table 1. Fitting Parameters Extracted from the 1D Curve Fitting of Equatorial SANS Scattering Profiles

cylinder Unified fit

sample volume fraction Rcs (Å) dspacing (Å) fpack Rg (Å) P

Q range (Å−1) 0.025−0.4 0.001−0.025
WT 0.041 ± 0.001 10.0 ± 0.2 30 ± 3 1.2 ± 0.2 1100 ± 78 4.0 ± 0.1
QsuB5 0.039 ± 0.001 10.3 ± 0.2 36 ± 4 1.2 ± 0.1 1200 ± 92 3.9 ± 0.1
QsuB15 0.039 ± 0.001 10.8 ± 0.1 45 ± 6 0.9 ± 0.1 1150 ± 124 4.1 ± 0.1
QsuB1 0.038 ± 0.002 10.4 ± 0.1 1000 ± 103 4.0 ± 0.1

Table 2. Fitting Parameters Extracted from the 1D Curve Fitting of Meridional SANS Scattering Profiles

power-law exponent

sample volume fraction sphere Rsph (Å) P2 P3

Q range (Å−1) 0.075−0.5 0.01−0.075 0.001−0.01
WT 0.004 ± 0.001 11.7 ± 0.1 2.1 ± 0.1 4.2 ± 0.2
QsuB5 0.003 ± 0.001 11.8 ± 0.1 2.1 ± 0.1 4.1 ± 0.1
QsuB15 0.003 ± 0.001 13.7 ± 0.1 2.0 ± 0.1 4.0 ± 0.1
QsuB1 0.004 ± 0.001 14.1 ± 0.1 2.2 ± 0.1 4.1 ± 0.1

Figure 4. Two-dimensional WAXS images of poplar samples with
increasing QsuB expression�WT, QsuB5, QsuB15, and QsuB1. The
white line represents the change in (110, 11̅0) and (200) diffraction
angles, while the black line represents the shift in (004) reflection with
increasing QsuB expression level. Only the right half of the diffraction
images are shown. The diffraction intensity scale is shown on a log
scale.

Figure 5. Two-dimensional WAXS scattering data are shown in two
representations�as Qy vs. Qx and Q vs. ϕ plots for WT (A and C)
and QsuB1 (B and D) samples, respectively.
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cellulose microfibril axis in relation to the growth axis of the
plant stem to be observed.

The peaks in the ϕ-profiles were fit to Gaussian functions
(illustrated in Figure S11) to obtain the peak center and
FWHM parameters, which is a quantitative measure of the
microfibril central orientation angle and distribution about that
central angle. The WT (Figure 6, purple diamonds in panels F
and G) and QsuB5 (Figure S10, green squares in panels F and
G) were fit with one Gaussian function to obtain the
orientation angle at 183°, which is parallel to the growth
direction of the plant stem. On the other hand, the QsuB15
(Figure S10, blue triangles in panels F and G) and QsuB1
mutants showed split peaks (Figure 6, red circles in panels F−
G) and, therefore, required two Gaussian functions to fit the
data. This resulted in two orientation angles centered at 177°
(difference of −6°) and 203° (+13°) for QsuB15 and at 156°
(difference of −26°) and 208° (+24°) for QsuB1, almost
symmetrically deviating from the growth direction of 183°.
The scattering intensity of the 156° oriented microfibrils is
consistently lower compared to the 207° oriented microfibrils
for 11̅0/110 and 200 reflections of Cellulose I. This implies
that more cellulose microfibrils are oriented at 207° than at
153°. The Gaussian function fits of ϕ-profiles of WT and
transgenic lines for (11̅0/110) and (200) diffraction planes are
illustrated in Figure S11. The ϕ-profile of (004) reflection
plane shows split peaks (Figure 6, panel H) in WT, while
QsuB1 results in a very broad split peak. This observation can
be attributed to the twisting of microfibrils at different angles
along the fiber axis.49

The Q profiles were further analyzed to calculate the percent
cellulose crystallinity and crystal width, as described in the
Materials and Methods section. The (11̅0/110) and (200)
diffraction peaks were fitted with three Gaussian peaks (see the
Figure S12A−E), and the (004) diffraction peaks were fitted
with a single PseudoVoigt function (see Figure S13A−D) to

extract the crystalline peak area, full width at half maxima of
the peaks (FWHM), and the peak positions. These values were
then used to calculate the crystallite size and the crystallinity of
the systems as described in the Materials and Methods section.
The results for the WT and QsuB lines are summarized in
Table 3. The crystallite sizes of WT and QsuB lines in the

(110), (11̅0), and (200) diffraction planes perpendicular to the
fiber axis are approximately ∼28 Å. Similar crystallite sizes in
WT and QsuB lines in the perpendicular planes show that the
crystallite size is not affected by the QsuB expression level.
This is consistent with the SANS data that shows no effect of
QsuB expression on the cross-sectional dimensions of the
cellulose microfibrils. The peak position of the (004) plane was
34.6° for WT and QsuB lines, which corresponds to ∼2.25 Å
(2d sin θ = nλ) between two consecutive planes along the
growth direction. The crystallite size obtained was ∼60 Å for
WT, which corresponds to 26 (60/2.25) consecutive planes in

Figure 6. (F−H) One-dimensional ϕ-profiles define cellulose microfibril orientation from the scattering intensity vs. azimuthal angle ϕ plots of
cellulose I reflections�11̅0/110 (F), 200 (G), and 004 (H) averaged over Q as illustrated in F, G, and H boxes in Figure 5. Plots F and G are made
after linear subtraction of background scattering to match the baseline. One-dimensional WAXS data after subtraction of the amorphous
contribution are shown as Q profiles for different ϕ ranges as illustrated in J, K, and L boxes in Figure 5C,D. All the plots compare patterns between
WT (purple) and QsuB1 transgenic lines (red).

Table 3. Crystallite Size and Percent Crystallinity of WT
and QsuB1 Transgenic Lines

crystallite size (Å)

J, K profiles L profile
crystallinity

(%)a

sample (11̅0) (110) (200) (004)
J, K, L
profiles

WT 183° 28 ± 1 28 ± 1 29 ± 2 84 ± 1 60 ± 2
QsuB5 183° 28 ± 1 28 ± 1 30 ± 2 79 ± 3 59 ± 1
QsuB15 177° 27 ± 1 28 ± 1 29 ± 1 74 ± 1 56 ± 2
QsuB15 203° 28 ± 1 27 ± 1 28 ± 1 54 ± 1
QsuB1 156° 26 ± 2 27 ± 1 28 ± 1 67 ± 2 55 ± 1
QsuB1 208° 27 ± 2 27 ± 2 28 ± 2 53 ± 1

a%Crystallinity is the sum of areas under (11̅0), (110), and (200)
peaks divided by total area.
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the growth direction (see Figure S14). However, the crystallite
size in the (004) plane decreased in the QsuB lines (Table 3)
and was ∼20% smaller in QsuB1 compared to WT. The
cellulose crystallinity was estimated for the WT and the
transgenic lines as the ratio of the area of the crystalline peaks
to the amorphous background for each of the scattering
orientations observed in the 2D scattering profiles. The data
show a significant decrease in cellulose crystallinity with
increasing QsuB expression, with the highest expressing line,
QsuB1, showing ∼11% reduction in crystalline cellulose
compared to the WT.
Effect of DHBA on Cellulose Formation in Bacteria. Based

on the WAXS results that show a decrease in cellulose
crystallinity in the transgenic poplar with increased QsuB
expression, we tested the effect of DHBA on cellulose
production by Acetobacter sp. This bacteria has been previously
used as a model system for studying cellulose synthesis and has
the advantage of being produced in a relatively pure state
without interfering contribution from the matrix copolymers
found in plants.50 In this study, Acetobacter xylinum sp.
sucrofermentan cultures were grown in the presence of different
concentrations of DHBA (0−100 μM). After harvesting and
cleaning the cellulose pellicles that formed on the surface of
the cultures, the cellulose was analyzed by WAXS using the
same approach described for the transgenic poplar (Figure
S15). The results show a decrease in cellulose crystallinity with
increasing DHBA concentration similar to the effect that was
observed in the transgenic poplar lines (Figure 7).

■ DISCUSSION
Our overall aim was to investigate a structural basis for the
observed increase in saccharification of poplar QsuB transgenic
trees.33,37 These lines are characterized by a reduction in lignin
deposition that is correlated with increased production of
DHBA.33 Additionally, a concomitant increase in xylan, albeit
at lower amounts, was also observed in the transgenic plants.33

SANS showed that the cellulose microfibril cross section of
WT is ∼20 Å, which agrees well with the previously reported
values in similar studies,51,52 and is consistent with the 18
cellulose chain model for a microfibril.53,54 In addition, we did
not observe differences in the microfibril cross-sectional
dimensions of the transgenic lines, supporting that QsuB
expression did not affect the formation of the cellulose
microfibrils. The intermicrofibril distance of WT poplar is ∼30
Å and agrees with the values reported in previous
studies.52,54,55 However, the intermicrofibril distance pro-

gressively increased as the QsuB expression level was increased.
In addition, the orientation and packing of the microfibrils
relative to each other also decreased, indicating that there was
increased disorder in their arrangement. No correlations
between microfibrils were observed in the highest expressing
QsuB line, suggesting that the cellulose organization in this
tree was severely impaired. Decreased order in cellulose
microfibril organization was previously observed in naturally
occurring poplar variants and was attributed to a decrease in
lignin content in the secondary cell walls.55 In addition,
changes in cellulose microfibril organization have also been
observed previously when the matrix copolymers, lignin and
hemicellulose, are either redistributed or removed during
biomass thermochemical pretreatment.56,57 The aggregation or
removal of lignin and hemicellulose allows increased
interactions between cellulose microfibrils by exposing
cellulose surfaces that can form hydrogen bonds between the
adjacent microfibrils allowing them to coalesce to form
aggregated microfibrils.58 However, in the case of mutant
plants with decreased lignin, the situation is likely different.
Our current view of the plant cell wall is that the cellulose
microfibrils and hemicelluloses interact together to form
macrofibrils. Hemicelluloses such as xylan interact directly
with cellulose by cocrystallization of xylan with cellulose,59

through the formation of strong xylan-cellulose hydrogen
interactions.60 The lignin is deposited around the macrofibrils
and primarily interacts with hemicellulose through weak
noncovalent bonding,61 and possibly covalent lignin−carbohy-
drate bonds62 formed via α-ether63 and γ-ester bonds.64,65

Decreased lignin content reduces the number of H-bonding
interactions, while increased hemicellulose content could
increase the steric hindrance between microfibrils. Both can
affect microfibril organization and can account for a larger
center-to-center distance with increasing QsuB expression
levels. Overall, we can infer that the decreased lignin
deposition means that there are fewer constraints on the
assembly of the macrofibrils during the formation of the
secondary cell walls that may allow cellulose macrofibrils to
become increasingly unordered. This supports an important
role for lignin in guiding the assembly and organization of the
cellulose microfibrils in plant cell walls and maintaining the
organization in established cell walls.

In our SANS analysis approach, we analyzed different sectors
of the 2D detector images to resolve the scattering signatures
of the cellulose microfibrils aligned along the growth direction
of the trees (equatorial sector) from the other components of
the cell wall (meridional sector). The meridional sector mainly
captures the structural characteristics of the amorphous
polymers because they are randomly distributed producing
an isotropic scattering signature. However, we observed a
feature in the high-Q region (Q > 0.1 Å−1) that we interpreted
as cellulose microfibrils aligned perpendicular to the growth
direction.66,67 The apparent increased radius of the microfibrils
is most probably related to the misalignment of cellulose
microfibrils relative to each other as the QsuB expression level
increased, similar to the changes observed for the cellulose
microfibrils oriented along plant growth direction. Interest-
ingly, we did not observe any significant change in the mid-Q
scattering region (0.01 < Q < 0.1 Å−1), which is sensitive to the
organization of lignin and hemicellulose in the cell walls.57

This was also observed in a GAUT4-KD switchgrass mutant,
which has reduced pectin, but no significant change in the
distribution of the copolymer matrix.68 The power-law

Figure 7. Cellulose crystallinity of bacterial cellulose synthesized in
the presence of dihydroxybenzoic acid (DHBA) in the growth
medium. Plot shows cellulose crystallinity (%) versus DHBA
concentration (0, 0.31, 0.77, 1.16, and 1.54 mg/100 mL DHBA)
determined by WAXS.
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exponent, ∼2 in all cases, is interpreted as random polymer
chains69 and is similar to ones previously reported using
SANS57 and molecular dynamics simulations.70 This suggests
that although the composition and amount of lignin and
hemicelluloses have changed, their overall organization and
distribution have not, at least on the length scales (∼1−600
nm) observed in this experiment.

Significant changes were also observed in the crystalline
structure of the QsuB transgenic lines compared to WT. A
bimodal distribution of the cellulose microfibrils was observed
as the QsuB expression level increased. This is interpreted as
helical twisting49 of the microfibrils at different angles along
the growth orientation of the trees. A similar distribution of
cellulose fibers in intact primary cell walls has been observed
previously using different imaging modalities including cryo-
electron tomography and atomic force microscopy.71,72

Although the reason for the transition from a unimodal
distribution in WT to the appearance of a bimodal distribution
in the orientation of cellulose microfibrils is unclear, the fact is
that it correlated with a reduction in the lignin content, and a
change in its molecular weight distribution suggests that the
cellulose macrofibrils may be less restrained in the apoplastic
space allowing them to adopt an alternative orientation. It is of
interest to note that the integrity of the stems was reduced with
increasing QsuB expression with the transgenic lines being
susceptible to splitting along the length of the growth axis,
consistent with the findings of reduced crystallite size along the
stem axis (004 plane), indicating that the QsuB trees display a
lignocellulose architecture that is likely less stable than WT
trees.33

The overall cellulose crystalline content was reduced in the
transgenic plants by approximately 10% in the highest DHBA
containing line. This was somewhat unexpected because in
previous characterization of native poplar with decreased
lignin, an increase in cellulose crystallinity was observed.55 In
addition, increased crystalline cellulose content was also
observed in thermochemically pretreated plants, in which
lignin removal and redistribution were evident.56,72 The
increased cellulose crystallinity after pretreatment is attributed
to coalescence of adjacent microfibrils that facilitates more
hydrogen bonding between adjacent cellulose chains. A closer
examination of cellulose microfibril structure showed that the
dimensions of the crystalline planes transverse to the growth
direction (100), (11̅0), and (200) were unchanged with
increasing QsuB expression compared to WT trees. The
dimensions of these planes are determined by the combination
of a number of cellulose chains in the fibril, cross-sectional
shape, degree of order in the packing of cellulose chains, and
heterogeneity of crystal lattice constant.73 The similar crystal
dimensions in transverse planes show that QsuB expression
does not affect the number of cellulose chains and their
intrinsic order within a microfibril. However, the crystallite
dimension in the (004) diffraction plane that is parallel to the
growth direction of the trees progressively decreased with
increased QsuB expression (see Figure S14). This can be
attributed to the defects such as twisting of the microfibril that
result in the loss of axial coherence, which has previously been
observed.49,73

However, this does not account for the decreased cellulose
crystalline content that was observed in the current study.
Based on previous reported work, it is unlikely that the changes
in the overall amount and composition of the lignin observed
in the QsuB trees could account for the observed decreased

crystallinity of the cellulose. Unda et al.33 previously reported
that ∼7.1−11.6 mg/g−1 accumulation of DHBA in the
transgenic cell walls compared to no DHBA is detected in
WT trees. Based on this, we hypothesized that DHBA itself
may play a role in decreasing the cellulose crystallinity. It is
well-established that the addition of chemical additives to
cellulose producing Acetobacter cultures can decrease the
crystallinity of the secreted cellulose. A recent study
investigated the effects of addition of dye molecules during
bacterial growth on bacterial cellulose crystallinity.74 Although
the dyes tested had a significantly more complex molecular
architecture compared to DHBA, the distinguishing feature of
the molecule that was most effective in decreasing cellulose
crystallinity, brilliant yellow, was that it had terminal phenolic
groups reminiscent of DHBA (see Figure S16). We tested the
effect of DHBA on cellulose produced by A. xylinum subsp.
sucrofermentans and showed a concomitant decrease in
cellulose crystallinity compared to the control culture. This
supports our hypothesis that production of DHBA during cell
wall synthesis can directly affect cellulose microfibril structure.
Therefore, we propose that the disruption of native cellulose
microfibril structure by incorporation of DHBA could play a
significant role in the increased saccharification observed in
these transgenic lines beyond the impact of decreased lignin
content and the changes in its composition. We recognize that
there are drawbacks with using bacterial cellulose as a model
for plant cellulose. These include a different microfibril
structure,75 the major cellulose crystal allomorph is cellulose
1α rather than cellulose 1β in plants,76,77 and cellulose
synthesis and assembly of the microfibrils in bacterial cultures
occur in the absence of the matrix copolymers found in
plants.50 Additional analysis of cellulose structure in planta or
in a model system is needed to verify if DHBA is in fact
incorporated into cellulose microfibrils in plants.

■ CONCLUSIONS
Genetic engineering has transformed our ability to modify
plant cell walls to optimize their properties for applications in
bioenergy, biochemicals, and biomaterials. The QsuB trees
characterized in this study were modified by introducing a
bacterial 3-dehydroshikimate dehydratase to divert carbon flux
away from the shikimate pathway. This significantly reduced
the total lignin content, resulting in the accumulation of
DHBA and its glycoside derivatives and the production of a
newly engineered zip-lignin polymer.33 In this study, we show
that 3-dehydroshikimate dehydratase expression also signifi-
cantly disrupts cellulose organization that is correlated with
decreased lignin content and possible decreased mechanical
strength of the plants. In addition, we show that cellulose
structure is also affected by DHBA levels providing evidence
that it can disrupt cellulose microfibril crystallization by its
incorporation between the cellulose chains. Although it is well-
established that small molecules can disrupt cellulose synthesis
in bacterial cell cultures, based on the work presented here, we
can propose that this can also manifest in plant cell walls. This
presents a new strategy to consider for altering plant cell wall
properties to decrease their recalcitrance by producing small-
molecule metabolites that interfere with cellulose microfibril
crystallization to increase their susceptibility to chemical or
biochemical degradation.
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