
Multiscale deconstruction of molecular
architecture in corn stover
Hideyo Inouye1, Yan Zhang1, Lin Yang2, Nagarajan Venugopalan3, Robert F. Fischetti3,
S. Charlotte Gleber4, Stefan Vogt4, W. Fowle5, Bryan Makowski6, Melvin Tucker7, Peter Ciesielski7,
Bryon Donohoe7, James Matthews7, Michael E. Himmel7 & Lee Makowski1,8

1Department of Electrical and Computer Engineering, Northeastern University, Boston, MA 02115, 2National Synchrotron Light
Source, Brookhaven National Laboratory, Upton, NY 11973, 3GM/CA CAT, XSD, Advanced Photon Source, Argonne National
Laboratory, Argonne, IL 60439, 4X-ray Science Division, Advanced Photon Source, Argonne National Laboratory, Argonne, IL
60439, 5Department of Biology, Northeastern University, 360 Huntington Avenue, Boston, MA 02115, 6Department of Physics,
Rensselaer Polytechnic Institute, Troy, NY, 12180, 7Chemical and Biosciences Center, National Renewable Energy Laboratory,
Golden, CO, 80401, 8Department of Chemistry and Chemical Biology, Northeastern University, Boston, MA 02115.

Lignocellulosic composite in corn stover is a candidate biofuel feedstock of substantial abundance and
sustainability. Its utilization is hampered by resistance of constituent cellulose fibrils to deconstruction.
Here we use multi-scale studies of pretreated corn stover to elucidate the molecular mechanism of
deconstruction and investigate the basis of recalcitrance. Dilute acid pretreatment has modest impact on
fibrillar bundles at 0.1 micron length scales while leading to significant disorientation of individual fibrils. It
disintegrates many fibrils into monomeric cellulose chains or small side-by-side aggregates. Residual
crystalline fibrils lose amorphous surface material, change twist and where still cross-linked, coil around one
another. Yields from enzymatic digestion are largely due to hydrolysis of individual cellulose chains and
fragments generated during pretreatments. Fibrils that remain intact after pretreatment display substantial
resistance to enzymatic digestion. Optimization of yield will require strategies that maximize generation of
fragments and minimize preservation of intact cellulosic fibrils.

R
ecent attempts to utilize lignocellulose as a feedstock for production of biofuels have focused on identifying
enzymes with enhanced hydrolytic capabilities1 or pretreatments that provide better access of enzymes to
cellulosic fibrils2–7. Deconstruction efficiency is limited, however, by the recalcitrance of residual compo-

nents8,9, and improving yield requires a focus on the integrity of the cellulose fibrils themselves. Structural studies
have provided insight into the nanoscale architecture of lignocellulose10,11 and its reaction to pretreatments12,13 but
the molecular mechanism of deconstruction and the basis of recalcitrance remain obscure. Here, we study the
impact of pretreatment on the micro- to nanoscale architecture of maize cell walls using x-ray scattering over an
angular range corresponding to length scales from 2.2 Å to 5000 Å. X-ray fluorescence microscopy (XFM)14,
transmission (TEM) and scanning electron microscopy (SEM) are used to track specific components and
interpret scattering data. We show that cellulose fibril deconstruction during pretreatment is a complex process
that disorders and disorients the fibrils. Many fibrils disintegrate into monomeric cellulose chains or small side-
by-side aggregates. Yields from enzymatic digestion are largely due to hydrolysis of individual cellulose chains
and fragments generated during pretreatments. The differential in digestibility between intact fibrils and frag-
ments generated by pretreatments indicates that improved yield from processing of biomass will require treat-
ments that maximize generation of fragments and minimizes preservation of intact cellulosic fibrils.

Structural studies were carried out on milled, dried maize stover, untreated and after steam explosion pre-
treatment2,3 with hot water (H2O); dilute H2SO4 (DA); dilute acid plus 2 mM Fe2(SO4)3 (DA/Fe); and hot water
plus 2 mM Fe2(SO4)3 (H2O/Fe). Yields from enzymatic hydrolysis are given in Table 1 where saccharification
yield is given in grams glucose per 100 grams glucan. Materials pretreated with hot water, dilute acid and dilute
acid plus iron sulfate exhibit a monotonic progression of saccharification yields.

The morphology of milled maize at the macro scale is not dramatically altered by pretreatment. Grindings
retain a clear fiber axis and are often associated with lignin-rich amorphous material extruded from the cellulosic
scaffolding4. The impact of pretreatments at the 100 nm scale was assessed using ultra small-angle x-ray scatter-
ing (USAXS) at beam line X9 at the National Synchrotron Light Source15. USAXS from untreated samples
exhibited characteristic diamond-shaped diffuse scattering with a sharp spike of intensity along the equator
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(Figs. 1a, S4). Intensities along these spikes were interpreted as due to
a population of cylindrical bundles of lignocellulose exhibiting a
Gaussian distribution of diameters (SI and Figs S5; Table S1). In
the untreated samples, the average diameter varied from 0.12–
0.14 mm with standard deviations of 0.06–0.07 mm. SEM images
(Fig. 2a) confirm that these samples are made up of cylindrical bun-
dles with diameters averaging , 0.13 mm.

Pretreatment results in virtually no change in the size of the struc-
tural elements giving rise to the equatorial streaks (Table S1 and Fig.
S5) and SEM results (Fig. 2a) confirm this while revealing distinct
changes in the texture of surface structures. Conversely, the dia-
mond-shaped diffuse scatter becomes almost circularly symmetric
after pretreatment. The near circular symmetry of this diffuse scatter
from pretreated material indicates substantial disorientation of these
components on the 100 nm length scale. USAXS patterns from
Fe2(SO4)3-pretreated samples exhibit an enhancement of the equat-
orial streak (Fig. 1a) suggesting that the electron dense iron is effi-
ciently permeating the lignocellulosic bundles. XFM confirmed the
uniformity of iron penetration (Figs. 2b, 2c and S3). TEM images of

DA- and DA/Fe-pretreated samples exhibit considerable heterogen-
eity in the degree of deconstruction observed with regions close to the
compound middle lamella displaying more nano-fibrilation and
delamination than regions deeper in the secondary cell wall (Fig. 2d).

Structural changes at the nanometer scale were assessed by wide-
angle x-ray scattering (WAXS) at beam line 23ID-B at the Advanced
Photon Source using a 5 m diameter x-ray beam16 (Fig. 1b). These
patterns are dominated by a pair of equatorial peaks and a set of
sharp meridionals, consistent with scattering from fibrous cellulose
crystallites exhibiting a lattice either identical or closely similar to
cellulose Ib. A microscope accommodating a small hole down the
optic axis for the x-ray beam provided coaxial visualization of sam-
ples and the capability of recording SAXS/WAXS patterns from
1 mm diameter fibers frayed off the main body of biomass particles.
A subset of these patterns exhibited one or more sets of sharp reflec-
tions in the small angle (SAXS) region (Fig. 1c). Subsidiary reflec-
tions were weak, precluding an unambiguous indexing. Assuming
they derive from a two-dimensional hexagonal lattice, their positions
indicate a lattice with center-to-center spacing of , 53 Å. Analogous
reflections in scattering from cotton linters indicated a spacing of ,
71 Å, consistent with the larger size of cellulose fibrils in cotton17,18.
Observations of a peak in the interference function in scattering from
primary-wall cellulose in celery collenchymas11,19 were reported to
arise from side-by-side packing of microfibrils, the presumptive ori-
gin of the reflections reported here. But peaks of the sharpness
observed here are unprecedented and indicate a degree of ordered
packing of microfibrils unexpected in dried material. The breadth of

Table 1 | Yields of Enzymatic Hydrolysis after Pretreatment

Pretreatment Saccharification yield

H2O 37.6 6 1.0
DA 66.6 6 1.2
DA/Fe 74.9 6 1.5

Figure 1 | X-ray data. (A) USAXS patterns (left-to-right), untreated; DA-pretreated; DA/Fe-pretreated. (B) WAXS patterns (left-to-right), untreated;

DA-pretreated; DA/Fe-pretreated samples. (C) WAXS pattern from a sample exhibiting sharp SAXS reflections observed from very small (,5 m3)

scattering volumes of untreated material. Insets show an enlargement of the small angle region (top) and a high-pass filtered version to enhance their

visualization (bottom).
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Figure 2 | (A) SEM images of (left) untreated; (middle) DA-pretreated maize; (right) DA/Fe-pretreated maize. (Scale Bars 5 1.0 m). (B) X-ray

fluorescence images of (left) untreated; (right) DA/Fe-pretreated fiber cells from maize (scale bars 5 10 m). (C) Elemental abundance traces

perpendicular to the cells in (B) showing the distribution of iron and potassium in (left) untreated and (right) DA/Fe-pretreated material. Dips near the

center of the distributions reflect the uniform distribution of elements through the cell walls of these hollow fiber cells. Images of the distribution of other

elements are in Figure S3. (D) TEM images of the middle lamella in untreated (left); DA-(middle) and DA/Fe- (right) pretreated corn stover.

Pretreatment results in gradients in degree of deconstruction across the cell wall.
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these reflections is consistent with ordered arrays approximately
0.07 m in diameter, large enough to accommodate , 130 microfi-
brils. They were never observed in pretreated samples under any
conditions suggesting efficient disruption of the structural elements
responsible for maintaining the ordered packing of microfibrils in
untreated samples.

Breakdown of the crystalline fibrils was assessed by analysis of
equatorial scattering (Fig. 3a). The intensity is dominated by two
peaks, one the superposition of (1 1 0) and (1 -1 0) reflections, and
the other the (2 0 0). Multiple approaches (see SI) to analyzing these
results arrive at the same conclusion: Scattering from DA-pretreated
material reflects a substantial decrease in crystallinity compared to
control whereas DA/Fe-pretreated material exhibits a crystallinity
nearly as high as untreated. Higher crystalline content or crystallinity
index (CI) is usually correlated with greater recalcitrance to enzym-
atic digestion20, so why does DA/Fe-pretreated material produce
higher saccharification yields? We hypothesize that the crystallinity

index of the DA/Fe-pretreated sample is overestimated due to the
presence of a large population of individual cellulose chains that
exhibits featureless x-ray scattering interpreted as background. DA
pretreatment leads to the partial breakdown of cellulose fibrils into
side-to-side aggregates of multiple cellulose chains that scatter
strongly in the region of the equator used to estimate crystalline
content. In DA/Fe-pretreated samples, this material is further broken
down into fragments too small to produce substantial scatter in this
region. The remaining population of crystalline fibrils is thereby
overestimated because of the absence of confounding scatter in the
region of the (2 0 0) and (1 1 0)/(1 -1 0) reflections on the equator.

We estimated apparent crystallinity in two independent ways:
molecular modeling of the equatorial scattering of the three compo-
nents; and modeling the equatorial scattering on the basis of a two
component system (Figs. 3, S8) in which the scattering from single
chains was treated as background. Scattering from single chains was
considered in concert with scattering from non-cellulosic materials

Figure 3 | Modeling the equatorial data: (A) Equatorial traces from WAXS patterns of untreated; DA- and DA/Fe-pretreated samples. (B) Equatorial

scattering predicted from mixtures of 36-chain fibrils and 2-layer fragments (C) Comparison of background subtracted intensity (blue) with that

predicted (red) for scattering from mixtures of 36 chain fibrils and two-layer aggregates. Additional details of the data analysis are included in the SI and

Figures S6, S7 and S8.
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Figure 4 | Twisting, coiling and digestion of cellulose fibrils in pretreated materials: (A) Diffraction patterns from bundles of coiled fibrils exhibit double

orientation since diffracting geometry emphasizes orientation of fibrils at the front and rear faces of a bundle. Scattering from the front of a right-handed

coil will generate a fiber pattern tilted clockwise; scattering from the back will generate a pattern tilted counter-clockwise. Red lines represent the

approximate tilt of the meridian in patterns from the front and back of the coiled fibers diagrammed here. (B) Cross-linked fibrils will coil around one

another when individual fibrils change their twist (adapted from Weisel et al., 1987)26. Larger cross-linked aggregates will also coil in response to change in

twist of the individual fibrils. (C) Native cellulose fibrils follow one of two pathways during dilute acid pretreatment: They either fragment by slippage of

the molecular sheets giving rise individual cellulose molecules or to 1- or 2-layer structures or exhibiting much greater flexibility than intact fibrils; or

remain intact, twisting to form rigid, highly recalcitrant coiled fibrils. (D) The relative proportions of three populations of cellulosic materials evolve

during pretreatment. The numbers represent percentages of total cellulose (as distinct from apparent crystallinity calculated from the equatorial

scattering) calculated assuming fibrils are completely resistant to digestion (see SI). (E) Transformations of nano-scale architecture during pretreatments:

Non-cellulosic materials (yellow ellipses) are removed from the fibril surfaces. Cross-linking hemicellulose (blue) is cleaved, releasing the fibrils to twist

and, where still cross-linked to coil around one another. Fibrils are progressively deconstructed into fragments (green ribbons) and individual chains

(green brush marks) as the harshness of the treatment increases. (Drawing by Karen Moore).
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to make an overall estimate of the amount of material giving rise to
‘background’ scattering (SI). In the two component model, scattering
from a two-layer, six-chain aggregate was used as a surrogate for
scattering from the highly heterogeneous amorphous fraction; a
36-chain fibril was used to represent scattering from the crystalline
fraction. The two-component model fit the data well and led to
estimates for crystalline content as , 79% of observable cellulose
in untreated maize; 39% in DA-pretreated maize; and 69% in DA/Fe-
pretreated maize. Alternate methods (SI) resulted in somewhat dif-
ferent absolute numbers but preserved these trends.

The diameter of fibrils estimated from the SAXS region (SI)
decreases by about 10% on pretreatment. But the diameter of the
crystalline part of the fibrils (estimated from the breadth of the (2 0 0)
peak -radial coherence length) exhibits no change in DA samples and
a small increase in some DA/Fe-pretreated samples (Table S2). These
observations indicate that pretreatments remove non-periodic, pos-
sibly non-cellulosic, material from the surfaces of fibrils, but do not
appreciably alter the radial extent of the crystalline cellulose lattice.
Other investigators have reported apparent increases in the radial
extent of the fibril lattice after pre-treatments13. In light of the cor-
responding SAXS results, the apparent increase in radial coherence
length may be attributable to increased homogeneity of lattice con-
stant rather than an increase in radial extent of the lattice.

WAXS patterns from untreated maize are universally well
oriented, exhibiting a single fiber axis (Figs. 1b and S6). Patterns
from DA-pretreated material are poorly oriented and those from
DA/Fe-pretreated materials often exhibit double orientation. These
observations reflect a significant reorientation of cellulosic fibrils in
pretreated material that must be accommodated within the ,
100 nm bundles. Double orientation arising from the spiral twisting
of cellulose around plant cells has been widely reported21,22, but
reorientation on the micron length scale does not occur in these
samples as evident from the USAXS data. This indicates that the
double orientation is due to re-orientation at smaller length scales.
One possible origin is coiling of fibrils around one another (Fig. 4a).
When cross-linked fibrils alter their twist23–25 they will react by coil-
ing around one another26,27 (Fig. 4b).

These observations provide substantial insight into the mechan-
isms of pretreatment deconstruction. Data sensitive to nanometer
length scales demonstrate that pretreatments break some of the
fibrils into heterogeneous fragments (Fig. 4c). DA/Fe-pretreatment
removes 75% of the fragments that survive DA-pretreatment while
breaking down only 35% of the crystalline fibrillar material.
Although apparent crystallinity increases in DA/Fe-pretreatment
(compared to DA), the actual crystalline content decreases28,29

(Fig. 4d). Comparing yield from enzymatic treatments with apparent
crystallinity of these samples indicates that less than 20% of the
fibrillar material is susceptible to enzymatic digestion and suggests
that virtually all saccharification is due to breakdown of sub-fibrillar
materials (SI).

Even fibrils that remain intact undergo structural changes. Their
amorphous surface layers are stripped while their crystalline portion
remains intact. Those that remain cross-linked appear to coil around
one another, suggesting that the twist of individual fibrils is changed
by pre-treatments. Packing of fibrils around one another becomes
more open in the pretreated materials as they spread into space freed
by the extrusion of lignin4 and disintegration of other fibrils (Fig. 4e).

It has long been recognized that the recalcitrance of fibrils to
enzymatic digestion is substantially greater than that of smaller frag-
ments or clusters of cellulose chains30. We hypothesize that this
difference may be due to the flexibility of the smaller structures.
Enzymatic hydrolysis of b(1 R 4) glycosidic bonds between glucose
molecules occurs through a multi-step mechanism in which the rate-
limiting step is the formation of a carbocation adjacent to the ether
oxygen, forming a partial double bond and accompanied by an oblig-
ate distortion of the glucose ring31–33. Interactions with adjacent

chains may resist this distortion even for chains on the fibril surface34,
increasing the energy barrier of the rate-limiting step and slowing
hydrolysis. One- or two-layer fragments formed by pretreatments
are more flexible than the intact crystalline fibrils, and might better
accommodate ring distortion than the interactions within a rigid,
intact fibril. Our observations indicate that virtually all the sub-fib-
rillar fragments in pretreated materials are digested when subjected
to enzymatic hydrolysis whereas less than 20% of fibrillar material
undergoes enzymatic digestion in the experiments described here.

Fibrils that avoid disintegration in pretreatments constitute a
nearly non-hydrolyzable fraction of cellulose first recognized over
70 years ago8,9. We conclude that approaches to pretreatment that
favor formation of sub-fibrillar fragments over preservation of intact
fibrils have the potential to enhance yields substantially beyond those
currently achievable.

1. Himmel, M. E. et al. Biomass recalcitrance: Engineering plants and enzymes for
biofuels production. Sci. 315, 804 (2007).

2. Nguyen, Q. A. & Tucker, M. P. Diulte acid/metal salt hydrolysis of lignocellulosics.
US Patent 6423145; 23 July (2002).

3. Tucker, M. P., Kim, K. H., Newman, M. M. & Nguyen, Q. A. Effects of temperature
and moisture on dilute-acid steam explosion pretreatment of corn stover and
cellulase enzyme digestibility. Appl. Biochem. and Biotech. 105–108, 165 (2003).

4. Donohoe, B. S., Decker, S. R., Tucker, M. P., Himmel, M. E. & Vinzant, T. B.
Visualizing lignin coalescence and migration through maize cell walls following
thermmochemical pretreatment. Biotech. Bioeng. 101, 913 (2008).

5. Roman, M. & Winter, W. T. Effect of sulfate groups from sulfuric acid hydrolysis
on the thermal degradation behavior of bacterial cellulose. Biomacromol. 5, 1671
(2004).

6. Sun, Y., Lu, X., Zhang, S., Zhang, R. & Wang, X. Kinetic study for Fe(NO3)3

catalyzed hemicellulose hydrolysis of different corn stover silages. Bioresour.
Technol. 102, 2936–2942 (2011).

7. Jeoh, T. et al. Cellulase digestibility of pretreated biomass is limited by cellulose
accessibility. Biotech. and Bioeng. 98, 112–122 (2007).

8. Saeman, J. F. Kinetics of Wood Saccharification - Hydrolysis of Cellulose and
Decomposition of Sugars in Dilute Acid at High Temperature. Ind. Eng. Chem.
37, 43–52 (1945).

9. Mok, W. S., Antal, M. J. & Varhegyi, G. Productive and parasitic pathways in
dilute acid-catalyzed hydrolysis of cellulose. Ind. Eng. Chem Res. 31, 94–100
(1992).

10. Fernandes, A. N. et al. Nanostructure of cellulose microfibrils in spruce wood.
Proc. Natl. Acad. Sci. 108, E1195–E1203 (2011).

11. Thomas, L. H. et al. Structure of cellulose microfibrils in primary cell walls from
collenchyma. Plant Physiol. 161, 465–476 (2013).

12. Pingali, S. V. et al. Breakdown of Cell Wall Nanostructure in Dilute Acid
Pretreated Biomass. Biomacromol. 11, 2329–2335 (2010).

13. Driemeier, C. et al. Evolution of cellulose crystals during prehydrolysis and soda
delignification of sugarcane lignocellulose. Cellulose 18, 1509–1519 (2011).

14. Twining, B. S. et al. Quantifying Trace Elements in Individual Aquatic Protist
Cells with a Synchrotron X-ray Fluorescence Microprobe. Anal. Chem. 75,
3806–3816 (2003).

15. Allaire, M. & Yang, L. Biomolecular solution x-ray scattering at the National
Synchrotron Light Source. J. Synch. Rad. 18, 41–47 (2010).

16. Fischetti, R. F. et al. Mini-beam collimator enables microcrystallography
experiments on standard beamlines. J. Synch. Res. 16, 217–225 (2009).

17. Elazzouzi-Hafraoui, S. et al. The Shape and Size Distribution of Crystalline
Nanoparticles Prepared by Acid Hydrolysis of Native Cellulose. Biomacromol. 9,
57–65 (2008).

18. Jakob, H. F., Fengel, D., Tschegg, S. E. & Fratzl, P. The Elementary Cellulose Fibril
in Picea abies: Comparison of Transmission Electron Microscopy, Small-Angle X-
ray Scattering, and Wide-Angle X-ray Scattering Results. Macromol. 28,
8782–8787 (1995).

19. Kennedy, C. J. et al. Microfibril diameter in celery collenchyma cellulose: x-ray
scattering and NMR evidence. Cellulose 14, 235–224 (2007).

20. Park, S., Baker, J. O., Himmel, M. E., Parilla, P. A. & Johnson, D. K. Cellulose
crystallinity index: measurement techniques and their impact on interpreting
cellulase performance. Biotech. for Biofuels 3, 10–20 (2010).

21. Cave, I. D. X-ray measurement of microfibril angle. Forest Prod. J. 16, 7–42 (1966).
22. Cave, I. D. Theory of x-ray measurement of microfibril angle in wood. Wood Sci.

Technol. 31, 143–152 (1997).
23. Matthews, J. F. et al. Computer simulation studies of microcrystalline cellulose Ib.

Carbohydr. Res. 341, 138–152 (2006).
24. Hanley, S. J., Revol, J.-F., Godbout, L. & Gray, D. G. Atomic force microscopy and

transmission electron microscopy of cellulose from Micrasterias deniticulata;
evidence for a chiral helical microfibril twist. Cellulose 4, 209–220 (1997).

25. Zhao, H. et al. Studying cellulose fiber structure by SEM, XRD, NMR and acid
hydrolysis. Carbohydr. Poly. 68, 235–241 (2007).

www.nature.com/scientificreports

SCIENTIFIC REPORTS | 4 : 3756 | DOI: 10.1038/srep03756 6



26. Weisel, J., Nagaswami, C. & Makowski, L. Twisting of fibrin fibers limits their
radial growth. Proc. Natl. Acad. Sci. (U.S.A.) 84, 8991–8995 (1987).

27. Makowski, L. & Magdoff-Fairchild, B. Polymorphism of sickle cell hemoglobin
aggregates: Structural basis for limited radial growth. Sci. 234, 1228–1231 (1986).

28. Nokrans, B. Influence of Cellulolytic Enzymes from Hymenomycetes on Cellulose
Preparations of Different Crystallinity. Physiol. Plantarum 3, 75–87 (1950).

29. Reese, E. T., Siu, R. G. H. & Levinson, H. S. The biological degradation of soluble
cellulose derivatives and its relationship to the mechanism of cellulose hydrolysis.
J. Bacteriol. 59, 485–497 (1950).

30. Lee, S. B., Kim, I. H., Ryu, D. D. Y. & Taguchi, H. Structural properties of cellulose
and cellulase reaction mechanism. Biotech. and Bioeng. 25, 33–51 (1983).

31. Fan, L. T., Gharpuray, M. M. & Lee, Y. H. Cellulose Hydrolysis. (Springer-Verlag,
Berlin, 1987).

32. Krassig, H. A. Cellulose: Structure, Accessibilty and Reactivity. [188] (Gordon and
Breach, Amsterdam, 1993).

33. Cabiac, A. et al. Cellulose reactivity and glycosidic bond cleavage in aqueous phase
by catalytic and non-catalytic transformations. Appl. Catalysis A 402, 1–10 (2011).

34. King, K. W. Microbial degradation of cellulose. Va. Agric. Expt. Sta. Tech. Bull.
154, 1–55 (1961).

Acknowledgments
This work was supported as part of the Center for Direct Catalytic Conversion of Biomass to
Biofuels (C3Bio), an Energy Frontier Research Center funded by the U.S. Department of
Energy, Office of Science, Basic Energy Sciences under Award # DE-SC0000997. Use of the
National Synchrotron Light Source was supported by the U.S. Department of Energy, Office
of Science, Office of Basic Energy Sciences, under Contract No. DE-AC02-98CH10886. Use

of the Advanced Photon Source, an Office of Science User Facility operated for the U.S.
Department of Energy (DOE) Office of Science by Argonne National Laboratory, was
supported by the U.S. DOE under Contract No. DE-AC02-06CH11357. Use of GM/CA at
the APS was supported by the National Institutes of Health, National Cancer Institute
(Y1-CO-1020) and National Institute of General Medical Science (Y1-GM-1104).

Author contributions
H.I. carried out much of the analysis of USAXS and WAXS data, Y.Z. participated in the
analysis of USAXS and SAXS data; L.Y. collected the USAXS data; N.V. and R.F.F.
participated in collection of the WAXS data; S.C.G. and S.V. collected the XFM data; W.F.
carried out the SEM; B.M. analyzed the consequences of twist and packing on hydrolysis;
M.T. prepared the samples; P.C. and B.D. carried out the TEM; J.M. analyzed the twist;
M.E.H. and L.M. conceived and designed the study; M.E.H. coordinated sample
preparation and electron microscopy; L.M. coordinated all aspects of the project and with
the participation of all authors interpreted the data and prepared the manuscript.

Additional information
Supplementary information accompanies this paper at http://www.nature.com/
scientificreports

Competing financial interests: The authors declare no competing financial interests.

How to cite this article: Inouye, H. et al. Multiscale deconstruction of molecular
architecture in corn stover. Sci. Rep. 4, 3756; DOI:10.1038/srep03756 (2014).

This work is licensed under a Creative Commons Attribution 3.0 Unported license.
To view a copy of this license, visit http://creativecommons.org/licenses/by/3.0

www.nature.com/scientificreports

SCIENTIFIC REPORTS | 4 : 3756 | DOI: 10.1038/srep03756 7

http://www.nature.com/scientificreports
http://www.nature.com/scientificreports
http://creativecommons.org/licenses/by/3.0

	Multiscale deconstruction of molecular architecture in corn stover
	Acknowledgements
	References


