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Physicochemical characterisation 
of kafirins extracted from sorghum 
grain and dried distillers grain 
with solubles related to their 
biomaterial functionality
Umar Shah1,2, Deepak Dwivedi3, Mark Hackett1,2, Hani Al‑Salami2,4, Ranjeet P. Utikar3, 
Chris Blanchard5, Adil Gani6, Matthew R. Rowles7 & Stuart K. Johnson1,2*

Kafirin, the hydrophobic prolamin storage protein in sorghum grain is enriched when the grain is 
used for bioethanol production to give dried distillers grain with solubles (DGGS) as a by‑product. 
There is great interest in DDGS kafirin as a new source for biomaterials. There is however a lack of 
fundamental understanding of how the physicochemical properties of DDGS kafirin having been 
exposed to the high temperature conditions during ethanol production, compare to kafirin made 
directly from the grain. An understanding of these properties is required to catalyse the utilisation 
of DDGS kafirin for biomaterial applications. The aim of this study was to extract kafirin directly 
from sorghum grain and from DDGS derived from the same grain and, then perform a comparative 
investigation of the physicochemical properties of these kafirins in terms of: polypeptide profile 
by sodium‑dodecyl sulphate polyacrylamide gel electrophoresis; secondary structure by Fourier 
transform infra‑red spectroscopy and x‑ray diffraction, self‑assembly behaviour by small‑angle x‑ray 
scattering, surface morphology by scanning electron microscopy and surface chemical properties 
by energy dispersive x‑ray spectroscopy. DDGS kafirin was found to have very similar polypeptide 
profile as grain kafirin but contained altered secondary structure with increased levels of β‑sheets. 
The structure morphology showed surface fractals and surface elemental composition suggesting 
enhanced reactivity with possibility to endow interfacial wettability. These properties of DDGS kafirin 
may provide it with unique functionality and thus open up opportunities for it to be used as a novel 
food grade biomaterial.

The production of alcohol from grains such as maize and sorghum for use as biofuel is a current topic of com-
mercial interest. Increased biofuel needs are predicted to occur over the next decade as reported by the EU 
Regulatory Framework for  Biofuels1. Dried distillers grain with solubles (DDGS) is a protein enriched by-product 
from this industry, that remains after fermentation and distillation by heat  treatment2. At present, some DDGS 
may be used as an animal feed supplement, but the rest is considered waste and may be dumped in sewers and 
 rivers3. Unlocking value from unwanted DDGS is an important step to reduce this current environmental burden. 
Globally, several Authorities have identified priorities for the value-added utilisation of DDGS.

Kafirin is a hydrophobic storage protein found in sorghum grain. In the grain it contributes 65–75% of the 
total protein and it contains more than 50% hydrophobic amino acids. Efficient techniques for extraction and 
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concentration of this major protein from sorghum grain have been reported along with its techno-functionality 
for use as a “green” polymer to replace synthetic  ones4. Similarly the extraction of kafirin from sorghum DDGS 
has received some research attention but fundamental understanding of its physico-chemical properties related 
to biomaterial techno-functionality is still  lacking5,6.

For potential application as a food grade biomaterial, kafirin satisfies all of the key characteristics namely: 
“GRAS” status, natural origin, biodegradable, low cost, non-allergic and abundant  availability7,8. Kafirin from 
sorghum grain has gained interest because of its distinctive properties of: high hydrophobic to hydrophilic 
ratio, solvent induced self-assembling nature, high di-sulphide crosslinking, high gelling capacity, high stability 
and low  digestibility9. The high hydrophobic to hydrophilic ratio is the principal characteristic that allows self-
assembly of kafirin into various mesostructures such as spherical particles, films and  fibres4. This hydrophobic 
nature is due to the large number of hydrophobic amino acid residues, for instance proline and amide nitrogen 
from glutamine (hence it belongs to the class of proteins called prolamins). This hydrophobicity along with 
exogenous (interactions of protein-non-protein) and endogenous factors (protein–protein interactions) gives 
kafirin its unique properties of resistance to hydration and slow  digestibility10. Although, hydrophobic biomateri-
als are sought after, subtle modifications to kafirin such as increased surface hydrophilic sites might provide new 
opportunities for its use such as in designing biomaterials with unique targeted properties such as encapsulating 
agents for controlled release of bioactives in the gastrointestinal tract.

Kafirin shares a large degree of homology with zein (maize prolamin) with respect to their primary and sec-
ondary structures. Therefore published structure–function relationships of zein have been used as a model for 
understanding kafirin  properties10. Only a few studies have been reported on industrial DDGS kafirin and/or 
heat-treated sorghum  protein11–14. However, a complete structural and/or surface elemental analysis with regards 
to material functionality has not been studied yet, hindering the potential use of these proteins for development 
of new value-added biomaterials.

The aim of this study was to extract kafirin from sorghum grain and its DDGS, then to do a comparative 
investigation of their physico-chemical proteins in comparison with commercial zein in terms of: polypeptide 
profile by electrophoresis; secondary structure by Fourier transform infra-red spectroscopy (FTIR) and x-ray 
diffraction (XRD); self-assembly behaviours using small-angle x-ray scattering (SAXS); morphological imaging 
and surface chemical composition by scanning electron microscopy (SEM) and energy dispersive x-ray spectros-
copy (EDS). These physico-chemical investigations will evaluate if the sorghum DDGS kafirin may have useful 
techno-functionality for future biomaterial applications.

Material and methods
Material. Ten kg each of whole grain sorghum and sorghum DDGS produced from the same whole grain 
were gifted by Dalby Bio-refinery, (Dalby, Queensland, Australia). The samples were vacuum packed and stored 
at 4 °C before further use.

Zein (grade: 99%; MW: 22–27 kDa), sodium hydroxide (NaOH; ACS regent grade: ≥ 98%; MW: 40 g/mol), 
sodium metabisulphite  (Na2S2O5; ACS regent grade: ≥ 97.0%; MW: 190.11 g/mol), n-hexane  (C6H14; ACS regent 
grade: 99%: MW: 86.18 g/mol), and methanol  (CH3OH; ACS regent grade: 99.8%; MW: 32.04 g/mol) were 
obtained from Sigma Aldrich (Castle-Hill, NSW, Australia), absolute ethanol  (CH3CH2OH; ACS regent grade: 
95.5%; MW: 46.07 g/mol) and hydrochloric acid (HCl: ACS regent grade 37%; MW: 36.46 g/mol), were pur-
chased from Thermo-Fisher Scientific (Scoresby, VIC, Australia). All the experiments were performed in Curtin 
University in accordance with the research related norms laid down by University following the Australian Code 
for the Responsible Conduct of Research.

Extraction of kafirin. The extraction method was based on that of Lau et al.2 with minor modifications. 
The whole grain and the DDGS were milled into fine powder using a pin mill (Cemotec 1090 sample mill, Foss 
Tecator, Mulgrave, VIC, Australia) followed by blending (ZM 200 blender, Retcsh Gmbh & Co, Haan, Germany). 
The milled samples were passed through a 500 micron sieve with 85% recovery of the sieved fraction. Then the 
total sample was reconstituted.

The milled sorghum grain (duplicate × 50 g) and the DDGS (duplicate × 50 g) were soaked in 250 mL of 
extraction solution of 62% (v/v) absolute ethanol, 0.064 M NaOH and 0.22% (w/v)  Na2S2O5 followed by 1 h of 
incubation at 60 °C with shaking at 150 rpm in a water bath (Memmert 854, Schwabach, Germany). The samples 
were then cooled to 25 °C followed by sonication in an ultrasound water bath (frequency 30 Hz, power 60 W; 
Ultrasonic cleaner, DSA, Madrid, Spain) for 5 min at 25 °C. The sonicated samples were then centrifuged (Eppen-
dorf Centrifuge 5810 R, Macquarie Park, NSW, Australia) at 1750 g for 20 min at 4 °C. The clear supernatant 
that contained the dissolved kafirin was recovered by decantation. Vacuum rotary evaporation at 80 °C was used 
to reduce the total volume of the supernatant from 168 to 98 mL. Then 6 N HCl was used to adjust the pH of 
the concentrated supernatant to 5.0, resulting in precipitation of the kafirin. The samples were left overnight to 
complete the precipitation, followed by centrifugation at 1750 g for 10 min at room temperature. The supernatant 
was removed by decantation and the kafirin precipitate was dried overnight at 40 °C in an oven (Memmert, 854 
Schwabach, Germany) to give a dried kafirin pellet.

The dried kafirin was defatted three times by washing with absolute n-hexane (40 mL/12 g) by initial manual 
shaking followed by standing at room temperature for 5 h. The solvent was removed by decantation, the residual 
solvent in the defatted kafirin was evaporated by heating for 24 h at 60 °C in an oven (Memmert 854\, Schwabach, 
Germany).

The purified kafirin was blended at ~ 500 g for 5 min (ZM 200 blender, Retcsh Gmbh & Co, Haan, Germany) to 
reduce and obtain a more uniform particle size. Particle size of the kafirins was determined using a using Master 
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Sizer 2000 (Malvern Instruments Ltd, Malvern, UK) based on the Mie and Frunhofer scattering  technique15. The 
particle size of grain kafirin and DDGS kafirin were 284 µm and 272 µm respectively.

The protein content of the kafirins was determined in triplicate by elemental analysis (2400, Perkin Elmer 
Pvt Ltd, Macquarie Park, NSW, Australia) which measured the nitrogen content. A conversion factor of 6.25 was 
used to convert percentage nitrogen to protein. The DDGS kafirin and the grain kafirin had 84.76 ± 0.76 g/100 g 
dry basis and 78.12 ± 0.51 g/100 g dry basis protein respectively (mean ± SEM; n = 3). The extraction yield of ~ 59 
and ~ 38% was achieved for DDGS kafirin and grain kafirin respectively.

Electrophoretic profile of proteins. Sodium dodecyl sulphate–polyacrylamide gel electrophoresis (SDS-
PAGE) under non-reducing conditions was used to examine the protein profile of DDGS kafirin, grain kafirin 
and zein. A 4% stacking gel and 12% separating gel (In-vitrogen, Life Technologies Corp, Sydney, Australia) was 
used with tris–HCl/glycine running buffer (1.5 M) in a Mini-Protean II system (X Cell Surelock™ Mini-cell, elec-
trophoresis unit (In-vitrogen, Carlsbad, California, USA). Five milligrams of DDGS kafirin, grain kafirin and 
zein were dissolved in 1.5 ml of non-reducing sample buffer (0.01 mL/mL Tris–HCl buffer (pH 6.8), 10% (v/v) 
SDS and 20% (v/v) glycerol). The In-vitrogen mark 12™ unstained standard was used as standard protein marker 
(In-vitrogen, Life Technologies Corp, Sydney, Australia).

The samples were heated in a boiling water bath with stirring for 25 min to completely dissolve the proteins. 
The prepared solutions (10 μl) were loaded onto the gel and electrophoresis was run at 200 V for 30 min until the 
leading edge of the migration was close to the bottom of the gel. The gels were stained for 20 h using 0.1% Bio-
safe Coomassie G250 stain (Bio-Rad Laboratories, Carlsbad, California, USA). The stained gels were de-stained 
using methanol/acetic acid/water at 1:1:8 (v/v/v). The de-stained gels were imaged using a Bio-Rad Universal 
Hood II gel imaging system (Bio-Rad Laboratories, Hercules, CA, USA).

The migration of the sample bands was compared with that of the molecular weight standard mixture to esti-
mate their molecular weight and identify their subunits based on molecular weights reported in the  literature2.

Attenuated total reflection‑Fourier transform IR spectroscopy (ATR‑FTIR). The secondary 
structure of DDGS kafirin and grain kafirin was investigated on five replicates with attenuated total reflectance 
Fourier transform infrared spectroscopy (ATR-FTIR). ATR-FTIR spectra were collected using a PerkinElmer 
TWO ATR-FTIR spectrophotometer (PerkinElmer, Boston, Massachusetts, USA). This instrument is coupled 
with a single-bounce diamond ATR crystal. Spectra were recorded across the range of wavenumbers 4000–
450  cm−1 at 4  cm−1 spectral resolution, with 128 co-added scans. Background spectra were recorded from the 
clean crystal to reduced beam current decay. Recorded spectra were analysed using OPUS software (V 7.0, 
Bruker, Elltingen, Germany). Specifically, spectra were vector normalised to the amide I band (1590–1710  cm−1) 
and the background corrected using the rubber correction  method16. Prior to curve fitting, second-derivative 
spectra were calculated using a 13 smoothing point Savitzky-Golay smoothing function, with the number and 
position of the second-derivative minima, across the amide I range (1590–1710   cm−1) used for curve fitting 
(specifically, 9 bands centred at 1686, 1677, 1669, 1660, 1650, 1643, 1634, 1623, and 1610  cm−1). The area under 
examined multiple overlapping absorbance bands of amide I was used as implication standard for estimating 
relative changes in position and shape of secondary structure of examined proteins.

X‑ray diffraction (XRD) analysis. X-ray diffraction was applied to help reveal differences in phase and 
crystallite size between the protein samples. In brief, this analysis was carried out in duplicate using a D8 
Advance powder diffractometer (Bruker AXS, Karlsruhe, Germany) with a Cu Kα (λ = 1.54 Å) radiation source 
(@40 kV & 40 mA) with a LynxEye detector. The diffraction patterns were collected over the range of 7.5–90° 2θ 
with the step size of 0.015° 2θ for 60 min.

Crystallite size is known to affect various key properties such as solubility, stability, and molecular interac-
tions. The crystallite size was calculated using the double-Voigt  method17 where the peaks are described by a 
pseudo-Voigt peak and the final crystallite size extracted from its integral breadth. The fittings of the data was 
performed by full pattern data analysis programme, TOPAS (Bruker, Karlsruhe, Germany).

Small‑angle x‑ray scattering (SAXS). Particle size in solution of DDGS kafirin, grain kafirin and zein 
were examined using SAXS. Data were collected using a Bruker MetalJet Nanostar (Bruker AXS, Billerica, Mas-
sachusetts, United States) over a q range of 0.008–0.35  Å−1. In brief, 10  mg/mL solutions of sample in 62% 
aqueous ethanol and loaded into a capillary tube sample holder. Background patterns were collected for 300 s, 
followed by exposing the samples with X-rays (1.34 Å) for 3600 s. Background subtraction was performed for 
each spectrum. The Irena software  package18 was used for data modelling using the unified-fit  approach19.

Field emission‑scanning electron microscopy (FE‑SEM) and energy‑dispersive X‑ray spectros‑
copy (EDS). The surface morphology of DDGS kafirin, grain kafirin and zein was investigated using sec-
ondary electron (SE) imaging on a dual-beam field emission scanning electron microscope (Zeiss Neon 40EsB 
FEBSEM, Oberkochen, Germany). Samples were kept in a desiccator then placed onto aluminium stubs using 
carbon tape and coated with 6 nm of platinum using a splutter coater (208HR, Cressington, Watford, UK). A 
5 kV electron beam was  used20. Surface elemental composition was determined using EDS at higher kV tailored 
with the FEB-SEM21. Surface elemental distribution was collected over various areas and elemental identification 
was performed by Aztec software. (Oxford Instruments, Wiesbaden, Germany).
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Results and discussion
Electrophoretic profile properties of proteins. The primary and tertiary structure of proteins was 
examined by SDS-PAGE to estimate molecular weights of polypeptides and their complexes and to compare 
their respective band intensities.

In 1991 the proposed nomenclature of kafirin polypeptides (subunits) was established based on their simi-
larities with those of  zein22. More recent studies have revealed greater hydrophobicity with more dominance 
of α-helical secondary structure in grain kafirin than  zein4,23. However, zein is still considered an appropriate 
polypeptide identification standard for kafirins and was used as an internal control in this study.

A typical electrophoretogram under non reduced conditions of protein marker (lane 1), zein (lane 2) and 
kafirin from sorghum grain (lane 3) and sorghum DDGS kafirin (lane 4) is given in Fig. 1. For zein, the banding 
pattern was in line with those previously  reported22,24,25. The zein shows a band at ~ 19 kDa corresponding to β 
polypeptide monomer, a band at ∼ 21–23 kDa corresponding α1 and α2 polypeptides. A visible band from ∼ 43 
to 50 kDa is indicative of γ polypeptides and a few faint oligomer bands are seen at ∼ 63 to 67 kDa.

Kafirin from both sorghum grain and DDGS had very similar banding patterns and our banding pattern for 
zein is in line with the previous findings for this  protein26,27. Both kafirins had a major band at ∼ 21 to 23 kDa 
indicative of α1 and α2 kafirin  polypeptides4. A faint band was seen in both kafirins seen at ∼ 20 kDa indicative 
of β polypeptide  monomer28. A band at ∼ 28 kDa is likely to be co-migration between an α polypeptide and a γ 
polypeptide. The band at ∼ 47 kDa seen in both kafirins corresponds to the γ  polypeptide29. There is however 
some ambiguity in the literature about the band at ∼ 50 kDa because it has been reported that it separates into 
smaller polypeptides under reducing conditions suggesting a possibility of a  dimer7,12. Faint bands at ∼ 67 to 
86 kDa are also seen corresponding to oligomers and a distinct band at the bottom of the loading wells indicating 
presence of highly polymerized kafirins that were not able to enter the gel.

The similar electrophoretic patterns of both grain and the DDGS kafirins indicate that the kafirin polypeptides 
were stable to the harsh conditions used in the sorghum bioethanol production process (eg. heat and pressure) 
that resulted in the DDGS.

Characterising protein secondary structure using attenuated total reflection‑Fourier trans‑
form IR spectroscopy (ATR‑FTIR). Characterising the secondary structure of proteins (e.g., prevalence 
of β-sheets, α-helices) is important as it can affects their functionality in related to material behaviour. No differ-
ences were visible in FTIR spectrum of the two kafirins. Figure 2A is a representative FTIR spectrum the kafirin, 
showing the characteristic amide I (νC=O of amide functional group) and amide II (δN–H of amide bond) 
bands. The amide I band is shaded in pink, the amide II band is that directly to the right. It is well established in 
the literature that that the amide I band is highly sensitive to the molecular geometry and conformational state 
of the protein secondary structure because (1) different secondary structures are stabilised by the inherently 
unique patterns of hydrogen-bonding across the carbonyl group in the amide linkage, (2) the νC=O vibrational 
frequency of the amide group is altered by hydrogen  bonding30–33. Therefore, the position and shape of the amide 

Figure 1.  Sodium dodecyl sulphate—polyacrylamide gel electrophoretograms of proteins under non reducing 
conditions. Lane 1: protein molecular weight marker; Lane 2: zein internal control; Lane 3: sorghum grain 
kafirin; Lane 4: kafirin from sorghum dried distillers grain with solubles (DDGS). This is an image of a single 
full gel representative of the experiment.
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I band serves as a fingerprint of protein secondary  structure31,34. Although absolute determination of protein 
secondary structures is difficult from analysis of the amide I band alone, identification of relative changes in pro-
tein secondary structure has been routinely undertaken by many, including in previous studies of  kafirin31,34–37.

Although appearing as a single broad peak in the raw data (Fig. 2A), the amide I band is actually the result of 
multiple overlapping absorbance bands, each representing an underlying secondary structure. The position of the 
underlying bands can be identified through spectral deconvolution approaches, such as calculation of second-
derivatives (Fig. 2B), which artificially decrease band-width enhancing spectral resolution. As can be seen in 
Fig. 2B, the amide I band of both kafirins consist of 9 underlying bands, centred at ~ 1686, 1677, 1669, 1660, 1650, 
1643, 1634, 1623, and 1610  cm−1. These second-derivative spectra indicate a difference in secondary structure 
between grain kafirin and DDGS kafirin by a greater secondary derivative intensity at 1620  cm−1 in the latter.

To validate the results of the second-derivative spectra of the kafirins, curve fitting approaches were used to 
the fit original non-derivatised spectrum to a linear combination of underlying components. Curve fitting was 
performed using a linear least squares algorithm, and included two additional bands to those identified from 
second-derivatives, to account for absorbance contribution from the neighbouring ester carbonyl and amide 
II bands. The relative distribution of underlying components of peaks with major difference as examined on 
second derivative spectra centred at 1620, 1634, and 1643  cm−1 of DDGS kafirin compared to grain kafirin is 
shown in Fig. 2C. These overlapping fits confirm altered protein secondary structure shape between DDGS 
kafirin and grain kafirin.

The complete curve fitting to determine the area underneath each of 9 underlying bands of amide I of the 
second derivatives for the two kafirins are represented in Fig. 2D (grain kafirin) and Fig. 2E (DGGS kafirin). 
A full assignment of each underlying amide I component to a protein secondary structure is beyond the scope 
of this paper. However, on comparing curve fits, that for DDGS kafirin appears to have higher contribution for 
the underlying component centred around 1620  cm−1 and lower contribution from underlying components 
centred at 1643  cm−1 and 1634  cm−1 than grain kafirin. The integrated areas under the curves of amide I as deter-
mined by curve fitting Fig. 2D, E were then statistically analysed (n = 5, students’ t test, 95% confidence interval) 
and presented in Fig. 2F. The key finding this study supports increase in area of peak centered at 1620  cm−1 
(***p < 0.0005) but also suggest decrease in area of peak at 1643  cm−1 (*p < 0.05) and 1634  cm−1 (**p < 0.005). It 
has been established extensively in the  literature38 that the underlying component at ~ 1623  cm−1 likely results 
from proteins with an aggregated β-sheet secondary structure.

The band centred around 1643  cm−1 is likely to arise from random or disordered secondary structures, and 
the band at 1634  cm−1 is likely to arise from non-aggregated β-sheets. There is some ambiguity in these assign-
ments however, as the band at 1643  cm−1 could also contain contributions from  310Helices, or even from strongly 
hydrogen bonded α-helices. Nonetheless, regardless of this ambiguity, the results strongly support a higher level 
of extended β-sheet aggregates and lower levels of α-helix and random coils in DDGS kafirin.

Such findings are consistent with past literature were wet cooked sorghum and maize proteins were analysed 
using  FTIR39, showing that the amide I absorbance peak centred at ~ 1635  cm−1 increased in intensity on cooking. 
The authors revealed this increase in intensity is a result of breakdown of hydrogen bonds by energy generated 
upon wet cooking. Also, this breakdown resulted in a decreased peak area centered at ~ 1643  cm−1 as this peak 
represents the α-helix is mainly stabilised by intramolecular hydrogen bonds.

Also, our spectra agree with those seen after high temperature treatment of purified kafirin, which also 
indicates a propensity of the protein to produce aggregated β-sheet structures at high  temperatures36. Similarly, 
Ezeogu et al.40 reported secondary structural changes in prolamin proteins from sorghum and maize on cooking 

Figure 2.  Attenuated total reflection-Fourier transform infra-red (ATR-FTIR) spectroscopics characterisation 
of protein secondary structure. (A) A representative spectra of the kafirin with the amide I band shaded in 
pink; (B) second-derivative spectra; (C) the representative overlay of fits centred at 1620, 1634, and 1643  cm−1. 
DDGS kafirin is shown as solid red/pink/blue lines, grain kafirin shown as dashed red/pink/blue traces. (D) A 
representative complete fits for grain kafirin; (E) a representative complete fits for DDGS kafirin; (F) statistical 
analysis (n = 5 samples, students’ t test, 95% confidence interval) of examined peaks.
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e.g., a shift in band intensities of amides. The authors presumed that during cooking some intra and intermo-
lecular disulfide bond breakdown had led to these structural changes.

We hypothesise that this is because of during the biofuel manufacturing process the high temperature were 
capable enough to unravel some α-helices and random coils followed by realignment and reorganisation into 
β-sheets. The higher level of β-sheets in DDGS kafirin compared to grain kafirin may make the former bet-
ter suited for viscoelastic self-assembly delivery systems. It is well documented in literature that biomaterial 
with viscoelastic properties have high energy absorption capacity, shock absorbance behaviour and dumping 
 response41–43. Thus, it become evident that DDGS kafirin might retain architecture of formulated biomaterial 
system in physiological environment than that of commonly used elastic biomaterials which are usually thought 
to be loading dependent only. The DGGS kafirin may endow interfacial wettability to biomaterials because of 
more aggregated β-sheets, which are believed to be less hydrophobic than α-helix.

Characterising protein diffraction patterns using X‑ray diffraction (XRD). The XRD patterns of 
DDGS kafirin, grain kafirin and zein exhibit two broad peaks at approximately 9° and 20° 2θ (Fig. 3a), which 
is consistent with previous XRD investigations of prolamin  proteins20,44. In general, diffraction studies are not 
“information rich” with respect to determining the structure of prolamins, largely due to a high degree of unor-

Figure 3.  X-ray diffraction patterns, showing fits for Zein (a-i), grain kafirin (a-ii), and kafirin from dried 
distillers grain with solubles (DDGS) (a-iii). (b) The increased intensity at 20° 2θ, and increased 20° to 9° 2θ area 
ratio in DDGS kafirin compared to grain kafirin and zein.
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dered structure within prolamins, which may be amorphous or nano-crystalline45,46. The results of this study are 
consistent with the literature and indicate a low degree of order of nano-crystalline structure in the zein, grain 
kafirin and DDGS kafirin, which is evident through the large widths of the peaks centred at ~ 9° and 20° 2θ. As 
the peak centred at 20° 2θ was asymmetric, curve fitting was undertaken. The results indicate that 3 underlying 
curves (at ~ 19.5°, 24°, and 30° 2θ, all constrained to have the same peak width) are required to fit the peak at 
20° 2θ.

The Fig. 3b, highlights increased intensity at 20° 2θ, and increased 20° to 9° 2θ area ratio in DDGS kafirin. 
The impact of this final peak on the XRD patterns can be observed as an altered, more narrow and intense peak 
shape at 20° 2θ in the pattern of kafirin DDGS. Likewise, the ratio of the peak areas of the peak at ~ 9° 2θ and 
20° 2θ is slightly lower in DDGS kafirin than the zein or grain kafirins.

These differences in the diffraction patterns in DDGS kafirin relative to zein and grain kafirin support a 
difference in protein structure, most likely  reorientation47 and packing of the molecules in to a more ordered 
 arrangement48 in the DGGS kafirin. As the FTIR spectroscopic data (Section "Characterising protein secondary 
structure using attenuated total reflection-Fourier transformIR spectroscopy (ATR-FTIR)") indicated increased 
β-sheet aggregates in the DDGS kafirin, which are often fibrillar in nature, an increased in β-sheet fibrils in DDGS 
kafirin could account for these XRD results.

Another important observation from the XRD data is that although differences in structure between grain 
kafirin and DDGS kafirin and are apparent, the crystallite size does not appear to have changed substantially 
(Table 1).

Characterising protein in‑solution structure using small‑angle X‑ray scattering (SAXS). SAXS 
was used to assess morphological features of zein and the kafirins. The scattering curves were well-fitted with a 
two-level unified fit  model19 combining Porod and Gunier models, where the first level describes surface scatter-
ing from very large particles, and the second level describes scattering from ~ 25 Å particles (Fig. 4).

At low scattering angles, the data can be modelled with a Porod exponent of ~ 3, ~ 2.4 and ~ 3.5 for zein, 
grain kafirin and DDGS kafirin,  respectively49. These exponents show that the proteins show properties of 
surface (3 < P < 4) and volume (P < 3) fractals, showing self-similar behaviour in their structure. If there is no 
interatomic interaction between molecules, radius of gyration (Rg) can be directly linked with mean square of 
interatomic distances of molecules present in solution  medium50, allowing the average size of zein and kafirins 
to be determined. The calculated radii of gyration were 25.8, 24.8, and 28.4 Å for zein, grain kafirin and DDGS 
kafirin, respectively. These data indicate a difference in the tertiary/quaternary structure of DDGS kafirin, as 
indicated by the increased radius of gyration, relative to zein and grain kafirin.

Characterising protein surface morphology and elemental composition using field emis‑
sion‑scanning electron microscopy (FE‑SEM) and energy‑dispersive X‑ray spectroscopy 
(EDS). The morphological analysis and surface chemical composition of the proteins were examined by FE-
SEM and EDS. Figure 5A–C depicts morphological micrographs and Fig. 5D–F the surface elemental composi-
tion of DDGS kafirin, grain kafirin and zein respectively.

The DDGS kafirin shows irregular surfaced large aggregates of shapes with internal pores, Fig. 5A while grain 
kafirin was more spherical with homogeneous surface, Fig. 5B and zein showed non uniform surface assembling 
characterises, Fig. 5C. The formation of compact micro spherical shapes with more homogeneity in grain kafirin. 
Thus, it can be hypothesis that assembling grain kafirin into ordered structure need no external guidance but 
relies on internal interactions such as vander walls, hydrogen bonding (S–S), capillary and π–π. However solvent 
in use and size of molecule (η/μ) might be of interest in formation mechanism.

Table 1.  Diffraction peak position, crystallite size and relative peak areas for zein, grain kafirin and dried 
distillers grain with solubles (DGGS) kafirin as measured by cx-ray diffraction (XRD).

Sample Phase Peak position (° 2θ) Crystallite size, Lvol (nm) Area (net) Area (rel.)

Zein

Alpha 8.87 1.1 128 0.123

Beta

19.6

1.1

565

124.2 324

30.0 152

Grain kafirin

Alpha 8.87 1.0 132 0.127

Beta

19.7

1.1

565

124.4 332

30.4 141

DDGS kafirin

Alpha 8.9 1.0 109 0.118

Beta

19.6

1.1

517

123.8 292

27.7 110

Sharp
19.0 5.6 19.6

31.6 5.0 19.7
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Figure 4.  Small angle X-ray scattering (SAXS) patterns, showing the overall model and two individual unified-
fit levels for zein, grain kafirin, and kafirin from sorghum dried distillers grain with solubles (DDGS).

Figure 5.  Field emission-scanning electron micrograms (FE-SEM) of proteins at magnification of 1 μm, voltage 
of 5.00 V, aperture size of 20.00 μm using secondary electron beam signal. (A) Kafirin from dried distillers 
sorghum grain with solubles, DDGS; (B) grain kafirin; (C) zein. Energy dispersive X-ray spectroscopy of 
proteins. (D) DDGS kafirin; (E) grain kafirin (F) zein.
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The formation of the larger particles in DDGS kafirin might be related to heat induced transformations in 
the higher structures during manufacturing of ethanol. This is in agreement with the FTIR data which shows 
higher abundance of aggregated β-sheets in kafirin DDGS. Heat induced disruption of disulphide bonds (S–S) 
resulting in re-association of polypeptides into large compact micro  aggregates51–53 could be a possible pathway 
to aggregated β-sheet formation. Another possible formation mechanism for the aggregates is that some poly-
peptides were denatured during the bioethanol production system leading to a subsequent increased propensity 
to form aggregates.

The elemental profile across the surface of DDGS kafirin, grain kafirin and zein was examined by EDS, and 
is represented in Fig. 5D–F. The EDS showed an abundance of C, N, O and S on the surface of grain kafirin 
Fig. 5F and zein Fig. 5E. The zein literature suggested formation of surface segments with these elements have 
high hydrophobicity with contact angle of 126°21. The presence of Pt in DDGS kafirin and zein is because of the 
sputter coating.

The surface elemental composition of DDGS kafirin was different than grain kafirin and zein. In addition to 
C, N, O and S elements some more elements Na, Cl and K were present, Fig. 5D. It is a well-known fact that ele-
ments facing bottom left corner of periodic table such as sodium, potassium and etc. are more active suggesting 
increased reactive surface sites for DDGS than grain kafirin and zein.

The novelty of the DDGS kafirin is that despite presence of the additional elements on surface, atomic radius 
of C and N element on surface remained same and atomic radius of S and O element increased. Although, 
additional elemental profile gives a clear understanding that DDGS kafirin might endow interfacial wettability. 
Thought striking, increased atomic radius of elements (S & O), which are proven to form hydrophobic surface 
 sites21, and additional more reactive elements suggest DDGS surface might have both hydrophobic and hydro-
philic surface segments.

Thus, we hypothesise that compared to grain kafirin, DDGS kafirin if used as an active encapsulating agent 
might have enhanced solubility and formation of complexes with target compounds in aqueous systems. These 
differences in structure and functionality may also be explained by heat induced transformations in the molecular 
architecture of DDGS kafirin during the bioethanol production process.

Conclusion
A detailed comparison of physicochemical characteristics of sorghum, grain kafirin and sorghum DDGS kafi-
rin identified differences between the two types that likely arose from heat induced molecular changes to the 
DGGS kafirin during the bioethanol production process. The primary and quaternary structures of the two 
kafirins appeared similar through electrophoretic examination. However FTIR results indicated that the DDGS 
kafirin had higher levels of extended β-sheet aggregates which in turn gave higher protein order indicated by 
XRD. These properties of DGGS kafirin may affect dissolution behaviour which in turn greatly affects other 
techno-functionalities such as gelation properties including foaming stability, emulsifying properties, swelling 
and solubility index required for biomaterial fabrication.

The in-solution morphological structure indicate DDGS kafirin with surface fractal. However, this study 
suggested that only minimal processing should be required for assembling of DDGS kafirin based biomaterials 
because of (1) low and self-similar Porod exponent to that of grain kafirin, which has self-assembling capacity 
(2) same crystalline size to that of grain kafirin as observed by XRD.

Morphological chemical examination also supported that DDGS kafirin might be better suited for material 
behaviour because (1) it contains both hydrophobic and hydrophilic surface segments, which are thought to ease 
loading capacity (2) additional elements might endow interfacial wettability (3) easy chemical reactivity with 
the assigned molecule, atom or a compound eg during encapsulation.

These behaviour properties investigated in this study should act as fundamental information to better under-
stand DDGS kafirin functionality and upgrade it for biomaterial material use. Future studies should determine 
the potential of DGGS kafirin as cost effective raw material for biomaterials. For example investigating its efficacy 
in applications such as microparticle fabrication for encapsulation and controlled delivery of bioactives and drugs 
for nutraceuticals and pharmaceuticals.

Received: 16 February 2021; Accepted: 15 July 2021

References
 1. Chatzifragkou, A. et al. Biorefinery strategies for upgrading distillers’ dried grains with solubles (DDGS). Process Biochem. 50, 

2194–2207 (2015).
 2. Lau, E. T. L. et al. Formulation and characterization of drug-loaded microparticles using distillers dried grain kafirin. Cereal Chem. 

92, 246–252 (2015).
 3. Böttger, C. & Südekum, K. H. Review: Protein value of distillers dried grains with solubles (DDGS) in animal nutrition as affected 

by the ethanol production process. Anim. Feed Sci. Technol. 244, 11–17 (2018).
 4. Xiao, J. et al. Structure, morphology, and assembly behavior of kafirin. J. Agric. Food Chem. 63, 216–224 (2015).
 5. Cookman, D. & Glatz, C. Extraction of protein from distiller’s grain. Biores. Technol. 100, 2012–2017 (2008).
 6. Gu, H. et al. Ultrasound-assisted fractionation of dried distillers’ grains with solubles (DDGS) at mild temperature for co-produc-

tion of xylan and protein feed. J. Chem. Technol. Biotechnol. 94, 829–836 (2019).
 7. Belton, P., Delgadillo, I., Halford, N. & Shewry, P. R. Kafirin structure and functionality. J. Cereal Sci. 44, 272–286 (2006).
 8. Musigakun, P. & Thongngam, M. Characteristics and functional properties of sorghum protein (Kafirin). Kasetsart J. (Nat. Sci.) 

41, 313–318 (2007).
 9. Xiao, J., Chen, Y. & Huang, Q. Physicochemical properties of kafirin protein and its applications as building blocks of functional 

delivery systems. Food Funct. 8, 1402–1413 (2017).
 10. Taylor, J. & Taylor, J. R. N. Making kafirin, the sorghum prolamin, into a viable alternative protein source. J. Am. Oil Chem. Soc. 

95, 969–990 (2018).



10

Vol:.(1234567890)

Scientific Reports |        (2021) 11:15204  | https://doi.org/10.1038/s41598-021-94718-z

www.nature.com/scientificreports/

 11. Li, N. et al. Adhesive performance of sorghum protein extracted from sorghum DDGS and flour. J. Polym. Environ. 19, 755–765 
(2011).

 12. Wang, Y., Tilley, M., Bean, S., Sun, S. & Wang, D. Comparison of methods for extracting kafirin proteins from sorghum distillers 
dried grains with solubles. J. Agric. Food Chem. 57, 8366–8372 (2009).

 13. Zhao, R., Bean, S., Ioerger, B., Wang, D. & Boyle, D. Impact of mashing on sorghum proteins and its relationship to ethanol fer-
mentation. J. Agric. Food Chem. 56, 946–953 (2008).

 14. Xu, W., Reddy, N. & Yang, Y. An acidic method of zein extraction from DDGS. J. Agric. Food Chem. 55, 6279–6284 (2007).
 15. Mooranian, A., Negrulj, R. & Al-Salami, H. The incorporation of water-soluble gel matrix into bile acid-based microcapsules for 

the delivery of viable β-cells of the pancreas, in diabetes treatment: Biocompatibility and functionality studies. Drug Deliv. Transl. 
Res. 6, 17–23 (2015).

 16. Hackett, M. J. et al. Subcellular biochemical investigation of Purkinje neurons using synchrotron radiation Fourier transform 
infrared spectroscopic imaging with a focal plane array detector. ACS Chem. Neurosci. 4, 1071–1080 (2013).

 17. Baizar, D. & Ledbetter, H. Accurate modeling of size and strain broadening in the Rietveld refinement: The “double-Voigt” approach. 
Adv. X-Ray Anal. 38, 397–404 (1994).

 18. Ilavsky, J. & Jemian, P. Irena: Tool suite for modeling and analysis of small angle scattering. J. Appl. Crystallogr. 42, 347–353 (2009).
 19. Beaucage, G. Approximations leading to a unified exponential/power-law approach to small-angle scattering. J. Appl. Crystallogr. 

28, 717–728 (1995).
 20. Liu, G., Wei, D., Wang, H., Hu, Y. & Jiang, Y. Self-assembly of zein microspheres with controllable particle size and narrow distri-

bution using a novel built-in ultrasonic dialysis process. Chem. Eng. J. 284, 1094–1105 (2016).
 21. Dong, F., Padua, G. & Wang, Y. Controlled formation of hydrophobic surfaces by self-assembly of an amphiphilic natural protein 

from aqueous solutions. Soft Matter 9, 5933–5941 (2013).
 22. Shull, J. M., Watterson, J. J. & Kirleis, A. W. Proposed nomenclature for the alcohol-soluble proteins (kafirins) of Sorghum bicolor 

(L. Moench) based on molecular weight, solubility, and structure. J. Agric. Food Chem. 39, 83–87 (1991).
 23. Duodu, K. G., Taylor, J. R. N., Belton, P. S. & Hamaker, B. R. Factors affecting sorghum protein digestibility. J. Cereal Sci. 38, 117–131 

(2003).
 24. Nunes, A., Correia, I., Barros, A. & Delgadillo, I. Characterization of kafirin and zein oligomers by preparative sodium dodecyl 

sulfate−polyacrylamide gel electrophoresis. J. Agric. Food Chem. 53, 639–643 (2005).
 25. Postu, P. A., Ion, L., Drochioiu, G., Petre, B. A. & Glocker, M. O. Mass spectrometric characterization of the zein protein compo-

sition in maize flour extracts upon protein separation by SDS-PAGE and 2D gel electrophoresis. Electrophoresis 40, 2747–2758 
(2019).

 26. Woo, Y. M., Hu, D. W., Larkins, B. A. & Jung, R. Genomics analysis of genes expressed in maize endosperm identifies novel seed 
proteins and clarifies patterns of zein gene expression. Plant Cell 13, 2297–2317 (2001).

 27. Ferrante, P. et al. A proteomic approach to verifyin vivo expression of a novel γ-gliadin containing an extra cysteine residue. 
Proteomics 6, 1908–1914 (2006).

 28. Anyango, J. O., Taylor, J. & Taylor, J. R. N. Improvement in water stability and other related functional properties of thin cast kafirin 
protein films. J. Agric. Food Chem. 59, 12674–12682 (2011).

 29. Cremer, J. E. et al. Grain sorghum proteomics: Integrated approach toward characterization of endosperm storage proteins in 
kafirin allelic variants. J. Agric. Food Chem. 62, 9819–9831 (2014).

 30. Elliott, A. & Ambrose, E. J. Structure of synthetic polypeptides. Nature 165, 921–922 (1950).
 31. Jackson, M. & Mantsch, H. H. The use and misuse of FTIR spectroscopy in the determination of protein structure. Crit. Rev. 

Biochem. Mol. Biol. 30, 95–120 (1995).
 32. Susi, H. & Michael, B. D. Protein structure by Fourier transform infrared spectroscopy: Second derivative spectra. Biochem. Biophys. 

Res. Commun. 115, 391–397 (1983).
 33. Surewicz, W. K., Mantsch, H. H. & Chapman, D. Determination of protein secondary structure by Fourier transform infrared 

spectroscopy: A critical assessment. Biochemistry 32, 389–394 (1993).
 34. Kong, J. & Yu, S. Fourier transform infrared spectroscopic analysis of protein secondary structures. Acta Biochim. Biophys. Sin. 

39, 549–559 (2007).
 35. Miller, L., Bourassa, M. & Smith, R. FTIR spectroscopic imaging of protein aggregation in living cells. Biochim. Biophys. Acta 1828, 

2339–2346 (2013).
 36. Gao, C. et al. Effect of preparation conditions on protein secondary structure and biofilm formation of kafirin. J. Agric. Food Chem. 

53, 306–312 (2005).
 37. Tidy, R. J., Lam, V., Fimognari, N., Mamo, J. C. & Hackett, M. J. FTIR studies of the similarities between pathology induced protein 

aggregation in vivo and chemically induced protein aggregation ex vivo. Vib. Spectrosc. 91, 68–76 (2017).
 38. Barth, A. Infrared spectroscopy of proteins. Biochim. Biophys. Acta (BBA) Bioenerg. 1767, 1073–1101 (2007).
 39. Duodu, K. G. et al. FTIR and solid state13C NMR spectroscopy of proteins of wet cooked and popped sorghum and maize. J. 

Cereal Sci. 33, 261–269 (2001).
 40. Ezeogu, L. I., Duodu, K. G., Emmambux, M. N. & Taylor, J. R. N. Influence of cooking conditions on the protein matrix of sorghum 

and maize endosperm flours. Cereal Chem. 85, 397–402 (2008).
 41. Pawelec KM, White AA, Best SM. 4—Properties and characterization of bone repair materials. In: Bone Repair Biomaterials (Second 

Edition) (eds Pawelec KM, Planell JA). Woodhead Publishing (2019).
 42. Chaudhuri, O. Viscoelastic hydrogels for 3D cell culture. Biomater. Sci. 5, 1480–1490 (2017).
 43. Yao, D. et al. Viscoelastic silk fibroin hydrogels with tunable strength. ACS Biomater. Sci. Eng. 7(2), 636–647 (2021).
 44. Lal, S., Tanna, P., Kale, S. & Mhaske, S. Kafirin polymer film for enteric coating on HPMC and Gelatin capsules. J. Mater. Sci. 52, 

3806–3820 (2017).
 45. Londoño-Restrepo, S. M., Jeronimo-Cruz, R., Millán-Malo, B. M., Rivera-Muñoz, E. M. & Rodriguez-García, M. E. Effect of the 

nano crystal size on the X-ray diffraction patterns of biogenic hydroxyapatite from human, bovine, and porcine bones. Sci. Rep. 
9, 5915 (2019).

 46. Rasheed, F., Markgren, J., Hedenqvist, M. & Johansson, E. Modeling to understand plant protein structure-function relationships-
implications for seed storage proteins. Molecules (Basel, Switzerland) 25, 873 (2020).

 47. Rivest, J. et al. Quantification of Thin Film Crystallographic Orientation Using X-ray diffraction with an area detector. Langmuir 
ACS J. Surf. Colloids 26, 9146–9151 (2010).

 48. Uyar, T., Hunt, M., Gracz, H. & Tonelli, A. Crystalline cyclodextrin inclusion compounds formed with aromatic guests: Guest-
dependent stoichiometries and hydration-sensitive crystal structures. Cryst. Growth Des. 6, 1113–1119 (2006).

 49. Anitas, E. Small-angle scattering from fat fractals. Eur. Phys. J. B 87, 139 (2014).
 50. Fuertes Vives, G. et al. Decoupling of size and shape fluctuations in heteropolymeric sequences reconciles discrepancies in SAXS 

vs. FRET measurements. Proc. Natl. Acad. Sci. 114, 201704692 (2017).
 51. Das, N. et al. Temperature induced morphological transitions from native to unfolded aggregated states of human serum albumin. 

J. Phys. Chem. B 118, 7267 (2014).
 52. Matsuura, Y. et al. Thermodynamics of protein denaturation at temperatures over 100 °C: CutA1 mutant proteins substituted with 

hydrophobic and charged residues. Sci. Rep. 5, 15545 (2015).



11

Vol.:(0123456789)

Scientific Reports |        (2021) 11:15204  | https://doi.org/10.1038/s41598-021-94718-z

www.nature.com/scientificreports/

 53. Huang, D. & Chandler, D. Temperature and length scale dependence of hydrophobic effects and their possible implications for 
protein folding. Proc. Natl. Acad. Sci. U.S.A. 97, 8324–8327 (2000).

Acknowledgements
SKJ acknowledges: Curtin University for scholarship and operating funds support to US; Graham Centre for 
Agricultural Innovation, Charles Sturt University for top-up scholarship and operating funds to US; JDLC, 
Curtin Health Innovation Research Institute (CHIRI) and the Drug Development Laboratory, Curtin University 
for provision of facilities which are partially funded by University, State, Commonwealth Governments and EU. 
The work is partially supported by the European Union Horizon 2020 research project and innovation program 
under the Marie Sklodowska-Curie Grant Agreement No 872370.

Author contributions
U.S.: Methodology, investigation, writing original draft, editing and reviewing. D.D.: writing and reviewing. 
M.H.: Validation of data interpretation for FTIR. H.A.: Writing and reviewing. C.B.: Writing and reviewing. 
R.P.U.: Writing and reviewing. M.R.R.: Validation of data interpretation of XRD and SAXS. A.G.: Writing and 
reviewing. S.K.J.: Conceptualization, methodology, supervision, validation of electrophoresis, SEM and EDS, 
final writing and reviewing.

Competing interests 
The authors declare no competing interests.

Additional information
Correspondence and requests for materials should be addressed to S.K.J.

Reprints and permissions information is available at www.nature.com/reprints.

Publisher’s note Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access  This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the 
Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from 
the copyright holder. To view a copy of this licence, visit http:// creat iveco mmons. org/ licen ses/ by/4. 0/.

© The Author(s) 2021

www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Physicochemical characterisation of kafirins extracted from sorghum grain and dried distillers grain with solubles related to their biomaterial functionality
	Material and methods
	Material. 
	Extraction of kafirin. 
	Electrophoretic profile of proteins. 
	Attenuated total reflection-Fourier transform IR spectroscopy (ATR-FTIR). 
	X-ray diffraction (XRD) analysis. 
	Small-angle x-ray scattering (SAXS). 
	Field emission-scanning electron microscopy (FE-SEM) and energy-dispersive X-ray spectroscopy (EDS). 

	Results and discussion
	Electrophoretic profile properties of proteins. 
	Characterising protein secondary structure using attenuated total reflection-Fourier transform IR spectroscopy (ATR-FTIR). 
	Characterising protein diffraction patterns using X-ray diffraction (XRD). 
	Characterising protein in-solution structure using small-angle X-ray scattering (SAXS). 
	Characterising protein surface morphology and elemental composition using field emission-scanning electron microscopy (FE-SEM) and energy-dispersive X-ray spectroscopy (EDS). 

	Conclusion
	References
	Acknowledgements


