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Inter‑coat protein loading of active 
ingredients into Tobacco mild 
green mosaic virus through partial 
dissociation and reassembly 
of the virion
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Paulina Fuenlabrada‑Velázquez 1, Samuel S. Hays 1, Zhicheng Jin 1, Jesse V. Jokerst 1,3,9, 
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Chemical pesticide delivery is a fundamental aspect of agriculture. However, the extensive use of 
pesticides severely endangers the ecosystem because they accumulate on crops, in soil, as well as 
in drinking and groundwater. New frontiers in nano‑engineering have opened the door for precision 
agriculture. We introduced Tobacco mild green mosaic virus (TMGMV) as a viable delivery platform 
with a high aspect ratio and favorable soil mobility. In this work, we assess the use of TMGMV as a 
chemical nanocarrier for agriculturally relevant cargo. While plant viruses are usually portrayed as 
rigid/solid structures, these are “dynamic materials,” and they “breathe” in solution in response 
to careful adjustment of pH or bathing media [e.g., addition of solvent such as dimethyl sulfoxide 
(DMSO)]. Through this process, coat proteins (CPs) partially dissociate leading to swelling of the 
nucleoprotein complexes—allowing for the infusion of active ingredients (AI), such as pesticides [e.g., 
fluopyram (FLP), clothianidin (CTD), rifampicin (RIF), and ivermectin (IVM)] into the macromolecular 
structure. We developed a “breathing” method that facilitates inter‑coat protein cargo loading, 
resulting in up to  ~ 1000 AIs per virion. This is of significance since in the agricultural setting, there is a 
need to develop nanoparticle delivery strategies where the AI is not chemically altered, consequently 
avoiding the need for regulatory and registration processes of new compounds. This work highlights 
the potential of TMGMV as a pesticide nanocarrier in precision farming applications; the developed 
methods likely would be applicable to other protein‑based nanoparticle systems.

Keywords Plant virus, Tobacco mild green mosaic virus, Pesticide nanocarriers, Drug delivery, Precision 
agriculture

Year after year, plant parasites burden the agricultural sector resulting in staggering crop losses. Numerous species 
of insects and worms, such as moths, beetles, and nematodes, have been identified as significantly harmful to 
plant  species1–3. Current methods for controlling pest populations range from broad use of chemical insecticides 
to genetically modifying crops to increase their resistance to target  species4,5. Pesticides have long been applied 
as a method for crop yield increase. These products, typically chemicals designed to either kill or discourage 
harmful pests, can be beneficial. While the broad specificity and quick deployment of chemical insecticides may 
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make them more favorable than some genetic engineering options, numerous environmental and health concerns 
have risen. For instance, the extensive use of pesticides in agriculture causes these toxins to accumulate on crops, 
in soil, as well as in drinking and groundwater reserves, indicating runoff from their application  site6–8. There is 
a need for a pesticide application system which maintains pesticide efficacy while reducing the environmentally 
harmful runoff. Nanotechnology formulations promise to package and deliver active ingredients to the target 
site, therefore increasing the therapeutic index and protecting the  environment9,10.

Recently, viral nanoparticle (VNP) systems—in particular those from plant viruses and bacteriophages—have 
shown versatility in the delivery of target molecules, both in the medical and agronomic  sector11. For agronomic 
applications, plant viruses can be rendered non-infectious to protect  crops12 and for medical applications their 
immunogenicity can be harnessed for  immunotherapy13–15 or balanced through appropriate  coatings16,17. The 
macromolecular structures of viruses can be regarded as high molecular weight biopolymers. Their highly 
functionalizable inner and outer  surfaces18–20, in combination with ease of manufacture at scale and excellent 
biological stability, make VNPs ideal delivery systems. In fact, the development pipeline is moving rapidly with 
various VNP systems being developed for targeted drug  delivery21–25 as well as agrochemical  delivery11,12,26,27. Our 
work has been centered on TMGMV, a rod-shaped plant virus measuring 300 × 18 nm; a “living” nanomaterial 
that has gained EPA-approval and is used as a bioherbicide in the state of  Florida28,29. With a goal to transform 
TMGMV as a pesticide carrier system to target pests residing in soil, our lab has demonstrated that TMGMV 
has suitable soil mobility, while offering a versatile engineering design space for  functionalization27,30,31. Like 
many VNPs, the bioconjugation sites of TMGMV have been  categorized19. Covalent conjugation however is 
a complex and resource-intensive process, and pesticides are challenging to conjugate to proteins given their 
high degree of  hydrophobicity32. Furthermore, the costs and regulatory processes associated with using covalent 
conjugation strategies for pesticide linking to VNPs (including classifying, characterizing, and approving cova-
lently modified chemicals) outweigh the benefits for agricultural use. Thus, an efficient non-covalent method 
of loading VNPs is desired.

Extensive work in the space of physical virology has demonstrated that viruses are dynamic assemblies that 
respond to their environments and bathing  conditions33–36. For example, previous work with Red clover necrotic 
mosaic virus (RCNMV) showed that the virus assembly is dynamic and changes in bathing condition (EDTA 
treatment at pH 7.5) allowed conformational pore opening allowing positively charged cargo to be gated into the 
capsid; the pore formation is a reversible process, therefore providing a means of trapping the  AI27. Furthermore, 
extensive structural work has been conducted using Tobacco mosaic virus (TMV), a close relative of TMGMV. 
TMV rods are stable under physiologic conditions. At pH 7 the coat proteins of TMV form either so-called 20 s 
disks or lock-washer disks—the latter promoting rod  assembly37,38. Exposing TMV to higher pH destabilizes the 
coat protein-coat protein interactions leading to rod or disk disassembly into lower unit assemblies (4S), dimers, 
and free coat  proteins39. It is noteworthy that these processes are both dynamic and  reversible40. Changes in pH 
result in changes in the ionization of protein residues, which in turn affect electrostatic interactions between 
 them41. When the capsid proteins start to dissociate, the nanoparticle structure breathes and pores are opened 
allowing access to the inter-coat protein space. Besides pH, solvents also trigger assembly/disassembly—for exam-
ple, DMSO at concentrations of up to 10% by volume has little effect on the structure of  proteins42, while higher 
DMSO concentrations tend to destabilize the proteins leading to dissociation and unfolding, due to its effects on 
charge state  distribution43, as well as disrupting structural water in the  protein44. DMSO primarily disassembles 
TMV from the 5’ end, although part of the rods uncoat more slowly and less extensively from the 3’ end (the 
differences can be explained by the differences in RNA sequences at the 5’ vs 3’ end of the ss(+)RNA cargo)45.

Building on these prior works from the physical virology field, we set out to make use of these dynamic pro-
cesses to load cargo for agricultural applications. We developed a “breathing” method for TMGMV based on 
careful pH adjustment or DMSO concentration and loaded molecules such as fluopyram, clothianidin, rifampicin 
and ivermectin (Fig. 1). The nanoparticle formulations and TMGMV structures were characterized by a com-
bination of techniques to determine particle integrity, AI infusion, secondary structure stability post infusion.

Materials and methods
Preparation of TMGMV
TMGMV was obtained from BioProdex (Gainesville, FL, USA) and stored at − 20 °C. The solution was thawed at 
4 °C overnight and then dialyzed against potassium phosphate buffer (KP; 10 mM, pH 7.2) for 24 h at 4 °C using 
12–14 kDa dialysis tubing (Fisher Scientific S432700; Waltham, MA, USA). The buffer solution was replaced, and 
the dialysis continued for an additional 48 h. The solution was then centrifuged at 10,000 × g for 20 min (Beckman 
Coulter Allegra or Avanti centrifuges). Once the supernatant was collected and ultracentrifuged at 212604 × g 
for 2.5 h at 4 °C (Beckman Coulter Optima L-90 k Ultracentrifuge with 50.2 Ti rotor; Brea, CA, USA), the pellet 
was resuspended under rotational mixing overnight at 4 °C in KP buffer. TMGMV concentration was confirmed 
using a Nanodrop 2000 (Thermo Scientific; Waltham, MA, USA) and lastly, the concentration was adjusted to 
10 mg  mL−1 in 10 mM KP before storing at 4 °C (for TMGMV CP, ε260 = 3 mL  mg−1  cm−1).

Infusion of hydrophobic cargo in TMGMV by pH increase from pH 7 to pH 7.5
TMGMV at a concentration of 1 mg  mL−1 in 10 mM KP buffer at pH 7.5 was kept for 10 days at 4 °C. The follow-
ing AIs were used: fluopyram and clothianidin, (BASF, Berkeley, CA, USA), rifampicin and ivermectin (BioVi-
sion; Milpitas, CA, USA). Cyanine 5 (Cy5; Lumiprobe; Cockeysville, MD, USA) and doxorubicin (DOX; ApexBio; 
Houston, TX, USA) were also studied as proof of concept (fluorescent molecule and cancer chemotherapy). 
The AI was added to TMGMV by adding an excess of 10:1 AI:CP (each TMGMV rod is assembled from  ~ 2100 
identical CPs) every day until a ratio of 100:1 was reached. During this process the reaction was kept mixing on 
a rotary shaker. 1 mL aliquots were obtained each day for further analysis.
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After AI loading, the aliquots were spin filtered using 100 K molecular weight cut-off 0.5 mL filters (Millipore-
Sigma, Burlington, MA, USA). 200 μL of the aliquot and 250 μL of KP solution were added and then centrifuged 
at 16,160 × g for 5 min at 4 °C, the flow through was discarded, and then 450 μL of KP was added and centrifuged 
again, this step was repeated 3 times. After the third centrifugation, the filter was inverted in a new tube and 
centrifuged at 1000 × g for 2 min, to recover the supernatant and carry out the subsequent characterization.

Infusion of hydrophobic cargo in TMGMV by change in DMSO concentration
TMGMV in 10 mM KP buffer (pH 7.2) was diluted to 5 mg  mL−1 in 2 mL of buffer and transferred to a 25 mL 
beaker and magnetically stirred at 300 rpm at room temperature. A solution of DMSO and 10 mM KP was added 
dropwise to dilute the solution to a 20% (v/v) concentration of DMSO and 2 mg  mL−1 of TMGMV. Aliquots 
of the AIs were added dropwise to the solution to prevent precipitation. The solutions were left to stir at room 
temperature for 24 h. The samples were collected and spin filtered as described above before being stored at 4 °C.

Transmission electron microscopy (TEM)
TMGMV samples were diluted to a concentration of 0.05 mg  mL−1 and absorbed onto carbon-coated TEM grids 
(Electron Microscopy Sciences, Hatfield, PA, USA). The grids were then washed three times with pure water. 
Then, grids were stained by 2% (w/v) uranyl acetate for 90 s. TEM was conducted using a FEI Tecnai F30 trans-
mission electron microscope operated at 300 kV. Image analysis was performed using ImageJ software (https:// 
imagej. nih. gov/ ij/ downl oad. html). To determine the change in width of the nanoparticles, we measured the width 
of sections of 100 nm in length for standardization purposes. Thirty TMGMV particles in total per sample were 
analyzed. TMGMV particle length as well as the perimeter and the area were measured; these data were then used 
to calculate the average width from the perimeter. For statistical analysis, one-way Anova and Student’s T-test 
for independent populations were performed; all populations had a normal distribution (Shapiro Wilk test).

Size exclusion chromatography (SEC)
TMGMV samples (500 μL at 0.5 mg/mL) were analyzed using a Superose6 Increase 100 GL column and an ÄKTA 
Pure25 chromatography system (GE Healthcare, Chicago, Il, USA) using a flow rate 0.5 mL/min in 10 mM KP 
(pH 7.4). The absorbance at 260 and 280 nm was recorded.

Circular dichroism spectroscopy (CD)
CD spectra were obtained using an Aviv model 215 CD spectrometer (Lakewood, NJ, USA). All samples were 
run in a quartz cuvette with a path length of 2 mm (Starna Cells, Atascadero, CA, USA) at 25 °C. Samples were 
dissolved in a 10 mM KP buffer at pH 7 to a concentration ranging from 0.025 mg/mL to 0.5 mg/mL to obtain a 
volume of 400 μL for each CD run. Near and far UV spectra were obtained in separate scans. For far UV spectra, 
samples were scanned from 250 to 180 nm with a wavelength step of 1 nm and an averaging time of 1 s. For near 
UV spectra, samples were scanned from 310 to 240 nm with a wavelength step size of 0.5 nm and an averaging 
time of 1 s. All spectra were scanned twice and averaged within each UV region.

Figure 1.  Schematic representation of the “breathing” phase transition diagram. AI = active ingredient.

https://imagej.nih.gov/ij/download.html
https://imagej.nih.gov/ij/download.html
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Small molecules quantification by high‑performance liquid chromatography (HPLC)
For HPLC, AI was extracted from TMGMV. In brief, the concentration of TMGMV samples was adjusted to 
1.2 mg  mL−1 in KP. The solution was diluted fourfold into a 1:1 acetonitrile/:methanol mixture and vortexed 
for 30 s. The solution was centrifuged at 10,000 × g for 10 min at 4 °C and the organic phase (bottom fraction) 
was collected and transferred to an HPLC 2 mL glass screw top vial (SureSTART, Thermo Scientific, Waltham, 
MA, USA).

After a tenfold dilution in acetonitrile, the extracted samples were injected at 500 µL and run on 5 µm C18 
column (20 × 100 mm) using a Shimadzu LC-40 HPLC system (Columbia, MD, USA). The method was run at 
0.5 mL  min−1 in a gradient of acetonitrile and 0.02% (v/v) phosphoric acid for 15 min per sample. A photodiode 
array was used to collect absorbance values at 280 nm (FLP), 269 nm (CTD), 225 nm (IVM), and 330 nm (RIF). 
The absorbance values were fitted to a standard curve to identify sample concentration with N = 3.

Soil mobility
Cylindrical tubes (50 mL) open at both ends were wrapped at each end with two layers of 2.5″ cheesecloth 
and secured on a laboratory clamp. Soil was prewetted and packed into the column. For soil mobility studies, 
TMGMV and infused TMGMV were applied to the top of the soil columns in a single aliquot, and then the 
column was flushed at 5 mL  min−1 with DI water. Eluent was collected from the bottom in several fractions and 
centrifuged for 15 s. The supernatant was isolated and refrigerated at 4 °C until characterization by SDS-PAGE. 
Measurements were made in triplicates (N = 3).

Generation of AI structures
The structures of the four AI molecules were generated in ChemDraw 20.0 (PerkinElmer) and passed to Chem3D 
20.0 (PerkinElmer). The structures were energy minimized using the MM2 function in Chem3D, and the surface 
mesh was generated by the software using the Total Charge Density (Huckel Calculation) feature.

Docking and energy analysis
AutoDock Tools 1.5.6 (Scripps Research) and Chem3D 20.0 (PerkinElmer) were used for molecular docking 
simulations according to the guidelines given by AutoDock. In brief, TMGMV coat protein (PDB: 1vtm) was 
loaded and selected as the receptor molecule. The previously generated energy minimized structures of the 
AIs were selected as ligands, one AI per simulation. A coarse model of 1 Å grid spacing was generated to span 
the entire coat protein (70 X points, 60 Y points, 60 Z points). The default energy field generated by AutoDock 
Tools was selected for 50 individuals, 27,000 generations, 250,000 energy evaluations, and 20 docking poses per 
simulation. The 20 conformations were analyzed to extract stabilizing residues, relative position on the TMGMV 
coat protein, and heats of binding for each conformation.

Results and discussion
We investigated the assembly/disassembly phase diagram of TMGMV and determined conditions amenable 
to AI entrapment. The primary goal was to achieve “breathing” without full disassembly. First, we focused on 
pH-induced structural changes and AI infusion. In this approach the process required extensive parameter opti-
mization, including pH (7 to 8), incubation time (2 to 24 h), protein concentration (100 to 500 AI equivalences 
per CP), as well as the AI addition intervals (one feed vs. daily increments). The latter was a critical parameter: 
bulk additions led to severe aggregation and insolubility—likely as a result from the hydrophobic AI binding to 
the nanoparticle surface promoting interparticle association and aggregation. We determined best results were 
obtained when the AI was added in daily increments over 10 days; this assured particle stability and AI loading 
(see below). In brief, 10 equivalences of AI per CP were fed daily at pH 7.5 and then left stirring overnight; this 
process was repeated for 10 days. After completion, excess reagents were removed by spin filtration, samples 
reconstituted in buffer, and stored at 4 °C until further processing.

DMSO was used to disrupt inter-coat protein interactions as a second approach. For some AI, in particular 
those that are highly hydrophobic (e.g. IVM and FLP), this was favorable. The benefits of this approach are 
two-fold: increased solubility of AI leads to a higher effective concentration to drive infusion and the cosolvent 
prevents AI precipitation which interferes with the infusion process. To further improve on this process, the 
TMGMV preparations were subjected to magnetic stirring and fed from the top of the tube, preventing any 
short-term spikes in AI concentration that may promote precipitation. For ivermectin and fluopyram, both 
compounds exhibited immediate precipitation under the ‘pH approach’. In stark contrast, the ‘DMSO approach’ 
demonstrated to be feasible with no visible aggregates. Additionally, the increased agitation (continuous stir-
ring), bond disrupting effect of DMSO, and higher concentrations of AI in solution—all factors should drive 
AI infusion more quickly helping to maintain the TMGMV nanoparticle structure avoiding aggregation. The 
optimized procedure is shown in Figure S1 and described in methods.

TEM imaging was performed and rod shaped virions were observed (Fig. 2). Most intriguing was the notable 
structural change upon AI-loading: AI-laden TMGMV appeared swollen and the structural transitions suggested 
AI entrapment. To gain insights into the degree of structural changes, quantitative TEM image analysis was 
performed comparing native vs. the AI-laden TMGMV (n = 30). Based on the negative stain, native virions were 
15.7 nm in width in average (± 1.9 nm), which is an underestimation to native TMGMV of 18 nm. This could 
be due to the uranyl acetate negative staining yielding a heavy shadow on the borders of the virion; this artifact 
may lead to the apparent reduced width. While there was no statistical significance between native TMGMV 
and controls that underwent both “breathing” methodologies with no AI added, for each AI added the incre-
ment in comparison to native TMGMV was observed in Fig. 2. FLP- and IVM-loaded TMGMV displayed a 
maximum width of 18 or 23 nm, respectively. In other words, fluopyram loading resulted in a 14% width increase 
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and ivermectin-loading resulted in a 46% width increase compared to native TMGMV (p-value =  < 0.00001). 
Meanwhile, CTD and RIF loading produced 22–27 nm rods, significantly thicker than native TMGMV; the 
width increase for clothianidin and rifampicin was 65% and 73%, respectively, compared to native TMGMV 
(p-value =  < 0.00001).

Next, to observe any possible alterations in the secondary structure of TMGMV after exposing the particles to 
breathing and infusion, CD was performed (Fig. 3). The effects of structural motifs on CD are additive and can be 
challenging to  deconvolute46. Rather, the differences between spectra of treatment groups can signify whether or 
not structural changes occurred. The most intense signal for protein or virus CD is around 205–220 nm, which 
represents the sum of contributions from alpha helices, beta sheets, and random coil. The shift of the global 
minimum from 208 to 220 nm suggests a larger contribution from aggregation behavior or alpha helical content 
than beta sheets in both, the pH and DMSO samples. Other than that, CD indicated no changes in structure, 
and this is as expected. In this protocol, CPs are dissociated yet not denatured—thus, there is no expectation 
for the CP structure itself to change. Rather the supramolecular assembly is altered with inter-coat protein 
interactions likely distorted through the AI cargo. In the range of 208–220 nm, the AIs tested all showed similar 
molar ellipticity profiles, suggesting there were no differences in the secondary structure. In the near UV range 
(250–320 nm), where RNA is the highest contributor to these spectra, a similar trend holds with the AIs, showing 
each shares a general shape of signal profile. These results suggest that both the pH and DMSO approaches for 
breathing do not significantly alter the secondary structure of TMGMV. In summary, the modest pH elevation 
and relatively low volume fraction of DMSO used for these breathing experiments were not expected to alter 
the secondary structure of the virion or its CP, but rather the tertiary structure of the nucleoprotein assembly to 
allow inter-coat protein  loading47,48.

To further verify structural integrity of the AI-laden TMGMV particles post processing and purification, SEC 
was performed. SEC measurements showed no significant difference between native and AI-laden TMGMV for 
any AI showing the typical elution profile from the Superose6 Increase column with elution at  ~ 10 mL and an 
 A260:280 ratio of 1.2, indicative of intact TMGMV, where 260 nm denotes RNA absorption and 280 nm protein 
absorption (Figure S2). However, it is of note that SEC does not provide the resolution to show differences in 
width or length of TMGMV nanoparticle formulations.

In addition to changes in the width of the AI-laden TMGMV, we noted differences in the length of the 
nucleoprotein assemblies with or without AI. Overall TMGMV samples are heterogeneous in length; several 
disks were apparent indicating partial disassembly and breakage. Also, blob-like structures were observed in the 
IVM sample. These are believed to be IVM aggregates of precipitated of the highly hydrophobic IVM (Fig. 2). 
Nanoparticle length was measured through image analysis using ImageJ software. Overall, AI-laden samples 

Figure 2.  TEM and image analysis of the non-covalently conjugated viral nanoparticles. ****p-value is < .00001, 
n = 30. CTD = clothianidin, FLP = fluopyram, IVM = ivermectin, RIF = rifampicin.
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were shorter compared to treated (but not AI-laden) or untreated TMGMV: the pH treatment showed slightly 
less breakage, having a higher distribution of lengths, compared to the DMSO treatment (Fig. 4). DMSO treat-
ment showed the majority of the TMGMV below 100 nm, and this was independent of AI or loading method.

Using HPLC, we proceeded to quantify the TMGMV-loaded AI (Table 1). Using the pH-based method for 
infusion, CTD and RIF showed successful loading after 10 days of batch loading the AI in solution, achiev-
ing  ~ 1108 molecules per virion for clothianidin and 738 molecules per virion for rifampicin. In the cases of 
fluopyram and ivermectin, a large amount of precipitation was observed when the pH method was used for AI 
loading; this likely stripped the virus from solution and made the AI inaccessible for diffusion into the virus. 
Therefore, there was negligible loading of FLP or IVM per TMGMV (see Table 1). When comparing these results 
to the TEM micrographs and changes in the aspect ratio of the AI-laden TMGMV, the amount of AI per virion 
and changes in morphology appear to correlate: the more AI is loaded the larger the width increase. CTD and 
RIF resulted in the significant width increases (> 65% over native TMGMV), while FLP only resulted in  < 15% 
width increase. IVM may be an outlier: while IVM-loading was not apparent, significant changes in morphology 
were observed and this may be attributed to challenges in extraction of IVM or molecular properties of IVM 
that permanently distort the structure of TMGMV without permanent loading of the AI.

Using the DMSO method, the AI loading efficiency for FLP and IVM was improved. FLP loading resulted in 
186 moieties per virion, which is a  ~ 12-fold increase compared to the pH method. A similar result was observed 
for IVM, with a  ~ 21-fold increase allowing  > 60 molecules to be loaded per virion. However, for agriculture 
applications, the IVM loading is considered low and would require further optimization (for example, we recently 
demonstrated an alternate and efficient loading strategy for IVM by use of spherical protein  nanoparticles49). 
Interestingly for CTD, the DMSO method was slightly less effective with 995 moieties per virion loaded (a 10% 
decrease over the pH method), and RIF-loading has a modest increase aching 1.5-fold higher loading reaching 
1104 molecules per virion.

Lastly, to probe robustness of the methods, we also performed loading of a chemotherapeutic (DOX) and 
near-infrared fluorophore (Cy5) with utility in nanomedicine (drug delivery and imaging). In each case, swell-
ing of the TMGMV diameter was observed by TEM while SEC confirmed intactness of the assembly and co-
localization of the fluorescent cargo with the TMGMV carrier. Both DOX and Cy5 are fluorescent molecules, 
there loading was quantified using absorbance spectra and their extinction coefficients resulting in  ~ 615 DOX 
per TMGMV and  ~ 80 Cy5 per TMGMV (Figure S3).

Figure 3.  Circular dichroism spectra for TMGMV samples loaded with AI as indicated (control = native 
TMGMV). CTD = clothianidin, FLP = fluopyram, IVM = ivermectin, RIF = rifampicin.
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Together, we developed a pH and solvent-based approach to load various AIs into TMGMV nanorods. AI-
infused TMGMV particles remain intact yet are swollen as a function of the AI. Data indicates that for some 
compounds the DMSO method may be favored. There is room for further optimization and tailoring the infusion 
period, cosolvent choice and concentration, mixing rates, and increments of AI as well as its concentration added.

Soil mobility studies indicated that there is a similar distribution of the non-treated and treated (non-loaded) 
TMGMV throughout the soil (Figure S4, original blots/gels are presented in Figure S5). These suggest that there 
is no alteration of the properties of the virus and its ability to move through soil. Assays performed with treated 
and loaded (DOX or Cy5) TMGMV, it could be observed that the cargo remained with the virus and got dis-
tributed through the soil column similarly as non-loaded TMGMV (Figure S4, original blots/gels are presented 
in Figure S5). These indicates that the creation of these pockets favors the interaction of the hydrophobic cargo 
and the virus particle, allowing it to travel further into the soil, instead of it being very exposed to the surface 
and having it interact strongly with the soil.

Figure 4.  Comparison of the length of virions after AI infusion. Image analysis from transmission electron 
microscopy: (A) pH breathing methodology; (B) DMSO-induced breathing methodology. CTD = clothianidin, 
FLP = fluopyram, IVM = ivermectin, RIF = rifampicin.

Table 1.  Quantification of AI in samples by HPLC using the pH and DMSO infusion techniques.

Fluopyram Clothianidin Ivermectin Rifampicin

pH DMSO pH DMSO pH DMSO pH DMSO

Detected in sample 0.05 µg/mL 0.61 µg/mL 2.29 µg/mL 2.06 µg/mL 0.02 µg/mL 0.44 µg/mL 4.9 µg/mL 7.52 µg/mL

Molecules per virion 15.82 185.59 1107.55 995 2.89 61.63 737.66 1104.2

Molecules per CP 0.007 0.087 0.52 0.47 0.001 0.029 0.35 0.51
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To gain a better understanding of the molecular properties that lead to inter-coat protein loading of Ais, 
we compared their aqueous and organic partition coefficients (logP), molecular weights, and surface charge 
distributions. A summary of these properties can be found in Table 2 and Fig. 5. IVM and FLP had the highest 
logP values of 4.4 and 3.33, respectively. CTD and RIF had values of 1.3 and 2.4,  respectively50–52. The values for 
IVM and FLP indicate the molecules are water insoluble, which matches well to our observations in the loading 
experiments. This could explain why the same effective morphology changes using these Ais was achieved within 
1 day using DMSO versus 10 days for the pH approach, as the effective concentration of AI in solution was much 
higher. Another factor to consider regarding infusion efficiency is their size. It is possible that larger molecules 
could have steric hindrance when entering the spaces between coat proteins during these measurements. When 
we analyzed the changes in particle width using both approaches compared to their molecular weights, we see 
clothianidin (249.68 Da) had the largest change in width and FLP (396.71 Da) had the smallest change in width. 
RIF (822.94 Da) and IVM (875.1 Da) had intermediate values for changes in width. There is no clear trend in this 
set based on molecular weight, so AI size does not seem to be the limiting factor for loading using this approach.

Beyond the range of small molecules, steric hindrance would be expected to dominate. From the electron 
density plots of the Ais, we observed ivermectin and rifampicin have large regions with no charge and small 
regions of small charge that are largely separated, creating mildly amphiphilic molecules. On the contrary, FLP 
and CTD are much smaller and have a higher surface area of charge. Because TMGMV is zwitterionic in nature 
but also contains many hydrophobic interfaces, it is challenging to isolate the predicted changes in morphology 
to a single physicochemical interaction. The amphiphilic, charged, compact, and flexible structure of clothianidin 
may all work together to alter the morphology of TMGMV.

Table 2.  Comparison of the Ais aqueous and organic partition coefficients (logP) and molecular weights.

Molecule MW (Da) logP

Cyanine 5 653.78 3.84

Doxorubicin 543.52 0.02

Fluopyram 396.71 3.33

Clothianidin 249.68 1.3

Ivermectin 875.1 4.4

Rifampicin 822.94 2.4

Figure 5.  Surface charge distribution of AI molecules. A ball and stick model of the Ais with a space-filling 
mesh surface surrounding them. Atoms are colored so grey is carbon, white is hydrogen, blue is nitrogen, red 
is oxygen, yellow is sulfur, chlorine is green, and chartreuse is fluorine. The surface mesh is colorless if there is 
no electrostatic potential, blue if positive, and red if negative. The conformations of the molecules are energy 
minimized.



9

Vol.:(0123456789)

Scientific Reports |         (2024) 14:7168  | https://doi.org/10.1038/s41598-024-57200-0

www.nature.com/scientificreports/

To gain some insight into how the Ais interact with the coat protein surface, molecular docking experiments of 
TMGMV CP (PDB: 1VTM) and the four Ais were conducted. In the analysis, the top 20 docking conformations 
were analyzed for their binding energy and the residues involved in stabilizing the AI. These data do not suggest 
the Ais are proper ligands for TMGMV CP, but rather identify putative residues that may be implicated in inter-
coat protein loading. True ligand interactions have been reported for heats of binding greater than 8 kcal  mol−1, 
while a majority of these interactions fall within 3–8 kcal  mol−153,54. Table S1 summarizes the regions of binding, 
their function for TMGMV, and the residues specifically identified to stabilize the AIs. Figure 6 shows examples 
of docked AIs on TMGMV and the implicated residues, and Figure S6 shows the heats of binding for each con-
formation as calculated by Autodock 4. From the simulated docking, we observe that of the 20 best binding sites 
on TMGMV CP, all 4 AIs have many sites that are likely inaccessible. Depending on the mechanism of separation 
of TMGMV CPs (between CPs versus between disks), there are up to 10 accessible sites for IVM, 8 for RIF, 11 
for FLP, and 5 for CTD. The binding energy distribution in Figure S6 shows rifampicin has the highest heats of 
binding to the surface, followed by ivermectin, then FLP and CTD. Despite a high number of potential binding 
sites, IVM is a very large molecule and would require a high degree of separation of CPs to intercalate into the 
virion. Its relatively high affinity may manifest in transient surface binding which can disrupt inter-coat protein 
bonds, explaining the widening of TMGMV in the presence of IVM. Ultimately, the IVM is not detectable during 
quantification, suggesting it does not stay bound to TMGMV. RIF has the highest heat of binding to TMGMV 
CP, loads well onto TMGMV, and induces morphological changes on TMGMV. It shows improved loading in the 
presence of DMSO compared to the pH approach, suggesting the structural changes induced by DMSO allow 
this relatively large molecule access to binding sites. Despite having 11 potential binding sites, FLP also had 
some of the lowest heats of binding and had the highest affinities for the inner channel. Because this molecule 
is insoluble and relatively small, it may preferentially partition to the inner channel than to load between the 
CPs. CTD had 5 accessible sites on the exterior according to the docking model, but also had some of the lowest 
binding energies. However, its relatively small size and surface charge distribution may have aided in its binding 
and disruption of structure between TMGMV CPs. CTD demonstrated some of the highest loading by HPLC 
and largest differences in virion width, suggesting the properties of this molecule make it well suited for this 
approach. With more robust docking analysis and a larger library of small molecules to load between TMGMV 
CPs, it may be possible to pinpoint molecular properties of the AIs and individual residues of TMGMV CP that 
are implicated in these binding events.

Figure 6.  Docking of AI to TMGMV. TMGMV coat protein (PDB: 1VTM) where red arrows indicate the 
location of nucleotides (A). A space filling model of a putative binding site for RIF (B), IVM (C), FLP (D), and 
CTD (E). Red and blue spheres indicate negative and positive electrostatic contributions, respectively. The three-
letter amino acid abbreviation are followed by the residue number.
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Conclusions
We developed strategies that allow functionalization of TMGMV by inter-coat protein loading with agricultur-
ally relevant cargos, including fluopyram, clothianidin, rifampicin and ivermectin. This was achieved by careful 
adjustment of the bathing conditions, priming structural changes and “breathing” of nucleoprotein assemblies 
facilitating integration of hydrophobic cargos. We also demonstrated that these methods are robust and could be 
extended for functionalization with therapeutic molecules or imaging moieties used in nanomedicine applica-
tions. Intriguingly the AI-laden TMGMV appear swollen and the increase in width is correlated with AI cargo 
loading. Therefore, the change in TMGMV width may serve as a preliminary assessment to track the degree 
of loading. This data highlights that virus-based nanostructure are dynamic and modular systems. Through 
adjustment of the bathing conditions, inter-coat protein interactions are weakened allowing cargos to be trapped 
in molecular inter-coat protein pockets—likely through a combination of hydrophobic, van der Waals and 
electrostatic interactions. While for some cargo pH-mediated loading was efficient, for other cargo co-solvents 
approaches were most suitable. This indicates that there is room for optimization and cargo-tailored methodolo-
gies to be developed. Structural modeling as employed here will help guide the design and to device structure-
based engineering approaches toward development of rules for efficient AI-loading into TMGMV and other 
high aspect ratio soft matter nanoparticle systems. Future work aims to further explore and optimize the release 
kinetics of active ingredients encapsulated within the TMGMV system, focusing on enhancing controlled and 
targeted release mechanisms for more effective disease and pest control in agricultural applications.

Data availability
The data that support the findings of this study are available on request from the corresponding author, NFS.

Received: 1 August 2023; Accepted: 15 March 2024

References
 1. Savary, S. et al. The global burden of pathogens and pests on major food crops. Nat. Ecol. Evol. 3(3), 430–439 (2019).
 2. Douglas, A. E. Strategies for enhanced crop resistance to insect pests. Annu. Rev. Plant Biol. 69, 637–660 (2018).
 3. Deutsch, C. A. et al. Increase in crop losses to insect pests in a warming climate. Science 361(6405), 916–919 (2018).
 4. Georgis, R. Present and future prospects for entomopathogenic nematode products. Biocontrol Sci. Technol. 2(2), 83–99. https:// 

doi. org/ 10. 1080/ 09583 15920 93552 22 (1992).
 5. Fuller, V. L., Lilley, C. J. & Urwin, P. E. Nematode resistance. New Phytol. 180(1), 27–44. https:// doi. org/ 10. 1111/j. 1469- 8137. 2008. 

02508.x (2008).
 6. Foster, S. S. D., Chilton, P. J. & Stuart, M. E. Mechanisms of groundwater pollution by pesticides. Water Environ. J. 5(2), 186–193. 

https:// doi. org/ 10. 1111/j. 1747- 6593. 1991. tb006 06.x (1991).
 7. Syafrudin, M. et al. Pesticides in drinking water—a review. Int. J. Environ. Res. Public Health 18(2), 468–468 (2021).
 8. Raffa, C. M. & Chiampo, F. Bioremediation of agricultural soils polluted with pesticides: A review. Bioengineering 8(7), 92–92 

(2021).
 9. Patra, J. K. et al. Nano based drug delivery systems: Recent developments and future prospects. J. Nanobiotechnol. 16(1), 71. https:// 

doi. org/ 10. 1186/ s12951- 018- 0392-8 (2018).
 10. Mitchell, M. J. et al. Engineering precision nanoparticles for drug delivery. Nat. Rev. Drug Discov. 20(2), 101–124. https:// doi. org/ 

10. 1038/ s41573- 020- 0090-8 (2021).
 11. Chariou, P. L., Ortega-Rivera, O. A. & Steinmetz, N. F. Nanocarriers for the delivery of medical, veterinary, and agricultural active 

ingredients. ACS Nano 14(3), 2678–2701. https:// doi. org/ 10. 1021/ acsna no. 0c001 73 (2020).
 12. Chariou, P. L. et al. Inactivated plant viruses as an agrochemical delivery platform. ACS Agric. Sci. Technol. 1(3), 124–130. https:// 

doi. org/ 10. 1021/ acsag scite ch. 1c000 83 (2021).
 13. Yin, Z. et al. Tobacco mosaic virus as a new carrier for tumor associated carbohydrate antigens. Bioconjugate Chem. 23(8), 

1694–1703. https:// doi. org/ 10. 1021/ bc300 244a (2012).
 14. Wei, D. et al. Viral nanoparticles as antigen carriers: Influence of shape on humoral immune responses in vivo. RSC Adv. 4(44), 

23017–23021. https:// doi. org/ 10. 1039/ C4RA0 1821D (2014).
 15. Zhao, X. et al. Enhancing antibody response against small molecular hapten with tobacco mosaic virus as a polyvalent carrier. 

ChemBioChem 16(9), 1279–1283. https:// doi. org/ 10. 1002/ cbic. 20150 0028(accce ssed2 024/ 02/ 02) (2015).
 16. Gulati, N. M., Pitek, A. S., Steinmetz, N. F. & Stewart, P. L. Characterization of the shielding properties of serum albumin on a 

plant viral nanoparticle. Microsc. Microanal. 22(S3), 1084–1085. https:// doi. org/ 10. 1017/ S1431 92761 60062 67Fro mCamb ridge 
Unive rsity Press Cambr idgeC ore (2016).

 17. Gulati, N. M., Pitek, A. S., Steinmetz, N. F. & Stewart, P. L. Cryo-electron tomography investigation of serum albumin-camouflaged 
tobacco mosaic virus nanoparticles. Nanoscale 9(10), 3408–3415. https:// doi. org/ 10. 1039/ C6NR0 6948G (2017).

 18. Yuste-Calvo, C., González-Gamboa, I., Pacios, L. F., Sánchez, F. & Ponz, F. Structure-based multifunctionalization of flexuous 
elongated viral nanoparticles. ACS Omega 4(3), 5019–5028. https:// doi. org/ 10. 1021/ acsom ega. 8b027 60 (2019).

 19. González-Gamboa, I., Caparco, A. A., McCaskill, J. M. & Steinmetz, N. F. Bioconjugation strategies for tobacco mild green mosaic 
virus. ChemBioChem 23(18), e202200323–e202200323 (2022).

 20. Le, D. H. T., Hu, H., Commandeur, U. & Steinmetz, N. F. Chemical addressability of potato virus X for its applications in bio/
nanotechnology. J. Struct. Biol. 200(3), 360–368. https:// doi. org/ 10. 1016/j. jsb. 2017. 06. 006 (2017).

 21. Masarapu, H. et al. Physalis mottle virus-like particles as nanocarriers for imaging reagents and drugs. Biomacromolecules 18(12), 
4141–4153. https:// doi. org/ 10. 1021/ acs. biomac. 7b011 96 (2017).

 22. Jain, A. & Cheng, K. The principles and applications of avidin-based nanoparticles in drug delivery and diagnosis. J. Controll. 
Release 245, 27–40. https:// doi. org/ 10. 1016/j. jconr el. 2016. 11. 016 (2017).

 23. Shukla, S. et al. Affinity of plant viral nanoparticle potato virus X (PVX) towards malignant B cells enables cancer drug delivery. 
Biomater. Sci. 8(14), 3935–3943. https:// doi. org/ 10. 1039/ D0BM0 0683A (2020).

 24. Eiben, S. et al. Plant virus-based materials for biomedical applications: Trends and prospects. Adv. Drug Deliv. Rev. 145, 96–118. 
https:// doi. org/ 10. 1016/j. addr. 2018. 08. 011 (2019).

 25. Chung, Y. H., Cai, H. & Steinmetz, N. F. Viral nanoparticles for drug delivery, imaging, immunotherapy, and theranostic applica-
tions. Adv. Drug Deliv. Rev. 156, 214–235. https:// doi. org/ 10. 1016/j. addr. 2020. 06. 024 (2020).

 26. Chariou, P. L. et al. Let there be light: Targeted photodynamic therapy using high aspect ratio plant viral nanoparticles. Macromol. 
Biosci. 19(5), 1800407–1800407. https:// doi. org/ 10. 1002/ mabi. 20180 0407 (2019).

https://doi.org/10.1080/09583159209355222
https://doi.org/10.1080/09583159209355222
https://doi.org/10.1111/j.1469-8137.2008.02508.x
https://doi.org/10.1111/j.1469-8137.2008.02508.x
https://doi.org/10.1111/j.1747-6593.1991.tb00606.x
https://doi.org/10.1186/s12951-018-0392-8
https://doi.org/10.1186/s12951-018-0392-8
https://doi.org/10.1038/s41573-020-0090-8
https://doi.org/10.1038/s41573-020-0090-8
https://doi.org/10.1021/acsnano.0c00173
https://doi.org/10.1021/acsagscitech.1c00083
https://doi.org/10.1021/acsagscitech.1c00083
https://doi.org/10.1021/bc300244a
https://doi.org/10.1039/C4RA01821D
https://doi.org/10.1002/cbic.201500028(acccessed2024/02/02)
https://doi.org/10.1017/S1431927616006267FromCambridgeUniversityPressCambridgeCore
https://doi.org/10.1017/S1431927616006267FromCambridgeUniversityPressCambridgeCore
https://doi.org/10.1039/C6NR06948G
https://doi.org/10.1021/acsomega.8b02760
https://doi.org/10.1016/j.jsb.2017.06.006
https://doi.org/10.1021/acs.biomac.7b01196
https://doi.org/10.1016/j.jconrel.2016.11.016
https://doi.org/10.1039/D0BM00683A
https://doi.org/10.1016/j.addr.2018.08.011
https://doi.org/10.1016/j.addr.2020.06.024
https://doi.org/10.1002/mabi.201800407


11

Vol.:(0123456789)

Scientific Reports |         (2024) 14:7168  | https://doi.org/10.1038/s41598-024-57200-0

www.nature.com/scientificreports/

 27. Cao, J. et al. Development of abamectin loaded plant virus nanoparticles for efficacious plant parasitic nematode control. ACS 
Appl. Mater. Interfaces 7(18), 9546–9553. https:// doi. org/ 10. 1021/ acsami. 5b009 40 (2015).

 28. Charudattan, R. & Hiebert, E. A plant virus as a bioherbicide for tropical soda apple, Solanum viarum. Outlooks Pest Manag. 18, 
167–171 (2007).

 29. Charudattan, R., Hiebert, E., Currey, W., Elliott, M., Devalerio, J. & Maia, G. Design and testing of field application tools for a 
bioherbicide with a plant virus as active ingredient. https:// www. teejet. com (2020).

 30. Chariou, P. L. & Steinmetz, N. F. Delivery of pesticides to plant parasitic nematodes using tobacco mild green mosaic virus as a 
nanocarrier. ACS Nano 11(5), 4719–4730. https:// doi. org/ 10. 1021/ acsna no. 7b008 23 (2017).

 31. Chariou, P. L. et al. Soil mobility of synthetic and virus-based model nanopesticides. Nat. Nanotechnol. 14(7), 712–718. https:// 
doi. org/ 10. 1038/ s41565- 019- 0453-7 (2019).

 32. Shin, M. D., Hochberg, J. D., Pokorski, J. K. & Steinmetz, N. F. Bioconjugation of active ingredients to plant viral nanoparticles is 
enhanced by preincubation with a pluronic F127 polymer scaffold. ACS Appl. Mater. Interfaces 13(50), 59618–59632. https:// doi. 
org/ 10. 1021/ acsami. 1c131 83 (2021).

 33. Lavelle, L. et al. Phase diagram of self-assembled viral capsid protein polymorphs. J. Phys. Chem. B 113(12), 3813–3819 (2009).
 34. Harrison, B. D., Wilson, T. M. A. & Klug, A. The tobacco mosaic virus particle: Structure and assembly. Philos. Trans. R. Soc. London 

Ser. B Biol. Sci. 354(1383), 531–535. https:// doi. org/ 10. 1098/ rstb. 1999. 0404 (1999).
 35. Caspar, D. L. D. Assembly and stability of the tobacco mosaic virus particle. Adv. Protein Chem. 18, 37–121 (1964).
 36. Raghavendra, K., Kelly, J. A., Khairallah, L. & Schuster, T. M. Structure and function of disk aggregates of the coat protein of tobacco 

mosaic virus. Biochemistry 27(20), 7583–7588 (1988).
 37. Butler, P. J. G. & Klug, A. Assembly of the particle of tobacco mosaic virus from RNA and disks of protein. Nat. New Biol. 229(2), 

47–50 (1971).
 38. Klug, A. The tobacco mosaic virus particle: Structure and assembly. Philos. Trans. R. Soc. London Ser. B Biol. Sci. 354(1383), 531–535 

(1999).
 39. Durham, A. C. H. The cause of irreversible polymerisation of tobacco mosaic virus protein. FEBS Lett. 25(1), 147–152 (1972).
 40. Durham, A. C. H. & Klug, A. Polymerization of tobacco mosaic virus protein and its control. Nat. New Biol. 229(2), 42–46 (1971).
 41. Lavelle, L., Michel, J.-P. & Gingery, M. The disassembly, reassembly and stability of CCMV protein capsids. J. Virol. Methods 

146(1–2), 311–316 (2007).
 42. Batista, A. N. L., Batista, J. M. Jr., Bolzani, V. S., Furlan, M. & Blanch, E. W. Selective DMSO-induced conformational changes in 

proteins from Raman optical activity. Phys. Chem. Chem. Phys. 15(46), 20147–20152 (2013).
 43. Chan, D. S. H. et al. Effect of DMSO on protein structure and interactions assessed by collision-induced dissociation and unfold-

ing. Anal. Chem. 89(18), 9976–9983. https:// doi. org/ 10. 1021/ acs. analc hem. 7b023 29 (2017).
 44. Arakawa, T., Kita, Y. & Timasheff, S. N. Protein precipitation and denaturation by dimethyl sulfoxide. Biophys. Chem. 131(1–3), 

62–70 (2007).
 45. Greenfield, N. J. Using circular dichroism spectra to estimate protein secondary structure. Nat. Protocols 1(6), 2876–2890. https:// 

doi. org/ 10. 1038/ nprot. 2006. 202 (2006).
 46. Kegel, W. K. & van der Schoot, P. Physical regulation of the self-assembly of tobacco mosaic virus coat protein. Biophys. J. 91(4), 

1501–1512. https:// doi. org/ 10. 1529/ bioph ysj. 105. 072603 (2006).
 47. Jackson, M. & Mantsch, H. H. Beware of proteins in DMSO. Biochimica et Biophysica Acta (BBA) - Protein Struct. Mol. Enzymol. 

1078(2), 231–235. https:// doi. org/ 10. 1016/ 0167- 4838(91) 90563-F (1991).
 48. O’Brien, E. P., Brooks, B. R. & Thirumalai, D. Effects of pH on proteins: Predictions for ensemble and single-molecule pulling 

experiments. J. Am. Chem. Soc. 134(2), 979–987. https:// doi. org/ 10. 1021/ ja206 557y (2012).
 49. Caparco, A. A., González-Gamboa, I., Hays, S. S., Pokorski, J. K. & Steinmetz, N. F. Delivery of nematicides using TMGMV-derived 

spherical nanoparticles. Nano Lett. 23(12), 5785–5793. https:// doi. org/ 10. 1021/ acs. nanol ett. 3c016 84 (2023).
 50. Bousquet-Mélou, A., Lespine, A., Sutra, J.-F., Bargues, I. & Toutain, P.-L. A Large impact of obesity on the disposition of ivermectin, 

moxidectin and eprinomectin in a canine model: Relevance for COVID-19 patients. Front. Pharmacol. https:// doi. org/ 10. 3389/ 
fphar. 2021. 666348 (2021).

 51. Yang, Y. et al. Residue and risk assessment of fluopyram in carrot tissues. Molecules https:// doi. org/ 10. 3390/ molec ules2 71755 44Fro 
mNLM (2022).

 52. Washington, N., Lamont, G., Wilson, C. G., Washington, C. & Withington, R. The effect of high and low fat meals on the absorp-
tion of rifampicin from the gastrointestinal tract in volunteer subjects. Int. J. Pharm. 108(2), 125–131. https:// doi. org/ 10. 1016/ 
0378- 5173(94) 90323-9 (1994).

 53. Skolnick, J. & Zhou, H. Implications of the essential role of small molecule ligand binding pockets in protein-protein interactions. 
J. Phys. Chem. B 126(36), 6853–6867. https:// doi. org/ 10. 1021/ acs. jpcb. 2c045 25 (2022).

 54. Gurung, A. B., Bhattacharjee, A. & Ali, M. A. Exploring the physicochemical profile and the binding patterns of selected novel 
anticancer Himalayan plant derived active compounds with macromolecular targets. Inf. Med. Unlocked 5, 1–14. https:// doi. org/ 
10. 1016/j. imu. 2016. 09. 004 (2016).

Acknowledgements
This work supported in part by grants from USDA, NIFA-2020-67021-31255 (to NFS) and NIFA-2022-67012-
36698 (to AAC), the NSF MRSEC at UCSD (DMR-2011924 to NFS, JKP, JVJ), the NSF CMMI 1901713 (to 
JKP), and a research contract through BASF (30034300 to NFS). The authors thank the University of Cali-
fornia, San Diego—Cellular and Molecular Medicine Electron Microscopy Core (UCSD-CMM-EM Core, 
RRID:SCR_022039) for equipment access and technical assistance. The UCSD-CMM-EM Core is supported in 
part by the National Institutes of Health Award number S10OD023527. Specifically, the authors thank Guillaume 
Castillon for training and technical support with the EM equipment. PF-V thanks ENLACE UCSD program and 
Instituto Politécnico Nacional. The authors thank Dr. Krister Barkovich and Dr. Jorge Leganés (UC San Diego) 
for helpful discussions.

Author contributions
N.F.S. conceptualized the work; I.G.-G., A.A.C., and J.M.C. formally analyzed the data; N.F.S. and J.K.P. acquired 
the funding; I.G.-G., A.A.C., J.M.C., P.F.-V., S.S.H. and Z.J. conducted conceptual and experimental investigation; 
J.V.J. provided key resources to the study; I.G.-G. and A.A.C. wrote the original draft; All the authors reviewed 
and edited the original draft.

Competing interests 
The authors declare the following competing financial interests: Dr. Steinmetz and Dr. Pokorski are co-founders 
of, have equity in, and have a financial interest with Mosaic ImmunoEnginering Inc. Dr. Steinmetz and Dr. 

https://doi.org/10.1021/acsami.5b00940
https://www.teejet.com
https://doi.org/10.1021/acsnano.7b00823
https://doi.org/10.1038/s41565-019-0453-7
https://doi.org/10.1038/s41565-019-0453-7
https://doi.org/10.1021/acsami.1c13183
https://doi.org/10.1021/acsami.1c13183
https://doi.org/10.1098/rstb.1999.0404
https://doi.org/10.1021/acs.analchem.7b02329
https://doi.org/10.1038/nprot.2006.202
https://doi.org/10.1038/nprot.2006.202
https://doi.org/10.1529/biophysj.105.072603
https://doi.org/10.1016/0167-4838(91)90563-F
https://doi.org/10.1021/ja206557y
https://doi.org/10.1021/acs.nanolett.3c01684
https://doi.org/10.3389/fphar.2021.666348
https://doi.org/10.3389/fphar.2021.666348
https://doi.org/10.3390/molecules27175544FromNLM
https://doi.org/10.3390/molecules27175544FromNLM
https://doi.org/10.1016/0378-5173(94)90323-9
https://doi.org/10.1016/0378-5173(94)90323-9
https://doi.org/10.1021/acs.jpcb.2c04525
https://doi.org/10.1016/j.imu.2016.09.004
https://doi.org/10.1016/j.imu.2016.09.004


12

Vol:.(1234567890)

Scientific Reports |         (2024) 14:7168  | https://doi.org/10.1038/s41598-024-57200-0

www.nature.com/scientificreports/

Pokorski are co-founder of Pokometz Scientific LLC. Dr. Steinmetz serves as manager of Pokometz Scientific 
LLC under which she is a paid consultant to Flagship Labs 95 Inc. and Arana Biosciences Inc. The other authors 
declare no potential COI.

Additional information
Supplementary Information The online version contains supplementary material available at https:// doi. org/ 
10. 1038/ s41598- 024- 57200-0.

Correspondence and requests for materials should be addressed to N.F.S.

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) 2024

https://doi.org/10.1038/s41598-024-57200-0
https://doi.org/10.1038/s41598-024-57200-0
www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Inter-coat protein loading of active ingredients into Tobacco mild green mosaic virus through partial dissociation and reassembly of the virion
	Materials and methods
	Preparation of TMGMV
	Infusion of hydrophobic cargo in TMGMV by pH increase from pH 7 to pH 7.5
	Infusion of hydrophobic cargo in TMGMV by change in DMSO concentration
	Transmission electron microscopy (TEM)
	Size exclusion chromatography (SEC)
	Circular dichroism spectroscopy (CD)
	Small molecules quantification by high-performance liquid chromatography (HPLC)
	Soil mobility
	Generation of AI structures
	Docking and energy analysis

	Results and discussion
	Conclusions
	References
	Acknowledgements


