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Abstract

:

Viruses have recently emerged as promising nanomaterials for biotechnological applications. One of the most important applications of viruses is phage display, which has already been employed to identify a broad range of potential therapeutic peptides and antibodies, as well as other biotechnologically relevant polypeptides (including protease inhibitors, minimizing proteins, and cell/organ targeting peptides). Additionally, their high stability, easily modifiable surface, and enormous diversity in shape and size, distinguish viruses from synthetic nanocarriers used for drug delivery. Indeed, several plant and bacterial viruses (e.g., phages) have been investigated and applied as drug carriers. The ability to remove the genetic material within the capsids of some plant viruses and phages produces empty viral-like particles that are replication-deficient and can be loaded with therapeutic agents. This review summarizes the current applications of plant viruses and phages in drug discovery and as drug delivery systems and includes a discussion of the present status of virus-based materials in clinical research, alongside the observed challenges and opportunities.
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1. Introduction


In the 18th century, the term “virus” was defined as a morbid principle or poisonous substance produced in the body as the result of some disease [1]. This was due to the initial identification of viruses as infectious agents that could be transferred to other humans or animals, similarly to bacteria but of different size. Since the discovery of the first virus by Ivanovsky in 1892, our understanding of the properties of viruses has changed significantly [2]. Owing to advances in virology, their definition was changed to small, non-cellular obligate parasites carrying non-host genetic information [3]. In fact, these advances not only improved our knowledge about the nature of viruses, but also contributed to change their negative connotation. After the discovery of bacterial viruses (bacteriophages; phages), the French Canadian Felix d’Herelle recognized their ability to replicate exponentially and kill bacteria [4]. These observations suggested potential clinical applications for bacteriophages such as their use as antibacterial agents for the treatment of infectious disease. Although many large pharmaceutical companies marketed phage products in the 1920s and 1930s, clinical failures and theoretical concerns led to their abandonment [5]. In parallel, the discovery of antibiotics equally contributed to the loss of interest in phage therapy around this time [6]. Nonetheless, in the 1940s bacteriophages regained attention in the field of molecular biology. They were notably used as model organisms to understand the genetic basis of virus–host interactions in addition to enabling the discovery of several genetic processes such as transcription, translation, recombination, and regulation of gene expression [7]. While these discoveries reshaped the paradigm of virology, in 1985 the invention of the so-called “phage display” technique greatly broadened the field to new areas of application including drug discovery, vaccine development, antibody engineering, enzyme evolution, and gene therapy [8,9]. Thirty-three years after its development, the contribution of phage display technology to the selection of peptides and antibodies was recognized by a Nobel Prize in Chemistry in 2018 [10]. Another milestone was reached around the year 2000, when viruses were recognized as nanomaterials with the ability to encapsulate molecules within their capsids, to template biomineralization of inorganic materials, and to form self-assembled 2D/3D nanostructures. In this regard, viruses have become promising materials for several applications ranging from biosensing, imaging, and targeted drug/gene delivery to energy/electronic applications (memory devices, batteries, and light-harvesting systems). This review summarizes the current applications of plant and bacterial viruses in medicine, with a focus on virus-based drug discovery approaches and drug delivery systems. Human/animal viruses used e.g., for gene delivery, have been reviewed elsewhere and will not be discussed herein [11,12]. The review begins with an overview of the structure and chemistry of the most common plant and bacterial viruses used in nanomedicine and is concluded by a discussion of the present status of virus-based materials in clinical research, alongside current existing challenges and opportunities.




2. Viruses as Nanomedicine


From a material point of view, viruses can be considered as protein-based supramolecular assemblies composed of multiple copies of coat proteins assembled into shell structures of different shapes/sizes ranging from tens to hundreds of nanometers. The protein outer shell (i.e., the so-called capsid) encapsulates the genomic material that contains all essential genes to replicate within a host [13]. The primary function of the capsid is to protect the genomic material and this feature makes viruses stable under conditions such as extreme temperature and pH [14]. Although animal viruses are widely recognized as a delivery vehicle, or ‘vector’, for gene therapy, their use as a nanocarrier has remained relatively limited due to safety concerns. Indeed, while it has been demonstrated that the administration of 1011 plant viruses or phage to mice showed no sign of toxicity, the same dose of animal viruses caused severe hepatotoxicity [15,16,17,18]. Therefore, plant and bacteria viruses have received considerably more attention than animal viruses in nanomedicine for applications other than gene delivery. The most studied bacterial virus is M13 phage, whereas the tobacco mosaic virus (TMV), cowpea chlorotic mottle virus (CCMV), and cowpea mosaic virus (CMV) are the most extensively studied plant viruses [19]. Viruses possess precise, nanoscale structures and dimensions that are difficult replicate using chemical synthesis or top-down fabrication methods [20]. The diversity in shape and size of viruses provides a wealth of possibilities to researchers, who can choose the most appropriate system for a given application. For instance, while viruses with higher aspect ratios are more suitable to target diseased vessel walls, viruses with flexible rod shapes have been shown to penetrate better into tumor tissue [21,22]. In addition, the surface properties of viruses can be controlled using chemical and genetic approaches without destroying their structural integrity. This feature enables spatial control on the position of functional moieties, such as targeting ligands, drug molecules, and contrast agents on the virus surface and allows for the design of multifunctional systems bearing combinations of the above [23]. One of the most interesting properties of viruses, in terms of material synthesis, is that they can be produced in large quantities by infecting host cells, and can be purified inexpensively on a large scale. Therefore, virus-based materials are a niche nanomaterial with several unique features compared to synthetic nanomaterials.



2.1. Bacterial Viruses (Bacteriophages)


2.1.1. Filamentous Bacteriophages (M13 and fd)


M13 and fd phages belong to a group of filamentous phages (Ff) that specifically infect Escherichia coli bacteria. As their genomes are more than 98% identical and their gene products are interchangeable, they are usually collectively referred to as Ff phage [24]. Thus, only the properties of M13 phage are discussed herein as a representative example of filamentous phages. The relatively simple structure of the M13 virion has been extensively studied and is very well known. M13 is 65 Å in diameter and its length depends on the size of enclosed genome (9300 Å in the case of the wild-type M13) (Figure 1A). The flexible filamentous structure contains a circular, 6407 base-pair single-stranded DNA genome coated with 2700 copies of the major coat protein p8 (Figure 2A). The major coat proteins form a tube around the DNA, in an overlapping helical array. The N-terminus of the p8 protein extends towards the exterior of the capsid while the C-terminus interacts with the DNA inside. The hydrophobic domain located in the central part of p8 protein stabilizes the viral particle by interlocking the coat proteins with their neighbors. Additionally, four other minor coat proteins are present, at five copies per particle. p7 and p9 are located at one end of the capsid, while p3 and p6 are located at the other end. p3 is the largest and most complex coat protein and is responsible for the host cell recognition and infection [25,26,27].



M13 phage engages in a chronic infection life cycle where the propagated phage particles are slowly released from the host cell by secretion through the outer membrane, a process that does not lead to bacteria lysis. Phage infection starts with the attachment of p3 protein to the F pilus of bacteria. The phage genome enters the cell and is converted into double-stranded DNA. Afterwards, the synthesis of all M13 phage proteins starts, and the double-stranded DNA is amplified in a process involving p2 and p10 proteins to produce plus-strand copies of the phage DNA. Protein p5 is employed in coating the amplified DNA molecules while the coat proteins p8, p7, p9, p6, and p3 are inserted into the inner bacterial membrane. A small uncovered hairpin of single-stranded DNA is captured by a complex of integral membrane proteins p1, p4, and p9. This complex is described as a membrane pore where the phage is assembled and extruded from the bacterium. As the release of mature M13 virions occurs right after phage assembly, they do not accumulate inside the bacteria and the infected cell continue to grow, albeit at a reduced rate [26,28,29,30,31].




2.1.2. T4 Bacteriophage


The T4 phage is a double-stranded DNA virus that is known as one of the largest viruses to infect bacteria. It belongs to the Myoviridae family and infects Escherichia coli and the closely related Shigella. Like other members of Myoviridae family, T4 has a prolate icosahedral head, a collar with whiskers, and a contractile tail terminating in a baseplate that is attached to six long tail fibers (Figure 1B). While the fibers recognize the host cell surface and attach to the bacterium during infection, the baseplate binds to specific surface receptors and degrades the bacterial wall with its enzymes. This process enables the introduction of DNA into the cell. The virion consists of several components including DNA, proteins, and a few non-protein constituents such as polyamines associated with DNA (putrescine, spermidine, cadaverine), ATP and Ca2+ associated with the tail sheath, and dihydropteroylhexaglutamate associated with the baseplate [32].



The DNA of T4 phage is tightly packed inside the protein capsid, which has a length of 120 nm and a width of 86 nm. The capsid is built from three essential proteins: the major capsid protein gp23* (49 kDa, *: final form within capsid, following enzymatic processing) present at 930 copies, the vertex protein gp24* (47 kDa) present at 55 copies, and the portal protein gp20 (61 kDa) present at 12 copies (Figure 2C). Additionally, there are two outer capsid proteins that are nonessential and bind to the capsid after assembly. The highly antigenic outer capsid protein (Hoc, 39.1 kDa) occupies the center of the gp23 capsomers and is present in up to 155 copies per capsid particle. The rod-like small outer capsid protein (Soc, 9.7 kDa) binds to the capsid surface between the gp23* capsomers (up to 810 copies per capsid) and form a nearly continuous mesh on the surface encircling the gp23* hexamers. Interaction of a Soc protein with two gp23* proteins of adjacent capsomers, as well as trimerization of Soc proteins through C-terminal interactions, stabilize the gp23* hexameric capsomers. Although Soc protein is not essential, the assembly of Soc proteins on the surface of T4 improves stability towards pH (up to pH 11), temperature (<60 °C), osmotic shock, and denaturants. Nevertheless, deletion of either one or both Hoc and Soc genes does not affect phage viability or infectivity under standard laboratory conditions [33,34,35].




2.1.3. T7 Bacteriophage


T7 bacteriophage belongs to the genus of T7-like bacteriophages, which are characterized by their isometric capsid and non-contractile tail (Figure 1C). T7 phage contains a short tail and a 60 nm symmetrical polyhedral capsid with a conspicuous core (composed of proteins gp14, 15, and 16) containing a 40,000 base-pair double-stranded DNA. Phage assembly begins with the formation of a prohead composed of the major head protein gp10A (36.4 kDa), the minor head protein gp10B (41.7 kDa, derived from a read-through of gp10A), and the scaffolding gp9 protein (Figure 2B). During the process of DNA packaging, the prohead interacts with DNA through the terminase proteins (gp18 and 19) and loses the scaffolding protein once the encapsidation of DNA is complete. Afterwards, the connector protein (gp8) that attaches the core to the tail is incorporated into the capsid structure. The function of core structure is believed to be essential for infectivity, but not for the stability of the prohead structure [42,43].




2.1.4. λ (lambda) Phage


λ phage is a temperate Escherichia coli virus composed of a flexible helical tail and a 62 nm diameter icosahedral capsid containing a 48,500 base-pair double-stranded DNA genome (Figure 1D) [44]. As a part of its temperate life cycle, λ phage initially integrates its DNA into the bacterial genome where it is replicated with bacterial chromosomes and transmitted to new cells. Thereafter, the lytic cycle begins and phage proteins are synthesized to form the phage particles. The lytic cycle takes ~40 min and produces ~100 phage, and the ends with cell lysis, which releases the phages. The generation of empty procapsids is the first step of phage assembly. Four hundred and five copies of protein E (gpE), one of the major capsid proteins, are organized into hexameric and pentameric capsomers (Figure 2D). The phage DNA is then packed into the procapsid, which provokes a reconfiguration of gpE as well as the expansion of the procapsid. The expansion is followed by the attachment of protein gpD, the head decoration protein, to form mature capsid. Four hundred and twenty copies of protein gpD are present within the capsid and stabilize the expanded capsid structure to prevent DNA release [44,45].




2.1.5. MS2


MS2 is an RNA-containing Escherichia coli bacteriophage with a 27 nm diameter icosahedral capsid (Figure 1E). The phage capsid is composed of 180 copies of coat protein and a single copy of maturation protein (A protein) that is responsible for attachment to the host bacterial cell during infection [46]. During the assembly of phage particles, coat proteins initially form dimers and attachment of the dimer to an RNA hairpin produces a complex initiating the growth of the capsid [47]. As the complete RNA sequence is not necessary for initiation of the capsid formation, the self-assembly of purified coat proteins can be achieved with only the RNA hairpin loop to form empty virus-like particles [46,48]. Empty capsids can be also produced by removing the RNA genome in alkaline conditions (pH ~11.8), conditions that are suspected to degrade the RNA molecule through phosphate hydrolysis and reduce its affinity for the capsid proteins. In addition to the ability to produce phage capsids without genetic material, the presence of 32 pores, each with a 1.8 nm diameter, on the capsid surface enables the use this virus as a nanocarrier [49].





2.2. Plant Viruses


Like bacteriophages, plant viruses also possess many shapes, sizes, and surface properties, which offer a great diversity of possibilities for medical applications. Plant viruses can be conveniently produced from infected leaves, where infection is achieved by exposure to purified virus particles, infected leaf samples, or simple genomic products of the virus such as cDNA and RNA transcripts [50]. Moreover, plant viruses demonstrate remarkable stability over a wide pH range (3.5–9), temperatures up to 90 °C, and towards a variety of organic solvents (e.g., ethanol, dimethyl sulfoxide) [51,52,53,54]. As the shape of the viruses can significantly affect their performance in a given biomedical application, in the following sections they are categorized based on their shape. There are two main groups of plant viruses: icosahedral viruses with spherical shapes and rod-shaped viruses with high aspect ratios (Table 1).



2.2.1. Icosahedral Plant Viruses


The icosahedral structure is the most common shape for plant viruses. The members of this group most commonly used in medicine are cowpea mosaic virus (CPMV, Figure 1H), cowpea chlorotic mottle virus (CCMV, Figure 1G), brome mosaic virus (BMV, Figure 1F), cucumber mosaic virus (CMV, Figure 1I), hibiscus chlorotic ringspot virus (HCRSV, Figure 1L), red clover necrotic mosaic virus (RCNMV, Figure 1J), and turnip yellow mosaic virus (TYMV, Figure 1K). They are composed of 180 copies of coat protein that form capsid structures with sizes ranging from 28–36 nm (Table 1), each containing a single-stranded RNA genome [51,55,60,61,62,68]. In addition, RNA-free capsids can be generated artificially using pressure, basic/acidic environments, denaturing agents (ca. urea), ribonucleases, or repeated freeze–thaw cycles [51,60,61,68]. In the case of CPMV particles, empty capsids are efficiently produced by co-expressing the fused small/large subunits of coat protein (VP60) along with the 24K proteinase in insect cells and plants [69].




2.2.2. Rod-Shaped Plant Viruses


Tobacco mosaic virus (TMV, Figure 1M) and potato virus x (PVX, Figure 1N) are the rod shaped plant viruses that have been most widely used for drug delivery systems. While both viruses contain single stranded RNA genetic material, they are formed of different coat proteins with different copy numbers, resulting in different lengths. TMV consists of 2130 copies of coat proteins, helically arranged around RNA and forming a hollow nanorod with a 4 nm wide interior channel that is 300 nm in length. It is also possible to produce them as disks in the absence of RNA, which is another nanostructure consisting of 34 coat proteins. The most interesting feature of TMV particles is their ability to form RNA-free spherical nanoparticles from the rod-shaped virus due to thermal processing. The size of the spherical particles can be tuned between 100–800 nm [70,71,72]. On their side, PVX particles have a rod-like shape with sizes similar to that of TMV, and are 515 × 13 nm in size [67,73].






3. Virus-Based Drug Discovery


3.1. Phage Display Platforms


Various types of phage have been employed to create phage display platforms and have been used for the purpose of drug discovery. This section will present the properties of the most popular of these, with emphasis on their relative advantages and shortcomings.



3.1.1. M13 Phage Display Platform


M13 has been the most widely used phage for phage display since the invention of this technology in 1985 by George P. Smith [74,75]. Combinatorial libraries of polypeptides fused to coat proteins have been used to screen interaction partners towards several targets as well as to study structure–function relations in proteins [25]. In phage display, the genome of M13 phage is manipulated by inserting a DNA sequence into the gene encoding a coat protein. Generally, diverse combinatorial libraries of short peptide sequences (8–12 amino acids) are displayed as fusions to these. Any modification of the phage genome is reflected in a corresponding modification in the coat proteins of the phage, which provides a link between the phenotype and genotype. Selection of the best peptide binding sequence for a given target material is performed through an enrichment process called “biopanning”. Initially, the phage are allowed to bind to the target then, after washing away the non-bound phage, the bound phage are eluted and amplified through host bacterial infection. This artificial evolutionary process to select the best binding peptide sequence is repeated several times for enrichment of the best binding partners. Finally, the selected binding peptides are identified by DNA sequencing of the phage genome [76,77,78]. Phage display technology has been extensively used to identify specific binding peptides for many biological molecules including toxins, bacteria, organs, and tumor-associated antigens [79,80,81,82]. Although all five coat proteins have been used to display foreign proteins, the most common approach is to fuse foreign sequences to the N-terminus of p3 and p8 coat proteins [83,84,85].



There are three different strategies to display proteins as fusions to p3 and p8 coat proteins, which are categorized as phage, phagemid, and hybrid systems. In the phage system, the gene encoding the foreign protein is directly inserted into the phage genome and results in fusion proteins displayed on every copy of chosen coat protein. As a general rule, larger proteins are more efficiently displayed on p3, and the p8 protein is limited to displaying short peptides (~6–10 amino acids). Nonetheless, p3 remains limited in what it can display, and proteins larger than 50 amino acids cannot be displayed on all five copies. Thus, it can be necessary to decrease the copy number of fusion proteins to efficiently display them on the desired coat protein. The phagemid system is used to overcome this limitation. A phagemid is a plasmid carrying the viral gene encoding the fusion coat protein, phage origin of replication, and a phage-packaging signal. The genes required for phage assembly, including the wild type coat protein, are provided by packaging-defective ‘helper’ phage. Upon coinfection of bacteria by phagemid and helper phage, wild type proteins and fusion coat proteins are synthesized and preferentially-assembled around the phagemid DNA. This results in hybrid phages displaying only a few copies of the fusion coat protein. The hybrid system was also invented with a similar motivation to the phagemid system: to enable the display of large protein sequences on the phage’s surface. However, unlike the phagemid system, it only employs the phage genome, which carries both the gene encoding wild type coat protein and the gene encoding fusion protein. Smith defined these three systems using the terms“3”, “3+3”, and “33” respectively (Figure 2F). Number “3” indicates p3 coat protein whereas formats “8”, “8+8”, and “88” are used for phage display on p8 coat protein [26,86,87,88].




3.1.2. T4 Phage Display Platform


The display of fusion peptides/proteins on T4 phage has emerged as a promising tool to overcome the limitations of phage display platforms employing filamentous phages. For instance, one of the drawbacks of filamentous phage display is the small size of the peptides displayed on the major coat protein (6–10 amino acid residues). Larger polypeptides can only be displayed on minor coat proteins but at very low copy numbers. Moreover, during phage amplification, synthesized coat proteins are inserted into the inner cell membrane where virion assembly and export occur. Due to the membrane-mediated nature of this process, fusion proteins that cannot cross the cell membrane will not be displayed on the phage surface. The secretion system of E. coli may also prevent the display of some peptides that are toxic to bacteria and may also create the problem of achieving correct folding of the displayed protein [91,92,93,94]. However, T4 phage uses a lytic life cycle for reproduction in which phage assembly takes place inside the infected cell and, afterwards, progeny phages are released by cell lysis. This feature of T4 enables the display of a broader range of proteins with different size, structure, and biological functions that may not be possible with filamentous phage display [32,95].



In T4 phage display, Soc and Hoc are used for the fusion of foreign proteins (Figure 2C). Because both Soc and Hoc sites can be used simultaneously if desired, it has been shown that higher copy numbers of fusions on the phage surface can be achieved by display on both sites (Soc and Hoc) [96,97]. Foreign proteins can be displayed on T4 phage by in vivo and in vitro approaches. The in vivo approach can be performed in different ways, one of which is based on the integration of a modified soc gene into a soc-deleted T4 genome through a modified positive selection plasmid. In this type of plasmid, the soc gene is flanked on its 5′ side by a 3′ portion of the T4 lysozyme gene (e’), and on its 3′ side by a 5′ part of another T4 gene (denV’), which allows homologous recombination between the phage and the plasmid. Integration of the soc fusion gene into the T4 genome allows the expression and in vivo binding of fusion proteins to the phage capsid [93]. Alternatively, Soc and Hoc fusion proteins can be incorporated to the phage capsid through a natural assembly process in host bacteria expressing the fusion proteins from a designed expression vector. Upon infection of bacteria with T4 phage strains having defective soc or hoc genes, fusion proteins are expressed and assembled onto the phage capsid [98,99].



Although in vivo approaches have been widely used to display different proteins on the surface of T4 phage, they are limited to the display of single components, such as a peptide, a domain, or a protein. Limitations in displaying multiple components and large domains arise from the fact that the expression and assembly of the foreign proteins occur during phage infection. This lytic phage cycle leads to problems such as the loss of critical epitopes due to nonspecific proteolysis, low and variable copy number of displayed proteins due to the variations in intracellular expression, structural heterogeneity due to aggregation of the expressed proteins, insolubility, and improper folding [93,100]. Thus an in vitro approach has been developed to overcome these drawbacks for efficient and controlled display of large proteins on the phage surface. In this approach, foreign proteins fused to Soc and Hoc proteins are overexpressed in bacteria and purified. The high affinity interactions between Hoc/Soc proteins and the phage capsid enable in vitro assembly of purified proteins on Hoc- and Soc-defective phage, which is performed by simply mixing the components. Therefore, the in vitro approach results in a phenotype no longer connected to the genotype of the engineered phage, which contrasts to the in vivo approach. An attractive feature of the in vitro approach is that the expression of Hoc/Soc fusion proteins is not restricted to E.coli or another specific host, thus any expression system can be used for production of fusions. Consequently, functionally well-characterized and conformationally homogenous fusion proteins are produced and displayed on phage capsids. Additionally, the copy number of displayed proteins can be controlled by changing the ratio of protein to capsid binding sites. It is worthy to note that the in vitro approach also allows customized engineering of T4 phage to display multiple proteins on the same capsid [101,102,103].




3.1.3. T7 Phage Display Platform


The T7 phage capsid is composed of gp10A and gp10B, which have been employed to display peptide moieties (Figure 2B). While high display numbers can be achieved for peptide sequences shorter than 50 amino acids, only a few copies of larger proteins (<1,200 amino acids) are displayed per capsid [95]. Therefore, the T7 phage display platform becomes favorable for the display of large proteins. As for T4, T7 phage display vectors also overcome certain limitations of filamentous phage display platforms. The lytic nature of T7 phage eliminates the need for protein export and enables the display of a broad diversity of proteins on the phage’s surface [104,105]. Moreover, the lytic life cycle shortens the time required for biopanning steps and thus accelerates the selection from the phage library [106]. Unlike many other phage display systems, the coat proteins of T7 phage are anchored to the phage through their N-termini, which makes their C-termini available to display the peptide moieties. This feature makes T7 phage attractive to develop recognition moieties for targeting protein domains that preferentially interact at their N-termini [107].




3.1.4. λ (lambda) Phage Display Platform


Lambda phage libraries are used as another lytic phage display platform to overcome the limitations of filamentous phage display systems, and employ either the gpV tail protein or the gpD decorative capsid protein (Figure 2D). The tail tube consists of 32 disks, each containing six subunits of gpV protein. The small C-terminal domain of gpV protein is exposed and allows the expression of protein moieties as fusions, however, the fusion proteins are only displayed at low levels (ca. one molecule per phage particle) [108]. On the other hand, the gpD protein enables the display of fusions on both its N- and C-termini [109]. While the level of display depends on the size of the fusion, large tetrameric proteins can be displayed at lower levels compared to the small protein domains [110]. In order to overcome low display levels of lambda phage, two different approaches have been investigated. The first approach uses a two-gene system, where both wild type gpD protein and gpD fusion coat proteins are co-packaged into the lambda’s head and generate mosaic phage particles expressing both proteins [111,112]. In the second approach, nonsense suppression is used to control the level of the fusion protein. A stop codon is introduced between the gene of gpD protein and its fusion partner. As the gene of gpD protein cannot be fully suppressed, some wild type protein will be also expressed and displayed on phage surface [110,113].




3.1.5. MS2 Phage Display Platform


The major coat protein of MS2 can be used to display foreign proteins/peptides on its surface with high copy number. While the insertion of peptide sequences can be accomplished at different regions of the coat protein, the short hairpin loop between two β-strands (βA and βB) of the protein subunits has been the most commonly used part, as it allows the display of the peptide sequences on the outer surface of the phage (Figure 2E) [114,115,116,117,118,119]. Small peptide sequences can be displayed as N-terminal extensions of the coat protein subunits, which protrude from the phage surface as well. However, some deletions and base-substitutions can be observed due to the lack of genetic stability. The genetic stability of the insert highly depends on the structure of the RNA hairpin loop encoding the insert and it is determined by the choice of the nucleic acid sequence [120].





3.2. Phage Display-Derived Therapeutics


Phage display is one of today’s most important drug discovery technologies. It allows the identification of a broad range of potential therapeutic peptides and antibodies, as well as polypeptides with a variety of functions (protease inhibitors [121,122], minimizing proteins [123], novel scaffolds [124], and DNA binding proteins [125]). Amongst all of these, monoclonal antibodies (mAb) have received considerable attention. The generation of mAbs started with the discovery of the hybridoma technology by Köhler and Milstein in 1975, in which hybrid cells were developed by the fusion of B-cells from immunized animals with myeloma cells to produce antibodies [126]. 10 years later, the first approved mAb, muromonab- CD (Orthoclone OKT3®) [127], was produced using this technology. However, due to the non-human origin of this mAb, a significant percentage of patients developed immune responses, which called into question the safety and efficacy of the non-human mAb therapy [128]. In the late 1980s, recombinant DNA technologies allowed the humanization of non-human mAbs to make them more similar to antibodies within the human body [128]. Starting in the 1990s, human antibodies were produced by in vivo immunization and hybridoma technology using transgenic mice or rats containing the human antibody gene repertoire, or parts of it [129,130,131]. However, the immunization of transgenic animals could not be used for the production of in vivo antibodies for all types of antigens (e.g., unstable, conserved, and toxic antigens). These limitations impose the use of other alternatives such as in vitro selection technologies, which can be used to discover antibodies towards almost every type of antigen, as they do not depend on immunization.



As such, in vitro display technologies such as phage display, yeast display, ribosome display, bacterial display, mammalian cell-surface display, mRNA display, and DNA display have been used for antibody discovery [132]. Among these, phage display is the most widely used for antibody selection [133]. Its use has resulted in the discovery of over 80 mAbs that have entered clinical trials [134]. In 2002, adalimumab became the first phage display-derived mAb to have been granted market approval, and was also the first approved human mAb [131]. Small recombinant antibody fragments (e.g., scFv) [135,136] or fragment antigen-binding (Fab) [137,138] are also commonly selected by phage display, in addition to full antibodies [139]. A selection of FDA-approved phage display-derived antibody therapeutics are summarized in Table 2. Four exceptions in this table are the non-antibody peptides ecallantide (Kalbitor®), Romiplostim (Nplate®), albigutide (Tanzeum®), and Xyntha purification peptide. Antibody libraries are huge collections (>1010) of antibody genes encoding antibodies with unknown properties. These are an essential resource for antibody discovery by phage display and other in vitro selection technologies [133]. Depending on their source of origin, antibody libraries are classified as immune libraries and universal libraries. Immune libraries containing affinity-matured antibodies [133] are constructed using donors (humans or animals) who have received immunization, have been infected or a chronically-diseased, or those suffering from cancer [140]. Affinity maturation is achieved by mutation and clonal selection in which mutated antibodies with higher antigen-binding affinity are enriched [141]. However, extensive or hypermutation may increase the risk of immunogenicity [133]. Of course, it is not possible to construct immune libraries for each disease due to ethical issues, high cost, and laborious procedures. One solution to this problem is to use universal libraries that are generated by a source for which the immune system had not been activated to recognize a specific antigen (naïve) [132]. Moreover, due to the lack of affinity maturation, these universal libraries have low risk of immunogenicity [133]. In principle, a universal library can be applicable to mAb selection of any type of antigen. This is because the library comprises a high variability of antibody genes and comprises antibody genes from many donors [132]. Universal libraries are further sub-classified as naïve, semi-synthetic, or fully-synthetic. Naïve antibody libraries are constructed from the natural human IgM repertoire (i.e., from not intentionally immunized donors) [132,133]. Examples of naïve universal libraries are the human Fab library constructed by de Haard and colleagues at Dyax (now Shire) [137], the scFv libraries from Cambridge Antibody Technology (CAT) [142,143], scFv and Fab libraries from XOMA59, and the HAL scFv libraries [135,144]. Fully synthetic libraries are constructed to include synthetic genes derived from known (human) antibody frameworks with the capacity to generate a large diversity in appropriate regions [145]. Semi-synthetic libraries are a combination of natural (i.e., donor-derived antibody) and synthetic antibody sequences [138]. A combination of naïve and synthetic repertoires was used for the Dyax FAB310 library. Fully-synthetic libraries were developed by MorphoSys [133]. In addition, a particular type of antibody library is generated during guided phage display selection of human antibody using a non-human original antibody sequence. This strategy has been used for humanization and the discovery of fully human antibodies with similar properties to the murine antibody template, such as adalimumab [146].



Overall, the identification of mAbs and mAb derivatives by phage display technology was a breakthrough that has enabled the isolation of human antibodies towards many types of antigen without immunization. Since then, it is one of the main platforms for generation of human therapeutic antibodies together with transgenic immunized mice, antibody humanization techniques, and single B-cell expression cloning [169].




3.3. Phage Display Selection of Peptide Binders for Biomineralization/Self-Assembly of Inorganic Materials


Reports showing that peptides sequences displayed on the outer surface of E.coli could recognize and specifically-bind to metal/metal oxide surfaces (e.g., gold, iron oxide, and chromium) inspired research to extend this concept to phage display [170,171]. The first application of phage display libraries to evolve peptide sequences binding to inorganic substrates was performed for a range of semiconductor surfaces with the motivation of directing nanoparticles to specific locations on semiconductor structures for the fabrication of complex, sophisticated electronic materials [172]. This achievement led to research in phage display selection of material-binding peptides. Several peptide sequences with affinity to different materials (e.g., platinum, palladium, titanium, silicon, silver, gold, zinc sulfide, cadmium sulfide, graphite, calcite, indium phosphide, chlorine-doped polypyrrole (PPyCl), and carbon nanotubes) have been identified [78,173,174,175,176,177,178,179,180,181,182,183,184,185,186,187].



Peptides selected by phage display have not only been used to achieve binding, but have also been employed to direct the mineralization of nanomaterials. This approach is inspired by the process of biomineralization of materials in Nature by living organisms. Several biominerals are formed in a biologically-controlled manner under mild conditions and include calcium phosphate minerals in teeth and bone, silica in sponges, and magnetic particles of magnetite (Fe3O4) or greigite (Fe3S4). Recent interest in biomineralization has grown as it offers a greener and cheaper alternative to inorganic synthesis of materials, which usually requires high temperatures and harsh chemical reagents [188]. Peptide sequences that can facilitate biomineralization have been identified by phage display selection against target materials, considering that some selected peptides with binding affinity to the target material can nucleate or promote the formation of these materials. M13 phage was used to select several peptide sequences capable of recognition and nucleation of different materials like zinc sulfide (ZnS), cadmium sulfide (CdS) nanocrystals, iridium oxide (IrO2), cobalt platinum (CoPt), and iron platinum (FePt) materials [189,190,191,192,193]. Although the specific interactions between the peptide sequences and the ions are crucial for the nucleation and growth of these materials, the uniform conformation of the displayed peptides on phage surface is also mentioned to be important for controlled crystallization of the materials with single-crystal nature. While not directly used as therapeutics per se, the ability of phage display technology to identify peptides that bind with affinity to inorganic substrates has led to the use of viruses as building blocks of functional structures for drug delivery applications. In the following section, the techniques used for fabrication of virus-based drug carriers and the approaches to design virus-based drug delivery systems are presented.





4. Virus-Based Drug Delivery Systems


4.1. Encapsulation/Decoration with External Cargos


One of the most attractive features of plant viruses is that the coat proteins can self-assemble around synthetic materials, offering a stable and biodegradable delivery platform for various compounds. The self-assembly of virus coat proteins around cargo molecules can be achieved in different manners, depending on the virus. The interaction of coat proteins with a specific sequence of viral RNA (RCNMV) or a negatively charged material (BMV, CCMV, HCRSV) to replace the negatively charged RNA is crucial for some viral platforms to encapsulate foreign materials [61,194,195,196]. However, some virus particles can form empty capsids in the absence of any genetic/external material (CPMV) by simple co-expression of essential viral proteins in plant cells [197]. Moreover, the pores present on the viral capsids can be employed to encapsulate small molecules [60]. However, the size of capsid pores may not be sufficiently large for diffusion of small molecules in all virus platforms. In this case, pore formation can be induced by depletion of capsid-integrated divalent ions for some viral particles (e.g., RCNMV) [198]. Like many plant viruses, the relatively large interior volume of MS2 phage capsid provides an interesting platform to load molecules or materials. Spontaneous assembly of MS2 coat proteins in the presence of RNA sequences enables the loading of RNA-conjugated functional materials inside the phage capsid. Encapsulation of phage RNA is mediated by a 19-nucleotide RNA stem-loop, the so-called pac site, which specifically interacts with coat proteins. Inspired by this mechanism, molecules of interest, such as antisense oligodeoxynucleotides, antisense RNAs, quantum dots, drugs, and toxins, have been conjugated with a pac site to initiate the assembly of coat proteins and to achieve packaging within the capsid [199,200,201]. The reassembly of coat protein dimers around functional moieties is another strategy employed to encapsulate external cargos within the MS2 capsid. In this approach, phage capsids are first disassembled into dimers with acetic acid. Then, reassembly is initiated with negatively charged DNA/polymer/amino acid tags conjugated to a cargo molecule, due to their electrostatic interactions with the interior positively-charged capsid dimers. While the presence of highly-negatively charged cargo (ca. DNA-coated gold nanoparticles) is sufficient to initiate the reassembly, it might be necessary to add protein stabilizing osmolytes to increase the yield of reassembly around protein cargos, such as enzymes [202,203].



The ability to empty the T7 phage capsid of its genetic material opens up the opportunity to use these hollow phage heads as cages for encapsulation of foreign materials. It has been demonstrated that the phage DNA can be released from the capsid by applying osmotic pressure, and the empty capsids then filled with precursor ions for mineralization [204]. The self-assembly of nanoparticles on the capsid of T7 has also been reported in the literature. This was accomplished by introducing functional moieties (biotinylation peptide, gold binding peptide) onto the coat protein through genetic engineering, and were used to assemble quantum dots and gold nanoparticles [205,206]. M13 and MS2 phage capsids have also been used as templates to assemble a variety of materials (e.g., 64Cu, Gd3+, drugs, single wall carbon nanotubes, iron oxide nanoparticles and fluorophores) with high copy number by means of genetic/chemical modification of the coat proteins for site-specific material conjugation [84,207,208,209,210,211].



The capsid of T4 phage has also used as a bio-scaffold to fabricate functional materials. The fabrication of such nanostructures typically relies on the reduction of metal nanoparticles on the capsid surface, and is generally performed in two steps. T4 phage are initially incubated in a solution of metal salts and then the metal ions that interact with phage coat proteins are reduced by dimethylaminoborane [212]. Although this approach has been applied to synthesize different phage-templated metal nanostructures (e.g., gold, platinum, rhodium, cobalt, iron, palladium, and nickel), the mechanism of metal nanoparticle formation on phage coat protein remains unknown [213]. It has been suggested that the side-chains of the surface-exposed amino acids on coat proteins interact with the metal ions and mediate the nucleation and organization of the nanoparticles on T4 capsid [214].




4.2. Drug Delivery Systems


The extensive use of phage in drug discovery and for the identification of binding partners to various targets have also led researchers to consider using the virus itself as a targeting probe/nanocarrier in medicine. Genetically/chemically-modified viruses that display targeting peptides or synthetic functional molecules have been used as building blocks to design self-assembled nanostructures for drug delivery and the treatment of diseases. In particular, the reported ability of filamentous phages to penetrate to the central nervous system, which is difficult for most of the drug molecules and drug delivery systems due to the relative impermeability of blood-brain barrier, may contribute to making viruses promising drug delivery platforms [215].



4.2.1. Anti-Cancer Drugs


The most common virus-based drug delivery platforms are based on chemotherapeutics, and the viral particles are employed as carriers for small drug molecules. In this manner, doxorubicin, which is a clinically approved anticancer agent, has been extensively studied. Viral particles have been employed to improve the drug efficacy and reduce systemic toxicity. In order to create a linker with high serum stability and sensitivity to enzymatic hydrolysis by cysteine protease (cathepsin-B; present within the lysosomes of target cells), cathepsin-B cleavable DFK peptides were displayed on the p8 coat proteins of filamentous phage and employed to attach doxorubicin with a high copy number (~3500) via carbodiimide coupling chemistry. Although, direct conjugation of the drug to the coat proteins yielded higher numbers of drug molecules per phage (~10,000), the engineered drug-release mechanism significantly improved the potency of the carrier as a result of release of the drug at the targeted cells [216]. Considering that all five coat proteins of M13 can be used for phage display, it is possible to introduce more than one functionality onto the surface of the phage to achieve new properties. By using three different coat proteins of M13, a phage-based therapeutic platform was designed for simultaneous prostate cancer imaging and targeted drug delivery [84]. In this system, doxorubicin was conjugated to the major coat protein while other coat proteins (p3 and p9) were used to display cancer-targeting peptides and fluorophores (imaging agent), respectively (Figure 3). The phage-based therapeutic enabled cancer cell targeting, imaging, and drug delivery.



As an alternative approach, rather than loading drug molecules onto viral particles, drug-loaded materials can be modified with viruses for targeting purposes. For instance, M13 phage modified with folic acid to target cancer cells, was attached onto a biodegradable polymer (poly(caprolactone-b-2-vinylpyridine, PCL–P2VP) particles that were loaded with doxorubicin [217]. By providing a large surface area with control over the spacing and orientation, phage particles enabled multivalent target-receptor interaction and improved targeting. Indeed, in vitro studies with human nasopharyngeal cells showed that doxorubicin-loaded phage coated polymer particles had significantly higher cellular uptake and selectivity in comparison to free drug.



Encapsulation of doxorubicin within the cavity at the center of MS2 has been an alternative strategy to improve the delivery of the drugs to target cells. It has been demonstrated that reduced intracellular accumulation of doxorubicin in human hepatocellular carcinoma cells (Hep3B) due to the moderate P-glycoprotein levels can be overcome by loading empty MS2 virus capsids with drug molecules [199]. As targeted drug-loaded viral particles are internalized via receptor-mediated endocytosis, they can circumvent efflux mechanisms of P-glycoproteins and can kill cancer cells at lower drug concentrations (20-fold improvement) compared to free drugs. Moreover, encapsulation of doxorubicin inside the MS2 viral capsid demonstrated significantly different time-dependent cytotoxicity. Indeed, while the free drug was highly toxic to all studied cell types exposed to the drug for 24 h, encapsulation of the drugs within the targeted viral particles showed a high degree of specificity towards Hep3B cells, with an >80% reduction in cell viability. In contrast, the viability of non-targeted cells after a 7 days exposure to the encapsulated drug remained relatively unaffected. Similar results were observed for doxorubicin-loaded cancer targeted RCNMV, CMV, and HCRSV particles, which reduced the cytotoxicity of the drug in non-targeted cells, due to the specific cell uptake in target cells [60,62,218]. CMV drug carriers exhibited a sustained in vitro drug release profile over 5 days. The efficacy of doxorubicin-loaded viral particles in tumor-bearing animal models have been studied, as well. Regarding doxorubicin-loaded TMV particles, treatment showed significant delay in tumor growth and increased survival due to the efficient tumor accumulation of the drug carrier platform while free doxorubicin had no effect on tumor burden or survival [219]. PEGylated doxorubicin-loaded PVX particles also showed similar efficacy in animal models. Tumor growth rates were significantly lower compared to free doxorubicin [220]. Cardiotoxicity of doxorubicin was also studied in viral drug delivery systems in order to demonstrate the efficiency of targeted drug delivery along with the prevented drug release within the heart. Johnson grass chlorotic stripe mosaic virus (JgCSMV, a member of the family Tombusviridae), another plant virus recently gained attention as an alternative viral platform, was loaded with doxorubicin and drug delivery efficiency of doxorubicin loaded JgCSMV has been investigated in MCF-7 tumor-bearing athymic mouse models [221,222]. The study showed that tumor volume of the mice treated with doxorubicin loaded JgCSMV was 2.22 times smaller than the control group which was not treated with any drug. More interestingly, hearts of the mice treated with doxorubicin loaded JgCSMV and untreated negative control mice showed no significant pathological changes while thrombi were observed in hearts of the mice treated with free doxorubicin. In addition to rod-like filamentous structures, TMV coat proteins can be self-assembled into stable disk-shaped particles, which expands the shape library of the protein-based nanomaterials for drug delivery. Delivery of doxorubicin molecules to glioblastoma cells in vitro demonstrated that TMV disks could provide a promising nanocarrier platform resulting in significant cell death after 72 h of incubation while the cells incubated with TMV disks alone showed ~100% viability [64].



The formation of hollow mesoporous silica nanocapsules around CPMV viral templates has been another approach to control drug delivery from a viral scaffold. APTES ((3-aminopropyl) triethoxysilane) and TEOS (tetraethyl-orthosilicate) were used to form a silicate network around viral capsids due to electrostatic interactions between the carboxyl/carbonyl groups of CPMV and amine groups of silicates (Figure 4A) [223]. In order to create a hollow cavity, the capsid proteins of viruses were denatured by increasing the temperature to 40 ºC for a period of 24 h, which enabled their diffusion out from the core. The pores within the silica nanocapsules enabled the loading of doxorubicin into its cavity and their release by diffusion (Figure 4B). The fabrication of surfactant free, hollow mesoporous silica nanocapsules provided high drug stability as a result of slow decomposition of the drug molecules, which were protected inside the capsules and their regulated sustained release from the pores. The in vitro efficacy of the virus-templated mesoporous silica nanocapsules were investigated by utilizing Hek293 and HepG2 cell lines, where the raise in drug dosage resulted in an increase in the cell survival (Figure 4C–D) and showed the efficiency of the platform.



In addition to doxorubicin, other anticancer pro-drug/drug molecules have also been successfully loaded inside the viral nanoparticles and their drug delivery efficiencies in cancer cells have been evaluated. Proflavine, mostly known as a bacteriostatic, is one such compound that has shown antiproliferative activity in cancer cells and tumors due to its intercalation into DNA [224]. Loading of proflavin within the CPMV particles has been achieved through the diffusion of drug molecules into the viral capsids. The loading mechanism of the drug within the capsid was explained by the genetic material inside the capsid acting as a sponge that absorbs the drug molecules. Drug delivery studies have shown that the interaction of proflavine with viral RNA was reversible and enabled the release of the drug molecules in several cancer cell lines (HeLa (cervical cancer cells), HT-29 (colon cancer cells), and PC-3 (prostate cancer cells)) while no cargo release was observed in cell-free medium.



Cisplatin (cis-[Pt(NH3)2Cl2]) is another anticancer drug that has been efficiently delivered to cancer cells via viral particles. TMV particles have been decorated with mannose and lactose moieties to specifically target the galectin-rich human breast cancer cell line MCF-7 and asialoglycoprotein receptor (ASGPR) over-expressing hepatocellular carcinoma cell line HepG2, respectively. For this purpose, alkyne modified TMV particles were modified with azido sugar derivatives via the copper(I)-catalyzed azide–alkyne cycloaddition. The interior capsid surface of the TMV particles was covalently modified with cisplatin molecules through a stable chelate structure with the carboxyl groups of glutamate residues, and the drug later slowly released and resulted in enhanced apoptosis efficiency in specific targeted cell lines [225]. A similar drug delivery approach has also been employed for the treatment of ovarian cancer cells with platinum resistance, which may appear at the onset of disease or develop in response to platinum-based chemotherapy. As cisplatin offers greater efficacy than its analogue carboplatin, it is crucial to develop alternative drug delivery platforms employing cisplatin with reduced toxicity. It has been reported that the delivery of drug molecules conjugated to the interior surface of TMV provided a platform capable of circumventing the resistance mechanisms in platinum resistant ovarian cancer cells and restoring efficacy of cisplatin treatment at low concentrations. Loading of TMV particles with cisplatin was achieved through electrostatic interactions between the deprotonated interior glutamic acid residues of the capsid proteins with positively-charged cisplatin molecules, which were produced via a reaction with silver nitrate. The enhanced efficacy of cisplatin-loaded TMV particles in ovarian cancer cells suggests that encapsulation of cisplatin in viral particles increased the rate of drug uptake/retention as well as DNA damage inside the cells [226].




4.2.2. Protein Therapeutics


The plant hormone indole-3-acetic acid (IAA) is a prodrug used in a virus-based drug carrier to treat human prostate cancer cells. IAA generates a radical upon reaction with horseradish peroxidase and produces radical-dependent cytotoxicity as well as cell death. The viral drug carrier was designed by engineering M13 phage to display a short peptide to enhance prostate cancer cell recognition/penetration. Moreover, a NeutrAvidin–horseradish peroxidase conjugate was attached to the p9 phage coat protein of M13 fused with a biotinylated peptide [227]. The treatment of cancer cells with this system led to a significant reduction in cell viability due to intracellular delivery. This virus-based prodrug activation approach has also been investigated for tamoxifen, which is one of the most widely used prodrug in the treatment of hormone-dependent breast cancer [228,229]. Tamoxifen is mainly metabolised in the liver by cytochrome P450 (CYPs) enzymes, resulting in the active drug. Encapsulation of CYPs inside cancer-targeting CCMV particles was suggested as a pro-drug activation strategy to increase the drug efficiency as well as to reduce the severe side-effects of the drug in normal cells. In order to encapsulate the CYPs, viral particles were disassembled and then reassembled in the presence of the enzyme molecules. The electrostatic interactions between the negatively charged CYPs and the positively charged interior of the viral capsid was used as a driving force to internalize the enzyme molecules within the viruses. Preliminary studies have shown that CYPs encapsulated within the viral particles maintained their activity, though the catalytic activity was one order of magnitude lower compared to the activity of the free CYPs. The decrease in enzyme activity was attributed to deleterious effects of crowding inside the capsid cavity, diffusion of the substrate into the virus capsid, and improper orientation of the active site of the enzyme.




4.2.3. Antibiotics


Antibiotics are another group of drugs that have been loaded in viral-based drug carriers. It has been reported that the conjugation of many copies of the drug molecule onto the phage’s major coat proteins increased potency by creating a microenvironment around bacterial cell with a locally high drug concentration. Treatment of gram positive pathogenic bacteria Staphylococcus aureus with the low potency antibiotic chloramphenicol, well-known for its toxicity to blood cells, conjugated to the fd phage retarded the growth of bacterial cells ~20-fold more efficiently than free chloramphenicol [230].




4.2.4. Photodynamic and Photothermal Therapy


Efficient delivery of drug molecules to targeted cells is also important for photodynamic therapy (PDT) and photothermal therapy (PTT). PDT relies on the activation of a photosensitizer by light in the presence of oxygen, which produces reactive oxygen species (ROS). As cell damage occurs due to the reaction of ROS with cellular components, it is important to deliver the photosensitizers to the targeted cells and avoid their nonspecific delivery to the healthy cells. The nonspecific dispersal of the photosensitizer throughout the body creates sensitivity in patients. For instance, sunlight must be avoided for several weeks following treatment. Moreover, the insolubility of many photosensitizers in physiological solutions is another problem encountered in PDT-related drug delivery systems and it is necessary to develop new platforms to address this challenge. For this purpose, icosahedral CCMV particles have been explored for PDT by dual labelling with both cell-targeting moieties and photosensitizers. The surface coat protein of the virus was genetically-modified to display a cysteine residue, used to attach the photosensitizer Ru(bpy2)-5-iodoacetoamino-1,10-phenathroline(phen-IA). An antibody specific for Staphylococcus aureus, was chemically conjugated to the lysine residues of the coat proteins [57]. PDT studies using this system showed that the photosensitizer-labelled CCMV particles were more efficient in killing S. aureus cells compared to free photosensitizer due to the enhanced cell targeting ability. On the other hand, the cell killing efficiency of the photosensitizer-labelled CCMV particles was approximately the same as that achieved using and anti-S.aureus antibody-photosensitizer conjugate. While the number of photosensitizers per binding event for the CCMV platform (~70) was significantly higher than the antibody-photosensitizer conjugate (~2), it was suggested that the large size of the CCMV particles significantly reduced the proximity of photosensitizer to the cell surface, which is an important factor in efficacy due to the very short diffusion length of singlet oxygen. The encapsulation of photosensitizers within the capsid cavity of CCMV particles has been another approach for PDT. Water-soluble zinc phthalocyanine (ZnPc) was encapsulated inside CCMV by two different routes: i) self-assembly of coat proteins dimers around aggregated ZnPc molecules at neutral pH; and ii) diffusion of ZnPc molecules into empty CCMV particles through capsid pores at acidic pH [231]. Although the potential use of ZnPc-loaded CCMV particles as PDT delivery system was tested on macrophages and resulted in cell death, further studies are required to evaluate the efficiency of this platform as targeted PDT delivery system for cancer therapy. Zn-EpPor (5-(4-ethynylphenyl)-10,15,20-tris(4-methylpyridin-4-ium-1-yl)porphyrin-zinc(II) triiodide) is another photosensitizer used in viral PDT systems. The interior channel of TMV particles were loaded with the photosensitizer by exploiting electrostatic interactions between the negatively-charged amino acid residues of virus and the positive charge of Zn-EpPor [232]. Zn-EpPor-loaded TMV particles were stable and possessed a good shelf-life (drug release was not observed during one-month storage at 4°C in 0.01 M potassium phosphate buffer, pH 7.0). Cellular uptake and drug efficacy studies were performed with melanoma cancer cells. The release of the photosensitizer was suggested to occur inside the acidic endolysosomal compartment, which caused protonation of TMV’s interior carboxylic acid groups resulting in drug release. Zn-EpPor-loaded TMV particles showed enhanced cell killing efficacy compared to free Zn-EpPor molecules, which was attributed to the increased cellular uptake of photosensitizer as a result of their delivery within the TMV particles. Recently, the effect of photosensitizer’s charge on drug loading efficiency of TMV particles was investigated in a study where different zinc porphyrin (Zn-Por) formulations (monocationic (Zn-Por1+), dicationic (Zn-Por2+), tricationic (Zn-Por3+), and tetracationic (Zn-Por4+)) were employed [233]. While the tricationic formulation demonstrated the highest loading efficiency (~600 molecules/TMV), the results were attributed to the combined effect of electrostatic and hydrophobic/hydrophilic interactions; higher positive charge was suggested to result in better stabilization of the photosensitizers inside TMV particles due to the electrostatic interactions with the deprotonated carboxylate residue of glutamic acid at pH 7.8. Moreover, the increased hydrophobic nature of the monocationic and dicationic Zn-Por formulations with their electrostatic properties resulted in aggregation and reduced the loading efficiency. In order to develop a targeted drug delivery system, F3 peptide was conjugated to the surface proteins of TMV particles to target a shuttle protein, nucleolin, overexpressed on HeLa cells. Zn-Por+3 loaded TMV-F3 particles accumulated on the cell membrane and showed a fivefold increase in cell killing efficacy compared to the free drug. The results are explained with some possible mechanisms which are the cell toxicity through cell membrane disruption by light activation, the release of the photosensitizers at the cell surface and favored cell uptake of the Zn-Por molecules due to their positive charge. The self-assembly of drug-loaded liposomes on M13 phage has been another PDT delivery approach using phage as a nanocarrier [234]. Cationic liposomes were loaded with zinc phthalocyanine (ZnPc) and were assembled on M13 phage displaying eight glutamic acid residues on the p8 major coat protein, via electrostatic interactions. Phage-templated drug-loaded liposomes had enhanced excited singlet oxygen generation efficiency and were able to internalize in breast cancer cells. These two properties make phage-liposome complexes a promising tool for targeted drug delivery given that this property can be introduced by displaying targeting peptides on the minor coat proteins of phage. Moreover, the phage template can stabilize the liposomes in biological media against flocculation and can help the delivery of the content loaded inside the liposome to specific targets.



Photothermal therapy (PTT), so-called hyperthermal therapy, employs gold nanoparticles as a heat source for inducing cell damage as a result of a light-to-heat conversion process. As gold nanoparticles generate local heating under light illumination, efficient delivery of gold nanoparticles to targeted cells is desirable for selective cell killing. Clusters of gold nanoparticles on T7 phage particles have been fabricated as a PTT delivery platform to treat prostate cancer cells in vitro [206]. The assembly of gold nanoparticles on the capsid surface was achieved via the display of a gold-binding peptide and a prostate cancer cell-binding peptide, in tandem (Figure 5A). Phage-templated gold clusters maintained their cell-targeting functionality and promoted delivery of the system to the cancer cells. Clusters were localized within vesicular organelles (e.g., endosomes), generating even larger clusters with a diameter of up to few hundred nanometers, which suggested receptor-mediated endocytosis as a possible internalization mechanism (Figure 5C,D). Irradiation of the prostate cancer cells resulted in cell death in a very selective manner, whereas no remarkable cell death was observed in both healthy cells and non-targeted cancer cells (Figure 5B).




4.2.5. Incorporation into Polymer Matrices


Polymeric materials are widely used as drug delivery systems because of their ability to be use as a matrix that protects drug molecules and controls drug release via e.g., its rate of degradation or swelling profile. Moreover, in some cases, the high water content and soft structures of polymer matrices make them similar to natural extracellular matrices, which contributes to minimizing tissue irritation and cell adhesion and makes them promising drug delivery systems. However, an initial burst, or very fast release of drug molecules remains a challenge that can limit their use to certain types of drugs. The incorporation of viruses into polymeric matrices has been proposed as a solution to overcome this limitation and to better control the release of the drugs molecules. The affinity-based polymeric drug release system is one such platforms in which M13 phage are embedded inside a polymer matrix to suppress the release of drug proteins due to their specific interactions with phage particles. For this purpose, the p3 coat protein of M13 phage was genetically modified to display peptides that bind to antibodies and mixed with a gelatin solution containing antibodies to form hybrid hydrogels [235]. While the antibodies were gradually released from M13-free gelatin hydrogels within 48 h, their release from the M13-gelatin hybrid hydrogels was ~1% after 144 h, indicating suppression of the release due to phage-antibody interactions.



Stimuli-responsive polymers are another group of material where M13 phage has been introduced to create polymer–protein bioconjugates combining both bioactivities of the protein molecules and the responsive properties of the polymers. A polymer–M13 bioconjugate was produced by grafting a boronic acid containing polymer (poly(NIPAMco- phenylboronic acid (PBA)) onto M13 surface through amino groups of the coat proteins [236]. By doing so, around 400 poly(NIPAMco-PBA) chains were conjugated per phage particle. Due to the temperature-responsive gelation behavior of the polymer, the polymer–M13 phage bioconjugate was mixed with insulin at 4 ºC and could then be converted into hydrogels by injecting into PBS buffer at 37 ºC. The insulin-encapsulated hydrogels demonstrated glucose-responsive release behavior, which can be an interesting strategy in the regulation of diabetes. During hydrogel formation, the virus particles interact with poly(NIPAMco-PBA) polymer, which is in a collapsed hydrophobic state. However, in the presence of glucose, the boronic acid moieties of poly(NIPAMco-PBA) couple to glucose to yield hydrophilic boronates that are substantially more hydrophilic. This changes the structure of hydrogel matrix and enables faster release of encapsulated insulin molecules. While 70% of insulin was released over 24 h, the release rate of insulin increased in the presence of glucose with a peak value of 90% at 10 h. Similar carbohydrate-responsive polymers have also been prepared by cross-linking phenylboronic acid (PBA)–M13 bioconjugates with poly(vinyl alcohol), resulting in hydrogels with excellent injectability and self-healing behavior (Figure 6A) [237]. The self-healing nature of the hydrogels was investigated by placing two pieces of hydrogels adjacent to each other (Figure 6B). It was observed that the interface became smeared after 15 min and then completely disappeared after 1 h. Additionally, insulin molecules could be introduced into both the PBA–M13 bioconjugate suspension and the PVA solution, resulting in insulin-loaded hydrogels. Glucose-responsive insulin release studies showed that an initial burst release, which was observed in less than 15 h, was similar in the presence and absence of glucose (Figure 6C). At a later stage of release, the hydrogel in the presence of glucose released most of the insulin with a speed faster than that without glucose as a result of swelling of the gel matrix caused by the diffusion of glucose into the hydrogel, which partially disrupts the physical crosslinking between the diols of PVA and the boronic acids.



RCNMV particles has been another virus incorporated into polymeric drug delivery systems. The ability to trigger the opening and closing of RCNMV capsid pores by changing divalent ion (Ca2+ and Mg2+) concentrations and pH enables their use as an additional release mechanism in drug delivery systems. Doxorubicin-loaded RCNMV particles could be incorporated into two different polymeric matrices (poly(lactic acid)(PLA) and poly(lactic acid):polyethylene oxide (PLA:PEO)) by electrospinning into fibers [238]. Two approaches were employed to incorporate viral particles in these matrices; i) the direct mixing of viral particles and polymer solution before fiber formation; and ii) physisorption of the viral particles onto the pre-formed fibers by immersion (Figure 7A). It has been demonstrated that electrospinning of drug-loaded viral particles with polymer solutions resulted in nanofibers with significantly lower release profiles (Figure 7B). A slightly lower release profile was also observed for PLA polymer compared to PLA–PEO polymer, which was attributed to the more hydrophilic nature of PEO. Upon appropriate stimuli (reducing divalent ion concentrations or making pH more basic), the release of the drug molecules from virus-polymer matrix, produced via direct processing followed a two-phase kinetic profile. While the first phase included the diffusion of the mobile phase through the polymer to trigger the opening of the virus capsid pores, which enables the release of the drug, in the second phase the drug molecules diffuse through the polymer matrix.






5. Challenges to Clinical Applications


Pharmacokinetics and toxicity are critical factors that determine the viability of materials intended to be used as drug delivery system for medical applications. Therefore, several studies investigating the circulation, clearance, blood half-life, stability, immunogenicity, and organ biodistribution of viral platforms have been performed and have provide useful information. While not numerous, some fundamental studies on the interaction of plant viruses and phage with mammalian cells and pathways that they used to enter into cells have been performed. For instance, while M13 phage tends to only bind to the cell membrane of epithelial cells, it shows cell-type dependent interactions and internalization mechanism: clathrin-mediated endocytosis and macropinocytosis for HeLa cells; vesicular transport; clathrin-mediated endocytosis, and macropinocytosis for a human breast cancer cell line (MCF-7); and caveolae-mediated endocytosis for human dermal microvascular endothelial cell (HDMEC) [239]. On the other hand, CPMV particles naturally interact with mammalian cells, including endothelial cells and particularly tumor neovascular endothelium in vivo, via a surface exposed cell protein, vimentin [240].



After their administration into the body, viral particles, like many other nanoparticles, are recognized as foreign agents by the cells of the host immune system and are eliminated from the blood. B-cells are one type of these immune cells and B-cell dependent immunoglubins have been shown to play an important role in rapid neutralization of T7 phage in murine blood, resulting in a short half-life (<5 min) [241]. The reticuloendothelial system (RES) is another component of the immune system that is highly involved in the clearance of viral particles. Indeed, clearance by macrophages and accumulation in organs such as the liver and spleen have been reported for many viruses (ca. M13, MS2, CPMV, PVX, and TMV) [22,242,243,244,245]. Nevertheless, there are significant differences between the efficiency of the viral particles in avoiding clearance by phagocytosis, which results in different blood circulation times. For instance, filamentous M13 phage can effectively avoid rapid clearance from the RES with a plasma half-time of 3.6 h [246]. In contrast, another rod-like virus TMV has much shorter blood clearance time (~3 min) [243]. Different plasma clearance half-lives have also been observed for spherical viruses. For instance, while CPMV and CCMV particles are rapidly cleared from the blood with short circulation times (CPMV, 4–7 min), MS2 viral particles show longer plasma half-life [16,208]. It has been demonstrated that certain rod-like particles can effectively evade phagocytosis since the larger contact angles with macrophages do not favor engulfment and internalization. The surface charge of the viral capsid is another parameter that influences their fate in tissues. Due to the negative charge of the surface of mammalian cells resulting from abundant proteoglycans, positively-charged viral particles are expected to interact electrostatically with cells, which has been reported to increase their intracellular delivery and tumor penetration. The short blood circulation of CPMV particles is attributed to their negative surface charge, hence their cellular uptake in HeLa cells could be improved by conjugation of cationic peptide sequences [247].



The studies above suggest that the fast blood clearance of viral particles are at least partially due to the host immune response and highlight a need for a coating to tailor the properties of the viral particles for enhanced blood circulation times. For this, the modification of the viral capsid with passivating agents, such as polymers or proteins, has been investigated. For instance, the modification of the CPMV capsid with poly(ethylene glycol) (PEG) effectively blocked CPMV–cell interactions and shielded the viral particles from inducing a primary antibody response [248,249]. The effect of PEGylation has been also observed on plasma circulation times. The half-lives of PEGylated CPMV and TMV particles were 20.8 min and 6.6 min, respectively, which were longer than the half-lives mentioned above [22,250]. In addition to PEG, poly(2-oxazoline) (POx) and serum albumin have also been employed as alternative coatings agents [251]. In comparison to PEGylated TMV, POx-coated viruses showed lower cellular uptake rates indicating less favored TMV–cell interactions due to the higher polymer grafting density of Pox relative to PEG for the tested samples. High polymer density was associated with a reduction in cellular recognition as well as protein adhesion to the polymer-coated particles. On the other hand, pharmacokinetic studies showed a two-phase decay for the polymer-coated TMV particles. During the initial clearance period, POxylated TMV particles had longer plasma half-life (11.3 min) than PEGylated TMV particles (0.01 min) indicating better screening capability of POx polymer. Serum albumin (SA) has been another coating material investigated to shield TMV particles from the immune system. Similar to POx, in cellular uptake and pharmacokinetic studies of the SA coating also outperformed the PEG [252]. While the rates of macrophage uptake of PEG- and SA-coated TMV particles were comparable, showing a 4-fold reduction in macrophage-particle interactions relative to uncoated TMV particles (Figure 8A), their circulation half-lives in Balb/C mice were 10 min and 100 min, respectively (Figure 8B). According to the authors, the enhanced pharmacokinetics of SA coating was associated with its relatively high molecular weight. It was suggested that compared to flexible PEG chains with low molecular weight, the globular and rigid structure of SA provided enhanced steric hindrance, resulting in better stealth properties.




6. Conclusions


Overall, a unique feature of viruses highlighted in this review is that they are perfectly-defined nanomaterials that can be conveniently modified, either at the genetic level or using bioconjugate chemistry, to yield interesting tools for drug discovery or drug delivery. Indeed, the structural diversity of viruses as well as the connection between genotype and phenotype has provided several complementary platforms for the discovery of different classes of therapeutic polypeptides by phage display, some of which have made it to the clinic. While in vitro selection procedures by phage display are the most commonplace, a better understanding of the health risks posed by plant viruses and bacteriophages to Humans may unbridle more complex in vivo selection procedures towards targets that cannot be emulated in vitro. Indeed, the available yet limited number of studies examining the application of in vivo phage screening in human patients have shown promising results [253,254]. In contrast to the use of viruses for drug discovery, most studies employing viruses or virus-like particles as drug delivery systems are limited to in vitro proof-of-concepts. Little information is available regarding in vivo toxicity or biodistribution. While some immunohistochemistry studies suggest that virus-like particles do not induce adverse effects in animal tissues, in terms of no overt signs toxicity (tissue degeneration, cell apoptosis, and necrosis), it is necessary to support these results with organ–function studies in the future. This information will be important for guiding future developments of plant and bacterial viruses as drug delivery systems or components thereof. On the other hand, some studies on bacterial viruses has shown that food-ingested phage DNA, like any foreign DNA, can get inside the cells of mouse and, even on rare occasions, can covalently link to mouse DNA [255]. While this information speculates some medically-relevant implications in terms of mutagenesis and carcinogenesis, it has been one of the major concerns preventing the implementation of viral particles in medicine. In this manner, viruses, which enable the removal of genetic material and form empty capsids, could reduce DNA-related concerns and become more interesting as drug carrier platform.
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Figure 1. Structures of the viruses discussed in this review. Transmission electron microscopy (TEM) images of (A) M13 phage, (B) T4 phage, (C) T7 phage, (D) λ (lambda) phage, and (E) MS2 phage. (TEM Images were acquired by the authors, except for λ phage (reprinted with permission from [36], Copyright Elsevier, 1968) and TEM image of MS2 phage (reprinted with permission from [37], Copyright The Royal Society of Chemistry, conveyed through Copyright Clearance Center, Inc., 2011). Structures of plant viruses (F) brome mosaic virus (BMV), (G) cowpea chlorotic mottle virus (CCMV), (H) cowpea mosaic virus (CPMV), (I) cucumber mosaic virus (CMV), (J) red clover necrotic mosaic virus (RCNMV), (K) turnip yellow mosaic virus (TYMV), (L) hibiscus chlorotic ringspot virus (HCRSV), (M) tobacco mosaic virus (TMV), and (N) PVX. (Images of the following viruses were obtained from the VIPERdb (http://viperdb.scripps.edu/) [38]: BMV, CCMV, CPMV, CMV, RCNMV, TYMV. The image of HCRSV was reprinted with permission from [39], Copyright Elsevier, 2003. The image of TMV was reprinted with permission from [40], Copyright Elsevier, 2007. The image of PVX was reprinted with permission from [41], Copyright Elsevier, 2017). 
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Figure 2. Assembly of coat proteins on bacteriophage (A) M13, (B) T7, (C) T4, (D) λ (lambda), and (E) MS2 (Images of M13, T7, T4, and λ (lambda) phages were adapted with permission from [89], Copyright American Chemical Society, 2015. The image of MS2 phage was adapted with permission from [90], Copyright the PCCP Owner Societies, 2010). (F) Schematic of M13 phage display systems; phage system (type 3/8), phagemid system (type 3+3/8+8), and hybrid system (type 33/88) (The image was adapted with permission from [88], Copyright Elsevier, 1993). 
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Figure 3. (A) Schematic of M13-983 Phage. The red dots along the phage coat represent doxorubicin (DOX) attached to p8. p3 displays a peptide with affinity for SPARC (Secreted Protein, Acidic and Rich in Cysteine), and p9 can be enzymatically biotinylated and loaded with streptavidin-functionalized fluorophores AlexaFluor 488 nm. (B) Overlay of brightfield and fluorescent images of SPARC positive C42B cells (first and second column) and less expressing SPARC DU145 cells (third and fourth column) incubated with M13-983-Alexa-DOX at 0 h (top row) and 9 h post-treatment (bottom row). FITC channel represents fluorescence from Alexa Fluor 488, and DOX is designated by red fluorescence from DOX uptake. C42B samples showed increased fluorescence of phage uptake, indicated by green fluorescence (bottom row, first column) and DOX uptake (bottom row, second column) as compared to DU145 cells after 9 h. (C) Targeted uptake measured by quantifying fluorescence intensity (** p < 0.001; * p < 0.01). C42B consistently shows higher fluorescence intensity than DU145, confirming the observations in panel B. Higher phage concentrations report larger differences between C42B and DU145 fluorescence. (D) Cell viability of C42B and DU145 as a function of free DOX. (E) Cell viability of C42B and DU145 cell lines as a function of increasing M13-983-Alexa-DOX. All samples were run in triplicate and error bars represent standard deviations. (F) IC50 values for C42B and DU145 are given with the 95% confidence interval given in parenthesis. *Based on 257 DOX particles per phage (Adapted with permission from [84], Copyright American Chemical Society, 2012). 
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Figure 4. (A) Schematic representing the proposed synthesis mechanism of the CPMV-templated mesoporous silica nanocapsules in three steps (Step I, Step II and Step III). (B) (a) SEM image of single hollow capsules formed through the self-assembly of hollow SiO2 nanocapsules synthesized in the presence of CPMV, (b) surface textures of the same formed by the self-assembly of nanoparticles. (Scale bar 10.0 μm and 1.0 μm, respectively), (c) TEM of hollow SiO2 nanocapsules (shown in (b), scale bar 0.2 μm), and (d) confocal microscopy image of hollow SiO2 nanocapsules loaded with Rh6G (a small fluorescent molecule) (scale bar 2 μm). Cytotoxicity assay of Hek293 (Human embryonic kidney cell line) and HepG2 cells (Human carcinoma cell line) (C) with mesoporous SiO2 nanocapsules free from drugs and (D) nanoformulated hollow SiO2 nanocapsules (doxorubicin (DOX)-loaded hollow SiO2 nanocapsules) of different doses (Adapted with permission from [223], Copyright The Royal Society of Chemistry, 2015). 
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Figure 5. (A) Schematic illustration of cancer-selective photothermal therapy via prostate cancer-targeted intracellular delivery of T7-templated AuNP nanoclusters, where T7 phages are genetically modified to display gold-binding and prostate cancer cell-targeting peptides on the viral surface. (B) The viability of each cell line (prostate cancer cell (PC3), human colorectal carcinoma cells (HCT116), and normal cells (HaCat)) by photothermal effects of T7-templated AuNP nanoclusters. (C,D) TEM images of T7-templated AuNP nanoclusters internalized within PC3 cells in ultrathin section specimens. The cells were treated with T7-templated AuNP nanoclusters for 5 h, followed by medium replacement and additional incubation for 20 h (Adapted with permission from [206], Copyright American Chemical Society, 2015). 
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Figure 6. Schematic representing (A) the preparation of viral bioconjugates of M13 viruses with low-pKa phenylboronic acid derivative (PBA-M13) and (B) fabrication of dynamic hydrogels via binding of PBA-M13 with multiple diol-containing polymers and demonstration of self-healing behavior. (C) Glucose responsiveness-regulated insulin release behaviors. FITC-insulin was loaded into the hydrogel and then placed into PBS buffer with or without glucose. The released FITC-insulin was monitored by fluorescent measurements. The asterisks represent the statistical significance, which is calculated by multiple t tests-one per row: * p < 0.05, ** p < 0.01, *** p < 0.001. The hydrogels consist of 1 wt % PBA-M13 and 0.15 wt % PVA (Adapted with permission from [237], Copyright American Chemical Society, 2018). 
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Figure 7. (A) Schematic of processes for incorporating plant viral nanoparticles (PVN) in nanofiber matrices. In the direct processing method (I), the PVN active are electrospun in situ with the polymer solution. In the immersion process (II), the nanofiber matrices are dipped into a specific volume and concentration of PVN active particles. (Scale bars of the images from left to right 50.0 μm and 2.0 μm, respectively) (B) Cumulative doxorubicin release over time of PLA nanofiber matrices combined with PVN Dox (■) or free doxorubicin (□) where PLA was combined with the active either a) post mat fabrication (dipping method) or b) prior to electrospinning (co-spinning method) and of 70:30 PLA:PEO nanofiber matrices with PVN dox (o) or free doxorubicin (●) where PLA:PEO was combined with the active either c) post mat fabrication (dipping method) or d) prior to electrospinning (co-spinning method) (Adapted with permission from [238], Copyright WILEY-VCH Verlag GmbH & Co., 2013). 
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Figure 8. (A) In vitro recognition of SA- and PEG-coated TMV vs. ‘naked’ TMV by RAW264.7 macrophages. Quantitative flow cytometry analysis of the interactions between ‘naked’ and ‘stealth’ TMV formulations and RAW264.7 cells. (B) Pharmacokinetics of the TMV-PEG24 and TMV-PEG8-SA particles in Balb/C mouse model. The particles were administered intravenously at the amount of 400 mg/mouse. Blood was collected before injection at t = 0 and after injection at t = 10 min, t = 30 min, t = 60 min, t = 120 min, and t = 360 min (the experiments were completed at an n = 3 per group) (Adapted with permission from [252], Copyright Elsevier, 2016). 
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Table 1. Plant viruses used in drug delivery systems.
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	Virus
	Size
	Symmetry
	Family
	Genome
	Locations on Coat Proteins for Genetic Modification
	Ref





	BMV
	30 nm
	Icosahedral
	BromoViridae
	ssRNA
	Valine 168
	[55,56]



	CCMV
	28 nm
	Icosahedral
	BromoViridae
	ssRNA
	Lysine 42

Serine 102/130
	[57,58]



	CPMV
	30 nm
	Icosahedral
	Comoviridae
	ssRNA
	βB-βC loop of the small subunit/

βE-βF loop of the large subunit
	[53,59]



	CMV
	29 nm
	Icosahedral
	Bromoviridae
	ssRNA
	
	[60]



	HCRSV
	30 nm
	Icosahedral
	Tombusviridae
	ssRNA
	
	[61]



	RCNMV
	36 nm
	Icosahedral
	Tombusviridae
	ssRNA
	
	[62]



	TYMV
	28 nm
	Icosahedral
	Tymoviridae
	ssRNA
	Threonine 44

Lysine 45
	[63]



	TMV
	300 × 18 nm
	Rod-like
	Tobamoviridae
	ssRNA
	Lysine 53/68

Threonine 104/158

Serine 123

N/C-terminal of coat protein
	[64,65,66]



	PVX
	515 × 13 nm
	Rod-like
	Potexviridae
	ssRNA
	N-terminal of coat protein
	[67]










[image: Table]





Table 2. Selected phage display-derived antibodies/peptide therapeutics approved by FDA, as of Dec 06 2018.
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Product, Trade Name®, Manufacturer, FDA Approval

	
Type

	
Target

	
Phage Display Type

	
Phage Display Technology

	
Indication

	
Ref






	
Antibodies




	
Adalimumab (D2E7), Humira®, Abbott Laboratories, 2002

	
IgGκ

	
TNFα

	
Humanization by guided selection, scFv

	
CAT

	
Rheumatoid arthritis, juvenile idiopathic arthritis, psoriatic arthritis, ankylosing spondylitis, Crohn’s disease, ulcerative colitis, plaque psoriasis

	
[131,133,147]




	
Ranibizumab, Lucentis®, Genentech, 2006

	
Fab fragment

	
VEGF-A

	
Affinity maturation of bevacizumab by phage display

	
Genentech

	
Age-related macular degeneration, macular edema after retinal vein occlusion, diabetic macular edema, diabetic retinopathy

	
[133,148]




	
Belimumab, Benlysta®, GSK, 2011

	
IgG1λ

	
BLyS

	
Naïve, scFv

	
CAT

	
Autoantibody-positive, systemic lupus

	
[133,149,150]




	
Raxibacumab, Abthrax®, GSK, 2012

	
IgG1λ

	
Protective antigen

	
Naïve, scFv

	
CAT

	
Anthrax

	
[133,151]




	
Ramucirumab (IMC-1121B), Cyramza®, ImClone/ Lilly, 2014

	
IgG1

	
VEGF-R2

	
Naïve, Fab

	
Dyax

	
Gastric cancer, colorectal cancer, non-small cell lung cancer

	
[133,152]




	
Necitumumab (IMC-11F8), Portrazza®, ImClone/ Lilly, 2015

	
IgG1κ

	
EGFR

	
Naïve, Fab

	
Dyax

	
Squamous non-small cell lung cancer

	
[133,153]




	
Avelumab, Bavencio®, EMD Serono/ Pfizer, 2017

	
IgG1λ

	
PD-L1

	
Naïve, Fab

	
Dyax

	
Metastatic Merkel cell carcinoma

	
[133,154]




	
Guselkumab, Tremfya®, Janssen, 2017

	
IgG1λ

	
P19 subunit of Interleukin 23

	
Synthetic, Fab

	
MorphoSys

	
Psoriasis

	
[133,155]




	
Lanadelumab (DX-2930), Takhzyro®, Shire, 2018

	
IgG1

	
Kalikrein

	
Naïve, Fab

	
Dyax

	
Types I and II hereditary angioedema

	
[133,156,157]




	
Moxetumomab Pasudotox (HA22 or CAT-8015) Lumoxiti®, AstraZeneca, 2018

	
Antibody-fusion protein

	
CD22

	
Affinity maturation of BL22 (CAT-3888) by phage display

	
CAT

	
Relapsed or refractory hairy cell leukemia

	
[158,159]




	
Emapalumab-lzsg (NI-0501), Gamifant®, Novimmune/ Serono, 2018

	
IgG1

	
Interferon-gamma

	
Naïve, scFv

	
CAT

	
Primary hemophagocytic lymphohistiocytosis

	
[133,134]




	
Peptides




	
Ecallantide, Kalbitor®, Shire, 2009

	
60 AA polypeptide

	
Plasma kallikrein

	
-

	
Dyax

	
Hereditary angioedema

	
[160,161]




	
Romiplostim, Nplate®, Amgen, 2008

	
Peptide Fc fusion

	
Thrombopoietin

receptor (TPOR)

	
-

	
Affymax

	
Immune thrombocytopenic purpura

	
[162,163]




	
Affinity ligand for Xyntha, Wyeth Pharmaceuticals

	
Polypeptide

	
Factor VIII

	
-

	
Dyax

	
Hemophilia A

	
[162,164,165]




	
Albigutide, Tanzeum®, GlaxoSmithKline, 2014

	
Peptide albumin fusion

	
GLP-1

	
-

	
AlbudAb

	
Type 2 diabetes mellitus, glycemia

	
[166,167,168]








AA, amino acid; BLyS, B-lymphocyte stimulator; CAT, Cambridge Antibody Technology; EGFR, epidermal growth factor receptor; FDA, Food and Drug Administration; Fab, fragment antigen-binding; GSK, GlaxoSmithKline; IgG, immunoglobulin G; k, kappa light chain; λ, lambda light chain; PD-L1, programmed death-ligand 1; scFv, single chain fragment variable; VEGFA, vascular endothelial growth factor A; VEGF-R2, vascular endothelial growth factor receptor-2; GLP-1, glucagon-likepeptide-1 receptor; AlbudAb, domain antibodies to serum albumin.
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