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Abstract: Protein microarrays are powerful tools that are widely used in systems biology 

research. For infectious diseases, proteome microarrays assembled from proteins of 

pathogens will play an increasingly important role in discovery of diagnostic markers, 

vaccines, and therapeutics. Distinct formats of protein microarrays have been developed for 

different applications, including abundance-based and function-based methods. Depending 

on the application, design issues should be considered, such as the need for multiplexing 

and label or label free detection methods. New developments, challenges, and future 

demands in infectious disease research will impact the application of protein microarrays 

for discovery and validation of biomarkers. 
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1. Introduction  

Large-scale genome sequencing projects first advanced knowledge of the theoretical composition of 

proteomes and led to the development of DNA microarrays for studying gene transcription at the 

organism-scale. Using genome sequence data to guide the direct examination of proteomes then 

enabled the study of host-pathogen interactions occurring beyond the level of gene transcription. It 

soon became evident that direct correlations between gene expression and protein abundance were rare 

[1,2], driving the development of new approaches to study complex proteomes. Protein microarrays 

are ideally suited to serve this purpose and have enormous potential applications in biomarker 

discovery, diagnosis, vaccine development, and drug discovery for infectious diseases. Fluorescence-
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based detection of protein interactions is similar to gene array methods, and data analysis often 

employs approaches previously developed for genome and transcription studies. The number of 

proteins that can be printed on a single microarray surface also approaches the same upper limits as 

nucleic-acid based systems. Multiplexing of fluorescent probes is limited by the ability to separate 

signals of overlapping emission spectra. Generally, pair-wise comparisons of 2–3 differentially 

labeled, experimental and control samples can be analyzed. For example, serum IgG and IgM binding 

to arrayed proteins can be independently probed by fluorescently labeled secondary antibodies, and 

detected by a confocal laser scanner (such as Genepix, Molecular Devices, Sunnyvale, CA, USA). A 

complete high-throughput screening of thousands of interactions can be performed accurately and 

rapidly (Figure 1). Direct labeling of probes may also be used, though structure and function may be 

adversely affected. Most label-free techniques [3] provide real-time measurements and in some cases 

yield kinetics (Figure 1), providing further insight into molecular interactions. Surface plasmon 

resonance (SPR) [4], nanowire surfaces [5], and mass spectrometry [6] are examples of label-free 

methods that are applied in the field of protein microarrays. Of these, only a limited number of  

SPR-based instruments are currently available for analysis of complex protein microarrays. SPR 

imaging (SPRi) is a more recent and promising development [3,7]. While planar arrays that use slides 

or chips for immobilizing capture molecules are most common, suspension arrays based on 

microbeads have many important applications. The xMAP technology developed by Luminex 

Corporation (Austin, TX, USA) uses 5.6 micrometer polymer beads infused with two fluorescent dyes 

at different ratios to yield up to 100 distinct bead sets. The binding measurements are performed by 

flow cytometry with two lasers, one for the identification of the bead and the other for the sample. 

Bead-based arrays are very useful for standardizing assays, with an upper limit of 80 independent 

immobilized probes. 

Figure 1. Measuring probe interactions with microarrayed proteins. Top: Detecting 

binding events using a fluorescently-labeled secondary probe, such as an antibody, and the 

resulting laser-scanned image. Bottom: Label-free interactions detected by surface plasmon 

resonance, resulting in a sensorgram of binding kinetics. 

 

 



Int. J. Mol. Sci. 2010, 11             

 

 

5167 

Protein microarrays are increasingly used in infectious disease research to identify new biomarkers 

that are involved in the disease process or that are targets of immune responses [8–13]. In contrast with 

other proteomic techniques such as 2-D gel electrophoresis and mass spectrometry, the arrayed probes 

are known, conforming easily to high-throughput applications that require examination of the entire 

proteome of an infectious agent. A variety of formats have been developed for the study of pathogen 

proteomes. Capture and reverse-phase are examples of abundance-based microarrays produced by 

spotting either antibodies [10] or antigens [14] on a substrate. The arrays can be probed with serum, 

plasma, and other biological samples to detect binding interactions. Microarrays based on well-

characterized antibodies are specifically useful for identifying biomarkers and quantification of 

proteins. Aptamers [15], affibodies [16], or engineered antibody fragments [17] are alternative capture 

molecules. Antigen arrays find applications in serodiagnosis of disease, antibody-response profiling, 

and evaluation of immunity after vaccination. In reverse-phase protein microarrays (RPPMs), small 

amounts of biological samples from cells, tissues, sera, or plasmas are directly printed on the slide 

[18,19]. These arrays are probed with a single protein of interest that is detected by labeled antibodies. 

RPPMs were successfully used for the screening of cell-signaling pathways and posttranslational 

modifications of proteins [20–22]. The biochemical activities of arrayed proteins have also been 

analyzed [23] by enzyme activity or substrate activity, and protein interaction with other proteins, 

nucleic acids, or drugs [24–26].  

2. Proteome Microarrays and Host Antibody Responses 

The host antibody response provides a signature of pathogen proteins displayed by infectious 

diseases that can be captured and detected by microarrays. Our studies with vaccinia virus [12] and the  

bacterium Yersinia pestis [11] exemplify the application of antigen microarrays for the analysis of 

immune responses (Figure 2). Vaccinia is a large DNA virus (Orthopoxviridae) that replicates in the 

cytoplasm of host cells from genomes encoding 150–300 proteins. The virion is comprised of 

approximately 100 proteins. Most phenotypic variability occurs in proteins encoded in the terminal 

regions of the genome that are associated with host virulence or immune evasion. Some of these 

terminal-region proteins are secreted during cell infection and interfere with host immunity by binding 

complement factors, cytokines, and chemokines, while others interfere with signaling pathways 

regulating host gene expression and apoptosis. To construct a proteome microarray, genomic DNA of 

the Copenhagen (NC_001559.1) vaccine strain (Dryvax) was used as the template for PCR 

amplification of the 273 open reading frames (ORF). Gateway recombination cloning (Invitrogen, 

Carlsbad, CA, USA) was employed to facilitate high-throughput production of proteins from all ORF 

clones. All DNA clones were sequence-verified through the entire length of their inserts. Baculovirus-

based expression was used to produce the recombinant viral proteins as GST-tagged fusions to ensure 

high yield of properly folded proteins with posttranslational modifications that are similar to those 

encountered in the human host. The GST-tagged proteins from cell lysates were affinity purified to 

90% homogeneity in a single step by using glutathione-agarose in 96-well plates and analyzed for 

correct size and abundance by Western blots. Virus and control proteins were printed onto glass slides 

coated with a thin layer of nitrocellulose. Ultimately, 95% of the proteome was successfully expressed, 

purified, and arrayed.  
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Figure 2. Pathogen proteome microarrays. Confocal laser scanner image of proteins 

spotted in duplicate onto microarray slides, visualized using a rabbit anti-GST antibody 

bound to Cy5-labeled anti-rabbit antibody. (a) Vaccinia virus; (b) Yersinia pestis. 

a          b 

   

 

A standard assay for measuring antibody interactions with proteins of the vaccinia proteome 

microarray was first developed with a pool of therapeutic human sera collected from vaccinia-immune 

individuals (VIg) and this data was compared to results obtained from individuals vaccinated against 

smallpox using Dryvax. The assay consisted of incubating a dilution of serum on the microarray 

surface, washes, and finally detection with a fluorescently labeled anti-Ig antibody. Fluorescent images 

were captured by scanning with a confocal laser (GenePix 4000B; Molecular Devices). Because only a 

very small sample volume (1–2 L) is required, this approach is ideal for limiting the amount of 

sample consumed, often necessary with clinical material. A high level of reproducibility with a very 

low background was apparent in repetitive assays that confirmed previously reported antigens and 

identified new proteins that may be important for neutralizing viral infection. Incubation of the 

microarray with VIg identified nine proteins that consistently bound antibody, while antibody 

interactions with all other proteins were insignificant, requiring no further treatment to suppress  

non-specific signals. These antigens were also recognized by antibodies from individual subjects 

following primary smallpox vaccination and were diverse in function, consisting of regulatory, surface, 

core, and secreted proteins. The identical vaccinia proteins clustered into proteins recognized by 

primary and secondary vaccinated subjects based solely on signal intensities. The vaccinia proteins 

C3L and I1L were not previously reported as antibody-recognized antigens. The nine antigenic 

proteins we identified did not bind antibody from non-vaccinated sera, confirming the specificity of 

these antibody-antigen interactions. However, O2L and H7R were reactive with antibodies from both 

VIg and non-vaccinated control sera, suggesting that these were cross-reactive or non-specific 

interactions. These results indicated that only a small subset of proteins present within the complex 

orthopoxvirus proteome was associated with antibody responses. In addition, the human response to 

individual proteins was variable as sera from more than half of the subjects contained IgG that 

recognized >4 vaccinia proteins, while the remaining samples recognized one to three proteins. 

Further, antibodies from most individuals recognized a greater number of viral proteins after a boost 
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vaccination compared to a single vaccination, suggesting that repeated infection expands the total 

number of proteins recognized by IgG. A previous report [27] similar to our study on vaccinia [12], 

analyzed the serological response to vaccinia and smallpox, observing that a significant amount of the 

antibody response to vaccinia was not involved in the virus neutralization, but could be used as 

potential markers for diagnostic and vaccine development. A later report [28] evaluated an attenuated 

smallpox modified vaccinia virus Ankara (MVA) an alternative to Dryvax vaccine by comparing 

antibody profiles in the sera of humans and monkeys. The overall immunogenicity of MVA was 

reported to be comparable to that of the Dryvax vaccine and the study concluded that MVA may be a 

useful alternative to Dryvax. 

Our vaccinia virus microarray was expanded to allow analysis of additional poxviruses. Monkeypox 

is a zoonotic viral disease that occurs primarily in Central and West Africa. Immunity to monkeypox is 

provided by vaccination against smallpox caused by the closely related variola virus. To differentiate 

antibody responses to monkeypox virus infection from human smallpox vaccination, we developed a 

protein microarray covering 92–95% (166–192 proteins) of representative proteomes from monkeypox 

viral clades of Central and West Africa, including 92% coverage (250 proteins) of the vaccinia virus 

proteome as a reference orthopox vaccine. Serum IgG of cynomolgus macaques that recovered from 

monkeypox recognized at least 23 separate proteins within the orthopox meta-proteome, while only 14 

of these proteins were recognized by IgG from vaccinated humans. There were 12 of 14 antigens 

detected by sera of human vaccinees that were also recognized by IgG from convalescent macaques. 

The greatest level of IgG binding for macaques occurred with the structural proteins F13L and A33R, 

and the membrane scaffold protein D13L. Significant IgM responses directed towards B16R, F13L, 

and A33R of monkeypox virus were detected before onset of clinical symptoms in macaques. Results 

from this study suggested that antibodies from vaccination recognized a small number of proteins 

shared with pathogenic viral strains, while recovery from infection also involved humoral immunity to 

antigens uniquely recognized within the monkeypox virus proteome (unpublished data). 

To identify antibody biomarkers that could distinguish plague from infections caused by other 

bacterial pathogens [11], we developed a microarray comprised of the proteome from the bacterium 

Yersinia pestis. The chromosome of Y. pestis CO92 encodes approximately 3885 proteins, while an 

additional 181 are episomally expressed by pCD1, pMT1, and pPCP1. For comparison, the proteome 

of Y. pestis KIM contains 4202 individual proteins, 87% in common with CO92, and the closely 

related enteric pathogen Y. pseudotuberculosis contains approximately 4038 proteins (chromosome 

plus plasmids). The microarray was comprised of proteins representative of over 75% of the 

4066 ORFs present within the Y. pestis genome. In a manner similar to the vaccinia microarray, the  

Y. pestis proteins were produced as full-length polypeptides fused to GST as an affinity isolation tag. 

An in vitro translation method, based on E. coli lysates, was used to express the proteins in a  

gram-negative background. The ORF clones were fully sequenced to confirm quality and identity. The 

affinity-purified proteins were characterized by SDS gels and Western blots probed with an anti-GST 

antibody. Different approaches for studying the antibody repertoire for plague in rabbits and  

non-human primates were investigated. Based on results from experiments using the Y. pestis 

proteome microarray, we identified new candidates for antibody biomarkers of bacterial infections and 

patterns of cross-reactivity with a panel of other gram-negative pathogens [11]. We were able to 

cluster the proteins recognized by the antibodies into three groups: common proteins of all  
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gram-negative bacteria, combinations of proteins unique to one pathogen, and proteins unique to one 

pathogen. This example demonstrates the power of a high-density proteome microarray to dissect the 

complex immunological relationships among a group of related human pathogens. Convalescence sera 

from vaccinated non-human primates that survived an otherwise lethal aerosol challenge with Y. pestis 

CO92 (plague) or Bacillus anthracis Ames spores (anthrax) were also examined. In addition to the 

CaF1 and LcrV proteins comprising the vaccine components, a subset of proteins from the Y. pestis 

proteome were recognized by antibodies from plague survivors and none of these were detected with 

antibodies from anthrax survivors or non-challenged controls. Signature patterns of antibody 

recognition were identified that reflected the orthologous relationships among proteomes of these 

bacteria. A high degree of cross-reactivity in the antibody response to Burkholderia and related 

bacteria was also previously reported [29]. Further, a protein microarray consisting of 4% of Y. pestis 

proteins was used by Li et al. to profile antibody responses to live plague vaccine in rabbits [30], 

sentinel animals [31], and plague patients [32]. Predominant responses were observed for 11 proteins 

in addition to F1 and V antigens in rabbits. In plague patients, they identified 14 proteins that were 

potential serodiagnostic biomarker candidates and found antibody responses from different plague foci 

responsible for different clinical symptoms. 

Additional microarray studies of antibody responses to bacterial pathogens were reported. 

Sundaresh et al. [33] developed a protein microarray with 244 of the most reactive Francisella 

tularensis proteins derived from a larger chip. In this study, they identified a set of immunodominant 

antigens from F. tularensis patients suitable for diagnosis development. In another study [34], a similar 

protein microarray approach was employed to find immunodominant antigens in mice vaccinated with 

killed F. tularensis vaccine and challenged with a virulent F. tularensis strain. The study found 

31 antigens in addition to 12 known immunodominant antigens of F. tularensis discovered by other 

methods. This was also the first published report to use protein microarrays for studying protective 

immune responses to an infectious agent. Immunoreactive antigens of Coxiella burnetti, the causative 

agent of Q fever, were identified using a protein microarray consisting of 75% of the C. burnetti 

proteome assembled by using a cell free protein expression system [35]. Serum from Q fever patients 

and individuals vaccinated with Q-Vax vaccine strongly reacted to 50 antigens of C. burnetti that were 

confirmed by ELISA including antigens isolated from an E. coli expression system. In yet another 

study, human and goat antibody responses to Brucella melitensis infection were analyzed [36], finding 

that there was differential recognition of antigens by the two host species. The serodiagnostic proteins 

were of potential value for diagnostic purposes as brucellosis is diagnosed by measuring the antibodies 

to lipopolysaccharide (LPS), which cannot distinguish between past and present infection in endemic 

areas. Antibody response to Lyme borreliosis disease in humans and mice was studied by Barbour et 

al. [37], using a protein microarray comprising 80% of the proteins from Borrelia burgdorferi. A 

comprehensive analysis of the sera from B. burgdorferi patients and rodents revealed that only a small 

set of antigens elicited antibody responses in both hosts, while the majority of B. burgdorferi proteins 

did not induce antibodies. It is also possible to focus on specific subsets of antigens identified by 

bioinformatics. For example, a protein array produced from the outer membrane proteins of 

Pseudomonas aeruginosa was constructed [38] to study the immune response in patients, and several 

antibody-binding antigens were identified by this group as potential diagnostic markers. In another 
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example, a recombinant Niesseria meningitidis protein array was used for screening serum from 

meningitis patients [39] for immune responses to phase-variable expressed proteins.  

3. Protein-Protein Interactions (Non-Antibody) 

The development of new proteomics methods has been driven in part by the need to identify new 

types of infection biomarkers. Though studies of antibody responses dominate the field, protein 

microarrays should be considered as an alternative approach to examine other catagories of  

host-pathogen interactions. Research areas with well-established cell proteomics data are prime targets. 

For example, because many of the host factors associated with phagosomes have been identified [40], 

protein microarrays may provide a convenient model system to examine interactions with pathogen 

proteomes associated with this portal of entry. In a similar manner, targeted microarrays comprised of 

pathogen proteins may be used to examine host interactions. The few published examples from this 

developing field of study should be mentioned. In one report, RPPM along with other techniques [41] 

were used to examine phosphoprotein signaling pathway in primary human small airway epithelial 

cells infected with Bacillus anthracis, identifying reduced AKT (protein kinase B) phosphorylation as 

a contributor to increased bacterial survival and pathogenicity. In another study [42], proteins from 

Group A and B streptococci were arrayed on a chip and probed with human fibronectin, fibrinogen, 

and C4 binding protein, all well-known targets of gram-positive bacteria.  

4. Alternative Methods  

The use of purified and well-characterized proteins to assemble the microarray will insure the 

highest quality and most reproducible results. However, the high level of quality control required to 

sequence, purify, and characterize elements of a proteome microarray in the examples we described 

may not be as important for provisional screening purposes. A coupled transcription/translation 

reaction was previously reported as a rapid method to develop protein microarrays against a number of 

infectious organisms [43,44], bypassing sequencing and purification steps. In this technique, both 

transcription and translation occur simultaneously to synthesize proteins in parallel from PCR 

products, directly on the chip. Presumably, results obtained by these methods will require follow-up 

studies with more rigorous controls for confirmation. The protein in situ array (PISA) developed by He 

and Taussig [45] first produces DNA constructs from a PCR of the protein of interest and a T7 

promoter for translational initiation followed by immobilization using a N or C terminal tag sequence. 

Another approach [25,46] called nucleic acid programmable protein array (NAPPA) included slides 

coated with avidin to capture biotinylated plasmid DNA for synthesizing proteins. Proteins with fused 

tags were synthesized and immobilized on the chips coated with molecules to bind the tags [25]. He et 

al. [47] described a technique called DNA array to protein array (DAPA) where they utilized a single 

DNA array to make multiple copies of the same protein array. In one example, a self-assembled 

NAPPA-based on a cell-free expression system was used for constructing a protein microarray of all 

69 proteins produced by varicella zoster virus (VZV), the cause of chickenpox [48]. Three sets of 

antigens in the VZV proteome were identified from human sera that may be useful in defining the 

clinical status of the infection and diagnostics. Another VZV protein array produced from an E. coli 

expression system was later used to detect antibodies in human sera reactive to VZV viral  
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proteins [49]. The ORF68 (gE) antigen identified in the study showed high-confidence for 

determination of the serological response to VZV.  

Although these alternative in situ synthesis methods are rapid, they are not without significant 

shortcomings. It is difficult to characterize proteins expressed on the chip in contrast to direct spotting 

of purified proteins. Two studies investigated the antibody response to VZV by protein arrays made 

from either NAPPA cell-free expression system [48] or E. coli expression system [49]. Antibodies 

from the sera of patients recognized three microarrayed VZV proteins produced recombinantly with  

E. coli, whereas these identical proteins were not recognized on a NAPPA protein expression-based 

protein microarray. Interestingly, these proteins were abundantly expressed in the NAPPA protein 

microarrays, suggesting that they did not fold correctly to expose their linear epitopes for binding. 

Despite these limitations, microarrays based on in situ synthesis offer simplicity, efficiency, and high-

throughput capabilities. 

The relatively small proteomes of most viruses increase in diversity by considering variations in 

clinical isolates. For example, while human papilloma virus produces only a few proteins, sequences 

for these may diverge in the more than 100 strains of the virus. A protein microarray developed with 

13 human papilloma virus types [50] was used to examine patient sera compared to asymptomatic 

subjects. The study identified E7 proteins as the most reactive antigens in the patient group. However, 

the E7 proteins were not useful as a diagnostic biomarker because the differences between patients and 

asymptomatic subjects were not significant. In another report, a bead suspension multiplex array 

(Luminex xMAP) was used to study serological responses to 27 antigens of human papilloma virus 

[51]. The data correlated well with ELISA results and in addition the bead array was able to measure 

weak antibody responses. A protein array constructed from six coronaviruses including severe acute 

respiratory syndrome (SARS) was used for screening serum samples for virus-specific antibodies [52]. 

The microarray data predicted SARS infection in 90% of the patients correctly with a specificity  

of 93%.  

5. Peptide and Protein Domain Microarrays 

The high efficiency, low cost, and high-throughput nature of chemically synthesized peptides are 

significant advantages compared to production of recombinant polypeptides. Therefore, peptide 

microarrays have been explored as another alternative to recombinant proteins, with a limited degree 

of success. A chemically synthesized peptide microarray representing the major antigens of hepatitis B 

and C viruses, human immunodeficiency virus, Epstein-Barr virus, and syphilis was constructed on a 

glass slide and antibody responses were simultaneously detected [53]. The assay showed very high 

sensitivity and specificity for the diagnostic identification of these viruses. Another proof of principle 

study [54] was reported to identify diagnostically relevant peptides using a peptide array deduced from 

bioinformatics data for Echinococcus granulosa (tapeworm) infection, achieving only 57% sensitivity 

and 94% specificity compared to ELISA.  

As an alternative to full-length polypeptides, expression and purification of protein domains may 

improve yield of stable products for use in microarrays. In one reported study, a total of 212 protein 

domains (SH3, SH2, PDZ etc.) were immobilized on nitrocellulose and screened with peptides [55]. 

The results proved that the immobilized domains were stable and could be used for binding studies. 
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Kaushansky et al. [56] constructed an array based on protein interaction domains such as Src 

homology, phosphotyrosine binding domains, and mouse PDZ domains produced from recombinant  

E. coli. These arrays required low sample consumption and may reduce false positive rates. Advanced 

knowledge of the specific recognition events will be required to substitute peptides or single protein 

domains for full-length proteins to ensure that important epitopes are not missed for the purpose of 

studying antibody interactions.  

6. Quality Control 

Protein stability is an important and particularly challenging factor in using protein microarrays. 

The high-throughput nature of construction tends to sacrifice detailed knowledge about individual 

proteins. There are few methods available to assess folding and functionality of all arrayed proteins 

immediately before use. Recombinant proteins constructed with fusion tags to facilitate folding during 

translation offer a partial solution, especially if proper folding of the fusion protein can be readily 

assessed. For example, unfolded glutathione-S-transferase (GST) will not bind to glutathione, the 

tripeptide ligand of GST, hence purification schemes employing GST fusions will favor proteins with 

stable structures. Fusion tags also provide a convenient marker for monitoring quality control of 

protein spotting (Figure 2). However, the fusion tag may hinder protein accessibility or alter function 

in other ways. Because proteins may denature during printing and storage, enzymes or other 

denaturing-sensitive proteins that can be assessed after printing should be included in the microarray.  

7. Antibody Microarrays 

Antibodies are a natural choice to be used as capture molecules due to their specificity, affinity, 

ease of production, and potential for engineering. For probe development, the analysis of antibody 

specificity and cross-reactivity [57–59] can be simplified by screening against target or off-target 

proteins printed as microarrays. Antibody arrays are routinely used in the field of biomarker discovery 

and validation. The detection of binding molecules to an antibody array is usually done by direct 

labeling of proteins in the sample (serum, cell, or tissue) or by a sandwich format similar to ELISA. 

For example, protein abundance in cells was determined by Haab et al. [60], using 115 antigen and 

antibody reactions. This was the first published report to use a two-color differential labeling of 

samples in a protein microarray. The microarray format is also convenient for standardizing the routine 

analysis of analytes present in screening assays, such as cytokines released by cell cultures [61]. An 

antibody-based microarray for the multiplexed detection of cholera, diphtheria, staphylococcal 

enterotoxin B, tetanus toxins, anthrax protective antigen, and lethal factor was reported [62]. A 

competition assay between labeled and unlabeled toxins in serum was used to simultaneously detect all 

the toxins in the antibody microarray. In another report, a sandwich fluorescence immunoassay based 

on an antibody microarray format was developed for the capture and detection of E. coli O157.H7 

[63], and later to screen large number of food samples in a high-throughput manner to simultaneously 

detect E coli O157:H7 and Salmonella typhimurium [64].  

The major drawback of capture microarrays is that few well-defined and high-quality antibodies 

against microorganisms are available. Engineering antibody fragments is a potential alternate approach 

to accelerate the development of antigen-capture molecules. Antibody fragments such as the Fab 



Int. J. Mol. Sci. 2010, 11             

 

 

5174 

portion of IgG [65], phage display libraries or recombinant single chain variable fragment (scFv) 

containing the antigen-binding motif can be used in place of antibodies in protein microarray 

development [66,67]. A decreased cross-reactivity was also observed with fragments as compared to 

full-length antibodies.  

8. Microarray Printing  

Thin-layered nitrocellulose or chemically modified 2-D surfaces (glass, silicon, gold, and polymer) 

are generally used for immobilization of microarrayed proteins. Buffer additives like glycerol, 

polyethylene glycol, or sugars that prevent drying of the proteins and choice of buffers should be 

carefully selected to match the type of surfaces used for arraying. Alternatively, gel-based 3-D surfaces 

made from polyacrylamide or agarose provide a hydrophilic environment [68]. Regardless of the 

printing substrate selected, microarrayed proteins must retain functionality and stability during 

preparation and use. Though it may not be possible to directly examine all elements of an array, it is 

important to include printing controls of interacting proteins that can be tested for functionality before 

use. There are several methods by which proteins are spotted onto substrates. The choice of technology 

used impacts spotting consistency, speed, spot diameter, and ease of use. In turn, the final spot quality 

required for printed proteins will depend on the method of detection. Control of the laboratory 

environment to maintain constant temperature, humidity, and clean-room conditions will vastly 

improve printing consistency. Printing with solid pins (for example Stealth Pin, Arrayit Corportion, 

Sunnyvale, CA, USA) relies on capillary forces to release spots on contact with the surface, resulting 

in 60–600 m diameter spots depending on buffer composition and pin diameter. Dip-pen lithography 

(DPN) uses atomic force microscopy microcantilevers to deposit spots in the range of 1–60 m 

diameter (Nano eNabler, Bioforce Nanosciences, Ames, IA, USA) and inkjet printers (for example 

Arrayjet, Roslin, Scotland) use piezoelectric elements to transfer the protein solution in the form of 

droplets to the target surface, resulting in spot diameters of 80–150 m. Both pin and inkjet spotting 

methods deposit a very small amount of protein, requiring highly concentrated samples. Unfortunately, 

highly concentrated samples may fail to adsorb completely on the surface and tend to spread during 

hydration. A new continuous flow microspotting method (Wasatch Microfluidics, Taylorsville, UT, 

USA) uses microfluidic channel networks to continuously circulate protein samples over a spot to 

achieve uniform and maximum protein adsorption [69]. This technique may be especially useful for 

dilute and crude protein sample arraying. 

9. Labeled Detection of Binding Events 

Fluorescence-based labeling of probes is most commonly used to detect binding events, due 

primarily to simplicity and sensitivity. Examples are amine-reactive dyes such as cyanines (Cy3 and 

Cy5) or labeling probes with biotin followed by detection with an avidin-fluorescent dye conjugate. 

CCD cameras or fluorescent slide scanners are used for detection of the labeled probes within defined 

grid areas. Sandwich immunoassay methods provide increased sensitivity and at the same time reduce 

non-specific binding, but their use is limited by the availability of paired antibodies. Using a rolling 

circle amplification (RCA) method can dramatically increase fluorescent signal intensity [70], thus 

increasing sensitivity in protein microarray detection methods. In this scheme, proteins are labeled 
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with biotin and recognized by an antibody conjugated with a primer to which a circular DNA is 

hybridized. Fluorescently labeled oligonucleotides are used for elongation of DNA and detection. A 

universal RCA signal amplification scheme was used [71] for measuring cytokines in a multiplexed 

format. A total of 75 cytokines were simultaneously measured on an antibody microarray, 

demonstrating that even larger number of analytes can be measured by this technology. Thus, RCA is a 

powerful tool for improving the detection limits of protein microarrays by signal amplification.  

Current fluorescence-based detection in protein microarrays is limited to two to three independent 

probes because broad emission profiles exhibited by the dyes used for detection often overlap with 

each other and with the background fluorescence emitted by substrates, such as the commonly used 

nitrocellulose. Also, multiple excitation and emission channels are required to detect combinations of 

fluorescent markers. Quantum dot (QDs) nanoparticles are one alternative to fluorescent dyes. The 

QDs are semiconducting fluorophores that are extremely bright, resist photobleaching, and have 

multiplexing capability. Each contains an inorganic fluorescent core, commonly CdSe, coated with a 

shell of another semiconductor such as CdS or ZnS. The most important property of QDs with 

reference to protein microarray detection is that they absorb light at broad wavelengths, from UV to 

visible range and emit light at a very narrow bandwidth, in contrast to fluorescent dyes. Additionally, 

the QD surfaces may be modified with suitable chemistries for immobilizing biomolecules. 

Streptavidin-coated QDs in a protein microarray format were used to detect six different cytokines at 

picomolar concentrations [72], currently the practical limit for multiplexing with QDs. Additional 

multiplexing strategies have been previously described in detail [23]. 

Bead-based microarrays offer one solution to multiplexing. Most commercially available methods 

were developed by Luminex (xMAP platform). The xMAP technology is based on polymer beads 

incorporated with fluorescent dyes that produce unique signatures. These beads can be conjugated to 

different molecules to perform multiplexed assays. Up to 100 discrete interactions can be monitored 

simultaneously using this technology [73], perhaps extended to 500 bead sets in the near future. 

Antigens or peptides have been attached to the Luminex beads and antibody responses to 

papillomavirus [74], Epstein-Barr virus [75,76], and Mycobacterium tuberculosis [77] were reported. 

Becton Dickinson (Franklin Lakes, NJ, USA) markets a cytometric bead array (CBA) system, which is 

another multiplexed bead-based assay that includes flow cytometry for cytokine, chemokine, mouse 

isotyping, and signaling molecule analysis.  

10. Label-Free Detection 

Label-free detection methods are used for real-time monitoring of binding events and to minimize 

artifacts caused by using labeled probes. SPR imaging technology is widely used in a microarray 

format for many applications. SPR is label-free, allows real-time monitoring, and has the additional 

ability to measure kinetics of the molecular interactions (Figure 1). SPR imaging was developed to 

simultaneously measure SPR dip changes in an array format, recorded with a CCD camera.  

Grating-coupled (Flexchip, GE/Biacore, Piscataway, NJ, USA) and prism-coupled (SPRi-Plex, Horiba 

Scientific, Edison, NJ, USA, ProteOn XPR36, Bio-Rad, Hercules, CA, USA) SPRi systems are some 

examples of commercially available SPRi microarray systems. A model protein-protein interaction 

system was reported [78], consisting of the E6 protein of human papillomavirus complexing with the 



Int. J. Mol. Sci. 2010, 11             

 

 

5176 

proteins E6AP and p53 using a SPRi system. In another example, an array-based spectral SPR system 

was used for measuring antibody response to mumps virus infection [79]. In this system the reflected 

light from the array was collected into a fiber optic spectrometer for analysis. Our laboratory routinely 

uses SPRi microarrays to validate interactions that were detected during primary microarray screens 

from a fluorescent probe read-out. Because spot sizes must be large enough for resolution by the 

commonly used CCD imaging, practical array densities are currently less than 1000 independent 

immobilized probes. 

Additional label-free detection methods have been described. Surface-enhanced laser 

desorption/ionization time of flight mass spectrometry (SELDI-TOF-MS) has been used as a low 

throughput method for on-chip purification of proteins, ionization, and detection [80]. However, this 

approach was not very successful in identifying biomarkers in parasitic diseases, and most markers 

found in the study were intact host proteins [81,82]. Matrix-assisted laser desorption/ionization 

(MALDI)-MS in combination with 3-D gel surfaces [83] and silicon nanoporous nanovials [6] were 

also used for biomarker discovery. The MS-based detection systems are important for specific 

applications, but there have been only limited advancements in the development of microarray formats, 

currently limiting use as a primary screening tool. Nanowire-based systems detect changes in 

conductivity as a result of molecular binding [84,85]. It is possible to make an array of nanowires such 

that each nanowire is coated with a specific capture molecule. Gantelius et al. [86] reported a magnetic 

bead-based multiplexing format for the detection of auto-antibodies to 12 antigens, comparing the 

assay results to fluorescence-based detection system. Although the magnetic bead-based system was 

rapid, it was not sufficiently sensitive for routine use. 

11. Data Analysis 

Despite the rapid progress in protein microarray development standardized methods for data 

handling and analysis are not universally accepted. Fluorescence scanners made by different 

commercial vendors use stand-alone software to analyze data, while assay protocols used by 

investigators may vary widely. Hence, it is often difficult to compare studies reported by different 

groups, and there is a need to formulate standardized methods for protein microarray data handling and 

analysis. A number of reports have outlined ways to normalize protein microarray data, mainly for 

different approaches to antibody microarrays. These normalization methods include concentration-

dependant analysis [87,88], spiked internal standards [89], and algorithm-based [90], and all have 

significant pros and cons. Invitrogen/Life Technologies (Carlsbad, CA, USA) developed a data 

analysis package (ProtoArray Prospector) specifically designed for protein antigen microarrays, 

including a suite of statistical methods. BioArray software environment (BASE), a software package 

for microarray data management and analysis (http://base.thep.lu.se) developed by Lund University, 

Sweden, also addresses some of the issues we have outlined. However, it remains to be seen how 

rapidly standards will be adopted by the research community.  

12. Conclusions 

Antibodies are primary biomarkers of infection that are commonly used for diagnosis, measuring 

vaccine efficacy, and discovery of disease interventions. Protein microarrays are important tools for 
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measuring these complex antigen-antibody interactions and other host-pathogen interactions at 

different stages of the disease. The major impediments to development of protein microarrays are the 

inherent complexity of proteins themselves, availability of well-characterized antibodies to infectious 

agents, and standardized statistical methods for analysis of data. However, we expect many of these 

issues to be resolved in the coming years as these tools are used more frequently in infectious  

disease research.  

Acknowledgements 

The authors appreciate the many contributions of Sarah Keasey, Christine Pugh, Emily Cisney, 

Stefan Fernandez, and other members of the RIID protein interactions team, the contributions of Barry 

Schweitzer and our other collaborations at Life Technologies for pioneering studies in protein 

microarray technology, and Justin Rodrigo for critical reading of the manuscript. Opinions, 

interpretations, conclusions, and recommendations are those of the authors and are not necessarily 

endorsed by the United States Army.  

References 

1. Taniguchi, Y.; Choi, P.J.; Li, G.W.; Chen, H.; Babu, M.; Hearn, J.; Emili, A.; Xie, X.S. 

Quantifying E. coli proteome and transcriptome with single-molecule sensitivity in single cells. 

Science 2010, 329, 533–538. 

2. Gygi, S.P.; Rochon, Y.; Franza, B.R.; Aebersold, R. Correlation between protein and mRNA 

abundance in yeast. Mol. Cell Biol. 1999, 19, 1720–1730. 

3. Yu, X.; Xu, D.; Cheng, Q. Label-free detection methods for protein microarrays. Proteomics 

2006, 6, 5493–5503. 

4. Homola, J. Present and future of surface plasmon resonance biosensors. Anal. Bioanal. Chem. 

2003, 377, 528–539. 

5. Zheng, G.; Patolsky, F.; Cui, Y.; Wang, W.U.; Lieber, C.M. Multiplexed electrical detection of 

cancer markers with nanowire sensor arrays. Nat. Biotechnol. 2005, 23, 1294–1301. 

6. Finnskog, D.; Jaras, K.; Ressine, A.; Malm, J.; Marko-Varga, G.; Lilja, H.; Laurell, T. High-speed 

biomarker identification utilizing porous silicon nanovial arrays and MALDI-TOF mass 

spectrometry. Electrophoresis 2006, 27, 1093–1103. 

7. Usui-Aoki, K.; Kyo, M.; Kawai, M.; Murakami, M.; Imai, K.; Shimada, K.; Koga, H. Protein and 

antibody microarrays: Clues towards biomarker discovery. Front. Drug Des. Disc. 2006, 2,  

23–33. 

8. Tomizaki, K.Y.; Usui, K.; Mihara, H. Protein-protein interactions and selection: Array-based 

techniques for screening disease-associated biomarkers in predictive/early diagnosis. FEBS J. 

2010, 277, 1996–2005. 

9. Vigil, A.; Davies, D.H.; Felgner, P.L. Defining the humoral immune response to infectious agents 

using high-density protein microarrays. Future Microbiol. 2010, 5, 241–251. 

10. Borrebaeck, C.A.; Wingren, C. Design of high-density antibody microarrays for disease 

proteomics: Key technological issues. J. Proteomics 2009, 72, 928–935. 



Int. J. Mol. Sci. 2010, 11             

 

 

5178 

11. Keasey, S.L.; Schmid, K.E.; Lee, M.S.; Meegan, J.; Tomas, P.; Minto, M.; Tikhonov, A.P.; 

Schweitzer, B.; Ulrich, R.G. Extensive antibody cross-reactivity among infectious gram-negative 

bacteria revealed by proteome microarray analysis. Mol. Cell Proteomics 2009, 8, 924–935. 

12. Schmid, K.; Keasey, S.L.; Pittman, P.; Emerson, G.L.; Meegan, J.; Tikonov, A.P.; Chen, G.; 

Schweitzer, B.; Ulrich, R.G. Analysis of the human immune response to vacccina by use of novel 

protein microarray suggests that antibodies recognize less than 10% of the total viral proteome. 

Proteomics Clin. Appl. 2008, 2, 1528–1538. 

13. Ramachandran, N.; Srivastava, S.; LaBaer, J.L. Applications of protein microarrays for biomarker 

discovery. Proteomics-Clin. Appl. 2008, 2, 1444–1459. 

14. Stoevesandt, O.; Taussig, M.J.; He, M. Protein microarrays: High-throughput tools for 

proteomics. Expert Rev. Proteomics 2009, 6, 145–157. 

15. Rowe, W.; Platt, M.; Day, P.J. Advances and perspectives in aptamer arrays. Integr. Biol. (Camb.) 

2009, 1, 53–58. 

16. Renberg, B.; Nordin, J.; Merca, A.; Uhlen, M.; Feldwisch, J.; Nygren, P.A.; Karlstrom, A.E. 

Affibody molecules in protein capture microarrays: Evaluation of multidomain ligands and 

different detection formats. J. Proteome Res. 2007, 6, 171–179. 

17. Ramirez, A.B.; Loch, C.M.; Zhang, Y.; Liu, Y.; Wang, X.; Wayner, E.A.; Sargent, J.E.; Sibani, 

S.; Hainsworth, E.; Mendoza, E.A.; Eugene, R.; Labaer, J.; Urban, N.D.; McIntosh, M.W.; 

Lampe, P.D. Use of a single-chain antibody library for ovarian cancer biomarker discovery. Mol. 

Cell Proteomics 2010, 9, 1449–1460. 

18. vanMeter, A.; Signore, M.; Pierobon, M.; Espina, V.; Liotta, L.A.; Petricoin, E.F., III. Reverse-

phase protein microarrays: Application to biomarker discovery and translational medicine. Expert. 

Rev. Mol. Diagn. 2007, 7, 625–633. 

19. Speer, R.; Wulfkuhle, J.; Espina, V.; Aurajo, R.; Edmiston, K.H.; Liotta, L.A.; Petricoin, E.F., III. 

Development of reverse phase protein microarrays for clinical applications and patient-tailored 

therapy. Cancer Genomics Proteomics 2007, 4, 157–164. 

20. Paweletz, C.P.; Charboneau, L.; Bischsel, V.E.; Simone, N.L.; Chen, T.; Gillespie, J.W.; Emmert-

Buck, M.R.; Roth, M.J.; Petricoin, E.F., III; Liotta, L.A. Reverse phase protein microarrays which 

capture disease progression show activation of pro-survival pathways at the cancer invasion front. 

Oncogene 2001, 20, 1981–1989. 

21. Mendes, K.N.; Nicorici, D.; Cogdell, D.; Tabus, I.; Yli-Harja, O.; Guerra, R.; Hamilton, S.R.; 

Zhang, W. Analysis of signaling pathways in 90 cancer cell lines by protein lysate array. J. 

Proteome Res. 2007, 6, 2753–2767. 

22. Spurrier, B.; Ramalingam, S.; Nishizuka, S. Reverse-phase protein lysate microarrays for cell 

signaling analysis. Nat. Protoc. 2008, 3, 1796–1808. 

23. Kersten, B.; Wanker, E.E.; Hoheisel, J.D.; Angenendt, P. Multiplex approaches in protein 

microarray technology. Expert. Rev. Proteomics 2005, 2, 499–510. 

24. MacBeath, G.; Schreiber, S.L. Printing proteins as microarrays for high-throughput function 

determination. Science 2000, 289, 1760–1763. 

25. Ramachandran, N.; Hainsworth, E.; Bhullar, B.; Eisenstein, S.; Rosen, B.; Lau, A.Y.; Walter, 

J.C.; LaBaer, J. Self-assembling protein microarrays. Science 2004, 305, 86–90. 



Int. J. Mol. Sci. 2010, 11             

 

 

5179 

26. Zhu, H.; Bilgin, M.; Bangham, R.; Hall, D.; Casamayor, A.; Bertone, P.; Lan, N.; Jansen, R.; 

Bidlingmaier, S.; Houfek, T.; Mitchell, T.; Miller, P.; Dean, R.A.; Gerstein, M.; Snyder, M. 

Global analysis of protein activities using proteome chips. Science 2001, 293, 2101–2105. 

27. Davies, D.H.; Molina, D.M.; Wrammert, J.; Miller, J.; Hirst, S.; Mu, Y.; Pablo, J.; Unal, B.; 

Nakajima-Sasaki, R.; Liang, X.; Crotty, S.; Karem, K.L.; Damon, I.K.; Ahmed, R.; Villarreal, L.; 

Felgner, P.L. Proteome-wide analysis of the serological response to vaccinia and smallpox. 

Proteomics 2007, 7, 1678–1586. 

28. Davies, D.H.; Wyatt, L.S.; Newman, F.K.; Earl, P.L.; Chun, S.; Hernandez, J.E.; Molina, D.M.; 

Hirst, S.; Moss, B.; Frey, S.E.; Felgner, P.L. Antibody profiling by proteome microarray reveals 

the immunogenicity of the attenuated smallpox vaccine modified vaccinia virus ankara is 

comparable to that of Dryvax. J. Virol. 2008, 82, 652–663. 

29. Felgner, P.L.; Kayala, M.A.; Vigil, A.; Burk, C.; Nakajima-Sasaki, R.; Pablo, J.; Molina, D.M.; 

Hirst, S.; Chew, J.S.; Wang, D.; Tan, G.; Duffield, M.; Yang, R.; Neel, J.; Chantratita, N.; 

Bancroft, G.; Lertmemongkolchai, G.; Davies, D.H.; Baldi, P.; Peacock, S.; Titball, R.W. A 

Burkholderia pseudomallei protein microarray reveals serodiagnostic and cross-reactive antigens. 

Proc. Natl. Acad. Sci. USA 2009, 106, 13499–13504. 

30. Li, B.; Jiang, L.; Song, Q.; Yang, J.; Chen, Z.; Guo, Z.; Zhou, D.; Du, Z.; Song, Y.; Wang, J.; 

Wang, H.; Yu, S.; Yang, R. Protein microarray for profiling antibody responses to Yersinia pestis 

live vaccine. Infect. Immun. 2005, 73, 3734–3739. 

31. Li, B.; Guo, Y.; Guo, Z.; Liang, Y.; Zhu, Z.; Zhou, Q.; Yan, Y.; Song, Z.; Yang, R. Serologic 

survey of the sentinel animals for plague surveillance and screening for complementary diagnostic 

markers to F1 antigen by protein microarray. Am. J. Trop. Med. Hyg. 2008, 79, 799–802. 

32. Li, B.; Zhou, D.; Wang, Z.; Song, Z.; Wang, H.; Li, M.; Dong, X.; Wu, M.; Guo, Z.; Yang, R. 

Antibody profiling in plague patients by protein microarray. Microbes Infect. 2008, 10, 45–51. 

33. Sundaresh, S.; Randall, A.; Unal, B.; Petersen, J.M.; Belisle, J.T.; Hartley, M.G.; Duffield, M.; 

Titball, R.W.; Davies, D.H.; Felgner, P.L.; Baldi, P. From protein microarrays to diagnostic 

antigen discovery: A study of the pathogen Francisella tularensis. Bioinformatics 2007, 23,  

1508–1518. 

34. Eyles, J.E.; Unal, B.; Hartley, M.G.; Newstead, S.L.; Flick-Smith, H.; Prior, J.L.; Oyston, P.C.; 

Randall, A.; Mu, Y.; Hirst, S.; Molina, D.M.; Davies, D.H.; Milne, T.; Griffin, K.F.; Baldi, P.; 

Titball, R.W.; Felgner, P.L. Immunodominant Francisella tularensis antigens identified using 

proteome microarray. Proteomics 2007, 7, 2172–2183. 

35. Beare, P.A.; Chen, C.; Bouman, T.; Pablo, J.; Unal, B.; Cockrell, D.C.; Brown, W.C.; Barbian, 

K.D.; Porcella, S.F.; Samuel, J.E.; Felgner, P.L.; Heinzen, R.A. Candidate antigens for Q fever 

serodiagnosis revealed by immunoscreening of a Coxiella burnetii protein microarray. Clin. 

Vaccine Immunol. 2008, 15, 1771–1779. 

36. Liang, L.; Leng, D.; Burk, C.; Nakajima-Sasaki, R.; Kayala, M.A.; Atluri, V.L.; Pablo, J.; Unal, 

B.; Ficht, T.A.; Gotuzzo, E.; Saito, M.; Morrow, W.J.; Liang, X.; Baldi, P.; Gilman, R.H.; Vinetz, 

J.M.; Tsolis, R.M.; Felgner, P.L. Large scale immune profiling of infected humans and goats 

reveals differential recognition of Brucella melitensis antigens. PLoS Negl. Trop. Dis. 2010, 4, 

e673. 



Int. J. Mol. Sci. 2010, 11             

 

 

5180 

37. Barbour, A.G.; Jasinskas, A.; Kayala, M.A.; Davies, D.H.; Steere, A.C.; Baldi, P.; Felgner, P.L. A 

genome-wide proteome array reveals a limited set of immunogens in natural infections of humans 

and white-footed mice with Borrelia burgdorferi. Infect. Immun. 2008, 76, 3374–3389. 

38. Montor, W.R.; Huang, J.; Hu, Y.; Hainsworth, E.; Lynch, S.; Kronish, J.W.; Ordonez, C.L.; 

Logvinenko, T.; Lory, S.; LaBaer, J. Genome-wide study of Pseudomonas aeruginosa outer 

membrane protein immunogenicity using self-assembling protein microarrays. Infect. Immun. 

2009, 77, 4877–4886. 

39. Steller, S.; Angenendt, P.; Cahill, D.J.; Heuberger, S.; Lehrach, H.; Kreutzberger, J. Bacterial 

protein microarrays for identification of new potential diagnostic markers for Neisseria 

meningitidis infections. Proteomics 2005, 5, 2048–2055. 

40.  Li, Q.; Jagannath, C.; Rao, P.K.; Singh, C.R.; Lostumbo, G. Analysis of phagosomal proteomes: 

From latex-bead to bacterial phagosomes. Proteomics 2010, 10, 4098–4116. 

41. Popova, T.; Espina, V.; Bailey, C.; Liotta, L.; Petricoin, E.; Popov, S. Anthrax infection inhibits 

the AKT signaling involved in the E-cadherin-mediated adhesion of lung epithelial cells. FEMS 

Immunol. Med. Microbiol. 2009, 56, 129–142. 

42.  Margarit, I.; Bonacci, S.; Pietrocola, G.; Rindi, S.; Ghezzo, C.; Bombaci, M.; Nardi-Dei, V.; 

Grifantini, R.; Speziale, P.; Grandi, G. Capturing host-pathogen interactions by protein 

microarrays: Identification of novel streptococcal proteins binding to human fibronectin, 

fibrinogen, and C4BP. FASEB J. 2009, 23, 3100–3112. 

43. Davies, D.H.; Liang, X.; Hernandez, J.E.; Randall, A.; Hirst, S.; Mu, Y.; Romero, K.M.; Nguyen, 

T.T.; Kalantari-Dehaghi, M.; Crotty, S.; Baldi, P.; Villarreal, L.P.; Felgner, P.L. Profiling the 

humoral immune response to infection by using proteome microarrays: high-throughput vaccine 

and diagnostic antigen discovery. Proc. Natl. Acad. Sci. USA 2005, 102, 547–552. 

44. Sundaresh, S.; Doolan, D.L.; Hirst, S.; Mu, Y.; Unal, B.; Davies, D.H.; Felgner, P.L.; Baldi, P. 

Identification of humoral immune responses in protein microarrays using DNA microarray data 

analysis techniques. Bioinformatics 2006, 22, 1760–1766. 

45. He, M.; Taussig, M.J. Single step generation of protein arrays from DNA by cell-free expression 

and in situ immobilisation (PISA method). Nucleic Acids Res. 2001, 29, E73-3. 

46. Ramachandran, N.; Raphael, J.V.; Hainsworth, E.; Demirkan, G.; Fuentes, M.G.; Rolfs, A.; Hu, 

Y.; LaBaer, J. Next-generation high-density self-assembling functional protein arrays. Nat. 

Methods 2008, 5, 535–538. 

47. He, M.; Stoevesandt, O.; Palmer, E.A.; Khan, F.; Ericsson, O.; Taussig, M.J. Printing protein 

arrays from DNA arrays. Nat. Methods 2008, 5, 175–177. 

48. Ceroni, A.; Sibani, S.; Baiker, A.; Pothineni, V.R.; Bailer, S.M.; Labaer, J.; Haas, J.; Campbell, 

C.J. Systematic analysis of the IgG antibody immune response against varicella zoster virus 

(VZV) using a self-assembled protein microarray. Mol. Biosyst. 2010, 6, 1604–1610. 

49. Vizoso Pinto, M.G.; Pfrepper, K.I.; Janke, T.; Noelting, C.; Sander, M.; Lueking, A.; Haas, J.; 

Nitschko, H.; Jaeger, G.; Baiker, A. A systematic approach for the identification of novel, 

serologically reactive recombinant Varicella-Zoster Virus (VZV) antigens. Virol. J. 2010, 7, 165. 

50. Luevano, M.; Bernard, H.U.; Barrera-Saldana, H.A.; Trevino, V.; Garcia-Carranca, A.; Villa, 

L.L.; Monk, B.J.; Tan, X.; Davies, D.H.; Felgner, P.L.; Kalantari, M. High-throughput profiling of 



Int. J. Mol. Sci. 2010, 11             

 

 

5181 

the humoral immune responses against thirteen human papillomavirus types by proteome 

microarrays. Virology 2010, 2010. 

51. Waterboer, T.; Sehr, P.; Michael, K.M.; Franceschi, S.; Nieland, J.D.; Joos, T.O.; Templin, M.F.; 

Pawlita, M. Multiplex human papillomavirus serology based on in situ-purified glutathione  

s-transferase fusion proteins. Clin. Chem. 2005, 51, 1845–1853. 

52. Zhu, H.; Hu, S.; Jona, G.; Zhu, X.; Kreiswirth, N.; Willey, B.M.; Mazzulli, T.; Liu, G.; Song, Q.; 

Chen, P.; Cameron, M.; Tyler, A.; Wang, J.; Wen, J.; Chen, W.; Compton, S.; Snyder, M. Severe 

acute respiratory syndrome diagnostics using a coronavirus protein microarray. Proc. Natl. Acad. 

Sci. USA 2006, 103, 4011–4016. 

53. Duburcq, X.; Olivier, C.; Malingue, F.; Desmet, R.; Bouzidi, A.; Zhou, F.; Auriault, C.;  

Gras-Masse, H.; Melnyk, O. Peptide-protein microarrays for the simultaneous detection of 

pathogen infections. Bioconjug. Chem. 2004, 15, 307–316. 

54. List, C.; Qi, W.; Maag, E.; Gottstein, B.; Muller, N.; Felger, I. Serodiagnosis of Echinococcus 

spp. infection: Explorative selection of diagnostic antigens by peptide microarray. PLoS Negl. 

Trop. Dis. 2010, 4, e771. 

55. Espejo, A.; Cote, J.; Bednarek, A.; Richard, S.; Bedford, M.T. A protein-domain microarray 

identifies novel protein-protein interactions. Biochem. J. 2002, 367, 697–702. 

56. Kaushansky, A.; Allen, J.E.; Gordus, A.; Stiffler, M.A.; Karp, E.S.; Chang, B.H.; MacBeath, G. 

Quantifying protein-protein interactions in high throughput using protein domain microarrays. 

Nat. Protoc. 2010, 5, 773–790. 

57. Kijanka, G.; Murphy, D. Protein arrays as tools for serum autoantibody marker discovery in 

cancer. J. Proteomeics 2009, 72, 936–944. 

58. Predki, P.F.; Mattoon, D.; Bangham, R.; Schweitzer, B.; Michaud, G. Protein microarrays: A new 

tool for profiling antibody cross-reactivity. Hum. Antibodies 2005, 14, 7–15. 

59. Michaud, G.A.; Salcius, M.; Zhou, F.; Bangham, R.; Bonin, J.; Guo, H.; Snyder, M.; Predki, P.F.; 

Schweitzer, B.I. Analyzing antibody specificity with whole proteome microarrays. Nat. 

Biotechnol. 2003, 21, 1509–1512. 

60. Haab, B.B.; Dunham, M.J.; Brown, P.O. Protein microarrays for highly parallel detection and 

quantitation of specific proteins and antibodies in complex solutions. Genome Biol. 2001, 2, 

RESEARCH0004. 

61. Larkin, E.A.; Stiles, B.G.; Ulrich, R.G. Inhibition of toxic shock by human monoclonal antibodies 

against staphylococcal enterotoxin B. PLoS One 2010, 5, in press. 

62. Rucker, V.C.; Havenstrite, K.L.; Herr, A.E. Antibody microarrays for native toxin detection. 

Anal. Biochem. 2005, 339, 262–270. 

63. Gehring, A.G.; Albin, D.M.; Bhunia, A.K.; Reed, S.A.; Tu, S.I.; Uknalis, J. Antibody microarray 

detection of Escherichia coli O157:H7: Quantification, assay limitations, and capture efficiency. 

Anal. Chem. 2006, 78, 6601–6007. 

64. Gehring, A.G.; Albin, D.M.; Reed, S.A.; Tu, S.I.; Brewster, J.D. An antibody microarray, in 

multiwell plate format, for multiplex screening of foodborne pathogenic bacteria and 

biomolecules. Anal. Bioanal. Chem. 2008, 391, 497–506. 



Int. J. Mol. Sci. 2010, 11             

 

 

5182 

65. Poetz, O.; Ostendorp, R.; Brocks, B.; Schwenk, J.M.; Stoll, D.; Joos, T.O.; Templin, M.F. Protein 

microarrays for antibody profiling: Specificity and affinity determination on a chip. Proteomics 

2005, 5, 2402–2411. 

66. Angenendt, P.; Glokler, J. Evaluation of antibodies and microarray coatings as a prerequisite for 

the generation of optimized antibody microarrays. Methods Mol. Biol. 2004, 264, 123–134. 

67. Wingren, C.; Steinhauer, C.; Ingvarsson, J.; Persson, E.; Larsson, K.; Borrebaeck, C.A. 

Microarrays based on affinity-tagged single-chain Fv antibodies: Sensitive detection of analyte in 

complex proteomes. Proteomics 2005, 5, 1281–1291. 

68. Rubina, A.Y.; Kolchinsky, A.; Makarov, A.A.; Zasedatelev, A.S. Why 3-D? Gel-based 

microarrays in proteomics. Proteomics 2008, 8, 817–831. 

69. Natarajan, S.; Katsamba, P.S.; Miles, A.; Eckman, J.; Papalia, G.A.; Rich, R.L.; Gale, B.K.; 

Myszka, D.G. Continuous-flow microfluidic printing of proteins for array-based applications 

including surface plasmon resonance imaging. Anal. Biochem. 2008, 373, 141–146. 

70. Lizardi, P.M.; Huang, X.; Zhu, Z.; Bray-Ward, P.; Thomas, D.C.; Ward, D.C. Mutation detection 

and single-molecule counting using isothermal rolling-circle amplification. Nat. Genet. 1998, 19, 

225–232. 

71. Schweitzer, B.; Roberts, S.; Grimwade, B.; Shao, W.; Wang, M.; Fu, Q.; Shu, Q.; Laroche, I.; 

Zhou, Z.; Tchernev, V.T.; Christiansen, J.; Velleca, M.; Kingsmore, S.F. Multiplexed protein 

profiling on microarrays by rolling-circle amplification. Nat. Biotechnol. 2002, 20, 359–365. 

72. Zajac, A.; Song, D.; Qian, W.; Zhukov, T. Protein microarrays and quantum dot probes for early 

cancer detection. Colloids Surf. B Biointerfaces 2007, 58, 309–314. 

73. Schwenk, J.M.; Gry, M.; Rimini, R.; Uhlen, M.; Nilsson, P. Antibody suspension bead arrays 

within serum proteomics. J. Proteome Res. 2008, 7, 3168–3179. 

74. Clifford, G.M.; Shin, H.R.; Oh, J.K.; Waterboer, T.; Ju, Y.H.; Vaccarella, S.; Quint, W.; Pawlita, 

M.; Franceschi, S. Serologic response to oncogenic human papillomavirus types in male and 

female university students in Busan, South Korea. Cancer Epidemiol. Biomarkers Prev. 2007, 16, 

1874–1879. 

75. Altuglu, I.; Bozkurt, H.; Samlioglu, P.; Zeytinoglu, A. Evaluation of three different assays for the 

assessment of Epstein Barr-Virus immunological status. New Microbiol. 2007, 30, 393–398. 

76. Klutts, J.S.; Liao, R.S.; Dunne, W.M., Jr.; Gronowski, A.M. Evaluation of a multiplexed bead 

assay for assessment of Epstein-Barr virus immunologic status. J. Clin. Microbiol. 2004, 42, 

4996–5000. 

77. Khan, I.H.; Ravindran, R.; Yee, J.; Ziman, M.; Lewinsohn, D.M.; Gennaro, M.L.; Flynn, J.L.; 

Goulding, C.W.; DeRiemer, K.; Lerche, N.W.; Luciw, P.A. Profiling antibodies to 

Mycobacterium tuberculosis by multiplex microbead suspension arrays for serodiagnosis of 

tuberculosis. Clin. Vaccine Immunol. 2008, 15, 433–438. 

78. Ro, H.S.; Koh, B.H.; Jung, S.O.; Park, H.K.; Shin, Y.B.; Kim, M.G.; Chung, B.H. Surface 

plasmon resonance imaging protein arrays for analysis of triple protein interactions of HPV, E6, 

E6AP, and p53. Proteomics 2006, 6, 2108–2111. 

79. Yuk, J.S.; Ha, K.S. Array-based spectral SPR biosensor: Analysis of mumps virus infection. 

Methods Mol. Biol. 2009, 503, 37–47. 



Int. J. Mol. Sci. 2010, 11             

 

 

5183 

80. Ndao, M.; Rainczuk, A.; Rioux, M.C.; Spithill, T.W.; Ward, J. Is SELDI-TOF a valid tool for 

diagnostic biomarkers? Trends Parasitol. 2010, 26, 561–567. 

81. Ndao, M.; Spithill, T.W.; Caffrey, R.; Li, H.; Podust, V.N.; Perichon, R.; Santamaria, C.; Ache, 

A.; Duncan, M.; Powell, M.R.; Ward, B.J. Identification of novel diagnostic serum biomarkers for 

Chagas' disease in asymptomatic subjects by mass spectrometric profiling. J. Clin. Microbiol. 

2010, 48, 1139–1149. 

82. Deckers, N.; Dorny, P.; Kanobana, K.; Vercruysse, J.; Gonzalez, A.E.; Ward, B.; Ndao, M. Use of 

ProteinChip technology for identifying biomarkers of parasitic diseases: The example of porcine 

cysticercosis (Taenia solium). Exp. Parasitol. 2008, 120, 320–329. 

83. Gavin, I.M.; Kukhtin, A.; Glesne, D.; Schabacker, D.; Chandler, D.P. Analysis of protein 

interaction and function with a 3-dimensional MALDI-MS protein array. Biotechniques 2005, 39, 

99–107. 

84. Cui, Y.; Wei, Q.; Park, H.; Lieber, C.M. Nanowire nanosensors for highly sensitive and selective 

detection of biological and chemical species. Science 2001, 293, 1289–1292. 

85. Li, Y.; Yang, H.H.; You, Q.H.; Zhuang, Z.X.; Wang, X.R. Protein recognition via surface 

molecularly imprinted polymer nanowires. Anal. Chem. 2006, 78, 317–320. 

86. Gantelius, J.; Hartmann, M.; Schwenk, J.M.; Roeraade, J.; Andersson-Svahn, H.; Joos, T.O. 

Magnetic bead-based detection of autoimmune responses using protein microarrays. N. 

Biotechnol. 2009, 26, 269–276. 

87. Marina, O.; Biernacki, M.A.; Brusic, V.; Wu, C.J. A concentration-dependent analysis method for 

high density protein microarrays. J. Proteome Res. 2008, 7, 2059–2068. 

88. Olle, E.W.; Sreekumar, A.; Warner, R.L.; McClintock, S.D.; Chinnaiyan, A.M.; Bleavins, M.R.; 

Anderson, T.D.; Johnson, K.J. Development of an internally controlled antibody microarray. Mol. 

Cell Proteomics 2005, 4, 1664–1672. 

89. Hamelinck, D.; Zhou, H.; Li, L.; Verweij, C.; Dillon, D.; Feng, Z.; Costa, J.; Haab, B.B. 

Optimized normalization for antibody microarrays and application to serum-protein profiling. 

Mol. Cell Proteomics 2005, 4, 773–784. 

90. Andersson, O.; Kozlowski, M.; Garachtchenko, T.; Nikoloff, C.; Lew, N.; Litman, D.J.; Chaga, G. 

Determination of relative protein abundance by internally normalized ratio algorithm with 

antibody arrays. J. Proteome Res. 2005, 4, 758–767. 

© 2010 by the authors; licensee MDPI, Basel, Switzerland. This article is an open access article 

distributed under the terms and conditions of the Creative Commons Attribution license 

(http://creativecommons.org/licenses/by/3.0/). 


