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Abstract


Matrix metalloproteinases (MMP) 2 and 9, the gelatinases, have consistently been associated with tumor progression. The development of gelatinase-specific probes will be critical for identifying in vivo gelatinoic activity to understand the molecular role of the gelatinases in tumor development. Recently, a self-assembling homotrimeric triple-helical peptide (THP), incorporating a sequence from type V collagen, with high substrate specificity to the gelatinases has been developed. To determine whether this THP would be suitable for imaging protease activity, 5-carboxyfluorescein (5FAM) was conjugated, resulting in 5FAM3-THP and 5FAM6-THP, which were quenched up to 50%. 5FAM6-THP hydrolysis by MMP-2 and MMP-9 displayed kcat/KM values of 1.5 × 104 and 5.4 × 103 M−1 s−1, respectively. Additionally 5FAM6-THP visualized gelatinase activity in gelatinase positive HT-1080 cells, but not in gelatinase negative MCF-7 cells. Furthermore, the fluorescence in the HT-1080 cells was greatly attenuated by the addition of a MMP-2 and MMP-9 inhibitor, SB-3CT, indicating that the observed fluorescence release was mediated by gelatinase proteolysis and not non-specific proteolysis of the THPs. These results demonstrate that THPs fully substituted with fluorophores maintain their substrate specificity to the gelatinases in human cancer cells and may be useful in in vivo molecular imaging of gelatinase activity.
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1. Introduction


Matrix metalloproteinases (MMPs) are a family of zinc dependent endopeptidases that are capable of degrading extracellular matrix (ECM) components such as collagen, elastin, gelatin, and proteoglycans. The MMPs can be classified into different groups. One such group is the gelatinases, which consists of the type IV collagenases MMP-2 and MMP-9. Normally, MMP levels are low; however, they are elevated during cell proliferation, cell migration, and tissue remodeling events [1]. MMPs are initially synthesized as inactive zymogens (pro-MMP) and are secreted into the extracellular space, anchored to the cell membrane, or remain localized inside of the cells [2,3]. Upon cleavage of the pro-peptide domain, the active site is exposed within the catalytic domain [4]. MMPs may also be activated under oxidative stress by the combined action of peroxynitrite and glutathione [5]. MMPs, including the gelatinases have been implicated in various disease processes, such as cancer. MMP-2 and MMP-9 activity is upregulated in breast [6,7], colorectal [8,9], prostate [10,11], and gastric cancers [12,13], fueling the development and metastatic processes of these tumors through degradation of ECM, regulation of angiogenesis, stromal invasion [14], and extravasation at the metastatic site [15].



Molecular optical imaging has become of great interest recently for its use in non-invasive diagnostics and intraoperative fluorescence-guided surgery [16,17,18,19]. The development of optical imaging probes capable of detecting gelatinase activity would be useful in these in vivo applications since gelatinase activity has good prognostic capability. For instance, MMP-2 and -9 activity have been hypothesized to be involved in metastatic events and predict patient outcome in breast [20,21,22], prostate [23,24], and colorectal cancers [8,9].



Previously, our group and others have synthesized peptide substrates for detecting gelatinase activity [25,26,27,28,29,30]. To our knowledge, our triple-helical peptide (THP) has shown some of the best specificity for the gelatinases over other MMP family members. Selectivity towards the gelatinases is of high significance since other MMP family members, such as MMP-1, MMP-3, MMP-13, and MMP-14 are often expressed by the cancer cells of the primary tumor, surrounding stromal cells, and endothelial cells [18]. This THP is a self-assembling homotrimeric THP that includes the native collagen type V sequence, GPPG~VVGEKGEQ (the scissile bond lies between G and V), in the single-stranded peptides. Inclusion of repeating Gly-Pro-4-hydroxy-L-proline (GPO) triplets at both the N- and C-termini allow for the self-assembly of three single-stranded peptides into a single THP, imparting specificity for cleavage by the gelatinases in addition to the native collagen sequence [31]. While this peptide did not discriminate between the gelatinases, this is not a serious shortcoming since the gelatinases are secreted and activated simultaneously [32,33].



After the success of our previous studies, we continue to further evaluate the potential of triple-helical peptides for proteolytic imaging [34]. The goal of this study was to determine whether single-stranded peptides bearing 5-carboxyfluorescein (5FAM) dyes would assemble into a triple-helix and function as a substrate for gelatinases with kinetic parameters suitable for the in vivo detection of gelatinase activity. 5FAM was chosen due to its commercial availability, amenability to solid phase peptide synthesis, high quantum yield, and the ubiquity of fluorescein filter sets in a variety of fluorescence imaging equipment [35]. Moreover, the choice of a single dye for homo-quenching simplifies the synthesis of the probe. The on-resin conjugation procedure of 5FAM to single-stranded peptides was modified to increase conjugation efficiency. The resulting triple-helical peptides (5FAM-THPs) bear fluorophores conjugated to ε-amino Lys groups that flank the hydrolysis site. The kinetic parameters and structural properties of 5FAM-THPs were evaluated, as well as whether 5FAM-THPs bearing homodimeric dyes would visualize gelatinase activity secreted by human cancer cells with confocal fluorescence microscopy.




2. Results and Discussion


2.1. 5FAM-THP Design and Synthesis


Single-stranded collagen peptides were synthesized via solid phase peptide synthesis with a pair of Lys residues flanking the hydrolysis site to provide ε-amino groups for conjugation of either one or two 5FAM fluorescent dyes per single-stranded peptide (Figure 1). After cleavage from resin, three single-stranded collagen peptides labeled with 5-carboxyfluorescein (5FAM) self-assembled into the THPs, 5FAM3-THP and 5FAM6-THP. Mass spectrometric analysis of the purified 5FAM-THPs indicated mono- or di-substituted single-stranded peptides for 5FAM3-THP and 5FAM6-THP, respectively: 5FAM3-THP: calculated (M+H)+ = 4,463, observed (M+H)2+ = 2,233, (M+H)3+ = 1,489, (M+H)4+ = 1,117; 5FAM6-THP: calculated (M+H)+ = 4,819, observed (M+H)+ = 4,823, (M+2Na)+ = 4,845.





 





Figure 1. (A) Solid phase synthesis of 5FAM3-THP and 5FAM6-THP (“O” represents 4-hydroxyproline). The tilde represents the site of hydrolysis by gelatinases (B) 5-carboxyfluorescein (5FAM). 
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The design of 5FAM-THP was based on the previous design of a fluorogenic THP substrate that fluoresced in the visible region (fTHP). The mechanism of quenching for fTHP was between 7-methoxycoumarin and 2,4-dinitrophenyl groups which were conjugated to the ε-amino groups of Lys [29]. For synthetic ease, here we have chosen the fluorescein analogue 5FAM to serve as the fluorescent dye to report gelatinase activity since it is readily available from a variety of commercial sources, exhibits a high quantum yield, and is highly amenable to solid-phase peptide synthesis. A previously reported method, which detailed optimized coupling conditions with DIC, HOBt, and 5FAM to achieve complete coupling of 5FAM to the N-terminal amino group, did not yield complete coupling with our single-stranded collagen peptide [35]. The addition of 4-dimethylaminopyridine (DMAP) was necessary to result in complete coupling of 5FAM to the Lys ε-amino groups, which was confirmed by both a ninhydrin test and ESI-TOF mass spectrometry. Previous work has shown that during coupling of activated 5FAM to resin bound peptides, more than one 5FAM molecule was conjugated via ester formation between the carboxylic acid and the phenolic oxygen of 5FAM [35]. Treatment with piperidine was required to remove these adducts. Here, DMAP may function as a nucleophile to remove the undesired esters during coupling of the 5FAMs. Alternatively, DMAP may act as an acyl transfer-reagent and facilitate the reaction between the Lys ε-amino groups and 5FAM carboxy groups, making the unwanted attack of the 5FAM phenolic oxygen that resulted in ester bond formation less favored [36,37]. When DMAP was not present in the coupling cocktail, the amide bond formation was too slow (Lys ε-amino groups are not as reactive as the N-terminal amino groups) and the side-reaction (esterification) occurred. This confirmed a new approach to coupling 5FAM to resin bound peptides with high coupling efficiency and obviated the need for an extra treatment with the nucleophilic base piperidine.




2.2. 5FAM-THP Quenching


A fully substituted 5FAM-THP was desired in anticipation of maximized self-quenching of the fluorophores upon THP self-assembly. The Kaiser test showed the completed substitution of 5FAM on the ε-amino groups of Lys of both conjugates while the peptide was resin bound and verified a substitution level of three 5FAM: one THP for 5FAM3-THP and six 5FAM: one THP for 5FAM6-THP. By comparing the fluorescence of a fully proteolyzed sample of 5FAM-THP with an undigested sample, an average value of quenching of 32% ± 0.5% for 5FAM3-THP and 50% ± 2% for 5FAM6-THP of 5FAM fluorescence was observed in the THPs. The fluorescence emission spectra of the 5FAM-THPs showed a slight shift to the red relative to unconjugated 5FAM with no other perturbations, except a decrease in fluorescence, which was due to the close proximity of the fluorophores (Figure 2). We previously showed that for a THP substituted with 1.8 5FAM per six available ε-amino groups, there was 38% quenching [34]. In this study, similar quenching levels were observed with 5FAM3-THP. However, complete substitution of the ε-amino groups in the 5FAM6-THP conjugate resulted in 50% quenching of the fluorophores, which translated to a 2-fold increase in fluorescence after complete proteolysis.





 





Figure 2. Fluorescence emission spectra of 5FAM (solid) and 5FAM6-THP (dashed), where λexcitation = 480 nm. The decrease in fluorescence signal for 5FAM6-THP demonstrates the quenching of fluorescence of the fluorogenic peptide due to close proximity of the 5FAM fluorophores. 
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To calculate the homo-FRET efficiency, the distance between the α-carbons of the lysines that are nine residues apart, which approximates the distance between dye-conjugated lysines that flank the hydrolysis site, were measured from a model of a THP [38]. Additional measurements were made between the α-carbons of inter-chain Lys residues. These distances ranged from 26 to 32 Å. Utilizing an average distance between α-carbons (R = 30 Å,), a Forster distance was estimated (R0 = 44 Å). Thus, the homo-FRET efficiency, when the fluorophores are separated by distance of 26 to 32 Å, ranges from 63% to 58%. These efficiencies are in good agreement with the measured level of quenching which was 50%. The level of quenching was related to the number of 5FAM substitutions, which might suggest that a FRET mechanism in the same peptide chain played an important role here. In contrast, previous work with more flexible single-stranded peptides, such as the MMP-7 substrate GVPLSLTMGC bearing a heterologous donor and acceptor pair of near infrared dyes on the N- and C- termini, yielded a level of 85% quenching with an approximate 7-fold increase in fluorescence after digestion with MMP-7 [39]. In flexible peptides, the mechanism of quenching has been attributed to the formation of intramolecular dimers between the donor and quencher fluorophores [40]. The triple-helical conformation appears to be too rigid to permit extensive intramolecular association of the 5FAM fluorophores and this may have limited the extent of quenching. Further, this level of quenching for 5FAM-THPs was lower than that observed with other fluorogenic probes that have been used in vivo, where the level of quenching has varied from 88% to 96% [30,33,41]. While the level of quenching of our 5FAM-THPs is sufficient for in vitro work, a higher level of quenching will most likely be desired for in vivo studies; however, it is important to note that in vivo imaging of proteolytic activity is in a nascent stage and values for minimum amounts of quenching have not yet been established.




2.3. 5FAM-THP Kinetics


In addition to achieving a high level of quenching, a fluorogenic peptide should be efficiently hydrolyzed by the enzyme. 5FAM-THPs were efficiently hydrolyzed by MMP-2 and MMP-9, indicating that the addition of the fluorophores did not perturb the triple-helical structure or change the substrate avidity of the THPs for the gelatinases (Table 1, Figure 3). The kcat/KM values for human-MMP-2 hydrolysis of 5FAM3-THP and 5FAM6-THP were 1.1 × 104 and 1.5 × 104 M−1 s−1, respectively while the kcat/KM values for human-MMP-9 hydrolysis of 5FAM3-THP and 5FAM6-THP were 4.6 × 103 and 5.4 × 103 M−1 s−1, respectively, with similar values reported for hydrolysis of the 5FAM-THPs with rat-MMP-2 and -9.





 





Table 1. Enzyme kinetic parameters for gelatinase mediated hydrolysis of 5FAM-THPs.
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Substrate

	
KM (μM)

	
kcat (s−1)

	
kcat/KM (M−1 s−1)

	
MMPs






	
fTHP  a

	
4.4

	
0.061

	
14,002

	
MMP-2




	
fTHP  a

	
8.1

	
0.044

	
5,400

	
MMP-9




	
5FAM3-THP

	
8.9 ± 0.7  b

	
0.092

	
10,337

	
MMP-2




	
5FAM3-THP

	
10.2 ± 0.4  b

	
0.047

	
4,628

	
MMP-9




	
5FAM3-THP

	
3.3 ± 0.3  b

	
0.051

	
15,421

	
MMP-2 (Rat)




	
5FAM3-THP

	
8.9 ± 3.3 b

	
0.040

	
4,507

	
MMP-9 (Rat)




	
5FAM6-THP

	
4.3 ± 0.3 b

	
0.065

	
15,116

	
MMP-2




	
5FAM6-THP

	
6.6 ± 0.2 b

	
0.036

	
5,400

	
MMP-9








a fTHP sequence is (GPhP)5GPK(Mca)GPPG~VVGEK(Dnp)GEN(GPhP)5-NH2, where Mca is (7-methoxycoumarin-4-yl)acetyl and Dnp is 2,4-dinitrophenyl; b error values are ± standard error of the mean (n = 3).









 





Figure 3. Representative Lineweaver-Burk analysis of MMP-2 and MMP-9 mediated proteolysis of 5FAM6-THP. Enzyme kinetics were conducted by incubating activated MMP-2 or -9 enzyme with varying concentrations (1-100 µM) of THP substrate. Initial velocities were obtained from plots of fluorescence with respect to time using only the linear portion of the data. Relative fluorescence units were converted from known concentrations of 5FAM in assay buffer. KM values were determined by non-linear regression and fit with GraphPad Prism. Error bars are contained within the symbols. 
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Other examples of protease imaging probes suggest that there is a range of kcat/KM values of ~1 × 104 to 7 × 106 M−1 s−1 for proteolytic substrates that successfully imaged in vivo proteolytic activity [32,42,43]. The kcat/KM value for 5FAM-THP hydrolysis by MMP-2 falls inside this range, suggesting that THPs bearing quenched homodimeric dyes would be effective for gelatinase imaging in vivo providing that ample quenching is achieved. Since the KM and kcat values between the THPs were similar, the addition of the relatively bulky 5FAM fluorophores did not have a great effect on the 5FAM-THP’s substrate avidity for the gelatinases (Table 1). Moreover, the circular dichroism spectra were strongly indicative of the triple-helical conformation for both 5FAM3-THP and 5FAM6-THP (Figure 4) [29,44]. More specifically, the maximum [Θ] value at λ ~222–225 nm and the minimum [Θ] value at λ ~190 nm (Figure 4) are hallmarks of triple-helical structure, as is a sigmoidal melting curve when examining [Θ] = 225 nm as a function of increasing temperature (Figure 5). The kcat/KM value of a substrate is an important criterion as it provides a benchmark for the evaluation of a quenched substrate’s applicability for in vivo molecular imaging. Those substrates with the highest values would be expected to be the most rapidly hydrolyzed before wash-out from the target site, resulting in greater signal-to-noise. 5FAM6-THP was chosen to continue with further studies due to its higher level of quenching compared to conjugate 5FAM3-THP.





 





Figure 4. Circular dichroism spectra of 5FAM6-THP (3.45 µM, 0.1% aqueous acetic acid). Spectra were collected over λ = 190–300 nm at 10 °C. 
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Figure 5. Thermal transition curves for 5FAM6-THP determined by monitoring molar ellipticity (Θ = 225 nm) while the temperature was increased. 
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2.4. Microscopy of 5FAM-THP Hydrolysis and MMP Zymography


Selective proteolysis of 5FAM-THPs by gelatinases is necessary for in vivo applications. Confocal fluorescence microscopy of cells incubated with 5FAM6-THP verified that 5FAM-THPs were capable of visualizing gelatinase activity in gelatinase positive HT-1080 human fibrosarcoma cells relative to gelatinase negative MCF-7 human breast adenocarcinoma cells, without non-specific fluorescence due to denaturation or non-gelatinoic proteolysis (Figure 6A). When 5FAM6-THP was incubated with HT-1080 cells, which secrete 72 kDa-MMP-2 and 94 kDa-MMP-9 in culture [33,45], intracellular fluorescence was observed, which appeared to be vesicularly concentrated in some cases, which is indicative of proteolysis by the gelatinases. In contrast when 5FAM6-THP was incubated with MCF-7 cells, which do not secrete 72 kDa-MMP-2 or 94 kDa-MMP-9 [46], low levels of fluorescence were observed and there was no internalization of fluorescence (Figure 6A). Addition of the gelatinase inhibitor SB-3CT greatly reduced fluorescence levels when 5FAM6-THP was incubated with HT-1080 cells by three-fold (Figure 6). This indicated that the observed fluorescence was due to gelatinase specific proteolysis of 5FAM6-THP and not due to proteolysis from other enzymes or other non-gelatinase specific processes (Figure 6A; the images shown are the center plane of the cells). Viability tests confirmed that cells used in the study were viable (≥90% viable; n = 2 field of views per condition) for the duration of the experiment. Gelatinase zymography confirmed the expected gelatinase production by HT-1080 and MCF-7 cells [5,47,48]. HT-1080 cells produced both MMP-2 (68 kDa and 72 kDa) and MMP-9 (92 kDa) and MCF-7 cells did not produce detectable amounts of the gelatinases (Figure 6C,D). Taken together, the observed intracellular fluorescence within HT-1080 cells was mediated by specific MMP-2 and MMP-9 hydrolysis of 5FAM6-THP and was neither due to non-specific processes nor due to a loss of cell viability.



The attenuation of the fluorescence signal in HT-1080 cells incubated with the gelatinase inhibitor SB-3CT was an indication that the observed fluorescence was, in part, due to gelatinase activity. The levels of SB3-CT were 72-fold the Ki value for MMP-2 (Ki = 0.0139 μM [49]) which ensures approximately 99% occupancy of MMP-2 at equilibrium. The inability to completely inhibit apparent proteolysis of 5FAM6-THP may have been due to non-equilibrium conditions resulting in uninhibited gelatinase activity or due to fluorescence from incomplete quenching of the 5FAM fluorescent dyes within 5FAM6-THP. This hypothesis is supported by the low levels of fluorescence observed in SB-3CT treated HT-1080 cells and in the gelatinase negative MCF-7 cells. The gelatinase mediated intracellular fluorescence in HT-1080 cells is of particular interest because it could influence net tumor-associated fluorescence in vivo.



Gelatinase mediated proteolysis of 5FAM6-THP resulted in a loss of the triple-helical conformation and a subsequent diffusion of the peptide fragments with concomitant increase in fluorescence as the proximity of the fluorophores decreased [50]. The single-stranded proteolytic fragments were then internalized into the HT-1080 cells, and in some cases, were intra-vesiculary located. MCF-7 cells, in contrast, did not exhibit observable intracellular fluorescence. Without gelatinase activity, 5FAM6-THP remained intact, with the 5FAM molecules quenched and without proteolytic fragments for cell internalization. While a complete study of the mechanism of internalization was beyond the scope of this investigation, it is useful to note that functionally active MMP-2 is non-covalently bound to the surface of numerous cancer cells. MMPs, including MMP-2, bind other ubiquitous receptors, such as αvβ3 integrin, which is generally ubiquitously expressed, albeit at various levels, in xenografted tumors and in human tumor tissue [51,52,53,54], and the cell surface proteoglycan CD44, which is overexpressed on many tumors and cancer stem cells. An example of these interactions is the interaction of the CD44 splice variant CD44v3,8-10 in metastatic breast cancer cells with active MMP-9 within invadopodia structures [55]. The interaction of CD44v3-10 and MMP-9 is also found in prostate cancer cells [56]. Association of CD44 with active MMP-9 in metastatic breast cancer and melanoma cells leads to the activation of TGF-β and the promotion of the degradation of type IV collagen with subsequent cell invasion [57,58]. The close association of the gelatinases with CD44 and αvβ3 may explain the strong intracellular signal. Mechanisms of internalization of the proteolyzed fragments may include passive egress of the proteolytic fragments into the cytosol as well as pinocytosis or receptor mediated endocytosis (in the case of αvβ3) into endosomes.





 





Figure 6. (A) Confocal fluorescence microscopy showing the hydrolysis of 5FAM6-THP by HT-1080 human fibrosarcoma cells. HT-1080 or MCF-7 human breast cancer cells were treated with 5FAM6-THP (1 µM) for 1 h. For inhibition studies, cells were pre-incubated with SB-3CT (1 µM) for 30’ prior to 5FAM6-THP incubation. Two image fields are shown per condition. The first column represents the fluorescence from 5FAM-THP. The second column represents the corresponding brightfield image. Overlays of the fluorescence and brightfield images are shown in the third column (taken using the 10× objective) with higher magnification images in the fourth column (taken using the 60× objective) to show cell internalization of 5FAM-THP. Scale bars are indicated in the first image of each column. (B) Mean cell associated fluorescence quantified with FV1000 software. (n = 10 cells, “I” denotes SB-3CT, “1080” denotes HT-1080 cells). P-values were determined using a Student’s two-tailed t-test; “*” denotes p < 0.05). (C) Zymogram depicting gelatinase content of cell-associated media with varying total protein loading. Varying levels of total protein from the conditioned media (0.41 µg, 2.07 µg, and 4.14 µg) were loaded into each well of a 10% Zymogram Gel with gelatin. Proteins were electrophoresed at 100 V for 90 min and after electrophoresis, the proteins were renatured in 2.5% Triton X-100. The gel was then incubated overnight at 37 °C in development solution and stained with Coomassie Blue. (D) Zymograms of MMP-2 and MMP-9 standards that were used in enzymology experiments and in Figure 6C to verify gelatinase content of cell-associated media. 
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3. Experimental


3.1. Chemicals


All standard peptide synthesis chemicals were analytical reagent grade or better and purchased from EMD Biosciences (San Diego, CA, USA) or Fisher Scientific (Pittsburgh, PA, USA). 9-Fluorenylmethoxycarbonyl-amino acid derivatives were obtained from EMD Biosciences. Amino acids are of the L-configuration (except for Gly). 5FAM (5-carboxyfluorescein, single isomer) was from Invitrogen (Carslbad, CA, USA). The MMP-2 and MMP-9 inhibitor, SB-3CT, was from Enzo Life Sciences (Plymouth Meeting, PA, USA).




3.2. Solid Phase Peptide Synthesis


The THPs were synthesized as previously described [59]. Either one or two 5FAMs per single-stranded peptide were conjugated to the peptides depending on the choices of the protecting groups on one of ε-Lys groups. The generic synthetic route is shown in Figure 1. After removal of the Dde protecting groups (2% hydrazine, DMF), rinsing (3 × 5 mL DMF, 10% aqueous DMF, CH2Cl2, CH3OH), and drying (in vacuo), 5FAM was conjugated to the ε-amino groups of Lys (resin:5FAM:HOBt:DIC:DMAP = 1:X:X:2X:X, X = 3 or 6) in DMF. After reaction (16 h), the mixture was filtered, and rinsed (3 × 5 mL DMF, CH2Cl2, CH3OH). The Kaiser test was negative indicating complete coupling of 5FAM. The peptide was cleaved from the resin (water-TFA 1:19, 3 h), diluted with water, and lyophilized. The crude mixture was re-dissolved (0.1% acetic acid) and purified by size exclusion gel chromatography (G-25). Substitution levels were determined by absorption (480 nm) utilizing the ninhydrin method and bovine insulin as a standard [41] and molecular weight was confirmed by ESI-TOF-MS.




3.3. THP Quenching


To determine whether conjugation of 5FAM to the peptide changed the emission spectra, the fluorescence of 5FAM-THPs were compared to that of 5FAM free in solution. The concentrations of both 5FAM and 5FAM6-THP were adjusted to 2 µM (±0.05 µM, PBS). Emission spectra (λem = 400 to 600 nm, λex = 480) were obtained. To determine the amount of quenching, the fluorescence of unhydrolyzed 5FAM-THPs (fintact) (5FAM3-THP and 5FAM6-THP) were compared with the fluorescence of completely hydrolyzed 5FAM-THPs (fhydrolyzed), utilizing [(fhydrolyzed − fintact)/fhydrolyzed] × 100 = percent quenched. Three concentrations of 5FAM-THPs (0.5 µM, 0.15 µM, and 0.07 µM, n = 3 per sample) were digested with MMP-9 (14 nM) until fluorescence reached a plateau with no further increases (2.5 h).




3.4. Calculation of Förster Distance


To calculate the Förster distance, a model of a collagenous generic THP was used. This model, consisting of repeating GAA (alanine residues were substituted in place of proline and hydroxyproline for simplification) triplets of 30 amino acids ([(GAA)10]3) was composed from the high resolution crystal structures of several THPs in order to predict peptide backbone and α-carbon locations within the helix [38]. A PDB format file (GAA_THim.pdb) with the coordinates of a model THP was imported in to Chemdraw3d Pro 9.0 to make the measurements. Utilizing the software’s measurement function, the distances between α-carbons of A18 and A27 of one chain of the THP were determined. These two amino acids correspond to the pair of lysine residues (that were conjugated to the dye) that flank the hydrolysis site. The distance between the α-carbon of A18 in the first chain and that of the α-carbons of the other two alanines (A27) from the other two chains were also measured.




3.5. Enzyme Assays


MMP-2 (72 kDa) and MMP-9 (94 kDa) for the enzyme assays were purchased from Enzo Life Sciences. 72 kDa MMP-2 (rat) and 94 kDa MMP-9 (rat) were from R & D Biosystems (Minneapolis, MN, USA). The 72 kDa MMP-2 (or MMP-2) was activated using 4-aminophenylmercuric acetate (APMA). An APMA solution was made at 10 mM (3.5 mg/mL) in assay buffer (50 mM tricine pH 7.4, 50 mM NaCl, 10 mM CaCl2, 0.05% Brij-35) and diluted to 2 mM prior to addition to the proenzyme solution. APMA (2 mM) was added to the 72 kDa MMP-2 solution in equal parts by volume for a final solution of 1 mM. This solution was allowed to sit for 1 h at 37 °C before dilution in assay buffer. The 94 kDa MMP-9 (or MMP-9) was activated by the addition of TPCK-trypsin (0.50 mg/mL) in 20 µL of activation buffer (50 mM Tris, pH 7.5, 200 mM NaCl, 5 mM CaCl2, 0.02% Brij-35). This solution was allowed to sit at 37 °C for 20 min, after which 2 µL of aprotinin (1.0 mg/mL) was added. The resulting solution was brought up to a volume of 522 µL.



Enzyme kinetics were carried out using activated 72 kDa MMP-2 and 94 kDa MMP-9 at nominal concentrations of 10 or 20 nM. The amount of active enzyme (Et) was taken from published values of the percent active enzyme generated under identical conditions (70%, MMP-2, 100% MMP-9), or the values provided by manufacturer [60,61]. Reactions were performed in triplicate in 96-well microtiter plates in a total volume of 50 or 200 µL. Data was collected using a Synergy HT microplate reader (Bio-Tek, Winooski, VT, USA). The KM values of 5FAM-THP were determined by incubating the substrate (1 to 100 µM) with activated 72 kDa MMP-2 and 94 kDa MMP-9 in assay buffer. The fluorescence released by enzyme-mediated hydrolysis was measured at multiple time points on a microtiter plate reader. Initial velocities were obtained from plots of fluorescence with respect to time using only the linear portion of the data. Relative fluorescence units were converted from known concentrations of 5FAM in assay buffer. KM values were determined by non-linear regression and error values are expressed as the 95% confidence interval (Graphpad Prism, version 5.1, San Diego, CA, USA). kcat was determined from Et and KM. The kinetics data are presented as Lineweaver-Burke plots.




3.6. Circular Dichroism Spectroscopy and Melting Curves


Circular dichroism spectra were collected over a range of λ = 190–300 nm on a JASCO J-815 instrument (Tokyo, Japan) using a 1 mm path length quartz cell at 10 °C. Temperature control was maintained with a Peltier equipped temperature control unit.




3.7. MMP Zymography


The cell growth media of HT-1080 and MCF-7 cells (DEME, 10% fetal calf serum, 100 units/mL penicillin) was replaced with serum free medium to generate conditioned media 24 h prior to zymography. The protein content of the conditioned media from each cell line was analyzed and subjected to zymographic analysis. Varying levels of total protein from the conditioned media (0.41 µg, 2.07 µg, and 4.14 µg) were loaded into each well of a 10% Zymogram Gel with gelatin (BioRad, Hercules, CA, USA). Proteins were electrophoresed at 100 V for 90 min in Tris-glycine buffer containing 0.1% SDS. After electrophoresis, the proteins were renatured in 2.5% Triton X-100 after which the gel was incubated overnight at 37 °C in development solution (50 mM Tris, 200 mM NaCl, 5 mM CaCl2, 0.02% Brij-35). The gel was stained for 1 h at room temperature in 40% methanol, 10% acetic acid, 0.05% Coomassie Blue R-250, followed by destaining in 40% methanol, 10% acetic acid.




3.8. Confocal Microscopy


Cells were grown on Lab-Tek slides in DMEM, 10% fetal calf serum, 100 units/mL penicillin. The medium was replaced and cells were incubated with 5FAM6-THP (1 μM, 1 h). For the inhibitor studies, cells were pre-treated with a MMP-2 and MMP-9 inhibitor (SB-3CT, 1 μM, 30 min) after which 5FAM6-THP (1 μM, 1 h) was added to the wells so that the inhibitor was present for the entire incubation. The concentration of 5FAM6-THP was chosen to ensure significant saturation of the gelatinases to produce a detectable signal that would rise above level of autofluorescence in a reasonable amount of time before cell viability was lost. After rinsing, a cell viability assay was performed with ethidium homodimer-1 (EthD-1; 1 μM, 1 h). Then the slides were rinsed with PBS, mounted, and coverslipped. They were visualized using an Olympus FV1000 microscope (Center Valley, PA, USA) using a 20X/0.95 W water immersion objective. Fluorescence emission of 5FAM6-THPwas detected from 490 to 550 nm using a 488 nm laser at 5% power. Images of each group of slides were acquired with the same microscope settings during a single imaging session, allowing for quantitative analysis of cellular fluorescence. Relative fluorescence of the cells was quantified with FV1000 software in terms of fluorescence per unit area. Relative fluorescence of ten cells of each image was determined and the results averaged (with standard deviation; n = 10). The results were analyzed with an unpaired, two-tailed t-test (GraphPad Prism version 4.00 Software).





4. Conclusions


The goal of the study was to synthesize and evaluate homotrimeric triple-helical peptides composed of single-stranded peptides bearing 5FAM fluorescent dyes flanking the hydrolysis site for their ability to detect gelatinase activity in cell culture. These 5FAM-THPs were characterized for the ability of the single-stranded peptides, bearing one or two fluorescent dyes, to self-assemble into a triple-helix and be efficiently hydrolyzed by the gelatinases. The 5FAM fluorophore was added while the single stranded-peptide was resin bound and the addition of DMAP greatly increased the coupling efficiency. After release from the resin and purification, mass spectrometry data and the strong positive and negative molar ellipticities of 5FAM-THPs indicated that the single-stranded peptides bearing either one of two 5FAMs had indeed self-assembled into a triple-helix. While the level of quenching, up to 50%, was lower than that of other proteolytic sensors that have been used in vivo in the past, it should be noted that minimum quenching levels for in vivo fluorescence imaging of proteolytic activity with quenched probes are not known. Additionally, the kinetics of enzymatic hydrolysis of 5FAM-THPs (MMP-2 hydrolysis of 5FAM6-THP kcat/kM was 1.5 × 104 M−1 s−1) were well within the range of kinetic parameters of enzymatic probes that have successfully visualized proteolytic activity in vivo. Finally, the gelatinases secreted from HT-1090 human cancer cells were capable of proteolyzing 5FAM6-THP, which was confirmed by an increase in fluorescence signal resulting from THP hydrolysis and dequenching of 5FAM fluorophores. This proteolysis was blocked by a gelatinase inhibitor. Fusrthermore, 5FAM6-THP hydrolysis did not occur in gelatinase negative MCF-7 cells, indicating that 5FAM-THP proteolysis was gelatinase specific and did not result from THP denaturation or non-specific proteolysis. Taken together, these data support the use of THPs labeled with fluorophores for in vivo imaging of gelatinase activity.







Acknowledgments


This work was supported by NIH grants R01CA098799 (G.B.F.), 3R21CA131660-02S1 (W.B.E.), and R21CA131660 (W.B.E.).




Author Contributions


XZ performed research, analyzed the data, wrote the manuscript; JB analyzed data and wrote the manuscript; PC performed enzyme assays; BX performed confocal fluorescence microscopy; MC, MB, and GBF were responsible for THP syntheses, MB performed CD studies, and GBF contributed to editing the manuscript; WBE designed research and wrote the manuscript. All authors read and approved the final manuscript.




Conflicts of Interest


The authors declare no conflict of interest.




References


	



Kessenbrock, K.; Plaks, V.; Werb, Z. Matrix metalloproteinases: Regulators of the tumor microenvironment. Cell 2010, 141, 52–67. [Google Scholar] [CrossRef]

	



Cauwe, B.; van den Steen, P.E.; Opdenakker, G. The biochemical, biological, and pathological kaleidoscope of cell surface substrates processed by matrix metalloproteinases. Crit. Rev. Biochem. Mol. Biol. 2007, 42, 113–185. [Google Scholar] [CrossRef]

	



Schulz, R. Intracellular targets of matrix metalloproteinase-2 in cardiac disease: Rationale and therapeutic approaches. Annu. Rev. Pharmacol. Toxicol. 2007, 47, 211–242. [Google Scholar] [CrossRef]

	



Sternlicht, M.D.; Werb, Z. How matrix metalloproteinases regulate cell behavior. Annu. Rev. Cell Dev. Biol. 2001, 17, 463–516. [Google Scholar] [CrossRef]

	



Viappiani, S.; Nicolescu, A.C.; Holt, A.; Sawicki, G.; Crawford, B.D.; Leon, H.; van Mulligen, T.; Schulz, R. Activation and modulation of 72kda matrix metalloproteinase-2 by peroxynitrite and glutathione. Biochem. Pharmacol. 2009, 77, 826–834. [Google Scholar] [CrossRef]

	



Pacheco, M.M.; Mourao, M.; Mantovani, E.B.; Nishimoto, I.N.; Brentani, M.M. Expression of gelatinases a and b, stromelysin-3 and matrilysin genes in breast carcinomas: Clinico-pathological correlations. Clin. Exp. Metastasis 1998, 16, 577–585. [Google Scholar] [CrossRef]

	



Remacle, A.G.; Noel, A.; Duggan, C.; McDermott, E.; O’Higgins, N.; Foidart, J.M.; Duffy, M.J. Assay of matrix metalloproteinases types 1, 2, 3 and 9 in breast cancer. Br. J. Cancer 1998, 77, 926–931. [Google Scholar] [CrossRef]

	



Baker, E.A.; Bergin, F.G.; Leaper, D.J. Matrix metalloproteinases, their tissue inhibitors and colorectal cancer staging. Br. J. Surg. 2000, 87, 1215–1221. [Google Scholar] [CrossRef]

	



Baker, E.A.; Leaper, D.J. Measuring gelatinase activity in colorectal cancer. Eur. J. Surg. Oncol. 2002, 28, 24–29. [Google Scholar] [CrossRef]

	



Kuniyasu, H.; Troncoso, P.; Johnston, D.; Bucana, C.D.; Tahara, E.; Fidler, I.J.; Pettaway, C.A. Relative expression of type iv collagenase, e-cadherin, and vascular endothelial growth factor/vascular permeability factor in prostatectomy specimens distinguishes organ-confined from pathologically advanced prostate cancers. Clin. Cancer Res. 2000, 6, 2295–2308. [Google Scholar]

	



Upadhyay, J.; Shekarriz, B.; Nemeth, J.A.; Dong, Z.; Cummings, G.D.; Fridman, R.; Sakr, W.; Grignon, D.J.; Cher, M.L. Membrane type 1-matrix metalloproteinase (mt1-mmp) and mmp-2 immunolocalization in human prostate: Change in cellular localization associated with high-grade prostatic intraepithelial neoplasia. Clin. Cancer Res. 1999, 5, 4105–4110. [Google Scholar]

	



Nomura, H.; Fujimoto, N.; Seiki, M.; Mai, M.; Okada, Y. Enhanced production of matrix metalloproteinases and activation of matrix metalloproteinase 2 (gelatinase a) in human gastric carcinomas. Int. J. Cancer 1996, 69, 9–16. [Google Scholar] [CrossRef]

	



Sier, C.F.; Kubben, F.J.; Ganesh, S.; Heerding, M.M.; Griffioen, G.; Hanemaaijer, R.; van Krieken, J.H.; Lamers, C.B.; Verspaget, H.W. Tissue levels of matrix metalloproteinases mmp-2 and mmp-9 are related to the overall survival of patients with gastric carcinoma. Br. J. Cancer 1996, 74, 413–417. [Google Scholar] [CrossRef]

	



Lochter, A.; Sternlicht, M.D.; Werb, Z.; Bissell, M.J. The significance of matrix metalloproteinases during early stages of tumor progression. Ann. N. Y. Acad. Sci. 1998, 857, 180–193. [Google Scholar] [CrossRef]

	



Egeblad, M.; Werb, Z. New functions for the matrix metalloproteinases in cancer progression. Nat. Rev. Cancer 2002, 2, 161–174. [Google Scholar] [CrossRef]

	



Li, C.; Wang, W.; Wu, Q.; Ke, S.; Houston, J.; Sevick-Muraca, E.; Dong, L.; Chow, D.; Charnsangavej, C.; Gelovani, J.G. Dual optical and nuclear imaging in human melanoma xenografts using a single targeted imaging probe. Nucl. Med. Biol. 2006, 33, 349–358. [Google Scholar] [CrossRef]

	



Piao, D.; Xie, H.; Zhang, W.; Krasinski, J.S.; Zhang, G.; Dehghani, H.; Pogue, B.W. Endoscopic, rapid near-infrared optical tomography. Opt. Lett. 2006, 31, 2876–2878. [Google Scholar] [CrossRef]

	



Rudin, M.; Weissleder, R. Molecular imaging in drug discovery and development. Nat. Rev. Drug Discov. 2003, 2, 123–131. [Google Scholar] [CrossRef]

	



Weissleder, R. Scaling down imaging: Molecular mapping of cancer in mice. Nat Rev Cancer 2002, 2, 11–18. [Google Scholar] [CrossRef]

	



Garbett, E.A.; Reed, M.W.; Brown, N.J. Proteolysis in human breast and colorectal cancer. Br. J. Cancer 1999, 81, 287–293. [Google Scholar] [CrossRef]

	



Gonzalez, L.O.; Pidal, I.; Junquera, S.; Corte, M.D.; Vazquez, J.; Rodriguez, J.C.; Lamelas, M.L.; Merino, A.M.; Garcia-Muniz, J.L.; Vizoso, F.J. Overexpression of matrix metalloproteinases and their inhibitors in mononuclear inflammatory cells in breast cancer correlates with metastasis-relapse. Br. J. Cancer 2007, 97, 957–963. [Google Scholar]

	



Iwata, H.; Kobayashi, S.; Iwase, H.; Masaoka, A.; Fujimoto, N.; Okada, Y. Production of matrix metalloproteinases and tissue inhibitors of metalloproteinases in human breast carcinomas. Jpn. J. Cancer Res. 1996, 87, 602–611. [Google Scholar] [CrossRef]

	



Littlepage, L.E.; Sternlicht, M.D.; Rougier, N.; Phillips, J.; Gallo, E.; Yu, Y.; Williams, K.; Brenot, A.; Gordon, J.I.; Werb, Z. Matrix metalloproteinases contribute distinct roles in neuroendocrine prostate carcinogenesis, metastasis, and angiogenesis progression. Cancer Res. 2010, 70, 2224–2234. [Google Scholar] [CrossRef]

	



Morgia, G.; Falsaperla, M.; Malaponte, G.; Madonia, M.; Indelicato, M.; Travali, S.; Mazzarino, M.C. Matrix metalloproteinases as diagnostic (mmp-13) and prognostic (mmp-2, mmp-9) markers of prostate cancer. Urol. Res. 2005, 33, 44–50. [Google Scholar] [CrossRef]

	



Scherer, R.L.; McIntyre, J.O.; Matrisian, L.M. Imaging matrix metalloproteinases in cancer. Cancer Metastasis Rev. 2008, 27, 679–690. [Google Scholar] [CrossRef]

	



Aguilera, T.A.; Olson, E.S.; Timmers, M.M.; Jiang, T.; Tsien, R.Y. Systemic in vivo distribution of activatable cell penetrating peptides is superior to that of cell penetrating peptides. Integr. Biol. (Camb) 2009, 1, 371–381. [Google Scholar] [CrossRef]

	



Olson, E.S.; Aguilera, T.A.; Jiang, T.; Ellies, L.G.; Nguyen, Q.T.; Wong, E.H.; Gross, L.A.; Tsien, R.Y.  In vivo characterization of activatable cell penetrating peptides for targeting protease activity in cancer. Integr. Biol. (Camb) 2009, 1, 382–393. [Google Scholar] [CrossRef]

	



Van Duijnhoven, S.M.; Robillard, M.S.; Nicolay, K.; Grull, H. Tumor targeting of mmp-2/9 activatable cell-penetrating imaging probes is caused by tumor-independent activation. J. Nucl. Med. 2011, 52, 279–286. [Google Scholar] [CrossRef]

	



Lauer-Fields, J.L.; Sritharan, T.; Stack, M.S.; Nagase, H.; Fields, G.B. Selective hydrolysis of triple-helical substrates by matrix metalloproteinase-2 and -9. J. Biol. Chem. 2003, 278, 18140–18145. [Google Scholar]

	



Weissleder, R.; Tung, C.H.; Mahmood, U.; Bogdanov, A., Jr. In vivo imaging of tumors with protease-activated near-infrared fluorescent probes. Nat. Biotechnol. 1999, 17, 375–378. [Google Scholar] [CrossRef]

	



Akers, W.J.; Xu, B.; Lee, H.; Sudlow, G.P.; Fields, G.B.; Achilefu, S.; Edwards, W.B. Detection of MMP-2 and MMP-9 activity in vivo with a triple-helical peptide optical probe. Bioconjug. Chem. 2012, 23, 656–663. [Google Scholar] [CrossRef]

	



Bremer, C.; Tung, C.H.; Weissleder, R. In vivo molecular target assessment of matrix metalloproteinase inhibition. Nat. Med. 2001, 7, 743–748. [Google Scholar] [CrossRef]

	



Giambernardi, T.A.; Grant, A.M.; Taylor, G.P.; Hay, R.J.; Maher, V.M.; McCormick, J.; Klebe, R.J. Overview of matrix metalloproteinase expression in cultured human cells. Matrix Biol. 1998, 16, 483–496. [Google Scholar] [CrossRef]

	



Cheney, P.P.; Fields, G.B.; Achilefu, S.; Edwards, W.B. Characterization of quenched fluorescent triple helical peptides for mmp-2 and mmp-9 optical imaging. Proceed. SPIE 2009, 7190, 719011–719018. [Google Scholar]

	



Fischer, R.; Mader, O.; Jung, G.; Brock, R. Extending the applicability of carboxyfluorescein in solid-phase synthesis. Bioconjug. Chem. 2003, 14, 653–660. [Google Scholar] [CrossRef]

	



Hӧfle, G.; Steglich, W.; Vorbrüggen, H. 4-Dialkylaminopyridines as highly active acylation catalysts. [New synthetic method (25)]. Angew. Chem. Int. Ed. Engl. 1978, 17, 569–583. [Google Scholar] [CrossRef]

	



Xu, S.; Held, I.; Kempf, B.; Mayr, H.; Steglich, W.; Zipse, H. The DMsAP-catalyzed acetylation of alcohols—a mechanistic study (DMAP=4-(dimethylamino)pyridine). Chemistrys 2005, 11, 4751–4757. [Google Scholar]

	



Rainey, J.K.; Goh, M.C. A statistically derived parameterization for the collagen triple-helix. Protein Sci. 2002, 11, 2748–2754. [Google Scholar]

	



Pham, W.; Choi, Y.; Weissleder, R.; Tung, C.H. Developing a peptide-based near-infrared molecular probe for protease sensing. Bioconjug. Chem. 2004, 15, 1403–1407. [Google Scholar] [CrossRef]

	



Packard, B.Z.; Toptygin, D.D.; Komoriya, A.; Brand, L. Profluorescent protease substrates: Intramolecular dimers described by the exciton model. Proc. Natl. Acad. Sci. USA 1996, 93, 11640–11645. [Google Scholar] [CrossRef]

	



McIntyre, J.O.; Fingleton, B.; Wells, K.S.; Piston, D.W.; Lynch, C.C.; Gautam, S.; Matrisian, L.M. Development of a novel fluorogenic proteolytic beacon for in vivo detection and imaging of tumour-associated matrix metalloproteinase-7 activity. Biochem. J. 2004, 377, 617–628. [Google Scholar] [CrossRef]

	



Mahmood, U.; Weissleder, R. Near-infrared optical imaging of proteases in cancer. Mol. Cancer Ther. 2003, 2, 489–496. [Google Scholar]

	



Tung, C.H.; Mahmood, U.; Bredow, S.; Weissleder, R. In vivo imaging of proteolytic enzyme activity using a novel molecular reporter. Cancer Res. 2000, 60, 4953–4958. [Google Scholar]

	



Venugopal, M.G.; Ramshaw, J.A.; Braswell, E.; Zhu, D.; Brodsky, B. Electrostatic interactions in collagen-like triple-helical peptides. Biochemistry 1994, 33, 7948–7956. [Google Scholar] [CrossRef]

	



Bremer, C.; Bredow, S.; Mahmood, U.; Weissleder, R.; Tung, C.H. Optical imaging of matrix metalloproteinase-2 activity in tumors: Feasibility study in a mouse model. Radiology 2001, 221, 523–529. [Google Scholar] [CrossRef]

	



Faust, A.; Waschkau, B.; Waldeck, J.; Holtke, C.; Breyholz, H.J.; Wagner, S.; Kopka, K.; Heindel, W.; Schafers, M.; Bremer, C. Synthesis and evaluation of a novel fluorescent photoprobe for imaging matrix metalloproteinases. Bioconjug. Chem. 2008, 19, 1001–1008. [Google Scholar] [CrossRef]

	



Oliver, G.W.; Leferson, J.D.; Stetler-Stevenson, W.G.; Kleiner, D.E. Quantitative reverse zymography: Analysis of picogram amounts of metalloproteinase inhibitors using gelatinase a and b reverse zymograms. Anal. Biochem. 1997, 244, 161–166. [Google Scholar] [CrossRef]

	



Kleiner, D.E.; Stetler-Stevenson, W.G. Quantitative zymography: Detection of picogram quantities of gelatinases. Anal. Biochem. 1994, 218, 325–329. [Google Scholar] [CrossRef]

	



Ikejiri, M.; Bernardo, M.M.; Bonfil, R.D.; Toth, M.; Chang, M.; Fridman, R.; Mobashery, S. Potent mechanism-based inhibitors for matrix metalloproteinases. J. Biol. Chem. 2005, 280, 33992–34002. [Google Scholar]

	



Fields, C.G.; Lovdahl, C.M.; Miles, A.J.; Hagen, V.L.; Fields, G.B. Solid-phase synthesis and stability of triple-helical peptides incorporating native collagen sequences. Biopolymers 1993, 33, 1695–1707. [Google Scholar] [CrossRef]

	



Brooks, P.C.; Stromblad, S.; Sanders, L.C.; von Schalscha, T.L.; Aimes, R.T.; Stetler-Stevenson, W.G.; Quigley, J.P.; Cheresh, D.A. Localization of matrix metalloproteinase mmp-2 to the surface of invasive cells by interaction with integrin alpha v beta 3. Cell 1996, 85, 683–693. [Google Scholar] [CrossRef]

	



Hofmann, U.B.; Westphal, J.R.; van Kraats, A.A.; Ruiter, D.J.; van Muijen, G.N. Expression of integrin alpha(v)beta(3) correlates with activation of membrane-type matrix metalloproteinase-1 (mt1-mmp) and matrix metalloproteinase-2 (mmp-2) in human melanoma cells in vitro and in vivo. Int. J. Cancer 2000, 87, 12–19. [Google Scholar] [CrossRef]

	



Hofmann, U.B.; Westphal, J.R.; van Muijen, G.N.; Ruiter, D.J. Matrix metalloproteinases in human melanoma. J. Investig. Dermatol. 2000, 115, 337–344. [Google Scholar] [CrossRef]

	



Hofmann, U.B.; Westphal, J.R.; Waas, E.T.; Becker, J.C.; Ruiter, D.J.; van Muijen, G.N. Coexpression of integrin alpha(v)beta3 and matrix metalloproteinase-2 (mmp-2) coincides with mmp-2 activation: Correlation with melanoma progression. J. Investig. Dermatol. 2000, 115, 625–632. [Google Scholar] [CrossRef]

	



Bourguignon, L.Y.; Gunja-Smith, Z.; Iida, N.; Zhu, H.B.; Young, L.J.; Muller, W.J.; Cardiff, R.D. Cd44v(3,8–10) is involved in cytoskeleton-mediated tumor cell migration and matrix metalloproteinase (mmp-9) association in metastatic breast cancer cells. J. Cell Physiol. 1998, 176, 206–215. [Google Scholar] [CrossRef]

	



Desai, B.; Rogers, M.J.; Chellaiah, M.A. Mechanisms of osteopontin and cd44 as metastatic principles in prostate cancer cells. Mol. Cancer 2007, 6, 18. [Google Scholar] [CrossRef]

	



Yu, Q.; Stamenkovic, I. Cell surface-localized matrix metalloproteinase-9 proteolytically activates tgf-beta and promotes tumor invasion and angiogenesis. Genes Dev. 2000, 14, 163–176. [Google Scholar]

	



Yu, Q.; Stamenkovic, I. Localization of matrix metalloproteinase 9 to the cell surface provides a mechanism for cd44-mediated tumor invasion. Genes Dev. 1999, 13, 35–48. [Google Scholar] [CrossRef]

	



Yu, Y.; Berdnt, P.; Tirrell, M.; Fields, G.B. Self assembling amphiphiles for construction of protein molecular architecture. J. Am. Chem. Soc. 1996, 118, 12515–12520. [Google Scholar] [CrossRef]

	



Okada, Y.; Morodomi, T.; Enghild, J.J.; Suzuki, K.; Yasui, A.; Nakanishi, I.; Salvesen, G.; Nagase, H. Matrix metalloproteinase 2 from human rheumatoid synovial fibroblasts. Purification and activation of the precursor and enzymic properties. Eur. J. Biochem. 1990, 194, 721–730. [Google Scholar] [CrossRef]

	



Vempati, P.; Karagiannis, E.D.; Popel, A.S. A biochemical model of matrix metalloproteinase 9 activation and inhibition. J. Biol. Chem. 2007, 282, 37585–37596. [Google Scholar] [CrossRef]






	
Sample Availability: Samples of the compounds are not available from the authors.







© 2014 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/).







media/file4.png





nav.xhtml


  molecules-19-08571


  
    		
      molecules-19-08571
    


  




  





media/file1.png
A

Boc(GPO)sGPK(X)GPPG ~ WGEK(Dde)GEQ(GPO)g,-NHZAO

1) 2% hydrazine, DMF resin

2)5FAM:HOBt:DIC:DMAP

| 3) TFA (95%)

(GPO)sGPK(Y)GPPG ~ VVGEK(5FAM)GEQ(GPO)5-NHZI
3

SFAM,5-THP: X = Boc, Y = NH,

5FAMg-THP: X = Dde, Y = 5FAM





media/file5.jpg
Vo (M/s)

1.0x10°%

8.0x10-"°

6.0x10-1°

4.0x10-°

2.0x10°

T
1e-005

[S] (M)

T
2e-005

1
3e-005





media/file7.jpg
EEEEENE

(lowpy,wo+Bap), 0L« [O]

Wavelength (nm)





media/file10.png
% folded

1004

. J'.'F:{ "
s
-3'{*‘-
> W,
¥
™
-
0 : , . ""EI
0 20 40 60 80

Temperature (°C)

100





media/file12.png
SFAM-THP  Brightfield Merge

HT-1080 ———> ~

=
.~

«—— MCF-7 ——> «—— HT-1080 + |

oV
o

Normalized Fluorescence

£
1

s ]
1

C 1080 Cell Media MCF-7 Cell Media

o o S
W
6\*? N‘S
Q : Wy v.

<—— MMP-9: 92kDa

<—— MMP-2: 72kDa
<—— MMP-2: 62kDa

o
Q Q'
§ $
& &
S

v

188=

75 v

<— MMP-9: 92 kDa
<— MMP-9: 83 kDa

& MMP-2: 72 kDa
<— MMP-2: 62 kDa
50 cm






media/file3.png
rfu

21007 -

1x10°7 =

51006

— 5FAM
- = 5FAM-THP

-,

400

L L} L} L}
450 500 550 600 650
Wavelength (nm)





media/file9.jpg
% folded

100

50

20

40 60

Temperature (°C)

100





media/file8.png
[®] *103(deg*cm?dmol)

15+
(=
-15=

75

-90

|
200

Z;O 250 2&0
Wavelength (nm)

|
240

250





media/file11.jpg





media/file6.png
1.0x10-*®

8.0x10-°

6.0x10-1°

Vo (M/s)

4.0x10-"°

2.0x10-1°

£
1e-005

[S] (M)

I
2e-005

i
3e-005





media/file0.jpg
A

BGROGPHIGPPG - WeEKOUGEGPOIsNH ()

1)2% hyazine, OMF resin
26FAMHOBLDICOMAP
3 TEAES%)

[ePoyGPKVIGPPG - wemsnmseo«spo)s—ml
B
SPAM-THP: X = Bos, ¥ = NH

SFAM-THP: X = Dde, Y = SFAM





media/file2.jpg
rfu

2:10°7

1x10°7

5x10°¢

400

450

500 550
Wavelength (nm)

— 5FAM
—= 5FAM-THP





