Localization of key amino acid residues in the dominant conformational epitopes on thyroid peroxidase recognized by mouse monoclonal antibodies 
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Abstract
Autoantibodies to thyroid peroxidase (TPO), the major target autoantigen in autoimmune thyroid diseases, recognize conformational epitopes limited to two immunodominant regions (IDRs) termed IDR-A and -B. The apparent restricted heterogeneity of TPO autoantibodies was discovered using TPO-specific mouse monoclonal antibodies (mAbs) and later confirmed by human recombinant Fabs. In earlier studies we identified key amino acids crucial for the interaction of human autoantibodies with TPO. Here we show the critical residues that participate in binding of five mAbs to the conformational epitopes on the TPO surface. Using ELISA we tested the reactivity of single and multiple TPO mutants expressed in CHO cells with a panel of mAbs specifically recognizing IDR-A (mAb 2 and 9) and IDR-B (mAb 15, 18, 64). We show that antibodies recognizing very similar regions on the TPO surface may interact with different sets of residues. We found that residues K713 and E716 contribute to the interaction between mAb 2 and TPO. The epitope for mAb 9 is critically dependent on residues R646 and E716. Moreover, we demonstrate that amino acids E604 and D630 are part of the functional epitope for mAb 15, and amino acids D624 and K627 for mAb 18. Finally, residues E604, D620, D624, K627, and D630 constitute the epitope for mAb 64. This is the first detailed study identifying the key resides for binding of mAbs 2, 9, 15, 18, and 64. Better understanding of those antibodies’ specificity will be helpful in elucidating the properties of TPO as an antigen in autoimmune disorders.

Introduction

Human thyroid peroxidise (TPO), previously known as the thyroid microsomal antigen [1], is the major antigenic target for autoantibodies in thyroid autoimmune diseases (reviewed in Ref. 2, 3). TPO autoantibodies are detected in almost all patients with Hashimoto’s thyroiditis and in 75% of patients with Graves’ disease [4]. There is some evidence that these antibodies mediate damage of thyroid follicular cells by activation of the complement cascade and/or by an antibody-dependent cell cytotoxic mechanism. Additionally, the TPO autoantibodies may play a role in antigen presentation to autoaggressive T cells and may enhance the autoimmunity disease progress (reviewed in Ref. 2).
The TPO autoantibodies recognize conformational epitopes restricted to an immunodominant region (IDR) comprising chiefly two overlapping regions A and B [5]. However, the immunological response to other regions of TPO (IDR-C and –D) may represent a significant proportion of autoantibodies in some patients with autoimmune disorders [6]. The first epitopic map of the TPO molecule surface was established using a panel of mouse monoclonal antibodies (mAbs) and patients’ autoantibodies [5]. That report was further confirmed with the use of human monoclonal TPO autoantibodies expressed as Fab fragments [7, 8]. Both the mouse and human mAb panels defined the same immunodominant regions, however, since they were described separately, the terminology was inverted. IDR-A of the mouse mAbs corresponds to IDR-B of the human Fab fragments and vice versa. In this report we will refer to IDR-A and –B as they were first defined by the mouse mAbs.
Thyroid peroxidase is a thyrocyte apical plasma membrane enzyme and is crucial in thyroid hormone biosynthesis involving two separate reactions, namely the iodination of tyrosine residues in thyroglobulin followed by intramolecular coupling of the iodinated tyrosine to form T3 and T4 [9]. The TPO ectodomain consists of a large myeloperoxidase (MPO)-like domain, followed by complement control protein (CCP)- and epidermal growth factor (EGF)-like domains [10]. A three-dimensional model of the TPO ectodomain has been constructed in our laboratory, however, the localization of the TPO domains with respect to each other is still not clear [10]. Therefore, the identification of the amino acids in the autoantibodies’ epitopes is a difficult issue.
For the last fifteen years numerous attempts have been made to map the two immunodominant regions A and B on the TPO molecule (reviewed in Ref. 2). Early studies used proteolytic peptides generated by enzymatic hydrolysis of TPO [11], chimeras with myeloperoxidase regions swapped with the corresponding TPO regions [12, 13], and competition for TPO binding between mAbs or rabbit polyclonal antisera and human anti-TPO antibodies [5, 7, 10, 14, 15]. Other strategies were based on an analysis of the binding of human anti-TPO antibodies to recombinant and/or truncated antigen [16-20], eukaryotic cell expression of TPO mutants obtained by directed mutagenesis and binding analysis to TPO autoantibodies [21-27], epitopic footprinting [28], and peptide spot technology [23, 24]. To sum up the current understanding of the composition of the immunodominant regions, A-domain epitopes have been found to comprise amino acids R225 [25], H353-Y363 [23, 26], P377-R386 [23], R646, D707 [27], K713-S720 [23, 24], and Y766-Q775 [23]. The B domain includes following residues: F597-E604, T611-V618 [29], D620, D624 [27], K627 [25], and D630 [27].
A panel of thirteen anti-TPO mAbs produced against native human TPO, as it mentioned above, was used for the pioneering studies on the immunodominant regions located on the TPO molecule surface [5, 8]. Antibodies numbered 2, 9, 47, and 60 reacted with epitopes in domain A, mAbs 15, 18, 59, and 64 recognized domain B, mAb 24 bound to IDR-C, and 1, 30, 40, and 53 to IDR-D [5]. When rabbit antisera raised to the linear peptides exposed on the TPO surface were available, the localization of the immunodominant regions recognized by anti-TPO mAbs was further examined [29, 30]. It was determined that mAb 15, 18, and 64 strongly interacted with region 599-617 [29, 30], whereas the region recognized by mAb 2 was more complex. We showed that mAb 2 binding was significantly inhibited by a combination of antisera to peptides P12 (region 549-563), P14 (region 599-617), and P18 (region 210-225) [30]. In turn, Bresson et al. proposed that the IDR-A-specific mAb 2 binds to regions 353-372, 549-563, 599-617, and 702-721 [29]. The structure of the epitope for mAb 47 was most precisely defined. Using TPO protein fragments expressed from an hTPO cDNA sub-library, the mAb 47 epitope was restricted to region 713-721 [31]. Further studies based on spot analysis and site-directed mutagenesis have assigned the minimal epitope recognized by this antibody to residues between amino acids K713 and D717, with K713, P715, and E716 being essential for the antibody binding [24]. Overall, despite the quite extensive usage of mAbs in various studies on TPO [e.g., 24, 29, 32-35], the amino acid residues crucial for the binding of a majority of anti-TPO mAbs remain to be determined. Therefore, the aim of the present study was to map the epitopes recognized on thyroid peroxidase by five mAbs, mAb 2, 9, 15, 18, and 64, using molecular modelling and site-directed mutagenesis followed by eukaryotic cell expression of each TPO mutant.
Materials and methods
Guided mutagenesis, stable expression of wild-type and mutated TPO cDNA, and membrane protein extraction
We constructed a panel of single and multiple TPO mutants in IDR-A: R225A, R646A, D707N, K713A, E716A, R225A/R646A, R225A/D707N, R646A/D707N, R225A/R646A/D707N (RRD), and in the IDR-B region: E604A, D620R, D624S, K627G, D630N, K627G/E604A, D620R/D624S, K627G/E604A/D620R/D624S (KDDE), and K627G/E604A/D620R/D624S/D630N (KDDED). The construction of all these mutant cDNAs, transfection, and expression in CHO cells was described previously [25, 27]. Membrane proteins were extracted from stably transfected CHO cells as described [27].

Mouse mAbs
A panel of five mouse anti-TPO monoclonal antibodies (mAb) specific for IDR-A (mAb 2 and 9) and IDR–B region (mAb 15, 18, and 64) were generously provided by Dr. J. Ruf [5]. mAb A4 was used to monitor TPO expression in CHO cells by ELISA [36].
ELISA

ELISA was carried out as previously described [25] with some modifications. Membrane proteins extracted from stably transfected CHO cells expressing TPO (wild-type and mutants) were used to coat microtitre plates at 20 µg/ml in PBS and incubated for two hours at room temperature followed by overnight incubation at 4ºC. The wells were washed three times with TBST and blocked with 2% bovine serum albumin (BSA) in TBST for one hour at room temperature. After washing three times in TBST, a suitable dilution of mouse monoclonal antibody (diluted to give a final OD450 reading of between 1.0 and 2.0) in TBST containing 0.2% BSA (TBST-BSA) was added and incubated for one hour at room temperature. After three washes with TBST, 1:1000 dilution of HRP-conjugated goat anti-mouse IgG (Sigma-Aldrich) in TBST-BSA was added and incubated for one hour at room temperature followed by washing three times in TBST. The plates were developed with 0.1 mg/ml tetramethylbenzidine (TMB) in citrate buffer, pH 4.0 for about 15 min. The reaction was terminated with 100 µl of 0.5 M sulphuric acid and the OD was read at 450 nm.
All the experiments were repeated at least 6 times, each in triplicate. Background binding to membrane proteins prepared from untransfected CHO cells was subtracted from the antibody binding to proteins extracted from CHO cells expressing wild-type and mutant TPO. The results are presented as the percentage of wild-type TPO binding. This value was calculated according to the equation: A x 100 / B, where A is the mean OD for a TPO mutant, B is the mean OD for wild-type TPO. Moreover, to normalize the results for binding of mAb 2, 9, 15, 18, and 64 to TPO mutants, the following formula was applied: C x 100 / D. C stands for the percentage of wild-type TPO binding of mAb 2, 9, 15, 18, or 64 to a TPO mutant and D stands for the percentage of wild-type TPO binding of mAb A4 to the same TPO mutant as used to estimate the C value.
Statistical analysis

The results were expressed as the mean ± SD. The statistical significance of the difference between means was determined by the Mann-Whitney U test using Statistica 10.0 software (StatSoft, Inc.). The difference was considered significant at p<0.05.
Results
Construction and expression of TPO mutants

To study the reactivity of mAbs with IDR-A and -B, we used a series of TPO mutants in region A (R225A, R646A, D707N, K713A, E716A, R225A/R646A, R225A/D707N, R646A/D707N, R225A/R646A/D707N (RRD)) and in region B (E604A, D620R, D624S, K627G, D630N, K627G/E604A, D620R/D624S, K627G/E604A/D620R/D624S (KDDE), K627G/E604A/D620R/D624S/D630N (KDDED)). All of the TPO mutants were stably expressed in CHO cells as surface membrane proteins, as confirmed previously using Western blotting and immunodetection [25, 27].
Normalization of ELISA results


Binding of the mAbs to the TPO mutants was studied using the antigen coated directly on the microtitre plates. To check whether the amount of the TPO protein bound to the wells was similar for each mutant, we tested their reactivity with mAb A4. This antibody recognizes a linear epitope [36] located in a region of TPO outside IDR-A and –B (unpublished data). Applying the same amount of extracts isolated from CHO cells expressing various TPO variants to each well (20 µg of total protein per milliliter of PBS), we obtained results ranging from 82% (for the D620R mutant) to 127% (for the KDDED mutant) (Figure 1). Further analysis showed that only the differences between the reactivity of wild-type TPO and the mutants R225A, D707N, K713A, R225A/R646A, R225A/D707N, D624S, K627G, D630N, and KDDE were not statistically significant. Therefore, to avoid errors in data interpretation due to variations in the amounts of individual TPO mutants coated on the plates, all the results for mAb binding (i.e., mAb 2, 9, 15, 18, and 64) to TPO mutants were normalized to the mAb A4 results (see Materials and Methods for details).
Characterization of IDR-A-specific mAb 2 and 9 antigenic epitopes on TPO mutants 
The binding of IDR-A-specific mAb 2 was totally abrogated by the substitutions at positions K713 or E716 (Figure 2A). Although the single mutation R225A only slightly decreased mAb 2 binding (by 16%), in combination with R646A and/or D707N, namely in mutants R225A/R646A, R225A/D707N, and RRD, it brought about a statistically significant reduction in binding (38%, 45%, 48%, respectively). At the same time, the recognition of mutant R646A/D707N by mAb 2 was not affected confirming the importance of residue R225. 

The replacement of the amino acids R646 or E716 with alanine resulted in an about 80% reduction of the interaction of mAb 9 with TPO (Figure 2A). Furthermore, all the multiple mutants containing the R646A mutation, i.e., R225A/R646A, R646A/D707N, and RRD, as expected, also showed a dramatically decreased mAb 9 binding (100%, 83%, 96%, respectively). Simultaneously, the reactivity of mAb 2 and 9 with mutants in IDR-B was examined (Figure 2B) and no statistically significant difference in comparison with wild-type TPO was observed except for E604A and D620R/D624S in reaction with mAb 2 and KDDED in interaction with mAb 9. The reactivity of those three mutants was reduced by no more than 22%.
Characterization of IDR-B-specific mAb 15, 18, and 64 antigenic epitopes on TPO mutants

The interaction of mAb 15 (Figure 3A) with the single mutants E604A and D630N was drastically reduced (about 80% and 100%, respectively) and, to a lesser extent, with D620R (about 50%). In the case of multiple mutants, a decrease in mAb 15 binding was also observed which ranged from about 60% for K627G/E604A to about 80% for D620R/D624S and about 100% for KDDE and KDDED (Figure 3A). Interestingly, the single mutation D624S had no effect on the reactivity of mAb 15, however, the D620R and D624S mutations together (mutant D620R/D624S) caused an about 80% reduction in mAb 15 binding (Figure 3A). This additive effect confirmed that D620 and D624 participate in the structure of the epitope for mAb 15. The mAb 18 binding was significantly decreased in reaction with single mutants D624S and K627G (about 80%) and less dramatically with E604A (about 40%) (Figure 3A). In line with expectations, all the multiple mutants were poorly recognized by mAb 18, i.e., K627G/E604A (reduction by about 80%), D620R/D624S (about 90%), KDDE (about 100%), and KDDED (about 100%). Finally, the composition of the epitope for mAb 64 was explored (Figure 3B), and notably, all the single mutants in region B showed markedly weaker reaction with this antibody. The D620R and K627G mutations each caused an about 100% reduction in binding, whereas D630N and E604A produced binding reduction by about 80% and 70%, respectively. All the double and multiple mutations reduced the binding of mAb 64 to an almost undetectable level. At the same time, the interaction of all mutants in region A with the IDR-B-specific mAbs was determined (Figure 3B), and in most cases those substitutions did not affect the binding of mAb 15, 18, or 64. However, there were also some statistically significant effects: mutant R225A/D707N in reaction with mAb 15, mutants E716A and R225A/D707N in reaction with mAb 18, and R225A/D707N and RRD in reaction with mAb 64 showed reactivities decreased by no more than 20%.
Discussion

In our previous studies we have successfully used molecular modelling combined with site-directed mutagenesis to explore the discontinuous conformational epitopes for human autoantibodies on the TPO surface [25, 27]. Here we used a similar approach to delineate the epitopes for five TPO-specific mouse monoclonal antibodies, namely mAb 2, 9, 15, 18, and 64. To conduct the study we used a panel of previously described single and multiple TPO mutants expressed in CHO cells as membrane-anchored proteins and checked their reactivity with the mAbs by ELISA. Our goal was to identify the residues forming functional epitopes, in other words, the residues that contribute significantly to the binding energy. A functional epitope (3-5 amino acids) is a part of the structural epitope that contains usually between 15 and 20 amino acid residues (reviewed in Ref. 37). Replacement of residue belonging to the functional epitope usually causes reduction or a complete loss of antibody binding, while mutations of other residues elsewhere within the structural epitope may lead to much smaller, if any, changes in affinity.
We showed that residues K713 and E716 are critical for mAb 2 binding to TPO. These findings are in agreement with earlier results suggesting that region 702-721 participates in binding of mAb 2 [29]. These amino acid residues are also the main contributors to mAb 47 binding [24], thus, the epitopes recognized by mAb 2 and mAb 47 overlap. The same conclusion was drawn from a study analyzing inhibition of mAb 2 binding by mAb 47 and vice versa [5]. The interaction of mAb 2 with TPO is also inhibited by human Fab TR1.9 [38]. It was demonstrated that P715 and D717 were directly involved in binding of this human antibody [24]. The third candidate key contact point for TR1.9 binding was K713 [28]. Further studies showed that although K713 is a contact residue for TR1.9 it contributes very little, if at all, to TR1.9 affinity [24]. It is worth emphasizing that in the computer model of TPO ectodomain all listed residues, i.e., K713, P715, E716, and D717 form a compact cluster well-accessible to the solvent [24]. This may explain why mAb 2, mAb 47, and Fab TR1.9 are effective in inhibiting one another.

We observed that residues R646 and E716 are critical contributors to the binding of mAb 9. In an earlier study Fab TR1.8 inhibited mAb 9 binding to TPO by about 20% and it was suggested that both antibodies recognize the same subdomain in IDR-A [38]. More recently the specificity of Fab TR1.8 for immunodominant regions was re-examined [29]. It was assumed that this monoclonal autoantibody does not only bind to IDR-A but also binds strongly in the region 599-617. Two explanations may be given to elucidate the low inhibition of mAb 9 binding by Fab TR1.8. (i) The epitopes of both antibodies do not contain sufficiently many residues in common (especially key contact ones). (ii) The inhibition may be partly masked by the poor recognition of 125I-TPO that was used in the experiment by mAb 9 [38]. It has already been proposed that the epitope of mAb 9 is located near a tyrosine involved in TPO radioiodination [5]. Furthermore, Czarnocka et al. indicated Y226 as a site of radioiodination [8]. Interestingly, Y226 is situated in close vicinity to R646 and E716 in the three-dimensional model of TPO ectodomain (Figure 4).

As it was already mentioned, mAb 2 and 9 recognize slightly different regions on the TPO surface, albeit both located predominantly in IDR-A. We have shown here that E716 is simultaneously a key residue for these two antibodies, which confirms overlapping of their epitopes. Earlier observation of partial competition between these two antibodies for the antigen supports these findings [5], similarly as the results of studies on the competition between mAbs and human autoantibodies [14].

Recently we have identified also R225 and D707 as important components of region A [25, 27]. Here we did not observe an impact of the D707N mutation on mAb 2 and mAb 9 binding. Likewise, it seems that residue R225 is not a key contact amino acid for either antibody, however, it may be a part of the structural epitope for mAb 2, because all the multiple mutants containing the R225A substitution reacted significantly worse with mAb 2 in comparison with wild-type TPO. Overall, these results confirm that the structure of region A is complex and antibodies recognizing very similar regions on the TPO surface may interact with different sets of residues.

Analyzing the structure of epitopes for the IDR-B-specific mAbs, we found a strong contribution of amino acid residues E604, D630, and a lesser one of D620 (about 50% inhibition) and D624 (additive effect with D620), to the binding of mAb 15, whereas D624 and K627 appeared to be essential for mAb 18. Similarly, residues D620, K627, D630, E604, and D624 were critical for the interaction between mAb 64 and TPO. Bresson et al. demonstrated that the binding of mAb 15, 18, and 64 to TPO was inhibited by 72%, 54%, and 65%, respectively, by rabbit antiserum specific for peptide P14 [29]. One of the key residues in the region recognized by this serum (599-617) is E604 [27, 29]. Our results indicated that the mutation E604A affected the binding of all IDR-B-specific mAbs examined, especially mAb 15 and mAb 64 (inhibition of 81% and 66%, respectively), and to a lesser extent, mAb 18 (inhibition of 36%). Interestingly, the more significant effect of the substitution at position E604 on the binding of a given mAb, the higher inhibition of the mAb binding by antiserum P14. Earlier competition studies between mAb 15, 18, and 64 demonstrated that mAb 64 is the best inhibitor [5]. This inhibition pattern may be caused by the fact that mAb 64 has at least three key contact amino acids common with the mAb 15 epitope, and two common with mAb 18, whereas the epitopes recognized by mAb 15 and mAb 18 probably have no critical residues in common. Therefore, the epitope for mAb 64 is probably located in the centre of IDR-B, whereas epitopes for mAb 15 and 18 are near the borders of this region (Figure 4). Similar conclusions have been arrived at by flow cytometry for the positioning on the TPO surface of the areas recognized by mAb 18 and mAb 64 [33]. It should be also indicated that all examined residues in region B constitute a contiguous area not exceeding 1000 Å2 [27], compatible with an antigen-antibody binding area [36]. Taken together, our results confirmed that residues D620, K627, D630, E604, and D624 are important components of the IDR-B region not only for IDR-B-specific autoantibodies but also for mouse monoclonal antibodies specifically recognizing region B. 

It has to be underlined that in most cases the mutations tested led specifically to a loss of the binding of IDR-A- or –B-specific mAb, without affecting the binding of mAbs to the other determinant. However, there were a few exceptions to this rule. Our interpretation is that (i) there were some conformational changes in the three-dimensional structure while coating the antigen directly on the well surface and/or (ii) the epitopes for the mAbs analyzed are not strictly limited to only one immunodominant region (some overlapping between regions A and B). Even if the first hypothesis is true, the conformation changes are probably minor, because the decrease in the reactivity was never higher than 22%. Additionally, an interaction analysis of mAb 2, 9, 15, 18, and 64 with native human thyroid peroxidase protein was conducted earlier and revealed no differences between the results obtained using TPO in solution or coated on the solid phase [5]. mAb 64 was the only exception, because it reacted better with soluble TPO than with solid phase-bound one [5]. Undoubtedly, the best way to demonstrate indisputably the structure of the epitopes would be co-crystallization of TPO with the appropriate antibody, however, this approach is technically too difficult at present to be performed.
In conclusion, we provided new insight into the structure of conformational epitopes recognized by a panel of mouse monoclonal antibodies specific to TPO (mAb 2, 9, 15, 18, and 64). We demonstrated that residues K713 and E716 are crucial for mAb 2 binding, as are R646 and E716 for mAb 9. We defined two crucial amino acid residues for mAb 15, namely E604 and D630. Moreover, we assigned residues D624 and K627 as key components of the mAb 18 epitope, whereas E604, D620, D624, K627, and D630 were shown to constitute the mAb 64 recognition site on TPO. Understanding the structure of epitopes recognized by TPO-specific mAbs should help not only in research on thyroid peroxidase but also may be useful in diagnostics of autoimmune thyroid diseases. It has already been suggested that mAb 64 is a helpful marker of the immune process in the thyroid gland [33].
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Figure captions
Figure 1. Reactivity of mAb A4 recognizing linear epitope outside regions A and B with mutant TPO proteins. Membrane proteins extracted from CHO cells expressing wild-type and mutated TPO were coated on microtitre plates followed by incubation with mAb A4 and developed using horseradish peroxidase-conjugated goat anti-mouse IgG. Data are presented as percentage of wild-type TPO reactivity. All values are mean ± SD. Asterisks mark statistically significant differences in mAb A4 binding between mutants and wild-type TPO (*p < 0.05, **p < 0.01).

Figure 2. Reactivity of mAb 2 and mAb 9 specific for region A with mutant TPO proteins. Membrane proteins extracted from CHO cells expressing wild-type and mutated TPO were coated on microtitre plates followed by incubation with mAb 2 or mAb 9 and developed using horseradish peroxidase-conjugated goat anti-mouse IgG. Data are presented as percentage of wild-type TPO reactivity corrected for differences in antigen coating/reactivity with mAb A4. All values are mean ± SD. A, Mutants in IDR-A, B, mutants in IDR-B. Asterisks mark statistically significant differences in mAb binding between mutants and wild-type TPO (*p < 0.01, **p < 0.001).

Figure 3. Reactivity of mAb 15, 18 and 64 specific for region B with mutant TPO proteins. Membrane proteins extracted from CHO cells expressing wild-type and mutated TPO were coated on microtitre plates followed by incubation with mAb 15, 18, or 64 and developed using horseradish peroxidase-conjugated goat anti-mouse IgG. Data are presented as percentage of wild-type TPO reactivity corrected for differences in antigen coating/reactivity with mAb A4. All values are mean ± SD. A, Mutants in IDR-A, B, mutants in IDR-B. Asterisks mark statistically significant differences in mAb binding between mutants and wild-type TPO (*p < 0.01, **p < 0.001).

Figure 4. Structural model of the MPO-like domain of TPO. Amino acid residues (except for residue Y226) whose participation in the mAb binding was analyzed in this study are shown as sticks and labeled with numbers. The proposed binding sites for mAbs examined are indicated. The model was adjusted using the Swiss-PDB Viewer 4.0.2 freeware available at http://www.expasy.org/spdbv.
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Figure 2.
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Figure 3.
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