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Insect olfactory receptors (ORs) are heteromeric ligand-gated cation channels composed of a common olfactory receptor subunit (ORco) and a variable subunit (ORx) of as yet unknown structures and undetermined stoichiometries. In this study, we examined the allosteric modulation exerted on Anopheles gambiae heteromeric ORx/ORco olfactory receptors in vitro by a specific class of ORco agonists (OAs) comprising ORcoRAM2 and VUAA1. High OA concentrations produced stronger functional responses in cells expressing heteromeric receptor channels relative to cells expressing ORco alone. These OA-induced responses of ORx/ORco channels were also notably much stronger than those obtained upon administration of ORx-specific ligands to the same receptors. Most importantly, small concentrations of OAs were found to act as strong potentiators of ORx/ORco function, increasing dramatically both the efficacy and potency of ORx-specific odorants. These results suggest that insect heteromeric ORs are highly dynamic complexes adopting different conformations that change in a concerted fashion as a result of the interplay between the subunits of the oligomeric assemblies, and that allosteric modulation may constitute an important element in the modulation and fining tuning of olfactory reception function.
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INTRODUCTION

Insect odorant receptors (ORs) constitute a family of ligand-gated ion channels (Sato et al., 2008; Wicher et al., 2008) unrelated to the mammalian olfactory receptors, which are members of the G-protein coupled receptor (GPCR) superfamily (Touhara, 2002). They are heteromeric complexes composed of a variable (ORx) and a conserved (ORco) subunit (Nakagawa et al., 2005; Neuhaus et al., 2005; Sato et al., 2008), henceforth ORx/ORco, of as yet unknown stoichiometries. Their study has received much attention both in the context of insect biology and evolution and the potential for pest control applications (Leal, 2010; Carey and Carlson, 2011; Benton, 2015). Despite the differences in olfactory receptor structure and signaling between insects and mammals (Kaupp, 2010; Silbering and Benton, 2010; Getahun et al., 2013), complexity in odor coding applies to insects as much as mammals (Malnic et al., 1999; Hallem and Carlson, 2006).

One of the first insect OR repertoires to be studied due to its potential application for disease vector control (Leal, 2010; Carey and Carlson, 2011), was that of the malaria vector Anopheles gambiae, which was initially predicted to consist of 79 ORs [78 ORx members and ORco; (Hill et al., 2002)]. Nearly half of them have been functionally characterized using the Xenopus oocyte system (Wang et al., 2010), while up to 50 were functionally expressed in the empty neuron system (Carey et al., 2010). Selectivity and recognition of odorant molecules is determined by the variable subunit (ORx), while ORco is essential for the formation of the channel (Nichols et al., 2011). However, because the structures of insect ORs have yet to be determined, the properties of the odorant binding sites are basically unknown. Moreover, the question on whether ORx, in addition to recognizing the odorant molecules, is also contributing to the formation of the pore is still open (Nakagawa et al., 2012).

Following the demonstration that ORco may form by itself in vitro a functional ion channel gated by the synthetic agonist VUAA1 (Jones et al., 2011), a number of related ORco agonists (OAs) were generated and their effects on homomeric ORco and heteromeric ORx/ORco channels assessed in various insects (Jones et al., 2011; Bohbot and Dickens, 2012; Chen and Luetje, 2012; Romaine et al., 2014). OAs were found to activate the ORx/ORco channels in the absence of odorant molecules (Jones et al., 2011; Chen and Luetje, 2012) and were also reported to synergize with odorant molecules and cause increased responses (Jones et al., 2011; Bohbot and Dickens, 2012; Rinker et al., 2012). However, the phenomenon of synergism between odorants and OAs has not been sufficiently explored. Nevertheless, these initial studies suggest that ORco may be a regulatory element of heteromeric ORx/ORco channel function.

While the effects of OAs on insect physiology, behavior and ecology have yet to be defined, their importance as tools for elucidating pharmacological features of the ORx/ORco channels is undisputed. Allostery is increasingly emerging as a most important regulatory feature of protein function, particularly from the viewpoint of impact on structure-function relationships in complex oligomeric assemblies (Hogg et al., 2005; Christopoulos et al., 2014; Langmead and Christopoulos, 2014), especially in cases, such as those of insect odorant receptors, where molecular structures are not available. From the different forms of allosteric regulation (Laskowski et al., 2009), the most common ones, pertinent to the present work, are those caused by (i) binding of small molecule effectors, and (ii) protein-protein interactions.

This study addresses issues related to allosteric regulation of selected members of A. gambiae ORs mediated by specific OAs belonging to the VUAA1/OrcoRAM2 family (Jones et al., 2011; Bohbot and Dickens, 2012). It focuses on aspects of allosteric modulation of ORco-dependent activity in the context of different ORx/ORco heteromeric complexes and on differences in ORx/ORco heteromer activation by cognate odorant ligands in the presence of the same OAs. The findings of this study are integrated into a model of proposed allosteric modulation of odorant-gated olfactory channel function. The results may also have implications for the development of new reagents for enhancement of insect responses to various odorants.

MATERIALS AND METHODS

Chemicals

Odorants and OAs used in the current study are summarized in Supplementary Table S1. Linalool, hexanoic and octanoic acid, nonanal, and isoamyl alcohol were kind gifts from our colleagues in NCSR Demokritos, Drs Maria Konstantopoulou, D. Tsiourvas and G. Voutsinas. The OA VUAA1, used in preliminary experiments, was a generous gift of Professor R. D. Newcomb, New Zealand Institute for Plant & Food Research. Coelenterazine was obtained from different vendors: Promega, BIOMOL GmbH (Hamburg, Germany), Biosynth (Staad, Switzerland), and Carl Roth GmbH (Karlsruhe, Germany), while Triton X-100 was from Panreac. Initial stock solutions and dilutions for ORcoRAM2 were made in DMSO, while all remaining chemicals were diluted in methanol or ethanol. Working dilutions were freshly prepared immediately before use in modified Ringer buffer (190 mM KCl, 25 mM NaCl, 3 mM CaCl2, 3 mM MgCl2, 20 mM Hepes, 22.5 mM glucose, pH 6.5), which reflects more closely the composition of sensillum lymph (Kaissling and Thorson, 1980; Grünert and Gnatzy, 1987; Olsson and Hansson, 2013). Relative to the previously used Ringer buffer at pH 7.2 (Tsitoura et al., 2015), this buffer yielded much higher responses, with considerably higher signal-to noise ratios and retention of specificity, without adverse effects on cell viability (Supplementary Figure S1).

Plasmids

The cDNAs encoding A. gambiae odorant receptors (Iatrou and Biessmann, 2008) and the calcium photoprotein Photina (Axxam SpA, Milan, Italy) were expressed in lepidopteran insect cells by the plasmid vector pIE1/153A [for brevity pEIA; (Lu et al., 1997; Farrell et al., 1998; Douris et al., 2006)]. The construction and use of pEIA.OR1, pEIA.OR2, pEIA.OR9, pEIA.ORco, and pEIA.Photina have been previously reported (Tsitoura et al., 2010; Tsitoura et al., 2015). The PCR amplification of the complete OR53 open reading frame (ORF) from antennal cDNA preparations, obtained as previously described (Iatrou and Biessmann, 2008), was carried out using forward and reverse primers OR53-FA/C [GAATGGATCCCACCATGAAGTTACTAGAGCTAGACAAC] and OR53-RA/N [GATAGGATCCTTAGAATACATTTTTTAGCACCAAG], respectively, (BamHI restriction sites are in italics, initiation codon is in bold and termination codon is underlined). This was followed by subcloning in the BamHI site of the pEIA vector as previously described (Douris et al., 2006; Tsitoura et al., 2010). Modified versions of pEIA (Douris et al., 2006) were used for N-terminal tagging of ORco with the FLAG epitope [(M)DYKDDDDK] (Tsitoura et al., 2010) and ORs 1, 2 (Tsitoura et al., 2010), OR9 and OR53 with the Myc epitope [(M)EQKLISEEDL]. For the Myc-tagged versions of OR9 and OR53 forward amplification primers GAATGGATCCGTTAGGCTTTTCTTCAGCAAAAC and GAATGGATCCAAGTTACTAGAGCTAGACAACC, respectively were employed with the reverse amplification primers used for the cloning of the authentic forms. All cloned sequences were determined upon initial cloning and also following their subcloning into the expression vector to ensure lack of nucleotide substitutions or other mutations arising from secondary PCR amplifications.

Cell Culture and Transfection

Trichoplusia ni BTI-Tn 5B1-4 HighFiveTM cells (henceforth Hi5; Fisher Scientific) were used in the current study. The cells were grown in IPL-41 insect cell culture medium (Genaxxon Bioscience GmbH) with 10% fetal bovine serum (Sigma or Biosera) and maintained at 28°C. Transfection was performed with Escort IV (Sigma) or Biotool DNA transfection (Biotool) reagents, using 2 μg of total plasmid DNA and 6 μg of reagent per 106 cells, according to the manufacturer’s instructions.

Expression of Mosquito ORs and Bioluminescence Assays

The expression of A. gambiae ORs in lepidopteran insect cells and their functional characterization by luminescence assays have been previously reported (Tsitoura et al., 2010, 2015). Briefly, Hi5 cells were transfected with pEIA.ORx, ORco and Photina at per weight ratios (essentially molar ratios as well) of 1:1:2, or with pEIA.ORco and Photina or pEIA.ORx and Photina at 1:1. Cells were collected 2–4 days post-transfection, washed and resuspended in Ringer solution, after which coelenterazine was added at 5 μM and cells transferred to 96-well plates (200,000–300,000 cells/well) and incubated at RT in the dark for a minimum of 2 h. The Infinite M200 microplate reader (Tecan Group Ltd) was used for measuring luminescence, before and after application of odorants and OAs. Each experiment was performed in triplicates, and was repeated in independent experiments, as indicated for each figure. Results are presented as means ± standard deviation.

ORco Agonism and Allosteric Modulation

To study direct agonism, the OA ORcoRAM2 or, in some cases, VUAA1, as exemplified in Supplementary Figure S2, was applied to cells expressing ORco alone, or the different ORx/ORco heteromers, or ORx alone (as negative controls), either at 100 μM or at increasing concentrations for the dose-dependent experiments. In some experiments that required comparisons of absolute values (i.e., magnitude of responses) between different heteromers and the ORco homomer, normalization for differences in transfection efficiencies and cell numbers was performed by permeabilizing cells with Triton X-100 detergent (up to 0.15%), or by measuring intracellular Ca2+-release responses in cells co-expressing a delta opioid receptor together with Gα16, following administration of its ligand DPDPE as previously described (Tsitoura et al., 2015). In such case, cells expressing ORco homomers or ORco/ORx heteromers were challenged sequentially with OA and TX100 in a separate series of wells, in order to avoid artifacts from desensitization and responses were calculated as ratios of OR response/TX100-evoked increase in luminescence. The same was the case for co-expression with the delta opioid receptor, except that the delta opioid receptor agonist DPDPE was used instead of TX100 and responses were normalized as OR response/opioid receptor response. To study the synergistic effect of OAs and odorants, 5–10 μM concentrations of ORcoRAM2 or VUAA1 were applied before, after or simultaneously with a chosen concentration of odorant of interest, and responses were measured in the microplate reader.

Data Analysis and Curve Fitting

Data acquisition was performed with i-Control 1.3 (Tecan). As before (Tsitoura et al., 2015), luminescence value comparisons between independent experiments were made relative to normalization standards. Thus, the specific agonist (odorant or OA) at highest concentration or both (for potentiation experiments) were considered to cause 100% (maximal) response for the specific set of experiment. For curve fitting and EC50 calculations (expressed also in the form of the negative logarithm of the EC50, pEC50, which gives a commensurate measure of potency), GraphPad Prism 4.01 was used. Specifically, concentration-response data were fitted to the equation for non-linear regression, sigmoidal dose-response (variable slope): Y = Bottom + (Top – Bottom)/(1 + 10ˆ(LogEC50 – X)*Hillslope), where Y: % response at a given concentration; X: logarithm of concentration, with Top and Bottom values being the maximal and minimal % responses and the following constraints being applied: bottom >0.0 and Top <100.0. Each independent experiment was performed in triplicate wells, with the number of repetitions indicated for each graph. Statistical analysis was one-way ANOVA followed by Bonferroni’s multiple comparison test.

Antibodies and Western Blot Analysis

Expression of ORs by western blot analysis was essentially as previously described (Tsitoura et al., 2010). In particular, Myc-tagged ORs 1, 2, 9, and 53 were detected in total lysates of transiently transfected Hi5 cells, by the use of mouse anti-Myc antibody (Cell Signaling 9B11, 1:1,000 dilution). For Flag-tagged ORco protein detection in cells expressing either ORco (fORco) alone or its combinations with various ORx subunits, the anti-Flag antibody (Sigma F1804, 1:800 dilution) was used. In the latter case, Hi5 cells were transfected with constructs directing expression of fORco, OR1/fORco, OR2/fORco, OR9/fORco or OR53/fORco and Photina, and cells were used for western blot analysis and, in the presence of co-expressed Photina, functional assays.

Sequences and Predictions

The sequencing of the clones for the OR9 and OR53 receptor subunits, which were employed in this study, revealed differences from their previously reported counterparts (VectorBase IDs AGAP008333-PA and AGAP009390-PA, respectively). These consisted of segmental insertions of 9 and 8 amino acids, respectively (NCBI Accession numbers KX697339 and KX697340, respectively). These were apparently produced as a result of differential splicing of the respective primary transcripts, which gave rise to the specific mRNAs shown in Supplementary Figures S3A,C, respectively. The segmental insertions were predicted to reside in the corresponding second intracellular and second extracellular loops (Supplementary Figures S3B,D, respectively). Transmembrane (TM) domain predictions for OR9 and OR53 were made using the TMpred program2 and TOPCONS3 (Tsirigos et al., 2015), and the schematic drawings in Supplementary Figures S3B,D (right) were generated based on results from the latter. Predicted TM topologies for OR53 (TOPCONS) were 33–53, 68–83, 123–143, 174–194, 252–272, 281–301, 354–374. For OR9, six TM regions were predicted with most TOPCONS sub-methods used. The OCTOPUS and SPOCTOPUS sub-methods, however, predicted seven TM domains at 56–76, 87–107, 148–168, 192–222, 288–308, 319–339, 389–409 with the last one being predicted only by these two algorithms.

RESULTS

ORco Agonist-Induced Activation of Olfactory Receptor Heteromers

The effects of OAs on the function of A. gambiae olfactory receptor heteromers were examined in lepidopteran insect cells expressing either ORco or different ORx/ORco heteromers and the reporter photoprotein Photina, as previously described (Tsitoura et al., 2015). Four ORx subunits were tested in this study, OR1, OR2, OR9, and OR53, all displaying high female antenna-biased expression (Iatrou and Biessmann, 2008). OR1 and OR2 have been selected as specialist receptors responding to chemicals of great importance for mosquito physiology, including oviposition cues and components of human sweat (Hallem et al., 2004; Carey et al., 2010; Wang et al., 2010). OR9 and OR53, on the other hand, were used as examples of other deorphanized receptors that displayed notably lower responses in various functional assays (Carey et al., 2010; Wang et al., 2010). Indicatively, in the Xenopus system, response magnitudes of 100–150 were reported for OR9 and OR53 against their cognate ligands, while by comparison, response magnitudes of OR2 and OR4 against their ligands were up to 600 and those for OR10 and OR28 were in the range of 3000–4000 (Wang et al., 2010). Although functionally analyzed to a limited extent, these latter receptors have not been subjected to detailed pharmacological characterization.

The functionality of ORco homomers and OR1/ORco and OR2/ORco heteromers with their ligands in the specific insect cell-based assay has been demonstrated previously (Tsitoura et al., 2015). The OR9 and OR53 isoforms employed in this study (Supplementary Figure S4) were also found to be functional in the same assay. Thus, the OR9/ORco heteromeric receptor responded to 2-ethylphenol and to a much lesser extent to 4-methylphenol and 3-methylphenol (Supplementary Figure S4A, left), in agreement with the previously established odorant selectivity (Carey et al., 2010; Wang et al., 2010). For 2-ethylphenol, a dose response analysis revealed an EC50 of approximately 78 μM (Supplementary Figure S4A, right; Table 1). On the other hand, the OR53/ORco receptor was functionally tested with a number of odorants that were selected based on previous studies, which reported functional responses in either the Xenopus oocyte or the Drosophila empty neuron models (Carey et al., 2010; Wang et al., 2010), while keeping in mind that some of these chemicals yielded contradictory results in the two systems. From the tested chemicals, we obtained clear responses only with linalool (Supplementary Figure S4B), a compound related to linalool oxide, which was reported to be slightly active against this receptor in the empty neuron system (Carey et al., 2010). The responses to linalool were found to be dose-dependent (data not shown), however, its EC50 at ∼180 μM was comparable to those of OR1 and OR2 partial agonists in this system, 3-methylphenol (for OR1/ORco) and benzaldehyde and 2-methylphenol (for OR2/ORco) (Tsitoura et al., 2015 and data not shown). Nevertheless, additional functional assays described below established firmly the functionality of this receptor.

TABLE 1. EC50 values from concentration-dependent response curves.
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To investigate the effects of OAs on the different odorant receptor heteromers, we examined the functional responses of lepidopteran cells expressing the respective receptor subunits upon addition of VUAA1 or OrcoRAM2, both of them members of the first reported class of OAs. As shown in Figure 1A, unequivocal responses, in terms of Ca2+-ion entry, could be detected in cells expressing ORco homomers and its heteromers with OR1, OR2, OR9, and OR53 upon treatment with 100 μM of OrcoRAM2, a concentration equal to the EC50 for ORco (Table 1).
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FIGURE 1. Direct agonism of heteromeric and homomeric OR receptor function by ORco agonists (OAs). Results of experiments employing OrcoRAM2 as an OA are shown. (A) Magnitude of responses obtained from cells expressing ORco, OR1, OR2, OR9, OR53 alone or the same ORx subunits as heteromers with ORco, in the presence of 100 μM of the OA. (n = 2 for OR9, OR53, and OR53/ORco; 3 for OR1, OR2, OR9/ORco; 6 for OR1/ORco, OR2/ORco, and ORco alone, the latter being tested in all experiments). Positive responses only were assessed by one-way ANOVA, followed by Bonferroni’s multiple comparison test, and significances of each heteromer’s response relative to ORco are depicted: ∗∗P < 0.01; ∗∗∗P < 0.001. (B) Left. Detection of ORco by western blot analysis in cells expressing ORco homomeric or ORx/ORco heteromeric complexes. Flag-tagged version of ORco was used in this experiment, and detection was performed by monoclonal antibody against the Flag epitope. Right. Detection of expression of ORs 1, 2, 9, and 53. Myc-tagged versions of ORx subunits were used in this experiment, and detection was performed by monoclonal antibody against the Myc epitope. The mock sample contains lysates from untransfected cells. (C) Comparison of the magnitudes of the heteromers’ responses to their specific ligands (SLs) (4MP for OR1, IN for OR2, 2EP for OR9, and LIN for OR53) relative to those obtained with the OA, both applied at a concentration of 100 μM. The inset in the bargraph for OR53 presents more clearly the low response of the cells that express the OR53/ORco heteromer to the partial agonist LIN (n = 3, 6, 4, and 2 for ORs 1, 2, 9, and 53, respectively).



For three of the four ORx/ORco receptor heteromers examined, the responses triggered by the OA were more robust, on average 3 to 4-fold (Figure 1A; Supplementary Table S2), than those observed in cells expressing ORco alone (Figure 1A), even though the latter contained nearly double the amount of ORco relative to cells expressing each heteromer due to respective differences in ORco expression vector quantities transfected into the cells (Figure 1B, left). OR9 was the only ORx not to conform to this observation but this may have been due to a consistently lower quantity of receptor expressed in the transfected cells, at least relative to OR2 and OR53; additional factors, however, may account for this, as levels of OR9 expression are quite similar with those of OR1 (Figure 1B, right). Importantly, the efficacies of the responses of the tested receptors to the specific dose of OA were also strikingly higher than those observed with an equivalent concentration (100 μM) of ORx-specific agonists (Figure 1C). This concentration of ORx-specific ligands (SLs) represented a range of EC values [nearly EC90 for 4-methylphenol and indole against OR1 and OR2, respectively (Tsitoura et al., 2015); EC60 for 2-ethylphenol against OR9 (Supplementary Figure S4A; Table 1); and ∼EC18 for linalool against OR53 (Table 1)]. The latter increases in receptor heteromer response efficacies ranged from 6-fold to 10-fold for three of the four tested receptor heteromers (those of OR1, OR2, and OR9), while for the OR53 heteromer the response to the OA was more than 100 times more efficacious than linalool (Figure 1C; Supplementary Table S2). Considering, however, that 100 μM of linalool, which is a partial OR53 agonist, represented only an ∼EC18 value for OR53, the latter difference was not unexpected. However, the observed enhanced efficacy of the OA versus the odorant is maintained or even increased, when concentrations of OA and odorants are adjusted for each receptor heteromer, to be more close to equipotency (as shown for representative OR members in Supplementary Figure S5).

An OA dose response analysis for the studied receptor heteromers showed that, similar to the case of the ORco homomer, administration of low concentrations of OrcoRAM2, in the order of 5–10 μM, to cells expressing the specific heteromers produced only minimal, if any, responses (Figure 2A). However, in the presence of slightly higher concentrations of OA, in the order of 30 μM, ORx/ORco heteromers yielded noticeably higher functional responses than the ORco homomers (Figure 2A). Nevertheless, as shown in Figure 2B; Table 1, the OA dose responses for OR1, OR2, OR9, and OR53 heteromers revealed very similar OA potencies (EC50 values of 57, 44, 79, and 57 μM, respectively) relative to the ORco homomers (EC50 of 59 and 97 μM in two independent studies; Table 1).
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FIGURE 2. Dose-dependent agonism of heteromeric receptor function by OAs. (A) Functional responses of cells expressing ORco alone or OR1/ORco, OR2/ORco, OR9/ORco, and OR53/ORco heteromers to increasing concentrations of OrcoRAM2. Results shown are from 3 to 4 independent experiments, each performed in triplicates; the responses for each receptor are normalized to the highest one (100%) obtained with 200 μM of the OA. (B) Comparison of the pEC50 values for ORco homomer and the four studied heteromers (∗∗P < 0.01; ∗∗∗P < 0.001, for each heteromer relative to ORco).



These results suggest that the enhanced functional responses of the tested ORx/ORco heteromeric channels relative to ORco homomers upon OA administration are probably due to conformational changes and consequential activity increases induced on the ORco channel as a result of its association with the specific ORx subunits. An alternative explanation invoking increased stability of ORco or even enhanced partitioning on the cell plasma membrane due to its association with ORx subunits in the context of the heteromer as cause for the enhanced functional responses of the heteromeric channels to the OA, cannot be excluded without further experimentation.

Whether the interaction of ORco with ORx subunits results in the generation of new channel pores formed with contributions by both ORco and ORx, is not possible to deduce from these results alone. Nevertheless, given the similarity of OA potencies for ORco homomeric and heteromeric channels, the simplest scenario would predict the existence of a common, ORco-based channel pore whose structure and activity are regulated by changes induced by the interactions with the different ORx subunits. The fact that, for any given heteromer, the response to the OA appears to be more efficacious than the response to each specific odorant is also a significant finding as it suggests that each heteromer can exist in different conformations leading to differential functional outputs.

ORco Agonist Acts as Enhancer of ORx Ligand-Induced Responses

To assess whether the presence of an OA may also affect the ORx ligand-dependent responses, cells co-expressing different heteromeric receptors were treated with 10 μM OrcoRAM2, a concentration that is by itself essentially unable to trigger substantial responses (Figure 2A), prior to or concurrently with the addition of 100 μM of various ORx cognate odorants.

As may be seen in Figure 3A, a very strong enhancement in specific odorant-induced responses was obtained from cells treated with the low concentration of OA relative to the responses obtained in its absence. The relative increases in response magnitudes ranged from 5 to more than 30-fold for the receptors with known agonists (OR1, OR2, and OR9; Supplementary Table S2). The potentiation of the receptors’ responses by 10 μM OA, at equipotent, EC20, concentrations of odorants for the different heteromers, was also strong, ranging from 10 to almost 95-fold (Supplementary Figure S6). On the other hand, the responses of the cells to the partial ORx agonists, 3-methylphenol (for OR1), benzaldehyde (for OR2), 3- and 4-methylphenol (for OR9) and linalool and octanoic acid (for OR53) [(Wang et al., 2010; Tsitoura et al., 2015); and Supplementary Figure S4A] were also enhanced considerably by the addition of the low concentration of OA. However, relative to the respective best agonists, the OA-induced potentiation of partial agonist responses was distinctly lower (Figure 3B). A possible qualification for this conclusion concerns OR53, for which a 140-fold enhancement was observed (up to 250 for the EC20 concentration of linalool, Supplementary Figure S6), because the best cognate ligand for this receptor has yet to be determined and, therefore, a direct comparison could not be made. Importantly, no activity induction by the low concentration of the OA was obtained with compounds that do not normally activate ORx/ORco receptors (Figure 3C). We also note that the OA-induced potentiation of responses occurred irrespective of the order of addition of the OA to the cells relative to the administration of the ORx agonists (data not shown).
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FIGURE 3. OAs act as allosteric enhancers of heteromeric receptor function. (A) Cells expressing OR1/ORco, OR2/ORco, and OR9/ORco were challenged with 100 μM of their specific agonists (4MP, IN, and 2EP, respectively) in the absence (–) or presence (+) of a low concentration (10 μM) of OA (ORcoRAM2). OA-dependent potentiation was observed for all three tested heteromers (n = 5, 6, and 3, respectively). (B) Potentiation of responses to 100 μM of partial agonists (3MP for OR1/ORco, BA for OR2/ORco, 3MP and 4MP for OR9/ORco, and LIN for OR53/ORco) by 10 μM of the OA. Individual application of odorants alone is depicted by – signs, while the combined application of the OA and odorants is indicated by + signs (n = 2 for ORs 1, 2, and 9; n = 5 for OR53). (C) Lack of measurable potentiation by cells expressing OR1, OR2, OR9, and OR53 heteromers with ORco upon administration of odorants that do not normally activate these receptors and a low concentration (10 μM) of the OA. In all experiments, the SLs (4MP for OR1, IN for OR2, 2EP for OR9, and the partial agonist LIN for OR53) were used as positive controls providing maximal (100%) OA-potentiated responses (n = 3 for OR1 and OR2; 2 for OR9; and 3–5 for OR53). The cases of IN (for OR1) and OCT (for OR53), which appear as apparent exceptions to the behavior of odorants not recognized by the respective receptor heteromers are discussed in the main text (significance of OA+IN relative to OA and OA+OCT relative to OA for OR1 and OR53, respectively, is depicted: ∗P < 0.05).



These results suggest that although the OA augments the responses of the ligand-gated OR channels to their physiological agonists, it does not alter the existing affinity differences between agonists. Two notable exceptions to this rule were the cases of indole for OR1 and octanoic acid for OR53, which yielded responses in the presence of the low OA concentration despite the fact that they did not act as specific agonists, even partial ones, in our system. For OR1, the lack of indole recognition has been documented in all testing systems used for functional characterization (Xia et al., 2008; Carey et al., 2010; Wang et al., 2010; Tsitoura et al., 2015). For octanoic acid, activity against OR53 has been shown in Xenopus oocytes (Wang et al., 2010) but not the Drosophila empty neuron system, where it was found to be inactive (Carey et al., 2010), or our system (up to a concentration of 100 μM; Supplementary Figure S4B). Whether these chemicals may activate partially the respective receptors at higher concentrations in insect cell-based system has not been examined.

To obtain a more detailed assessment of the potentiation of olfactory receptor responses by the low concentration of the OA, dose response curves were constructed for the specific ligands (SLs). As shown in Figure 4, the presence of OrcoRAM2 caused a notable, ORx ligand-dependent enhancement in the functionality of the heteromeric receptors of known odorant ligand recognition both in terms of efficacy and potency. Specifically, while the increases in response magnitudes of the tested receptors ranged from 6-fold to 32-fold (and 141-fold relative to linalool for OR53) (Figure 4A; Supplementary Table S2), the potency increases (decreases in EC50 values) ranged from 12-fold to more than 100-fold (Figure 4B; Table 1). The shifts of the curves, as well as the concomitant potency changes in EC50 values were intermediate when a lower concentration (1 μM) of OA was used instead of 10 μM (data not shown).
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FIGURE 4. The OA is an allosteric modulator that enhances both the affinity and efficacy of odorant recognition by cognate olfactory receptors in vitro. (A) Upward and leftward shifts of the dose-response curves of OR1, OR2, OR9, and OR53 heteromers with ORco, to their SLs 4MP, IN, 2EP, and (partial agonist) LIN, respectively, in the presence of a low concentration of OA (10 μM). The upper and lower panels present the same results with different types of normalization: in the upper panels, the responses for each receptor were normalized relative to the highest responses (100%) obtained with each SL in the presence of 10 μM of the OA (SL+OA); while in the lower panels, the responses for each receptor were separately normalized to the maximum value (100%) obtained at the highest concentration of each SL alone or in the simultaneous presence of 10 μM of the OA (SL+OA) to make more evident the leftward shift. (B) Comparison of the pEC50 values of the specific odorants alone or together with 10 μM of the OA (black and gray bars, respectively) for the four tested heteromers. The pEC50 values (also listed in Table 1) are (mean ± SE): 4MP 5.927 ± 0.03852 and 4MP+OA 6.981 ± 0.2329 for OR1/ORco; IN 5.258 ± 0.03010 and IN+OA 7.280 ± 0.1809 for OR2/ORco; 2EP 4.110 ± 0.009062 and 2EP+OA 5.213 ± 0.08414 for OR9/ORco; and LIN 3.742 ± 0.04453 and LIN+OA 4.899 ± 0.1493 for OR53/ORco. (n = 2 for OR1/ORco and OR9/ORco, 3 for OR2/ORco and OR53/ORco).



Collectively, these results provide support to the notion that OAs, even when present at low concentrations, induce allosteric changes to odorant-gated heteromeric receptor channel structures resulting in significant positive modulation of responses to specific odorants. These allosteric changes appear to be also ORx ligand-dependent.

DISCUSSION

ORco, the insect olfactory co-receptor, is steadily becoming the focus of attention because of discoveries linking its functionality to new insights into the function of olfactory receptors and new directions in olfaction-based approaches for insect pest control. Its importance has been already documented, mainly through studies employing specific RNAi to suppress ORco expression (Yi et al., 2014; Zhou et al., 2014; Fan et al., 2015; Lin et al., 2015; Franco et al., 2016; Zhang et al., 2016) or complete elimination of Orco via genome editing (DeGennaro et al., 2013; Koutroumpa et al., 2016). Additionally, we have previously established that a series of strong mosquito repellents act as ORco antagonists that cause the in vitro blocking of specific odor recognition by olfactory receptors requiring its presence for functionality (Tsitoura et al., 2015). Moreover, several other compounds were also shown to be capable of inhibiting insect odorant receptor function through antagonism of the co-receptor subunit (Chen and Luetje, 2012; Jones et al., 2012; Chen and Luetje, 2013; Pask et al., 2013; Chen and Luetje, 2014). In the current report, we present results suggesting that OAs may be also used as agents that enhance the odor recognition sensitivity of the mosquito olfactory system.

The finding that ORco may act as a ligand-gated channel in the absence of ORx subunits (Jones et al., 2011) has been a major discovery for the field. However, the question of whether ORco homomers may actually exist in olfactory receptor neurons remains unanswered. Should ORco homomers and ORx/ORco heteromers co-exist in olfactory receptor neurons and assuming that natural OAs also exist that act on ORco in the same fashion as VUAA1 and OrcoRAM2, based on the in vitro results presented here (Figure 1A) we would predict that the heteromeric channel responses to them would be considerably stronger than those of any co-existing ORco homomeric channels. Therefore, the overall response profiles of the heteromeric population should not be influenced significantly by any co-existing ORco homomers.

Because of their large size and essential lack of volatility, the available synthetic OAs (Chen and Luetje, 2012; Romaine et al., 2014), including those used in the current study, may not be of physiological relevance. Nevertheless, they constitute useful tools for the pharmacological characterization of olfactory receptors. For example, they may be used, as was shown in this study, for activity comparisons between ORco homomers and ORx/ORco heteromers, as well as direct pharmacological comparisons of different ORx/ORco heteromers without interference from effects exerted by specific ORx ligands. In this context, the first major finding of this study has been that in the absence of ORx cognate ligands, relatively high concentrations (100 μM) of the specific OA ORcoRAM2 trigger, in most examined cases, heteromeric channel responses whose magnitudes are noticeably higher than those of the ORco channels (Figure 1; Supplementary Table S2) essentially without major concomitant changes in agonist potencies (Figure 2; Table 1). Both of these findings may be explained by the induction of differential conformational changes on ORco homomeric channels caused by the interacting ORx subunits. Alternative explanations, however, cannot be excluded in the absence of further experimentation. For example, it is conceptually possible that the association of ORco with ORx subunits results in an increased stability of heteromeric complexes relative to homomeric ones or even increased partitioning on the cellular plasma membrane.

A second important finding, shown for all combinations studied here, has been that the specific OAs synergize with ORx-SLs and act as positive allosteric modulators of heteromeric channel function. The potentiation of responses obtained in vitro from the olfactory channels upon administration of ORx-SLs in the presence of low concentrations of an OA had been noted previously (Jones et al., 2011; Bohbot and Dickens, 2012) but not studied in detail. The conformational changes that apparently are induced by the OA on the heteromeric agonist-gated complexes, even at the low concentration of 10 μM employed in our study, which by itself provides no or only minor functional competence to homomeric and heteromeric channels in vitro (Figure 2), account for the increases in both the response magnitudes evoked by the specific ORx agonists and their potencies (Figure 4). Interestingly, the potentiation exerted by the OAs on ligand-gated olfactory channel responses appeared to leave the fundamentals of ORx-ligand recognition specificity and function essentially unaltered, with highly potentiated responses obtained with the most potent agonist for any given receptor, somewhat lower responses achieved with less potent agonists, and no potentiation occurring with chemicals that do not activate the tested receptors (Figure 3). Based on the combined results of potentiation, we suggest that the use of low concentrations (10 μM or lower) of OAs in ligand screening programs may provide significant advantages both in terms of enhancement of responses that are at the threshold of detection and capacity to use lower concentrations of the screened compounds. In this regard, we note that in addition to the 10 μM OA concentration that we have presented and discussed here, we have also seen potentiation with 1 and 5 μM of ORcoRAM2 (data not shown). In view of the current paucity in our knowledge concerning the molecular structure of insect olfactory receptors, the results of this study also provide tantalizing suggestions concerning the modulation and certain mechanistic aspects of the activation of the heteromeric channels by odorants, OAs or both, and these are summarized in Figure 5. In this regard, a consideration of anticipated basic features of the homomeric and heteromeric OR channels may be instructive. Starting from ORco (Figure 5A), while the channel remains impermeable to ions in the absence of OA (non-aligned, brown rectangular subunits), a “channel on-channel off” (incomplete agonist occupation; brown hexagon) situation resulting from transient changes in the structure of the homomer (illustrated by the change from a rectangular to an oval-shaped subunit in Figure 5A), should exist at agonist concentrations 10-fold lower than EC50 (brown hexagon). These, apparently result in very low net influx of cations into the cells through the pore (arrow 1). In the presence of OA concentrations approaching or exceeding the EC50 for ORco (100 μM; full agonist occupation illustrated by brown hexagons in both subunits) [(Tsitoura et al., 2015); Table 1], the “channel on” (full agonist occupation) state should be favored, due to the stabilization of the structural changes in the homomeric channel (transition to structure with aligned oval subunits), which translate into increased rates of ion influx through the pore.


[image: image]

FIGURE 5. Models of ORco homomeric and ORx/ORco heteromeric channels and schematic overview of allosteric modulation by OAs. Channel subunits are indicated by rectangular or oval shapes of different colors (brown for ORco and green for ORx), with conformational changes induced on subunits as a result of ORco or ORx-specific agonist binding being indicated by changes in shape (from rectangular to oval) and channel pore openings of various sizes induced by different ligands indicating magnitudes of ion permeability. ORco and ORx ligands are indicated by brown hexagons and green triangles or green ellipsoids, respectively, inside the corresponding receptor subunits. For all cases, conformational changes occurring in any given channel subunit have notable effects on the structure of its interacting subunit due to altered protein-protein interactions, and induce changes in magnitudes of ion permeability indicated by commensurate changes in channel pore sizes. (A) ORco channel: the different states of the homomeric ORco channel, which is presented here as a dimer, are shown with the unliganded, inactive state indicated by misaligned subunits and a closed pore, and the partially (+OA left) or fully active (+OA right) states indicated with the partly or fully changed shapes of one or both channel subunits, depending on agonist concentrations, alignment of channel subunits and commensurately increasing pore widths. Arrow 1 indicates the final effect of ligand gating on the channel pore. (B) ORx/ORco channel: the different states of the heteromeric channels (ORx/ORco channel) are shown, with dimers and tetramers illustrated for simplicity. Schematic in (I) shows heteromers containing an ORco-based channel pore, while (II) illustrates heteromers with the channel pore formed with contributions by both ORx and ORco subunits. For (I), a low concentration of the OA is indicated by a single binding site per receptor complex (Ib, left), while ORco and ORx-specific agonist concentrations at or higher than EC50 are indicated by two bound agonists per receptor complex (Ib, right, and Ia). In the case of (II), the high ORco or ORx agonist states are indicated with the respective ligands being highlighted with black contour (IIb, right, and IIa), while the enhanced potency of the ORx agonist resulting from the simultaneous binding of the OA, observed under incomplete agonist occupancy conditions, is indicated by the change of the ligand’s shape from triangle to ellipsoid and the presence of the black contour (IIc). Arrows 2 and 3 indicate the effects of specific ORx ligands or the OAs, respectively, on channel pore permeabilities, while arrows 4 and 5 (with dotted lines) point to the elements on which the OA is hypothesized to act and thus affect the nature of the binding pocket (potency) and efficacy, respectively, of the SL. Note that for reasons of figure clarity, only one set of the predicted interactions is illustrated in the case of the high ligand concentration (Ic).



For the heteromeric channels (Figure 5B, ORx/ORco channel), two types of channel structure formation are envisaged irrespective of stoichiometric considerations (for simplicity, dimers and tetramers are illustrated for the heteromers in Figure 5B but other configurations are, of course, possible). Of the two possible alternatives, the first, which we consider more likely, predicts the existence of a channel structure analogous but not identical to that of the homomeric channel. This is formed again by the ORco subunits alone (Figure 5B, I), but its structure is affected (alignment of the brown rectangular subunits) because of the interactions of ORco with the ORx subunits (green rectangular subunits). The second type of channel envisages the generation of completely different type of channel pore formed with contributions from both ORx and ORco partner subunits (Figure 5B, II). In both cases, a positive regulatory role is predicted for the unliganded ORx subunits via their interactions with ORco and the induction of ORx-dependent changes to the ORco subunit structure (illustrated by the subunit alignment in Figures 5B, I and II). The latter, impact on the functional potential of the respective heteromeric channels and the permeability of their pores upon ligand addition, as well as their differential responses to OAs; however, potential effects of heterodimerization on stability and trafficking should also be born in mind.

For the responses of heteromeric channels to ORx cognate ligands, the binding of an ORx-SL to the ORx subunit (green triangles in Figures 5B, Ia and IIa) is envisaged to induce secondary, ORx subunit-mediated changes to the heteromeric structure (transitions to oval-shaped subunits in Figures 5B, Ia and IIa) contributing to the opening of the pore (arrow 2). For the functional responses of heteromeric channels to the OA in the absence of ORx cognate ligands (Figures 5B, Ib and IIb), we suggest that they follow the same fundamental principles noted for homomeric ORco channels but with the added feature of the conformational changes in channel structure induced by the interactions between ORx and ORco subunits, which impact positively on the permeability of the pores (arrow 3) thus causing an increase in OA efficacy relative to the homomeric channel. A caveat to this hypothesis is the previously mentioned possibility of stabilization or increased availability of ORco on the cell membrane due to its association with ORx subunits in the heteromeric complex.

For the potentiation of ORx ligand-gated heteromeric channel function by low concentrations of OAs (Figures 5B, Ic and IIc), we suggest that the allosteric changes effected on the heteromeric channel subunits by their interactions and those triggered by their respective agonists, synergize to cause a further increase in the “opening” of the channel and the rates of cation influx into the cells relative to the rates obtained by the specific ORx agonists or the high concentrations of OAs alone. Specifically, besides the allosteric effects discussed above (indicated by the transition to the oval subunit shape in Figure 5B), our results suggest that the binding of the OA to the ORco subunit may also enhance allosterically the binding of ORx-SL (arrow 4) by changing the properties of its binding pocket (green oval-shaped ligands) causing an increase in the potency and efficacy (arrow 5) of the ORx ligand, the latter in terms of magnitude of pore permeability induced by it. These postulates are compatible with the observation that the OA leaves the fundamentals of ORx ligand recognition specificity and function of the heteromeric channels essentially unaltered, with the potentiation of responses being proportional to the “native” (SL-induced) strength of the channel (Figure 3). For the synergistic action and activity changes induced upon simultaneous addition OA and odorant, we also note the possibility that enhanced stabilization (but not trafficking) of ORx-ORco heteromers may also be a contributing factor. This possibility should be formally addressed in future studies.

A distinction between the two models described above, both in terms of channel subunit stoichiometries and the nature of the channel pore, should be feasible despite the current lack of determined structures and the paucity of available information in existing computational structure predictions (Carraher et al., 2015; Hopf et al., 2015). For the stoichiometries of ORco homomer and ORx/ORco heteromer subunits, cross-linking studies should provide relevant clues, which could be further tested by mutational studies to identify residues critical for subunit interface interactions. For the issue of the nature of the heteromeric channel, on the other hand, differential labeling of ORco subunits with fluorescent tags in positions that allow FRET/BRET to occur in the case of homomer or heteromer channel pore formation (Machleidt et al., 2015; Scott and Hoppe, 2015; Cranfill et al., 2016) may prove informative. It is also hoped that the application of new approaches to the efforts for structure determination of membrane-anchored receptors including that of single-particle cryo-EM (Baker et al., 2015; Eisenstein, 2016; Tajima et al., 2016) will provide new insights allowing distinction between the two alternatives of our working model and permutations thereof.

Finally, implicit to these findings is the prediction that should natural volatiles with OA-like properties similar to those reported here exist, their use as enhancers of mosquito (and other insect) odor recognition sensitivity could have practical implications. Typical examples include enhanced trapping applications relevant to population surveillance and improved protection measures.

AUTHOR CONTRIBUTIONS

PT planned and executed experiments, evaluated results and contributed to the writing of the manuscript; KI planned the project and experimentation, assessed the results and wrote the manuscript.

FUNDING

This work has been supported by the ENAROMaTIC consortium project (grant No FP7-222927 of the EC) and was carried out in facilities of the OPENSCREEN-GR National (Greece) Research Infrastructure.

ACKNOWLEDGMENTS

We thank Dr. K. Koussis, The Francis Crick Institute, Mill Hill, London, UK, for his help with the cloning of the OR9 and OR53 isoforms employed in this study, Professor R. D. Newcomb, University of Auckland and New Zealand Institute for Plant & Food Research, and Drs. Maria Konstantopoulou, D. Tsiourvas, and G. Voutsinas, NCSR “Demokritos”, for their kind gifts of specific chemicals. We also acknowledge Prof. S. Hamodrakas and S. Zographos for critical reading of the manuscript and useful suggestions.

SUPPLEMENTARY MATERIAL

The Supplementary Material for this article can be found online at: http://journal.frontiersin.org/article/10.3389/fncel.2016.00275/full#supplementary-material

FOOTNOTES

1 graphpad.com

2 ch.embnet.org

3 http://topcons.cbr.su.se

REFERENCES

Baker, M. R., Fan, G., and Serysheva, I. I. (2015). Single-particle cryo-em of the ryanodine receptor channel in an aqueous environment. Eur. J. Transl. Myol. 25:4803. doi: 10.4081/ejtm.2015.4803

Benton, R. (2015). Multigene family evolution: perspectives from insect chemoreceptors. Trends Ecol. Evol. 30, 590–600. doi: 10.1016/j.tree.2015.07.009

Bohbot, J. D., and Dickens, J. C. (2012). Odorant receptor modulation: ternary paradigm for mode of action of insect repellents. Neuropharmacology 62, 2086–2095. doi: 10.1016/j.neuropharm.2012.01.004

Carey, A. F., and Carlson, J. R. (2011). Insect olfaction from model systems to disease control. Proc. Natl. Acad. Sci. U.S.A. 108, 12987–12995. doi: 10.1073/pnas.1103472108

Carey, A. F., Wang, G., Su, C. Y., Zwiebel, L. J., and Carlson, J. R. (2010). Odorant reception in the malaria mosquito Anopheles gambiae. Nature 464, 66–71. doi: 10.1038/nature08834

Carraher, C., Dalziel, J., Jordan, M. D., Christie, D. L., Newcomb, R. D., and Kralicek, A. V. (2015). Towards an understanding of the structural basis for insect olfaction by odorant receptors. Insect Biochem. Mol. Biol. 66, 31–41. doi: 10.1016/j.ibmb.2015.09.010

Chen, S., and Luetje, C. W. (2012). Identification of new agonists and antagonists of the insect odorant receptor co-receptor subunit. PLoS ONE 7:e36784. doi: 10.1371/journal.pone.0036784

Chen, S., and Luetje, C. W. (2013). Phenylthiophenecarboxamide antagonists of the olfactory receptor co-receptor subunit from a mosquito. PLoS ONE 8:e84575. doi: 10.1371/journal.pone.0084575

Chen, S., and Luetje, C. W. (2014). Trace amines inhibit insect odorant receptor function through antagonism of the co-receptor subunit. F1000Res 3:84. doi: 10.12688/f1000research.3825.1

Christopoulos, A., Changeux, J. P., Catterall, W. A., Fabbro, D., Burris, T. P., Cidlowski, J. A., et al. (2014). International Union of Basic and Clinical Pharmacology. XC. multisite pharmacology: recommendations for the nomenclature of receptor allosterism and allosteric ligands. Pharmacol Rev 66, 918–947.

Cranfill, P. J., Sell, B. R., Baird, M. A., Allen, J. R., Lavagnino, Z., de Gruiter, H. M., et al. (2016). Quantitative assessment of fluorescent proteins. Nat. Methods 13, 557–562. doi: 10.1038/nmeth.3891

DeGennaro, M., McBride, C. S., Seeholzer, L., Nakagawa, T., Dennis, E. J., Goldman, C., et al. (2013). orco mutant mosquitoes lose strong preference for humans and are not repelled by volatile DEET. Nature 498, 487–491. doi: 10.1038/nature12206

Douris, V., Swevers, L., Labropoulou, V., Andronopoulou, E., Georgoussi, Z., and Iatrou, K. (2006). Stably transformed insect cell lines: tools for expression of secreted and membrane-anchored proteins and high-throughput screening platforms for drug and insecticide discovery. Adv. Virus Res. 68, 113–156. doi: 10.1016/S0065-3527(06)68004-4

Eisenstein, M. (2016). The field that came in from the cold. Nat. Methods 13, 19–22. doi: 10.1038/nmeth0416-379

Fan, J., Zhang, Y., Francis, F., Cheng, D., Sun, J., and Chen, J. (2015). Orco mediates olfactory behaviors and winged morph differentiation induced by alarm pheromone in the grain aphid, Sitobion avenae. Insect Biochem. Mol. Biol. 64, 16–24. doi: 10.1016/j.ibmb.2015.07.006

Farrell, P. J., Lu, M., Prevost, J., Brown, C., Behie, L., and Iatrou, K. (1998). High-level expression of secreted glycoproteins in transformed lepidopteran insect cells using a novel expression vector. Biotechnol. Bioeng. 60, 656–663. doi: 10.1002/(SICI)1097-0290(19981220)60:6<656::AID-BIT2>3.0.CO;2-9

Franco, T. A., Oliveira, D. S., Moreira, M. F., Leal, W. S., and Melo, A. C. (2016). Silencing the odorant receptor co-receptor RproOrco affects the physiology and behavior of the Chagas disease vector Rhodnius prolixus. Insect Biochem. Mol. Biol. 69, 82–90. doi: 10.1016/j.ibmb.2015.02.012

Getahun, M. N., Olsson, S. B., Lavista-Llanos, S., Hansson, B. S., and Wicher, D. (2013). Insect odorant response sensitivity is tuned by metabotropically autoregulated olfactory receptors. PLoS ONE 8:e58889. doi: 10.1371/journal.pone.0058889

Grünert, U., and Gnatzy, W. (1987). K+ and Ca++ in the receptor lymph of arthropod cuticular mechanoreceptors. J. Comp. Physiol. A 161, 329–333. doi: 10.1007/BF00615253

Hallem, E. A., and Carlson, J. R. (2006). Coding of odors by a receptor repertoire. Cell 125, 143–160. doi: 10.1016/j.cell.2006.01.050

Hallem, E. A., Nicole Fox, A., Zwiebel, L. J., and Carlson, J. R. (2004). Olfaction: mosquito receptor for human-sweat odorant. Nature 427, 212–213. doi: 10.1038/427212a

Hill, C. A., Fox, A. N., Pitts, R. J., Kent, L. B., Tan, P. L., Chrystal, M. A., et al. (2002). G protein-coupled receptors in Anopheles gambiae. Science 298, 176–178. doi: 10.1126/science.1076196

Hogg, R. C., Buisson, B., and Bertrand, D. (2005). Allosteric modulation of ligand-gated ion channels. Biochem. Pharmacol. 70, 1267–1276. doi: 10.1016/j.bcp.2005.06.010

Hopf, T. A., Morinaga, S., Ihara, S., Touhara, K., Marks, D. S., and Benton, R. (2015). Amino acid coevolution reveals three-dimensional structure and functional domains of insect odorant receptors. Nat. Commun. 6:6077. doi: 10.1038/ncomms7077

Iatrou, K., and Biessmann, H. (2008). Sex-biased expression of odorant receptors in antennae and palps of the African malaria vector Anopheles gambiae. Insect Biochem. Mol. Biol. 38, 268–274. doi: 10.1016/j.ibmb.2007.11.008

Jones, P. L., Pask, G. M., Rinker, D. C., and Zwiebel, L. J. (2011). Functional agonism of insect odorant receptor ion channels. Proc. Natl. Acad. Sci. U.S.A. 108, 8821–8825. doi: 10.1073/pnas.1102425108

Jones, P. L., Pask, G. M., Romaine, I. M., Taylor, R. W., Reid, P. R., Waterson, A. G., et al. (2012). Allosteric antagonism of insect odorant receptor ion channels. PLoS ONE 7:e30304. doi: 10.1371/journal.pone.0030304

Kaissling, K. E., and Thorson, J. (1980). “Insect olfactory sensilla: structural, chemical and electrical aspects of the functional organization,” in Proceedings of the Workshop in Neurotransmitter and Hormone Receptors in Insects held in Cambridge: Receptors for Neurotransmitters, Hormones, and Pheromones in Insects, eds D. B. Sattelle, L. M. Hall, and J. G. Hildebrand (Amsterdam: Elsevier/North Holland Biomedical Press), 261–282.

Kaupp, U. B. (2010). Olfactory signalling in vertebrates and insects: differences and commonalities. Nat. Rev. Neurosci. 11, 188–200. doi: 10.1038/nrn2789

Koutroumpa, F. A., Monsempes, C., Francois, M. C., de Cian, A., Royer, C., Concordet, J. P., et al. (2016). Heritable genome editing with CRISPR/Cas9 induces anosmia in a crop pest moth. Sci. Rep. 6:29620. doi: 10.1038/srep29620

Langmead, C. J., and Christopoulos, A. (2014). Functional and structural perspectives on allosteric modulation of GPCRs. Curr. Opin. Cell Biol. 27, 94–101. doi: 10.1016/j.ceb.2013.11.007

Laskowski, R. A., Gerick, F., and Thornton, J. M. (2009). The structural basis of allosteric regulation in proteins. FEBS Lett. 583, 1692–1698. doi: 10.1016/j.febslet.2009.03.019

Leal, W. S. (2010). Behavioural neurobiology: the treacherous scent of a human. Nature 464, 37–38. doi: 10.1038/464037a

Lin, W., Yu, Y., Zhou, P., Zhang, J., Dou, L., Hao, Q., et al. (2015). Identification and knockdown of the olfactory receptor (OrCo) in gypsy moth, Lymantria dispar. Int. J. Biol. Sci. 11, 772–780. doi: 10.7150/ijbs.11898

Lu, M., Farrell, P. J., Johnson, R., and Iatrou, K. (1997). A baculovirus (Bombyx mori nuclear polyhedrosis virus) repeat element functions as a powerful constitutive enhancer in transfected insect cells. J. Biol. Chem. 272, k30724–30728. doi: 10.1074/jbc.272.49.30724

Machleidt, T., Woodroofe, C. C., Schwinn, M. K., Mendez, J., Robers, M. B., Zimmerman, K., et al. (2015). NanoBRET–a novel BRET platform for the analysis of protein-protein interactions. ACS Chem. Biol. 10, 1797–1804. doi: 10.1021/acschembio.5b00143

Malnic, B., Hirono, J., Sato, T., and Buck, L. B. (1999). Combinatorial receptor codes for odors. Cell 96, 713–723. doi: 10.1016/S0092-8674(00)80581-4

Nakagawa, T., Pellegrino, M., Sato, K., Vosshall, L. B., and Touhara, K. (2012). Amino acid residues contributing to function of the heteromeric insect olfactory receptor complex. PLoS ONE 7:e32372. doi: 10.1371/journal.pone.0032372

Nakagawa, T., Sakurai, T., Nishioka, T., and Touhara, K. (2005). Insect sex-pheromone signals mediated by specific combinations of olfactory receptors. Science 307, 1638–1642. doi: 10.1126/science.1106267

Neuhaus, E. M., Gisselmann, G., Zhang, W., Dooley, R., Stortkuhl, K., and Hatt, H. (2005). Odorant receptor heterodimerization in the olfactory system of Drosophila melanogaster. Nat. Neurosci. 8, 15–17. doi: 10.1038/nn1371

Nichols, A. S., Chen, S., and Luetje, C. W. (2011). Subunit contributions to insect olfactory receptor function: channel block and odorant recognition. Chem. Senses 36, 781–790. doi: 10.1093/chemse/bjr053

Olsson, S. B., and Hansson, B. S. (2013). Pheromone signaling, methods and protocols: electroantennogram and single sensillum recording in insect antennae. Methods Mol. Biol. 1068, 157–177. doi: 10.1007/978-1-62703-619-1/11

Pask, G. M., Bobkov, Y. V., Corey, E. A., Ache, B. W., and Zwiebel, L. J. (2013). Blockade of insect odorant receptor currents by amiloride derivatives. Chem. Senses 38, 221–229. doi: 10.1093/chemse/bjs100

Rinker, D. C., Jones, P. L., Pitts, R. J., Rutzler, M., Camp, G., Sun, L. J., et al. (2012). Novel high-throughput screens of Anopheles gambiae odorant receptors reveal candidate behaviour-modifying chemicals for mosquitoes. Physiol. Entomol. 37, 33–41. doi: 10.1111/j.1365-3032.2011.00821.x

Romaine, I. M., Taylor, R. W., Saidu, S. P., Kim, K., Sulikowski, G. A., Zwiebel, L. J., et al. (2014). Narrow SAR in odorant sensing Orco receptor agonists. Bioorg. Med. Chem. Lett. 24, 2613–2616. doi: 10.1016/j.bmcl.2014.04.081

Sato, K., Pellegrino, M., Nakagawa, T., Vosshall, L. B., and Touhara, K. (2008). Insect olfactory receptors are heteromeric ligand-gated ion channels. Nature 452, 1002–1006. doi: 10.1038/nature06850

Scott, B. L., and Hoppe, A. D. (2015). Optimizing fluorescent protein trios for 3-Way FRET imaging of protein interactions in living cells. Sci. Rep. 5:10270. doi: 10.1038/srep10270

Silbering, A. F., and Benton, R. (2010). Ionotropic and metabotropic mechanisms in chemoreception: ’chance or design’? EMBO Rep. 11, 173–179. doi: 10.1038/embor.2010.8

Tajima, N., Karakas, E., Grant, T., Simorowski, N., Diaz-Avalos, R., Grigorieff, N., et al. (2016). Activation of NMDA receptors and the mechanism of inhibition by ifenprodil. Nature 534, 63–68. doi: 10.1038/nature17679

Touhara, K. (2002). Odor discrimination by G protein-coupled olfactory receptors. Microsc. Res. Tech. 58, 135–141. doi: 10.1002/jemt.10131

Tsirigos, K. D., Peters, C., Shu, N., Kall, L., and Elofsson, A. (2015). The TOPCONS web server for consensus prediction of membrane protein topology and signal peptides. Nucleic Acids Res. 43, W401–W407. doi: 10.1093/nar/gkv485

Tsitoura, P., Andronopoulou, E., Tsikou, D., Agalou, A., Papakonstantinou, M. P., Kotzia, G. A., et al. (2010). Expression and membrane topology of Anopheles gambiae odorant receptors in lepidopteran insect cells. PLoS ONE 5:e15428. doi: 10.1371/journal.pone.0015428

Tsitoura, P., Koussis, K., and Iatrou, K. (2015). Inhibition of Anopheles gambiae odorant receptor function by mosquito repellents. J. Biol. Chem. 290, k7961–7972. doi: 10.1074/jbc.M114.632299

Wang, G., Carey, A. F., Carlson, J. R., and Zwiebel, L. J. (2010). Molecular basis of odor coding in the malaria vector mosquito Anopheles gambiae. Proc. Natl. Acad. Sci. U.S.A. 107, 4418–4423. doi: 10.1073/pnas.0913392107

Wicher, D., Schafer, R., Bauernfeind, R., Stensmyr, M. C., Heller, R., Heinemann, S. H., et al. (2008). Drosophila odorant receptors are both ligand-gated and cyclic-nucleotide-activated cation channels. Nature 452, 1007–1011. doi: 10.1038/nature06861

Xia, Y., Wang, G., Buscariollo, D., Pitts, R. J., Wenger, H., and Zwiebel, L. J. (2008). The molecular and cellular basis of olfactory-driven behavior in Anopheles gambiae larvae. Proc. Natl. Acad. Sci. U.S.A. 105, 6433–6438. doi: 10.1073/pnas.0801007105

Yi, X., Zhao, H., Wang, P., Hu, M., and Zhong, G. (2014). Bdor\Orco is important for oviposition-deterring behavior induced by both the volatile and non-volatile repellents in Bactrocera dorsalis (Diptera: Tephritidae). J. Insect Physiol. 65, 51–56. doi: 10.1016/j.jinsphys.2014.05.007

Zhang, R., Gao, G., and Chen, H. (2016). Silencing of the olfactory co-receptor gene in Dendroctonus armandi leads to EAG response declining to major host volatiles. Sci. Rep. 6:23136. doi: 10.1038/srep23136

Zhou, Y. L., Zhu, X. Q., Gu, S. H., Cui, H. H., Guo, Y. Y., Zhou, J. J., et al. (2014). Silencing in Apolygus lucorum of the olfactory coreceptor Orco gene by RNA interference induces EAG response declining to two putative semiochemicals. J. Insect Physiol. 60, 31–39. doi: 10.1016/j.jinsphys.2013.10.006

Conflict of Interest Statement: The authors declare that the research was conducted in the absence of any commercial or financial relationships that could be construed as a potential conflict of interest.

Copyright © 2016 Tsitoura and Iatrou. This is an open-access article distributed under the terms of the Creative Commons Attribution License (CC BY). The use, distribution or reproduction in other forums is permitted, provided the original author(s) or licensor are credited and that the original publication in this journal is cited, in accordance with accepted academic practice. No use, distribution or reproduction is permitted which does not comply with these terms.

OPS/images/fncel-10-00275-t001.jpg
Receptor Chemical
OR1+ORco oA
aMP
AMP+OA
OR2+ORco oA
N
IN+OA

OR9+ORco OA
26P
2EP+OA

OR63+0Rco OA

LIN (partial agonist)

LIN+OA

ORco OA

ECso (PECso + SE) R?

56.6 uM (4.247 £ 0.05688) 0.9831
2.8 1M (5.548 + 0.1984) 0.9416
1.2 uM (5.927 + 0.03852) 0.9961

104.6 nM (6.981 + 0.2329) 0.9772

43.6 uM (4.361 + 0.02894) 0.9903
3.4 uM (5.465 + 0.1186) 0.9829
5.5 1M (5.258 + 0.03010) 0.9865

52.5nM (7.280 + 0.1809) 0.9667

78.7 1M (4.104 + 0.01060) 0.9973
77.6 uM (4.110 £ 0.009062) 0.9992
6.1 uM (5.213 £ 0.08414) 0.9845

56.6 nM (4.247 + 0.03210) 0.9906

181.1 uM (3.742 + 0.04453) 0.9944

12.6 uM (4.899 + 0.1493) 0.9800

58.9 uM (4.23 + 0.034) 0.9655
96.6 uM (4.015 + 0.02398) 0.9863

Reference

Figure 2
Tsitoura et al., 2015
Figure 4
Figure 4

Figure 2
Tsitoura et al., 2015
Figure 4
Figure 4

Figure 2
Figure 4; Supplementary Figure S4
Figure 4

Figure 2
Figure 4
Figure 4

Tsitoura et al., 2015
Figure 2

Summarized are the ECs, values obtained from curves presented in Figures 2 and 4 and Supplementary Figure S4. For the four ORX/ORco heteromeric complexes
studied (with OR1, OR2, OR9, and OR53), the numbers presented here concem ECso values of specific odorants (4MP. IN, 2ER and LIN, respectively), ORco agonist
ORCoRAMz2 (OA) and the specific combinations used in potentiation studies. ECso values of OA for the homomeric ORco channels are also presented. ECso, half maximal
effective concentration; pECso, negative logarithm of the ECso (-IogECso); Std. error; standard error (SE) reported by GraphPad Prism for calculated IogECso; B2, measure
of goodness of fit. Previously obtained values for OR1/ORco (4MP), OR2/ORco (IN), and ORco (OA) (Tsitoura et al., 2015) are also listed.
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