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E. humifusa Willd, a monoecious annual plant, native to Eastern Asia, has been traditionally attributed to the treatment and prevention of miscellaneous diseases, including diabetes mellitus and its associated complications. Earlier studies have supported this species’ pharmacological efficacies including its antibacterial, antidiabetic, and anti-inflammatory properties. Even so, the underlying bioactive components with their mechanisms of action associated with its antidiabetic and anti-inflammatory effects remain elusive. The preamble in vitro assessments of the crude extract and its different fractions revealed that the n-butanol fraction (EHNB) exhibited the best activity, which was subsequently subjected to a rapid screening of candidate ligands through bio-affinity ultrafiltration with the two enzyme targets: α-glucosidase (α-Glu) and cycloxygenase-2 (COX-2) combined with UPLC/QTOF-MS. As a result, 7 compounds were identified from EHNB, among them, vitexin and astragalin were screened out as the most active ligand compounds. Vitexin showed great specific binding (SB) affinity values of 1.26 toward α-Glu and 1.32 toward COX-2, while astragalin showed 1.32 and 1.36, respectively. The docking simulation results exhibited strong interactions of vitexin and astragalin with the key residues of the enzyme targets, suggesting their possible mechanisms of action. The in vitro antidiabetic validation revealed noticeable half-maximal inhibitory effects (IC50) of 36.38 ± 3.06 µM for vitexin and 42.47 ± 4.13 µM for astragalin, much better than that of the positive drug acarbose (109.54 ± 14.23 µM). Similarly, these two compounds showed the inhibitory activity against COX-2 with the half-maximal inhibitory effects (IC50) at 27.91 ± 1.74 µM and 49.05 ± 1.49 µM, respectively. Therefore, these two flavonoid compounds (vitexin and astragalin) were speculated as potential antidiabetic and anti-inflammatory compounds from E. humifusa. Taken together, the integrated strategy applied to E. humifusa led to the fast identification of two potential double-acting flavonoids and enlightened its antidiabetic and anti-inflammatory uses. Besides these findings, the integrated strategy in this study could also be used to facilitate the rapid discovery and development of active candidates from other traditional herbal medicines against multi-drug targets and to aid in revealing their mechanisms of action for their traditional uses.
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1 INTRODUCTION
Diabetes mellitus (DM) is a chronic metabolic disease characterized by reduced insulin sensitivity or insulin deficiency, causing blood hyperglycemia in the postprandial and fasting state (Kazeem et al., 2021). By 2045, it is projected that around 800 million of the global population will be hurt by this pandemic metabolic disorder with 6.7 million recorded deaths in 2021 (Li et al., 2017; Ni et al., 2022). Persistent hyperglycemia encompasses multiple complications leading to nephropathy, retinopathy, neuropathy and vascular damage (Yen et al., 2021). Inflammation, oxidative stress, and obesity are among the related symptoms that are crucial in the pathophysiology of DM (Ma et al., 2018; Paun et al., 2020; Zhang et al., 2021). Therefore, researchers thrive on the quest and development of safe and cost-effective drugs to address DM issues and especially to limit its related complications.
From ancient times, herbal medicines have played significant roles in managing diverse health disorders including DM. The available pharmacotherapy enables the treatment of DM from different approaches, but in many cases there has been an increase of side effects such as gastrointestinal discomfort, hypoglycemia, and dizziness. These factors encourage researchers to seek new and safer alternatives from natural resources. Recent discovery evolving the uses of the powerful screening tool, based on bio-affinity ultrafiltration, has helped researchers to bypass the labor-intensive and time-consuming drug discovery process (Ye et al., 2022). This innovative approach consists of promoting the ligand-macromolecule complex formation between a mixture and a drug target, then fishing out the ligands candidates via centrifugal ultrafiltration, followed by their identification on analytical instruments like UPLC/QTOF-MS (Feng et al., 2021).
E. humifusa Willd, commonly called creeping euphorbia, is a monoecious annual plant native to eastern Asia (Kim et al., 2016). Growing up to 20 cm in height and generally glabrous, the plant presents a fine slender multiple branched stems and opposite leaves (Pahlevani and Riina, 2011). According to the Chinese pharmacopeia (2020 edition), this species has been attributed to the treatment of multifarious ailments such as dysentery, enteritis, and traumatic bleeding. In addition, previous research has supported the pharmacological potencies of this plant including its antibacterial, antidiabetic, and anti-inflammatory activities (Kang et al., 2012; Tian et al., 2019). However, this species bioactive components together with their associated mechanisms of action in terms of its antidiabetic and anti-inflammatory uses need to be explored. Hence, the purpose of this present study was to rapidly investigate the potential bioactive components of E. humifusa and elicit their possible modes of action. A preamble in vitro assessment of different E. humifusa extracts led us to depict the powerful active n-butanol fraction (EHNB) which was subsequently subjected to bio-affinity ultrafiltration combined with UPLC/QTOF-MS. Thereafter, docking simulations were used to investigate the interactions between the compounds with high affinity and the active pocket of the target enzymes α-Glu and COX-2. The lead compounds vitexin and astragalin’s capacities to mitigate the two target enzymes functions were confirmed in vitro with noticeable IC50 values as compared to the positive drugs. Despite the attempt to generate scientific support for the empirical virtues of E humifusa, this work offers also a valuable strategy for discovery and development of bioactive components from traditional herbal medicinal herbs.
2 MATERIALS AND METHODS
2.1 Plant materials preparation and extraction
Whole plant materials of E. humifusa were harvested around Wuhan Botanical Garden (Wuhan, China) in September 2020. A herbarium voucher specimen (No: 20200923) was prepared and authenticated by a senior taxonomist, Professor Guangwan Hu of the Key Laboratory of Plant Germplasm Enhancement and Agriculture Specialty (Wuhan Botanical Garden, Chinese Academy of Sciences). The samples were cleansed, shade-dried, and milled into powder before storage in an airtight recipient.
The extraction procedure of E. humifusa powder (400 g) was performed through an ultrasonic bath with 70% ethanol (ratio 1:8, w:v) for three consecutive times. The combined filtrates were evaporated under low pressure and lyophilized to afford the crude extract (EHCE: 93.22 g). Thereafter, from 20 g of EHCE were conducted sequential liquid-liquid separation yielding to petroleum ether fraction (EHPE: 2.20 g), ethyl acetate fraction (EHEA: 4.40 g), n-butanol fraction (EHNB: 3.74 g), and water fraction (EHWA: 5.02 g) after evaporation.
2.2 Chemicals and reagents
The extraction solvents ethanol, petroleum ether, ethyl acetate n-butanol and the dimethyl sulfoxide (DMSO) were supplied by Shanghai Chemical Reagent Corp. (Shanghai, China). The different standards used for the assays comprising gallic acid, rutin, ascorbic acid (Vit C), butylated hydroxytoluene (BHT), Trolox, 2,2-diphenyl-1-picrylhdrazyl (DPPH), 2,2′-azinobis-(3-ethyl-benzthiazoline-6-sulfonic acid) diammonium salt (ABTS), 2,4,6-Tri (2-pyridyl)-1,3,5-triazine (TPTZ), and indomethacin with a purity ≥99.5% were purchased from Sigma-Aldrich Corp (Shanghai, China). The HPLC grade solvents acetonitrile (ACN), methanol, and formic acid (FA) were obtained from TEDIA Company Inc. (Fairfield, OH, United States). The p-nitrophenyl α-D-glucopyranoside (p-NPG) substrate was acquired from Aladdin Bio-Chem Technology Corp. The COX-2 inhibitor screening assay kit (No: S0168) was purchased from Beyotime Biotechnology (Shanghai, China). The α-glucosidase enzyme was bought from Sigma Aldrich (St Louis, MO, United States) whereas Wuhan Antgene Biotechnology Co., Ltd. (Wuhan, China) supplied the COX-2 enzyme. The centrifugal ultrafiltration membranes 10 kDa Cut-off (YM-10) were purchased from Millipore Co. Ltd. (Bedford, MA, United States). Finally, Shanghai Macklin Biochemical Co. (Shanghai, China) supplied the phytochemical standards vitexin and astragalin (≥98%).
2.3 Total phenolic content and total flavonoid content
The phenolic contents of E. humifusa extract and its fractions were evaluated by Folin-Ciocalteu method, slightly modified from a previous report by Fan and coworkers (Fan et al., 2020). In brief, the sample was incubated with Folin-Ciocalteu reagent (10%, v/v) and sodium carbonate (7.5%, w/v) before 60 min incubation in the dark. The absorbance of the mixture was then read on a UV spectrophotometer set at a wavelength of 760 nm (UV 1100, MAPADA Shanghai, China). Gallic acid was used as the calibration standard, and the results were presented as its equivalent per gram of dried sample (mg GAE/g). The Aluminium chelating colorimetric method was performed for the estimation of total flavonoid content using rutin for the standard curve (Xu et al., 2019). An equal volume of the sample and sodium nitrite were mixed with 10% (w/v) AlCl3.6H2O. Thereafter, the mixture was supplemented with sodium carbonate (4%, w/v) and then incubated in the dark for 15 min. The absorbance of the mixture was finally read on a UV spectrophotometer set at a wavelength of 510 nm. The obtained results were denoted by milligram rutin equivalent per gram of dried sample (mg RE/g).
2.4 Antioxidant activity assay
The antioxidant activity of our samples was ascertained by evaluating their capacity to scavenge free radicals and reduce ferric ions. The DPPH and ABTS free radical scavenging assays were performed as per the method of Xu and his colleagues (Xu et al., 2019). Vit C, Trolox, and BHT were utilized as positive controls whereas pure methanol was for the blank control. The scavenging rate was calculated using the equation:
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With A0 and As are ascribed to the absorbance value of the blank control, and the tested sample or positive control respectively. The results were expressed in IC50 values (n = 3, mean ± standard deviation).
The ferric chelating behavior using the ferric reducing antioxidant power (FRAP) assay was conducted based on a priorly reported method by our research group (Rakotondrabe et al., 2022). The calibration curve was plotted from a range dilution of FeSO4·7H2O (0.06–1.50 mM) standard and the results were expressed in Millimolar Fe2+ per gram (mM Fe2+/g) of three replicate assays.
2.5 In Vitro α-Glu inhibition assay
The α-Glu inhibition activity of E. humifusa was determined through a minor modified method from a previous report (Liu et al., 2020). In brief, 150 µL phosphate buffer (pH 6.8) was mixed in a 96 well plate transparent with 25 µL of α-Glu enzyme solution (0.26 units/mL) and 25 µL of the diluted sample (DMSO: 5%, v/v). Then, the mixture was incubated for 15 min at 37°C before supplementation with 50 µL p-NPG (0.3125 mM) substrate to initiate the reaction. An incubation for another 15 min was monitored prior to the reaction termination with an addition of 50 µL sodium carbonate 200 mM. In the end, the absorbance was immediately read at 405 nm in a microplate reader (Tecan infinite M200 Pro). The α-Glu inhibition rate was figured using the following equation:
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With AS and ASc representing the absorbance of the sample test and the sample control while AC and ABc for the absorbance of the control and the blank control accordingly.
2.6 In Vitro COX-2 inhibition assay
The E. humifusa anti-inflammatory activity was ascertained by a COX-2 inhibitor screening kit (Beyotime S0168). In brief, the working solutions including COX-2 cofactor, COX-2 enzyme solution, COX-2 substrate, and COX-2 probe were first prepared in accordance with the supplier manual, which were subsequently diluted ten times with the buffer kit assay. Thereafter, 150 µL Tris-HCl (pH 7.8), 10 µL of COX-2 cofactor, and 10 µL of work solution excluding the blank group were mixed in a 96 well black plate. The mixture was supplemented with 10 µL of samples or positive control (indomethacin) and instead, DMSO was used for the blank control and the 100% enzyme groups and mixed vigorously. After a 10 min incubation at 37°C, the reaction was initiated with 10 µL of COX-2 probe and 10 µL of COX-2 substrate. Finally, their relative fluorescence unit (RFU) was read from an excitation wavelength of 560 nm and an emission wavelength of 590 nm, after 20 min of incubation (37°C). The COX-2 inhibition rate was calculated from the equation:
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With RFU100% enzyme, RFUsample, and RFUblank control represent the relative fluorescence value of the intact enzyme, samples and blank control respectively. The experiment was conducted in triplicates and the IC50 values were expressed into mean ± standard deviation.
2.7 Screening and identification of potential inhibitors through UF-UPLC/QTOF-MS
2.7.1 UPLC/QTOF-MS identification
The ultra-performance liquid chromatography (UPLC) system was monitored with CDS OpenLAB 2.0 (Agilent Technologies, Santa Clara, United states). The chromatographic separation was carried out using a Sunniest C18 HT (100 mm × 2.1 mm, 2 µm thickness, Waters, Manchester) column. The injection volume was 5 µL with a flow rate kept at 0.2 ml/min while the column temperature was maintained at 30°C. The mobile phases were composed of eluent A (aqueous formic acid, 0.1%) and B (ACN). The elution followed a gradient program of 5%–10% B in 0–5 min, 10% B in 5–15 min, 10%–15% B in 15–30 min, 15%–17% B in 30–35 min, held at 17% B in 35–45 min, finally raised to 70% B from 45–55 min. The components were identified through an Agilent 6530 iFunnel QTOF-MS mass spectrometer equipped with an electrospray ionization (ESI) system. Mass-to-charges and spectra were obtained in negative electrospray ionization mode at a mass range from 50–1,500 m/z. The drying, nebulizing, and collision gas were nitrogen. The drying gas flow rate was 8 L/min with an ESI spray voltage of 3.5 kV. The heated capillary temperature was set to 350°C and nebulizer pressure at 35 psi. The data acquisition and analysis were processed by Mass Hunter Workstation software (version B.08.01.00, Agilent Technology, United States).
2.7.2 Screening for potential inhibitors via bio-affinity ultrafiltration
The bio-affinity screening of potential ligands from the EHNB fraction was performed using a slender modified method by Li and his coworkers (Li et al., 2022). Concisely, 100 µL volume of EHNB sample was incubated with 40 µL COX-2 (8 units), or 100 µL α-Glu (6 units) active enzymes. Afterward, the mix solutions were incubated for 45 min and subsequently transferred to a centrifugal ultrafiltration vial 10 kDa cut-off filter membrane. They were initially centrifuged at 10,000 rpm for 10 min (25°C) to withdraw the extra solution followed by three successive centrifugations with 200 µL phosphate-buffered saline (PBS) to wash away the non-binding compounds. Finally, the fixed ligand candidates were fished out from the complex throughout enzyme denaturation with 200 μL of 70% (v/v) aqueous methanol before centrifugation (10,000 rpm, 10 min). The filtrates from three denaturation processes were gathered and dried on nitrogen blowing before reconstitution in 50 μL of aqueous methanol (50%, v/v) for further analytical analysis.
2.8 Molecular docking simulations
The docking simulations were carried out using the AutoDock 4.2 software. Ligand molecules were drawn with ChemBioDraw Ultra 14.0 and converted to 3-Dimensional (3D) structures by ChemBio3D Ultra 12.0. MM2 option was used for energy minimization of the 3D structures, which were further subjected to Gasteiger charges. The crystal receptor structures of α-Glu (PDB id: 3A4A) and COX-2 (PDB id:1CX2) PDB files were downloaded from the protein data bank (www.rcsb.org). Water molecules and initial ligands were removed before adding polar hydrogens and Kolliman charges. Lamarckian genetic algorithm was used for docking calculation of 50 independent genetic algorithm runs within 250 population size and 25 × 105 energy evaluation. The standard docking procedure for a rigid protein and flexible ligands was conducted within a grid map (60 × 60 × 60), centered at the accredited catalytic site. The default settings were used for all other parameters. At the end of docking, the best poses were analyzed for hydrogen bonding, hydrophobic interaction, and binding energy (BE) values using Discovery Studio Visualizer 2021 program (Dassault Systems BIOVIA, San Diego, CA, United States).
2.9 Statistical analysis
All experimental tests were performed in triplicate and results were expressed in mean ± standard deviation (SD). The half-maximal inhibitory concentration (IC50) values were calculated from the non-linear regression of the dose-response curve analysis function in GraphPad Prism 8.0.1.2 (GraphPad Software, San Diego, California United States). The significance of the results was compared through one-way ANOVA followed by Duncan’s Multiple Range Test (DMRT) on SPSS statistic 22.0.0 (SPSS Inc. Chicago, IL, United States). For all analyses, a difference at p-value < 0.05 was regarded as statistically significant.
3 RESULTS
3.1 Antioxidant activity of E. humifusa
Oxidative stress plays key function in the pathogenesis of metabolic disorders, whereas exogenous antioxidants from natural sources enhance the organism’s defense and its redox homeostasis (Abdel-Daim et al., 2019). The antioxidant activities evaluation of the different E. humifusa samples showed noticeable potentialities of the n-butanol fraction (EHNB) as compared to the others. EHNB exerted the highest scavenging of DPPH and ABTS with an IC50 value of 2.45 ± 0.05 μg/ml and 2.04 ± 0.42 μg/ml respectively. Its scavenging abilities were assessed significantly more active than the positive control BHT and Vit C at a p-value < 0.05, as illustrated in Table 1. Meanwhile, the FRAP reducing activity of this EHNB fraction was slightly lower than the Vit C and Trolox positive controls having values of 1.45 ± 0.02 mM Fe2+/g, 2.04 ± 0.01 mM Fe2+/g, and 1.79 ± 0.01 mM Fe2+/g, respectively. Similarly, Table 1 also reveals the richness of EHNB fraction in terms of phenolic content (119.45 ± 1.42 mg GAE/g) and flavonoid content (62.28 ± 0.67 mg RE/g) when compared to the others.
TABLE 1 | The antioxidant activities, total phenolic content (TPC), and total flavonoid content (TFC) of E. humifusa samples.
[image: Table 1]3.2 α-Glu inhibition activity of E. humifusa
The hypoglycemic activities of E. humifusa extract and its fractions were assessed through in vitro α-Glu inhibition assay. The α-Glu enzyme has been reported to play a key role in the catalysis of carbohydrate digestion, therefore, its inhibition leads to a diminution of postprandial glucose absorption. This present study was initially designed to determine the most effective hypoglycemic fraction among the different types of E. humifusa samples. The result in Figure 1 exerted that all samples possessed great inhibition of α-Glu in comparison with the well-known antidiabetic drug acarbose. EHNB, possessing a low IC50 value of 0.54 ± 0.12 μg/ml, was determined significantly more potent than acarbose (IC50: 112.53 ± 12.87 μg/ml), followed by the ethyl acetate fraction (EHEA) and the crude extract (EHCE).
[image: Figure 1]FIGURE 1 | α-Glu inhibitory effects of E. humifusa crude extract (EHCE) and the different fractions. Petroleum ether (EHPE), ethyl acetate (EHEA) and n-butanol (EHNB). The label letters (a–d) represent the significant difference at p-value < 0.05 by ANOVA DMRT.
3.3 COX-2 inhibition activity of E. humifusa
COX-2 enzyme has been recognized to possess a pivotal role in mediating inflammation response by converting the arachidonic acid to prostaglandin G2 and H2. It was discovered that EHNB and EHEA had equipotent COX-2 inhibition activity together with the non-steroidal anti-inflammatory drug (NSAID) indomethacin showing IC50 values of 0.03 ± 0.00 μg/ml, 0.14 ± 0.02 μg/ml and 0.47 ± 0.07 μg/ml correspondingly (Figure 2).
[image: Figure 2]FIGURE 2 | COX-2 inhibitory effects of the E. humifusa crude extract (EHCE) and its different fractions. Petroleum ether (EHPE), ethyl-acetate (EHEA) and n-butanol (EHNB). The label letters (a−c) represent the significant difference at p-value < 0.05 by ANOVA DMRT.
As a whole, the n-butanol fraction (EHNB) exerted the best activities both as hypoglycemic and anti-inflammatory which were in line with the antioxidant results. Hence, the bioactive components of this potent fraction were further screened out via the high throughput bio-affinity ultrafiltration combined with UPLC/QTOF-MS targeting α-Glu and COX-2 enzymes.
3.4 Ultrafiltration UPLC/QTOF-MS analysis
3.4.1 Characterization and identification of chemical constituents of EHNB
The chemical components characterization of this potent fraction EHNB was determined by a high-resolution UPLC/QTOF-MS instrument. The tentative identification of all components was performed based on the peak retention time, the parent ions m/z with their respective fragmentation cascade as well as the mass error between the observed and theoretical mass. Among the 8 obtained peaks, 7 compounds were identified including tannins, phenolic acid and flavonoid glycosides. The features and characteristics of each identified compounds are displayed in Table 2 and their respective structures illustrated in Figure 3. Two tannins compounds (1, 2) showing precursor ions mass of m/z 633.0766 [M-H]- and 800.0822 [M-H]- in the negative mode were respectively assigned as, galloyl HHDP-glucose and gallotanin (Anand et al., 2021). Compound 4, with a precursor ion mass of m/z 300.9990 [M-H]−, consists of phenolic acid and was tentatively identified as ellagic acid (Camargo et al., 2014). The compounds 3, 5, 6 and 8 belong to flavonoid glycosides, which were respectively deprotonated at m/z 595.1299 [M-H]-, m/z 463.0885 [M-H]-, m/z 447.0927 [M-H]-, and m/z 431.0967 [M-H]-. According to their features, they were ascribed as quercetin-3-O-apiosyl-(1–2) galactoside, quercetin 3-O-glucoside, astragalin, and vitexin (Chen et al., 2019; Lu et al., 2022; Rakotondrabe et al., 2022).
TABLE 2 | The identification of the potential ligands from EHNB and their specific binding values with molecular docking analysis.
[image: Table 2][image: Figure 3]FIGURE 3 | Chemical structures of the seven identified compounds from EHNB.
3.4.2 Discovery of potential α-Glu and COX-2 ligand candidates
Within medicinal plants, one or more bioactive components are attributed to be responsible for their biological activities. In this study, the high throughput ligand screening bio-affinity ultrafiltration UPLC/QTOF-MS targeting α-Glu and COX-2 has been utilized to fish out these key hypoglycemic and anti-inflammatory chemicals. This method has been testified efficient and reliable by several researchers to depict potential ligands from a complex mixture. Based on the comparison of peak areas of the chromatograms obtained from the sample incubated with the active enzyme and that of the denatured group, the relative binding of each candidate was assessed via the specific binding value calculated from the equation:
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With Aactive and Ainactive corresponding to the area of the peaks within the chromatogram of those incubated with active and inactive enzymes. From our experiment, it was discovered that three compounds showed an affinity with the two targets, notably ellagic acid, astragalin, and vitexin (Figure 4). Astragalin showed the highest specific binding (SB) value of 1.32 with α-Glu followed by ellagic acid (SB: 1.28) and vitexin (SB: 1.26). However, vitexin took the second rank when targeting the COX-2 enzyme with the respective SB values of 1.36 (astragalin), 1.32 (vitexin), and 1.05 (ellagic acid). These rates suggested that these three compounds could be speculated as ligand candidates for our targets. Additionally, their interactions with the target’s active site were simulated in silico to in-depth their affinity and appended to the in vitro validation activities assessment.
[image: Figure 4]FIGURE 4 | UPLC-UV chromatograms comparison of the EHNB sample (black) EHNB incubated with active enzyme (blue), and inactive enzyme (red) obtained at 360 nm. (A) Represents the chromatogram obtained from EHNB sample, (B) from α-Glu target and (C) from COX-2 target.
3.5 Molecular docking analysis
For a better understanding of the binding mechanism and interaction of these ligand candidates with the target receptor, in silico molecular docking simulations were conducted. Simultaneous docking of the respective positive drugs acarbose and indomethacin into the active site of α-Glu and COX-2 were executed to validate the docking method. The root mean square deviation value (RMSD) obtained from the docking validation of the complex acarbose-α-Glu was 1.010 ± 0.265 Å when 0.643 ± 0.038 Å for indomethacin-COX-2. The ligand receptor complex binding stability was assigned based on the BE values of the best docking pose; from which the lower the value, the stronger the interaction. Toward α-Glu, the highest stability was found with vitexin exhibiting a BE value of −8.65 kcal/mol. Its interaction was explained by the occurrence of nine hydrogen bonds toward the key residues Ser241, Gln279, Arg315, Glu411, His280, Asn415, and Asp242 (Figure 5A). In addition, hydrophobic binding was determined with the pocket constituted by Tyr158, Arg315, and Lys156. The astragalin exerted BE value of −8.61 kcal/mol formed of eight hydrogen bonds with Ser241, Arg315, Asp307, Ser311, Lys156, Pro312, and Leu313 key residues. The astragalin-α-Glu complex was stabilized by hydrophobic interactions between the ligand and the pocket established with Tyr158 and Lys156 (Figure 5C). The weakest complex stability was identified with ellagic acid, showing a BE value of −7.67 kcal/mol. Toward COX-2, vitexin remained the greatest bound ligand with a BE value of −9.19 kcal/mol. The interactions with the catalytic site were composed of six hydrogen bonds to the key residues Arg120, Tyr355, Ser530, Ala527, Met522, and Gln192 (Figure 5B). Electrostatic and hydrophobic interactivity between vitexin and the pocket were also present and formed of Arg513, Val349, Ala527, Leu531, Val523, and Leu352. However, the astragalin-COX-2 BE value was −8.94 kcal/mol, made by seven hydrogen bonds with the residues Arg120, Tyr355, Ala527, Ser530, Gln192, and Gly526 (Figure 5D). The same electrostatic interactivity with Arg513 was identified and supplemented by hydrophobic bonds with Ala516, Val523, and Leu352. Likewise, the lowest stability was found on the ellagic acid-COX-2 complex with a BE value of −6.45 kcal/mol. Due to the low relative binding values along with the poor stabilities established between the ellagic-acid and targets, only vitexin and astragalin were speculated as potential ligands toward α-Glu and COX-2. The in-vitro confirmation of their activities was then investigated.
[image: Figure 5]FIGURE 5 | The interactions between active pocket of α-Glu (grey) or COX-2 (yellow) with vitexin (A,B) and astragalin (C,D) by molecular docking analysis. The key interacting amino acid residues are: Serine (Ser), Glutamine (Gln), Arginine (Arg), Glutamic acid (Glu), Tyrosine (Tyr), Lysine (Lys), Aspartic acid (Asp), Proline (Pro), Leucine (Leu), Valine (Val), and Glycine (Gly).
3.6 Potential ligands activities validations
To validate the hypoglycemic and anti-inflammatory activities of the two screened-out potential ligands, the same colorimetric in vitro inhibition assays as for the preliminary E. humifusa crude extract and its fractions activities assessment were conducted. As illustrated in Figure 6A, astragalin and vitexin exerted interesting equipotent activities against α-Glu with a noticeable IC50 of 42.47 ± 4.13 µM and 36.38 ± 3.06 µM accordingly. They were statistically more active than the positive drug acarbose showing an IC50 of 109.54 ± 14.23 µM. On the other hand, the two-screened ligands showed moderate COX-2 inhibition capacity in comparison to the positive NSAID indomethacin as displayed in Figure 6B. Vitexin exhibited a greater half-maximal inhibitory concentration of 27 0.91 ± 1.74 µM than astragalin 49.05 ± 1.49 µM whereas indomethacin has an IC50 of 13.24 ± 2.20 µM.
[image: Figure 6]FIGURE 6 | Inhibition effects of astragalin and vitexin compared to the respective positive controls on α-Glu (A) and COX-2 (B). The label letters (a,b,c) represent the significant difference at p-value < 0.05 by ANOVA DMRT.
4 DISCUSSION
4.1 Antidiabetic and anti-inflammatory activities of E. humifusa
DM is a ubiquitous health disorder resulting from insulin deficiency or malfunction, which leads to a high rate of glucose in the blood (Kazeem et al., 2021). Research revealed that a high level of blood glucose enhances oxidative stress at the cell level, which boosts the pro-inflammatory cytokines activities, such as interleukins, tumor necrosis factors as well as mediators like nitric oxide. The aforementioned cytokines induce the expression of COX-2 and increase prostaglandin synthesis, implying that diabetes plays a crucial role in the chronic inflammatory state (Burgos-Morón et al., 2019; Kaur and Singh, 2022). The side effect and toxicity of most actual existent drugs urges researchers to seek for safe and effective nature-based agents to manage this prevalence and debilitating complication of DM. Reducing postprandial hyperglycemia is one of the relevant therapeutic approaches for DM, which can be achieved by inhibiting digestive enzymes such as α-Glu. In the same way, blocking the COX-2 enzyme function is among the principal strategy to regulate inflammation (Karim et al., 2019). Although E. humifusa has been used to cure a variety of health disorders including hyperglycemia and inflammation-based diseases, the scientific reports describing the key bioactive compounds in this species remain elusive. Therefore, in this present study, we have determined primarily the biological potential of E. humifusa crude extract and its fractions followed by the characterization and screening of the bioactive ligands through bio-affinity UPLC/QTOF- MS.
The preliminary in vitro evaluation of all E. humifusa samples showed good antidiabetic activity, which is in line to the investigation of Kang and his coworkers, demonstrating the noticeable capacity of E. humifusa methanol extract to inhibit α-Glu (Kang et al., 2012). Among these samples, the n-butanol fraction (EHNB) was discovered to be the most active part with an IC50 value of 0.54 ± 0.12 μg/ml and significantly more potent than the common hypoglycemic acarbose drug. Similarly, the anti-inflammatory activity of EHNB was assessed the best, even when compared to the NSAID indomethacin. Therefore, our finding enhances prior discoveries demonstrating the anti-inflammatory of this species through inhibition of soluble epoxide hydrolase (SEH), lipopolysaccharide (LPS)-induced nitric oxide and the tumor necrosis factors (TNF) productions (Luyen et al., 2014). Interestingly, the antioxidant evaluations via DPPH, ABTS and FRAP assays showed the highest potentialities of the EHNB fraction. The close correlations between these EHNB favorable pharmacological effects are consistent with previous findings describing the relevance of Euphorbiaceae-based antioxidants in controlling the initiation or propagation of other chronic diseases (Majid et al., 2015; Mustafa et al., 2021). Furthermore, the richness of this EHNB fraction with phenolic and flavonoids (Table 1) may support the multiple drug activities of this plant due to the abilities of plant polyphenols to modulate various enzymes and immune cells in human, in spite their antioxidant potentials (Sekhon-Loodu and Rupasinghe, 2019; Sun et al., 2020).
4.2 Potential inhibitors in EHNB and their docking poses
The chemical characterization of EHNB allowed us to identify seven phytoconstituents of which one phenolic acid named ellagic acid and two flavonoid glycosides astragalin and vitexin were fished out as ligand candidates through bio-affinity ultrafiltration UPLC/QTOF-MS. Astragalin and vitexin were selected as potential inhibitors due to their relative binding strength values together with the in silico BE values, whose activities were further verified (Xu et al., 2022; Ye et al., 2022; Zhang et al., 2022). As illustrated in Table 2, those two flavonoid glycosides showed better SB values towards the enzyme targets α-Glu and COX-2. This binding strength diversity was speculated to be caused by the competitive interaction of the ligand candidates with the target enzymes. Additionally, these two ligands were docked well in the catalytic site of the targets with a BE values lower than the respective drugs acarbose and indomethacin. The network interaction diagram (Figure 7) highlights the discovery of the potential ligands vitexin and astragalin as well as their double acting actions. Both vitexin and astragalin interacted with the recognized key amino acid residues of α-Glu catalytic pocket composed of Arg315, Glu411, His280, Asp242, Asp307, Ser311, Pro312, Leu313, Tyr158, and Lys156 (Cai et al., 2020; Nokhala et al., 2020). The lower BE value of vitexin (−8.65 kcal/mol) was supported by the presence of one extra H-bond with GLU 411 which was absent for astragalin (−8.61 kcal/mol). It is emphasized that α-Glu complexes formed with those potent ligands were far more stable than those made with the antidiabetic drug acarbose, which had just a BE value of −5.25 kcal/mol. In the meantime, vitexin was found more stable within the COX-2 catalytic site than astragalin due to H-bonds number differences and hydrophobic interactions. Nonetheless, both of them revealed better BE value than the NSAID indomethacin which were ranked as follows vitexin (−9.19 kcal/mol)> astragalin (−8.94 kcal/mol)> indomethacin (−6.64 kcal/mol). The interactions of those potential ligands with the reported important key residues Arg120, Arg513, Tyr355, and Val523 inside the active pocket are consistent with the intercalation of selective COX-2 inhibitors docking (Baek et al., 2021).
[image: Figure 7]FIGURE 7 | Interaction networks diagram of the ligand candidates from E. humifusa toward the enzyme targets α-Glu and COX-2. The dotted arrows reflect weak ligand affinities toward the targets active site, whereas the plain ones represent strong affinities.
4.3 Vitexin and astragalin activities validations
The antidiabetic in vitro validation results synthesized in Figure 6 and Table 2 demonstrated that vitexin had better activity than astragalin with an IC50 of 36.38 ± 3.06 µM and 42.47 ± 4.13 µM, respectively. Both candidates exerted a significant inhibition potentiality than the well-known hypoglycemic drug acarbose possessing an IC50 of 109.54 ± 14.23 µM. Recent studies have highlighted the relevance of vitexin in glucose homeostasis. It helps in the protection of pancreatic tissues from damage, enhances the uptake of glucose, and modulates the catalytic function of the two main digestive enzymes α-amylase and α-Glu (He et al., 2016; Seyedan et al., 2019; Abdulai et al., 2021). In the same way, previous investigations have highlighted the hypoglycemic effectivities of astragalin through inhibition of key enzymes like α-Glu, α-amylase, and tyrosine phosphatase (PTP 1B) (Cen et al., 2017; Lima et al., 2018). The in vitro anti-inflammatory validation exhibited good COX-2 inhibition activity of vitexin with an IC50 value of 27.91 ± 1.74 µM. This result was in support of prior studies, which demonstrated the anti-inflammatory activity of vitexin via downregulation of pro-inflammatory cytokines releases, as well as reducing the actions of inflammatory mediators like COX-1 and COX-2 (Babaei et al., 2020; Abdulai et al., 2021; Peng et al., 2021). Likewise, the moderate COX-2 inhibition of astragalin (IC50: 49.05 ± 1.49 µM) contributed to the explanation of its multifaceted activity to mitigate inflammation. Therefore, besides astragalin’s capacities to block mitogen-activated protein kinases (MAPK) signaling pathways and to inhibit the production of inflammatory mediators like prostaglandin E2 (PGE2) (Zhang et al., 2017; Alblihed, 2020), here it is supported to regulate COX-2 function.
Taken together, the finding from this study helps to understand the principal bioactive compounds playing pivotal roles in the multifarious empirical uses of E. humifusa. The two screened-out active ligands (vitexin and astragalin) were confirmed to exert potential antidiabetic and anti-inflammatory activities. Therefore, the development of natural therapeutic drug candidates for diabetes mellitus and its associated complications based on those two flavonoids could be promising.
5 CONCLUSION
DM and its associated complications have devastated human beings in the last 2 decades. So far, E. humifusa has been reported to possess multiple virtues including its antidiabetic and anti-inflammatory activities. The present investigation was designed to screen out the potential double-acting bioactive compounds and their mechanism of action toward hyperglycemia and inflammation. Integrated method comprising the high throughput bio-affinity ultrafiltration combined with UPLC/QTOF-MS targeting α-Glu and COX-2 enzymes, in vitro assays, and in silico study were adopted throughout the research. The n-butanol (EHNB) fraction was revealed to be the best active fraction, from which two flavonoid glycosides vitexin and astragalin were fished out as potential ligands. The in silico simulation showed their great stability within the active site of the two target enzymes. Meanwhile, the validation activity assays confirmed their capacities to inhibit concomitantly α-Glu and COX-2. To sum up, this present investigation offered additional scientific support for the antidiabetic and anti-inflammatory use of E. humifusa and facilitated eliciting the modes of action of its potential active compounds.
DATA AVAILABILITY STATEMENT
The raw data supporting the conclusion of this article will be made available by the authors, without undue reservation.
AUTHOR CONTRIBUTIONS
TR performed the experiments, analyzed the data, and wrote the original manuscript. MF co-supervised and revised the manuscript for submission. MG conceived of, designed, administrated the project and supervised the whole study. All authors have read and agreed to the final version of the manuscript.
FUNDING
This research was partly supported by the Natural Science Foundation of Hubei Province (Grant No. 2021CFB263).
ACKNOWLEDGMENTS
The authors would like to acknowledge Prof. Guangwan Hu, for his assistance in identifying the plant material, as well as Chen Guilin, Xiaocui Zhuang and Arly Razafindradahy, who assisted in sample collection.
PUBLISHER’S NOTE
All claims expressed in this article are solely those of the authors and do not necessarily represent those of their affiliated organizations, or those of the publisher, the editors and the reviewers. Any product that may be evaluated in this article, or claim that may be made by its manufacturer, is not guaranteed or endorsed by the publisher.
REFERENCES
 Abdel-Daim, M. M., El-Tawil, O. S., Bungau, S. G., and Atanasov, A. G. (2019). Applications of antioxidants in metabolic disorders and degenerative diseases: mechanistic approach. Oxid. Med. Cell. Longev. 2019, 4179676. doi:10.1155/2019/4179676
 Abdulai, I. L., Kwofie, S. K., Gbewonyo, W. S., Boison, D., Puplampu, J. B., and Adinortey, M. B. (2021). Multitargeted effects of vitexin and isovitexin on diabetes mellitus and its complications. Sci. World J. 2021, 6641128. doi:10.1155/2021/6641128
 Alblihed, M. A. (2020). Astragalin attenuates oxidative stress and acute inflammatory responses in carrageenan-induced paw edema in mice. Mol. Biol. Rep. 47, 6611–6620. doi:10.1007/s11033-020-05712-z
 Anand, A., Komati, A., Katragunta, K., Shaik, H., Nagendla, N. K., Kuncha, M., et al. (2021). Phytometabolomic analysis of boiled rhizome of Nymphaea nouchali (Burm. f.) using UPLC-Q-TOF-MSE, LC-QqQ-MS & GC–MS and evaluation of antihyperglycemic and antioxidant activities. Food Chem. 342, 128313. doi:10.1016/j.foodchem.2020.128313
 Babaei, F., Moafizad, A., Darvishvand, Z., Mirzababaei, M., Hosseinzadeh, H., and Nassiri-Asl, M. (2020). Review of the effects of vitexin in oxidative stress-related diseases. Food Sci. Nutr. 8, 2569–2580. doi:10.1002/fsn3.1567
 Baek, S. H., Hwang, S., Park, T., Kwon, Y. J., Cho, M., and Park, D. (2021). Evaluation of selective cox-2 inhibition and in silico study of kuwanon derivatives isolated from Morus alba. Int. J. Mol. Sci. 22, 3659–3672. doi:10.3390/ijms22073659
 Burgos-Morón, E., Abad-Jiménez, Z., Martínez de Marañón, A., Iannantuoni, F., Escribano-López, I., López-Domènech, S., et al. (2019). Relationship between oxidative stress, ER stress, and inflammation in type 2 diabetes: the battle continues. J. Clin. Med. 8, 1385–1407. doi:10.3390/jcm8091385
 Cai, Y., Wu, L., Lin, X., Hu, X., and Wang, L. (2020). Phenolic profiles and screening of potential α-glucosidase inhibitors from Polygonum aviculare L. leaves using ultra-filtration combined with HPLC-ESI-qTOF-MS/MS and molecular docking analysis. Ind. Crops Prod. 154, 112673. doi:10.1016/j.indcrop.2020.112673
 Camargo, A. C., Regitano-d’Arce, M. A. B., Biasoto, A. C. T., and Shahidi, F. (2014). Low molecular weight phenolics of grape juice and winemaking byproducts: antioxidant activities and inhibition of oxidation of human low-density lipoprotein cholesterol and DNA strand breakage. J. Agric. Food Chem. 62, 12159–12171. doi:10.1021/jf504185s
 Cen, Y., Xiao, A., Chen, X., and Liu, L. (2017). Screening and separation of α-amylase inhibitors from Solanum nigrum with amylase-functionalized magnetic graphene oxide combined with high-speed counter-current chromatography. J. Sep. Sci. 40, 4780–4787. doi:10.1002/jssc.201700333
 Chen, G. L., Fan, M. X., Wu, J. L., Li, N., and Guo, M. Q. (2019). Antioxidant and anti-inflammatory properties of flavonoids from lotus plumule. Food Chem. 277, 706–712. doi:10.1016/j.foodchem.2018.11.040
 Fan, M., Chen, G., Zhang, Y., Nahar, L., Sarker, S. D., Hu, G., et al. (2020). Antioxidant and anti-proliferative properties of Hagenia abyssinica roots and their potentially active components. Antioxidants 9, 143–159. doi:10.3390/antiox9020143
 Feng, H., Chen, G., Zhang, Y., and Guo, M. (2021). Exploring multifunctional bioactive components from Podophyllum sinense using multi-target ultrafiltration. Front. Pharmacol. 12, 749189. doi:10.3389/fphar.2021.749189
 He, M., Min, J. W., Kong, W. L., He, X. H., Li, J. X., and Peng, B. W. (2016). A review on the pharmacological effects of vitexin and isovitexin. Fitoterapia 115, 74–85. doi:10.1016/j.fitote.2016.09.011
 Kang, W., Wang, J., and Cao, N. (2012). Inhibitory activity of Euphorbia humifusa for α-glucosidase in vitro and in vivo. Chem. Nat. Compd. 48, 886–888. doi:10.1007/s10600-012-0412-0
 Karim, N., Khan, I., Khan, W., Khan, I., Khan, A., Halim, S. A., et al. (2019). Anti-nociceptive and anti-inflammatory activities of asparacosin a involve selective cyclooxygenase 2 and inflammatory cytokines inhibition: an in-vitro, in-vivo, and in-silico approach. Front. Immunol. 10, 581. doi:10.3389/fimmu.2019.00581
 Kaur, B., and Singh, P. (2022). Inflammation: Biochemistry, cellular targets, anti-inflammatory agents and challenges with special emphasis on cyclooxygenase-2. Bioorg. Chem. 121, 105663. doi:10.1016/j.bioorg.2022.105663
 Kazeem, M., Bankole, H., Ogunrinola, O., Wusu, A., and Kappo, A. (2021). Functional foods with dipeptidyl peptidase-4 inhibitory potential and management of type 2 diabetes: a review. Food Front. 2, 153–162. doi:10.1002/fft2.71
 Kim, C. G., Lim, Y., Lee, Y. H., and Shin, S. Y. (2016). Effect of Euphorbia humifusa Willd extract on the amelioration of innate immune responses. Genes Genomics 38, 999–1004. doi:10.1007/s13258-016-0444-0
 Li, M., Yang, L., Huang, Y., Bai, Y., and Liu, H. (2017). Sphingolipids profiling of plasma in patients with diabetes mellitus associated with atherosclerosis by a novel normal-phase UPLC-QToF MS method. J. Anal. Test. 1, 245–254. doi:10.1007/s41664-017-0032-6
 Li, S., Wang, R., Hu, X., Li, C., and Wang, L. (2022). Bio-affinity ultra-filtration combined with HPLC-ESI-qTOF-MS/MS for screening potential α-glucosidase inhibitors from Cerasus humilis (Bge.) Sok. leaf-tea and in silico analysis. Food Chem. 373, 131528. doi:10.1016/j.foodchem.2021.131528
 Lima, R., Kato, L., Kongstad, K. T., and Staerk, D. (2018). Brazilian insulin plant as a bifunctional food: dual high-resolution PTP1B and α-glucosidase inhibition profiling combined with HPLC-HRMS-SPE-NMR for identification of antidiabetic compounds in Myrcia rubella cambess. J. Funct. Foods 45, 444–451. doi:10.1016/j.jff.2018.04.019
 Liu, M., Li, X., Liu, Q., Xie, S., Chen, M., Wang, L., et al. (2020). Comprehensive profiling of α-glucosidase inhibitors from the leaves of Rubus suavissimus using an off-line hyphenation of HSCCC, ultrafiltration HPLC-UV-MS and prep-HPLC. J. Food Compost. Anal. 85, 103336. doi:10.1016/j.jfca.2019.103336
 Lu, Y., Wang, X., Wu, Y., Wang, Z., Zhou, N., Li, J., et al. (2022). Chemical characterization of the antioxidant and α-glucosidase inhibitory active fraction of Malus transitoria leaves. Food Chem. 386, 132863. doi:10.1016/j.foodchem.2022.132863
 Luyen, B. T., Tai, B. H., Thao, N. P., Eun, K. J., Cha, J. Y., Xin, M. J., et al. (2014). Anti-inflammatory components of Euphorbia humifusa willd. Bioorg. Med. Chem. Lett. 24, 1895–1900. doi:10.1016/j.bmcl.2014.03.014
 Ma, X., Chen, Z., Wang, L., Wang, G., Wang, Z., Dong, X., et al. (2018). The pathogenesis of diabetes mellitus by oxidative stress and inflammation: its inhibition by berberine. Front. Pharmacol. 9, 782. doi:10.3389/fphar.2018.00782
 Majid, M., Khan, M. R., Shah, N. A., Haq, I. U., Farooq, M. A., Ullah, S., et al. (2015). Studies on phytochemical, antioxidant, anti-inflammatory and analgesic activities of Euphorbia dracunculoides. BMC Complement. Altern. Med. 15, 349–364. doi:10.1186/s12906-015-0868-0
 Mustafa, I., Faisal, M. N., Hussain, G., Muzaffar, H., Imran, M., Ijaz, M. U., et al. (2021). Efficacy of Euphorbia helioscopia in context to a possible connection between antioxidant and antidiabetic activities: a comparative study of different extracts. BMC Complement. Med. Ther. 21, 62–74. doi:10.1186/s12906-021-03237-x
 Ni, X., Zhang, L., Feng, X., and Tang, L. (2022). New hypoglycemic drugs: combination drugs and targets discovery. Front. Pharmacol. 13, 877797. doi:10.3389/fphar.2022.877797
 Nokhala, A., Siddiqui, M. J., Ahmed, Q. U., Ahamad Bustamam, M. S., and Zakaria, Z. A. (2020). Investigation of α-glucosidase inhibitory metabolites from Tetracera scandens leaves by GC–MS metabolite profiling and docking studies. Biomolecules 10, 287–304. doi:10.3390/biom10020287
 Pahlevani, A., and Riina, R. (2011). A Synopsis of Euphorbia subgen. Chamaesyce (Euphorbiaceae) in Iran. Ann. Bot. Fenn. 48, 304–316. doi:10.5735/085.048.0402
 Paun, G., Neagu, E., Albu, C., Savin, S., and Radu, G. L. (2020). In vitro evaluation of antidiabetic and anti-inflammatory activities of polyphenolic-rich extracts from Anchusa officinalis and Melilotus officinalis. ACS Omega 5, 13014–13022. doi:10.1021/acsomega.0c00929
 Peng, Y., Gan, R., Li, H., Yang, M., McClements, D. J., Gao, R., et al. (2021). Absorption, metabolism, and bioactivity of vitexin: recent advances in understanding the efficacy of an important nutraceutical. Crit. Rev. Food Sci. Nutr. 61, 1049–1064. doi:10.1080/10408398.2020.1753165
 Rakotondrabe, T. F., Fan, M. X., Zhang, Y. L., and Guo, M. Q. (2022). Simultaneous screening and analysis of anti-inflammatory and antiproliferative compounds from Euphorbia maculata combining bio-affinity ultrafiltration with multiple drug targets. J. Anal. Test. 6, 98–110. doi:10.1007/s41664-022-00225-z
 Sekhon-Loodu, S., and Rupasinghe, H. P. V. (2019). Evaluation of antioxidant, antidiabetic and antiobesity potential of selected traditional medicinal plants. Front. Nutr. 6, 53. doi:10.3389/fnut.2019.00053
 Seyedan, A., Mohamed, Z., Alshagga, M. A., Koosha, S., and Alshawsh, M. A. (2019). Cynometra cauliflora Linn. attenuates metabolic abnormalities in high-fat diet-induced obese mice. J. Ethnopharmacol. 236, 173–182. doi:10.1016/j.jep.2019.03.001
 Sun, C., Zhao, C., Guven, E. C., Paoli, P., Simal-Gandara, J., Ramkumar, K. M., et al. (2020). Dietary polyphenols as antidiabetic agents: advances and opportunities. Food Front. 1, 18–44. doi:10.1002/fft2.15
 Tian, S., Wen, E., Mi, N., and Li, H. (2019). Determination of three active components in Euphorbia humifusa willd. using high-performance liquid chromatography with diode-array detection and autophagy and apoptosis analysis of normal rat kidney and HeLa cells. Pharmacogn. Mag. 15, 348–359. doi:10.4103/pm.pm_348_18
 Xu, Y. B., Chen, G. L., and Guo, M. Q. (2019). Antioxidant and anti-inflammatory activities of the crude extracts of Moringa oleifera from Kenya and their correlations with flavonoids. Antioxidants 8, 296–308. doi:10.3390/antiox8080296
 Xu, Y., Chen, G., and Guo, M. (2022). Potential anti-aging components from Moringa oleifera Leaves explored by affinity ultrafiltration with multiple drug targets. Front. Nutr. 9, 854882. doi:10.3389/fnut.2022.854882
 Ye, C., Zhang, R., Dong, L., Chi, J., Huang, F., Dong, L., et al. (2022). α-glucosidase inhibitors from Brown rice bound phenolics extracts (BRBPE): identification and mechanism. Food Chem. 372, 131306. doi:10.1016/j.foodchem.2021.131306
 Yen, F. S., Wei, J. C. C., Shih, Y. H., Hsu, C. C., and Hwu, C. M. (2021). The risk of nephropathy, retinopathy, and leg amputation in patients with diabetes and hypertension: a nationwide, population-based retrospective cohort study. Front. Endocrinol. 12, 756189. doi:10.3389/fendo.2021.756189
 Zhang, W., Lu, X., Wang, W., Ding, Z., Fu, Y., Zhou, X., et al. (2017). Inhibitory effects of emodin, thymol, and astragalin on Leptospira interrogans-induced inflammatory response in the uterine and endometrium epithelial cells of mice. Inflammation 40, 666–675. doi:10.1007/s10753-017-0513-9
 Zhang, W., Chen, L., Xiong, Y., Panayi, A. C., Abududilibaier, A., Hu, Y., et al. (2021). Antioxidant therapy and antioxidant-related bionanomaterials in diabetic wound healing. Front. Bioeng. Biotechnol. 9, 707479. doi:10.3389/fbioe.2021.707479
 Zhang, H., Chen, G., Zhang, Y., Yang, M., Chen, J., and Guo, M. (2022). Potential hypoglycemic, hypolipidemic, and anti-inflammatory bioactive components in Nelumbo nucifera leaves explored by bioaffinity ultrafiltration with multiple targets. Food Chem. 375, 131856. doi:10.1016/j.foodchem.2021.131856
Conflict of interest: 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 © 2022 Rakotondrabe, Fan and Guo. 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) and the copyright owner(s) 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/math_qu4.gif
crive | A





OPS/xhtml/nav.xhtml
Contents

		Cover

		Exploring potential antidiabetic and anti-inflammatory flavonoids from Euphorbia humifusa with an integrated strategy		1 Introduction

		2 Materials and methods		2.1 Plant materials preparation and extraction

		2.2 Chemicals and reagents

		2.3 Total phenolic content and total flavonoid content

		2.4 Antioxidant activity assay

		2.5 In Vitro α-Glu inhibition assay

		2.6 In Vitro COX-2 inhibition assay

		2.7 Screening and identification of potential inhibitors through UF-UPLC/QTOF-MS

		2.8 Molecular docking simulations

		2.9 Statistical analysis





		3 Results		3.1 Antioxidant activity of E. humifusa

		3.2 α-Glu inhibition activity of E. humifusa

		3.3 COX-2 inhibition activity of E. humifusa

		3.4 Ultrafiltration UPLC/QTOF-MS analysis

		3.5 Molecular docking analysis

		3.6 Potential ligands activities validations





		4 Discussion		4.1 Antidiabetic and anti-inflammatory activities of E. humifusa

		4.2 Potential inhibitors in EHNB and their docking poses

		4.3 Vitexin and astragalin activities validations





		5 Conclusion

		Data availability statement

		Author contributions

		Funding

		Acknowledgments

		Publisher’s note

		References









OPS/images/math_qu3.gif
{RFUseon ceyme = REUsompie)

COX - 2inhibiton e () = e ~ )

<1008





OPS/images/math_qu2.gif
= 100 - [As A





OPS/images/math_qu1.gif
Scavenging rate (%) =









OPS/images/crossmark.jpg
©

|





OPS/images/logo.jpg
& frontiers | Frontiers in Pharmacology





OPS/images/fphar-13-980945-g005.gif





OPS/images/fphar-13-980945-g006.gif





OPS/images/fphar-13-980945-g003.gif





OPS/images/fphar-13-980945-g004.gif





OPS/images/fphar-13-980945-t002.jpg
Peak  RT

No  (min)
' 2035
2 2410

3 30523

1 32988

3

3 34815

7 41285

3 44256

Peak No. And retention time (RT) correspond to the UPLC-UV chromatogram of Figure

Observed m/ Theoretical

Z[M-H]"

6330766
010822
5051299

3009981
1630885
1470929

2790373
31097

miz (A
ppm)

6330806 (-631)
8010856 (-424)
595.1305 (-1.00)

3009990 (-299)
1630882 (0.65)
470933 (-134)

4310984 (394)

Characteristic fragments (abundance
%

4650017 (18.08), 300.9412 (100), 2750033 (23.96), 1689701 (64.5)
6329739 (100), 1649822 (18.08), 3009429 (3.17), 169.5332 (254)
3009827 (13.51), 2709843 (261), 1789503 (1.50), 1509559 (3.1)

2842479 (125), 256.9575 (3.55), 2289680 (3.56)
3009767 (69.05), 2709786, (465), 1789593 (5.97), 150.9683 (19.26)
2849838 (100), 255.1797 (16), 2269957 (15.12), 1510157 (354)

127.9924 (113), 96.9934 (100)
3110053 (173), 268.9930 (34.9)

SB represents the specific binding: BE represents the

Tentative
identification

Galloyl HHDP-glucose.
Gallotanin

Quercetin-3-O-apiosyl-
(1-2) galactoside.

Ellagic acid
Quercetin 3-0-glucoside

Astragalin (Kaemperol -3
O-glucoside)

Unknown

Vitexin (Apigenin 8-C-
glucoside)

a-Glu

SB

128

132

126

BE
(keal/
mol)

865

1Cs
(™M)

Nt

s
413

3638+
306

inding energy: Nt means not determined, and - stands for nothing.

COXx-2
SB BE

(keal/

mol)
105 665
[Ep—
(B

1C50
(M)

Nt

4905+
L9

291+
174





OPS/images/fphar-13-980945-g007.gif





OPS/images/fphar-13-980945-t001.jpg
Samples ICso DPPH 1Cso ABTS FRAP (mM TPC (mg TFC (mg

(ug/ml) (ug/ml) Fe’'g) GAE/g) RE/g)
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