[bookmark: _Hlk126068898]Supporting Information
1. Methods and materials
1.1 Methods of life table 
Five wingless adults were introduced to a cucumber leaf of different treatments to give birth to nymphs, and were removed after 12 h, leaving ten newborn nymphs on a leaf. The leaf petiole was wrapped with a wet cotton ball to maintain moisture, and was placed in a Petri dish (ϕ15 cm) filled with 20-ml 2% agar gel, and was cultured in a climatic chamber under 20±2°C and 16L:8D photoperiod. The nymphs were observed for survival and reproduction every day until they died. Their offspring were counted and removed from the leaves in daily observation. Each life table replicated 40 aphids (4 Petri dishes, each containing 10 aphids). The nymphs were measured for body length and body weight when 7-d old, with 30 measurements per treatments.
1.2 Methods of EPG
A cucumber plants and an aphid were made parts of an electrical circuit in the EPG system. An electrode attached to a gold wire (diameter 20 μm) was inserted into soil of a pot growing a cucumber plant, and the other end of the gold wire was attached to dorsum of an aphid using an electric-conducting glue. When the aphid stylet starting probing, the circuit was connected, and electrical signals were generated (Tjallingii and Esch, 1993). After starving for 2 h, 7-d-old aphids were monitored in the EPG system under 22 ± 2°C. Each treatment included more than 15 successful recordings lasting for 10 h. Six EPG waveforms were recorded and analyzed: np waveform, representing non-probing behavior (stylet not contacting with the leaf tissues); C waveform, representing the stylet contacting with the epidermis and penetrating the epidermis and mesophyll cells (stylet pathway phase); G waveform, representing active sap ingestion from xylem elements (xylem ingestion phase); E1 waveform, representing secretion of watery saliva into the phloem (phloem salivation phase); E2 waveform, representing passive phloem sap ingestion from the sieve element (phloem ingestion phase). 
1.3 Methods of widely-targeted metabolomics analysis
Cucumber leaves that had been infested for 0 d (uninfested), 2 d and 14 d were freeze-dried using vacuum freeze-dryer (GOLD-SIM) (SIM International Group, California, USA). The freeze-dried samples were ground (30 Hz, 1.5 min) to powder with a grinder (MM 400, Retsch). A total of 100 mg of leaf powder was dissolved in 1.0 ml 70% aqueous methanol, then kept at 4 °C overnight, and during this process the samples were vortexed three times to improve the extraction rate. After centrifugation (10,000 g for 10 min), the extracts were absorbed to remove the impurities (CNWBOND Carbon-GCB SPE Cartridge, 250 mg, 3 ml; ANPEL, Shanghai, China, www.anpel.com.cn/cnw), filtrated (SCAA-104, 0.22 μm pore size; ANPEL, Shanghai, China, http://www.anpel.com.cn/), and stored at -20°C in the sample bottle for ultra-performance liquid chromatograph-electro-spray ionization-tandem mass spectrometer (UPLC-ESI-MS/MS) analysis. Quality control (QC) samples were prepared by mixing extracts of different treatments.
The analytical conditions were as follows: UPLC was performed on Agilent SB-C18 column (1.8 µm, 2.1 mm × 100 mm) using pure water with 0.1% formic acid as solvent A, and acetonitrile with 0.1% formic acid as solvent B. Sample measurements were performed with a gradient program that employed the starting conditions of 95% A, 5% B. Within 9 min, a linear gradient to 5% A, 95% B was programmed, and a composition of 5% A, 95% B was kept for 1 min. Subsequently, a composition of 95% A, 5% B was adjusted within 1.1 min and kept for 2.9 min. The flow velocity was set as 0.35 mL per minute; column oven of 40 °C; and injection volume of 4 μL. The effluent was alternatively connected to an ESI-triple quadrupole linear ion trap (QTRAP)-MS system.
LIT and triple quadrupole (QQQ) scans were acquired on a triple quadrupole-linear ion trap mass spectrometer (Q TRAP), AB4500 Q TRAP UPLC/MS/MS System, equipped with an ESI Turbo Ion-Spray interface, operating in positive and negative ion mode and controlled by Analyst 1.6.3 software (AB Sciex). The ESI source operation parameters were as follows: ion source, turbo spray; source temperature 550°C; ion spray voltage (IS) 5500 V (positive ion mode)/-4500 V (negative ion mode); ion source gas I (GSI), gas II(GSII) and curtain gas (CUR) were set at 50, 60, and 25.0 psi, respectively; the collision activated dissociation (CAD) was high. Instrument tuning and mass calibration were performed with 10 and 100 μmol/L polypropylene glycol solutions in QQQ and LIT modes, respectively. QQQ scans were acquired as MRM experiments with collision gas (nitrogen) set to medium. DP and CE for individual MRM transitions were done with further DP and CE optimization. A specific set of MRM transitions were monitored for each period according to the metabolites eluted within this period.
Qualitative and quantitative determination of metabolites were performed based on the self-built database MWDB (Metware, Wuhan, China) and public database of metabolite information. Secondary mass spectrometry data was subjected to qualitative analysis. In order to avoid interference, isotope signals, duplicate signals of K+, Na+, and NH4+ ions, and duplicate signals of fragment ions derived from other relatively large molecules were excluded. Metabolite quantification was performed by the MRM mode of the QQQ mass spectrometer. In the MRM mode, the quadrupole first searched for the precursor ions (parent ions) of target substances while screening any ions derived from substances of different molecular weights to eliminate their interference preliminarily. The precursor ions were fragmented via induced ionization in the collision chamber to form many fragment ions, which were then filtered through QQQ to select single-fragment ions with the desired characteristics while eliminating the interference from nontarget ions, leading to the increased precision and repeatability of the quantification results. After the metabolite mass spectrometry data were obtained for the different samples, all the mass spectrum peaks were subjected to area integration and the mass spectra peaks of the same metabolite in different samples were integrated and corrected using MultiaQuant software. The area of each peak represents the relative content of the corresponding substance.
1.4 Methods of Phytohormone quantification
Phytohormones contents were quantified by MetWare (http://www.metware.cn/) based on the AB Sciex QTRAP 6500 LC-MS/MS platform. Fresh plant materials were harvested, weighted, immediately frozen in liquid nitrogen, and stored at -80 °C until needed. Plant materials (50 mg fresh weight) were frozen in liquid nitrogen, ground into powder, and extracted with 1 mL methanol/water/formic acid (15:4:1, V/V/V). The combined extracts were evaporated to dryness under nitrogen gas stream, reconstituted in 100 μL 80% methanol (V/V), and filtered through 0.22 μm filter for further LC-MS analysis. 
HPLC-grade acetonitrile (ACN) and methanol (MeOH) were purchased from Merck (Darmstadt, Germany). MilliQ water (Millipore, Bradford, USA) was used in all experiments. All of the standards were purchased from Olchemim Ltd. (Olomouc, Czech Republic) and Sigma (St. Louis, MO, USA). Acetic acid and formic acid were bought from Sinopharm ChemicalReagent (Shanghai, China). The stock solutions of standards were prepared at the concentration of 1 mg/mL in MeOH. All stock solutions were stored at -20°C. The stock solutions were diluted with MeOH to working solutions before analysis. 
The sample extracts were analyzed using an LC-ESI-MS/MS system (UHPLC， ExionLC™ AD，https://sciex.com.cn/; MS，Applied Biosystems 6500 Triple Quadrupole, https://sciex.com.cn/). The analytical conditions were as follows, HPLC: column, Waters ACQUITY UPLC HSS T3 C18 (100 mm×2.1 mm i.d.，1.8 µm); solvent system, water with 0.04% acetic acid (A), acetonitrile with 0.04% acetic acid (B); gradient program, started at 5% B (0-1 min), increased to 95% B (1-8 min), 95% B (8-9 min), finally ramped back to 5% B (9.1-12 min); flow rate, 0.35 mL/min; temperature, 40°C; injection volume: 2 μL.
AB 6500+ QTRAP® LC-MS/MS System, equipped with an ESI Turbo Ion-Spray interface, operating in both positive and negative ion modes and controlled by Analyst 1.6 software (AB Sciex). The ESI source operation parameters were as follows: ion source, turbo spray; source temperature 550°C; ion spray voltage (IS) 5500 V（Positive）,-4500 V(Neagtive); curtain gas (CUR) was set at 35.0 psi; DP and CE for individual MRM transitions was done with further DP and CE optimization. A specific set of MRM transitions were monitored for each period according to the plant hormones eluted within this period.
1.5 Methods of RNA-seq of the infested cucumbers by Cucurbit lineage aphids
Total RNAs were extracted from cucumber leaves of different treatments with TRIzol reagent according to the manufacturer’s instructions. DNA contamination was eliminated by DNase I treatment. RNA integrality was analyzed by RNase free agarose gel electrophoresis. The quality and quantity of the RNA samples were examined with Bioanalyzer 2100 system (Agilent Technologies, California, USA) and Nanodrop One spectrophotometer (Life Technologies). The total RNAs extracted from cucumber leaves were used to construct the RNA-Seq library, respectively. The construction of the cDNA libraries and RNA-seq were performed by Metware (https://www.metware.cn) on the Illumina HiSeq 4500 platform.
All downstream analyses were based on high-quality clean data. These clean data were obtained using the FASTQ_Quality_Filter tool from the FASTX-toolkit by removing low quality reads (the number of Qphred≤20 bases occupy more than 50% of the total read length) and reads containing poly-N ratio≥10 from raw data. Clean data were mapped onto the reference genome sequence Cucumber_9930_V3 (www.ncbi.nlm.nih.gov/data-hub/genome/GCF_000004075.3/) using HISAT 2.0.4 (the ratio of total mapped reads≥70 and multiple mapped reads≤10). HTSeq v0.6.1 was used to count the reads numbers mapped to each gene. The gene expression levels were quantified using featureCounts v1.6.2 to calculate the gene alignment, and then calculate the fragment per kilobase per million mapped (FPKM). DESeq2 v1.22.1 was used to analyze the differential expression between the two groups, and the p-value was corrected using the Benjamini & Hochberg method. Differentially expressed genes (DEGs) were detected using the DESeq2 R package (1.18.0), and were shown by a Venn diagram. Genes with an adjusted p-value <0.05 and |Log2fold change|≥1 were identified as DEGs.
1.6 Methods of RT-qPCR for Validation of DEGs
To verify the accuracy of RNA-Seq results, a total of 13 DEGs involved in flavonoid, theanine, terpene, JA, and wax biosynthesis were selected for qRT-PCR analysis. Gene specific primers were designed (Table S1). The qRT-PCR was performed in a 20 μl reaction volume with 1.0 μl cDNA, 0.4 μM of each primer, and SYBR Premix EX Taq™ II (Takara) on a CFX96™ real-time PCR system (Bio-Rad, USA) under the following parameters: 95°C for 30 s, 40 cycles of 95°C for 5 s and 60°C for 30 s. Reactions were run in triplicates. GAPDH sequence (accession no. KA295375.1) from the tea plant was used as a reference gene. Relative gene expression was calculated using the 2-ΔΔCt method (Livak and Schmittgen, 2001). No-template controls were included in each run.

