SUPPLEMENTARY METHODS
Isolation of nectar microbes
Flowers of Asphodelus ramosus, Echium sp., and Lavandula stoechas were collected in the field (see details of the sampling sites in Table 1), carefully placed in plastic ziploc bags, and kept at 4 °C until nectar extraction was performed within 6 h of collection. Nectar extraction was conducted using a sterile calibrated glass microcapillary (Sigma-Aldrich, Madrid, Spain), and the nectar samples were diluted in 50 μL of saline solution (0.85% w/v NaCl; Sigma-Aldrich). Twenty-five microliters of the resulting nectar dilutions were streaked on plates containing trypticase soy agar (TSA) supplemented with 0.1 g/L of cycloheximide (Sigma-Aldrich) or yeast malt agar (YMA) supplemented with 0.1 g/L of chloramphenicol (Sigma-Aldrich) for isolation of bacteria and yeasts, respectively. Following a 7-day incubation at 25 °C, each phenotypically distinct colony type was picked and separately subcultivated on TSA or YMA to obtain axenic cultures. All isolates were stored at -80 °C as 25% v/v glycerol (Sigma-Aldrich) stocks until being used in microcosm experiments (see details in the main text).

Species-level identification of isolates
Genomic DNA was extracted from all studied isolates using the YeaStar Genomic DNA (Zymo Research, Orange, CA, USA) kit, according to the manufacturer’s instructions. For bacterial isolates, the 16S rRNA gene was amplified using primers 27F and 1492R [1]. For yeasts isolates, the D1 and D2 domains of the 26S rRNA gene were amplified using primers NL-1 and NL-4 [2]. Reaction mixtures and PCR conditions were as described in previous publications [3,4]. PCR products were cleaned up using the GenElute PCR Clean-Up Kit (Sigma-Aldrich) and sent to Macrogen Spain (Madrid, Spain) for Sanger sequencing using primers 27F, 515F, 874F, 519R, 907R, and 1492R (16S rRNA gene) [5,6], or NL-1 and NL-4 (26S rRNA gene) (Sigma-Aldrich). Sequence chromatograms were inspected and assembled using ChromasPro v. 2.1.10 (Technelysium Pty Ltd, South Brisbane, Australia) and the resulting DNA sequences were compared with other sequences deposited in the GenBank database (Bethesda, MD, USA) using BLASTn (http://blast.ncbi.nlm.nih.gov/Blast.cgi). The nucleotide sequences determined in this study have been deposited in the GenBank/ENA/DDBJ databases (see accession numbers in Table 1).
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