S1 Data: GS methods, standards and buffers 

GS values (expressed as pg/1C) were obtained using a one-step flow cytometry procedure [1]. Approximately 1 cm2 of leaf material from both the sample and an internal calibration standard were chopped in isolation buffer, with both the buffer and standard used being determined empirically for each species and material type. The suspension was then filtered through a 30 μm nylon mesh (Sysmex, Goritz, Germany) and nuclei were stained with propidium iodide. The relative fluorescence of 2000-3000 particles was recorded using a flow cytometer (Sysmex CyFlow Space Partec GmbH, Germany for samples from Europe and Accuri Inc, Ann Arbor, Michigan, USA for samples from North America). Fluorescence peaks were visualised as histograms in machine-specific software and, after using gating to remove debris, mean counts and coefficient of variations (CV) were derived from these histogram plots. All low-quality samples that had peak CVs of  of more than 5% were re-run. The following formula was used to convert the relative fluorescence values into 1C DNA content (in pg).
 


GS measurements and CV values, as well as GS sources, broken down by species and site, are in the supplementary xlsx file. The buffers and standards used and their abbreviations are as described below. 

The buffers used are as follows:
GPB		=	General Purpose Buffer [2] supplemented with	3% 	  				PVP-40 and ß-mercaptoethanol 	  
LB01		= 	LB01 Buffer [3]
NIB		=   	Modified de Laat’s buffer [4], substituting 15mM 
	     		ß-mercaptoethanol for DTT ,supplemented with 0.25mM PVP-40
Solidago	=   	Solidago buffer [5]
WPB 		=   	Woody Plant Buffer [2]

The standards used are abbreviated as follows (for GS measurements of standards see [6]):
Glycine	= 	Glycine max Merr. “Polanka” (1.25 pg/1C)
Petroselinum = 	Petroselinum crispum (Mill.) Nyman ex A.W.Hill “Champion Moss Curled” (2.25 pg/1C) 
Pisum		= 	Pisum sativum L. “Ctirad” (4.54 pg/1C)
Raphanus	= 	Raphanus sativus L. “Saxa” (0.55 pg/1C)
Solanum 	= 	Solanum lycopersicum L. “Stupické polní rané” (0.98 pg/1C)
Vicia		= 	Vicia faba L. “Inovec” (13.45 pg/1C)
Zea 		= 	Zea mays L. “CE-777” (2.71 pg/1C)
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