Table S1.  Data collection and refinement statistics 

	
	Δ17Arf1-GDP/
BRAG2Sec7-PH/E298K
native with His-tag
	Δ17Arf1-GDP/
BRAG2Sec7-PH/E298K 
Se-Met without His-tag

	Data collection
	
	

	Wavelength
	0.98
	0.98

	Space group
	C2
	P2

	Cell dimensions
	
	

	    a, b, c (Å)
	210.72, 66.22, 91.06
	90.98, 65.78, 196.86

	 () 
	90.00, 108.19, 90.00
	90.00, 96.13, 90.00

	Resolution (Å)
	49.5 – 3.2 (3.8 – 3.2) *
	42.8 – 3.3 (3.4 – 3.3)

	Rsym
	22.8 (42.4)
	20.1 (73.5)

	I / I
	3.1 (1.9)
	6.8 (1.94)

	Completeness (%)
	98.58 (97.7)
	99 (95.6)

	Redundancy
	3.5 (2.5)
	3.24 (3.16)

	
	
	

	Refinement
	
	

	Resolution (Å)
	49.5 – 3.2 (3.37 – 3.2)
	42.8 – 3.3 (3.4 – 3.3)

	No. reflections
	19,486
	35,125

	Rwork / Rfree
	25.23 / 31.09
	19.24 / 24.99

	No. atoms
	
	

	    Protein
	8,433
	16,859

	B-factors (Å2)
	
	

	    Protein
	93.87
	68.64

	R.m.s. deviations
	
	

	    Bond lengths (Å)
	0.009
	0.01

	    Bond angles ()
	1.15
	1.27

	Ramachandran plot
	
	

	    Residues in favoured  regions (%)
	87.65
	88.62

	    Residues in allowed regions (%)
	9.53
	8.58

	    Outliers (%)
	2.82
	2.8




[bookmark: OLE_LINK1]*Values in parentheses are for highest-resolution shell. Rsym= (| I(h,i)-I(h) |))/ (I(h,i)
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