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Fig. S1. Signal peptide analysis. A Schematic model of the domain structure of signal peptides SPPel, SPEpr and SPBsn. The amino acid sequence, its length and subdivision into N-(blue), H- (yellow) and C-region (gray) predicted by SignalP 6.0 (Teufel et al., 2021) are shown. B Hydrophobicity plots predicted by ProtScale for the selected signal peptides using the hydropathy scale according to Kyte and Doolittle (Gasteiger et al., 2005).

Tab. S1: Relative split GFP fluorescence and relative enzymatic activity taken from data in Fig. 3 to illustrate the reduced sensitivity of the in vivo split GFP assay.
	
	4nt-SPEpr
	5nt-SPEpr
	6nt-SPEpr

	Holo-GFP fluorescence [compared to 4nt-SPPel]
	1.00 ± 0.02
	1.03 ± 0.01
	0.95 ± 0.02

	Activity [compared to 4nt-SPPel]
	0.78 ± 0.04
	1.04 ± 0.10
	0.54 ± 0.03






Tab. S2: Calculated correlations and associated coefficients of determination between hydrolytic activities and secretion stress response with varying ribosome binding site spacers. 
	
	Xnt-SPPel
	Xnt-SPEpr
	Xnt-SPBsn

	Correlation [r]
	0.84
	0.92
	0.96

	Coefficient of determination [R2]
	0.71
	0.85
	0.92
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