Supplementary File 2. Dissociation constants for MassTitr peptides derived from human proteins binding to monomeric ENAH EVH1 domain. In light blue and orange are peptides annotated as “high affinity” or “low affinity” by MassTitr. A peptide from ActA (gray) was used as a positive control.  

	Name
	Sequence 
	KD (μM) a

	PCARE
	AAKSEELSCEMEGNLEHLPPPPMEVLMDKSFASLES
	0.18 0.04

	ABI1
	FDDFPPPPPPPPVDYEDEEAAVVQYNDPYADGDPAW
	2.6  0.6

	LPP
	KQPGGEGDFLPPPPPPLDDSSALPSISGNFPPPPPL
	4.7  2.4

	ZYX
	ALGGAFPPPPPPIEESFPPAPLEEEIFPSPPPPPEE
	5.0  1.0

	ACTA
	GFNAPATSEPSSFEFPPPPTEDELEIIRETASSLDS
	4.9 0.5

	NHSL1
	ADRSPFLPPPPPVTDCSQGSPLPHSPVFPPPPPEAL
	9.7 2.5

	SHROOM3
	VYSMDDFPPPPPHTVCEAQLDSEDPEGPRPSFNKLS
	9.3  0.02

	ABI3
	SPPPPDEELPLPLDLPPPPPLDGDELGLPPPPPGFG
	13.6  1.9

	KIAA1522
	PPAPEEQDLSMADFPPPEEAFFSVASPEPAGPSGSP
	13.6  0.7

	FBLIM1
	PPVLDGEDVLPDLDLLPPPPPPPPVLLPSEEEAPAP
	16.0  0.3

	TNK2
	TPVVDWDARPLPPPPAYDDVAQDEDDFEICSINSTL
	21.3 0.2

	TJAP1
	PEEELPLPAFEKLNPYPTPSPPHPLYPGRRVIEFSE
	23.0  0.2

	FYB1
	SGSGGIFPPPPDDDIYDGIEEEDADDGFPAPPKQLD
	24.3  0.7

	NUTM2E
	VVPVMAAQVVGGTQACEGGWSQGLPLPPPPPPAAQL
	33.9 1.2

	FHOD1
	SVPPPPPLPPPPPIKGPFPPPPPLPLAAPLPHSVPD
	50.4 8.9

	SYNPO2
	KSPIADFPAPPPYSAVTPPPDAFSRGVSSPIAGPAQ
	52.1 4.9

	TENM1 
	GSTQDVQSSPHNQFTFRPLPPPPPPPHACTCARKPP
	62.9 12.5



a Affinities determined by BLI as described in the methods. Errors are the standard deviation of 2-3 replicates (see source data file). 


