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Supplementary Data Table 1: Summary of the maximal degradation of POI for each cell surface KineTAC target.
	POI
	Cell Line
	HFn-LYTAC platform
	maximal degradation

	EGFR
	U87 MG
	HFn6-ZEGFR
	66.1

	
	
	wtHFn-ZEGFR
	44.6

	
	MDA-MB-231
	HFn6-ZEGFR
	70.4

	
	
	wtHFn-ZEGFR
	61.7

	HER2
	SKBR3
	HFn6-PEPHER2
	84.8

	
	
	wtHFn-PEPHER2
	73

	
	NCI-N87
	HFn6-PEPHER2
	61.4

	
	
	wtHFn-PEPHER2
	67.8

	PD-L1
	HT1080
	HFn6-FN3PD-L1
	74.3

	
	
	wtHFn-FN3PD-L1
	59

	
	MDA-MB-231
	HFn6-FN3PD-L1
	61.4

	
	
	wtHFn-FN3PD-L1
	53.7



Supplementary Data Table 2: Protein sequences covered in the paper.
	
	Amino Acid Sequence (N → C)

	wtHFn
	TTASTSQVRQNYHQDSEAAINRQINLELYASYVYLSMSYYFDRDDVALKNFAKYFLHQSHEEREHAEKLMKLQNQRGGRIFLQDIKKPDCDDWESGLNAMECALHLEKNVNQSLLELHKLATDKNDPHLCDFIETHYLNEQVKAIKELGDHVTNLRKMGAPESGLAEYLFDKHTLGDSDNES

	HFn1
(D15L)
	TTASTSQVRQNYHQLSEAAINRQINLELYASYVYLSMSYYFDRDDVALKNFAKYFLHQSHEEREHAEKLMKLQNQRGGRIFLQDIKKPDCDDWESGLNAMECALHLEKNVNQSLLELHKLATDKNDPHLCDFIETHYLNEQVKAIKELGDHVTNLRKMGAPESGLAEYLFDKHTLGDSDNES

	HFn2 (F81Y)
	TTASTSQVRQNYHQDSEAAINRQINLELYASYVYLSMSYYFDRDDVALKNFAKYFLHQSHEEREHAEKLMKLQNQRGGRIYLQDIKKPDCDDWESGLNAMECALHLEKNVNQSLLELHKLATDKNDPHLCDFIETHYLNEQVKAIKELGDHVTNLRKMGAPESGLAEYLFDKHTLGDSDNES

	HFn3 (Q83H)
	TTASTSQVRQNYHQDSEAAINRQINLELYASYVYLSMSYYFDRDDVALKNFAKYFLHQSHEEREHAEKLMKLQNQRGGRIFLHDIKKPDCDDWESGLNAMECALHLEKNVNQSLLELHKLATDKNDPHLCDFIETHYLNEQVKAIKELGDHVTNLRKMGAPESGLAEYLFDKHTLGDSDNES

	HFn4 (N109R)
	TTASTSQVRQNYHQDSEAAINRQINLELYASYVYLSMSYYFDRDDVALKNFAKYFLHQSHEEREHAEKLMKLQNQRGGRIFLQDIKKPDCDDWESGLNAMECALHLEKRVNQSLLELHKLATDKNDPHLCDFIETHYLNEQVKAIKELGDHVTNLRKMGAPESGLAEYLFDKHTLGDSDNES

	HFn5 (D123E)
	TTASTSQVRQNYHQDSEAAINRQINLELYASYVYLSMSYYFDRDDVALKNFAKYFLHQSHEEREHAEKLMKLQNQRGGRIFLQDIKKPDCDDWESGLNAMECALHLEKNVNQSLLELHKLATEKNDPHLCDFIETHYLNEQVKAIKELGDHVTNLRKMGAPESGLAEYLFDKHTLGDSDNES

	HFn6 (N109R/K119R)
	TTASTSQVRQNYHQDSEAAINRQINLELYASYVYLSMSYYFDRDDVALKNFAKYFLHQSHEEREHAEKLMKLQNQRGGRIFLQDIKKPDCDDWESGLNAMECALHLEKRVNQSLLELHRLATDKNDPHLCDFIETHYLNEQVKAIKELGDHVTNLRKMGAPESGLAEYLFDKHTLGDSDNES

	wtHFnSpyTag
	TTASTSQVRQNYHQDSEAAINRQINLELYASYVYLSMSYYFDRDDVALKNFAKYFLHQSHEEREHAEKLMKLQNQRGGRIFLQDIKKPDCDDWESGLNAMECALHLEKNVNQSLLELHKLATDKNDPHLCDFIETHYLNEQVKAIKELGDHVTNLRKMGAGGSGGGSGGAHIVMVDAYKPTK

	HFn6SpyTag
	TTASTSQVRQNYHQDSEAAINRQINLELYASYVYLSMSYYFDRDDVALKNFAKYFLHQSHEEREHAEKLMKLQNQRGGRIFLQDIKKPDCDDWESGLNAMECALHLEKRVNQSLLELHRLATDKNDPHLCDFIETHYLNEQVKAIKELGDHVTNLRKMGAGGSGGGSGGAHIVMVDAYKPTK

	LFnSpyTag
	SSQIRQNYSTDVEAAVNSLVNLYLQASYTYLSLGFYFDRDDVALEGVSHFFRELAEEKREGYERLLKMQNQRGGRALFQDIKKPAEDEWGKTPDAMKAAMALEKKLNQALLDLHALGSARTDPHLCDFLETHFLDEEVKLIKKMGDHLTNLHRLGGPGGSGGSGGAHIVMVDAYKPTK

	pFnSpyTag
	MLSERMLKALNDQLNRELYSAYLYFAMAAYFEDLGLEGFANWMKAQAEEEIGHALRFYNYIYDRNGRVELDEIPKPPKEWESPLKAFEAAYEHEKFISKSIYELAALAEEEKDYSTRAFLEWFINEQVEEEASVKKILDKLKFAKGGSGGGSGGAHIVMVDAYKPTK

	FN3PD-L1- SpyCatcher
	MASVSDVPRDLEVVAATPTSLTISWFYPLFYDARYYRITYGETGGNSPVQEFTVPGPSWATISGLKPGVDYTITVYAITDISTSRPISINYRTEIDKPSQGSAEAAAKEAAAKEAAAKEAAAKADSATHIKFSKRDEDGKELAGATMELRDSSGKTISTWISDGHVKDFYLYPGKYTFVETAAPDGYEVATPIEFTVNEDGQVTVDGEATEGDAHTLEHHHHHH

	PEPHER2- SpyCatcher
	MAEAKYAKEMRNAYWEIALLPNLTNQQKRAFIRKLYDDPSQSSELLSEAKKLNDSQGSECGGSAEAAAKEAAAKEAAAKEAAAKADSATHIKFSKRDEDGKELAGATMELRDSSGKTISTWISDGHVKDFYLYPGKYTFVETAAPDGYEVATPIEFTVNEDGQVTVDGEATEGDAHTLEHHHHHH

	ZEGFR- SpyCatcher
	MVDNKFNKEMWAAWEEIRNLPNLNGWQMTAFIASLVDDPSQSANLLAEAKKLNDAQAPKGSAEAAAKEAAAKEAAAKEAAAKADSATHIKFSKRDEDGKELAGATMELRDSSGKTISTWISDGHVKDFYLYPGKYTFVETAAPDGYEVATPIEFTVNEDGQVTVDGEATEGDAHTLEHHHHHH






Representative flow cytometry gating strategy: surface EGFR degradation in U87 MG cells.
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