Table EV3. Stability comparisons between the wild-type protein and its mutant in which the terminal residue has been changed to Gly.
	Gene Symbol
	Description
	The last 20 residues
	Terminal residue
	Protein stability (mean GFP/RFP)*

	
	
	
	
	Wild-type
	Gly-1

	AMPD2
	adenosine monophosphate deaminase 2
	SEMLETIPEEAGITMSPGPQ
	Q
	38.30
	31.70

	ANAPC10
	anaphase promoting complex subunit 10
	SIGKFPRCTTIDFMMYRSIR
	R
	97.10
	13.80

	ARHGAP22
	Rho GTPase activating protein 22
	EFFSTLGSLTVGAKGARAPK
	K
	30.10
	9.81

	ASB17
	ankyrin repeat and SOCS box containing 17
	DGIFSLLIPARLQNYLNLEI
	I
	39.10
	37.20

	ASCC3
	activating signal cointegrator 1 complex subunit 3
	DGKEEDEKMSRASDRFRGLR
	R
	8.34
	7.16

	ASMT
	acetylserotonin O-methyltransferase
	FRDFQFKKTGAIYDAILARK
	K
	25.00
	8.80

	ATG10
	autophagy related 10
	GLNLPLSYAKATSQDERNVP
	P
	65.40
	3.48

	CCDC110
	coiled-coil domain containing 110
	PLASDLKGYFKVKDRTLKHH
	H
	17.60
	11.30

	CNOT10
	CCR4-NOT transcription complex, subunit 10
	QPVHPIQPIQMPAFTTVQRK
	K
	17.80
	14.70

	COPS6
	COP9 signalosome subunit 6
	KFNVLYDRQGIGRRMRGLFF
	F
	5.77
	6.08

	CRYGC
	crystallin, gamma C
	QDWGAMDAKAGSLRRVVDLY
	Y
	43.00
	43.80

	EEF1A1
	eukaryotic translation elongation factor 1 alpha 1
	KKAAGAGKVTKSAQKAQKAK
	K
	39.00
	36.40

	EIF4A3
	eukaryotic translation initiation factor 4A3
	IEQYYSTQIDEMPMNVADLI
	I
	99.00
	57.20

	FH
	fumarate hydratase
	YLTAEQFDEWVKPKDMLGPK
	K
	49.70
	41.50

	FUOM
	fucose mutarotase
	ERFEFYERAKKAFAVVATGC
	C
	10.20
	6.45

	GAPDH
	glyceraldehyde-3-phosphate dehydrogenase
	NEFGYSNRVVDLMAHMASKE
	E
	42.90
	36.60

	GNMT
	glycine N-methyltransferase
	YKPGQTYIPCYFIHVLKRTD
	D
	36.60
	34.90

	GSTM1
	glutathione S-transferase mu 1
	KSSRFLPRPVFSKMAVWGNK
	K
	6.83
	5.50

	GTF2F2
	general transcription factor IIF, polypeptide 2, 30kDa
	KNTWELKPEYRHYQGEEKSD
	D
	40.20
	0.57

	HMBS
	hydroxymethylbilane synthase
	LLSKGAKNILDVARQLNDAH
	H
	150.00
	131.00

	HSPB8
	heat shock 22kDa protein 8
	FGESSFNNELPQDSQEVTCT
	T
	103.00
	106.00

	KAT5
	K(lysine) acetyltransferase 5
	RIDSKCLHFTPKDWSKRGKW
	W
	29.80
	12.30

	LCMT1
	leucine carboxyl methyltransferase 1
	YCLCWATKGGNELGLKEITY
	Y
	459.00
	432.00

	LDHA
	lactate dehydrogenase A
	EARLKKSADTLWGIQKELQF
	F
	35.20
	31.40

	PDPK1
	3-phosphoinositide dependent protein kinase 1
	RKIQEVWRQRYQSHPDAAVQ
	Q
	28.60
	30.50

	RPL15
	ribosomal protein L15
	HSGGSAVGQSRLTATSVSRV
	V
	18.20
	12.00

	RPL7
	ribosomal protein L7
	EGGDAGNREDQINRLIRRMN
	N
	6.73
	2.11

	RRM2
	ribonucleotide reductase M2
	QRMGVMSSPTENSFTLDADF
	F
	78.00
	74.90

	SARS2
	seryl-tRNA synthetase 2, mitochondrial
	QYIGPNQPRKPGLPGQPAVS
	S
	26.90
	29.30

	SF1
	splicing factor 1
	SLPAAAMARAMRVRTFRAHW
	W
	16.60
	0.10

	SNRNP40
	small nuclear ribonucleoprotein 40kDa (U5)
	DEPIIISASSDKRLYMGEIQ
	Q
	52.40
	50.70

	SNRPN
	small nuclear ribonucleoprotein polypeptide N
	RPPPPGIRGPPPPGMRPPRP
	P
	61.10
	6.98

	TCEA1
	transcription elongation factor A (SII), 1
	DEPMTTFVVCNECGNRWKFC
	C
	22.90
	21.80

	TCEAL5
	transcription elongation factor A (SII)-like 5
	VRGVRGGGRGQKDLEDVPYV
	V
	40.80
	36.70

	TTLL1
	tubulin tyrosine ligase-like family, member 1
	LGPRAGRSRDSGRAVLTTWK
	K
	6.97
	6.93

	YWHAG
	tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, gamma
	DNLTLWTSDQQDDDGGEGNN
	N
	37.30
	36.50


*Protein stability was measured by GPS assay.
