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	Table S1. Mitochondrial and other proteins of human SH-SY5Y cells identified in bands from 1D BN-gel using LC-MALDI-TOF/TOF*

	

	Band
	Protein identification
	Accession
	MW
	pI
	Mascot
	No. of
	SC

	
	
	
	[kDa]
	
	score
	peptides
	[%]

	2
	NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 9, mitochondrial
	NDUA9
	42.5
	10.3
	137.6
	3
	6.9

	2
	NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 12
	NDUAC
	17.1
	10
	149.4
	3
	31

	1, 2
	NADH-ubiquinone oxidoreductase 75 kDa subunit, mitochondrial
	NDUS1
	79.4
	5.8
	176.8
	4
	5.1

	1, 2
	NADH dehydrogenase [ubiquinone] iron-sulfur protein 2, mitochondrial
	NDUS2
	52.5
	7.9
	132.7
	3
	5.8

	2
	NADH dehydrogenase [ubiquinone] iron-sulfur protein 3, mitochondrial
	NDUS3
	30.2
	7.8
	371.4
	6
	17.4

	1, 2 
	NADH dehydrogenase [ubiquinone] iron-sulfur protein 7, mitochondrial
	NDUS7
	23.5
	10.8
	81.3
	2
	4.7

	2
	NADH dehydrogenase [ubiquinone] iron-sulfur protein 8, mitochondrial
	NDUS8
	23.7
	6
	145.5
	3
	12.4

	1, 2
	NADH dehydrogenase [ubiquinone] flavoprotein 1, mitochondrial
	NDUV1
	50.8
	9.5
	212.4
	4
	9.3

	2
	NADH dehydrogenase [ubiquinone] flavoprotein 2, mitochondrial
	NDUV2
	27.4
	9.2
	156.8
	3
	14.9

	4
	Cytochrome b-c1 complex subunit 1, mitochondrial
	QCR1
	52.6
	5.9
	410.2
	6
	9.4

	4
	Cytochrome b-c1 complex subunit 2, mitochondrial
	QCR2
	48.4
	9.3
	169.9
	3
	6.2

	4
	Cytochrome b-c1 complex subunit 7
	QCR7
	13.5
	9.2
	240.8
	4
	29.7

	4
	Cytochrome b-c1 complex subunit 8
	QCR8
	9.9
	10.4
	211.9
	4
	35.4

	4
	Cytochrome b-c1 complex subunit Rieske, mitochondrial
	UCRI
	29.6
	9.4
	107.1
	2
	7.3

	2, 4
	Cytochrome c1, heme protein, mitochondrial
	CY1
	35.4
	9.8
	80.7
	2
	8

	1, 2, 3
	ATP synthase subunit alpha, mitochondrial
	ATPA
	59.7
	9.6
	1114
	19
	25

	1, 2, 3
	ATP synthase subunit beta, mitochondrial
	ATPB
	56.5
	5.1
	1420
	17
	28

	1, 3
	ATP synthase subunit gamma, mitochondrial
	ATPG
	33
	9.7
	128.2
	2
	5.7

	3
	ATP synthase subunit d, mitochondrial
	ATP5H
	18.5
	5.1
	108.2
	2
	8.1

	3
	ATP synthase subunit epsilon, mitochondrial
	ATP5E
	5.8
	10.5
	81.9
	2
	31.4

	1, 3
	ATP synthase subunit O, mitochondrial
	ATPO
	23.3
	10.5
	127.8
	2
	11.7

	3
	ATP synthase F(0) complex subunit B1, mitochondrial
	AT5F1
	28.9
	9.8
	108.2
	2
	3.5

	3, 4
	ATP-citrate synthase
	ACLY
	120.8
	7.1
	211
	5
	6.4

	3
	Peroxisomal multifunctional enzyme type 2
	DHB4
	79.6
	9.6
	100.1
	2
	3.4

	3
	Trifunctional enzyme subunit alpha, mitochondrial
	ECHA
	82.9
	9.8
	139.4
	4
	4.2

	3
	Extended synaptotagmin-1
	ESYT1
	122.8
	5.5
	148.7
	2
	2.6

	3, 4
	Glutamate dehydrogenase 1, mitochondrial
	DHE3
	61.4
	8.5
	140.2
	3
	9

	4
	Pyruvate carboxylase, mitochondrial
	PYC
	129.6
	6.4
	363.6
	8
	9.1

	2, 4
	Aspartate aminotransferase, mitochondrial
	AATM
	47.5
	9.8
	160.3
	2
	5.6

	3, 4
	Dolichyl-diphosphooligosaccharide--protein glycosyltransferase 48 kDa subunit
	OST48
	50.8
	6.1
	509.9
	8
	22.6

	2, 3, 4
	Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 1
	RPN1
	68.5
	5.9
	126.6
	2
	2.6

	3, 4
	Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 2
	RPN2
	69.2
	5.4
	164.8
	4
	7.9

	3, 4
	Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit DAD1
	DAD1
	12.5
	7.5
	132.7
	2
	19.5

	3, 4
	Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit STT3A
	STT3A
	80.5
	8.9
	221
	4
	7.1

	4
	Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit STT3B
	STT3B
	93.6
	9.6
	402.8
	9
	11

	2, 3, 4
	Fructose-bisphosphate aldolase A
	ALDOA
	39.4
	9.2
	85.7
	2
	7.1

	3, 4
	Magnesium transporter protein 1
	MAGT1
	38
	10.4
	126
	3
	7.2

	4
	Malectin
	MLEC
	32.2
	5.2
	257.7
	5
	17.5

	4
	UTP--glucose-1-phosphate uridylyltransferase
	UGPA
	56.9
	8.9
	182.8
	4
	12.2

	4
	Peroxiredoxin-4
	PRDX4
	30.5
	5.8
	217.4
	5
	23.2

	4
	Solute carrier family 12 member 2
	S12A2
	131.4
	6
	402.5
	7
	6.8

	4
	Sodium bicarbonate cotransporter 3
	S4A7
	136
	6.3
	85.6
	2
	1.5

	3, 4
	Voltage-dependent anion-selective channel protein 1
	VDAC1
	30.8
	9.2
	175
	3
	22

	2
	V-type proton ATPase 116 kDa subunit a isoform 1
	VPP1
	96.4
	6
	181.9
	4
	5.4

	2
	V-type proton ATPase catalytic subunit A
	VATA
	68.3
	5.2
	615
	10
	18.2

	2,3
	V-type proton ATPase subunit B, brain isoform
	VATB2
	56.5
	5.5
	380.7
	9
	16.8

	4
	V-type proton ATPase subunit d 1
	VA0D1
	40.3
	4.7
	174.1
	4
	13.7

	4
	MICOS complex subunit MIC60
	MIC60
	83.6
	6.1
	170.8
	3
	5.1

	2, 3, 4
	Annexin A2
	ANXA2
	38.6
	8.5
	232.7
	5
	17.1

	2, 3, 4
	Calnexin
	CALX
	67.5
	4.3
	158.2
	3
	8.3

	3
	Alpha-2-macroglobulin
	A2MG
	163.2
	6
	124
	2
	1.2

	2, 4
	Sarcoplasmic/endoplasmic reticulum calcium ATPase 2
	AT2A2
	114.7
	5.1
	282.9
	5
	6.8

	3, 4
	78 kDa glucose-regulated protein
	GRP78
	72.3
	4.9
	179.2
	5
	9.2

	3, 4
	Protein disulfide-isomerase A6
	PDIA6
	48.1
	4.8
	188.9
	3
	8.6

	3,4
	Transitional endoplasmic reticulum ATPase
	TERA
	89.3
	5
	147.4
	2
	4.8

	4
	Endoplasmin
	ENPL
	92.4
	4.6
	103
	3
	3.6

	4
	60 kDa heat shock protein, mitochondrial
	CH60
	61
	5.6
	255.1
	4
	11

	3
	Proteasome subunit alpha type-1
	PSA1
	29.5
	6.2
	181.7
	4
	20.2

	3
	Proteasome subunit alpha type-2
	PSA2
	25.9
	7.7
	189.9
	4
	18.4

	3
	Proteasome subunit alpha type-4
	PSA4
	29.5
	8.7
	129.3
	2
	12.6

	3
	Proteasome subunit alpha type-6
	PSA6
	27.4
	6.4
	179.4
	3
	16.7

	3
	Proteasome subunit alpha type-7
	PSA7
	27.9
	9.3
	218.5
	4
	27

	3
	Proteasome subunit beta type-2
	PSB2
	22.8
	6.6
	161.9
	4
	25.9

	3
	Proteasome subunit beta type-4
	PSB4
	29.2
	5.6
	92.6
	2
	6.8

	4
	Keratin, type II cytoskeletal 1
	K2C1
	66
	8.8
	223.7
	2
	10.9

	4
	Integrin alpha-6
	ITA6
	126.5
	6.2
	176.9
	2
	2.6

	4
	Integrin alpha-7
	ITA7
	128.9
	5.4
	96.4
	2
	2.3

	4
	Integrin beta-1
	ITB1
	88.4
	5.1
	288.3
	3
	3.8

	3
	Laminin subunit alpha-3
	LAMA3
	366.4
	7.2
	82.2
	2
	0.6

	2, 3, 4
	Moesin
	MOES
	67.8
	6
	296.3
	6
	8.5

	2, 3, 4
	Tubulin alpha-1C chain
	TBA1C
	49.9
	4.8
	232.2
	4
	13.1

	2,4 
	Tubulin beta chain
	TBB5
	49.6
	4.6
	428.3
	11
	20.9

	3
	Tubulin beta-4B chain
	TBB4B
	49.8
	4.6
	232.7
	5
	15.1

	2
	T-complex protein 1 subunit alpha
	TCPA
	60.3
	5.7
	813.1
	15
	23.2

	2
	T-complex protein 1 subunit beta
	TCPB
	57.5
	6
	812.8
	14
	27.1

	2
	T-complex protein 1 subunit gamma
	TCPG
	60.5
	6.1
	1074.4
	19
	37.2

	2
	T-complex protein 1 subunit delta
	TCPD
	57.9
	9
	1085.9
	20
	35.8

	2
	T-complex protein 1 subunit epsilon
	TCPE
	59.6
	5.3
	495
	9
	15.7

	2
	T-complex protein 1 subunit zeta
	TCPZ
	58
	6.2
	738.5
	13
	23.2

	2
	T-complex protein 1 subunit eta
	TCPH
	59.3
	8.6
	824.9
	12
	20.4

	2
	T-complex protein 1 subunit theta
	TCPQ
	59.6
	5.3
	938.9
	15
	31.6

	2
	Cytoplasmic dynein 1 heavy chain 1
	DYHC1
	532.1
	6
	822.9
	18
	4.5

	2, 3, 4
	Filamin-A
	FLNA
	280.6
	5.7
	891.9
	21
	12.2

	4
	Filamin-B
	FLNB
	278
	5.4
	256
	5
	2.1

	3, 4
	Cytoplasmic FMR1-interacting protein 1
	CYFP1
	145.1
	6.5
	344.3
	9
	8.5

	3
	Rho-associated protein kinase 2
	ROCK2
	160.8
	5.7
	246.5
	7
	4.8

	2
	Myosin-9
	MYH9
	226.4
	5.4
	570.7
	12
	7.7

	3, 4
	Septin-2
	SEPT2
	41.5
	6.1
	280.6
	4
	16.1

	3, 4
	Septin-7
	SEPT7
	50.6
	9.4
	370.7
	7
	21.1

	3, 4
	Septin-9
	SEPT9
	65.4
	9.7
	115.6
	3
	7.8

	4
	Septin-11
	SEP11
	49.4
	6.4
	94.5
	2
	4.4

	2
	Elongation factor 1-alpha 1
	EF1A1
	50.1
	9.7
	83.1
	2
	5

	3, 4
	Neuroblast differentiation-associated protein AHNAK
	AHNK
	628.7
	5.7
	211.9
	4
	0.9

	4
	Renin receptor
	RENR
	39
	5.7
	99
	2
	8.3

	1, 3
	Up-regulated during skeletal muscle growth protein 5
	USMG5
	6.5
	10.3
	125.1
	2
	19

	1, 2
	Prohibitin
	PHB
	29.8
	5.5
	98.7
	3
	11.8

	1, 2
	Prohibitin-2
	PHB2
	33.3
	10.2
	141.8
	4
	12.7

	
	*Identified proteins by the LC-MALDI-TOF/TOF with their related accession code of Swiss-Prot (SwissProt 2015 08,

	
	Homo sapiens (human)) data-base. Band number refers to marked bands of Figure 2. MW shows molecular weights of identified

	
	proteins and SC is the sequence coverage. Proteins of interest present in gel bands are shaded in the table.


