
(MS/MS spectra for biotinylated peptides in Table S1A)
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Protein disulfide-isomerase A3 (K)KFIQENIFGIcPHmTEDNKDLIQGK(D)
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HSPA9 Heat shock 70 kDa protein 9 Mortalin (K)MEEFKDQLPADEcNK(L)
XCorr: 3.04 ΔCn: 0.33
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Supporting Information: (MS/MS spectra for biotinylated peptides in Table S1B)

PRDX1(K)HGEVcPAGWKPGSDTIKPDVQK(S)
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Isoform 2 of Voltage-dependent anion-selective channel protein 2
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XCorr: 4.56 ΔCn: 0.67
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Isoform Mitochondrial of Peroxiredoxin-5, mitochondrial
(K)GVLFGVPGAFTPGcSK(T)
XCorr: 2.78 ΔCn: 0.30
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Chloride intracellular channel protein 1 (K)LHIVQVVcK(K)
XCorr: 2.51 ΔCn: 0.46
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RNH1 ribonuclease/angiogenin inhibitor (R)LDDcGLTEAR(C)
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RPLP0 ribosomal protein, large, P0 (K)cFIVGADNVGSK(Q) 
XCorr: 2.97 ΔCn: 0.53

GAPDH glyceraldehyde-3-P dehydrogenase (R)VPTANVSVVDLTcR(L)
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Isoform 1 of Cytoskeleton-associated protein 4
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Isoform Alpha-6X1X2B of Integrin alpha-6
(K)ScFEYTANPAGYNPSISIVGTLEAEK(E)
XCorr: 3.53 ΔCn: 0.34
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Alpha-actinin-4 (K)IcDQWDALGSLTHSR(R)
XCorr: 5.37 ΔCn: 0.64

a4+1

y14-H2O-H2O+2H
y10+1

y3 y4

y5
b3

y6

b4

y7
b5

y8

b7

y10

b8
y11

b9
y12

b11

b12

A C+428 L I S L G Y D V E N D R
R D N E V D Y G L S I L C+428 A

m/z

Re
la

tiv
e 

In
te

ns
ity

0%

25%

50%

75%

100%

0 250 500 750 1000 1250 1500 1750

1,994.94 AMU, +2 H (Parent Error: 5.1 ppm)

Alpha-actinin-4 (K)AcLISLGYDVENDR(Q)
XCorr: 3.22 ΔCn: 0.66

487.5?491.2?
582.3?

591.4?615.6?
621.0?

633.3?647.8?

649.6?

652.8?654.6?

665.3?

669.5?

670.3?

735.3?
787.7?

796.8?

908.9?

909.6?

1,011.1?
1,011.8?

a11+2H
b12-H2O-H2O+2H

b7-H2O

y6+2H

y7-H2O+2Hy7+2H
y8-H2O+2H

y8+2H

a9

y9-NH3-H2O+2H

b9-H2O

y9-H2O+2H
y9-H2O+2H+1

y11+2H

y11+2H+1

b11-H2O

y4+1

y4+2a16-H2O-H2O+2H
y15+2Hy15+2H+1b17+2H

b4 y3 b7

b10
y4
b11

y5

b12

y6

b13

y7

G A G T G G L G L T V E G P C+428 E A K
K A E C+428 P G E V T L G L G G T G A G

m/z

Re
la

tiv
e 

In
te

ns
ity

0%

25%

50%

75%

100%

0 250 500 750 1000 1250 1500 1750 2000

2,043.98 AMU, +3 H (Parent Error: -1.1 ppm)

Isoform 1 of Filamin-C (K)GAGTGGLGLTVEGPcEAK(I)
XCorr: 2.54 ΔCn: 0.41
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ALDOA aldolase A) (R)VNPcIGGVILFHETLYQK(A)
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ALDOA aldolase A) (R)ALANSLAcQGK(Y)
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Fructose-bisphosphate aldolase A (R)ALANSLAcQGK(Y)
XCorr: 2.67 ΔCn: 0.43



Isoform M1 of Pyruvate kinase isozymes M1/M2 (R)NTGIIcTIGPASR(S)
XCorr: 3.09 ΔCn: 0.35
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Isoform M1 of Pyruvate kinase isozymes M1/M2 (R)AGKPVIcATQmLESmIK(K)
XCorr: 4.08 ΔCn: 0.57
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Isoform M1 of Pyruvate kinase isozymes M1/M2 (K)PVIcATQMLESMIK(K)
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Isoform M1 of Pyruvate kinase isozymes M1/M2
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Isoform M1 of Pyruvate kinase isozymes M1/M2 (K)cDENILWLDYK(N)
XCorr: 2.22 ΔCn: 0.44
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Malate dehydrogenase, mitochondrial (K)VAVLGASGGIGQPLSLLLK(N)
XCorr: 5.27 ΔCn: 0.80
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RPL5(K)VGLTNYAAAYcTGLLLAR(R)
XCorr: 2.6861 ΔCn: 0.3463
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RPN1(K)VAcITEQVLTLVNK(R)
XCorr: 3.9946 ΔCn: 0.4457

y12+2H

y13-NH3+2H+1

y3 y4

y5

y6

b3 y7b4 y8

b5

y9

b6

y10

b7
y11

b8
b9

b10 b11

b12

V A C+428 I T E Q V L T L V N K
K N V L T L V Q E T I C+428 A V

m/z

Re
la

tiv
e 

In
te

ns
ity

0%

25%

50%

75%

100%

0 250 500 750 1000 1250 1500 1750

1,958.04 AMU, +2 H (Parent Error: 2.0 ppm)

y18+2H+1

y18+2H

y19+2H

y20+2H

b22+2H

y21+2H

b23+2H

y22+2H+1y22+2H

b5y4b6

y5

b7

y6

b8 y7b9
y8

b10

y9

b11

b13
y11

b14 b15

S G D A A I V D M+16 V P G K P M+16 C+428 V E S F S D Y P P L G R
R G L P P Y D S F S E V C+428 M+16 P K G P V M+16 D V I A A D G S

m/z

R
el

at
iv

e 
In

te
ns

ity

0%

25%

50%

75%

100%

0 500 1000 1500 2000 2500 3000

3,397.57 AMU, +3 H (Parent Error: 4.9 ppm

EEF1A1 eukaryotic translation elongation factor 1 alpha 1
(K)SGDAAIVDmVPGKPmcVESFSDYPPLGR(F)
XCorr: 3.61 ΔCn: 0.54

HSPA4(R)KFDEVLVNHFcEEFGK(K)
XCorr: 3.1132 ΔCn: 0.1968
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Heat shock protein HSP 90-beta (K)cLELFSELAEDKENYK(K)
XCorr: 3.55 ΔCn: 0.44
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Tu translation elongation factor, mitochondrial precursor
(K)KGDEcELLGHSK(N)
XCorr: 3.05 ΔCn: 0.40
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CCT4 (R)SIHDALcVIR(C) 
XCorr: 2.98 ΔCn: 0.4

TCP1(K)VLcELADLQDK(E)
XCorr: 3.2281 ΔCn: 0.3898
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T-complex protein 1 subunit delta (K)TGcNVLLIQK(S) 
XCorr: 2.46 ΔCn: 0.11
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Chaperonin containing TCP1, subunit 3 isoform b (K)IPGGIIEDScVLR(G) 
XCorr: 3.25 ΔCn: 0.48
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Chaperonin containing TCP1, subunit 3 isoform b
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XCorr: 2.15 ΔCn: 0.38
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T-complex protein 1 subunit alpha (R)IcDDELILIK(N)
XCorr: 2.31 ΔCn: 0.12
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T-complex protein 1 subunit eta (R)YNFFTGcPK(A) 
XCorr: 2.20 ΔCn: 0.22
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Leucine-rich PPR motif-containing protein, mitochondrial
(R)cVANNQVETLEK(L) 
XCorr: 4.03 ΔCn: 0.52
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Isoform 1 of Epidermal growth factor receptor (K)NLcYANTINWK(K) 
XCorr: 3.47 ΔCn: 0.41
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Isoform 1 of Epidermal growth factor receptor (K)YSFGATcVK(K) 
XCorr: 2.39 ΔCn: 0.46
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Protein phosphatase 1G (K)cSGDGVGAPR(L)
XCorr: 2.37 ΔCn: 0.27
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Isoform 3 of Ribosome-binding protein 1 (R)ELcHTQSSHASLR(A) 
XCorr: 2.59 ΔCn: 0.44
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Isoform 3 of Ribosome-binding protein 1 (K)LTAEFEEAQTSAcR(L) 
XCorr: 3.07 ΔCn: 0.41
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Heterogeneous nuclear ribonucleoprotein H (R)DLNYcFSGMSDHR(Y) 
XCorr: 32.63 ΔCn: 0.51
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14-3-3 protein theta (R)YLAEVAcGDDR(K) 
XCorr: 2.76 ΔCn: 0.51
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Tubulin alpha-4A chain (R)SIQFVDWcPTGFK(V) 
XCorr: 4.07 ΔCn: 0.54
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Heterogeneous nuclear ribonucleoprotein L (K)LcFSTAQHAS(-)
XCorr: 2.25 ΔCn: 0.49



Tubulin alpha-4A chain (R)AVcmLSNTTAIAEAWAR(L) 
XCorr: 3.15 ΔCn: 0.38

Tubulin alpha-4A chain (K)AYHEQLSVAEITNAcFEPANQmVK(C) 
XCorr: 3.66 ΔCn: 0.48
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Isoform 1 of Epidermal growth factor receptor (R)AcGADSYEmEEDGVR(K) 
XCorr: 4.44 ΔCn: 0.72
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