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Heterogeneous nuclear ribonucleoprotein A1 (P09651)

0 100 200 300
replica
T T T
0 100 200 300
stability
T T T
0 100 200 300

20 25 30
number of spectra

15

10



score

10
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cAMP-dependent protein kinase type I-alpha regulatory subunit (P10644)

100 200 300
replica
T T T
100 200 300
stability
T T T
100 200 300

20 25 30
number of spectra

15

10



score

10
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Delta—aminolevulinic acid dehydratase (P13716)

L ]
T T T T T T
50 100 150 200 250 300
replica
T T T T T T
50 100 150 200 250 300
stability
T T T T T T
50 100 150 200 250 300

20 30 40 50 60 70
number of spectra

10



score

10
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Acylamino-acid-releasing enzyme (P13798)
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Phosphoglycerate mutase 2 (P15259)
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Erythrocyte membrane protein band 4.2 (P16452)
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6—phosphofructokinase, liver type (P17858)
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Ras-related protein Rab—6A (P20340)
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Glutathione S-transferase Mu 3 (P21266)
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Protein—-L-isoaspartate(D—aspartate) O—-methyltransferase (P22061)

50 100 150 200
replica
T T T T
50 100 150 200
stability
T T T T
50 100 150 200

15 20 25 30
number of spectra

10



score

10

Multifunctional protein ADE2 (P22234)
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Ubiquitin-like modifier-activating enzyme 1 (P22314)
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Heterogeneous nuclear ribonucleoproteins A2/B1 (P22626)
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DnaJ homolog subfamily B member 1 (P25685)
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Proteasome subunit alpha type-1 (P25786)
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Phosphatidylinositol 3—kinase regulatory subunit alpha (P27986)
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Proteasome subunit beta type—9 (P28065)

N

0 50 100 150 200
replica
T T T T T
0 50 100 150 200
stability
T T T T T
0 50 100 150 200

2.0

15

1.0

0.5

0.0

number of spectra



score

10
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Peroxiredoxin—6 (P30041)
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Protein disulfide—isomerase A3 (P30101)
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Serine/threonine—protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform (P30153)
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Beta—adducin (P35612)

L]
T T T
200 400 600
replica
T T T
200 400 600
stability
T T T
200 400 600

12

10

number of spectra



score

10

Basigin (P35613)

/N

T T T
100 200 300 400
replica
T T T
100 200 300 400
stability
T T T
100 200 300 400

0.5 1.0 15 2.0 25 3.0
number of spectra

0.0



score

10

V-type proton ATPase subunit E 1 (P36543)
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V-type proton ATPase catalytic subunit A (P38606)
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COP9 signalosome complex subunit 1 (Q13098)
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Rab GTPase-binding effector protein 1 (Q15276)
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Microtubule—associated protein RP/EB family member 1 (Q15691)

0 50 100 150 200 250
replica
T T T T T T
0 50 100 150 200 250
stability
T T T T T T
0 50 100 150 200 250

15 20

10
number of spectra



score

10

Ubiquitin-conjugating enzyme E2 variant 2 (Q15819)
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Pyrroline-5-carboxylate reductase 3 (Q53H96)
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Putative peptidyl-tRNA hydrolase PTRHD1 (Q6GMV3)
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Elongator complex protein 2 (Q61A86)
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Ankyrin repeat domain—containing protein 54 (Q6NXT1)
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20 40 60 80
replica
T T T T
20 40 60 80
stability
T T T T
20 40 60 80

number of spectra



score

10

Gigaxonin (Q9H2CO0)

0 100 200 300 400 500 600
replica
T T T T T T T
0 100 200 300 400 500 600
stability
T T T T T T T
0 100 200 300 400 500 600

number of spectra



score

10

Inorganic pyrophosphatase 2, mitochondrial (Q9H2U2)

0 50 100 150 200 250 300
replica
T T T T T T T
0 50 100 150 200 250 300
stability
T T T T T T T
0 50 100 150 200 250 300

number of spectra



score

10

BolA-like protein 2 (Q9H3K6)

20 40 60 80
replica
T T T T
20 40 60 80
stability
T T T T
20 40 60 80

10

number of spectra



score

10

Charged multivesicular body protein 4b (Q9H444)

0 50 100 150 200
replica
T T T T T
0 50 100 150 200
stability
T T T T T
0 50 100 150 200

number of spectra



score

10

RWD domain-containing protein 1 (Q9H446)

0 50 100 150 200 250
replica
T T T T T T
0 50 100 150 200 250
stability
T T T T T T
0 50 100 150 200 250

number of spectra



score

10

MIP18 family protein FAM96A (Q9H5X1)

I |

0 50 100 150
replica
T T T T
0 50 100 150
stability
T T T T
0 50 100 150

10

number of spectra



score

10

Protein FAM188A (Q9H8M?7)

100 200 300 400
replica
T T T T
100 200 300 400
stability
T T T T
100 200 300 400

2.0

15

1.0

0.5

0.0

number of spectra



score

10

Protein argonaute—3 (Q9H9G7)

200 400 600 800
replica
T T T T
200 400 600 800
stability
T T T T
200 400 600 800

0.5 1.0 15 2.0
number of spectra

0.0



score

10

Phosphopantothenate—-cysteine ligase (Q9HABS8)

50 100 150 200 250 300
replica
T T T T T T
50 100 150 200 250 300
stability
T T T T T T
50 100 150 200 250 300

number of spectra



score

10

Synembryn-A (QINPQ8)

0 100 200 300 400 500
replica
T T T T T T
0 100 200 300 400 500
stability
T T T T T T
0 100 200 300 400 500

2.0

15

1.0

0.5

0.0

number of spectra



score

10
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Cysteine protease ATG4B (Q9Y4P1)
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WD repeat domain phosphoinositide-interacting protein 2 (Q9Y4P8)
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O-acetyl-ADP-ribose deacetylase 1 (Q9Y530)
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Protein phosphatase methylesterase 1 (Q9Y570)
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Sorting nexin—-5 (Q9Y5X3)
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Cytosolic Fe-S cluster assembly factor NUBP2 (Q9Y5Y2)
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Junctional adhesion molecule A (Q9Y624)
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