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UPF0600 protein C5orf51 (A6NDU8)
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Ubiquitin carboxyl−terminal hydrolase (E9PM46)
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Synaptosomal−associated protein 23 (O00161)
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26S proteasome non−ATPase regulatory subunit 11 (O00231)
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26S proteasome non−ATPase regulatory subunit 9 (O00233)
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Chloride intracellular channel protein 1 (O00299)
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Serine/threonine−protein phosphatase 6 catalytic subunit (O00743)
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Copper chaperone for superoxide dismutase (O14618)
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Phospholipid scramblase 1 (O15162)
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Surfeit locus protein 4 (O15260)
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UDP−N−acetylglucosamine−−peptide N−acetylglucosaminyltransferase 110 kDa subunit (O15294)
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UDP−N−acetylglucosamine−−peptide N−acetylglucosaminyltransferase 110 kDa subunit (O15294−3)
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Syntaxin−7 (O15400)
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Intermediate conductance calcium−activated potassium channel protein 4 (O15554)
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26S proteasome non−ATPase regulatory subunit 3 (O43242)
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Centromere/kinetochore protein zw10 homolog (O43264)
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Thioredoxin−like protein 1 (O43396)
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Aflatoxin B1 aldehyde reductase member 2 (O43488)
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Density−regulated protein (O43583)
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Exportin−T (O43592)
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2−deoxynucleoside 5−phosphate N−hydrolase 1 (O43598)
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Small glutamine−rich tetratricopeptide repeat−containing protein alpha (O43765)
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Glia maturation factor gamma (O60234)
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Phosphoribosyl pyrophosphate synthase−associated protein 2 (O60256)
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Putative nucleoside diphosphate kinase (O60361)
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Importin subunit alpha−7 (O60684)
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Target of Myb protein 1 (O60784)
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Rho−associated protein kinase 2 (O75116)
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DnaJ homolog subfamily B member 6 (O75190)
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V−type proton ATPase subunit G 1 (O75348)
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Mannose−P−dolichol utilization defect 1 protein (O75352)
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Vesicle−trafficking protein SEC22b (O75396)
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TIP41−like protein (O75663)
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Eukaryotic translation initiation factor 3 subunit J (O75822)
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Carbonyl reductase [NADPH] 3 (O75828)
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Isocitrate dehydrogenase [NADP] cytoplasmic (O75874)

●

0 100 200 300 400

replica

●

0 100 200 300 400

stability



0 50 100 150

0
2

4
6

8
10 ●

0
1

2
3

4

nu
m

be
r 

of
 s

pe
ct

ra

sc
or

e
Dynactin subunit 3 (O75935)
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Glutaredoxin−3 (O76003)
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Probable cytosolic iron−sulfur protein assembly protein CIAO1 (O76071)
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Proline synthase co−transcribed bacterial homolog protein (O94903)
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Cyclin−D1−binding protein 1 (O95273)
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Solute carrier family 2, facilitated glucose transporter member 1 (P11166)
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Spectrin beta chain, erythrocytic (P11277)
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Glucose−6−phosphate 1−dehydrogenase (P11413)
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C−1−tetrahydrofolate synthase, cytoplasmic (P11586)
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Macrophage migration inhibitory factor (P14174)
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Aspartate−−tRNA ligase, cytoplasmic (P14868)
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Phosphoglycerate mutase 2 (P15259)
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Ribosyldihydronicotinamide dehydrogenase [quinone] (P16083)
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Erythrocyte membrane protein band 4.2 (P16452)
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cAMP−dependent protein kinase catalytic subunit alpha (P17612)
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6−phosphofructokinase, liver type (P17858)
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T−complex protein 1 subunit alpha (P17987)
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Phosphoglycerate mutase 1 (P18669)
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Spermidine synthase (P19623)
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Ras−related protein Rab−6A (P20340)
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Proteasome subunit beta type−1 (P20618)
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Calpastatin (P20810)
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Glutathione S−transferase Mu 3 (P21266)
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V−type proton ATPase subunit B, brain isoform (P21281)
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Protein−glutamine gamma−glutamyltransferase 2 (P21980)
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Protein−L−isoaspartate(D−aspartate) O−methyltransferase (P22061)
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Multifunctional protein ADE2 (P22234)
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Ubiquitin−like modifier−activating enzyme 1 (P22314)

●

0 200 400 600 800 1000

replica

●

0 200 400 600 800 1000

stability



0 50 100 150 200 250 300 350

0
2

4
6

8
10 ●

0.
0

0.
5

1.
0

1.
5

2.
0

2.
5

3.
0

nu
m

be
r 

of
 s

pe
ct

ra

sc
or

e
Heterogeneous nuclear ribonucleoproteins A2/B1 (P22626)
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Transcription elongation factor A protein 1 (P23193)
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Kell blood group glycoprotein (P23276)
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Adenosylhomocysteinase (P23526)
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Cofilin−1 (P23528)
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Low molecular weight phosphotyrosine protein phosphatase (P24666)
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DnaJ homolog subfamily B member 1 (P25685)
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DnaJ homolog subfamily B member 2 (P25686)
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Proteasome subunit alpha type−1 (P25786)
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Proteasome subunit alpha type−3 (P25788)
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Proteasome subunit alpha type−4 (P25789)
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Threonine−−tRNA ligase, cytoplasmic (P26639)
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Erythrocyte band 7 integral membrane protein (P27105)
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14−3−3 protein theta (P27348)
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Mitogen−activated protein kinase 3 (P27361)
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Calreticulin (P27797)
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Phosphatidylinositol 3−kinase regulatory subunit alpha (P27986)
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Proteasome subunit beta type−9 (P28065)
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Proteasome subunit alpha type−5 (P28066)
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Proteasome subunit beta type−4 (P28070)
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Proteasome subunit beta type−6 (P28072)
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Proteasome subunit beta type−5 (P28074)
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Mitogen−activated protein kinase 1 (P28482)

●

0 50 100 150 200 250 300 350

replica

●

0 50 100 150 200 250 300 350

stability



0 200 400 600 800 1000 1200

0
2

4
6

8
10 ●●

0
1

2
3

4
5

6

nu
m

be
r 

of
 s

pe
ct

ra

sc
or

e
Tripeptidyl−peptidase 2 (P29144)

●

0 200 400 600 800 1000 1200

replica

●

0 200 400 600 800 1000 1200

stability



0 50 100 150 200

0
2

4
6

8
10

● ●

●

●

●

●

●

0
1

2
3

4
5

nu
m

be
r 

of
 s

pe
ct

ra

sc
or

e
Peroxiredoxin−6 (P30041)

●

0 50 100 150 200

replica

●

0 50 100 150 200

stability



0 50 100 150 200

0
2

4
6

8
10

●

●

●

● ●

●

●

●

●

●

●

0
5

10
15

20
25

30
35

nu
m

be
r 

of
 s

pe
ct

ra

sc
or

e
Flavin reductase (NADPH) (P30043)

●

0 50 100 150 200

replica

●

0 50 100 150 200

stability



0 100 200 300 400 500

0
2

4
6

8
10 ●

0
2

4
6

8
10

12

nu
m

be
r 

of
 s

pe
ct

ra

sc
or

e
Protein disulfide−isomerase A3 (P30101)

●

0 100 200 300 400 500

replica

●

0 100 200 300 400 500

stability



0 100 200 300 400 500 600

0
2

4
6

8
10 ●

●

●

0
1

2
3

4
5

6

nu
m

be
r 

of
 s

pe
ct

ra

sc
or

e
Serine/threonine−protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform (P30153)
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Heterogeneous nuclear ribonucleoprotein H3 (P31942)
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V−type proton ATPase subunit E 1 (P36543)
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Cyclin−dependent kinase 4 inhibitor C (P42773)
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Neuronal acetylcholine receptor subunit alpha−4 (P43681)
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Ubiquitin carboxyl−terminal hydrolase 5 (P45974)

●

0 200 400 600 800

replica

●

0 200 400 600 800

stability



0 100 200 300 400

0
2

4
6

8
10 ●

0.
0

0.
5

1.
0

1.
5

2.
0

2.
5

3.
0

nu
m

be
r 

of
 s

pe
ct

ra

sc
or

e
Dual specificity mitogen−activated protein kinase kinase 4 (P45985)
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Dual specificity mitogen−activated protein kinase kinase 3 (P46734)
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E3 ubiquitin−protein ligase NEDD4 (P46934−4)
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F−actin−capping protein subunit alpha−2 (P47755)
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F−actin−capping protein subunit beta (P47756)
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Phosphatidylinositol 5−phosphate 4−kinase type−2 alpha (P48426)
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Glutamate−−cysteine ligase catalytic subunit (P48506)
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Glutamate−−cysteine ligase regulatory subunit (P48507)
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Phosphatidylinositol transfer protein beta isoform (P48739)
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4−trimethylaminobutyraldehyde dehydrogenase (P49189)
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Ribose−5−phosphate isomerase (P49247)
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T−complex protein 1 subunit gamma (P49368)
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Alanine−−tRNA ligase, cytoplasmic (P49588)
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Nuclear pore complex protein Nup153 (P49790)
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55 kDa erythrocyte membrane protein (Q00013)

●

0 100 200 300 400

replica

●

0 100 200 300 400

stability



0 50 100 150 200 250 300

0
2

4
6

8
10 ●

0.
0

0.
5

1.
0

1.
5

2.
0

2.
5

3.
0

nu
m

be
r 

of
 s

pe
ct

ra

sc
or

e
Cyclin−dependent kinase 6 (Q00534)

●

0 50 100 150 200 250 300

replica

●

0 50 100 150 200 250 300

stability



0 50 100 150 200 250 300

0
2

4
6

8
10

●

●

0.
0

0.
5

1.
0

1.
5

2.
0

2.
5

3.
0

nu
m

be
r 

of
 s

pe
ct

ra

sc
or

e
Transcriptional activator protein Pur−alpha (Q00577)

●

0 50 100 150 200 250 300

replica

●

0 50 100 150 200 250 300

stability



0 500 1000 1500

0
2

4
6

8
10 ●

0
1

2
3

4

nu
m

be
r 

of
 s

pe
ct

ra

sc
or

e
Clathrin heavy chain 1 (Q00610)

●

0 500 1000 1500

replica

●

0 500 1000 1500

stability



0 50 100 150 200

0
2

4
6

8
10 ●

0
1

2
3

4

nu
m

be
r 

of
 s

pe
ct

ra

sc
or

e
Peptidyl−prolyl cis−trans isomerase FKBP3 (Q00688)

●

0 50 100 150 200

replica

●

0 50 100 150 200

stability



0 50 100 150 200 250 300 350

0
2

4
6

8
10 ●

0
5

10
15

nu
m

be
r 

of
 s

pe
ct

ra

sc
or

e
Sorbitol dehydrogenase (Q00796)

●

0 50 100 150 200 250 300 350

replica

●

0 50 100 150 200 250 300 350

stability



0 200 400 600

0
2

4
6

8
10 ●

0
5

10
15

nu
m

be
r 

of
 s

pe
ct

ra

sc
or

e
AMP deaminase 3 (Q01432−3)

●

0 200 400 600

replica

●

0 200 400 600

stability



0 20 40 60 80 100 120 140

0
2

4
6

8
10 ●

0
1

2
3

4

nu
m

be
r 

of
 s

pe
ct

ra

sc
or

e
Fatty acid−binding protein, epidermal (Q01469)
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Bifunctional coenzyme A synthase (Q13057)
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COP9 signalosome complex subunit 1 (Q13098)
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Ubiquitin−conjugating enzyme E2 variant 1 (Q13404)
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Eukaryotic translation initiation factor 4E−binding protein 2 (Q13542)
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NEDD8−activating enzyme E1 regulatory subunit (Q13564)
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GDP−L−fucose synthase (Q13630)
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Tubulin−−tyrosine ligase−like protein 12 (Q14166)
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Dihydropyrimidinase−related protein 3 (Q14195)

●

0 100 200 300 400 500

replica

●

0 100 200 300 400 500

stability



0 100 200 300 400

0
2

4
6

8
10 ●

0.
0

0.
5

1.
0

1.
5

2.
0

2.
5

3.
0

nu
m

be
r 

of
 s

pe
ct

ra

sc
or

e
Eukaryotic initiation factor 4A−II (Q14240)
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Importin subunit beta−1 (Q14974)
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Platelet−activating factor acetylhydrolase IB subunit gamma (Q15102)
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Serine/threonine−protein phosphatase 2A 56 kDa regulatory subunit beta isoform (Q15173)
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Rab GTPase−binding effector protein 1 (Q15276)
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Splicing factor 3B subunit 4 (Q15427)
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Protein transport protein Sec23B (Q15437)
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Microtubule−associated protein RP/EB family member 1 (Q15691)
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Ubiquitin−conjugating enzyme E2 variant 2 (Q15819)
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26S proteasome non−ATPase regulatory subunit 5 (Q16401)
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Inorganic pyrophosphatase 2, mitochondrial (Q9H2U2)
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BAG family molecular chaperone regulator 5 (Q9UL15)
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Ras−related protein Rab−21 (Q9UL25)
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Arf−GAP with SH3 domain, ANK repeat and PH domain−containing protein 1 (Q9ULH1)
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Ubiquitin carboxyl−terminal hydrolase 15 (Q9Y4E8)
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