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Figure S1 (related to Figure 2).
(A) Sequence alignment showing the evolutionary conservation and similarity of the TOPBP1 
BRCT1-binding motifs in MDC1 (centred around S168 in humans) and RAD9 (centred around S387 in 
humans). hs = Homo sapiens, mm = Mus musculus, xl = Xenopus laevis, dr = Danio rerio. Key phosphor-
ylated serines are highlighted in bold.
(B) Fluorescence polarization with indicated recombinant TOPBP1 BRCT domains and the 6 SDT motifs 
found in human MDC1 synthesized as phosphopeptides. ND = not determined.
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Figure S2 (related to Figure 3).
(A) U2OS cells treated as indicated with 10 μM ATM inhibitor AZD0156 and/or 1 μM camptothecin (CPT) 
were harvested for western blotting with the indicated antibodies. CHK2-pT68 and γH2AX are positive 
controls for AZD0156 activity as they are ATM-dependent after CPT treatment.
(B) U2OS cells treated as indicated with 1 μM ATR inhibitor AZD6738 and/or 1 μM CPT were harvested 
for western blotting with the indicated antibodies. CHK1-pS345 is a positive control for AZD6738 activity 
as its levels are ATR-dependent.
(C) U2OS cells treated as indicated with 3 μM DNA-PK inhibitor NU7441 and/or 1 μM CPT were harvest-
ed for western blotting with the indicated antibodies. RPA2-pS4/pS8 is a positive control for NU7441 activi-
ty as it is DNA-PK-dependent after CPT treatment.
(D) U2OS cells treated as indicated with 100 nM PLK1 inhibitor BI 2536 or DMSO vehicle control were 
harvested for western blotting with the indicated antibodies.
(E) U2OS cells treated as indicated with 10 μM CK2 inhibitor CX-4945 and/or 1 μM camptothecin (CPT) 
were harvested for western blotting with the indicated antibodies. CHK1, RPA and H2AX phosphorylation 
in response to CPT are dependent on ATR, DNA-PK and ATM, respectively; AKT-pS129 is a positive con-
trol for CX-4945 activity as AKT is a known CK2 substrate. 

A B C

ED



WT

D
A

P
I

m
er

ge
γH

2A
X

G
FP

-
TO

P
B

P
1

BRCT1 BRCT2 BRCT5 BRCT7
TOPBP1 BRCT mutants (K>A)

DAPI
GFP-
MDC1 TOPBP1 Zoom

Max. Int.
projection

Sub-pixel
segmentation/
deconvolution Object

co-localization
(Number/Size)

GFP

TOPBP1

MDC1

ΔMDC1

TOPBP1

ΔM
DC1

U2O
S

+ W
T

+ S
16

8A

+ S
19

6A

+ S
16

8A
/S

19
6A

+ A
QXF

DAPI

W
T

Δ
M

D
C

1
H

2A
X

S1
39

A/
S1

39
A

TOPBP1 γH2AX Merge

no
 IR 3 G

y
0.0

0.5

1.0

(M
D

C
1+

TO
PB

P1
) /

 M
D

C
1

Merge

U
2O

S
 W

T
U

2O
S

 Δ
M

D
C

1
TOPBP1

TOPBP1/RPA Zoom

RPA

Merge

TOPBP1

RPA

Figure S3 (related to Figure 4 and 5).
(A) Immunofluorescence experiment of irradiated (3 Gy) WT U2OS cells and ΔMDC1 cells. Cells were stained with 
TOPBP1 and RPA2 antibodies 3 hr after IR and images were deconvoluted for better assessment of protein co-lo-
calization.
(B) Western blot of extracts derived from ΔMDC1 cell line stably transfected with GFP-tagged MDC1 WT and mu-
tants.
(C) Sub-pixel segmentation/deconvolution by SQUASSH. See Star Methods for details. 
(D) Left: Confocal microscopy of untreated GFP-MDC1-WT expressing U2OS cells, stained with TOPBP1 antibod-
ies. Right: SQUASSH analysis of untreated and IR treated GFP-MDC1 expressing U2OS cells. Each data point 
represents one cell (n=10), bars represent the mean. 
(E) Confocal microscopy of RPE-1 WT, ΔMDC1 and H2AXS139A/S139A cells, arrested in mitosis by nocodazole, 
treated with 0.5 Gy of IR, 1 hr after release from the nocodazole block (100 ng/ml).
(F) Confocal microscopy of 293T cells transfected with GFP-TOPBP1 WT and BRCT mutants BRCT1 (K155A), 
BRCT2 (K250A), BRCT5 (K704A) or BRCT7 (K1317A), arrested with 100 ng/ml nocodazole, 1 hr after treatment 
with 0.5 Gy of IR.
All scale bars represent 10 µm.
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Figure S4 (related to Figure 6)
(A) Statistical evaluation of clonogenic survival analysis of U2OS cells, ΔMDC1 cells and MDC1 comple-
mented cell lines by linear regression. Each engineered cell line was compared to the parental U2OS cell 
line. Note that due to multiple comparisons, α=0.05 should be interpreted as familywise error rate.
(B) Quantification of micronuclei formation in untreated RPE-1 cell lines (bars represent mean ± SD, n=3; 
at least 1000 cells analyzed per condition).
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Figure S5 (related to Figure 7)
(A) Example of metaphase spread derived from U2OS, ΔMDC1 cells and ΔMDC1 cells stably transfected 
with TOPBP1 binding mutants, hybridized with a telomere Cy3-labeled PNA probe and centromere Cy5-la-
beled PNA probe. A dicentric chromosome is highlighted by an arrowhead.
(B) Quantification of the frequency of dicentric chromosomes in metaphase spreads of U2OS cells, 
ΔMDC1 cells and ΔMDC1 cells stably transfected with WT MDC1 and the S196A TOPBP1 binding mutant 
(two independent experiments).
Scale bar represents 10 µm.
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Figure S6 (related to Figure 7 and Discussion).
(A) Maximum intensity projections of Airyscan images of unirradiated U2OS cells expressing 
GFP-TOPBP1. Arrow indicates example of a TOPBP1 filament that does not colocalize with 
condensed chromatin or MDC1.
(B) Western blot of lysates from U2OS cells treated with 40 ng/ml nocodazole and/or 10 Gy
IR as indicated.
(C) GFP-pulldowns from 293FT cells either mock-transfected or transfected with GFP-MDC1 
plasmid, and treated with 40 ng/ml nocodazole and/or 10 Gy IR as indicated.
(D) Graph of flow cytometry analyses demonstrating the effect of the CK2 inhibitor CX-4945 
on the mitotic index of U2OS cells. 
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Figure S7 (related to Discussion).
(A) Confocal microscopy of ΔMDC1 cells and ΔMDC1 cells stably transfected with WT MDC1 and 12A 
mutant, arrested with 100 ng/ml nocodazole, 1 hr after treatment with 0.5 Gy of IR.
(B) Clonogenic survival assay of mitotic U2OS, ΔMDC1 and ΔMDC1 cells stably transfected with GFP-
MDC1 WT and 12A mutant (mean of 3 independent experiments, error bars: ± SD).
(C) Confocal microscopy of irradiated ΔMDC1 U2OS cells expressing GFP-tagged MDC1 WT and 12A 
mutant. Upper panel: interphase cells, 3 hr after 3 Gy; lower panel: cells arrested in mitosis by 100 ng/ml 
nocodazole, 1 hr after 0.5 Gy. Quantification of GFP-MDC1 and TOPBP1 co-localization by SQUASSH 
object number co-localization (bars represent mean; n=10, unpaired t-test, α=0.05).
Scale bars represent 10 µm.
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Protein IDs Protein names
Gene 
names

Fasta 
headers

MDC1, replicate 
1

MDC1, replicate 
2 pMDC1, replicate 1 pMDC1, replicate 2

log pMDC1/MDC1, 
replicate 1

log pMDC1/MDC1, 
replicate 2

# of unique 
peptides

Q13085;Q13085-4;Q13085-2;Q13085-3;Q59FY4;A0A0C4DGT1;A0A087WWN5;A0A087X2F8;A0A087X0W4;A0A087X126;A0A087WYK6;S4R3S7;A0A087WVR6;A0A087WYS8Acetyl-CoA carboxylase 1;Biotin carboxylase ACACA sp|Q13085|ACACA_HUMAN Acetyl-CoA carboxylase 1 OS=Homo sapiens GN=ACACA PE=1 SV=2;sp|Q13085-4|ACACA_HUMAN Isoform 4 of Acetyl-CoA carboxylase 1 OS=Homo sapiens GN=ACACA;sp|Q13085-2|ACACA_HUMAN Isoform 2 of Acetyl-CoA carboxylase 1 OS=Homo sapiens GN=ACACA;1357.8 350.8 299.3 1045.5 -2.2 1.6 88
Q92547;H0Y8I7 DNA topoisomerase 2-binding protein 1 TOPBP1 sp|Q92547|TOPB1_HUMAN DNA topoisomerase 2-binding protein 1 OS=Homo sapiens GN=TOPBP1 PE=1 SV=30.2 0.1 72.3 1172.8 8.4 13.1 48
P35527;CON__P35527;K7EQQ3Keratin, type I cytoskeletal 9 KRT9 sp|P35527|K1C9_HUMAN Keratin, type I cytoskeletal 9 OS=Homo sapiens GN=KRT9 PE=1 SV=3;;tr|K7EQQ3|K7EQQ3_HUMAN Keratin, type I cytoskeletal 9 OS=Homo sapiens GN=KRT9 PE=1 SV=11900.9 5294.7 4583.4 2967.6 1.3 -0.8 42
P04264;CON__P04264;CON__H-INV:HIT000016045;F8VP67Keratin, type II cytoskeletal 1 KRT1 sp|P04264|K2C1_HUMAN Keratin, type II cytoskeletal 1 OS=Homo sapiens GN=KRT1 PE=1 SV=6;3055.0 13788.1 11573.7 5399.7 1.9 -1.4 41
P15924;P15924-3;P15924-2Desmoplakin DSP sp|P15924|DESP_HUMAN Desmoplakin OS=Homo sapiens GN=DSP PE=1 SV=3;sp|P15924-3|DESP_HUMAN Isoform DSPIa of Desmoplakin OS=Homo sapiens GN=DSP;sp|P15924-2|DESP_HUMAN Isoform DPII of Desmoplakin OS=Homo sapiens GN=DSP1.8 55.7 36.7 13.9 4.3 -2.0 39
Q96RQ3;E9PHF7;F5GYT8;E9PG35;G5E9X5;F8WDI3Methylcrotonoyl-CoA carboxylase subunit alpha, mitochondrialMCCC1 sp|Q96RQ3|MCCA_HUMAN Methylcrotonoyl-CoA carboxylase subunit alpha, mitochondrial OS=Homo sapiens GN=MCCC1 PE=1 SV=3;tr|E9PHF7|E9PHF7_HUMAN Methylcrotonoyl-CoA carboxylase subunit alpha, mitochondrial OS=Homo sapiens GN=MCCC1 PE=1 SV=1;tr|F5GYT8|F5GYT8_HUM274.9 44.0 42.5 134.0 -2.7 1.6 23
O00763;O00763-3;O00763-2;F8W8T8;H0YGH5;A0A087WUA1;F5H5C3Acetyl-CoA carboxylase 2;Biotin carboxylase ACACB sp|O00763|ACACB_HUMAN Acetyl-CoA carboxylase 2 OS=Homo sapiens GN=ACACB PE=1 SV=3;sp|O00763-3|ACACB_HUMAN Isoform 3 of Acetyl-CoA carboxylase 2 OS=Homo sapiens GN=ACACB;sp|O00763-2|ACACB_HUMAN Isoform 2 of Acetyl-CoA carboxylase 2 OS=Homo sapiens GN=ACACB19.7 3.1 2.8 12.1 -2.8 2.0 19
Q00839-2;Q00839;Q5RI18Heterogeneous nuclear ribonucleoprotein U HNRNPU sp|Q00839-2|HNRPU_HUMAN Isoform Short of Heterogeneous nuclear ribonucleoprotein U OS=Homo sapiens GN=HNRNPU;sp|Q00839|HNRPU_HUMAN Heterogeneous nuclear ribonucleoprotein U OS=Homo sapiens GN=HNRNPU PE=1 SV=6124.1 11.8 29.9 135.6 -2.1 3.5 17
Q02413;Q02413-2 Desmoglein-1 DSG1 sp|Q02413|DSG1_HUMAN Desmoglein-1 OS=Homo sapiens GN=DSG1 PE=1 SV=21.8 39.9 30.7 8.4 4.1 -2.3 17
P12883;P13533;P12882;P11055;P13535;Q9Y623;Q9UKX3;A0A087X0T3;Q9UKX2-2;Q9H6N6;A7E2Y1Myosin-7;Myosin-6 MYH7;MYH6sp|P12883|MYH7_HUMAN Myosin-7 OS=Homo sapiens GN=MYH7 PE=1 SV=5;sp|P13533|MYH6_HUMAN Myosin-6 OS=Homo sapiens GN=MYH6 PE=1 SV=526.9 1.2 0.9 24.6 -4.9 4.3 16
P11498;E9PS68;P11498-2;E9PRE7Pyruvate carboxylase, mitochondrial PC sp|P11498|PYC_HUMAN Pyruvate carboxylase, mitochondrial OS=Homo sapiens GN=PC PE=1 SV=221.2 3.5 2.8 11.5 -2.9 1.7 15
A0A0C4DG89;Q7L014;D6RJA6;H0Y9U3Probable ATP-dependent RNA helicase DDX46 DDX46 tr|A0A0C4DG89|A0A0C4DG89_HUMAN Probable ATP-dependent RNA helicase DDX46 OS=Homo sapiens GN=DDX46 PE=1 SV=1;sp|Q7L014|DDX46_HUMAN Probable ATP-dependent RNA helicase DDX46 OS=Homo sapiens GN=DDX46 PE=1 SV=260.1 0.0 2.3 31.8 -4.7 #DIV/0! 14
P14923;C9JTX4;C9J826;C9JK18;C9JKY1Junction plakoglobin JUP sp|P14923|PLAK_HUMAN Junction plakoglobin OS=Homo sapiens GN=JUP PE=1 SV=32.3 18.5 20.3 2.0 3.2 -3.2 13
P04406;P04406-2;E7EUT5Glyceraldehyde-3-phosphate dehydrogenase GAPDH sp|P04406|G3P_HUMAN Glyceraldehyde-3-phosphate dehydrogenase OS=Homo sapiens GN=GAPDH PE=1 SV=3;sp|P04406-2|G3P_HUMAN Isoform 2 of Glyceraldehyde-3-phosphate dehydrogenase OS=Homo sapiens GN=GAPDH;tr|E7EUT5|E7EUT5_HUMAN Glyceraldehyde-3-phosphate dehydroge5.3 2.1 8.5 5.8 0.7 1.5 11
P07355;P07355-2;H0YMD0;H0YMU9;H0YN42;A6NMY6;H0YKS4;H0YNP5;H0YM50;H0YMM1;H0YKZ7;H0YLV6;H0YMT9;H0YKX9;H0YN28;H0YL33;H0YMW4;H0YNA0;H0YKL9;H0YN52;H0YMD9;H0YKV8;H0YNB8;H0YKN4;H0YLE2Annexin A2;Annexin;Putative annexin A2-like protein ANXA2;ANXA2P2sp|P07355|ANXA2_HUMAN Annexin A2 OS=Homo sapiens GN=ANXA2 PE=1 SV=2;sp|P07355-2|ANXA2_HUMAN Isoform 2 of Annexin A2 OS=Homo sapiens GN=ANXA2;tr|H0YMD0|H0YMD0_HUMAN Annexin (Fragment) OS=Homo sapiens GN=ANXA2 PE=1 SV=1;tr|H0YMU9|H0YMU9_HUMAN Annexin OS=Homo1.3 14.2 6.4 6.2 2.3 -1.2 11
Q08188 Protein-glutamine gamma-glutamyltransferase E;Protein-glutamine gamma-glutamyltransferase E 50 kDa catalytic chain;Protein-glutamine gamma-glutamyltransferase E 27 kDa non-catalytic chainTGM3 sp|Q08188|TGM3_HUMAN Protein-glutamine gamma-glutamyltransferase E OS=Homo sapiens GN=TGM3 PE=1 SV=41.1 5.8 15.7 3.7 3.9 -0.6 10
Q5JP53;P07437;Q5ST81;P68371;P04350;Q9BVA1;Q13885;A0A0B4J269;Q13509-2;Q13509;K7ESM5;A0A075B736;Q5SQY0;Q3ZCM7;A6NNZ2;Q9BUF5;G3V2A3;CON__ENSEMBL:ENSBTAP00000025008;Q9H4B7;M0R1I1;M0QY85;M0R042;M0R2D3;M0QZL7;M0QYM7;M0R278Tubulin beta chain;Tubulin beta-4B chain;Tubulin beta-4A chain;Tubulin beta-2B chain;Tubulin beta-2A chain;Tubulin beta-3 chainTUBB;TUBB4B;TUBB4A;TUBB2B;TUBB2A;TUBB3tr|Q5JP53|Q5JP53_HUMAN Tubulin beta chain OS=Homo sapiens GN=TUBB PE=1 SV=1;sp|P07437|TBB5_HUMAN Tubulin beta chain OS=Homo sapiens GN=TUBB PE=1 SV=2;tr|Q5ST81|Q5ST81_HUMAN Tubulin beta chain OS=Homo sapiens GN=TUBB PE=1 SV=1;sp|P68371|TBB4B_HUMAN Tubulin 20.2 3.7 10.3 19.2 -1.0 2.4 10
Q9HCC0;Q9HCC0-2;D6RD67;D6RDF7;A0A0G2JM88;D6R9R1Methylcrotonoyl-CoA carboxylase beta chain, mitochondrialMCCC2 sp|Q9HCC0|MCCB_HUMAN Methylcrotonoyl-CoA carboxylase beta chain, mitochondrial OS=Homo sapiens GN=MCCC2 PE=1 SV=1;sp|Q9HCC0-2|MCCB_HUMAN Isoform 2 of Methylcrotonoyl-CoA carboxylase beta chain, mitochondrial OS=Homo sapiens GN=MCCC2;tr|D6RD67|D6RD67_HUMAN 21.5 1.6 1.8 8.5 -3.6 2.4 10
A0A0J9YYL3;A0A0J9YXJ8;A0A0J9YVP6;A0A0J9YXX5;Q9UHX1-4;Q9UHX1-6;Q9UHX1-3;Q9UHX1-5;Q9UHX1-2;Q9UHX1;A0A0J9YVR6;E9PQ56;A0A0J9YWM1;H0YEM1;H0YCP8;E9PN18;E9PL19;E9PMU7Poly(U)-binding-splicing factor PUF60 PUF60 tr|A0A0J9YYL3|A0A0J9YYL3_HUMAN Poly(U)-binding-splicing factor PUF60 (Fragment) OS=Homo sapiens GN=PUF60 PE=1 SV=1;tr|A0A0J9YXJ8|A0A0J9YXJ8_HUMAN Poly(U)-binding-splicing factor PUF60 (Fragment) OS=Homo sapiens GN=PUF60 PE=1 SV=1;tr|A0A0J9YVP6|A0A0J9YVP6_H9.1 2.6 3.1 12.0 -1.6 2.2 9
F5H5D3;Q9BQE3;P68363;P68363-2;Q71U36-2;Q71U36;F8VVB9;Q13748;F8VRZ4;F8VS66;F8VQQ4;C9J2C0;Q9NY65-2;P68366-2;P68366;Q9NY65;F8VX09;F8VWV9;Q13748-2;Q6PEY2;C9K0S6;F8VRK0;C9JDL2;C9JEV8;C9JQ00;C9JJQ8;A6NHL2-2;A6NHL2;F8VXZ7;C9JDS9;F8W0F6;V9GZ17;Q9H853Tubulin alpha-1C chain;Tubulin alpha-1B chain;Tubulin alpha-1A chain;Tubulin alpha-3C/D chain;Tubulin alpha-8 chain;Tubulin alpha-4A chainTUBA1C;TUBA1B;TUBA1A;TUBA3C;TUBA8;TUBA4Atr|F5H5D3|F5H5D3_HUMAN Tubulin alpha chain OS=Homo sapiens GN=TUBA1C PE=1 SV=1;sp|Q9BQE3|TBA1C_HUMAN Tubulin alpha-1C chain OS=Homo sapiens GN=TUBA1C PE=1 SV=1;sp|P68363|TBA1B_HUMAN Tubulin alpha-1B chain OS=Homo sapiens GN=TUBA1B PE=1 SV=1;sp|P68363-2|TBA8.7 8.1 6.3 10.1 -0.5 0.3 9
P11142;E9PKE3;P11142-2;E9PNE6;E9PN89;A8K7Q2;P54652;E9PI65;E9PQQ4;E9PQK7;E9PK54;E9PLF4;E9PS65;E9PN25;E9PPY6;E9PM13Heat shock cognate 71 kDa protein HSPA8 sp|P11142|HSP7C_HUMAN Heat shock cognate 71 kDa protein OS=Homo sapiens GN=HSPA8 PE=1 SV=1;tr|E9PKE3|E9PKE3_HUMAN Heat shock cognate 71 kDa protein OS=Homo sapiens GN=HSPA8 PE=1 SV=1;sp|P11142-2|HSP7C_HUMAN Isoform 2 of Heat shock cognate 71 kDa protein OS8.0 4.0 5.3 10.7 -0.6 1.4 9
P22735;P22735-2;H0YMQ8;H0YN27Protein-glutamine gamma-glutamyltransferase K TGM1 sp|P22735|TGM1_HUMAN Protein-glutamine gamma-glutamyltransferase K OS=Homo sapiens GN=TGM1 PE=1 SV=40.0 12.8 4.0 0.0 #DIV/0! #NUM! 9
P29508;P29508-2;H0Y5H9;P48594;C9JZ65Serpin B3;Serpin B4 SERPINB3;SERPINB4sp|P29508|SPB3_HUMAN Serpin B3 OS=Homo sapiens GN=SERPINB3 PE=1 SV=2;sp|P29508-2|SPB3_HUMAN Isoform 2 of Serpin B3 OS=Homo sapiens GN=SERPINB3;tr|H0Y5H9|H0Y5H9_HUMAN Serpin B4 (Fragment) OS=Homo sapiens GN=SERPINB4 PE=1 SV=1;sp|P48594|SPB4_HUMAN Serpin B4 0.0 2.1 1.9 0.0 #DIV/0! #NUM! 9
Q13867;K7ESE8;J3KSD8;K7ES02;J3KS79;K7ENH5Bleomycin hydrolase BLMH sp|Q13867|BLMH_HUMAN Bleomycin hydrolase OS=Homo sapiens GN=BLMH PE=1 SV=1;tr|K7ESE8|K7ESE8_HUMAN Bleomycin hydrolase (Fragment) OS=Homo sapiens GN=BLMH PE=1 SV=1;tr|J3KSD8|J3KSD8_HUMAN Bleomycin hydrolase (Fragment) OS=Homo sapiens GN=BLMH PE=1 SV=8;tr|K70.3 5.5 10.1 2.8 5.3 -1.0 9
Q5VTE0;P68104;A0A087WVQ9;P68104-2;Q05639;A0A087WV01;A6PW80;Q5JR01Putative elongation factor 1-alpha-like 3;Elongation factor 1-alpha 1;Elongation factor 1-alpha 2;Elongation factor 1-alphaEEF1A1P5;EEF1A1;EEF1A2sp|Q5VTE0|EF1A3_HUMAN Putative elongation factor 1-alpha-like 3 OS=Homo sapiens GN=EEF1A1P5 PE=5 SV=1;sp|P68104|EF1A1_HUMAN Elongation factor 1-alpha 1 OS=Homo sapiens GN=EEF1A1 PE=1 SV=1;tr|A0A087WVQ9|A0A087WVQ9_HUMAN Elongation factor 1-alpha 1 OS=Homo s44.4 19.4 32.3 71.6 -0.5 1.9 9
F6VRR5;Q9BY77;F8WCX5;Q9BY77-2;Q8WUT1;Q6R954;F8WEE2Polymerase delta-interacting protein 3 POLDIP3 tr|F6VRR5|F6VRR5_HUMAN Polymerase delta-interacting protein 3 OS=Homo sapiens GN=POLDIP3 PE=1 SV=1;sp|Q9BY77|PDIP3_HUMAN Polymerase delta-interacting protein 3 OS=Homo sapiens GN=POLDIP3 PE=1 SV=2;tr|F8WCX5|F8WCX5_HUMAN Polymerase delta-interacting protein10.3 3.5 3.1 13.2 -1.7 1.9 8
H0YH81;P06576;F8W079;F8W0P7;H0YI37ATP synthase subunit beta;ATP synthase subunit beta, mitochondrialATP5B tr|H0YH81|H0YH81_HUMAN ATP synthase subunit beta (Fragment) OS=Homo sapiens GN=ATP5B PE=1 SV=1;sp|P06576|ATPB_HUMAN ATP synthase subunit beta, mitochondrial OS=Homo sapiens GN=ATP5B PE=1 SV=3;tr|F8W079|F8W079_HUMAN ATP synthase subunit beta, mitochondrial 0.0 14.7 7.8 0.0 #DIV/0! #NUM! 8
P04083;Q5T3N1;Q5T3N0Annexin A1;Annexin ANXA1 sp|P04083|ANXA1_HUMAN Annexin A1 OS=Homo sapiens GN=ANXA1 PE=1 SV=2;tr|Q5T3N1|Q5T3N1_HUMAN Annexin (Fragment) OS=Homo sapiens GN=ANXA1 PE=1 SV=10.0 0.2 0.1 0.2 #DIV/0! 0.5 8
P25311;C9JEV0;H7BZJ8Zinc-alpha-2-glycoprotein AZGP1 sp|P25311|ZA2G_HUMAN Zinc-alpha-2-glycoprotein OS=Homo sapiens GN=AZGP1 PE=1 SV=2;tr|C9JEV0|C9JEV0_HUMAN Zinc-alpha-2-glycoprotein OS=Homo sapiens GN=AZGP1 PE=1 SV=1259.3 835.1 1251.8 2272.4 2.3 1.4 8
P38646;D6RJI2;H0Y8S0;H0YBG6Stress-70 protein, mitochondrial HSPA9 sp|P38646|GRP75_HUMAN Stress-70 protein, mitochondrial OS=Homo sapiens GN=HSPA9 PE=1 SV=212.9 1.4 3.7 15.2 -1.8 3.4 8
Q08554-2;Q08554 Desmocollin-1 DSC1 sp|Q08554-2|DSC1_HUMAN Isoform 1B of Desmocollin-1 OS=Homo sapiens GN=DSC1;sp|Q08554|DSC1_HUMAN Desmocollin-1 OS=Homo sapiens GN=DSC1 PE=1 SV=26.1 61.8 37.8 18.1 2.6 -1.8 8
Q86V81;E9PB61 THO complex subunit 4 ALYREF sp|Q86V81|THOC4_HUMAN THO complex subunit 4 OS=Homo sapiens GN=ALYREF PE=1 SV=3;tr|E9PB61|E9PB61_HUMAN THO complex subunit 4 OS=Homo sapiens GN=ALYREF PE=1 SV=193.7 26.1 32.5 79.6 -1.5 1.6 8
P04040 Catalase CAT sp|P04040|CATA_HUMAN Catalase OS=Homo sapiens GN=CAT PE=1 SV=30.0 16.2 5.6 2.4 #DIV/0! -2.8 7
P05089;P05089-2;P05089-3Arginase-1 ARG1 sp|P05089|ARGI1_HUMAN Arginase-1 OS=Homo sapiens GN=ARG1 PE=1 SV=2;sp|P05089-2|ARGI1_HUMAN Isoform 2 of Arginase-1 OS=Homo sapiens GN=ARG1;sp|P05089-3|ARGI1_HUMAN Isoform 3 of Arginase-1 OS=Homo sapiens GN=ARG11.9 7.8 6.7 12.7 1.8 0.7 7
P31944 Caspase-14;Caspase-14 subunit p17, mature form;Caspase-14 subunit p10, mature form;Caspase-14 subunit p20, intermediate form;Caspase-14 subunit p8, intermediate formCASP14 sp|P31944|CASPE_HUMAN Caspase-14 OS=Homo sapiens GN=CASP14 PE=1 SV=20.9 8.1 2.4 5.0 1.3 -0.7 7
Q8TA86;C9J6V2 Retinitis pigmentosa 9 protein RP9 sp|Q8TA86|RP9_HUMAN Retinitis pigmentosa 9 protein OS=Homo sapiens GN=RP9 PE=1 SV=224.8 0.5 0.0 8.8 #NUM! 4.2 7
Q96P63;Q96P63-2 Serpin B12 SERPINB12 sp|Q96P63|SPB12_HUMAN Serpin B12 OS=Homo sapiens GN=SERPINB12 PE=1 SV=1;sp|Q96P63-2|SPB12_HUMAN Isoform 2 of Serpin B12 OS=Homo sapiens GN=SERPINB120.0 10.6 11.0 0.0 #DIV/0! #NUM! 7
H0Y4X3;Q14498-3;Q14498-2;Q14498;A0A0U1RQH7;G3XAC6;A0A0U1RQW2;G3V546;G3V5Z6;Q5QP22;H0YJJ3;Q5QP23;G3XAP0;Q86U06-3;Q86U06-4;Q86U06-5;Q86U06-2;Q86U06RNA-binding protein 39 RBM39 tr|H0Y4X3|H0Y4X3_HUMAN RNA-binding protein 39 (Fragment) OS=Homo sapiens GN=RBM39 PE=1 SV=8;sp|Q14498-3|RBM39_HUMAN Isoform 3 of RNA-binding protein 39 OS=Homo sapiens GN=RBM39;sp|Q14498-2|RBM39_HUMAN Isoform 2 of RNA-binding protein 39 OS=Homo sapiens GN=14.9 0.1 0.0 4.6 #NUM! 5.4 6
P01040;C9J0E4 Cystatin-A;Cystatin-A, N-terminally processed CSTA sp|P01040|CYTA_HUMAN Cystatin-A OS=Homo sapiens GN=CSTA PE=1 SV=1;tr|C9J0E4|C9J0E4_HUMAN Cystatin-A OS=Homo sapiens GN=CSTA PE=1 SV=16.0 8.2 8.4 12.9 0.5 0.7 6
P02452 Collagen alpha-1(I) chain COL1A1 sp|P02452|CO1A1_HUMAN Collagen alpha-1(I) chain OS=Homo sapiens GN=COL1A1 PE=1 SV=511.8 0.4 247.9 0.2 4.4 -1.2 6
P06702 Protein S100-A9 S100A9 sp|P06702|S10A9_HUMAN Protein S100-A9 OS=Homo sapiens GN=S100A9 PE=1 SV=10.0 18.1 16.5 5.6 #DIV/0! -1.7 6
P06733;P06733-2;K7EM90;F5H0C8;P13929-3;P09104-2;P13929-2;P13929;P09104;F5H1C3;E5RI09;E5RG95;K7EPM1;K7EKN2;E5RGZ4Alpha-enolase;Enolase ENO1 sp|P06733|ENOA_HUMAN Alpha-enolase OS=Homo sapiens GN=ENO1 PE=1 SV=2;sp|P06733-2|ENOA_HUMAN Isoform MBP-1 of Alpha-enolase OS=Homo sapiens GN=ENO1;tr|K7EM90|K7EM90_HUMAN Alpha-enolase (Fragment) OS=Homo sapiens GN=ENO1 PE=1 SV=11.7 7.9 1.8 0.0 0.1 #NUM! 6
P25705-3;P25705;K7ERX7;P25705-2;K7EK77;K7EQH4;K7EJP1;K7ESA0;K7ENJ4ATP synthase subunit alpha, mitochondrial ATP5A1 sp|P25705-3|ATPA_HUMAN Isoform 3 of ATP synthase subunit alpha, mitochondrial OS=Homo sapiens GN=ATP5A1;sp|P25705|ATPA_HUMAN ATP synthase subunit alpha, mitochondrial OS=Homo sapiens GN=ATP5A1 PE=1 SV=1;tr|K7ERX7|K7ERX7_HUMAN ATP synthase subunit alpha, mi0.0 6.4 4.4 0.0 #DIV/0! #NUM! 6
A0A087WTA8;P08123 Collagen alpha-2(I) chain COL1A2 tr|A0A087WTA8|A0A087WTA8_HUMAN Collagen alpha-2(I) chain OS=Homo sapiens GN=COL1A2 PE=1 SV=1;sp|P08123|CO1A2_HUMAN Collagen alpha-2(I) chain OS=Homo sapiens GN=COL1A2 PE=1 SV=70.0 0.1 269.8 0.0 #DIV/0! -2.0 5
A0A0C4DGB6;CON__P02768-1;P02768;H0YA55;D6RHD5;B7WNR0;C9JKR2;P02768-2;A0A087WWT3;P02768-3;H7C013Serum albumin ALB tr|A0A0C4DGB6|A0A0C4DGB6_HUMAN Serum albumin OS=Homo sapiens GN=ALB PE=1 SV=1;;sp|P02768|ALBU_HUMAN Serum albumin OS=Homo sapiens GN=ALB PE=1 SV=2;tr|H0YA55|H0YA55_HUMAN Serum albumin (Fragment) OS=Homo sapiens GN=ALB PE=1 SV=1;tr|D6RHD5|D6RHD5_HUMAN Serum0.8 1.7 0.5 1.2 -0.8 -0.5 5
H0Y449;P67809;C9J5V9Nuclease-sensitive element-binding protein 1 YBX1 tr|H0Y449|H0Y449_HUMAN Nuclease-sensitive element-binding protein 1 (Fragment) OS=Homo sapiens GN=YBX1 PE=1 SV=1;sp|P67809|YBOX1_HUMAN Nuclease-sensitive element-binding protein 1 OS=Homo sapiens GN=YBX1 PE=1 SV=3;tr|C9J5V9|C9J5V9_HUMAN Nuclease-sensitive 3.7 1.0 1.3 5.2 -1.5 2.4 5
J3KPP4;O95232;D6RDI2;D6RHH0;U3KQT3;H0YBV7;H0YAR4Luc7-like protein 3 LUC7L3 tr|J3KPP4|J3KPP4_HUMAN Cisplatin resistance-associated overexpressed protein, isoform CRA_b OS=Homo sapiens GN=LUC7L3 PE=1 SV=1;sp|O95232|LC7L3_HUMAN Luc7-like protein 3 OS=Homo sapiens GN=LUC7L3 PE=1 SV=2;tr|D6RDI2|D6RDI2_HUMAN Luc7-like protein 3 (Fragme12.8 0.0 0.0 9.8 #NUM! #DIV/0! 5
K7ENG2;P26368-2;P26368Splicing factor U2AF 65 kDa subunit U2AF2 tr|K7ENG2|K7ENG2_HUMAN Splicing factor U2AF 65 kDa subunit OS=Homo sapiens GN=U2AF2 PE=1 SV=1;sp|P26368-2|U2AF2_HUMAN Isoform 2 of Splicing factor U2AF 65 kDa subunit OS=Homo sapiens GN=U2AF2;sp|P26368|U2AF2_HUMAN Splicing factor U2AF 65 kDa subunit OS=Hom6.0 0.4 0.3 10.8 -4.2 4.7 5
P04745;Q5T085;P19961-2;P19961;P04746;P04746-2;CON__Q3MHH8;C9JWK7;C9J2Z5;Q5T084;H7BZQ8Alpha-amylase 1;Alpha-amylase;Alpha-amylase 2B;Pancreatic alpha-amylaseAMY1A;AMY1B;AMY2B;AMY2Asp|P04745|AMY1_HUMAN Alpha-amylase 1 OS=Homo sapiens GN=AMY1A PE=1 SV=2;tr|Q5T085|Q5T085_HUMAN Alpha-amylase 1 (Fragment) OS=Homo sapiens GN=AMY1B PE=1 SV=1;sp|P19961-2|AMY2B_HUMAN Isoform 2 of Alpha-amylase 2B OS=Homo sapiens GN=AMY2B;sp|P19961|AMY2B_HUMA0.0 0.1 0.0 0.3 #DIV/0! 1.5 5
P06732 Creatine kinase M-type;Creatine kinase M-type, N-terminally processedCKM sp|P06732|KCRM_HUMAN Creatine kinase M-type OS=Homo sapiens GN=CKM PE=1 SV=23.0 3.1 0.0 18.1 #NUM! 2.6 5
P22626-2;P22626;A0A087WUI2Heterogeneous nuclear ribonucleoproteins A2/B1 HNRNPA2B1sp|P22626-2|ROA2_HUMAN Isoform A2 of Heterogeneous nuclear ribonucleoproteins A2/B1 OS=Homo sapiens GN=HNRNPA2B1;sp|P22626|ROA2_HUMAN Heterogeneous nuclear ribonucleoproteins A2/B1 OS=Homo sapiens GN=HNRNPA2B1 PE=1 SV=2;tr|A0A087WUI2|A0A087WUI2_HUMAN Heter2.0 0.8 0.6 0.0 -1.8 #NUM! 5
P26196;Q8IV96 Probable ATP-dependent RNA helicase DDX6 DDX6 sp|P26196|DDX6_HUMAN Probable ATP-dependent RNA helicase DDX6 OS=Homo sapiens GN=DDX6 PE=1 SV=27.3 0.0 0.0 4.5 #NUM! #DIV/0! 5
P42357-2;P42357;P42357-3;F8W0V1;F8VNX0Histidine ammonia-lyase HAL sp|P42357-2|HUTH_HUMAN Isoform 2 of Histidine ammonia-lyase OS=Homo sapiens GN=HAL;sp|P42357|HUTH_HUMAN Histidine ammonia-lyase OS=Homo sapiens GN=HAL PE=1 SV=1;sp|P42357-3|HUTH_HUMAN Isoform 3 of Histidine ammonia-lyase OS=Homo sapiens GN=HAL0.0 7.6 4.8 1.0 #DIV/0! -2.9 5
P53999;D6RC37;D6R970Activated RNA polymerase II transcriptional coactivator p15SUB1 sp|P53999|TCP4_HUMAN Activated RNA polymerase II transcriptional coactivator p15 OS=Homo sapiens GN=SUB1 PE=1 SV=36.1 2.4 4.1 6.5 -0.6 1.5 5
Q6UWP8;K7ESC4;Q6UWP8-2Suprabasin SBSN sp|Q6UWP8|SBSN_HUMAN Suprabasin OS=Homo sapiens GN=SBSN PE=1 SV=21.4 7.2 7.9 6.9 2.5 -0.1 5
Q96EI5;Q96EI5-2;A2RQR6;D6RCE9;D6RD44;J3KQY4;D6RHZ1;D6RIH3;Q9H3H9Transcription elongation factor A protein-like 4 TCEAL4 sp|Q96EI5|TCAL4_HUMAN Transcription elongation factor A protein-like 4 OS=Homo sapiens GN=TCEAL4 PE=1 SV=2;sp|Q96EI5-2|TCAL4_HUMAN Isoform 2 of Transcription elongation factor A protein-like 4 OS=Homo sapiens GN=TCEAL4;tr|A2RQR6|A2RQR6_HUMAN Transcription 5.5 2.5 1.5 6.1 -1.9 1.3 5
E7ET15;O15042-2;O15042;H7C4V2;O15042-3;C9J5L1;E7EW00;H0Y8D9U2 snRNP-associated SURP motif-containing protein U2SURP tr|E7ET15|E7ET15_HUMAN U2 snRNP-associated SURP motif-containing protein OS=Homo sapiens GN=U2SURP PE=1 SV=1;sp|O15042-2|SR140_HUMAN Isoform 2 of U2 snRNP-associated SURP motif-containing protein OS=Homo sapiens GN=U2SURP;sp|O15042|SR140_HUMAN U2 snRNP-ass6.0 0.7 0.0 7.1 #NUM! 3.3 4
H3BPS8;H3BQN4;J3KPS3;P04075;P04075-2;H3BUH7;H3BR04;H3BU78;H3BMQ8Fructose-bisphosphate aldolase;Fructose-bisphosphate aldolase AALDOA tr|H3BPS8|H3BPS8_HUMAN Fructose-bisphosphate aldolase A (Fragment) OS=Homo sapiens GN=ALDOA PE=1 SV=1;tr|H3BQN4|H3BQN4_HUMAN Fructose-bisphosphate aldolase OS=Homo sapiens GN=ALDOA PE=1 SV=1;tr|J3KPS3|J3KPS3_HUMAN Fructose-bisphosphate aldolase OS=Homo sap1.1 1.3 1.1 2.3 -0.1 0.8 4
H7C469;A0A1B0GW44;A0A1B0GV23;A0A1B0GVD5;A0A1B0GWE8;A0A1B0GU92;A0A1B0GU03;P07339;F8WD96;C9JH19;A0A1B0GVP3;F8W787;H7C1V0Cathepsin D;Cathepsin D light chain;Cathepsin D heavy chainCTSD tr|H7C469|H7C469_HUMAN Uncharacterized protein (Fragment) OS=Homo sapiens PE=1 SV=7;tr|A0A1B0GW44|A0A1B0GW44_HUMAN Cathepsin D OS=Homo sapiens GN=CTSD PE=1 SV=1;tr|A0A1B0GV23|A0A1B0GV23_HUMAN Cathepsin D OS=Homo sapiens GN=CTSD PE=1 SV=1;tr|A0A1B0GVD5|A0A10.0 1.3 1.7 1.5 #DIV/0! 0.2 4
O43809;H3BV41;H3BND3Cleavage and polyadenylation specificity factor subunit 5NUDT21 sp|O43809|CPSF5_HUMAN Cleavage and polyadenylation specificity factor subunit 5 OS=Homo sapiens GN=NUDT21 PE=1 SV=1;tr|H3BV41|H3BV41_HUMAN Cleavage and polyadenylation-specificity factor subunit 5 (Fragment) OS=Homo sapiens GN=NUDT21 PE=1 SV=1;tr|H3BND3|H31.9 2.3 0.0 3.9 #NUM! 0.7 4
P08238;P07900;P07900-2;Q14568;Q58FF8Heat shock protein HSP 90-beta;Heat shock protein HSP 90-alpha;Heat shock protein HSP 90-alpha A2;Putative heat shock protein HSP 90-beta 2HSP90AB1;HSP90AA1;HSP90AA2P;HSP90AB2Psp|P08238|HS90B_HUMAN Heat shock protein HSP 90-beta OS=Homo sapiens GN=HSP90AB1 PE=1 SV=4;sp|P07900|HS90A_HUMAN Heat shock protein HSP 90-alpha OS=Homo sapiens GN=HSP90AA1 PE=1 SV=5;sp|P07900-2|HS90A_HUMAN Isoform 2 of Heat shock protein HSP 90-alpha OS=H0.0 1.9 3.7 0.0 #DIV/0! #NUM! 4
P10599;P10599-2 Thioredoxin TXN sp|P10599|THIO_HUMAN Thioredoxin OS=Homo sapiens GN=TXN PE=1 SV=3;sp|P10599-2|THIO_HUMAN Isoform 2 of Thioredoxin OS=Homo sapiens GN=TXN0.6 2.5 2.5 0.8 2.1 -1.7 4
P10809;C9JL25;E7EXB4;E7ESH4;P10809-260 kDa heat shock protein, mitochondrial HSPD1 sp|P10809|CH60_HUMAN 60 kDa heat shock protein, mitochondrial OS=Homo sapiens GN=HSPD1 PE=1 SV=20.5 0.7 1.0 0.4 0.9 -0.8 4
P62314;J3QLI9;J3QLR7Small nuclear ribonucleoprotein Sm D1 SNRPD1 sp|P62314|SMD1_HUMAN Small nuclear ribonucleoprotein Sm D1 OS=Homo sapiens GN=SNRPD1 PE=1 SV=1;tr|J3QLI9|J3QLI9_HUMAN Small nuclear ribonucleoprotein Sm D1 OS=Homo sapiens GN=SNRPD1 PE=1 SV=13.9 1.2 1.7 5.1 -1.2 2.1 4
Q9Y383;Q96HJ9-2;A0A0A6YYJ8;Q9Y383-3;Q9Y383-2;V9GZ75;F8WEU3Putative RNA-binding protein Luc7-like 2 LUC7L2 sp|Q9Y383|LC7L2_HUMAN Putative RNA-binding protein Luc7-like 2 OS=Homo sapiens GN=LUC7L2 PE=1 SV=2;sp|Q96HJ9-2|CG055_HUMAN Isoform 2 of UPF0562 protein C7orf55 OS=Homo sapiens GN=C7orf55;tr|A0A0A6YYJ8|A0A0A6YYJ8_HUMAN Putative RNA-binding protein Luc7-like29.7 0.2 0.7 45.6 -5.5 7.5 4
A0A0C4DGN4;Q96DA0;I3L1H9;I3L3X0Zymogen granule protein 16 homolog B ZG16B tr|A0A0C4DGN4|A0A0C4DGN4_HUMAN Zymogen granule protein 16 homolog B OS=Homo sapiens GN=ZG16B PE=1 SV=1;sp|Q96DA0|ZG16B_HUMAN Zymogen granule protein 16 homolog B OS=Homo sapiens GN=ZG16B PE=1 SV=30.0 0.7 1.0 1.1 #DIV/0! 0.7 3
A0A0U1RR32;A0A0U1RRH7;Q99878;Q96KK5;Q9BTM1;Q93077;Q7L7L0;P20671;P0C0S8;P04908;H0YFX9;Q16777;Q6FI13;Q8IUE6;P16104;Q9BTM1-2;C9J0D1;Q71UI9-5;Q71UI9-2;Q71UI9;P0C0S5;Q96QV6Histone H2A type 1-J;Histone H2A type 1-H;Histone H2A.J;Histone H2A type 1-C;Histone H2A type 3;Histone H2A type 1-D;Histone H2A type 1;Histone H2A type 1-B/E;Histone H2A;Histone H2A type 2-C;Histone H2A type 2-A;Histone H2A type 2-B;Histone H2AXHIST1H2AJ;HIST1H2AH;H2AFJ;HIST1H2AC;HIST3H2A;HIST1H2AD;HIST1H2AG;HIST1H2AB;HIST2H2AC;HIST2H2AA3;HIST2H2AB;H2AFXtr|A0A0U1RR32|A0A0U1RR32_HUMAN Histone H2A OS=Homo sapiens GN=hCG_2039566 PE=3 SV=1;tr|A0A0U1RRH7|A0A0U1RRH7_HUMAN Histone H2A OS=Homo sapiens PE=3 SV=1;sp|Q99878|H2A1J_HUMAN Histone H2A type 1-J OS=Homo sapiens GN=HIST1H2AJ PE=1 SV=3;sp|Q96KK5|H2A1H_HUMAN1.3 1.3 1.5 3.1 0.2 1.3 3
B8ZZQ6;P06454-2;P06454;B8ZZA1;B8ZZW7;H7C2N1Prothymosin alpha;Prothymosin alpha, N-terminally processed;Thymosin alpha-1PTMA tr|B8ZZQ6|B8ZZQ6_HUMAN Prothymosin alpha OS=Homo sapiens GN=PTMA PE=1 SV=1;sp|P06454-2|PTMA_HUMAN Isoform 2 of Prothymosin alpha OS=Homo sapiens GN=PTMA;sp|P06454|PTMA_HUMAN Prothymosin alpha OS=Homo sapiens GN=PTMA PE=1 SV=2;tr|B8ZZA1|B8ZZA1_HUMAN Prothym0.0 1.0 0.0 0.0 #DIV/0! #NUM! 3
F5GYV5;H7BZV4;A0A0C4DG62;F8WCT1;Q66PJ3-7;Q66PJ3-4;Q66PJ3-3;Q66PJ3-2;Q66PJ3;F5H7X4;F8WEP2;A0A0C4DH18;Q66PJ3-5ADP-ribosylation factor-like protein 6-interacting protein 4ARL6IP4 tr|F5GYV5|F5GYV5_HUMAN ADP-ribosylation factor-like protein 6-interacting protein 4 (Fragment) OS=Homo sapiens GN=ARL6IP4 PE=1 SV=1;tr|H7BZV4|H7BZV4_HUMAN ADP-ribosylation factor-like protein 6-interacting protein 4 (Fragment) OS=Homo sapiens GN=ARL6IP4 PE5.6 0.0 0.0 6.6 #NUM! #DIV/0! 3
F8WE65;C9J5S7;P62937;E5RIZ5Peptidyl-prolyl cis-trans isomerase;Peptidyl-prolyl cis-trans isomerase A;Peptidyl-prolyl cis-trans isomerase A, N-terminally processedPPIA tr|F8WE65|F8WE65_HUMAN Peptidyl-prolyl cis-trans isomerase OS=Homo sapiens GN=PPIA PE=1 SV=1;tr|C9J5S7|C9J5S7_HUMAN Peptidyl-prolyl cis-trans isomerase OS=Homo sapiens GN=PPIA PE=1 SV=1;sp|P62937|PPIA_HUMAN Peptidyl-prolyl cis-trans isomerase A OS=Homo sap5.0 0.4 2.7 0.6 -0.9 0.6 3
H3BPE7;P35637-2;P35637;A0A075B7D9;Q92804-2;Q92804RNA-binding protein FUS;TATA-binding protein-associated factor 2NFUS;TAF15 tr|H3BPE7|H3BPE7_HUMAN RNA-binding protein FUS OS=Homo sapiens GN=FUS PE=1 SV=1;sp|P35637-2|FUS_HUMAN Isoform Short of RNA-binding protein FUS OS=Homo sapiens GN=FUS;sp|P35637|FUS_HUMAN RNA-binding protein FUS OS=Homo sapiens GN=FUS PE=1 SV=1;tr|A0A075B7D92.5 1.5 1.3 1.4 -1.0 -0.1 3
H3BTN5;P14618-2;P14618;H3BQ34;B4DNK4;P14618-3;H3BT25;H3BUW1;H3BTJ2;H3BR70Pyruvate kinase;Pyruvate kinase PKM PKM tr|H3BTN5|H3BTN5_HUMAN Pyruvate kinase (Fragment) OS=Homo sapiens GN=PKM PE=1 SV=1;sp|P14618-2|KPYM_HUMAN Isoform M1 of Pyruvate kinase PKM OS=Homo sapiens GN=PKM;sp|P14618|KPYM_HUMAN Pyruvate kinase PKM OS=Homo sapiens GN=PKM PE=1 SV=4;tr|H3BQ34|H3BQ34_HU1.0 1.9 1.1 1.2 0.1 -0.6 3
J3KRG2;Q96QA5 Gasdermin-A GSDMA tr|J3KRG2|J3KRG2_HUMAN Gasdermin-A (Fragment) OS=Homo sapiens GN=GSDMA PE=1 SV=8;sp|Q96QA5|GSDMA_HUMAN Gasdermin-A OS=Homo sapiens GN=GSDMA PE=1 SV=40.0 3.5 1.8 0.0 #DIV/0! #NUM! 3
J3QS39;J3QTR3;F5H6Q2;F5GYU3;F5H2Z3;F5H265;B4DV12;F5H388;F5H747;F5GXK7;J3QKN0;Q5PY61;Q96C32;P62987;P62979;P0CG47;P0CG48;M0R1V7;M0R1M6;M0R2S1;J3QSA3;F5GZ39Ubiquitin-60S ribosomal protein L40;Ubiquitin;60S ribosomal protein L40;Ubiquitin-40S ribosomal protein S27a;Ubiquitin;40S ribosomal protein S27a;Polyubiquitin-B;Ubiquitin;Polyubiquitin-C;UbiquitinUBB;RPS27A;UBC;UBA52tr|J3QS39|J3QS39_HUMAN Polyubiquitin-B (Fragment) OS=Homo sapiens GN=UBB PE=1 SV=1;tr|J3QTR3|J3QTR3_HUMAN Ubiquitin-40S ribosomal protein S27a (Fragment) OS=Homo sapiens GN=RPS27A PE=1 SV=1;tr|F5H6Q2|F5H6Q2_HUMAN Polyubiquitin-C (Fragment) OS=Homo sapiens 2.0 11.7 8.5 4.3 2.1 -1.4 3
O75533;H7C341 Splicing factor 3B subunit 1 SF3B1 sp|O75533|SF3B1_HUMAN Splicing factor 3B subunit 1 OS=Homo sapiens GN=SF3B1 PE=1 SV=31.4 0.1 0.0 1.1 #NUM! 3.0 3
P00338;P00338-3;F5GXH2;F5GYU2;F5GXY2;P00338-5;P00338-4;P00338-2;F5GZQ4;F5H5J4;F5H6W8L-lactate dehydrogenase A chain LDHA sp|P00338|LDHA_HUMAN L-lactate dehydrogenase A chain OS=Homo sapiens GN=LDHA PE=1 SV=2;sp|P00338-3|LDHA_HUMAN Isoform 3 of L-lactate dehydrogenase A chain OS=Homo sapiens GN=LDHA;tr|F5GXH2|F5GXH2_HUMAN L-lactate dehydrogenase A chain (Fragment) OS=Homo sap0.0 0.3 0.7 0.0 #DIV/0! #NUM! 3
P01275 Glucagon;Glicentin;Glicentin-related polypeptide;Oxyntomodulin;Glucagon;Glucagon-like peptide 1;Glucagon-like peptide 1(7-37);Glucagon-like peptide 1(7-36);Glucagon-like peptide 2GCG sp|P01275|GLUC_HUMAN Glucagon OS=Homo sapiens GN=GCG PE=1 SV=30.0 1.2 1.2 0.0 #DIV/0! #NUM! 3
P04792;F8WE04;C9J3N8Heat shock protein beta-1 HSPB1 sp|P04792|HSPB1_HUMAN Heat shock protein beta-1 OS=Homo sapiens GN=HSPB1 PE=1 SV=2;tr|F8WE04|F8WE04_HUMAN Heat shock protein beta-1 OS=Homo sapiens GN=HSPB1 PE=1 SV=10.7 0.5 0.5 0.7 -0.4 0.4 3
P09874 Poly [ADP-ribose] polymerase 1 PARP1 sp|P09874|PARP1_HUMAN Poly [ADP-ribose] polymerase 1 OS=Homo sapiens GN=PARP1 PE=1 SV=41.0 0.0 1.1 0.0 0.0 #DIV/0! 3
P0DN76;Q01081;Q01081-2;K7EJH3;A0A1B0GW87;K7EJM7;M0QYK5;M0R2N4;Q01081-3;Q01081-4;Q8WU68-3;Q8WU68-2;Q8WU68Splicing factor U2AF 35 kDa subunit U2AF1 sp|P0DN76|U2AF5_HUMAN Splicing factor U2AF 35 kDa subunit-like protein OS=Homo sapiens GN=U2AF1L5 PE=1 SV=1;sp|Q01081|U2AF1_HUMAN Splicing factor U2AF 35 kDa subunit OS=Homo sapiens GN=U2AF1 PE=1 SV=3;sp|Q01081-2|U2AF1_HUMAN Isoform 2 of Splicing factor U210.0 0.0 4.5 5.3 -1.1 #DIV/0! 3
P60174-4;P60174-1;P60174;U3KPZ0;U3KQF3Triosephosphate isomerase TPI1 sp|P60174-4|TPIS_HUMAN Isoform 4 of Triosephosphate isomerase OS=Homo sapiens GN=TPI1;sp|P60174-1|TPIS_HUMAN Isoform 2 of Triosephosphate isomerase OS=Homo sapiens GN=TPI1;sp|P60174|TPIS_HUMAN Triosephosphate isomerase OS=Homo sapiens GN=TPI1 PE=1 SV=3;tr|0.0 0.3 0.4 0.0 #DIV/0! #NUM! 3
P63173;J3KT73;J3QL01;J3KSP260S ribosomal protein L38 RPL38 sp|P63173|RL38_HUMAN 60S ribosomal protein L38 OS=Homo sapiens GN=RPL38 PE=1 SV=2;tr|J3KT73|J3KT73_HUMAN 60S ribosomal protein L38 OS=Homo sapiens GN=RPL38 PE=1 SV=1;tr|J3QL01|J3QL01_HUMAN 60S ribosomal protein L38 OS=Homo sapiens GN=RPL38 PE=1 SV=18.2 2.5 1.8 4.6 -2.2 0.9 3
P81605;P81605-2 Dermcidin;Survival-promoting peptide;DCD-1 DCD sp|P81605|DCD_HUMAN Dermcidin OS=Homo sapiens GN=DCD PE=1 SV=2;sp|P81605-2|DCD_HUMAN Isoform 2 of Dermcidin OS=Homo sapiens GN=DCD13.2 26.2 35.5 9.0 1.4 -1.6 3
Q13835-2;Q13835 Plakophilin-1 PKP1 sp|Q13835-2|PKP1_HUMAN Isoform 1 of Plakophilin-1 OS=Homo sapiens GN=PKP1;sp|Q13835|PKP1_HUMAN Plakophilin-1 OS=Homo sapiens GN=PKP1 PE=1 SV=20.0 4.1 0.0 0.0 #DIV/0! #NUM! 3
Q15365;F8VTZ0;F8W0G4;F8VXH9;F8W1G6;H3BRU6;F8VZX2;J3QT27;E9PFP8;Q15366-7;Q15366-8;Q15366-4;Q15366-5;P57721-2;P57721-3;P57721-5;Q15366-6;Q15366-3;Q15366;Q15366-2;P57721-4;P57721Poly(rC)-binding protein 1 PCBP1 sp|Q15365|PCBP1_HUMAN Poly(rC)-binding protein 1 OS=Homo sapiens GN=PCBP1 PE=1 SV=22.4 0.4 0.4 3.5 -2.5 3.2 3
Q8WVV4;Q8WVV4-1;Q8WVV4-3Protein POF1B POF1B sp|Q8WVV4|POF1B_HUMAN Protein POF1B OS=Homo sapiens GN=POF1B PE=1 SV=3;sp|Q8WVV4-1|POF1B_HUMAN Isoform 1 of Protein POF1B OS=Homo sapiens GN=POF1B;sp|Q8WVV4-3|POF1B_HUMAN Isoform 3 of Protein POF1B OS=Homo sapiens GN=POF1B0.4 1.8 2.0 0.3 2.3 -2.7 3
Q9HCY8 Protein S100-A14 S100A14 sp|Q9HCY8|S10AE_HUMAN Protein S100-A14 OS=Homo sapiens GN=S100A14 PE=1 SV=10.0 1.2 0.0 0.0 #DIV/0! #NUM! 3
Q9Y646;E5RH35;E5RJZ7;E5RJP8;E5RJA8Carboxypeptidase Q CPQ sp|Q9Y646|CBPQ_HUMAN Carboxypeptidase Q OS=Homo sapiens GN=CPQ PE=1 SV=1;tr|E5RH35|E5RH35_HUMAN Carboxypeptidase Q (Fragment) OS=Homo sapiens GN=CPQ PE=1 SV=1;tr|E5RJZ7|E5RJZ7_HUMAN Carboxypeptidase Q (Fragment) OS=Homo sapiens GN=CPQ PE=1 SV=1;tr|E5RJP8|E14.8 0.0 0.0 12.3 #NUM! #DIV/0! 3
A0A0A0MRM9;Q14978;Q14978-3;Q14978-2Nucleolar and coiled-body phosphoprotein 1 NOLC1 tr|A0A0A0MRM9|A0A0A0MRM9_HUMAN Nucleolar and coiled-body phosphoprotein 1 (Fragment) OS=Homo sapiens GN=NOLC1 PE=1 SV=1;sp|Q14978|NOLC1_HUMAN Nucleolar and coiled-body phosphoprotein 1 OS=Homo sapiens GN=NOLC1 PE=1 SV=2;sp|Q14978-3|NOLC1_HUMAN Isoform 3 of7.2 0.5 0.7 7.0 -3.4 3.8 2
A0A0D9SFD2;Q8N1K5-3;Q8N1K5-2;Q8N1K5;Q8N1K5-4Protein THEMIS THEMIS tr|A0A0D9SFD2|A0A0D9SFD2_HUMAN Protein THEMIS OS=Homo sapiens GN=THEMIS PE=1 SV=1;sp|Q8N1K5-3|THMS1_HUMAN Isoform 3 of Protein THEMIS OS=Homo sapiens GN=THEMIS;sp|Q8N1K5-2|THMS1_HUMAN Isoform 2 of Protein THEMIS OS=Homo sapiens GN=THEMIS;sp|Q8N1K5|THMS1_HU0.0 13.6 0.3 0.0 #DIV/0! #NUM! 2
A0A0G2JIW1;P0DMV8-2;P0DMV9;P0DMV8;Q53FA3;P34931;V9GZ37Heat shock 70 kDa protein 1A;Heat shock 70 kDa protein 1B;Heat shock 70 kDa protein 1-likeHSPA1A;HSPA1B;HSPA1Ltr|A0A0G2JIW1|A0A0G2JIW1_HUMAN Heat shock 70 kDa protein 1B OS=Homo sapiens GN=HSPA1B PE=1 SV=1;sp|P0DMV8-2|HS71A_HUMAN Isoform 2 of Heat shock 70 kDa protein 1A OS=Homo sapiens GN=HSPA1A;sp|P0DMV9|HS71B_HUMAN Heat shock 70 kDa protein 1B OS=Homo sapiens G2.2 0.0 1.4 2.6 -0.7 #DIV/0! 2
A8MYV2;Q9NQ29-2;Q9NQ29-3;Q9NQ29;B8ZZ10;B8ZZ09;B8ZZ12Putative RNA-binding protein Luc7-like 1 LUC7L tr|A8MYV2|A8MYV2_HUMAN LUC7-like (S. cerevisiae) OS=Homo sapiens GN=LUC7L PE=1 SV=1;sp|Q9NQ29-2|LUC7L_HUMAN Isoform 2 of Putative RNA-binding protein Luc7-like 1 OS=Homo sapiens GN=LUC7L;sp|Q9NQ29-3|LUC7L_HUMAN Isoform 3 of Putative RNA-binding protein Luc0.7 0.0 0.0 0.9 #NUM! #DIV/0! 2
C9J4Z3;P61513;G5E9R3;M0R0A1;Q6P4E4;E9PEL3;M0R2L660S ribosomal protein L37a RPL37A tr|C9J4Z3|C9J4Z3_HUMAN 60S ribosomal protein L37a OS=Homo sapiens GN=RPL37A PE=1 SV=1;sp|P61513|RL37A_HUMAN 60S ribosomal protein L37a OS=Homo sapiens GN=RPL37A PE=1 SV=2;tr|G5E9R3|G5E9R3_HUMAN 60S ribosomal protein L37a OS=Homo sapiens GN=RPL37A PE=1 SV=10.2 0.2 0.0 0.5 #NUM! 1.2 2
E7EQG2;P60842;Q14240;Q14240-2Eukaryotic initiation factor 4A-I;Eukaryotic initiation factor 4A-II;Eukaryotic initiation factor 4A-II, N-terminally processedEIF4A2;EIF4A1tr|E7EQG2|E7EQG2_HUMAN Eukaryotic initiation factor 4A-II OS=Homo sapiens GN=EIF4A2 PE=1 SV=1;sp|P60842|IF4A1_HUMAN Eukaryotic initiation factor 4A-I OS=Homo sapiens GN=EIF4A1 PE=1 SV=1;sp|Q14240|IF4A2_HUMAN Eukaryotic initiation factor 4A-II OS=Homo sapie0.0 0.4 0.9 0.0 #DIV/0! #NUM! 2

LFQ intensity, median centred

Table S1 (related to Figure 1)
Raw LC-MS/MS data



E7EX29;P63104;E5RGE1;E5RIR4;E9PD24;E7EVZ2;K7EM20;B7Z2E6;H0YB80;E7ESK7;B0AZS6;P63104-2;P31947-2;P62258-2;P31946-2;P27348;Q04917;P31946;P61981;P31947;P6225814-3-3 protein zeta/delta;14-3-3 protein sigma;14-3-3 protein epsilon;14-3-3 protein beta/alpha;14-3-3 protein beta/alpha, N-terminally processed;14-3-3 protein theta;14-3-3 protein eta;14-3-3 protein gamma;14-3-3 protein gamma, N-terminally processedYWHAZ;YWHAE;SFN;YWHAB;YWHAQ;YWHAH;YWHAGtr|E7EX29|E7EX29_HUMAN 14-3-3 protein zeta/delta (Fragment) OS=Homo sapiens GN=YWHAZ PE=1 SV=1;sp|P63104|1433Z_HUMAN 14-3-3 protein zeta/delta OS=Homo sapiens GN=YWHAZ PE=1 SV=1;tr|E5RGE1|E5RGE1_HUMAN 14-3-3 protein zeta/delta (Fragment) OS=Homo sapiens GN0.0 0.7 0.6 0.5 #DIV/0! -0.5 2
E9PRD9;E9PQ75;E9PL76;B4DQB2;J3KQQ7;J3KQ55;J3QT03;O95498-3;O95498-4;O95498-2;O95498-6;O95498Vascular non-inflammatory molecule 2 VNN2 tr|E9PRD9|E9PRD9_HUMAN Vascular non-inflammatory molecule 2 (Fragment) OS=Homo sapiens GN=VNN2 PE=1 SV=1;tr|E9PQ75|E9PQ75_HUMAN Vascular non-inflammatory molecule 2 OS=Homo sapiens GN=VNN2 PE=1 SV=1;tr|E9PL76|E9PL76_HUMAN Vascular non-inflammatory molecule6.7 0.0 0.4 6.2 -4.1 #DIV/0! 2
F8VW21;P05388;F8W1K8;F8VPE8;F8VZS0;F8VU65;F8VWS0;P05388-2;Q8NHW560S acidic ribosomal protein P0;60S acidic ribosomal protein P0-likeRPLP0;RPLP0P6tr|F8VW21|F8VW21_HUMAN 60S acidic ribosomal protein P0 (Fragment) OS=Homo sapiens GN=RPLP0 PE=1 SV=1;sp|P05388|RLA0_HUMAN 60S acidic ribosomal protein P0 OS=Homo sapiens GN=RPLP0 PE=1 SV=1;tr|F8W1K8|F8W1K8_HUMAN 60S acidic ribosomal protein P0 OS=Homo sapi0.0 0.4 0.3 0.0 #DIV/0! #NUM! 2
F8W6P5;P68871;A0A0J9YWK4;C9JRG0;E9PEW8;E9PFT6;P02042Hemoglobin subunit beta;LVV-hemorphin-7;Spinorphin;Hemoglobin subunit deltaHBB;HBD tr|F8W6P5|F8W6P5_HUMAN Hemoglobin subunit beta (Fragment) OS=Homo sapiens GN=HBB PE=1 SV=1;sp|P68871|HBB_HUMAN Hemoglobin subunit beta OS=Homo sapiens GN=HBB PE=1 SV=2;tr|A0A0J9YWK4|A0A0J9YWK4_HUMAN Hemoglobin subunit beta OS=Homo sapiens GN=HBB PE=1 SV=1;2.9 1.6 1.0 1.7 -1.5 0.1 2
F8WJN3;Q16630-3;Q16630;Q16630-2Cleavage and polyadenylation specificity factor subunit 6CPSF6 tr|F8WJN3|F8WJN3_HUMAN Cleavage and polyadenylation-specificity factor subunit 6 OS=Homo sapiens GN=CPSF6 PE=1 SV=1;sp|Q16630-3|CPSF6_HUMAN Isoform 3 of Cleavage and polyadenylation specificity factor subunit 6 OS=Homo sapiens GN=CPSF6;sp|Q16630|CPSF6_HUMA3.7 0.0 0.0 0.0 #NUM! #DIV/0! 2
H0YH80;F8W6I7;P09651-3;P09651-2;P09651;F8VTQ5;F8VZ49Heterogeneous nuclear ribonucleoprotein A1;Heterogeneous nuclear ribonucleoprotein A1, N-terminally processedHNRNPA1 tr|H0YH80|H0YH80_HUMAN Heterogeneous nuclear ribonucleoprotein A1 (Fragment) OS=Homo sapiens GN=HNRNPA1 PE=1 SV=1;tr|F8W6I7|F8W6I7_HUMAN Heterogeneous nuclear ribonucleoprotein A1 OS=Homo sapiens GN=HNRNPA1 PE=1 SV=2;sp|P09651-3|ROA1_HUMAN Isoform 2 of Het2.9 1.8 2.1 3.3 -0.5 0.9 2
J3KQ96;E7ETY2;Q13428-2;Q13428-8;Q13428-6;Q13428-7;Q13428;Q13428-3;Q13428-4;H0YA99Treacle protein TCOF1 tr|J3KQ96|J3KQ96_HUMAN Treacle protein (Fragment) OS=Homo sapiens GN=TCOF1 PE=1 SV=1;tr|E7ETY2|E7ETY2_HUMAN Treacle protein OS=Homo sapiens GN=TCOF1 PE=1 SV=1;sp|Q13428-2|TCOF_HUMAN Isoform 2 of Treacle protein OS=Homo sapiens GN=TCOF1;sp|Q13428-8|TCOF_HUM0.7 0.0 0.0 1.1 #NUM! #DIV/0! 2
J3QLE5;P14678-2;P63162;P14678;P63162-2;P14678-3;J3KRY3;S4R3P3Small nuclear ribonucleoprotein-associated proteins B and B;Small nuclear ribonucleoprotein-associated protein NSNRPN;SNRPBtr|J3QLE5|J3QLE5_HUMAN Small nuclear ribonucleoprotein-associated protein N (Fragment) OS=Homo sapiens GN=SNRPN PE=1 SV=1;sp|P14678-2|RSMB_HUMAN Isoform SM-B of Small nuclear ribonucleoprotein-associated proteins B and B OS=Homo sapiens GN=SNRPB;sp|P631620.8 0.0 0.3 0.7 -1.3 #DIV/0! 2
J3QTJ6;Q5CZC0-2;Q5CZC0Fibrous sheath-interacting protein 2 FSIP2 tr|J3QTJ6|J3QTJ6_HUMAN Fibrous sheath-interacting protein 2 OS=Homo sapiens GN=FSIP2 PE=1 SV=1;sp|Q5CZC0-2|FSIP2_HUMAN Isoform 2 of Fibrous sheath-interacting protein 2 OS=Homo sapiens GN=FSIP2;sp|Q5CZC0|FSIP2_HUMAN Fibrous sheath-interacting protein 2 OS=0.0 1.4 0.0 0.0 #DIV/0! #NUM! 2
K7EK07;P84243;K7EMV3;K7EP01;B4DEB1;Q5TEC6;K7ES00;Q6NXT2;Q71DI3;Q16695;P68431Histone H3;Histone H3.3;Histone H3.3C;Histone H3.2;Histone H3.1t;Histone H3.1H3F3B;H3F3A;HIST2H3PS2;H3F3C;HIST2H3A;HIST3H3;HIST1H3Atr|K7EK07|K7EK07_HUMAN Histone H3 (Fragment) OS=Homo sapiens GN=H3F3B PE=1 SV=1;sp|P84243|H33_HUMAN Histone H3.3 OS=Homo sapiens GN=H3F3A PE=1 SV=2;tr|K7EMV3|K7EMV3_HUMAN Histone H3 OS=Homo sapiens GN=H3F3B PE=1 SV=1;tr|K7EP01|K7EP01_HUMAN Histone H3.3 OS=1.0 0.0 0.9 1.2 -0.1 #DIV/0! 2
M0R0Y6;M0QYQ7;M0R0N3;M0R019;M0R2T0;A0A087X0X3;P52272-2;P52272Heterogeneous nuclear ribonucleoprotein M HNRNPM tr|M0R0Y6|M0R0Y6_HUMAN Heterogeneous nuclear ribonucleoprotein M OS=Homo sapiens GN=HNRNPM PE=1 SV=1;tr|M0QYQ7|M0QYQ7_HUMAN Heterogeneous nuclear ribonucleoprotein M (Fragment) OS=Homo sapiens GN=HNRNPM PE=1 SV=1;tr|M0R0N3|M0R0N3_HUMAN Heterogeneous nuclea0.0 0.1 0.2 0.1 #DIV/0! 1.1 2
O43143 Pre-mRNA-splicing factor ATP-dependent RNA helicase DHX15DHX15 sp|O43143|DHX15_HUMAN Pre-mRNA-splicing factor ATP-dependent RNA helicase DHX15 OS=Homo sapiens GN=DHX15 PE=1 SV=20.4 0.0 0.3 0.3 -0.4 #DIV/0! 2
P05109 Protein S100-A8;Protein S100-A8, N-terminally processedS100A8 sp|P05109|S10A8_HUMAN Protein S100-A8 OS=Homo sapiens GN=S100A8 PE=1 SV=10.0 4.5 3.6 2.2 #DIV/0! -1.0 2
P05141;Q9H0C2 ADP/ATP translocase 2;ADP/ATP translocase 2, N-terminally processedSLC25A5 sp|P05141|ADT2_HUMAN ADP/ATP translocase 2 OS=Homo sapiens GN=SLC25A5 PE=1 SV=70.0 1.3 2.2 0.0 #DIV/0! #NUM! 2
P06748-3;P06748-2;P06748;E5RI98Nucleophosmin NPM1 sp|P06748-3|NPM_HUMAN Isoform 3 of Nucleophosmin OS=Homo sapiens GN=NPM1;sp|P06748-2|NPM_HUMAN Isoform 2 of Nucleophosmin OS=Homo sapiens GN=NPM1;sp|P06748|NPM_HUMAN Nucleophosmin OS=Homo sapiens GN=NPM1 PE=1 SV=2;tr|E5RI98|E5RI98_HUMAN Nucleophosmin (Frag0.7 0.7 0.6 0.0 -0.1 #NUM! 2
P11021 78 kDa glucose-regulated protein HSPA5 sp|P11021|GRP78_HUMAN 78 kDa glucose-regulated protein OS=Homo sapiens GN=HSPA5 PE=1 SV=20.0 0.5 0.6 0.4 #DIV/0! -0.3 2
P11387 DNA topoisomerase 1 TOP1 sp|P11387|TOP1_HUMAN DNA topoisomerase 1 OS=Homo sapiens GN=TOP1 PE=1 SV=212.2 0.0 0.0 6.8 #NUM! #DIV/0! 2
P12273 Prolactin-inducible protein PIP sp|P12273|PIP_HUMAN Prolactin-inducible protein OS=Homo sapiens GN=PIP PE=1 SV=10.0 5.7 3.1 2.0 #DIV/0! -1.5 2
P17900;H0YBY3;E5RJD0Ganglioside GM2 activator;Ganglioside GM2 activator isoform shortGM2A sp|P17900|SAP3_HUMAN Ganglioside GM2 activator OS=Homo sapiens GN=GM2A PE=1 SV=4;tr|H0YBY3|H0YBY3_HUMAN Ganglioside GM2 activator (Fragment) OS=Homo sapiens GN=GM2A PE=1 SV=1;tr|E5RJD0|E5RJD0_HUMAN Ganglioside GM2 activator (Fragment) OS=Homo sapiens GN=GM0.0 0.8 0.0 0.0 #DIV/0! #NUM! 2
P21796;C9JI87 Voltage-dependent anion-selective channel protein 1 VDAC1 sp|P21796|VDAC1_HUMAN Voltage-dependent anion-selective channel protein 1 OS=Homo sapiens GN=VDAC1 PE=1 SV=2;tr|C9JI87|C9JI87_HUMAN Voltage-dependent anion-selective channel protein 1 (Fragment) OS=Homo sapiens GN=VDAC1 PE=1 SV=60.0 0.7 0.0 0.0 #DIV/0! #NUM! 2
P32119;A6NIW5;A0A0A0MRQ5;P32119-2Peroxiredoxin-2 PRDX2 sp|P32119|PRDX2_HUMAN Peroxiredoxin-2 OS=Homo sapiens GN=PRDX2 PE=1 SV=5;tr|A6NIW5|A6NIW5_HUMAN Peroxiredoxin 2, isoform CRA_a OS=Homo sapiens GN=PRDX2 PE=1 SV=20.9 12.0 6.9 1.5 3.0 -3.0 2
P40938-2;P40938;A0A087X270Replication factor C subunit 3 RFC3 sp|P40938-2|RFC3_HUMAN Isoform 2 of Replication factor C subunit 3 OS=Homo sapiens GN=RFC3;sp|P40938|RFC3_HUMAN Replication factor C subunit 3 OS=Homo sapiens GN=RFC3 PE=1 SV=2;tr|A0A087X270|A0A087X270_HUMAN Replication factor C subunit 3 (Fragment) OS=Hom0.5 0.3 0.0 0.3 #NUM! 0.0 2
P47929 Galectin-7 LGALS7 sp|P47929|LEG7_HUMAN Galectin-7 OS=Homo sapiens GN=LGALS7 PE=1 SV=20.0 1.6 0.5 0.3 #DIV/0! -2.3 2
P84090;G3V279 Enhancer of rudimentary homolog ERH sp|P84090|ERH_HUMAN Enhancer of rudimentary homolog OS=Homo sapiens GN=ERH PE=1 SV=1;tr|G3V279|G3V279_HUMAN Enhancer of rudimentary homolog OS=Homo sapiens GN=ERH PE=1 SV=10.6 0.0 0.7 1.1 0.0 #DIV/0! 2
Q15459 Splicing factor 3A subunit 1 SF3A1 sp|Q15459|SF3A1_HUMAN Splicing factor 3A subunit 1 OS=Homo sapiens GN=SF3A1 PE=1 SV=10.7 0.0 0.5 0.8 -0.6 #DIV/0! 2
Q2L6G8;G8JLG2;Q15517Corneodesmosin CDSN tr|Q2L6G8|Q2L6G8_HUMAN Corneodesmosin OS=Homo sapiens GN=CDSN PE=1 SV=1;tr|G8JLG2|G8JLG2_HUMAN Corneodesmosin OS=Homo sapiens GN=CDSN PE=1 SV=1;sp|Q15517|CDSN_HUMAN Corneodesmosin OS=Homo sapiens GN=CDSN PE=1 SV=30.0 5.8 2.2 0.0 #DIV/0! #NUM! 2
Q2M2H8;A0A0J9YX77;A0A0J9YVZ3;E7ER45;Q2M2H8-3;O43451Probable maltase-glucoamylase-like protein LOC93432;Glucoamylase;Maltase-glucoamylase, intestinal;Maltase;GlucoamylaseMGAM sp|Q2M2H8|MGAL_HUMAN Probable maltase-glucoamylase 2 OS=Homo sapiens GN=MGAM2 PE=2 SV=3;tr|A0A0J9YX77|A0A0J9YX77_HUMAN Maltase-glucoamylase, intestinal (Fragment) OS=Homo sapiens GN=MGAM PE=1 SV=1;tr|A0A0J9YVZ3|A0A0J9YVZ3_HUMAN Maltase-glucoamylase, intest6.4 0.0 0.0 2.8 #NUM! #DIV/0! 2
Q5BKY9;G3XAI9;H0YH72;Q5BKY9-2;Q8N9E0Protein FAM133B;Protein FAM133A FAM133B;FAM133Asp|Q5BKY9|F133B_HUMAN Protein FAM133B OS=Homo sapiens GN=FAM133B PE=1 SV=1;tr|G3XAI9|G3XAI9_HUMAN Protein FAM133B OS=Homo sapiens GN=FAM133B PE=1 SV=1;tr|H0YH72|H0YH72_HUMAN Protein FAM133B (Fragment) OS=Homo sapiens GN=FAM133B PE=1 SV=1;sp|Q5BKY9-2|F133B_5.0 0.0 0.0 3.5 #NUM! #DIV/0! 2
Q7L4I2-2;Q7L4I2 Arginine/serine-rich coiled-coil protein 2 RSRC2 sp|Q7L4I2-2|RSRC2_HUMAN Isoform 2 of Arginine/serine-rich coiled-coil protein 2 OS=Homo sapiens GN=RSRC2;sp|Q7L4I2|RSRC2_HUMAN Arginine/serine-rich coiled-coil protein 2 OS=Homo sapiens GN=RSRC2 PE=1 SV=16.1 0.0 0.0 1.8 #NUM! #DIV/0! 2
Q8ND56-3;Q8ND56-2;Q8ND56;I3L4Q1;A0A140TA66;A0A0G2JQ95;A0A096LP11Protein LSM14 homolog A LSM14A sp|Q8ND56-3|LS14A_HUMAN Isoform 3 of Protein LSM14 homolog A OS=Homo sapiens GN=LSM14A;sp|Q8ND56-2|LS14A_HUMAN Isoform 2 of Protein LSM14 homolog A OS=Homo sapiens GN=LSM14A;sp|Q8ND56|LS14A_HUMAN Protein LSM14 homolog A OS=Homo sapiens GN=LSM14A PE=1 SV=383.1 12.5 13.6 25.2 -2.6 1.0 2
Q8WVK2;B8ZZ98 U4/U6.U5 small nuclear ribonucleoprotein 27 kDa proteinSNRNP27 sp|Q8WVK2|SNR27_HUMAN U4/U6.U5 small nuclear ribonucleoprotein 27 kDa protein OS=Homo sapiens GN=SNRNP27 PE=1 SV=1;tr|B8ZZ98|B8ZZ98_HUMAN U4/U6.U5 small nuclear ribonucleoprotein 27 kDa protein OS=Homo sapiens GN=SNRNP27 PE=1 SV=17.1 0.0 0.0 6.6 #NUM! #DIV/0! 2
Q96FQ6 Protein S100-A16 S100A16 sp|Q96FQ6|S10AG_HUMAN Protein S100-A16 OS=Homo sapiens GN=S100A16 PE=1 SV=10.0 2.3 0.9 0.0 #DIV/0! #NUM! 2
Q9NWB6-3;Q9NWB6-2;Q9NWB6Arginine and glutamate-rich protein 1 ARGLU1 sp|Q9NWB6-3|ARGL1_HUMAN Isoform 3 of Arginine and glutamate-rich protein 1 OS=Homo sapiens GN=ARGLU1;sp|Q9NWB6-2|ARGL1_HUMAN Isoform 2 of Arginine and glutamate-rich protein 1 OS=Homo sapiens GN=ARGLU1;sp|Q9NWB6|ARGL1_HUMAN Arginine and glutamate-rich prot16.9 0.0 1.0 7.6 -4.0 #DIV/0! 2
Q9NY12-2;Q9NY12 H/ACA ribonucleoprotein complex subunit 1 GAR1 sp|Q9NY12-2|GAR1_HUMAN Isoform 2 of H/ACA ribonucleoprotein complex subunit 1 OS=Homo sapiens GN=GAR1;sp|Q9NY12|GAR1_HUMAN H/ACA ribonucleoprotein complex subunit 1 OS=Homo sapiens GN=GAR1 PE=1 SV=118.9 2.4 3.0 18.9 -2.6 3.0 2
Q9NZT1 Calmodulin-like protein 5 CALML5 sp|Q9NZT1|CALL5_HUMAN Calmodulin-like protein 5 OS=Homo sapiens GN=CALML5 PE=1 SV=20.0 1.9 3.5 0.0 #DIV/0! #NUM! 2
U3KQK0;Q99880;Q99879;Q99877;Q93079;Q8N257;Q5QNW6;Q16778;P62807;P58876;P57053;P33778;P23527;P06899;O60814;Q5QNW6-2;Q96A08Histone H2B;Histone H2B type 1-L;Histone H2B type 1-M;Histone H2B type 1-N;Histone H2B type 1-H;Histone H2B type 3-B;Histone H2B type 2-F;Histone H2B type 2-E;Histone H2B type 1-C/E/F/G/I;Histone H2B type 1-D;Histone H2B type F-S;Histone H2B type 1-B;Histone H2B type 1-O;Histone H2B type 1-J;Histone H2B type 1-K;Histone H2B type 1-AHIST1H2BN;HIST1H2BL;HIST1H2BM;HIST1H2BH;HIST3H2BB;HIST2H2BF;HIST2H2BE;HIST1H2BC;HIST1H2BD;H2BFS;HIST1H2BB;HIST1H2BO;HIST1H2BJ;HIST1H2BK;HIST1H2BAtr|U3KQK0|U3KQK0_HUMAN Histone H2B OS=Homo sapiens GN=HIST1H2BN PE=1 SV=1;sp|Q99880|H2B1L_HUMAN Histone H2B type 1-L OS=Homo sapiens GN=HIST1H2BL PE=1 SV=3;sp|Q99879|H2B1M_HUMAN Histone H2B type 1-M OS=Homo sapiens GN=HIST1H2BM PE=1 SV=3;sp|Q99877|H2B1N_HU0.0 1.1 0.0 0.9 #DIV/0! -0.3 2
A0A075B6H6;P01834 Ig kappa chain C region IGKC tr|A0A075B6H6|A0A075B6H6_HUMAN Ig kappa chain C region (Fragment) OS=Homo sapiens GN=IGKC PE=1 SV=1;sp|P01834|IGKC_HUMAN Ig kappa chain C region OS=Homo sapiens GN=IGKC PE=1 SV=10.0 1.1 0.0 0.0 #DIV/0! #NUM! 1
A0A087WWS6 IFNA13 tr|A0A087WWS6|A0A087WWS6_HUMAN Interferon alpha-1/13 OS=Homo sapiens GN=IFNA13 PE=1 SV=16.8 0.0 0.0 0.0 #NUM! #DIV/0! 1
A0A087WYW3;P30414NK-tumor recognition protein;Putative peptidyl-prolyl cis-trans isomeraseNKTR tr|A0A087WYW3|A0A087WYW3_HUMAN NK-tumor recognition protein OS=Homo sapiens GN=NKTR PE=1 SV=1;sp|P30414|NKTR_HUMAN NK-tumor recognition protein OS=Homo sapiens GN=NKTR PE=1 SV=24.8 0.0 0.0 3.7 #NUM! #DIV/0! 1
A0A087X106;CON__O43790;CON__Q6NT21;CON__P78385;CON__Q14533;CON__P78386;O43790;P78385;Q14533;P78386;F5GYI5;CON__Q9NSB4;A6NCN2;Q9NSB4Keratin, type II cuticular Hb6;Keratin, type II cuticular Hb3;Keratin, type II cuticular Hb1;Keratin, type II cuticular Hb5KRT81;KRT86;KRT83;KRT85tr|A0A087X106|A0A087X106_HUMAN Keratin, type II cuticular Hb1 OS=Homo sapiens GN=KRT81 PE=1 SV=1;;;;;;sp|O43790|KRT86_HUMAN Keratin, type II cuticular Hb6 OS=Homo sapiens GN=KRT86 PE=1 SV=1;sp|P78385|KRT83_HUMAN Keratin, type II cuticular Hb3 OS=Homo sapie0.0 0.3 0.4 0.0 #DIV/0! #NUM! 1
A0A0A0MSI0;Q06830 Peroxiredoxin-1 PRDX1 tr|A0A0A0MSI0|A0A0A0MSI0_HUMAN Peroxiredoxin-1 (Fragment) OS=Homo sapiens GN=PRDX1 PE=1 SV=1;sp|Q06830|PRDX1_HUMAN Peroxiredoxin-1 OS=Homo sapiens GN=PRDX1 PE=1 SV=10.0 0.4 0.5 0.0 #DIV/0! #NUM! 1
A0A0G2JRN3;A0A024R6I7;P01009-3;P01009-2;P01009Alpha-1-antitrypsin;Short peptide from AAT SERPINA1 tr|A0A0G2JRN3|A0A0G2JRN3_HUMAN Alpha-1-antitrypsin OS=Homo sapiens GN=SERPINA1 PE=1 SV=1;tr|A0A024R6I7|A0A024R6I7_HUMAN Alpha-1-antitrypsin OS=Homo sapiens GN=SERPINA1 PE=1 SV=1;sp|P01009-3|A1AT_HUMAN Isoform 3 of Alpha-1-antitrypsin OS=Homo sapiens GN=SER0.5 0.0 0.0 0.3 #NUM! #DIV/0! 1
A1A5B4-3;A1A5B4 Anoctamin-9 ANO9 sp|A1A5B4-3|ANO9_HUMAN Isoform 3 of Anoctamin-9 OS=Homo sapiens GN=ANO9;sp|A1A5B4|ANO9_HUMAN Anoctamin-9 OS=Homo sapiens GN=ANO9 PE=2 SV=3223.4 0.0 0.0 187.4 #NUM! #DIV/0! 1
B1AN99;P35030-5;P35030-3;P35030-2;P35030-4;P35030Trypsin-3 PRSS3 tr|B1AN99|B1AN99_HUMAN Trypsin-3 (Fragment) OS=Homo sapiens GN=PRSS3 PE=1 SV=8;sp|P35030-5|TRY3_HUMAN Isoform 5 of Trypsin-3 OS=Homo sapiens GN=PRSS3;sp|P35030-3|TRY3_HUMAN Isoform 3 of Trypsin-3 OS=Homo sapiens GN=PRSS3;sp|P35030-2|TRY3_HUMAN Isoform 2 of46.3 138.8 8.3 78.7 -2.5 -0.8 1
B4DYP1 tr|B4DYP1|B4DYP1_HUMAN N(G),N(G)-dimethylarginine dimethylaminohydrolase 1 OS=Homo sapiens GN=DDAH1 PE=1 SV=10.0 1.1 0.0 0.0 #DIV/0! #NUM! 1
B6VEX4;A0A0A0MRT6;Q8IZP0-11;Q8IZP0-10;Q8IZP0-8;Q8IZP0-7;Q8IZP0-2;Q8IZP0-4;Q8IZP0-3;Q8IZP0-5;Q8IZP0-6;Q8IZP0-9;Q8IZP0-12;Q8IZP0Abl interactor 1 ABI1 tr|B6VEX4|B6VEX4_HUMAN Abl interactor 1 OS=Homo sapiens GN=ABI1 PE=1 SV=1;tr|A0A0A0MRT6|A0A0A0MRT6_HUMAN Abl interactor 1 OS=Homo sapiens GN=ABI1 PE=1 SV=1;sp|Q8IZP0-11|ABI1_HUMAN Isoform 11 of Abl interactor 1 OS=Homo sapiens GN=ABI1;sp|Q8IZP0-10|ABI1_HUM2.0 0.0 0.0 1.2 #NUM! #DIV/0! 1
D6RB45;A0A1B0GX04;D6R9F3;D6RBS2;D6RCM3;D6REK4;D6R8Z5;D6R991;D6REM6;A0A0R4J2E8;A8MXP9;P43243Matrin-3 MATR3 tr|D6RB45|D6RB45_HUMAN Matrin-3 (Fragment) OS=Homo sapiens GN=MATR3 PE=1 SV=1;tr|A0A1B0GX04|A0A1B0GX04_HUMAN Matrin-3 (Fragment) OS=Homo sapiens GN=MATR3 PE=1 SV=1;tr|D6R9F3|D6R9F3_HUMAN Matrin-3 (Fragment) OS=Homo sapiens GN=MATR3 PE=1 SV=1;tr|D6RBS2|D6RB0.0 0.2 0.0 0.0 #DIV/0! #NUM! 1
E9PIZ2;Q8N3Y3 Glycosyltransferase-like protein LARGE2;Xylosyltransferase LARGE2;Beta-1,3-glucuronyltransferase LARGE2GYLTL1B tr|E9PIZ2|E9PIZ2_HUMAN LARGE xylosyl- and glucuronyltransferase 2 OS=Homo sapiens GN=LARGE2 PE=1 SV=1;sp|Q8N3Y3|LARG2_HUMAN LARGE xylosyl- and glucuronyltransferase 2 OS=Homo sapiens GN=LARGE2 PE=1 SV=22.3 0.0 0.0 2.0 #NUM! #DIV/0! 1
E9PLA6;E9PJH8;E9PIG2;E9PRS3;E9PNX1;E9PK86;E9PMI5;E9PR70;E9PPV6;P50454Serpin H1 SERPINH1 tr|E9PLA6|E9PLA6_HUMAN Serpin H1 (Fragment) OS=Homo sapiens GN=SERPINH1 PE=1 SV=8;tr|E9PJH8|E9PJH8_HUMAN Serpin H1 (Fragment) OS=Homo sapiens GN=SERPINH1 PE=1 SV=1;tr|E9PIG2|E9PIG2_HUMAN Serpin H1 (Fragment) OS=Homo sapiens GN=SERPINH1 PE=1 SV=2;tr|E9PRS3|0.0 0.1 0.0 0.0 #DIV/0! #NUM! 1
F8VV32;A0A0B4J259;P61626Lysozyme;Lysozyme C LYZ tr|F8VV32|F8VV32_HUMAN Lysozyme C OS=Homo sapiens GN=LYZ PE=1 SV=1;tr|A0A0B4J259|A0A0B4J259_HUMAN Lysozyme C OS=Homo sapiens GN=LYZ PE=1 SV=1;sp|P61626|LYSC_HUMAN Lysozyme C OS=Homo sapiens GN=LYZ PE=1 SV=13.5 5.5 5.2 10.3 0.6 0.9 1
F8VZY9;P05783 Keratin, type I cytoskeletal 18 KRT18 tr|F8VZY9|F8VZY9_HUMAN Keratin, type I cytoskeletal 18 OS=Homo sapiens GN=KRT18 PE=1 SV=1;sp|P05783|K1C18_HUMAN Keratin, type I cytoskeletal 18 OS=Homo sapiens GN=KRT18 PE=1 SV=20.0 0.6 0.0 0.0 #DIV/0! #NUM! 1
G3V258 ADCY4 tr|G3V258|G3V258_HUMAN Adenylate cyclase type 4 OS=Homo sapiens GN=ADCY4 PE=4 SV=17.2 0.0 0.0 4.0 #NUM! #DIV/0! 1
H0Y5C3;P32004-3;P32004-2;P32004Neural cell adhesion molecule L1 L1CAM tr|H0Y5C3|H0Y5C3_HUMAN Neural cell adhesion molecule L1 (Fragment) OS=Homo sapiens GN=L1CAM PE=1 SV=1;sp|P32004-3|L1CAM_HUMAN Isoform 3 of Neural cell adhesion molecule L1 OS=Homo sapiens GN=L1CAM;sp|P32004-2|L1CAM_HUMAN Isoform 2 of Neural cell adhesion m74.2 0.0 0.0 58.8 #NUM! #DIV/0! 1
H0Y8D1;A6XMV8;CON__P07477;A0A0J9YYC8;A0A087WW55;E7EQ64;A6XMV9;Q8NHM4;P07478;P07477Putative trypsin-6;Trypsin-2;Trypsin-1;Alpha-trypsin chain 1;Alpha-trypsin chain 2PRSS1;PRSS3P2;PRSS2tr|H0Y8D1|H0Y8D1_HUMAN Trypsin-1 (Fragment) OS=Homo sapiens GN=PRSS1 PE=1 SV=1;tr|A6XMV8|A6XMV8_HUMAN Protease serine 2 preproprotein OS=Homo sapiens GN=PRSS2 PE=1 SV=1;;tr|A0A0J9YYC8|A0A0J9YYC8_HUMAN Trypsin-2 OS=Homo sapiens GN=PRSS2 PE=1 SV=1;tr|A0A087W147.3 49.8 15.9 79.5 -3.2 0.7 1
H0YMP2;H0YL71;H3BP09;H3BVD1;P84022-3Mothers against decapentaplegic homolog SMAD3 tr|H0YMP2|H0YMP2_HUMAN Mothers against decapentaplegic homolog 3 (Fragment) OS=Homo sapiens GN=SMAD3 PE=4 SV=1;tr|H0YL71|H0YL71_HUMAN Mothers against decapentaplegic homolog 3 (Fragment) OS=Homo sapiens GN=SMAD3 PE=4 SV=1;tr|H3BP09|H3BP09_HUMAN Mothers aga4.2 0.0 0.0 5.1 #NUM! #DIV/0! 1
H7C5C2;Q14188-7;Q14188-6;Q14188-2;Q14188-3;Q14188-4;Q14188-5;Q14188-8;Q14188Transcription factor Dp-2 TFDP2 tr|H7C5C2|H7C5C2_HUMAN Transcription factor Dp-2 (Fragment) OS=Homo sapiens GN=TFDP2 PE=4 SV=1;sp|Q14188-7|TFDP2_HUMAN Isoform 7 of Transcription factor Dp-2 OS=Homo sapiens GN=TFDP2;sp|Q14188-6|TFDP2_HUMAN Isoform 6 of Transcription factor Dp-2 OS=Homo sa0.0 481.3 51.5 0.0 #DIV/0! #NUM! 1
I3L1B1;O43896 Kinesin-like protein;Kinesin-like protein KIF1C KIF1C tr|I3L1B1|I3L1B1_HUMAN Kinesin-like protein KIF1C (Fragment) OS=Homo sapiens GN=KIF1C PE=1 SV=1;sp|O43896|KIF1C_HUMAN Kinesin-like protein KIF1C OS=Homo sapiens GN=KIF1C PE=1 SV=30.0 9.1 0.0 0.0 #DIV/0! #NUM! 1
J3QL74;J3QLI2;O43829Zinc finger and BTB domain-containing protein 14 ZBTB14 tr|J3QL74|J3QL74_HUMAN Zinc finger and BTB domain-containing protein 14 (Fragment) OS=Homo sapiens GN=ZBTB14 PE=1 SV=1;tr|J3QLI2|J3QLI2_HUMAN Zinc finger and BTB domain-containing protein 14 (Fragment) OS=Homo sapiens GN=ZBTB14 PE=1 SV=1;sp|O43829|ZBT14_HU2657.2 2.6 1.5 12.9 -10.8 2.3 1
M0QZK8;O75223-3;O75223Gamma-glutamylcyclotransferase GGCT tr|M0QZK8|M0QZK8_HUMAN Uncharacterized protein OS=Homo sapiens PE=4 SV=1;sp|O75223-3|GGCT_HUMAN Isoform 3 of Gamma-glutamylcyclotransferase OS=Homo sapiens GN=GGCT;sp|O75223|GGCT_HUMAN Gamma-glutamylcyclotransferase OS=Homo sapiens GN=GGCT PE=1 SV=10.3 1.0 1.1 0.0 1.7 #NUM! 1
O75319 RNA/RNP complex-1-interacting phosphatase DUSP11 sp|O75319|DUS11_HUMAN RNA/RNP complex-1-interacting phosphatase OS=Homo sapiens GN=DUSP11 PE=1 SV=11.2 0.0 0.0 1.2 #NUM! #DIV/0! 1
O75343 Guanylate cyclase soluble subunit beta-2 GUCY1B2 sp|O75343|GCYB2_HUMAN Guanylate cyclase soluble subunit beta-2 OS=Homo sapiens GN=GUCY1B2 PE=2 SV=227.1 0.0 0.0 19.2 #NUM! #DIV/0! 1
O75400-2;O75400-3;O75400Pre-mRNA-processing factor 40 homolog A PRPF40A sp|O75400-2|PR40A_HUMAN Isoform 2 of Pre-mRNA-processing factor 40 homolog A OS=Homo sapiens GN=PRPF40A;sp|O75400-3|PR40A_HUMAN Isoform 3 of Pre-mRNA-processing factor 40 homolog A OS=Homo sapiens GN=PRPF40A;sp|O75400|PR40A_HUMAN Pre-mRNA-processing factor1.3 0.0 0.0 4.0 #NUM! #DIV/0! 1
O75874 Isocitrate dehydrogenase [NADP] cytoplasmic IDH1 sp|O75874|IDHC_HUMAN Isocitrate dehydrogenase [NADP] cytoplasmic OS=Homo sapiens GN=IDH1 PE=1 SV=20.0 1.5 0.0 0.0 #DIV/0! #NUM! 1
O75901 Ras association domain-containing protein 9 RASSF9 sp|O75901|RASF9_HUMAN Ras association domain-containing protein 9 OS=Homo sapiens GN=RASSF9 PE=2 SV=22.8 0.0 0.0 2.7 #NUM! #DIV/0! 1
O95497 Pantetheinase VNN1 sp|O95497|VNN1_HUMAN Pantetheinase OS=Homo sapiens GN=VNN1 PE=1 SV=22.3 0.0 0.0 2.9 #NUM! #DIV/0! 1
P04259 Keratin, type II cytoskeletal 6B KRT6B sp|P04259|K2C6B_HUMAN Keratin, type II cytoskeletal 6B OS=Homo sapiens GN=KRT6B PE=1 SV=56.7 108.3 30.0 31.8 2.2 -1.8 1
P07858 Cathepsin B;Cathepsin B light chain;Cathepsin B heavy chainCTSB sp|P07858|CATB_HUMAN Cathepsin B OS=Homo sapiens GN=CTSB PE=1 SV=30.0 0.8 0.0 0.0 #DIV/0! #NUM! 1
P09210;P08263 Glutathione S-transferase A2;Glutathione S-transferase A1;Glutathione S-transferase A1, N-terminally processedGSTA2;GSTA1sp|P09210|GSTA2_HUMAN Glutathione S-transferase A2 OS=Homo sapiens GN=GSTA2 PE=1 SV=4;sp|P08263|GSTA1_HUMAN Glutathione S-transferase A1 OS=Homo sapiens GN=GSTA1 PE=1 SV=30.1 0.0 0.1 0.5 -0.4 #DIV/0! 1
P17066;P48741 Heat shock 70 kDa protein 6;Putative heat shock 70 kDa protein 7HSPA6;HSPA7sp|P17066|HSP76_HUMAN Heat shock 70 kDa protein 6 OS=Homo sapiens GN=HSPA6 PE=1 SV=2;sp|P48741|HSP77_HUMAN Putative heat shock 70 kDa protein 7 OS=Homo sapiens GN=HSPA7 PE=5 SV=23.0 4.0 3.4 2.3 0.2 -0.8 1
P26006;P26006-1 Integrin alpha-3;Integrin alpha-3 heavy chain;Integrin alpha-3 light chainITGA3 sp|P26006|ITA3_HUMAN Integrin alpha-3 OS=Homo sapiens GN=ITGA3 PE=1 SV=5;sp|P26006-1|ITA3_HUMAN Isoform 2 of Integrin alpha-3 OS=Homo sapiens GN=ITGA30.0 425.8 61.6 0.0 #DIV/0! #NUM! 1
P30050-2;P30050 60S ribosomal protein L12 RPL12 sp|P30050-2|RL12_HUMAN Isoform 2 of 60S ribosomal protein L12 OS=Homo sapiens GN=RPL12;sp|P30050|RL12_HUMAN 60S ribosomal protein L12 OS=Homo sapiens GN=RPL12 PE=1 SV=10.0 0.7 0.3 0.0 #DIV/0! #NUM! 1
P35908 Keratin, type II cytoskeletal 2 epidermal KRT2 sp|P35908|K22E_HUMAN Keratin, type II cytoskeletal 2 epidermal OS=Homo sapiens GN=KRT2 PE=1 SV=2855.5 6100.3 5414.0 2338.3 2.7 -1.4 1
P42081 T-lymphocyte activation antigen CD86 CD86 sp|P42081|CD86_HUMAN T-lymphocyte activation antigen CD86 OS=Homo sapiens GN=CD86 PE=1 SV=20.0 3.6 0.0 0.0 #DIV/0! #NUM! 1
P52597 Heterogeneous nuclear ribonucleoprotein F;Heterogeneous nuclear ribonucleoprotein F, N-terminally processedHNRNPF sp|P52597|HNRPF_HUMAN Heterogeneous nuclear ribonucleoprotein F OS=Homo sapiens GN=HNRNPF PE=1 SV=30.8 0.0 0.0 0.7 #NUM! #DIV/0! 1
P53396-3;P53396-2;P53396ATP-citrate synthase ACLY sp|P53396-3|ACLY_HUMAN Isoform 3 of ATP-citrate synthase OS=Homo sapiens GN=ACLY;sp|P53396-2|ACLY_HUMAN Isoform 2 of ATP-citrate synthase OS=Homo sapiens GN=ACLY;sp|P53396|ACLY_HUMAN ATP-citrate synthase OS=Homo sapiens GN=ACLY PE=1 SV=30.0 0.2 0.0 0.1 #DIV/0! -1.4 1
P60709;G5E9R0;E7EVS6;C9JZR7;A6NL76;P68133;P68032;C9JTX5;C9JUM1;P63267;P62736;F8WB63;B8ZZJ2;C9JFL5;F6UVQ4;F6QUT6;Q6S8J3;P0CG38;A5A3E0;P63267-2;Q9BYX7;P0CG39;F8WCH0Actin, cytoplasmic 1;Actin, cytoplasmic 1, N-terminally processedACTB sp|P60709|ACTB_HUMAN Actin, cytoplasmic 1 OS=Homo sapiens GN=ACTB PE=1 SV=1;tr|G5E9R0|G5E9R0_HUMAN Actin, cytoplasmic 1 OS=Homo sapiens GN=ACTB PE=1 SV=1;tr|E7EVS6|E7EVS6_HUMAN Actin, cytoplasmic 1 (Fragment) OS=Homo sapiens GN=ACTB PE=1 SV=817.2 10.0 8.8 5.8 -1.0 -0.8 1
P62306 Small nuclear ribonucleoprotein F SNRPF sp|P62306|RUXF_HUMAN Small nuclear ribonucleoprotein F OS=Homo sapiens GN=SNRPF PE=1 SV=11.0 0.5 0.0 0.0 #NUM! #NUM! 1
P62805 Histone H4 HIST1H4A sp|P62805|H4_HUMAN Histone H4 OS=Homo sapiens GN=HIST1H4A PE=1 SV=20.3 0.8 1.0 0.2 1.8 -1.7 1
P63261;I3L3I0;I3L1U9;K7EM38;I3L3R2;J3KT65;I3L4N8Actin, cytoplasmic 2;Actin, cytoplasmic 2, N-terminally processedACTG1 sp|P63261|ACTG_HUMAN Actin, cytoplasmic 2 OS=Homo sapiens GN=ACTG1 PE=1 SV=1;tr|I3L3I0|I3L3I0_HUMAN Actin, cytoplasmic 2 (Fragment) OS=Homo sapiens GN=ACTG1 PE=1 SV=1;tr|I3L1U9|I3L1U9_HUMAN Actin, cytoplasmic 2 (Fragment) OS=Homo sapiens GN=ACTG1 PE=1 SV=10.0 0.4 0.6 0.0 #DIV/0! #NUM! 1
Q16584-2;Q16584 Mitogen-activated protein kinase kinase kinase 11 MAP3K11 sp|Q16584-2|M3K11_HUMAN Isoform 2 of Mitogen-activated protein kinase kinase kinase 11 OS=Homo sapiens GN=MAP3K11;sp|Q16584|M3K11_HUMAN Mitogen-activated protein kinase kinase kinase 11 OS=Homo sapiens GN=MAP3K11 PE=1 SV=14.7 2.8 3.0 0.0 -0.7 #NUM! 1
Q3B726 DNA-directed RNA polymerase I subunit RPA43 TWISTNB sp|Q3B726|RPA43_HUMAN DNA-directed RNA polymerase I subunit RPA43 OS=Homo sapiens GN=TWISTNB PE=1 SV=10.8 0.0 0.0 0.9 #NUM! #DIV/0! 1
Q562R1 Beta-actin-like protein 2 ACTBL2 sp|Q562R1|ACTBL_HUMAN Beta-actin-like protein 2 OS=Homo sapiens GN=ACTBL2 PE=1 SV=20.0 3.6 4.2 0.0 #DIV/0! #NUM! 1
Q6NXT1-2 sp|Q6NXT1-2|ANR54_HUMAN Isoform 2 of Ankyrin repeat domain-containing protein 54 OS=Homo sapiens GN=ANKRD540.0 0.9 3.5 0.0 #DIV/0! #NUM! 1
Q86X95-2;Q86X95 Corepressor interacting with RBPJ 1 CIR1 sp|Q86X95-2|CIR1_HUMAN Isoform 2 of Corepressor interacting with RBPJ 1 OS=Homo sapiens GN=CIR1;sp|Q86X95|CIR1_HUMAN Corepressor interacting with RBPJ 1 OS=Homo sapiens GN=CIR1 PE=1 SV=10.6 0.0 0.2 0.8 -1.4 #DIV/0! 1
Q86Y37-2;Q86Y37 CDK2-associated and cullin domain-containing protein 1CACUL1 sp|Q86Y37-2|CACL1_HUMAN Isoform 2 of CDK2-associated and cullin domain-containing protein 1 OS=Homo sapiens GN=CACUL1;sp|Q86Y37|CACL1_HUMAN CDK2-associated and cullin domain-containing protein 1 OS=Homo sapiens GN=CACUL1 PE=1 SV=125.3 0.0 0.0 16.5 #NUM! #DIV/0! 1
Q96AE7-2;Q96AE7 Tetratricopeptide repeat protein 17 TTC17 sp|Q96AE7-2|TTC17_HUMAN Isoform 2 of Tetratricopeptide repeat protein 17 OS=Homo sapiens GN=TTC17;sp|Q96AE7|TTC17_HUMAN Tetratricopeptide repeat protein 17 OS=Homo sapiens GN=TTC17 PE=1 SV=11.1 3428.6 0.0 1.2 #NUM! -11.5 1
Q96NL0-2 sp|Q96NL0-2|RUN3B_HUMAN Isoform 2 of RUN domain-containing protein 3B OS=Homo sapiens GN=RUNDC3B23.8 0.0 0.0 49.5 #NUM! #DIV/0! 1
Q96PE3-2;Q96PE3-4;Q96PE3-3;Q96PE3Type I inositol 3,4-bisphosphate 4-phosphatase INPP4A sp|Q96PE3-2|INP4A_HUMAN Isoform 2 of Type I inositol 3,4-bisphosphate 4-phosphatase OS=Homo sapiens GN=INPP4A;sp|Q96PE3-4|INP4A_HUMAN Isoform 4 of Type I inositol 3,4-bisphosphate 4-phosphatase OS=Homo sapiens GN=INPP4A;sp|Q96PE3-3|INP4A_HUMAN Isoform 3 of67.0 0.0 0.0 21.7 #NUM! #DIV/0! 1
Q96RE9-3 sp|Q96RE9-3|ZN300_HUMAN Isoform 3 of Zinc finger protein 300 OS=Homo sapiens GN=ZNF3000.0 7.3 85.5 0.0 #DIV/0! #NUM! 1
Q9NP86 Calcium-binding protein 5 CABP5 sp|Q9NP86|CABP5_HUMAN Calcium-binding protein 5 OS=Homo sapiens GN=CABP5 PE=1 SV=140.2 0.0 0.0 1.8 #NUM! #DIV/0! 1
Q9UKX2 Myosin-2 MYH2 sp|Q9UKX2|MYH2_HUMAN Myosin-2 OS=Homo sapiens GN=MYH2 PE=1 SV=10.1 0.0 0.0 0.3 #NUM! #DIV/0! 1
Q9UQG0 Endogenous retrovirus group K member 11 Pol protein;Reverse transcriptase;Ribonuclease H;IntegraseERVK-11 sp|Q9UQG0|POK11_HUMAN Endogenous retrovirus group K member 11 Pol protein OS=Homo sapiens GN=ERVK-11 PE=2 SV=23.3 0.6 0.0 0.0 #NUM! #NUM! 1
Q9Y371-3 sp|Q9Y371-3|SHLB1_HUMAN Isoform 3 of Endophilin-B1 OS=Homo sapiens GN=SH3GLB1292.4 0.0 0.0 0.0 #NUM! #DIV/0! 1
X6RJP6;P37802;P37802-2Transgelin-2 TAGLN2 tr|X6RJP6|X6RJP6_HUMAN Transgelin-2 (Fragment) OS=Homo sapiens GN=TAGLN2 PE=1 SV=1;sp|P37802|TAGL2_HUMAN Transgelin-2 OS=Homo sapiens GN=TAGLN2 PE=1 SV=3;sp|P37802-2|TAGL2_HUMAN Isoform 2 of Transgelin-2 OS=Homo sapiens GN=TAGLN20.0 0.8 0.7 0.0 #DIV/0! #NUM! 1
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