Supplemental Data 1. List of identified proteins

No. et Description Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDNG6-2 CLDN6-2 CLDNG6-2 CLDN6-2
) Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4
1 Q09666-1 SN;?p“;re?:]aS‘ differentiation-associated protein AHNAK [OSSHOMO | o656 17 558 E+10  2.33E+10 | 232E+10  228E+10 | 30LE+10  302E+10  302E+10  3.08E+10  282E+10  277E+0 | 278E+10  275E+10
2 Q15149-1  plectin [OS=Homo sapiens] 2440.988 2.19.E+10 2.29.E+10 2.28.E+10 2.28.E+10 3.11.E+10 3.10.E+10 3.11.E+10 3.13.E+10 2.47.E+10 2.48.E+10 2.45.E+10 2.45.E+10
3 Q15149-4 Isoform 4 of Plectin [0S=Homo sapiens] 2017.013 1.74.E+08 1.88.E+08 1.92.E+08 1.93.E+08 2.44.E+08 2.41.E+08 2.45.E+08 2.49.E+08 1.92.E+08 2.02.E+08 2.01.E+08 2.03.E+08
4 Q14204 Cytoplasmic dynein 1 heavy chain 1 [0S=Homo sapiens] 1502.876  7.66.E+09 7.49.E+09 7.40.E+09 7.55.E+09 8.69.E+09 8.44.E+09 8.52.E+09 8.43.E+09 9.11.E+09 9.01.E+09 9.04.E+09 9.25.E+09
5] P21333 Filamin-A [OS=Homo sapiens] 1459.836  1.06.E+10 1.07.E+10 1.06.E+10 1.06.E+10 1.73.E+10 1.74.E+10 1.75.E+10 1.77.E+10 1.47.E+10 1.46.E+10 1.47.E+10 1.48.E+10
6 P49327 Fatty acid synthase [OS=Homo sapiens] 1455.855 1.39.E+10 1.34.E+10 1.36.E+10 1.36.E+10 1.37.E+10 1.37.E+10 1.37.E+10 1.35.E+10 1.02.E+10 1.05.E+10 1.04.E+10 1.02.E+10
7 Q9Y490 Talin-1 [OS=Homo sapiens] 1423.156  9.33.E+09 8.94.E+09 9.26.E+09 9.30.E+09 9.32.E+09 9.59.E+09 9.47.E+09 9.30.E+09 9.53.E+09 9.74.E+09 9.90.E+09 1.00.E+10
8 P35579-1  Myosin-9 [OS=Homo sapiens] 1355.555  9.02.E+09 8.80.E+09 8.65.E+09 8.42.E+09 1.09.E+10 1.06.E+10 1.06.E+10 1.07.E+10 1.10.E+10 1.00.E+10 1.03.E+10 1.05.E+10
9 P05787 Keratin, type Il cytoskeletal 8 [0S=Homo sapiens] 1196.747 1.52.E+11 1.52.E+11 1.52.E+11 1.50.E+11 1.28.E+11 1.28.E+11 1.27.E+11 1.27.E+11 1.00.E+11 1.01.E+11 1.01.E+11 1.01.E+11
10 Q13813 Spectrin alpha chain, non-erythrocytic 1 [0S=Homo sapiens] 1167.246  5.32.E+09 5.31.E+09 5.40.E+09 5.40.E+09 7.10.E+09 6.95.E+09 7.04.E+09 6.88.E+09 5.92.E+09 6.17.E+09 6.11.E+09 6.13.E+09
11 P55072 Transitional endoplasmic reticulum ATPase [OS=Homo sapiens] 1136.515 3.56.E+10 3.42.E+10 3.48.E+10 3.40.E+10 3.19.E+10 3.15.E+10 3.17.E+10 3.14.E+10 3.15.E+10 3.07.E+10 3.03.E+10 3.06.E+10
12 P07900 Heat shock protein HSP 90-alpha [OS=Homo sapiens] 1115.679  4.95.E+10 5.12.E+10 5.00.E+10 4.93.E+10 4.62.E+10 4.62.E+10 4.78.E+10 4.72.E+10 5.46.E+10 5.31.E+10 5.27.E+10 5.13.E+10
13 043707 Alpha-actinin-4 [0S=Homo sapiens] 1108.623  2.10.E+10 2.11.E+10 2.01.E+10 2.11.E+10 2.39.E+10 2.48.E+10 2.38.E+10 2.39.E+10 2.57.E+10 2.54.E+10 2.48.E+10 2.42.E+10
14 P05783 Keratin, type | cytoskeletal 18 [OS=Homo sapiens] 1033.739 1.01.E+11 1.03.E+11 1.04.E+11 1.03.E+11 9.18.E+10 9.25.E+10 9.19.E+10 9.31.E+10 6.46.E+10 6.67.E+10 6.60.E+10 6.51.E+10
15 P13639 Elongation factor 2 [0S=Homo sapiens] 958.861 2.35.E+10 2.18.E+10 2.20.E+10 2.26.E+10 2.09.E+10 2.09.E+10 2.13.E+10 2.08.E+10 2.31.E+10 2.35.E+10 2.36.E+10 2.29.E+10
16 P08238 Heat shock protein HSP 90-beta [OS=Homo sapiens] 931.123 1.56.E+10 1.58.E+10 1.60.E+10 1.57.E+10 1.43.E+10 1.45.E+10 1.43.E+10 1.48.E+10 1.52.E+10 1.53.E+10 1.52.E+10 1.55.E+10
17 P14618 Pyruvate kinase PKM [OS=Homo sapiens] 906.396  5.76.E+10 5.71.E+10 5.69.E+10 5.71.E+10 6.42.E+10 6.34.E+10 6.34.E+10 6.10.E+10 6.86.E+10 6.73.E+10 6.87.E+10 7.02.E+10
18 Q01082-1  Spectrin beta chain, non-erythrocytic 1 [OS=Homo sapiens] 904.481  4.36.E+09 4.29.E+09 4.36.E+09 4.24.E+09 5.67.E+09 5.68.E+09 5.71.E+09 5.55.E+09 5.11.E+09 5.12.E+09 5.07.E+09 5.18.E+09
19 P07355 Annexin A2 [OS=Homo sapiens] 880.567 8.62.E+10 8.15.E+10 8.42.E+10 8.67.E+10 1.13.E+11 1.14.E+11 1.14.E+11 1.11.E+11 1.02.E+11 1.04.E+11 1.02.E+11 9.86.E+10
20 Q00610-1  Clathrin heavy chain 1 [OS=Homo sapiens] 877.809  6.58.E+09 6.65.E+09 6.35.E+09 6.76.E+09 7.23.E+09 6.90.E+09 6.82.E+09 6.57.E+09 7.42.E+09 7.48.E+09 7.43.E+09 7.46.E+09
21 P46940 Ras GTPase-activating-like protein IQGAP1 [OS=Homo sapiens] 827.007 4.70.E+09 4.40.E+09 4.38.E+09 4.47.E+09 5.48.E+09 5.55.E+09 5.49.E+09 5.27.E+09 5.37.E+09 5.15.E+09 5.04.E+09 4.99.E+09
22 P06733-1 alpha-enolase [0S=Homo sapiens] 807.888 5.69.E+10 5.80.E+10 5.84.E+10 5.95.E+10 5.67.E+10 5.71.E+10 5.69.E+10 5.64.E+10 6.66.E+10 6.70.E+10 6.68.E+10 6.81.E+10
23 P21980 :;‘;ti:':s']g'“tam'"e Gt g Bl EEe 2 (0SS 800.757 2.94E+10  277.E+10 = 2.82.E+10 = 291E+10 = 258E+10 = 259.E+10 = 261E+10 = 261.E+10 = 3.67.E+10  3.62.E+10 = 3.59.E+10 = 3.67.E+10
24 P63261 Actin, cytoplasmic 2 [OS=Homo sapiens] 781.952  7.13.E+08 5.98.E+08 5.90.E+08 7.24. E+08 6.87.E+08 6.40.E+08 6.69.E+08 5.44 E+08 5.57.E+08 5.40.E+08 4.78.E+08 4.96.E+08
25 P60709 Actin, cytoplasmic 1 [OS=Homo sapiens] 781.952 1.49.E+11 1.50.E+11 1.55.E+11 1.48.E+11 1.58.E+11 1.59.E+11 1.60.E+11 1.64.E+11 1.53.E+11 1.54.E+11 1.56.E+11 1.57.E+11
26 P12814-1  Alpha-actinin-1 [OS=Homo sapiens] 766.604  3.98.E+09 4.05.E+09 4.06.E+09 3.96.E+09 4.90.E+09 4.79.E+09 4.80.E+09 4.81.E+09 5.56.E+09 5.34.E+09 5.24. E+09 5.27.E+09
27 075369-1  Filamin-B [0S=Homo sapiens] 753.814  3.39.E+09 3.37.E+09 3.57.E+09 3.29.E+09 4.41.E+09 4.42.E+09 4.45.E+09 4.44.E+09 3.79.E+09 3.60.E+09 3.77.E+09 3.77.E+09
28 QI9NZM1  Myoferlin [OS=Homo sapiens] 735.613  6.19.E+09 6.12.E+09 6.12.E+09 6.02.E+09 6.78.E+09 6.81.E+09 6.81.E+09 6.92.E+09 5.32.E+09 5.44. E+09 5.40.E+09 5.13.E+09
29 P78527 SD::)’; ::]pe"dem (PSR KSR CEEIR SN (S AEHD 724531 3.0LE+09 = 290.E+09 = 2093.E+09  30LE+09  3.0LE+09  3.06.E+09 = 3.06.E+09 = 3.00.E+09 = 3.08.E+09  3.07.E+09 = 3.03.E+09  3.05.E+09
30 P22314 Ubiquitin-like modifier-activating enzyme 1 [OS=Homo sapiens] 708.184  8.65.E+09 8.53.E+09 8.41.E+09 8.49.E+09 8.52.E+09 8.44.E+09 8.37.E+09 8.26.E+09 1.02.E+10 1.01.E+10 1.01.E+10 1.02.E+10
31 P07437 tubulin beta chain [OS=Homo sapiens] 706.15 7.74.E+09 7.88.E+09 8.09.E+09 7.96.E+09 7.91.E+09 7.86.E+09 8.01.E+09 7.68.E+09 8.76.E+09 8.96.E+09 9.19.E+09 9.53.E+09
32 P10809 60 kDa heat shock protein, mitochondrial [OS=Homo sapiens] 696.721 1.34.E+10 1.29.E+10 1.29.E+10 1.32.E+10 1.31.E+10 1.29.E+10 1.31.E+10 1.29.E+10 1.32.E+10 1.30.E+10 1.30.E+10 1.30.E+10
33 P11142-1 Heat shock cognate 71 kDa protein [OS=Homo sapiens] 682.868 1.93.E+10 1.99.E+10 1.98.E+10 1.98.E+10 1.85.E+10 1.85.E+10 1.85.E+10 1.90.E+10 2.00.E+10 1.97.E+10 1.96.E+10 1.92.E+10
34 P68371 Tubulin beta-4B chain [OS=Homo sapiens] 678.241 4.00.E+10 3.75.E+10 3.81.E+10 3.91.E+10 3.80.E+10 3.76.E+10 3.74.E+10 3.44.E+10 4.08.E+10 4.04.E+10 4.10.E+10 4.12.E+10
35 P29401 Transketolase [OS=Homo sapiens] 671.875 1.46.E+10 1.40.E+10 1.31.E+10 1.40.E+10 1.35.E+10 1.32.E+10 1.31.E+10 1.30.E+10 1.49.E+10 1.46.E+10 1.44.E+10 1.40.E+10
36 Q01082-3 Iss;);iczrrlr;]z of Spectrin beta chain, non-erythrocytic 1 [0S=Homo 671.078
37 P49588 Alanine--tRNA ligase, cytoplasmic [OS=Homo sapiens] 658.045 5.25.E+09 4.98.E+09 4.75.E+09 5.10.E+09 4.05.E+09 3.90.E+09 3.90.E+09 3.86.E+09 6.55.E+09 6.51.E+09 6.15.E+09 6.39.E+09
38 P68104 Elongation factor 1-alpha 1 [OS=Homo sapiens] 656.703  4.81.E+10 4.70.E+10 4.73.E+10 4.64.E+10 4.97.E+10 4.94.E+10 4.96.E+10 5.06.E+10 5.61.E+10 5.69.E+10 5.66.E+10 5.74.E+10
39 P42704 ;g;i':;’q‘ghs:S:nrs"](’"f'mma'”'"9 Rroteinicelie il 645.073 3.58.E+09 = 3.39.E+09 = 3.65.E+09 = 3.39.E+09 = 3.20.E+09 = 3.44E+09 = 341E+09 = 3.37.E+09 = 3.73.E+00  3.49E+09  35LE+09  3.51.E+09
40 P13010 X-ray repair cross-complementing protein 5 [0S=Homo sapiens] 639.416 8.02.E+09 7.60.E+09 7.61.E+09 7.50.E+09 7.31.E+09 7.19.E+09 7.29.E+09 7.16.E+09 8.09.E+09 7.99.E+09 8.07.E+09 7.95.E+09
41 P02545 Prelamin-A/C [OS=Homo sapiens] 635.272  1.29.E+10 1.33.E+10 1.36.E+10 1.34.E+10 1.61.E+10 1.64.E+10 1.64.E+10 1.68.E+10 1.48.E+10 1.61.E+10 1.58.E+10 1.56.E+10
42 P04406-1  glyceraldehyde-3-phosphate dehydrogenase [OS=Homo sapiens] 621.516 7.35.E+10 7.30.E+10 7.19.E+10 7.20.E+10 5.52.E+10 5.57.E+10 5.57.E+10 5.73.E+10 5.83.E+10 5.74.E+10 5.84.E+10 5.73.E+10
43 Q14697-1  Neutral alpha-glucosidase AB [OS=Homo sapiens] 603.926  7.21.E+09 6.99.E+09 7.02.E+09 6.83.E+09 6.74.E+09 6.54.E+09 6.59.E+09 6.61.E+09 6.07.E+09 6.00.E+09 5.81.E+09 5.82.E+09
44 P07814 Bifunctional glutamate/proline--tRNA ligase [OS=Homo sapiens] 585.987 3.54.E+09 3.51.E+09 3.43.E+09 3.54.E+09 3.02.E+09 3.11.E+09 2.91.E+09 2.78.E+09 3.14.E+09 3.05.E+09 3.03.E+09 3.17.E+09
45 P07237 Protein disulfide-isomerase [OS=Homo sapiens] 579.975 1.82.E+10 1.79.E+10 1.83.E+10 1.84.E+10 2.01.E+10 1.96.E+10 1.98.E+10 2.06.E+10 1.40.E+10 1.38.E+10 1.41.E+10 1.44.E+10
46 P11021 78 kDa glucose-regulated protein [OS=Homo sapiens] 576.986  1.05.E+10 1.08.E+10 1.11.E+10 1.08.E+10 1.06.E+10 1.06.E+10 1.07.E+10 1.07.E+10 9.72.E+09 1.05.E+10 1.05.E+10 1.04.E+10
47 060701 UDP-glucose 6-dehydrogenase [OS=Homo sapiens] 571.381  6.93.E+09 6.35.E+09 6.42.E+09 6.70.E+09 7.70.E+09 7.71.E+09 7.84.E+09 7.70.E+09 7.70.E+09 7.42.E+09 7.29.E+09 7.56.E+09
48 Q9BQE3  Tubulin alpha-1C chain [0S=Homo sapiens] 555.927 2.84.E+10 2.83.E+10 2.85.E+10 2.85.E+10 2.89.E+10 2.68.E+10 2.89.E+10 2.84.E+10 3.48.E+10 3.41.E+10 3.38.E+10 3.49.E+10
49 Q71U36 tubulin alpha-1A chain [OS=Homo sapiens] 552.922  1.64.E+09 1.59.E+09 1.67.E+09 1.50.E+09 1.36.E+09 1.40.E+09 1.43.E+09 1.15.E+09 1.65.E+09 1.64.E+09 1.73.E+09 1.78.E+09
50 P00338-1 L-lactate dehydrogenase A chain [OS=Homo sapiens] 549.982  2.05.E+10 2.00.E+10 2.05.E+10 2.09.E+10 2.19.E+10 2.16.E+10 2.22.E+10 2.24.E+10 2.57.E+10 2.59.E+10 2.61.E+10 2.62.E+10
51 P15311 Ezrin [0S=Homo sapiens] 542.299 1.26.E+10 1.26.E+10 1.26.E+10 1.26.E+10 1.25.E+10 1.23.E+10 1.23.E+10 1.22.E+10 1.31.E+10 1.26.E+10 1.28.E+10 1.28.E+10
52 P14625 Endoplasmin [OS=Homo sapiens] 539.469 5.94.E+09 5.74.E+09 5.81.E+09 5.78.E+09 6.03.E+09 5.93.E+09 6.05.E+09 5.88.E+09 5.94.E+09 5.86.E+09 5.83.E+09 5.82.E+09
53 P15924-1  Desmoplakin [OS=Homo sapiens] 534.412  2.34.E+09 2.17.E+09 2.19.E+09 2.22.E+09 2.00.E+09 2.08.E+09 2.11.E+09 2.01.E+09 1.98.E+09 1.88.E+09 1.93.E+09 1.88.E+09
54 P68366 Tubulin alpha-4A chain [OS=Homo sapiens] 521.719 2.74.E+09 2.50.E+09 2.54.E+09 2.49.E+09 2.80.E+09 2.55.E+09 2.55.E+09 2.55.E+09 2.97.E+09 2.99.E+09 2.73.E+09 2.97.E+09
55) P08729 Keratin, type Il cytoskeletal 7 [OS=Homo sapiens] 515.405 1.80.E+10 1.83.E+10 1.82.E+10 1.84.E+10 1.46.E+10 1.47.E+10 1.43.E+10 1.41.E+10 1.49.E+10 1.54.E+10 1.54.E+10 1.56.E+10
56 P04075 fructose-bisphosphate aldolase A [OS=Homo sapiens] 512.348 9.52.E+09 9.35.E+09 9.89.E+09 9.74.E+09 1.12.E+10 1.11.E+10 1.12.E+10 1.14.E+10 1.08.E+10 1.05.E+10 1.07.E+10 1.06.E+10
57 P04083 annexin A1 [OS=Homo sapiens] 507.841 1.56.E+10 1.50.E+10 1.47.E+10 1.53.E+10 1.80.E+10 1.80.E+10 1.79.E+10 1.79.E+10 1.98.E+10 1.98.E+10 1.93.E+10 1.98.E+10
58 Q13509 tubulin beta-3 chain [0S=Homo sapiens] 504.511 1.55.E+09 1.50.E+09 1.52.E+09 1.50.E+09 1.47.E+09 1.45.E+09 1.33.E+09 1.41.E+09 1.76.E+09 1.80.E+09 1.70.E+09 1.84.E+09
59 P19338 Nucleolin [0S=Homo sapiens] 501.895 1.14.E+10 1.14.E+10 1.11.E+10 1.19.E+10 1.12.E+10 1.10.E+10 1.14.E+10 1.09.E+10 1.15.E+10 1.11.E+10 1.09.E+10 1.11.E+10
60 P30101 Protein disulfide-isomerase A3 [OS=Homo sapiens] 497.321  9.40.E+09 9.47.E+09 9.49.E+09 9.72.E+09 9.98.E+09 9.92.E+09 9.84.E+09 9.96.E+09 9.15.E+09 9.35.E+09 9.29.E+09 9.34.E+09
61 P31939 bifunctional purine biosynthesis protein purH [OS=Homo sapiens] 493.352  4.43.E+09 4.44 E+09 4.25.E+09 4.31.E+09 4.19.E+09 4.21.E+09 4.17.E+09 4.05.E+09 5.50.E+09 5.21.E+09 5.16.E+09 5.13.E+09




Supplemental Data 1. List of identified proteins

No. et Description Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDNG6-2 CLDN6-2 CLDNG6-2 CLDN6-2
) Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4
62 Q00839 Heterogeneous nuclear ribonucleoprotein U [OS=Homo sapiens] 484.621  8.70.E+09 8.71.E+09 8.79.E+09 8.75.E+09 7.78.E+09 7.90.E+09 7.67.E+09 7.49.E+09 8.82.E+09 8.74.E+09 9.11.E+09 8.53.E+09
63 P06576 ATP synthase subunit beta, mitochondrial [OS=Homo sapiens] 484.146  9.47.E+09 8.92.E+09 8.83.E+09 8.98.E+09 8.08.E+09 7.84.E+09 7.86.E+09 7.79.E+09 1.00.E+10 9.31.E+09 9.40.E+09 9.36.E+09
64 P02538 Keratin, type Il cytoskeletal 6A [OS=Homo sapiens] 482.142  3.48.E+09 3.28.E+09 3.32.E+09 3.34.E+09 1.10.E+10 1.11.E+10 1.10.E+10 1.05.E+10 1.63.E+09 1.48.E+09 1.81.E+09 1.44.E+09
65 P11413-1 Glucose-6-phosphate 1-dehydrogenase [OS=Homo sapiens] 479.137  9.07.E+09 8.61.E+09 9.33.E+09 8.90.E+09 1.12.E+10 1.15.E+10 1.12.E+10 1.08.E+10 8.80.E+09 9.19.E+09 9.33.E+09 8.91.E+09
66 P09651-1  Heterogeneous nuclear ribonucleoprotein A1 [OS=Homo sapiens] = 473.584  6.40.E+09 6.26.E+09 6.60.E+09 6.83.E+09 5.86.E+09 6.11.E+09 6.14.E+09 5.83.E+09 6.82.E+09 6.90.E+09 6.91.E+09 6.85.E+09
67 P02545-2  Isoform C of Prelamin-A/C [OS=Homo sapiens] 468.482 2.12.E+08 2.23.E+08 2.71.E+08 2.63.E+08 2.27.E+08 2.53.E+08 2.68.E+08 2.59.E+08 1.94.E+08 2.57.E+08 2.60.E+08 2.59.E+08
68 Q08211 Atp-dependent rna helicase a [0OS=Homo sapiens] 466.77  3.69.E+09 3.76.E+09 3.71.E+09 3.68.E+09 3.43.E+09 3.40.E+09 3.36.E+09 3.29.E+09 3.90.E+09 3.87.E+09 3.88.E+09 3.87.E+09
69 P61978 Heterogeneous nuclear ribonucleoprotein K [0S=Homo sapiens] 465.437  7.36.E+09 7.05.E+09 7.29.E+09 7.55.E+09 7.14.E+09 7.15.E+09 7.14.E+09 6.83.E+09 7.35.E+09 7.59.E+09 7.62.E+09 7.82.E+09
70 Q16881-1 Thioredoxin reductase 1, cytoplasmic [OS=Homo sapiens] 464.764  3.20.E+09 2.98.E+09 3.00.E+09 3.25.E+09 2.74.E+09 2.65.E+09 2.71.E+09 2.69.E+09 2.52.E+09 2.57.E+09 2.59.E+09 2.58.E+09
71 P06744 glucose-6-phosphate isomerase [OS=Homo sapiens] 460.055  7.89.E+09 6.97.E+09 7.43.E+09 7.49.E+09 7.71.E+09 8.06.E+09 7.78.E+09 7.89.E+09 7.92.E+09 8.04.E+09 7.85.E+09 7.60.E+09
72 P78371-1 T-complex protein 1 subunit beta [OS=Homo sapiens] 457.039  3.77.E+09 3.74.E+09 3.62.E+09 3.72.E+09 3.18.E+09 3.14.E+09 3.08.E+09 3.13.E+09 3.53.E+09 3.54.E+09 3.50.E+09 3.70.E+09
73 P22234 multifunctional protein ADE2 [OS=Homo sapiens] 442.389 5.21.E+09 5.03.E+09 4.94.E+09 4.86.E+09 4.92.E+09 4.75.E+09 4.81.E+09 4.66.E+09 5.55.E+09 5.38.E+09 5.30.E+09 5.39.E+09
74 P04259 keratin, type Il cytoskeletal 6B [OS=Homo sapiens] 439.321 3.66.E+06 1.25.E+08 1.31.E+08 1.23.E+08 1.23.E+08 5.54.E+06 3.92.E+06 1.78.E+06 1.22.E+06
75 P12956 X-ray repair cross-complementing protein 6 [OS=Homo sapiens] 428.748 5.74.E+09 5.63.E+09 5.45.E+09 5.49.E+09 5.35.E+09 5.29.E+09 5.20.E+09 5.19.E+09 5.99.E+09 5.75.E+09 5.83.E+09 5.66.E+09
76 P08727 Keratin, type | cytoskeletal 19 [OS=Homo sapiens] 414.08 1.15.E+10 1.14.E+10 1.17.E+10 1.04.E+10 1.24.E+10 1.17.E+10 1.24.E+10 1.28.E+10 1.26.E+10 1.28.E+10 1.28.E+10 1.22.E+10
77 P22626 :::)‘T;ZT"””S ST M AR A2 OSSR 413215 946.E+09  9.88.E+09 = 104E+10  10LE+10 = 9.35E+09  O.8LE+09  956.E+09 = 9.69.E+09 = 1.0LE+10  111E+10  113.E+10  1.14.E+10
78 P60842 Eukaryotic initiation factor 4A-1 [OS=Homo sapiens] 410.851  8.00.E+09 7.79.E+09 7.81.E+09 7.61.E+09 8.26.E+09 8.20.E+09 8.03.E+09 8.28.E+09 6.83.E+09 6.83.E+09 6.92.E+09 6.72.E+09
79 P27708 CAD protein [0S=Homo sapiens] 400.116  2.01.E+09 1.94.E+09 1.91.E+09 2.03.E+09 1.86.E+09 1.86.E+09 1.87.E+09 1.96.E+09 2.10.E+09 2.07.E+09 2.06.E+09 2.08.E+09
80 P38646 Stress-70 protein, mitochondrial [OS=Homo sapiens] 395.408 5.22.E+09 5.27.E+09 5.21.E+09 5.34.E+09 4.28.E+09 4.45.E+09 4.26.E+09 4.16.E+09 5.17.E+09 5.01.E+09 4.88.E+09 4.99.E+09
81 P55060-1  Exportin-2 [OS=Homo sapiens] 386.426  1.55.E+09 1.54.E+09 1.53.E+09 1.56.E+09 1.73.E+09 1.72.E+09 1.67.E+09 1.70.E+09 1.74.E+09 1.78.E+09 1.72.E+09 1.72.E+09
82 P23528 Cofilin-1 [OS=Homo sapiens] 386.029 1.88.E+10 1.91.E+10 1.91.E+10 1.91.E+10 1.90.E+10 1.92.E+10 1.83.E+10 1.91.E+10 2.15.E+10 2.13.E+10 2.07.E+10 2.08.E+10
83 Q05639 Elongation factor 1-alpha 2 [OS=Homo sapiens] 384.763  9.76.E+08 7.14.E+08 8.19.E+08 6.72.E+08 1.60.E+09 1.46.E+09 1.54.E+09 1.45.E+09 1.57.E+09 1.57.E+09 1.68.E+09 1.70.E+09
84 P43490 nicotinamide phosphoribosyltransferase [OS=Homo sapiens] 384.254  3.59.E+09 3.61.E+09 3.57.E+09 3.53.E+09 6.94.E+09 6.65.E+09 6.75.E+09 6.84.E+09 2.68.E+09 2.66.E+09 2.62.E+09 2.55.E+09
85 Q72627 E3 ubiquitin-protein ligase HUWE1 [OS=Homo sapiens] 382.77 1.01.E+09 8.93.E+08 1.05.E+09 9.35.E+08 9.42.E+08 1.01.E+09 9.92.E+08 9.51.E+08 1.04.E+09 1.07.E+09 1.09.E+09 1.07.E+09
86 P18669 Phosphoglycerate mutase 1 [OS=Homo sapiens] 382.347  5.29.E+09 5.08.E+09 5.02.E+09 5.27.E+09 5.55.E+09 5.51.E+09 5.39.E+09 5.35.E+09 6.60.E+09 6.28.E+09 6.44.E+09 6.35.E+09
87 P31947-1 14-3-3 protein sigma [OS=Homo sapiens] 380.823  7.63.E+09 7.00.E+09 7.33.E+09 7.38.E+09 9.12.E+09 8.91.E+09 8.89.E+09 8.63.E+09 7.81.E+09 7.87.E+09 7.87.E+09 7.79.E+09
88 Q04637 2:522{” tansaictinnaiorlaciofoanna oo e 378716 198.E+09 = 198E+09 = 205.E+09  208E+09 = 216.E+09 = 218E+09 = 215E+09 = 223E+09 = 221E+09  23LE+09 = 228E+09  2.33.E+09
89 P60174 Triosephosphate isomerase [OS=Homo sapiens] 378.679  8.80.E+09 8.96.E+09 8.94.E+09 9.20.E+09 8.24.E+09 8.20.E+09 8.32.E+09 8.41.E+09 9.38.E+09 9.29.E+09 9.46.E+09 9.95.E+09
90 P35221 Catenin alpha-1 [OS=Homo sapiens] 378.265 1.57.E+09 1.82.E+09 1.60.E+09 1.57.E+09 1.54.E+09 1.90.E+09 1.67.E+09 1.58.E+09 2.13.E+09 1.81.E+09 1.85.E+09 2.06.E+09
91 P00558 phosphoglycerate kinase 1 [OS=Homo sapiens] 378.154  4.89.E+09 4.71.E+09 4.91.E+09 4.68.E+09 4.99.E+09 4.83.E+09 4.88.E+09 4.95.E+09 5.30.E+09 5.18.E+09 5.10.E+09 5.49.E+09
92 P06748 Nucleophosmin [OS=Homo sapiens] 378.037  5.74.E+09 5.38.E+09 5.73.E+09 6.13.E+09 5.14.E+09 5.33.E+09 5.29.E+09 4.94.E+09 5.18.E+09 5.94.E+09 6.06.E+09 6.00.E+09
93 Q14974 Importin subunit beta-1 [OS=Homo sapiens] 376.631  2.34.E+09 2.06.E+09 2.13.E+09 2.25.E+09 2.33.E+09 2.28.E+09 2.26.E+09 2.22.E+09 2.26.E+09 2.30.E+09 2.44.E+09 2.27.E+09
94 P26038 Moesin [OS=Homo sapiens] 375.804 1.41.E+09 1.33.E+09 1.36.E+09 1.38.E+09 1.85.E+09 1.83.E+09 1.76.E+09 1.78.E+09 1.51.E+09 1.49.E+09 1.57.E+09 1.55.E+09
95 P31948 stress-induced-phosphoprotein 1 [OS=Homo sapiens] 374.43  3.11.E+09 3.10.E+09 3.12.E+09 3.26.E+09 2.85.E+09 2.88.E+09 2.86.E+09 2.88.E+09 3.26.E+09 3.26.E+09 3.32.E+09 3.24.E+09
96 PODMV8 heat shock 70 kDa protein 1A [OS=Homo sapiens] 373.756  3.11.E+09 3.21.E+09 3.36.E+09 3.27.E+09 3.93.E+09 4.09.E+09 4.18.E+09 4.08.E+09 3.31.E+09 2.87.E+09 3.14.E+09 3.09.E+09
97 P63241-1  Eukaryotic translation initiation factor 5A-1 [OS=Homo sapiens] 373.646  6.23.E+09 6.24.E+09 6.29.E+09 5.88.E+09 6.43.E+09 6.28.E+09 6.33.E+09 6.34.E+09 4.77.E+09 4.60.E+09 4.72.E+09 4.69.E+09
98 Q06830 peroxiredoxin-1 [OS=Homo sapiens] 371.605 2.43.E+10 2.49.E+10 2.49.E+10 2.44.E+10 2.25.E+10 2.23.E+10 2.28.E+10 2.32.E+10 2.55.E+10 2.57.E+10 2.58.E+10 2.56.E+10
99 P06753-2 Isoform 2 of Tropomyosin alpha-3 chain [OS=Homo sapiens] 370.573  6.60.E+09 6.65.E+09 6.63.E+09 6.64.E+09 6.75.E+09 6.61.E+09 6.65.E+09 6.85.E+09 6.84.E+09 6.47.E+09 6.57.E+09 6.38.E+09
100 P26640 Valine--tRNA ligase [OS=Homo sapiens] 369.95 1.49.E+09 1.43.E+09 1.62.E+09 1.61.E+09 1.69.E+09 1.65.E+09 1.57.E+09 1.65.E+09 1.84.E+09 1.78.E+09 1.64.E+09 1.61.E+09
101 P52895 Aldo-keto reductase family 1 member C2 [OS=Homo sapiens] 369.436  1.40.E+09 1.34.E+09 1.41.E+09 1.32.E+09 5.94.E+09 5.74.E+09 6.31.E+09 6.36.E+09 2.43.E+09 2.58.E+09 2.58.E+09 2.53.E+09
102 000151 PDZ and LIM domain protein 1 [OS=Homo sapiens] 369.285 2.83.E+09 2.91.E+09 2.93.E+09 2.87.E+09 3.56.E+09 3.62.E+09 3.64.E+09 3.62.E+09 3.37.E+09 3.36.E+09 3.30.E+09 3.33.E+09
103 P27797 Calreticulin [0OS=Homo sapiens] 367.23  3.96.E+09 4.10.E+09 4.00.E+09 4.06.E+09 3.98.E+09 3.93.E+09 3.96.E+09 3.87.E+09 4.45.E+09 4.67.E+09 4.45.E+09 4.47 E+09
104 P11586 C-1-tetrahydrofolate synthase, cytoplasmic [OS=Homo sapiens] 367.217 3.63.E+09 3.62.E+09 3.75.E+09 3.83.E+09 3.42.E+09 3.58.E+09 3.52.E+09 3.59.E+09 3.98.E+09 4.42.E+09 4.50.E+09 4.49.E+09
105 P07195 L-lactate dehydrogenase B chain [OS=Homo sapiens] 364.942  7.29.E+09 7.20.E+09 7.39.E+09 7.56.E+09 7.55.E+09 7.54.E+09 7.65.E+09 7.78.E+09 7.29.E+09 7.46.E+09 7.47.E+09 7.52.E+09
106 P36578 60S ribosomal protein L4 [OS=Homo sapiens] 364.569 6.08.E+09 6.33.E+09 6.23.E+09 6.03.E+09 5.46.E+09 5.51.E+09 5.50.E+09 5.54.E+09 6.08.E+09 5.93.E+09 5.93.E+09 5.93.E+09
107 P13797 Plastin-3 [OS=Homo sapiens] 363.405 3.36.E+09 3.37.E+09 3.32.E+09 3.26.E+09 3.01.E+09 2.93.E+09 2.90.E+09 2.91.E+09 3.61.E+09 3.63.E+09 3.54.E+09 3.57.E+09
108 P67936 Tropomyosin alpha-4 chain [OS=Homo sapiens] 362.61 1.04.E+09 1.05.E+09 1.04.E+09 8.73.E+08 1.49.E+09 1.51.E+09 1.48.E+09 1.51.E+09 1.26.E+09 1.24.E+09 1.24.E+09 1.21.E+09
109 P09936 ::;I)?:rlg? CanBRyHEIE] [yele Ese e (L [I=HEn 354571 6.11E+09  6.17.E+09 = 6.22.E+09  593.E+09 = 7.66.E+09 = 7.74E+09 = 7.49.E+09 = 7.8LE+09 = 654E+09 = 6.74E+09  6.75.E+09  6.69.E+09
110 P18206 Vinculin [0S=Homo sapiens] 352.71 1.25.E+09 1.22.E+09 1.30.E+09 1.16.E+09 1.56.E+09 1.62.E+09 1.58.E+09 1.65.E+09 1.84.E+09 1.89.E+09 1.91.E+09 1.86.E+09
111 Q01813 :;;éiz‘]’e”de”t 6-phosphofructokinase, platelet type [0S=Homo o) 575 555409 330E+09  3.08E+09  321.E+09 | 3.26.E+00  3.24.E+09  315E+00  3.04E+09 = 320E+09  296E+09 = 3.13E+09  3.09.E+09
112 P41250 Glycine--tRNA ligase [OS=Homo sapiens] 350.598  2.49.E+09 2.42.E+09 2.36.E+09 2.42.E+09 2.49.E+09 2.30.E+09 2.31.E+09 2.19.E+09 2.05.E+09 2.02.E+09 1.96.E+09 1.96.E+09

glutamine--fructose-6-phosphate aminotransferase [isomerizing] 1

13 Que2101 A ene] 350.553 2.43.E+09 ~ 243E+09  248E+09  235E+09 = 254E+09  259E+09 = 255E+09  258.E+09 = 205E+09  207.E+09 = 204E+09  1.95E+09

114  P62258-1 14-3-3 protein epsilon [0S=Homo sapiens] 348238 131.E+10  122E+10  119E+10  133E+l0  139.E+10  136E+10  138E+0  129E+10  123E+10  112E+10  119E+10  1.19.E+10

115  P08758  annexin A5 [0S=Homo sapiens] 345587 5.05.E+09  4.48.E+09 = 459.E+09 = 489.E+09  6.53.E+09  6.3LE+09 = 643E+09  6.23.E+09 | 6.25.E+09  6.22.E+09  5.89.E+09  5.99.E+09

116 Fegrsy  SOHMSUICEAS {HIEEn FIEspEREe 268 [oa @ Ey 344657 2.05E+09  188.E+09 = 192.E+09  187.E+09 = 207.E+09 = 2.10.E+09 = 190.E+09 = 1.9LE+09 = 211.E+09  2.03E+09  199.E+09  2.09.E+09
subunit A alpha isoform [0S=Homo sapiens]

117 P08195  4F2 cell-surface antigen heavy chain [0S=Homo sapiens] 341551 9.38.E+09  9.18E+09 = 888E+09  926E+09  8.22E+09 = 816E+09 = 7.9LE+09  7.97.E+09 | 6.64E+09  6.39.E+09 = 6.25E+09  6.23.E+09

118 P51991-1 Heterogeneous nuclear ribonucleoprotein A3 [OS=Homo sapiens] 340.878 2.51.E+09 2.71.E+09 2.63.E+09 2.57.E+09 2.63.E+09 2.59.E+09 2.51.E+09 2.45.E+09 3.06.E+09 2.86.E+09 2.83.E+09 2.93.E+09
119 P48643 T-complex protein 1 subunit epsilon [OS=Homo sapiens] 339.679 2.79.E+09 2.74.E+09 2.72.E+09 2.94.E+09 2.38.E+09 2.44.E+09 2.45.E+09 2.39.E+09 2.59.E+09 2.66.E+09 2.59.E+09 2.57.E+09

120 075643-1 ;’:’ IS:;:' nuclear ribonucleoprotein 200 kDa helicase [OS=HOMO 355 365 g 04 E408  843E+08  8.84E+08  877.E+08 = 822E+08  B86LE+08 | 7.75E+08  7.77.E408  7.23E+08  7.50E+08 | 7.02E+08  7.70.E+08




Supplemental Data 1. List of identified proteins

No. et Description Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDNG6-2 CLDN6-2 CLDNG6-2 CLDN6-2
) Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4
121 P25705-1  ATP synthase subunit alpha, mitochondrial [OS=Homo sapiens] 335.09 8.37.E+09 8.26.E+09 8.08.E+09 7.98.E+09 7.46.E+09 6.60.E+09 6.58.E+09 7.43.E+09 8.81.E+09 7.56.E+09 8.60.E+09 8.63.E+09
122 P12429 annexin A3 [OS=Homo sapiens] 334.888 6.55.E+09 6.56.E+09 6.55.E+09 6.49.E+09 1.00.E+10 1.02.E+10 1.01.E+10 1.01.E+10 7.94.E+09 7.91.E+09 7.83.E+09 7.76.E+09
123 Q99832 T-complex protein 1 subunit eta [OS=Homo sapiens] 334.855 3.32.E+09 3.20.E+09 3.21.E+09 3.06.E+09 2.87.E+09 2.75.E+09 2.84.E+09 2.75.E+09 3.09.E+09 2.94.E+09 3.00.E+09 2.95.E+09
124 P35241-1 radixin [0S=Homo sapiens] 334.541 8.39.E+08 7.49.E+08 8.09.E+08 8.13.E+08 1.02.E+09 1.02.E+09 1.06.E+09 1.06.E+09 7.56.E+08 7.75.E+08 7.87.E+08 7.92.E+08
125 P23381 Tryptophan--tRNA ligase, cytoplasmic [OS=Homo sapiens] 333.518 2.89.E+09 2.75.E+09 2.88.E+09 2.91.E+09 2.85.E+09 2.76.E+09 2.76.E+09 2.65.E+09 2.28.E+09 2.22.E+09 2.27.E+09 2.39.E+09
126 Q9UQ80  proliferation-associated protein 2G4 [OS=Homo sapiens] 331.235 3.92.E+09 3.93.E+09 3.94.E+09 3.81.E+09 3.50.E+09 3.54.E+09 3.54.E+09 3.64.E+09 3.94.E+09 3.89.E+09 3.96.E+09 3.82.E+09

26S proteasome non-ATPase regulatory subunit 2 [0OS=Homo

127 Q13200 e —— 330.306 1.17.E+09 1.16.E+09 1.20.E+09 1.18.E+09 1.27.E+09 1.22.E+09 1.24.E+09 1.30.E+09 1.48.E+09 1.51.E+09 1.44.E+09 1.44.E+09
128 P41252 isoleucine--tRNA ligase, cytoplasmic [OS=Homo sapiens] 329.971 1.81.E+09 1.76.E+09 1.76.E+09 1.79.E+09 1.55.E+09 1.46.E+09 1.53.E+09 1.57.E+09 1.72.E+09 1.71.E+09 1.70.E+09 1.79.E+09
129 P35580 Myosin-10 [OS=Homo sapiens] 327.759  4.97.E+08 4.33.E+08 4.67.E+08 4.73.E+08 4.01.E+08 3.64.E+08 4.18.E+08 3.93.E+08 3.58.E+08 3.36.E+08 2.90.E+08 2.99.E+08
130 043175 D-3-phosphoglycerate dehydrogenase [OS=Homo sapiens] 326.931 4.83.E+09 4.84.E+09 4.86.E+09 5.08.E+09 4.84.E+09 5.06.E+09 4.91.E+09 4.94.E+09 4.17.E+09 4.22.E+09 4.06.E+09 4.19.E+09
131 Q04828 aldo-keto reductase family 1 member C1 [OS=Homo sapiens] 326.645 3.17.E+09 3.11.E+09 3.19.E+09 3.11.E+09 1.31.E+10 1.34.E+10 1.32.E+10 1.35.E+10 4.86.E+09 5.33.E+09 5.21.E+09 5.30.E+09
132 P09429 High mobility group protein B1 [OS=Homo sapiens] 325.584  5.05.E+09 5.36.E+09 5.50.E+09 5.38.E+09 5.00.E+09 5.07.E+09 4.96.E+09 5.07.E+09 4.99.E+09 5.41.E+09 5.36.E+09 5.22.E+09

Isoform 3 of Heterogeneous nuclear ribonucleoprotein K

LB eSS [0S=Homo sapiens]

323.641 2.36.E+07 2.33.E+07 2.18.E+07 2.35.E+07 2.61.E+07 2.25.E+07 2.62.E+07 2.64.E+07 3.07.E+07 3.04.E+07 3.24.E+07 2.88.E+07

134 P37802 Transgelin-2 [OS=Homo sapiens] 314.782  9.78.E+09 9.37.E+09 9.47.E+09 9.08.E+09 1.02.E+10 1.02.E+10 1.02.E+10 9.86.E+09 1.02.E+10 1.01.E+10 1.03.E+10 1.00.E+10
135 P50991 T-complex protein 1 subunit delta [OS=Homo sapiens] 313.174  3.72.E+09 2.99.E+09 3.05.E+09 3.20.E+09 2.72.E+09 2.79.E+09 3.16.E+09 3.15.E+09 3.56.E+09 2.77.E+09 2.77.E+09 3.39.E+09
136 P63104-1  14-3-3 protein zeta/delta [OS=Homo sapiens] 311.479 5.57.E+09 5.55.E+09 5.36.E+09 5.56.E+09 5.97.E+09 5.97.E+09 5.67.E+09 5.80.E+09 5.80.E+09 5.82.E+09 5.98.E+09 5.89.E+09
137 Q8IVF2-1  Protein AHNAK2 [OS=Homo sapiens] 309.767 1.33.E+09 1.35.E+09 1.40.E+09 1.37.E+09 1.74.E+09 1.72.E+09 1.70.E+09 1.81.E+09 2.03.E+09 1.97.E+09 2.07.E+09 2.05.E+09
138 P36871-1  Phosphoglucomutase-1 [OS=Homo sapiens] 307.759  1.52.E+09 1.48.E+09 1.37.E+09 1.31.E+09 1.38.E+09 1.32.E+09 1.34.E+09 1.42.E+09 1.69.E+09 1.63.E+09 1.68.E+09 1.63.E+09
139 P26639-1 Threonine--tRNA ligase, cytoplasmic [OS=Homo sapiens] 304.457  3.50.E+09 3.46.E+09 3.46.E+09 3.50.E+09 3.65.E+09 3.65.E+09 3.61.E+09 3.60.E+09 2.98.E+09 2.94.E+09 2.82.E+09 2.91.E+09
140 P17987 T-complex protein 1 subunit alpha [OS=Homo sapiens] 304.174  2.49.E+09 2.49.E+09 2.51.E+09 2.63.E+09 2.48.E+09 2.47.E+09 2.46.E+09 2.47.E+09 2.57.E+09 2.52.E+09 2.63.E+09 2.59.E+09
141 P09211 Glutathione S-transferase P [OS=Homo sapiens] 302.797 2.79.E+10 2.87.E+10 2.94.E+10 2.99.E+10 2.53.E+10 2.67.E+10 2.67.E+10 2.53.E+10 2.66.E+10 2.63.E+10 2.68.E+10 2.75.E+10
142 P14866 Heterogeneous nuclear ribonucleoprotein L [OS=Homo sapiens] 301.711 1.39.E+09 1.40.E+09 1.27.E+09 1.24.E+09 1.27.E+09 1.24.E+09 1.10.E+09 1.13.E+09 1.42.E+09 1.36.E+09 1.38.E+09 1.41.E+09
143 P62701 40S ribosomal protein S4, X isoform [OS=Homo sapiens] 299.756  6.97.E+09 7.14.E+09 7.06.E+09 7.52.E+09 6.86.E+09 6.81.E+09 6.63.E+09 6.92.E+09 6.40.E+09 6.23.E+09 6.17.E+09 6.22.E+09
144 Q9uUJZ1 Stomatin-like protein 2, mitochondrial [0S=Homo sapiens] 299.107 2.76.E+09 2.56.E+09 2.68.E+09 2.67.E+09 2.36.E+09 2.40.E+09 2.31.E+09 2.24.E+09 2.37.E+09 2.46.E+09 2.46.E+09 2.46.E+09
145 P49411 elongation factor Tu, mitochondrial [OS=Homo sapiens] 298.927 2.07.E+09 1.92.E+09 1.81.E+09 2.16.E+09 1.84.E+09 1.77.E+09 1.61.E+09 1.74.E+09 1.83.E+09 1.80.E+09 1.78.E+09 1.79.E+09
146 P26599 Polypyrimidine tract-binding protein 1 [OS=Homo sapiens] 296.646  3.06.E+09 2.93.E+09 2.87.E+09 3.09.E+09 2.83.E+09 2.55.E+09 2.49.E+09 2.56.E+09 2.97.E+09 2.88.E+09 2.81.E+09 2.98.E+09
147 P05455 Lupus La protein [OS=Homo sapiens] 296.222  2.29.E+09 2.16.E+09 2.15.E+09 2.29.E+09 2.10.E+09 2.05.E+09 2.09.E+09 2.02.E+09 2.34.E+09 2.39.E+09 2.28.E+09 2.29.E+09
148 Q86VP6-1 cullin-associated nedd8-dissociated protein 1 [OS=Homo sapiens] =~ 295.999  1.47.E+09 1.23.E+09 1.28.E+09 1.40.E+09 1.50.E+09 1.53.E+09 1.49.E+09 1.39.E+09 1.44.E+09 1.41.E+09 1.52.E+09 1.42.E+09
149 P13489 Ribonuclease inhibitor [0S=Homo sapiens] 294.862 2.75.E+09 2.43.E+09 2.57.E+09 2.59.E+09 2.73.E+09 2.81.E+09 2.75.E+09 2.66.E+09 3.09.E+09 3.17.E+09 2.98.E+09 3.25.E+09
150 P26641 elongation factor 1-gamma [OS=Homo sapiens] 293.78 1.09.E+10 1.05.E+10 1.11.E+10 1.13.E+10 9.51.E+09 1.02.E+10 1.00.E+10 1.01.E+10 1.20.E+10 1.20.E+10 1.20.E+10 1.21.E+10
151 P09874 Poly [ADP-ribose] polymerase 1 [OS=Homo sapiens] 292.859 2.05.E+09 2.07.E+09 2.12.E+09 2.07.E+09 2.19.E+09 2.21.E+09 2.25.E+09 2.24. E+09 2.11.E+09 2.09.E+09 2.19.E+09 2.13.E+09
152 P50990 T-complex protein 1 subunit theta [OS=Homo sapiens] 292.102  3.82.E+09 4.00.E+09 3.94.E+09 3.92.E+09 3.44.E+09 3.47.E+09 3.51.E+09 3.51.E+09 3.75.E+09 3.79.E+09 3.76.E+09 3.87.E+09
153 Q13501-1 sequestosome-1 [OS=Homo sapiens] 291.706  1.59.E+09 1.60.E+09 1.44.E+09 1.41.E+09 1.96.E+09 2.00.E+09 2.04.E+09 2.00.E+09 8.56.E+08 6.66.E+08 6.96.E+08 6.71.E+08
154 P27695 DNA-(apurinic or apyrimidinic site) lyase [0S=Homo sapiens] 291.38  2.58.E+09 2.37.E+09 2.40.E+09 2.48.E+09 2.06.E+09 2.02.E+09 2.02.E+09 1.82.E+09 2.37.E+09 2.39.E+09 2.34.E+09 2.32.E+09
155 P12268 inosine-5'-monophosphate dehydrogenase 2 [OS=Homo sapiens] 291.146  2.09.E+09 2.23.E+09 2.20.E+09 2.11.E+09 1.61.E+09 1.54.E+09 1.58.E+09 1.57.E+09 2.49.E+09 2.42.E+09 2.40.E+09 2.38.E+09
156 P35222 Catenin beta-1 [OS=Homo sapiens] 291.064 2.07.E+09 1.92.E+09 2.04.E+09 1.90.E+09 2.18.E+09 2.09.E+09 1.98.E+09 2.13.E+09 2.53.E+09 2.41.E+09 2.35.E+09 2.46.E+09
157 Q7Z406-2 Isoform 2 of Myosin-14 [OS=Homo sapiens] 290.427  8.60.E+08 1.00.E+09 1.03.E+09 1.04.E+09 7.53.E+08 8.05.E+08 8.43.E+08 8.08.E+08 7.14.E+08 7.04.E+08 6.77.E+08 6.96.E+08
158 P48506 glutamate--cysteine ligase catalytic subunit [OS=Homo sapiens] 290.261 1.54.E+09 1.46.E+09 1.46.E+09 1.47.E+09 1.51.E+09 1.48.E+09 1.32.E+09 1.40.E+09 1.64.E+09 1.55.E+09 1.48.E+09 1.46.E+09

Serine hydroxymethyltransferase, mitochondrial [OS=Homo

159 Pasgor1 il 0 290.045 3.63.E+09 = 3.55E+09  350.E+09  347.E+09 = 3.38.E+09 = 342E+09  3.36.E+09 = 3.23E+09  316.E+09  3.00.E+09  3.05E+09  3.04.E+09
160 P62805 histone H4 [0S=Homo sapiens] 289563 8.14.E+10  838E+0  827.E+10  816E+l0  697.E+10  6.98E+10  7.07.E+10 = 7.28E+10  7.82E+10  7.75E+10  7.95E+10  7.71.E+10
161 P11940-1 Polyadenylate-binding protein 1 [0S=Homo sapiens] 288.993 3.35.E+09 = 3.44.E+09 = 3.48.E+09  3.49.E+09  3.05.E+09  3.13E+09 | 32L.E+09  3.19.E+09  3.27.E+09  3.3LE+09  3.26.E+09  3.26.E+09
162 P02786  Transferrin receptor protein 1 [0S=Homo sapiens] 288.956 353.E+09  3.58E+09 = 3.64.E+09  359.E+09 = 3.98.E+09  3.96E+09 = 3.98.E+09 = 3.98E+09 = 3.82E+09  3.65E+09  3.68E+09  3.72.E+09
163 Q12906-1 Interleukin enhancer-binding factor 3 [OS=Homo sapiens] 285.823 2.85.E+09 2.82.E+09 2.79.E+09 2.74.E+09 2.61.E+09 2.58.E+09 2.64.E+09 2.58.E+09 2.89.E+09 2.75.E+09 2.88.E+09 2.71.E+09
164  Q9Y617-1 phosphoserine aminotransferase [0S=Homo sapiens] 285815 9.67.E+09 = 9.50.E+09 = 9.60.E+09 = 9.37.E+09 = 9.62.E+09 = 9.66.E+09 = 956.E+09 = 9.81E+09  7.83E+09  7.72.E+09  7.66.E+09  7.65.E+09
165 P62937 peptidyl-prolyl cis-trans isomerase A [OS=Homo sapiens] 279.853 2.64.E+10 2.64.E+10 2.72.E+10 2.68.E+10 2.43.E+10 2.48.E+10 2.50.E+10 2.51.E+10 3.11.E+10 3.08.E+10 3.09.E+10 3.03.E+10
166  P40227-1  T-complex protein 1 subunit zeta [0S=Homo sapiens] 277.783 3.67.E+09 = 3.73E+09 = 367.E+09 = 3.59.E+09 = 3.37.E+09 = 3.28.E+09 = 319.E+09 = 3.36.E+09 = 3.64E+09 = 356.E+09  3.55E+09  3.45.E+09
167 060506 Heterogeneous nuclear ribonucleoprotein Q [OS=Homo sapiens] 277532 3.64.E+09 3.67.E+09 3.64.E+09 3.57.E+09 3.53.E+09 3.38.E+09 3.52.E+09 3.52.E+09 3.71.E+09 3.56.E+09 3.48.E+09 3.54.E+09
168 P08243-1 ::Siirni%me SYAEESR U OSSR 27495 411E+09  3.94E+09 = 4.14E+09 = 422E+09  39LE+09 = 4.06.E+09 = 421.E+09 = 40LE+09 = A4.65.E+00  452.E+09 = 447.E+09  4.49.E+09
169 P33991  DNA replication licensing factor MCM4 [0S=Homo sapiens] 274592 124E+09 = 118E+09 = 126.E+09  128E+09 = 117.E+09 = 1.32E+09 = 133.E+09 = 127.E+09  130E+09  136E+09  125E+09  1.33.E+09
170 P52209 s'azri‘g::]h‘)g'“w”ate dehydrogenase, decarboxylating [0S=Homo 74519 580 Fi09 286409 = 2.86.E+09  2.83.E+09 | 3.35.E+00  346.E+09 | 328.E+09 = 332E+00  230E+09  230E+09 = 230E+09  2.29.E+09
171 060716-1 Catenin delta-1 [0S=Homo sapiens] 272472 113.E+09  116E+09 = 1.17.E+09  1.17.E+09 = 1.16.E+09  1.20.E+09 = 114E+09  1.17.E+09  128.E+09  1.32.E+09  135E+09  1.34.E+09
172 P23246-1 splicing factor, proline- and glutamine-rich [0S=Homo sapiens] 271539 222.E+09 = 228E+09 = 223.E+09  237.E+09 = 227.E+09 = 228.E+09 = 224E+09  227.E+09 = 225E+09 = 231E+09  2.36.E+09  2.33.E+09
173 075533-1 splicing factor 3B subunit 1 [0S=Homo sapiens] 271.042 6.66.E+08  6.5LE+08  6.65.E+08  7.0.E+08 = 595.E+08  6.83.E+08  6.68.E+08  6.44E+08  7.41E+08  7.66.E+08  7.57.E+08  B8.33.E+08
174 P34932  Heat shock 70 kDa protein 4 [0S=Homo sapiens] 269.655 121.E+09 = 120E+09 = 1.18.E+09  137.E+09 = 110.E+09 = 126E+09 = 114E+09  1.13E+09  126E+09  132E+09 = 121E+09  1.24.E+09
175  Q15084-1 Protein disulfide-isomerase A6 [0S=Homo sapiens] 267.967 3.19.E+09 = 3.20.E+09 = 3.32.E+09 = 3.4LE+09 = 3.10.E+09 = 3.22E+09 | 3.29.E+09 = 2.90.E+09 = 3.10.E+09  3.0LE+09  3.02.E+09  3.05.E+09
176 P30041 Peroxiredoxin-6 [0S=Homo sapiens] 267.661 522.E+09 = 518E+09 = 512.E+09 = 522E+09 = 521.E+09 = 525E+09 = 531LE+09 = 530.E+09 = 582E+09 = 558E+09  574E+09  5.98.E+09
177 075083 WD repeat-containing protein 1 [0S=Homo sapiens] 266.942 147.E+09 = 145E+09 = 1.40.E+09  143E+09  1.80.E+09  181E+09  178.E+09  1.82E+09  182E+09  1.84.E+09  178.E+09  1.87.E+09
178 P31946  14-3-3 protein beta/alpha [0S=Homo sapiens] 266.806 145E+09 = 144E+09 = 143.E+09  146E+09 = 170.E+09 = 168.E+09 = 169.E+09 = 160.E+09 = 157.E+09  153E+09  145E+09  1.41.E+09
179 P68032 Actin, alpha cardiac muscle 1 [0S=Homo sapiens] 266.141 8.96.E+09 8.64.E+09 8.34.E+09 8.09.E+09 9.25.E+09 8.48.E+09 8.76.E+09 8.61.E+09 9.47.E+09 8.36.E+09 8.29.E+09 7.96.E+09
180  P21964-1 Catechol O-methyltransferase [0S=Homo sapiens] 263797 175E+09 = 192E+09 = 184.E+09  185E+09 = 177.E+09 = 162E+09 = 157.E+09 = 154E+09  209.E+09  196E+09 = 198E+09  2.10.E+09
181 QOYAL1 _ Hypoxia up-regulated protein 1 [0S=Homo sapiens] 262.819 153.E+09  143.E+09  143.E+09  152E+09  156.E+09  1.46.E+09  147.E+09  144E+09  134E+09  1.20.E+09  1.25E+09  1.26.E+09




Supplemental Data 1. List of identified proteins

No. et Description Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDNG6-2 CLDN6-2 CLDNG6-2 CLDN6-2
) P Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4
182 P63244 Receptor of activated protein C kinase 1 [OS=Homo sapiens] 260.787  7.96.E+09 8.33.E+09 8.97.E+09 8.86.E+09 7.65.E+09 7.81.E+09 7.66.E+09 7.78.E+09 7.70.E+09 7.36.E+09 7.39.E+09 7.36.E+09

Isoform 2 of Heterogeneous nuclear ribonucleoprotein A3

B PR [0S=Homo sapiens]

260.646  4.07.E+07 4.75.E+07 4.26.E+07 4.27.E+07 4.63.E+07 4.25.E+07 4.11.E+07 4.22.E+07 5.58.E+07 6.21.E+07 5.70.E+07 5.86.E+07

184 P49591 Serine--tRNA ligase, cytoplasmic [OS=Homo sapiens] 260.567 3.65.E+09 3.35.E+09 3.32.E+09 3.68.E+09 3.60.E+09 3.54.E+09 3.56.E+09 3.47.E+09 3.17.E+09 3.05.E+09 2.97.E+09 2.98.E+09
185 P27348 14-3-3 protein theta [0S=Homo sapiens] 259.264 1.67.E+09 1.60.E+09 1.66.E+09 1.36.E+09 2.20.E+09 2.27.E+09 2.24.E+09 2.10.E+09 2.15.E+09 2.14.E+09 2.06.E+09 1.97.E+09
186 Q92616 elF-2-alpha kinase activator GCN1 [OS=Homo sapiens] 259.102  6.47.E+08 6.24.E+08 6.46.E+08 6.41.E+08 6.04.E+08 6.21.E+08 6.17.E+08 6.30.E+08 7.45.E+08 7.38.E+08 7.39.E+08 7.50.E+08
187 Q13263 Transcription intermediary factor 1-beta [OS=Homo sapiens] 258.934  1.36.E+09 1.44.E+09 1.34.E+09 1.30.E+09 1.12.E+09 1.13.E+09 1.17.E+09 1.13.E+09 1.10.E+09 9.66.E+08 1.07.E+09 1.12.E+09
188 P20700 Lamin-B1 [OS=Homo sapiens] 258.916  1.45.E+09 1.18.E+09 1.21.E+09 1.23.E+09 1.29.E+09 1.37.E+09 1.22.E+09 1.21.E+09 1.26.E+09 1.08.E+09 1.11.E+09 1.06.E+09

trifunctional purine biosynthetic protein adenosine-3 [OS=Homo

189 P22102-1 e 258.74  2.08.E+09 2.02.E+09 2.01.E+09 2.13.E+09 1.86.E+09 1.88.E+09 1.90.E+09 1.82.E+09 1.87.E+09 1.81.E+09 1.80.E+09 1.80.E+09
190 P84077 ADP-ribosylation factor 1 [OS=Homo sapiens] 254.759  2.96.E+09 2.84.E+09 2.84.E+09 2.86.E+09 3.02.E+09 3.16.E+09 3.12.E+09 3.05.E+09 2.92.E+09 2.98.E+09 2.99.E+09 3.07.E+09
191 P67809 Nuclease-sensitive element-binding protein 1 [OS=Homo sapiens] = 254.185  1.60.E+09 1.70.E+09 1.80.E+09 1.78.E+09 1.59.E+09 1.66.E+09 1.60.E+09 1.69.E+09 1.73.E+09 2.00.E+09 1.93.E+09 1.90.E+09
192 P49368-1 T-complex protein 1 subunit gamma [OS=Homo sapiens] 253.9 3.21.E+09 3.11.E+09 3.19.E+09 3.17.E+09 2.79.E+09 2.81.E+09 2.82.E+09 2.80.E+09 3.16.E+09 3.17.E+09 3.21.E+09 3.21.E+09
193 P49736 DNA replication licensing factor mcm2 [OS=Homo sapiens] 252.96 1.22.E+09 1.27.E+09 1.27.E+09 1.28.E+09 1.24.E+09 1.33.E+09 1.29.E+09 1.28.E+09 1.34.E+09 1.33.E+09 1.36.E+09 1.35.E+09
194 P25205 DNA replication licensing factor mcm3 [OS=Homo sapiens] 252.811 1.14.E+09 1.09.E+09 1.12.E+09 1.10.E+09 1.15.E+09 1.15.E+09 1.21.E+09 1.12.E+09 1.23.E+09 1.18.E+09 1.19.E+09 1.29.E+09
195 P08865 40S ribosomal protein SA [OS=Homo sapiens] 251.248 6.07.E+09 5.93.E+09 6.15.E+09 6.00.E+09 5.73.E+09 5.68.E+09 5.69.E+09 5.70.E+09 5.46.E+09 5.59.E+09 5.70.E+09 5.92.E+09
196 P53621-1  coatomer subunit alpha [OS=Homo sapiens] 249.948  1.33.E+09 1.27.E+09 1.32.E+09 1.31.E+09 1.35.E+09 1.31.E+09 1.37.E+09 1.31.E+09 1.42.E+09 1.47.E+09 1.49.E+09 1.47.E+09
197 Q9BUF5  Tubulin beta-6 chain [OS=Homo sapiens] 249.59 2.14.E+08 2.33.E+08 1.65.E+08 1.74.E+08 2.47.E+08 2.17.E+08 2.37.E+08 2.20.E+08 3.07.E+08 2.41.E+08 3.06.E+08 3.30.E+08
198 075874 Isocitrate dehydrogenase [NADP] cytoplasmic [OS=Homo sapiens] 248.792 2.52.E+09 2.48.E+09 2.53.E+09 2.52.E+09 2.42.E+09 2.40.E+09 2.43.E+09 2.39.E+09 1.69.E+09 1.77.E+09 1.77.E+09 1.79.E+09

Solute carrier family 2, facilitated glucose transporter member 1

R IS [OS=Homo sapiens]

248.374  1.69.E+10 1.62.E+10 1.58.E+10 1.64.E+10 1.37.E+10 1.39.E+10 1.40.E+10 1.37.E+10 1.57.E+10 1.53.E+10 1.46.E+10 1.44.E+10

200 P43243 Matrin-3 [OS=Homo sapiens] 248.186  1.70.E+09 1.65.E+09 1.65.E+09 1.68.E+09 1.54.E+09 1.53.E+09 1.52.E+09 1.47.E+09 1.68.E+09 1.63.E+09 1.58.E+09 1.62.E+09
201 095373 Importin-7 [OS=Homo sapiens] 248.089 9.05.E+08 7.98.E+08 8.21.E+08 8.86.E+08 7.68.E+08 7.49.E+08 7.34.E+08 7.13.E+08 8.54.E+08 8.59.E+08 8.71.E+08 8.43.E+08
202 P50395-1  Rab GDP dissociation inhibitor beta [OS=Homo sapiens] 246.52  1.99.E+09 1.74.E+09 1.84.E+09 1.87.E+09 1.90.E+09 1.95.E+09 1.96.E+09 1.87.E+09 1.94.E+09 1.95.E+09 1.88.E+09 1.96.E+09
203 P16435 NADPH--cytochrome P450 reductase [OS=Homo sapiens] 246.138  1.02.E+09 9.43.E+08 9.27.E+08 9.35.E+08 6.28.E+08 5.89.E+08 5.83.E+08 5.69.E+08 9.11.E+08 9.16.E+08 8.96.E+08 8.91.E+08
204 Q15365 Poly(RC)-binding protein 1 [OS=Homo sapiens] 245516  2.86.E+09 2.93.E+09 2.92.E+09 2.90.E+09 2.57.E+09 2.57.E+09 2.52.E+09 2.69.E+09 3.16.E+09 3.04.E+09 3.01.E+09 2.96.E+09
205 QINR30-1  Nucleolar RNA helicase 2 [0S=Homo sapiens] 244.885  1.40.E+09 1.28.E+09 1.38.E+09 1.41.E+09 1.10.E+09 1.12.E+09 1.15.E+09 1.10.E+09 1.24.E+09 1.19.E+09 1.23.E+09 1.15.E+09
206 Q6DD88  Atlastin-3 [OS=Homo sapiens] 244.743  1.61.E+09 1.52.E+09 1.50.E+09 1.51.E+09 1.73.E+09 1.68.E+09 1.68.E+09 1.63.E+09 1.88.E+09 1.95.E+09 1.90.E+09 1.90.E+09
207 000159-1  Unconventional myosin-Ic [DS=Homo sapiens] 240.943  1.40.E+09 1.44.E+09 1.49.E+09 1.52.E+09 1.69.E+09 1.76.E+09 1.73.E+09 1.62.E+09 9.90.E+08 9.54.E+08 9.81.E+08 1.02.E+09
208 PO7737 profilin-1 [OS=Homo sapiens] 240.475 1.37.E+10 1.39.E+10 1.34.E+10 1.30.E+10 1.60.E+10 1.54.E+10 1.51.E+10 1.55.E+10 1.06.E+10 1.01.E+10 1.02.E+10 1.04.E+10
209 Q14152 SE:;iirr‘]’:]"C et et 20T & AN A [ AD 238568 1.30.E+09  140.E+09 = 144.E+09  149E+09 = 144E+09  144E+09  148.E+09  15LE+09 = 15LE+09 = 157.E+09 = 155E+09 = 1.49.E+09
210 P56192 Methionine--tRNA ligase, cytoplasmic [OS=Homo sapiens] 238.222 9.34.E+08 9.44.E+08 9.72.E+08 9.35.E+08 7.93.E+08 9.10.E+08 8.21.E+08 7.64.E+08 8.92.E+08 9.25.E+08 1.01.E+09 9.72.E+08
211 Q9Y678 Coatomer subunit gamma-1 [OS=Homo sapiens] 237.702  7.66.E+08 9.55.E+08 9.38.E+08 8.13.E+08 1.07.E+09 1.08.E+09 1.08.E+09 1.07.E+09 1.06.E+09 1.10.E+09 1.02.E+09 1.08.E+09
212 015067 Phosphoribosylformylglycinamidine synthase [0S=Homo sapiens] 237.119 1.07.E+09 1.07.E+09 1.06.E+09 1.13.E+09 8.75.E+08 9.27.E+08 8.92.E+08 8.50.E+08 7.34.E+08 8.62.E+08 8.13.E+08 8.19.E+08
213 P55209 Nucleosome assembly protein 1-like 1 [OS=Homo sapiens] 237.096  2.33.E+09 2.22.E+09 2.31.E+09 2.29.E+09 2.16.E+09 2.15.E+09 2.16.E+09 2.08.E+09 2.69.E+09 2.77.E+09 2.75.E+09 2.86.E+09
214 P62424 60S ribosomal protein L7a [OS=Homo sapiens] 235.187  3.55.E+09 3.78.E+09 3.82.E+09 3.69.E+09 3.62.E+09 3.68.E+09 3.64.E+09 3.75.E+09 3.47.E+09 3.57.E+09 3.61.E+09 3.56.E+09
215 P19367-1  Hexokinase-1 [OS=Homo sapiens] 235.158 9.17.E+08 9.05.E+08 8.83.E+08 9.35.E+08 1.07.E+09 1.18.E+09 1.12.E+09 1.17.E+09 1.56.E+09 1.60.E+09 1.64.E+09 1.67.E+09
216 P52272 Heterogeneous nuclear ribonucleoprotein M [OS=Homo sapiens] 235.076  2.25.E+09 2.18.E+09 1.77.E+09 1.88.E+09 2.06.E+09 1.67.E+09 1.96.E+09 1.99.E+09 2.27.E+09 2.31.E+09 2.23.E+09 2.20.E+09
217 Q8WUM4  Programmed cell death 6-interacting protein [OS=Homo sapiens] 234.753  1.17.E+09 1.23.E+09 1.19.E+09 1.07.E+09 1.25.E+09 1.14.E+09 1.22.E+09 1.16.E+09 1.25.E+09 1.15.E+09 1.16.E+09 1.14.E+09
218 Q9BSJ8 Extended synaptotagmin-1 [OS=Homo sapiens] 233.767  7.47.E+08 6.90.E+08 6.92.E+08 7.35.E+08 8.56.E+08 8.64.E+08 8.54.E+08 8.25.E+08 6.11.E+08 5.88.E+08 6.08.E+08 5.92.E+08
219 P09493-3 Isoform 3 of Tropomyosin alpha-1 chain [0S=Homo sapiens] 233.018 8.46.E+08 8.77.E+08 8.25.E+08 8.21.E+08 8.23.E+08 8.04.E+08 7.67.E+08 7.80.E+08 1.07.E+09 1.04.E+09 1.04.E+09 1.04.E+09
220 P09960-1 leukotriene A-4 hydrolase [OS=Homo sapiens] 232.526  1.07.E+09 1.11.E+09 1.15.E+09 1.13.E+09 1.14.E+09 1.15.E+09 1.14.E+09 1.11.E+09 1.36.E+09 1.45.E+09 1.37.E+09 1.43.E+09
221 Q99714-1  3-hydroxyacyl-CoA dehydrogenase type-2 [OS=Homo sapiens] 231.222 9.46.E+08 8.68.E+08 8.68.E+08 8.93.E+08 7.56.E+08 7.24.E+08 7.15.E+08 7.21.E+08 8.33.E+08 8.09.E+08 8.37.E+08 8.26.E+08
222 P52597 Heterogeneous nuclear ribonucleoprotein F [OS=Homo sapiens] 231.08 2.25.E+09 2.47.E+09 2.56.E+09 2.70.E+09 2.45.E+09 2.43.E+09 2.36.E+09 2.19.E+09 2.37.E+09 2.33.E+09 2.39.E+09 2.45.E+09
223 P05387 60S acidic ribosomal protein P2 [OS=Homo sapiens] 230.481 3.42.E+09 3.34.E+09 3.39.E+09 3.45.E+09 3.62.E+09 3.46.E+09 3.64.E+09 3.61.E+09 3.63.E+09 3.75.E+09 3.73.E+09 3.86.E+09
224 P30043 flavin reductase (NADPH) [OS=Homo sapiens] 229.899 2.47.E+09 2.73.E+09 2.72.E+09 2.49.E+09 3.00.E+09 3.10.E+09 2.96.E+09 2.60.E+09 2.80.E+09 2.59.E+09 2.79.E+09 2.61.E+09
225 P46777 60S ribosomal protein L5 [OS=Homo sapiens] 229.771  2.53.E+09 2.51.E+09 2.56.E+09 2.57.E+09 2.38.E+09 2.38.E+09 2.32.E+09 2.39.E+09 2.19.E+09 2.31.E+09 2.31.E+09 2.32.E+09

Probable ATP-dependent RNA helicase DDX17 [OS=Homo
sapiens]

Isocitrate dehydrogenase [NADP], mitochondrial [OS=Homo
sapiens]

Dolichyl-diphosphooligosaccharide--protein glycosyltransferase
subunit 2 [OS=Homo sapiens]

226 Q92841 229.733  2.67.E+09 2.71.E+09 2.72.E+09 2.67.E+09 2.49.E+09 2.49.E+09 2.47.E+09 2.47.E+09 2.88.E+09 2.84.E+09 2.80.E+09 2.80.E+09

227 P48735 228.762 2.06.E+09 1.98.E+09 2.04.E+09 2.08.E+09 1.61.E+09 1.62.E+09 1.64.E+09 1.65.E+09 2.62.E+09 2.40.E+09 2.49.E+09 2.49.E+09

228 P04844-1 228.527 9.33.E+08 8.23.E+08 8.80.E+08 8.66.E+08 9.05.E+08 9.92.E+08 1.02.E+09 9.19.E+08 8.31.E+08 8.65.E+08 8.12.E+08 7.78.E+08

229 P62826 GTP-binding nuclear protein RAN [OS=Homo sapiens] 228.083  6.30.E+09 6.44.E+09 6.44.E+09 6.41.E+09 6.17.E+09 6.11.E+09 6.08.E+09 5.88.E+09 6.89.E+09 6.71.E+09 6.77.E+09 6.81.E+09
230 P46782 40S ribosomal protein S5 [OS=Homo sapiens] 227.99 2.25.E+09 1.92.E+09 2.13.E+09 2.33.E+09 2.17.E+09 2.26.E+09 2.17.E+09 2.05.E+09 1.90.E+09 2.03.E+09 1.87.E+09 1.67.E+09
231 P23284 peptidyl-prolyl cis-trans isomerase B [0S=Homo sapiens] 227.946 1.01.E+10 1.05.E+10 1.00.E+10 9.90.E+09 1.10.E+10 1.08.E+10 1.06.E+10 1.10.E+10 9.24.E+09 9.08.E+09 9.25.E+09 9.30.E+09
232 P15559-1  NAD(P)H dehydrogenase [quinone] 1 [OS=Homo sapiens] 227.169 7.66.E+09 8.15.E+09 8.19.E+09 8.10.E+09 8.63.E+09 8.69.E+09 8.67.E+09 9.00.E+09 9.89.E+09 1.06.E+10 1.05.E+10 1.03.E+10
233 P61981 14-3-3 protein gamma [OS=Homo sapiens] 226.383  1.30.E+09 1.18.E+09 1.26.E+09 1.34.E+09 1.37.E+09 1.40.E+09 1.37.E+09 1.34.E+09 1.24.E+09 1.34.E+09 1.32.E+09 1.26.E+09
234 Q01518-1  adenylyl cyclase-associated protein 1 [OS=Homo sapiens] 226.354 1.14.E+09 1.09.E+09 1.15.E+09 1.18.E+09 1.29.E+09 1.34.E+09 1.31.E+09 1.35.E+09 1.17.E+09 1.26.E+09 1.26.E+09 1.28.E+09
235 P27824 Calnexin [OS=Homo sapiens] 226.035 2.75.E+09 2.68.E+09 2.62.E+09 2.82.E+09 2.83.E+09 2.91.E+09 2.91.E+09 2.80.E+09 2.56.E+09 2.90.E+09 2.70.E+09 2.44.E+09
236 095573 long-chain-fatty-acid--CoA ligase 3 [OS=Homo sapiens] 225.878 1.57.E+09 1.43.E+09 1.51.E+09 1.50.E+09 1.42.E+09 1.40.E+09 1.41.E+09 1.46.E+09 1.30.E+09 1.29.E+09 1.30.E+09 1.30.E+09
237 P10412 Histone H1.4 [OS=Homo sapiens] 224.495 8.78.E+09 9.21.E+09 9.56.E+09 9.38.E+09 8.23.E+09 8.30.E+09 8.35.E+09 8.70.E+09 8.25.E+09 9.23.E+09 9.37.E+09 9.08.E+09
238 Q14566 DNA replication licensing factor MCM6 [OS=Homo sapiens 224.291  1.56.E+09 1.55.E+09 1.53.E+09 1.57.E+09 1.63.E+09 1.65.E+09 1.62.E+09 1.68.E+09 1.68.E+09 1.67.E+09 1.67.E+09 1.64.E+09




Supplemental Data 1. List of identified proteins

No. | Accession T SumPEP  CTRL CTRL CTRL CTRL CLDN6-1 CLDNG-1 CLDN6-1 CLDN6-1 CLDN6-2 CLDNG-2 CLDN6-2 CLDNG-2
) P Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4
239 P46821  microtubule-associated protein 1B [0S=Homo sapiens] 22378 3.85E+08  A401E+08  3.87.E+08  417.E+08  7.86.E+08  B.09.E+08  B8.82.E+08  7.65E+08 = A4.84E+08  555E+08 = 4.89.E+08  5.18.E+08
240 P05388 608 acidic ribosomal protein PO [0S=Homo sapiens] 223738 5.03.E+09 = 4.92E+09  5.05.E+09  4.96.E+09 = 4.77.E+09  472E+09 = A477.E+09  424E+09  478E+09  473E+09  4.69.E+09  4.82.E+09
241 P51858  hepatoma-derived growth factor [0S=Homo sapiens] 222946 197.E+09 = 200E+09 = 206.E+09 = 205E+09 = 202.E+09 = 204E+09 = 200.E+09 = 200.E+09 = 232E+09 = 233E+09  235E+09  2.26.E+09
242 P16403 Histone H1.2 [0S=Homo sapiens] 222122 7.62.E+08 = 7.93.E+08  B8.20.E+08 = 9.00.E+08 = 6.22.E+08  6.68.E+08 = 65LE+08  6.88E+08  6.93.E+08  7.99.E+08  8.30.E+08  8.12.E+08
243 QTKZF4 zﬁggcoccm nuclease domain-containing protein 1 [OS=HOMO 5 514 713408 856.E+08 = 8.63.E+08  B85E+08 | 823.E+08  O24.E+08  BOLE+08  96LE+08 = 021E+08  O56.E+08  BO4E+08  9.4LE+08
244 P07099  epoxide hydrolase 1 [0S=Homo sapiens] 221312 273E+09  258E+09 = 254E+09  255E+09 = 350.E+09  355E+09 | 358.E+09  3.61E+09  359E+09  3.44E+09 | 347.E+09  3.49.E+09
245 P39023  60S ribosomal protein L3 [0S=Homo sapiens] 220928 291E+09 = 3.3LE+09 = 3.17.E+09  3.28E+09  3.06.E+09 = 3.05.E+00 = 202.E+09  3.02E+09 = 276.E+09 = 292.E+09  2.84E+09  2.75.E+09
246 P14923  Junction plakoglobin [0S=Homo sapiens] 220.865 6.95.E+08  7.0LE+08 = 7.54.E+08  7.71E+08  7.77.E+08  7.82E+08  848.E+08  B800.E+08  7.53.E+08  7.42.E+08  7.42E+08  7.81.E+08
247 P41091 ::E;‘Zg]t'c (1 et (Rt (Ftiaf 2 stul ot 3 FORSAtom 220821 212.E+09 = 217.E+09 = 225E+09 = 225E+09 = 216.E+09 = 216.E+09 = 214.E+09 = 223E+09 = 206.E+09 = 2.14.E+09 = 215.E+09 = 2.24.E+09
248 Q3ZCM7 tubulin beta-8 chain [0S=Homo sapiens] 22047 597.E+07  593E+07 | 7.02.E+07 = 6.49.E+07  7.66.E+07  7.95E+07  7.23.E+07 = 7.64E+07  7.37.E+07 = 104E+08  109.E+08  1.08.E+08
249 043776  Asparagine—-tRNA ligase, cytoplasmic [0S=Homo sapiens] 217.497 187.E+09 = 188E+09 = 218.E+09  223E+09 = 180.E+09 = 167.E+09 = 159.E+09 = 170.E+09 = 167.E+09  1.86.E+09 = 179.E+09  1.83.E+09
250 P33993-1  DNA replication licensing factor MCM7 [OS=Homo sapiens] 216.999 1.33.E+09 1.21.E+09 1.27.E+09 1.31.E+09 1.21.E+09 1.23.E+09 1.25.E+09 1.23.E+09 1.34.E+09 1.19.E+09 1.17.E+09 1.17.E+09
251 Q12905 Interleukin enhancer-binding factor 2 [0S=Homo sapiens] 215863 1.88.E+09  187.E+09 = 184.E+09  180E+09 = 165.E+09  162E+09 = 169.E+09 = 167.E+09  189E+09  1.88E+09  191E+09  1.98.E+09
252 Q92499  ATP-dependent RNA helicase DDX1 [0S=Homo sapiens] 214.816 6.46.E+08  6.3LE+08  6.7L.E+08  6.56.E+08  6.35.E+08  7.84.E+08  6.85.E+08  6.72E+08  6.57.E+08  6.22.E+08  6.28.E+08  6.12.E+08
253 014980  Exportin-1 [0S=Homo sapiens] 214259 7.04E+08  6.79.E+08  6.92.E+08  6.71E+08  7.41.E+08  7.26E+08  7.35.E+08  6.88.E+08  7.42E+08  7.34.E+08  7.23E+08  7.08.E+08
254 043390-1 heterogeneous nuclear ribonucleoprotein r [0S=Homo sapiens] 213.644 1.32.E+09 1.26.E+09 1.25.E+09 1.37.E+09 1.22.E+09 1.23.E+09 1.21.E+09 1.18.E+09 1.31.E+09 1.36.E+09 1.35.E+09 1.35.E+09
255  P22392-2 lIsoform 3 of Nucleoside diphosphate kinase B [0S=Homo sapiens] ~ 213.43 7.16.E+09 = 7.05E+09  7.33E+09  7.16.E+09 = 7.91E+09 = B8.03.E+09 | 802E+09  B825E+09  7.94E+09  822E+09  826E+09  8.10.E+09
256 000571  ATP-dependent RNA helicase DDX3X [0S=Homo sapiens] 212.997 170.E+09 = 185E+09 = 193.E+09 = 197.E+09 = 182.E+09 = 194E+09 = 197.E+09 = 1.88E+09  173E+09  1.89.E+09  184E+09  1.93.E+09
257  P17655-1 Calpain-2 catalytic subunit [0S=Homo sapiens] 211.834 7.83.E+08  7.70.E+08  7.48.E+08  8.14.E+08  112.E+09 = 1.07.E+09 = 112.E+09 = 1.08E+09  O.67.E+08  9.79.E+08  9.99.E+08  1.00.E+09
258 P17844 g::)?::s'? (AP EEFEE R RIVA REEESR RN [CES 1D 211.435 1.84E+09 = 192E+09 = 177.E+09  183.E+09  161.E+09  166.E+09  155.E+09 = 156E+09  173.E+09  170.E+09  172.E+09  1.58.E+09
259 P61247 408 ribosomal protein S3a [0S=Homo sapiens] 210392 524E+09 = 537.E+09 = 515E+09 = 517.E+09 = 493.E+09  491E+09 = A494E+09 = 509.E+09 = A474E+09 = 455E+09  4.65E+09  4.52.E+09
260 R SN Gl et I e e e Sl iy 200458 1.13.E+09  1.12.E+09  1.13.E+09 = 1.05E+09 = 1.03.E+09  108E+09 = 1.04E+09 = 9.96.E+08  1.11.E+09  1.08.E+09  1.03.E+09  1.07.E+09
mitochondrial [OS=Homo sapiens]
261  P23396-1 40S ribosomal protein S3 [0S=Homo sapiens] 208503 5.84.E+09 = 6.0LE+09 = 6.03.E+09  584E+09  560.E+09 = 5.83E+09 = 593.E+09 = 596E+09  56LE+09  535E+09  5.60.E+09  5.55.E+09
262 P40926  Malate dehydrogenase, mitochondrial [0S=Homo sapiens] 206.933 871.E+09 = 85LE+09 = B8.45E+09  8.70.E+09 = 7.23.E+09 = 7.21E+09  7.66.E+09 = 6.80.E+09  7.73.E+09 = 8.11E+09  7.95E+09  8.60.E+09
263 Q16555-1  Dihydropyrimidinase-related protein 2 [OS=Homo sapiens] 206.425 1.04.E+09 1.05.E+09 9.81.E+08 9.50.E+08 1.35.E+09 1.33.E+09 1.37.E+09 1.36.E+09 8.95.E+08 7.99.E+08 7.88.E+08 8.16.E+08
264 P35606  Coatomer subunit beta’ [0S=Homo sapiens] 203.047 B8.63.E+08  7.86E+08 = B8.69.E+08 = 9.04E+08  851.E+08  8.61E+08  8.72.E+08  861E+08  9.61E+08  9.61E+08  9.92E+08  9.94.E+08
265  P52565-1 rho GDP-dissociation inhibitor 1 [0S=Homo sapiens] 202154 2.92.E+09 = 2.89.E+09 = 294.E+09  2.86.E+09 = 3.28.E+09  3.26.E+00 = 3.20.E+09 = 3.13E+09  273.E+09 = 256.E+09  2.55.E+09  2.55.E+09
266 P05187 alkaline phosphatase, placental type [0S=Homo sapiens] 202078 161.E+09 = 167.E+09 = 156.E+09  161E+09  560.E+08  536.E+08  528.E+08  519.E+08  244E+08  218E+08  203.E+08  2.55.E+08
267 P16152  Carbonyl reductase [NADPH] 1 [0S=Homo sapiens] 202.055 2.56.E+09 = 2.6LE+09 = 265.E+09 = 2.59.E+00 = 247.E+09 = 2.46.E+09 = 248.E+09  255E+09 | 273.E+09  27LE+09  2.69.E+09  2.69.E+09
268 Q13838-1 spliceosome RNA helicase DDX39B [0S=Homo sapiens] 201811 529.E+08  508E+08 = 500.E+08  535E+08  558.E+08  553E+08 = 552E+08 = 553E+08  545E+08  566.E+08  549.E+08  5.46.E+08
269 P45880 ;’;’g;%;depe”de”t ENEI-SElEie @l elEm 2 [OESAeie 2015 3.25E+09  3.44E+09  3.32.E+09  324E+09 = 284E+09 = 284E+09 = 289.E+09 = 294E+09 = 3.25E+09  3.17.E+09 = 2.99.E+09  2.97.E+09
270 Q92945 Far upstream element-binding protein 2 [0S=Homo sapiens] 201.183 7.38.E+08 7.46.E+08 7.53.E+08 8.29.E+08 6.79.E+08 6.73.E+08 6.65.E+08 6.82.E+08 8.20.E+08 8.80.E+08 8.11.E+08 8.13.E+08
271 P18124  60S ribosomal protein L7 [0S=Homo sapiens] 200.334 3.87.E+09 = 3.86.E+09 = 391.E+09 = 400.E+09 = 3.66.E+09 = 3.73E+09  3.70.E+09 = 3.68.E+09  346.E+09  354E+09  341E+09  3.48.E+09
272 Q15233 ’s\l:;;;;S]U domain-containing octamer-binding protein [0S=Homo ;199 40 E409 = 141E+09 = 140E+09 = 144E+09  136.E+09  127.E+400 = 131E+09 = 133E+09 = 145E+09  1390E+09 | 140.E+09  1.40.E+09
273 P00390 Glutathione reductase, mitochondrial [0S=Homo sapiens] 200.195 1.60.E+09 1.73.E+09 1.74.E+09 1.69.E+09 1.57.E+09 1.60.E+09 1.58.E+09 1.62.E+09 1.50.E+09 1.62.E+09 1.59.E+09 1.59.E+09

Dolichyl-diphosphooligosaccharide--protein glycosyltransferase
subunit 1 [OS=Homo sapiens]

275  P05198 SE:;iirr‘]’:]"C Lariaitpiitsticiaclo 2R el EHIOSSHo NG 19893 175E+09  175E+09 = 179.E+09 = 177.E+09 = 182E+09 = 18LE+09 = 177.E+09  183E+09  L170.E+09  175E+09 = 179.E+09  177.E+09
276 Q08J23 tRNA (Cytosine(34)-C(5))-methyltransferase [OS=Homo sapiens] 198.877  9.35.E+08 8.57.E+08 8.65.E+08 8.67.E+08 7.68.E+08 7.74.E+08 7.57.E+08 7.79.E+08 7.86.E+08 7.52.E+08 7.49.E+08 8.20.E+08
277 P31943 Heterogeneous nuclear ribonucleoprotein H [OS=Homo sapiens] 198.238  2.19.E+09 2.22.E+09 2.23.E+09 2.18.E+09 1.98.E+09 2.00.E+09 1.98.E+09 2.03.E+09 2.51.E+09 2.43.E+09 2.43.E+09 2.43.E+09

278 Q14103 heterogeneous nuclear ribonucleoprotein DO [OS=Homo sapiens] 196.578  4.40.E+09 4.55.E+09 4.46.E+09 4.26.E+09 4.42.E+09 4.42.E+09 4.42 E+09 4.49.E+09 4.80.E+09 4.64.E+09 4.62.E+09 4.71.E+09

279 P62136-1 Fgg’l‘;’g‘;i";;’;zﬂgte'” phosphatase PP1-alpha catalytic subunit | 1q6 03 135 E109 | 1116409 = 110.E409  121.E+09 | 126E+09 = 120400  122E+09  128E+09 = L123.E+09  121E+09 = 119.E+09  1.10.E+09
280 Q99623  Prohibitin-2 [0S=Homo sapiens] 105682 2.69.E+09  2.41E+09  230.E+09  220E+09 | 212.E+09  202E+09 = 218E+09 = 221E+09 | 238E+09  2.26E+09 | 246.E+09  2.34.E+09
281 060664-1 Perilipin-3 [0S=Homo sapiens] 104807 B834E+08  825E+08  B8.37.E+08  O.6BE08  B.OLE+08  8.55E+08 | 8.85E+08  873E+08 | 113E+09  117E+09 | 105E+09  L.02.E+09
Eukaryotic translation initiation factor 3 subunit B [OS=Homo

274 P04843 199.332  1.43.E+09 1.46.E+09 1.46.E+09 1.47.E+09 1.48.E+09 1.46.E+09 1.47.E+09 1.44.E+09 1.48.E+09 1.33.E+09 1.41.E+09 1.43.E+09

282 pssses LoV 103976 118E+09  1.10E+09 = 109.E+09  110.E+09 = 108.E+09  L110.E+09 = 988E+08  103E+09 = 125E+09  130E+09 = 128E+09  1.23.E+09
283 Q27381 Inverted formin-2 [0S=Homo sapiens] 103794 3.14E+08  2.83E+08  2.67.E+08  3.21E+08  327.E+08  38LE+08 | 367.E+08  40LE+08  3.68.E+08  3.76E+08  4.18E+08  3.82.E+08
284 Q15181 Inorganic pyrophosphatase [0S=Homo sapiens] 193374 214E+09  2.10E+09  2.10E+09  20LE+09  235.E+09  228.6+00 | 238.E+09 | 2.35E+00  241E+09  2.3LE+09 | 23LE+09  2.35.E+09
285  P54577  Tyrosine-tRNA ligase, cytoplasmic [0S=Homo sapiens] 102478 2.06E+09  199.E+09 = 195E+09 = 186.E+09 | 200.E+09  222.E+09 = 206.E+09  197.E+09  2.06.E+09  2.17.E+09 | 202.E+09  2.11.E+09
286 Q6P2Q9  Pre-mRNA-processing-splicing factor 8 [0S=Homo sapiens] 191.415 8.25.E+08 7.29.E+08 8.63.E+08 9.83.E+08 8.38.E+08 8.86.E+08 9.40.E+08 9.03.E+08 7.93.E+08 8.74.E+08 7.84.E+08 7.05.E+08
287 P62140 fggf;’;ﬁi";;’;gsglem phosphatase PP1-beta catalytic subunit 1g) 557 135 E+08 149408 ~ 130E+08  L156E+08 | 130.E+08  130.E+08  130.6+08  136E+08 = 163E+08  L150E+08 = 162.E+08  168.E+08
288 QOP2J5  Leucine—-tRNA ligase, cytoplasmic [0S=Homo sapiens] 100.993 1.03E+09 = 104E+09 = 1.16E+09  121E+09  O16.E+08  O.70.E+08 = B8.18.E+08  8.83.E+08  120E+09  125E+09  1I5E+09  1.24.E+09
280 P62017 608 ribosomal protein L8 [0S=Homo sapiens] 188162 246.E+09  241E+09  251E+09  270.E+09 | 234.E+09  236.E+00 | 23LE+09 | 240.E+09 | 208.E+09  2.19E+09 | 2.30.E+09  2.33.E+09
290 Q13310  Polyadenylate-binding protein 4 [0S=Homo sapiens] 187.826 3.30.E+08  3.24E+08  3.30.E+08  3.52.E+08 | 348.E+08  3.11E+08 | 337.E+08  3.40.E+08 | 3.33.E+08  3.23E+08 | 3.34E+08  3.27.E+08
201 Q9Y2X3  Nucleolar protein 58 [0S=Homo sapiens] 185945 03LE+08  906E+08  O20E+08  O.0LE+08  6.68.E+08  6.70.E+08  G6.64E+08  6.89.E+08  B.68.E+08  BA47E+08  B812E+08  B8.14.E+08
202 Q15203 Reticulocalbin-1 [0S=Homo sapiens] 185081 158.E+09  166.E+09  1.66.E+09  1.66.E+09 | 192.E+09  107.E+09 | 193E+09  2.03.E+09  170.E+09  1.76.E+09 | 1.82.E+09 1.70.E+09




Supplemental Data 1. List of identified proteins

Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-2 CLDN6-2 CLDN6-2 CLDN6-2

e accessel DSl Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4

Pyrroline-5-carboxylate reductase 1, mitochondrial [OS=Homo

293 P32322 185.069 1.35.E+09 1.34.E+09 1.37.E+09 1.33.E+09 1.05.E+09 1.07.E+09 1.11.E+09 1.14.E+09 9.73.E+08 1.01.E+09 1.03.E+09 1.05.E+09

sapiens]
294 P21796 :Zgiaegn‘:]de"e”dem anion-selective channel protein 1 [0S=HOMO g, 775 594 E+09 350409 = 3.4LE+09  327.E+09  305E+09  260.E+09  308.E+09  3.08E+09  308E+09  341E+09 | 330.E+09  3.30.E+09
295  P58107 epiplakin [0S=Homo sapiens] 18438 3.60.E+08  245E+08  313E+08 = 36LE+08  250.E+08 = 2.72E+08 = 267.E+08  233.E+08  56LE+07 = 390.E+07  502.E+07 | 4.33.E+07
296  000764-1 Pyridoxal kinase [0S=Homo sapiens] 184104 B837.E+08  7.62.E+08  7.26.E+08  8.20.E+08  7.98.E+08  7.43.E+08  7.59.E+08  7.30.E+08  107.E+09 = 103.E+09 | 104E+09  1.10.E+09
297 P33176  Kinesin-1 heavy chain [0S=Homo sapiens] 183.688 4.04E+08  391.E+08  4.19E+08 = 493E+08 = 399.E+08 | 4.03.E+08 = 3.98E+08 = 493E+08 | 474E+08  514E+08 = A424E+08  4.18.E+08
298 P50454  Serpin H1 [0S=Homo sapiens] 183547 0.34E+08  820E+08  103.E+09  8.67.E+08  125E+09  124E+09  126E+09  121E+09  111.E+09  124.E+09  114E+09  1.17.E+09

116 kDa U5 small nuclear ribonucleoprotein component

299 Q15029 [OS=Homolsanians] 183.026  8.01.E+08 8.08.E+08 7.12.E+08 6.99.E+08 7.00.E+08 6.60.E+08 6.95.E+08 6.81.E+08 6.86.E+08 6.38.E+08 6.82.E+08 6.74.E+08
300 P55786 puromycin-sensitive aminopeptidase [OS=Homo sapiens] 182.981 1.03.E+09 1.01.E+09 1.03.E+09 1.10.E+09 1.03.E+09 9.94.E+08 9.83.E+08 9.96.E+08 1.12.E+09 1.14.E+09 1.16.E+09 1.21.E+09
301 P09104 Gamma-enolase [OS=Homo sapiens] 182.595 1.25.E+09 1.36.E+09 1.38.E+09 1.45.E+09 1.40.E+09 1.70.E+09 1.40.E+09 1.56.E+09 1.66.E+09 2.06.E+09 1.77.E+09 1.61.E+09
302 P16402 Histone H1.3 [OS=Homo sapiens] 182.333  2.20.E+08 2.28.E+08 2.28.E+08 2.43.E+08 1.19.E+08 1.09.E+08 1.37.E+08 1.43.E+08 1.83.E+08 1.73.E+08 1.73.E+08 1.73.E+08
303 P53618 Coatomer subunit beta [OS=Homo sapiens] 181.538 8.68.E+08 8.39.E+08 8.02.E+08 8.92.E+08 8.86.E+08 9.28.E+08 9.82.E+08 9.32.E+08 9.90.E+08 1.08.E+09 1.07.E+09 1.08.E+09

HLA class | histocompatibility antigen, A-2 alpha chain [OS=Homo

304 P01892 181.459 7.67.E+08 8.33.E+08 9.56.E+08 8.28.E+08 8.88.E+08 9.18.E+08 8.69.E+08 9.01.E+08 1.58.E+09 1.62.E+09 1.65.E+09 1.64.E+09

sapiens]
305 P40939 :2;‘;;?;']0”3' Gl SRR AL, [ R [SS=TiD 181.384 6.72.E+08 = 6.05.E+08  562E+08  6.32E+08  539.E+08  5.34E+08  5.19.E+08  493.E+08 = 7.3LE+08  7.53E+08 = 6.96.E+08  7.59.E+08
306  QOUHDB-1 Septin-9 [0S=Homo sapiens] 181.106 9.88.E+08 = 9.94E+08  9.98E+08  10LE+09 = 112E+09  117.E+09 = 120E+09 = 120E+09  B8.30.E+08  B8.66.E+08  B893E+08  B8.46.E+08
307  P35232  Prohibitin [0S=Homo sapiens] 180.005 2.66.E+09  255E+09 = 2.57.E+09  2.56.E+00  223.E+09  215E+00 | 214E+09 | 2.24E+00 | 2.48.E+09  240.E+09 | 247.E+09 | 2.56.E+09

Phosphoenolpyruvate carboxykinase [GTP], mitochondrial

308 QueB2z (R 0506 ONoPCK2 PE-1 Sv—s 180.629 122 E+09  113.E+09 112 E+09  123E+09 = 9O1LE+08 = 107.E+09 = 849.E+08  918E+08  B09.E+08  7.53E+08  B815E+08  B8.16.E+08
309 Q14166  Tubulin-tyrosine ligase-like protein 12 [0S=Homo sapiens] 179.681 548E+08  567.E+08  535E+08  522E+08 = 6.40.E+08 | 6.15E+08 = 598E+08  588E+08 | 6.32.E+08  6.19.E+08  614E+08  6.39.E+08
310 Q96AE4 Far upstream element-binding protein 1 [0S=Homo sapiens] 179.634  1.97.E+09 2.05.E+09 1.86.E+09 1.98.E+09 1.57.E+09 1.64.E+09 1.58.E+09 1.63.E+09 1.96.E+09 1.91.E+09 1.98.E+09 1.78.E+09
311 Q99460 ig;e"rzg{eamme IR SURESE e erRy SN L (O HI 1791 6.93E+08 = 6.88E+08 = 651.E+08  640.E+08  6.63.E+08  7.65E+08 = 7.12.E+08 = 7.12E+08  7.68.E+08  B8.04E+08  7.83E+08  7.50.E+08
312 Q99497  protein DJ-1 [0S=Homo sapiens] 178.669 217.E+09  207.E+09 = 2.13E+09 = 221E+09 = 219E+09 | 216.E+09 = 223E+09 = 219E+09 | 242.E+09  252E+09 = 262E+09  2.68.E+09
313 P43686 265 proteasome regulatory subunit 68 [0S=Homo sapiens] 176,632 7.42.E+08  7.06.E+08  6.55.E+08 = 7.20E+08  7.5.E+08  6.58.E+08  6.63.E+08  6.99.E+08 | 7.81.E+08  8.36.E+08 = 7.08.E+08  7.10.E+08
314  P14868  Aspartate-tRNA ligase, cytoplasmic [0S=Homo sapiens] 175375 175E+09  180.E+09 = 179E+09  18LE+09  170.E+09 = 169.E+09 = 168E+09  175E+09 | 207.E+09  206.E+09 = 211E+09  2.11.E+09
315  P13804-1 %?fﬁg;fg;ﬁ;::}“)pmte‘" Sl i, mielemeli 175351 6.82.E+08 = 6.18.E+08 = 6.00.E+08  6.14.E+08  822.E+08  B8.0L.E+08  8.11.E+08  7.77.E+08 = 7.60.E+08 = 7.19.E+08 = 7.69.E+08  7.46.E+08
316 Q02878  60S ribosomal protein L6 [0S=Homo sapiens] 175138 291E+09 = 3.00.E+09 = 3.17.E+09 = 3.19.E+09 = 297.E+09  3.13.E+09 = 3.09.E+09 = 319.E+09 | 2.62.E+09  3.05E+09 = 298.E+09  2.95.E+09
317  P61158 actin-related protein 3 [0S=Homo sapiens] 175129 7.43E+08  6.76.E+08 | 7.76.E+08  7.60.E+08 = B8.34E+08  B858.E+08 = 8.84E+08  B87LE+08 | 7.94E+08  9.14E+08 = 87LE+08  B8.66.E+08
318 P30044-1 Peroxiredoxin-5, mitochondrial [0S=Homo sapiens] 174791 248E+09  226.E+09 | 2.30.E+09 = 219.E+09 = 27LE+09  2.66.E+09 = 2.74E+09 = 266.E+09 | 2.77.E+09  2.73.E+09 = 261E+09  2.63.E+09
319  P15121  aldose reductase [0S=Homo sapiens] 174326 163.E+09  167.E+09 = 174E+09  176E+09  284E+09 = 2.87.E+409 = 2.89E+09 = 298.E+09 = 272.E+09  2.84E+09 = 289E+09  2.93.E+09
320  Q15393-1  Splicing factor 3B subunit 3 [0S=Homo sapiens] 173252 108.E+09  1.11.E+09 = 1.00.E+09 = 110.E+09  B8.85.E+08  8.88.E+08  O.19.E+08  9.8LE+08  125.E+09  1.18E+09  106.E+09  1.09.E+09
321 P54136-1 arginine—tRNA ligase, cytoplasmic [0S=Homo sapiens] 173249 9.41E+08  954E+08 = 9.63E+08  985E+08  7.99.E+08  9.16.E+08 = O0LE+08  B899.E+08 = 9.41.E+08  9.50.E+08 = 956.E+08  9.41E+08
322 P23526-1  Adenosylhomocysteinase [OS=Homo sapiens] 172.227  3.51.E+09 3.62.E+09 3.77.E+09 3.69.E+09 3.93.E+09 3.99.E+09 3.98.E+09 4.12.E+09 3.99.E+09 4.19.E+09 4.20.E+09 3.98.E+09
323 P47897  glutamine-tRNA ligase [0S=Homo sapiens] 171292 6.48.E+08  7.65E+08 | 7.72.E+08  7.92E+08  7.67.E+08  6.92.E+08  7.19.E+08  6.67.E+08 | 6.70.E+08  6.66.E+08  B8.00.E+08  6.91.E+08
324 000567  Nucleolar protein 56 [0S=Homo sapiens] 170901 B8.74E+08  7.62.E+08  7.75.E+08 = B8.1LE+08  6.99.E+08  6.55.E+08 = 6.76.E+08 = 6.69.E+08 | 6.93.E+08  7.32.E+08 = 7.34E+08  7.36.E+08
325  P17174  Aspartate aminotransferase, cytoplasmic [0S=Homo sapiens] 170556 150.E+09  1.35E+09 = 143E+09  145E+09 = 133.E+09 = 137.E+09 = 134E+09  128E+09  109.E+09  127.E+09 = 119.E+09  121.E+09
326 P42167 '[gg"lf(;amsjgﬁffsimlypep“de 2. it i 170294 6.34.E+08 = 6.40.E+08 = 503.E+08  6.03.E+08  4.35E+08  4.72.E+08  437.E+08  445E+08 = 503.E+08 = A468.E+08 = 537.E+08  6.05.E+08
327 P16401 Histone HL5 [0S=Homo sapiens] 160.437 421E+09  443E+09  4.60.E+09  45LE+09  3.62.E+09 | 3.74.E+09 = 3.68.E+09  3.92E+09 | 426.E+09  4.66.E+09 = 478.E+09  4.63.E+09
328 Q92973-1 transportin-1 [0S=Homo sapiens] 168.306 130.E+09  1.19.E+09 = 119.E+09 = 122E+09 = 132E+09  130.E+09 = 130E+09 = 126E+09  110.E+09  107.E+09 = 102E+09  1.05.E+09
329 Q8NC51-1 Sp'ae;‘)sigg]"ge" activator inhibitor 1 RNA-binding protein [0S=Homo o5 516 1 01 F109  943E+08  9.80.E+08  1.00.E+09 = 1.02E+09  105E+09 = 102E+09 = O96E+08  O08E+08  949.E+08  9.15E+08  9.29.E+08
330  P29692  Elongation factor 1-delta [0S=Homo sapiens] 165798 230.E+09 = 242.E+09 | 2.42E+09 = 236.E+09 | 238.E+09 | 2.44.E+09 | 243E+09  243E+09 | 246.E+09  2.54E+09 = 249.E+09  2.50.E+09
331 P25398  40S ribosomal protein S12 [0S=Homo sapiens] 164.686 3.61E+09  3.67.E+09  3.62.E+09  383E+09 = 3.43E+09  341.E+09  350E+09  359.E+09 | 3.45E+09  3.36.E+09 = 327.E+09  3.27.E+09
332 P62081  40S ribosomal protein S7 [0S=Homo sapiens] 164311 3.36.E+09  2.92.E+09 = 3.07.E+09 = 3.36.E+09  3.27.E+09 | 3.24.E+09  3.23E+09 = 288E+09 | 2.66.E+09  2.68.E+09 = 282E+09  2.78.E+09
333 QOUGI8  Testin [0S=Homo sapiens] 163.897 570.E+08  5.87.E+08  586.E+08 = 592E+08 = 598.E+08  585E+08 = 591E+08 = 591E+08 | 590.E+08  580.E+08 = 533.E+08  550.E+08
334 P62906  60S ribosomal protein L10A [0S=Homo sapiens] 163.842 3.62.E+09  3.70.E+09 = 3.50.E+09 = 347.E+09  3.44E+09 | 3.30.E+09 = 3.35.E+09  343E+09 | 3.33.E+09  3.26.E+09 = 3.26.E+09  3.18.E+09
335  P48163  NADP-dependent malic enzyme [0S=Homo sapiens] 162432 365.E+08  3.38.E+08  348E+08  326E+08  3.35E+08  3.16.E+08 = 298E+08 = 325E+08 = 271.E+08  3.16E+08 = 265E+08  2.89.E+08
336 QONY33 dipeptidyl peptidase 3 [0S=Homo sapiens] 162.227 6.88.E+08  7.56.E+08  6.97.E+08  7.4LE+08  7.25E+08  6.39.E+08  6.83.E+08  7.00.E+08 | 7.50.E+08  6.84.E+08 = 7.94E+08  9.18.E+08
337 000299 chloride intracellular channel protein 1 [0S=Homo sapiens] 161.662 124E+09  121.E+09 = 125E+09  126E+09  177.E+09  170.E+09 = 173E+09  175E+09 = 150.E+09  155E+09 = 158.E+09  1.65.E+09
338 P15531 Nucleoside diphosphate kinase A [OS=Homo sapiens] 161.4 2.14.E+08 2.26.E+08 2.14.E+08 2.27.E+08 3.35.E+08 3.19.E+08 3.09.E+08 3.11.E+08 2.91.E+08 2.58.E+08 2.70.E+08 2.42.E+08
339 P62873 %”;fﬁ;g; g'ae;ﬁ:b'"d'"g protein G()/G(S)/G(T) subunitbeta-1 | 159989 21 E+08 = 64LE+08 = 593E+08  684E+08  119.E+09 6356408  6.3LE+08  618E+08  L1O2E+09  567.E+08  568.E+08  6.17.E+08
340 Q14980-1 nuclear mitotic apparatus protein 1 [0S=Homo sapiens] 150.644 507.E+08  515E+08 | 519E+08 = 524E+08  523E+08 | 4.97.E+08  526E+08  488E+08 | 6.15E+08  599E+08 = 578.E+08  557.E+08
341 043390-2 ;20;‘1"0rzngfsgzzzg]*e”ews Ty GBI e i [ 158.636 1.15.E+07  107.E+07 = 9.48.E+06  1.36.E+07  8.60.E+06  1.15.E+07  1.20.E+07 = 1.27.E+07 = 1.04.E+07  1.23.E+07  1.08E+07  9.09.E+06
342 P09493-5 Isoform 5 of Tropomyosin alpha-1 chain [OS=Homo sapiens] 158.462  1.49.E+07 1.68.E+07 1.61.E+07 1.81.E+07 1.92.E+07 2.07.E+07 1.90.E+07 2.04.E+07 1.99.E+07 1.85.E+07 1.85.E+07 1.72.E+07
343 P39687 %';if;f)’l‘:;g:;uuear (e Reeh SRy CmfEer £ 158196 278.E+09  273E+09 = 276.E+09  270.E+09  266.E+09 = 257.E+09 = 256.E+09 = 250E+09  3.02.E+09 = 3.04.E+09 = 298E+09 | 3.08.E+09
344 Q9Y3I0  tRNA-splicing ligase RtcB homolog [0S=Homo sapiens] 157.833 552E+08 = 523E+08 | 547.E+08  A498E+08  520E+08  563.E+08 = 508E+08  500E+08 | 565.E+08  570.E+08 = 546.E+08  5.09.E+08
345  P62263  40S ribosomal protein S14 [0S=Homo sapiens] 157.049 189.E+09  186.E+09  195E+09 = 19LE+09  186.E+09  1.88.E+09 = 186.E+09 = 193E+09  175.E+09  183E+09 = 175E+09  1.73.E+09
346 QOY5B9  FACT complex subunit SPT16 [0S=Homo sapiens] 156.897 7.19.E+08 = 6.82.E+08  6.96.E+08  7.00E+08 = 6.88.E+08  6.74.E+08  6.86.E+08 = G698.E+08 | 6.80.E+08  6.67.E+08  6.69.E+08  6.34.E+08
347 P42330 _ Aldo-keto reductase family 1 member C3 [0S=Homo sapiens] 156,566 1.03.E+08  103.E+08  1.0LE+08  102.E+08 _ 554E+08  530.E+08  4.33.E+08  4.90.E+08  188.6+408  1.72.E+08  172.E+08  1.7LE+08




Supplemental Data 1. List of identified proteins

No. et Description Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDNG6-2 CLDN6-2 CLDNG6-2 CLDN6-2

) P Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4
348 P09382 Galectin-1 [0S=Homo sapiens] 156.525 3.75.E+09 3.73.E+09 3.68.E+09 4.13.E+09 5.95.E+09 6.93.E+09 6.90.E+09 7.10.E+09 7.02.E+09 6.77.E+09 6.93.E+09 7.95.E+09
349 Q02790 Peptidyl-prolyl cis-trans isomerase FKBP4 [OS=Homo sapiens] 155.905 9.84.E+08 9.83.E+08 1.07.E+09 9.85.E+08 8.76.E+08 9.26.E+08 8.85.E+08 8.97.E+08 8.42.E+08 8.78.E+08 8.55.E+08 9.07.E+08

Heterogeneous nuclear ribonucleoproteins C1/C2 [OS=Homo

30  PO7910-1 =TI 155.725 A450.E+07 = 165E+07  349E+07  3.68.E+07 = 543E+07 = 466.E+07 | 405E+07  A443E+07  456E+07  A55E+07 = 3.02E+07 | 5.01E+07
351 P10696  Alkaline phosphatase, placental-like [0S=Homo sapiens] 155398 9.05.E+07 = 7.41E+07  841E+07  104E+08  230.E+07  264.E+07 | 3.06.E+07  994E+06  3.74E+06  290.E+06 = 6.10.E+06  4.80.E+06
352 000148  ATP-dependent RNA helicase DDX39A [0S=Homo sapiens] 155018 2.60.E+09 = 2.65.E+09  2.68.E+09  2.64.E+09 | 242.E+09  244.E+09 | 2.5LE+09 = 253.E+09 = 2.65E+09  260.E+09 = 2.63E+09  2.66.E+09
353  QOH4A4  aminopeptidase B [0S=Homo sapiens] 155006 7.40.E+08 = 8.07.E+08  8.29.E+08  B8.02E+08  944FE+08  9.11.E+08  8.82E+08  B849.E+08  8.78E+08  B868.E+08  852E+08  8.64.E+08
354  Q9BQGO  Myb-binding protein 1A [0S=Homo sapiens] 154.803 5.76.E+08 = 472.E+08  4.94E+08  457.E+08  4.92.E+08  4.17.E+08 | 4.47.E+08  3.77.E+08 = 3.8LE+08  3.72.E+08 = 3.55E+08  3.57.E+08
355 P24534  Elongation factor 1-beta [0S=Homo sapiens] 154629 2.80.E+09 = 277.E+09 = 274E+09  270.E+09  2.68.E+09 = 266.E+09 = 2.65E+09 = 267.E+09 = 291E+09  290.E+09 = 2.89.E+09  3.06.E+09
356 Q15019 septin-2 [0S=Homo sapiens] 154.625 103.E+09 = 1.02E+09  9.54E+08  9.30.E+08 = 110.E+09  1.I3.E+09  1.07.E+09  10LE+09  1.07.E+09  O.88.E+08  1.06.E+09  112.E+09
357  Q3LXA3  Triokinase/FMN cyclase [0S=Homo sapiens] 154503 4.40.E+08 = 3.29.E+08  3.83.E+08  493E+08  287.E+08  282.E+08  3.06.E+08 = 293.E+08 = 4.78E+08  367.E+08 = 350.E+08  4.78.E+08
358 P45974-1  Ubiquitin carboxyl-terminal hydrolase 5 [OS=Homo sapiens] 154.266  5.16.E+08 4.93.E+08 4.90.E+08 5.37.E+08 4.57.E+08 4.57.E+08 4.43.E+08 4.28.E+08 4.69.E+08 4.99.E+08 4.74.E+08 5.22.E+08
359  QOUMS4  Pre-mRNA-processing factor 19 [0S=Homo sapiens] 153329 7.85.E+08 = 7.73E+08  8.27.E+08  7.89.E+08  6.5LE+08  6.46.E+08  564E+08  589.E+08  7.56.E+08  7.34E+08 = 7.65E+08  7.33.E+08
360 P38919  Eukaryotic initiation factor 4A-lil [0S=Homo sapiens] 152.91 B8.86.E+08  8.60.E+08  B8.67.E+08  B8.35E+08  7.37.E+08  7.12.E+08  7.5LE+08  7.18.E+08  6.19.E+08  6.14E+08 = 6.42E+08  6.44.E+08
361 P17980 268 proteasome regulatory subunit 6A [0S=Homo sapiens] 152.287 A4.98.E+08 = 453E+08  426E+08  4.83E+08  3.96.E+08  467.E+08 = 4.52E+08  415E+08 = 525E+08  A473E+08 = 476E+08  508.E+08
362 QIKMD3 Fg;*_’a%?:j‘:;gcs']ea' ey U pietisin 2 15165 6.9LE+08  7.27.E+08 = 7.03.E+08 = 7.03.E+08 = 7.30.E+08  7.57.E+08  7.51.E+08 = 7.0LE+08 | 7.28.E+08  7.13.E+08 = 7.12.E+08  7.45.E+08
363 P13647 keratin, type Il cytoskeletal 5 [0S=Homo sapiens] 150.996 4.0L.E+07 = 3.23E+07  253.E+07  4.08E+07  954E+07  9.10.E+07 | 1.27.E+08  105.E+08  2.04.E+07  144E+07  150.E+07  5.44.E+06
364 Q08945  FACT complex subunit SSRP1 [0S=Homo sapiens] 150488 7.83.E+08  7.67.E+08  8.89.E+08  7.71.E+08  7.50.E+08  6.97.E+08  7.19.E+08  7.28.E+08  7.53E+08  7.49E+08 = 8.02E+08  7.60.E+08
365 Q99613 SE:;;';’S";'C CetslionlpiatiopiiaciagetbiniclOssyione 150256 7.56.E+08 = 7.54.E+08 = 7.40.E+08 = 7.13.E+08  7.61.E+08  7.48.E+08  7.22.E+08  7.02.E+08 | 7.88.E+08 = 7.86.E+08 = 7.62.E+08  7.64.E+08
366 P04040 catalase [0S=Homo sapiens] 149.628 8.12.E+08  855E+08  8.26.E+08  B.68.E+08  6.26E+08  6.16.E+08  6.32.E+08  6.42.E+08  7.50.E+08  7.87.E+08  7.66.E+08  7.89.E+08
367  QU0796  Sorbitol dehydrogenase [0S=Homo sapiens] 149376 6.54E+08 = 6.09.E+08  570.E+08  6.00.E+08  7.52E+08  7.53.E+08  6.55E+08  6.79.E+08  7.06E+08  7.55E+08 = 7.65E+08  7.61.E+08
368 P55795 heterogeneous nuclear ribonucleoprotein H2 [OS=Homo sapiens] 149.068  3.32.E+08 2.71.E+08 2.53.E+08 2.76.E+08 2.52.E+08 2.17.E+08 2.20.E+08 2.11.E+08 2.60.E+08 2.47.E+08 3.14.E+08 2.36.E+08
369 P61221 ATP-binding cassette sub-family E member 1 [OS=Homo sapiens] = 149.049  1.05.E+09 9.92.E+08 9.74.E+08 9.99.E+08 1.04.E+09 1.09.E+09 1.18.E+09 9.60.E+08 1.00.E+09 9.81.E+08 1.16.E+09 1.06.E+09
370 P32969  60S ribosomal protein L9 [0S=Homo sapiens] 14823 261.E+09 = 245E+09 = 2.38.E+09 = 2.3LE+09 = 232E+09  2.34E+09 | 219.E+09 = 233.E+09 = 214E+09  212E+09 = 217.E+09  2.21.E+09
371 P17858-1 :;;;ii?e”dem SeSBhEUERi SR, e iFe [OSSemD 148209 298.E+08  295E+08  258.E+08  249E+08 = 2.88.E+08 = 273.E+08 = 2.11E+08  280.E+08 = 2.6LE+08  295E+08 = 3.62E+08  2.86.E+08
372 Q01469 Fatty acid-binding protein, epidermal [0S=Homo sapiens] 148027 161.E+09 = 166.E+09 = 166.E+09  164E+09 = 117.E+09  119.E+09 = 118E+09  122E+09  126E+09  126E+09 = 122E+09  1.21.E+09
373 P00505 Aspartate aminotransferase, mitochondrial [OS=Homo sapiens] 147.612 1.18.E+09 1.10.E+09 1.11.E+09 1.07.E+09 1.01.E+09 1.08.E+09 1.02.E+09 1.11.E+09 1.80.E+09 1.82.E+09 1.81.E+09 1.82.E+09
374 P37837  Transaldolase [0S=Homo sapiens] 147.591 2.02.E+09 = 2.06.E+09 = 236.E+09  211.E+09 = 2.84E+09  263.E+09 = 2.59.E+09 = 271.E+09 = 243E+09  262E+09 = 245E+09  2.56.E+09
375 Q14240-1 eukaryotic initiation factor 4A-ll [0S=Homo sapiens] 14757 522.E+07  574E+07 | 6.60.E+07 = 6.49.E+07  4.86.E+07  6.02.E+07  576.E+07 = 5.86.E+07 = 10LE+08  108.E+08 = 121E+08  1.23.E+08

Eukaryotic translation initiation factor 3 subunit D [OS=Homo

376 015371 147551 5.49.E+08 5.16.E+08 4.98.E+08 5.43.E+08 4.99.E+08 4.11.E+08 4.97.E+08 4.72. E+08 5.18.E+08 5.32.E+08 5.13.E+08 5.49.E+08

sapiens]
377 Q10471 ::l')yigsg]“de e R e D 2 [CESHIaD 147482 520.E+08  523E+08  499E+08  4.80.E+08  526E+08  563.E+08 = 547.E+08  512E+08 = 6.66.E+08  546.E+08 = 522E+08  546.E+08
378 P61586  Transforming protein RhoA [0S=Homo sapiens] 147.264 153.E+09 = 158E+09 = 150E+09  152E+09 = 183E+09  184.E+09  181E+09  178E+09  164E+09  150.E+09 = 157.E+09  148.E+09
379  QUHB71  Calcyclin-binding protein [0S=Homo sapiens] 146.785 123.E+09 = 125E+09  123.E+09  1.22E+09  9.98.E+08  9.96.E+08  1.02E+09  99L.E+08  125E+09  121.E+09  1.18E+09  1.19.E+09
380 P52292  Importin subunit alpha-1 [0S=Homo sapiens] 146.765 6.99.E+08 = 6.87.E+08  7.33.E+08  7.22.E+08  578.E+08 = 598.E+08  6.25E+08  6.13.E+08  7.66.E+08  7.99.E+08 = 8.61E+08  8.29.E+08
381 QU6T76-1 SMahgi i]”“de‘)"de I (T [PEE emley O mD 146746 2.71.E+08 = 247.E+08 = 245E+08 = 244E+08 = 2.38.E+08 = 247.E+08 = 240.E+08 = 244E+08 | 2.62.E+08 = 2.48.E+08  266.E+08 = 2.46.E+08
382 014818-1  Proteasome subunit alpha type-7 [OS=Homo sapiens] 146.484 1.11.E+09 1.08.E+09 1.10.E+09 1.11.E+09 1.02.E+09 9.76.E+08 9.95.E+08 9.90.E+08 1.17.E+09 1.14.E+09 1.12.E+09 1.12.E+09
383 QOHOAO  RNA cytidine acetyltransferase [0S=Homo sapiens] 146475 3.69.E+08 = 281E+08  371E+08  327.E+08  245E+08 = 224E+08 | 2.82E+08  250.E+08 = 221E+08  281E+08 = 2.86.E+08  2.99.E+08
384 P16615 [sgéc_‘ﬁ’:)ar:;"'scésili‘)s’;'asm'c T Gl ATEED 2 146151 5.93.E+08  5.99.E+08  6.17.E+08  6.27.E+08  6.28.E+08 = 6.25.E+08  6.63.E+08  6.35.E+08 = 6.29.E+08  6.00.E+08 = 6.20.E+08  6.73.E+08
385 P12236  ADP/ATP translocase 3 [0S=Homo sapiens] 145994 2.87.E+09 = 2.85E+09  290.E+09  3.00.E+09 = 3.30.E+09 = 3.36.E+09 | 3.30.E+09 = 3.20.E+09 = 3.12E+09  3.10.E+09 = 3.20.E+09  3.22.E+09
386 P07339  Cathepsin D [0S=Homo sapiens] 145971 157.E+09 = 157.E+09 = 154E+09  156.E+09 = 105E+09 = 104.E+09 = 103E+09  103.E+09  185E+09  179E+09 = 178E+09  1.84E+09
387 P04632  Calpain small subunit 1 [0S=Homo sapiens] 14584 7.04.E+08  6.14E+08  65LE+08 = 6.95E+08 = 9.75E+08 = 10LE+09 = 103.E+09  9.37.E+08  6.73.E+08  7.60.E+08  7.30.E+08  6.02.E+08
388  P30040-1 Endoplasmic reticulum resident protein 29 [0S=Homo sapiens] 145424 155E+09 = 150.E+09 = 157.E+09  156.E+09 = 160.E+09 = 163.E+09 = 153E+09  146.E+09  1.33E+09  131E+09  1.36E+09  1.35E+09
389 P25786-1  Proteasome subunit alpha type-1 [OS=Homo sapiens] 145.151 1.35.E+09 1.31.E+09 1.29.E+09 1.26.E+09 1.21.E+09 1.21.E+09 1.17.E+09 1.21.E+09 1.34.E+09 1.31.E+09 1.31.E+09 1.31.E+09
390  P10599-1 thioredoxin [0S=Homo sapiens] 144801 6.04E+09 = 563E+09  515E+09  530.E+09 = 7.50.E+09 = 6.18.E+09 = 6.59.E+09 = 6.05.E+09 = 544E+09  479E+09 = 561E+09  4.88.E+09
301 P07858  Cathepsin B [0S=Homo sapiens] 144238 118.E+09 = 122E+09  118E+09  1.15E+09  132E+09  1.35E+09  1.29.E+09  1.36.E+09 = 150.E+09  L15LE+09 = 148E+09  147.E+09
392 Q9HOU4 ras-related protein Rab-1B [0S=Homo sapiens] 144155 3.41.E+08 = 3.30.E+08 = 290.E+08  3.42E+08  3.74E+08  3.63.E+08  3.35E+08  322.E+08 = 3.70.E+08  3.16.E+08 = 3.02E+08  3.14.E+08
303 P49748-1 Eg*s“'_ :32%25:; ;‘:Se]c'"c acyl-CoA dehydrogenase, mitochondrial ;) 17 650E+08  6.39.E+08  6.65.E+08  6.84.E+08 = 7.40E+08  758E+08 | 7.96.E+08  7.82.E+08 = AS57.E+08  530.E+08  537.6+408  507.E+08
394 P62277 408 ribosomal protein S13 [0S=Homo sapiens] 144063 457.E+09  445E+09  4.47.E+09  460.E+09 | 4.39.E+09  445.E+09 = 4.36.E+09  45L.E+09 = 3.99.E+09  417.E+09 = 41LE+09  4.21.E+09
395  P52788-1  Spermine synthase [0S=Homo sapiens] 143852 A4.08.E+08 = 3.77.E+08  368.E+08  425E+08  578E+08  578.E+08  511E+08  505E+08 = 7.0LE+08  6.95E+08 = 7.22E+08  7.22.E+08
396 P16989-1  Y-box-binding protein 3 [0S=Homo sapiens] 143454 8.44E+07 = 9.17.E+07  878.E+07  6.58E+07 | 7.69.E+07  7.7.E+07 | 9.62.E+07  55LE+07 = 893E+07  7.8E+07 = 5.9LE+07 | 7.12.E+07
397 P26583  High mobility group protein B2 [0S=Homo sapiens] 143078 850.E+08 = 8.72E+08  7.78E+08  7.78E+08  7.00.E+08  6.78.E+08  7.14E+08  7.48.E+08  9.78.E+08  B896.E+08 = 10LE+09  9.42.E+08
398 P07741-1  Adenine phosphoribosyltransferase [OS=Homo sapiens] 143.008 1.18.E+09 1.03.E+09 1.13.E+09 9.65.E+08 9.33.E+08 7.66.E+08 7.17.E+08 9.75.E+08 1.91.E+09 1.58.E+09 1.53.E+09 1.91.E+09
399 Q96QKL Z:;I‘;f]':]r [P S -SSR PG &5 [ He 142562 7.03.E+08 = 592E+08  616.E+08  581E+08  575E+08  593.E+08 | 6.66.E+08 = 7.49.E+08  8.74E+08  B8.88E+08  8.37.E+08  8.97.E+08
400 Q15366-6 Isoform 6 of Poly(rC)-binding protein 2 [0S=Homo sapiens] 142129 176.E+09 = 151E+09 = 165E+09  159.E+09 = 156.E+09  162.E+09 = 158E+09  164.E+09  168E+09  155E+09 = 155E+09  1.60.E+09
401 P60953 Cell division control protein 42 homolog [OS=Homo sapiens] 142.011 1.44.E+09 1.35.E+09 1.38.E+09 1.48.E+09 1.51.E+09 1.51.E+09 1.49.E+09 1.46.E+09 1.37.E+09 1.45.E+09 1.45.E+09 1.41.E+09
402 P32119  Peroxiredoxin-2 [0S=Homo sapiens] 140.895 134E+09 = 1.06E+09 = 122E+09  138E+09 = 132E+09  132.E+09 = 1.30.E+09  118.E+09  144E+09  138E+09 = 140.E+09  142.E+09
403 Q9UM47 _ Neurogenic locus notch homolog protein 3 [OS=Homo sapiens] 140.893  4.18.E+08 3.72.E+08 4.26.E+08 3.50.E+08 3.42.E+08 2.37.E+08 3.09.E+08 3.04.E+08 3.16.E+08 3.27.E+08 3.49.E+08 3.83.E+08




Supplemental Data 1. List of identified proteins

No. et Description Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDNG6-2 CLDN6-2 CLDNG6-2 CLDN6-2
) Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4
404 075390 citrate synthase, mitochondrial [OS=Homo sapiens] 140.766  1.81.E+09 1.58.E+09 1.55.E+09 1.47.E+09 1.87.E+09 1.75.E+09 1.75.E+09 1.83.E+09 1.72.E+09 1.60.E+09 1.64.E+09 1.59.E+09
405 Q15758-1  Neutral amino acid transporter B(0) [OS=Homo sapiens] 140.533  1.30.E+09 1.24.E+09 1.15.E+09 1.41.E+09 2.28.E+09 2.54.E+09 2.00.E+09 1.90.E+09 8.90.E+08 7.73.E+08 6.95.E+08 8.20.E+08
406 P62328 Thymosin beta-4 [OS=Homo sapiens] 140.37  3.20.E+09 3.33.E+09 3.27.E+09 3.37.E+09 2.76.E+09 2.79.E+09 2.77.E+09 2.85.E+09 3.58.E+09 3.48.E+09 3.47.E+09 3.38.E+09
407 P00387 NADH-cytochrome b5 reductase 3 [OS=Homo sapiens] 140.305 5.56.E+08 5.09.E+08 5.33.E+08 5.58.E+08 4.88.E+08 4.33.E+08 4.95.E+08 4.68.E+08 6.09.E+08 6.57.E+08 6.58.E+08 6.57.E+08
408 P62241 40S ribosomal protein S8 [OS=Homo sapiens] 138.904 4.78.E+09 5.10.E+09 5.10.E+09 5.03.E+09 4.62.E+09 4.72.E+09 4.73.E+09 4.84.E+09 4.38.E+09 4.38.E+09 4.29.E+09 4.16.E+09
409 Q9ouUL46 proteasome activator complex subunit 2 [OS=Homo sapiens] 137.987 4.56.E+08 3.87.E+08 4.13.E+08 4.22.E+08 4.10.E+08 4.10.E+08 4.15.E+08 3.88.E+08 5.10.E+08 5.19.E+08 5.25.E+08 5.11.E+08
410 Q8TEX9-1 Importin-4 [OS=Homo sapiens] 137.936  2.67.E+08 1.87.E+08 2.26.E+08 2.64.E+08 2.02.E+08 2.30.E+08 2.49.E+08 2.11.E+08 2.51.E+08 2.44.E+08 2.56.E+08 2.33.E+08
411 P62191 26S proteasome regulatory subunit 4 [OS=Homo sapiens] 137.455 8.16.E+08 8.25.E+08 7.64.E+08 7.93.E+08 8.05.E+08 8.02.E+08 7.95.E+08 7.37.E+08 9.26.E+08 8.58.E+08 8.46.E+08 8.98.E+08
412 P35637-1  RNA-binding protein FUS [OS=Homo sapiens] 137.437 1.12.E+09 1.15.E+09 1.17.E+09 1.20.E+09 1.01.E+09 1.04.E+09 9.98.E+08 9.89.E+08 1.08.E+09 1.12.E+09 1.12.E+09 1.10.E+09
413 P22087 rRNA 2'-O-methyltransferase fibrillarin [0S=Homo sapiens] 137.385 1.53.E+09 1.53.E+09 1.59.E+09 1.57.E+09 1.35.E+09 1.46.E+09 1.44.E+09 1.50.E+09 1.49.E+09 1.56.E+09 1.50.E+09 1.56.E+09
414 Q13045-1 protein flightless-1 homolog [OS=Homo sapiens] 136.349  5.36.E+08 5.08.E+08 4.11.E+08 5.16.E+08 6.46.E+08 7.00.E+08 6.80.E+08 6.57.E+08 5.21.E+08 3.90.E+08 4.53.E+08 4.77.E+08
415 P07954 fumarate hydratase, mitochondrial [0S=Homo sapiens] 136.346  5.76.E+08 5.87.E+08 6.06.E+08 8.15.E+08 8.50.E+08 9.08.E+08 8.46.E+08 5.85.E+08 5.25.E+08 7.32.E+08 5.37.E+08 7.28.E+08
416 Q14914 Prostaglandin reductase 1 [OS=Homo sapiens] 136.312  7.59.E+08 7.16.E+08 7.09.E+08 6.95.E+08 1.27.E+09 1.29.E+09 1.29.E+09 1.31.E+09 8.25.E+08 7.75.E+08 7.65.E+08 7.89.E+08
417 P30566 adenylosuccinate lyase [OS=Homo sapiens] 135.56 4.12.E+08 3.52.E+08 3.74.E+08 4.20.E+08 3.55.E+08 3.69.E+08 3.79.E+08 3.40.E+08 4.79.E+08 4.67.E+08 4.57.E+08 5.01.E+08
418 P11216 Glycogen phosphorylase, brain form [0S=Homo sapiens] 135.447 4.14.E+08 4.23.E+08 4.11.E+08 3.91.E+08 6.80.E+08 6.40.E+08 6.53.E+08 6.41.E+08 5.33.E+08 5.10.E+08 4.98.E+08 5.15.E+08
419 Q6FI13 Histone H2A type 2-A [OS=Homo sapiens] 135.378 6.43.E+10 8.56.E+10 6.33.E+10 6.40.E+10 5.51.E+10 5.38.E+10 5.39.E+10 5.59.E+10 6.15.E+10 5.99.E+10 6.04.E+10 6.16.E+10
420 P40925 Malate dehydrogenase, cytoplasmic [0S=Homo sapiens] 135.185 1.92.E+09 1.88.E+09 1.86.E+09 1.80.E+09 1.74.E+09 1.65.E+09 1.68.E+09 1.72.E+09 2.15.E+09 2.09.E+09 2.12.E+09 2.19.E+09
421 000410 Importin-5 [OS=Homo sapiens] 135.081  3.33.E+08 2.91.E+08 2.79.E+08 2.88.E+08 3.27.E+08 3.19.E+08 3.30.E+08 2.95.E+08 3.62.E+08 3.46.E+08 3.66.E+08 3.68.E+08

422 P20042 SE:;iirr‘]’:]"C Gt Tt e 2 Sl 2 [OS=FlenTe 135064 1.08E+09  111E+09  114E+09  106.E409  107.E+09  109.E+09  110E+09  110E+09  108.E+09  106.E409 = 107.E+09  1.05.E+09
423 P30086  phosphatidylethanolamine-binding protein 1 [0S=Homo sapiens] = 134.169 141E+09 = 147.E+09  145E+09  14LE+09  117.E+09  118E+09  1.16E+09  1.16E+09  159.E+09  155E+09 = 153E+09  1.57.E+09
424 P31949 protein S100-A11 [0S=Homo sapiens] 133.063 2.82E+09  253E+09  268E+09  264E+09 | 3.37.E+00  340.E+00 | 3.24E+09 | 244E+09 | 3276409  3.39E+09 | 3.30.E+09  3.48.E+09
Heterogeneous nuclear ribonucleoprotein U-like protein 1

425 Q9BUJ2-1 (O e 133.767  5.36.E+08 5.19.E+08 5.11.E+08 5.47.E+08 4.76.E+08 4.84.E+08 4.79.E+08 4.74.E+08 5.56.E+08 5.72.E+08 5.59.E+08 5.32.E+08
426 Q5T4S7-1  e3 ubiquitin-protein ligase UBR4 [OS=Homo sapiens] 133.722  2.81.E+08 2.55.E+08 2.67.E+08 2.22.E+08 2.34.E+08 1.95.E+08 2.61.E+08 2.51.E+08 2.35.E+08 2.54.E+08 2.31.E+08 2.55.E+08
427 Q16181 Septin-7 [OS=Homo sapiens] 133.59 6.28.E+08 6.13.E+08 6.15.E+08 6.10.E+08 6.43.E+08 6.34.E+08 6.38.E+08 6.21.E+08 6.29.E+08 6.18.E+08 6.16.E+08 6.27.E+08
428 Q15366-4  Isoform 4 of Poly(rC)-binding protein 2 [OS=Homo sapiens] 133.497 2.45.E+08 1.92.E+08 2.03.E+08 2.01.E+08 2.15.E+08 2.07.E+08 2.07.E+08 1.87.E+08 1.79.E+08 1.65.E+08 1.66.E+08 1.88.E+08
429 060763-1  General vesicular transport factor p115 [OS=Homo sapiens] 133.139 4.03.E+08 4.21.E+08 3.16.E+08 3.89.E+08 3.65.E+08 2.93.E+08 3.16.E+08 2.99.E+08 4.65.E+08 4.63.E+08 3.74.E+08 4.52.E+08
430 Q9Y230 RuvB-like 2 [0S=Homo sapiens] 133.072  7.90.E+08 8.49.E+08 8.00.E+08 7.93.E+08 6.76.E+08 6.32.E+08 6.81.E+08 6.49.E+08 7.16.E+08 7.20.E+08 7.47.E+08 7.38.E+08
431 P15880 40S ribosomal protein S2 [OS=Homo sapiens] 132.675 3.42.E+09 3.55.E+09 3.62.E+09 3.65.E+09 3.50.E+09 3.55.E+09 3.51.E+09 3.60.E+09 3.21.E+09 3.39.E+09 3.40.E+09 3.32.E+09
432 P08708 40S ribosomal protein S17 [OS=Homo sapiens] 132.238  1.87.E+09 1.71.E+09 1.83.E+09 1.76.E+09 1.74.E+09 1.75.E+09 1.72.E+09 1.75.E+09 1.56.E+09 1.65.E+09 1.69.E+09 1.63.E+09

Deoxyuridine 5'-triphosphate nucleotidohydrolase, mitochondrial
[OS=Homo sapiens]
Tyrosine-protein phosphatase non-receptor type 1 [OS=Homo

433 P33316-3 131.299 1.73.E+09 1.64.E+09 1.71.E+09 1.85.E+09 1.78.E+09 1.81.E+09 1.83.E+09 1.82.E+09 1.65.E+09 1.65.E+09 1.61.E+09 1.71.E+09

434 P18031 131.042  6.07.E+08 6.47.E+08 5.97.E+08 6.17.E+08 5.77.E+08 5.66.E+08 5.30.E+08 5.32.E+08 1.04.E+09 1.08.E+09 1.07.E+09 1.08.E+09

sapiens]
435 Q99873 protein arginine N-methyltransferase 1 [OS=Homo sapiens] 130.809  9.49.E+08 9.96.E+08 9.55.E+08 9.26.E+08 1.21.E+09 1.23.E+09 1.21.E+09 1.24.E+09 1.03.E+09 1.00.E+09 9.90.E+08 1.01.E+09
436 P54920 alpha-soluble nsf attachment protein [0S=Homo sapiens] 130.804 350.E+08 = 3.93E+08  412FE+08  3.85E+08  510E+08  514.E+08  503E+08  483.E+08  357.E+08  356.E+08 = 3.67.E+08  3.27.E+08
437  QOUBT2  SUMO-activating enzyme subunit 2 [0S=Homo sapiens] 130.691 552.E+08 = 4.84E+08  4.86.E+08  5.04.E+08  4.37.E+08  461.E+08  4.7LE+08  4.65.E+08 = 4.63E+08  3.95E+08 = 4.38.E+08  4.94E+08
438 P60660  Myosin light polypeptide 6 [0S=Homo sapiens] 130.339 3.38.E+09 = 3.36.E+09 = 3.52E+09  3.45E+09 = 3.84E+09 = 399.E+09 = 3.98.E+09  401E+09 = 3.37.E+09  367.E+09 = 356.E+09  3.43.E+09
439 095336 6-phosphogluconolactonase [OS=Homo sapiens] 130.239  7.43.E+08 9.16.E+08 8.98.E+08 9.50.E+08 8.33.E+08 8.31.E+08 8.64.E+08 8.34.E+08 9.13.E+08 8.12.E+08 9.21.E+08 8.60.E+08
440 P41567  eukaryotic translation initiation factor 1 [0S=Homo sapiens] 129.766 5.73.E+08 = 561E+08  555E+08  587.E+08  6.31LE+08  6.19.E+08  6.35E+08  579.E+08 = 455E+08  504E+08 = 458E+08  4.38.E+08
441 094925-3 '::;?g:;]s of Glutaminase Kidney isoform, mitochondrial [0S=Homo g o' 359F.03  333E+08  3.36.6+408  355E+08  5.66.E+08  585E+08 | 6.07.E+08  580E+08 | 3.95E+08  426.E+08  3.99.E+08  4.27.E+08
442 Q04917  14-3-3 protein eta [0S=Homo sapiens] 12047 3.35.E+08  2.93E+08  340.E+08 = 3.3LE+08  456.E+08  45LE+08 = 4.30.E+08  4.49.E+08 | 3.57.E+08  39LE+08  3.99.E+08  3.66.E+08
443 P62753  40S RIBOSOMAL PROTEIN S6 [0S=Homo sapiens] 129.348 248.E+09 = 259.E+09 = 241E+09  263.E+09 = 233E+09 = 242.E+09 | 2.38.E+09 = 242E+09 = 220E+09  238E+09 = 2.35E+09  2.34E+09
444 P68036  Ubiquitin-conjugating enzyme E2 L3 [0S=Homo sapiens] 120225 8.60.E+08 = 6.34.E+08  6.7LE+08  7.38E+08  6.70.E+08  6.78.E+08  6.87.E+08  6.30.E+08  7.75.E+08  7.32.E+08  7.36.E+08  8.17.E+08
445  Q9Y265  RuvB-like 1 [0S=Homo sapiens] 12922 1.03.E+09  102E+09 = 107.E+09 = 9.19.E+08  974E+08  9.65E+08  9.32E+08  821.E+08  107.E+09  104E+09 = 1.02E+09  1.04.E+09
446 P42166 'S‘:;?;”nzlassm'amd [Pelbpepitle 2, fEuiteim @ plim OSSRl 129171 5.89.E+08  656.E+08 = 7.08.E+08 = 7.01.E+08 = 524.E+08  536.E+08  525.E+08  5.02.E+08 = 4.85E+08 = 557.E+08  555E+08 = 5.89.E+08
447 Q00341-1 Vigilin [0S=Homo sapiens] 120006 3.80.E+08 = 5.37.E+08  5.64E+08  5.26.E+08  4.47.E+08  5.13.E+08  3.70.E+08  5.13.E+08 = 4.21E+08  4.22E+08  4.45E+08  554.E+08
448 014579-1 coatomer subunit epsilon [0S=Homo sapiens] 128.984 212.E+08 = 1.74E+08  200E+08  191.E+08  222FE+08  215E+08  199.E+08  194E+08  203E+08  218E+08  223E+08  194E+08
449 Q9UNM6 ig;é’r:g]teas"me AT () SHaii: 19 [=HemD 128949 6.19.E+08  628.E+08  563.E+08 = 6.05.E+08  6.32.E+08  6.12.E+08  5.87.E+08  5.89.E+08 = 6.87.E+08 = 6.44E+08  6.36.E+08  6.39.E+08
450  Q16576-1 Histone-binding protein RBBP7 [0S=Homo sapiens] 128712 266.E+09 = 2.87.E+09  2.85.E+09  2.84.E+09  293.E+09  3.05.E+09 | 3.07.E+09  3.02.E+09 = 243E+09  232E+09 = 217.E+09  2.18.E+09
451 P36776 Lon protease homolog, mitochondrial [0S=Homo sapiens] 128.687 3.20.E+08 = 252E+08  270.E+08  2.85E+08 = 3.02E+08  3.17.E+08 | 2.65E+08 = 241.E+08 = 279.E+08  255E+08 = 229.E+08  2.41E+08
452 QONYL9 tropomodulin-3 [0S=Homo sapiens] 128363 107.E+09 = 10LE+09  103.E+09  1.03E+09  115E+09  1.5.E+09  1.08.E+09 = 1.13.E+09 = 89LE+08  LOLE+09 = 9.6LE+08  1.02.E+09
453 P11387  DNA topoisomerase 1 [0S=Homo sapiens] 128.343 9.93.E+08 = 9.46.E+08  9.81E+08  9.79.E+08  7.41E+08  7.70.E+08  7.62E+08  B8.0LE+08  8.63E+08  B8.82E+08 = 8.62E+08  8.82.E+08
454 P14314  Glucosidase 2 subunit beta [0S=Homo sapiens] 128234 138.E+09 = 14LE+09  143.E+09  1.37.E+09  132E+09  1.20.E+09  1.30.E+09  1.26.E+09 = 1.14E+09  117.E+09 = 1.18E+09  111.E+09

Platelet-activating factor acetylhydrolase IB subunit gamma

a5 Q1s102 s 128081 6.10.E+08  6.71.E+08  6.65E+08  658E+08  563E+08  595E+08 | 596.E+08  5.85.E+08 = 7.49.E+08  7.50.E+08 = 7.70.E+08  7.64.E+08
456 P18621  60S ribosomal protein L17 [OS=Homo sapiens] 127.441 252E+09 = 2.62E+09  268E+09  250.E+09 = 255E+09 = 254.E+09 | 246.E+09  252.E+09 = 240E+09  253E+09 = 253E+09 | 2.43.E+09
457 P27635  60S ribosomal protein L10 [0S=Homo sapiens] 127.397 188.E+09 = 179.E+09  167.E+09  1.8LE+09  189.E+09  1.82.E+09  1.76.E+09  1.80.E+09 = 1.83E+09  167.E+09 = 168.E+09  1.74.E+09
458 076094  Signal recognition particle subunit SRP72 [0S=Homo sapiens] 127.28 250.E+08  207.E+08 = 188.E+08 = 198E+08  252E+08  242E+08  242FE+08 = 230.E+08 | 2.37.E+08  246.E+08 = 254E+08  2.54.E+08
459 075367-1 Core histone macro-H2A.1 [0S=Homo sapiens] 127.06 5.46.E+08  6.38E+08 | 6.49.E+08 = 556.E+08  6.05.E+08  5.44.E+08  535E+08 = 5.30.E+08  6.54.E+08  5.89.E+08  5.87.E+08  7.11.E+08
460 P08134  Rho-related GTP-binding protein RhoC [0S=Homo sapiens] 126.896 2.70.E+07 = 2.18E+07 = 221E+07  207.E+07  409.E+07 = 419.E+07 | 435E+07  3.82.E+07  218E+07  292E+07 = 299.E+07  2.76.E+07
461 Q9Y262 ::E;‘Zg]t'c 1 e (Rt (ttinf &) stul ol L [FOISStoi 125867 5.17.E+08  5.10.E+08 = 510.E+08  508.E+08  521.E+08  5093.E+08  5.67.E+08  551.E+08 = 6.32.E+08 = 5.94E+08  577.E+08  6.13.E+08
462 Q96A72 protein mago nashi homolog 2 [0S=Homo sapiens] 125.68  6.08.E+08 6.47.E+08 6.58.E+08 6.14.E+08 5.70.E+08 5.78.E+08 5.61.E+08 5.38.E+08 4.82.E+08 5.58.E+08 5.25.E+08 4.99.E+08




Supplemental Data 1. List of identified proteins

No. et Description Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDNG6-2 CLDN6-2 CLDNG6-2 CLDN6-2

) P Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4
463 P23588 eukaryotic translation initiation factor 4B [OS=Homo sapiens] 125.543  8.30.E+08 6.64.E+08 8.65.E+08 6.98.E+08 8.07.E+08 8.62.E+08 8.35.E+08 8.37.E+08 7.84.E+08 8.31.E+08 8.85.E+08 6.87.E+08
464 P20618 proteasome subunit beta type-1 [OS=Homo sapiens] 125.394  7.70.E+08 7.88.E+08 8.06.E+08 7.97.E+08 7.73.E+08 7.69.E+08 6.57.E+08 7.88.E+08 8.15.E+08 8.46.E+08 7.28.E+08 8.45.E+08
465 QI9UNZ2  NSFL1 cofactor p47 [OS=Homo sapiens] 125.323  2.02.E+08 2.20.E+08 2.59.E+08 2.30.E+08 2.11.E+08 2.30.E+08 2.11.E+08 2.24.E+08 2.59.E+08 2.80.E+08 2.85.E+08 2.73.E+08

Isoform C1 of Heterogeneous nuclear ribonucleoproteins C1/C2

488 PO [0S=Homo sapiens]

125.273  5.83.E+09 6.06.E+09 6.12.E+09 6.39.E+09 5.35.E+09 5.45.E+09 5.57.E+09 5.69.E+09 6.56.E+09 6.44.E+09 6.65.E+09 6.65.E+09

467 P62979  Ubiquitin-40S ribosomal protein S27a [OS=Homo sapiens] 124.762  4.13.E+09 4.07.E+09 4.04.E+09 4.13.E+09 4.22.E+09 4.10.E+09 4.04.E+09 4.19.E+09 4.62.E+09 4.65.E+09 4.72.E+09 4.46.E+09
468 P00441  Superoxide dismutase [Cu-Zn] [OS=Homo sapiens] 124.563  1.96.E+09 1.99.E+09 2.00.E+09 1.90.E+09 1.64.E+09 1.64.E+09 1.69.E+09 1.64.E+09 1.93.E+09 1.89.E+09 1.89.E+09 1.90.E+09
469 P12235  ADP/ATP translocase 1 [OS=Homo sapiens] 124.483  1.30.E+07 1.49.E+07 1.70.E+07 4.80.E+07 1.77.E+07 2.94.E+07 1.94.E+07 2.71.E+07 2.80.E+07 1.90.E+07 2.47.E+07 1.64.E+07

26s proteasome non-atpase regulatory subunit 12 [OS=Homo

470 000232-1 F— 124.097  6.01.E+08 5.11.E+08 5.71.E+08 5.88.E+08 4.93.E+08 6.08.E+08 5.69.E+08 5.56.E+08 6.29.E+08 5.87.E+08 6.54.E+08 5.58.E+08
471 P07384 Calpain-1 catalytic subunit [OS=Homo sapiens] 123.85 7.18.E+08 7.89.E+08 7.33.E+08 7.61.E+08 1.26.E+09 1.20.E+09 1.17.E+09 1.20.E+09 7.78.E+08 7.67.E+08 7.72.E+08 7.88.E+08
472 Q9Y446 Plakophilin-3 [OS=Homo sapiens] 123.542  6.71.E+08 6.38.E+08 6.40.E+08 7.13.E+08 7.22.E+08 7.84.E+08 8.34.E+08 7.11.E+08 6.34.E+08 6.42.E+08 6.27.E+08 5.93.E+08
473 Q9P258 Protein RCC2 [OS=Homo sapiens] 123.111  6.34.E+08 6.58.E+08 6.38.E+08 6.37.E+08 4.97.E+08 5.44.E+08 5.59.E+08 5.66.E+08 6.43.E+08 6.12.E+08 5.59.E+08 5.70.E+08
474 Q96DG6  Carboxymethylenebutenolidase homolog [OS=Homo sapiens] 122.994 5.12.E+08 5.25.E+08 5.35.E+08 5.82.E+08 4.64.E+08 4.80.E+08 4.83.E+08 4.64.E+08 5.13.E+08 5.14.E+08 5.14.E+08 4.97.E+08
475 Q9BT78 COP9 signalosome complex subunit 4 [OS=Homo sapiens] 122.656  3.86.E+08 4.08.E+08 3.74.E+08 3.77.E+08 3.59.E+08 3.63.E+08 3.74.E+08 3.72.E+08 4.48.E+08 3.91.E+08 4.57.E+08 3.85.E+08
476 Q9H2U2 Inorganic pyrophosphatase 2, mitochondrial [OS=Homo sapiens] 122.635 5.87.E+08 4.19.E+08 4.27.E+08 6.03.E+08 5.63.E+08 5.57.E+08 5.54.E+08 5.24.E+08 6.34.E+08 6.07.E+08 6.62.E+08 5.77.E+08
477 Q13162 Peroxiredoxin-4 [OS=Homo sapiens] 122.548 6.29.E+08 6.41.E+08 6.63.E+08 6.77.E+08 5.74.E+08 5.04.E+08 5.62.E+08 5.90.E+08 6.04.E+08 6.16.E+08 6.20.E+08 6.12.E+08
478 096008 SMa'g)ig:glnd”a' import receptor subunit TOMA0 homolog [0S=HOmO 155 516 520E+08  4.86.E+08  5.28E+08 = 5.7.E+08  GOG.E+08  69LE+08  656.E+08  6.49.E+08  4.30.6+08  480.E+08  44T.E+08  4.39.E+08

Bifunctional methylenetetrahydrofolate

479 PHEiR dehydrogenase/cyclohydrolase, mitochondrial [OS=Homo sapiens]

122.231 3.78.E+08 2.72.E+08 2.70.E+08 2.06.E+08 2.94 E+08 1.81.E+08 1.70.E+08 1.70.E+08 2.58.E+08 2.50.E+08 2.20.E+08 3.35.E+08

480 P16989-2 Isoform 2 of Y-box-binding protein 3 [OS=Homo sapiens] 122.096 1.42.E+07 1.82.E+07 1.64.E+07 1.20.E+07 1.55.E+07 1.50.E+07 1.21.E+07 1.20.E+07 1.06.E+07 1.02.E+07 1.07.E+07
481 015231-3  Isoform 3 of Zinc finger protein 185 [OS=Homo sapiens] 121.869 3.69.E+08 4.45.E+08 4.54 E+08 4.44 E+08 5.76.E+08 6.15.E+08 5.86.E+08 5.99.E+08 5.63.E+08 5.80.E+08 5.90.E+08 5.82.E+08
482 P13667 Protein disulfide-isomerase A4 [OS=Homo sapiens] 121.788 8.72.E+08 9.08.E+08 9.08.E+08 8.26.E+08 1.01.E+09 9.94.E+08 9.49.E+08 9.47.E+08 1.01.E+09 9.60.E+08 1.00.E+09 9.68.E+08

HLA class | histocompatibility antigen, B-40 alpha chain

483 Quasze o re R 1215 3.20.E+08 = 3.62E+08 = 352E+08  341E+08  187.E+08  201E+08  196.E+08  181E+08  6.10E+08  6.08E+08  576.E+08  5.74.E+08
484 P62333  26S proteasome regulatory subunit 108 [0S=Homo sapiens] 121.371 A468.E+08 = 421.E+08  A457.E+08  490.E+08  3.54E+08  3.85E+08  3.28E+08  3.18E+08  3.75E+08  418E+08 = 4.02E+08  3.93.E+08
485 043242 ig;é’r:g]teas"me ATz (e tisrsy Gl iuafi & O Rlo 121195 5098.E+08  4.62E+08 = 4.72.E+08  580.E+08 = 579.E+08  4.93.E+08  6.00.E+08  5.66.E+08 = 6.95E+08 = 527.E+08  6.54E+08  6.44.E+08
486 P06899  Histone H2B type 1-J [0S=Homo sapiens] 120.214 3.46.E+09 = 3.70.E+09  3.89.E+09  3.56.E+09 | 3.14.E+09  3.14.E+09 | 3.12E+09  3.36.E+09 = 345E+09  3.78E+09 = 3.77.E+09  3.57.E+09
487 P28482  mitogen-activated protein kinase 1 [0S=Homo sapiens] 119.941 9.29.E+08 = 7.68.E+08  9.22FE+08  B825E+08  9.97.E+08  106.E+09 = 10LE+09  9.06.E+08  108E+09  109.E+09 = 105E+09  1.12.E+09
488 P46776  60S ribosomal protein L27a [0S=Homo sapiens] 110.919 208.E+09 = 2.84E+09  276.E+09  2.63E+09 = 259.E+09  215.E+09 | 2.2LE+09 = 222.E+09 = 2.68.E+09  258E+09 = 2.17.E+09  2.55.E+09
489 P61313-1  60S ribosomal protein L15 [0S=Homo sapiens] 119.717 211.E+09 = 217.E+09 = 219E+09 = 229.E+09 = 221E+09 = 226.E+09 | 224E+09 = 226.E+09 = 209.E+09  214E+09 = 205E+09  2.00.E+09
490  Q562R1  Beta-actin-like protein 2 [0S=Homo sapiens] 110.613 2.83.E+08 = 2.98E+08  219.E+08  5.66.E+07 = 170.E+08 = 1.89.E+08  1.72.E+08  1.35.E+08  20LE+08  105E+08  185E+08  119.E+08
491 060814 Histone H2B type 1-K [0S=Homo sapiens] 119.554 4.62.E+10 = 444E+10  452E+10  458E+10  3.75E+10  3.80.E+10 | 3.88E+10  399.E+10  420E+10  412E+10  413E+10  4.06.E+10
492 P21291 Cysteine and glycine-rich protein 1 [OS=Homo sapiens] 119.239  7.25.E+08 7.24.E+08 6.97.E+08 7.08.E+08 9.73.E+08 9.78.E+08 9.77.E+08 1.01.E+09 8.37.E+08 8.32.E+08 8.11.E+08 7.92.E+08
493 Q92598  Heat shock protein 105 kDa [0S=Homo sapiens] 118.383 5.85.E+08 = 584E+08  579E+08  6.10.E+08  533E+08  546.E+08  579.E+08  541.E+08 = 572E+08  6.03.E+08 = 593E+08  6.21.E+08
494 Q99829  Copine-1 [0S=Homo sapiens] 118232 6.45.E+08 = 6.26.E+08 = 6.3LE+08  6.47.E+08  7.7LE+08  7.51.E+08  7.29.E+08  7.42.E+08  6.47.E+08  6.98.E+08 = 7.50.E+08  7.30.E+08
495  P62195-1  26S proteasome regulatory subunit 8 [0S=Homo sapiens] 117.947 6.04E+08 = 6.07.E+08  614E+08  552.E+08  535E+08  528.E+08  516.E+08  527.E+08 = 6.87.E+08  6.24E+08 = 6.24E+08  6.11.E+08

Pre-mRNA-splicing factor ATP-dependent RNA helicase DHX15

A28 orEky [OS=Homo sapiens]

117.871 6.72.E+08 6.77.E+08 6.31.E+08 9.09.E+08 6.00.E+08 6.16.E+08 6.32.E+08 5.88.E+08 6.91.E+08 6.18.E+08 6.07.E+08 6.26.E+08

497 P12004 proliferating cell nuclear antigen [OS=Homo sapiens] 117.512 1.32.E+09 1.30.E+09 1.28.E+09 1.37.E+09 1.41.E+09 1.38.E+09 1.41.E+09 1.39.E+09 1.26.E+09 1.21.E+09 1.20.E+09 1.18.E+09
498 Q6DKJ4  nucleoredoxin [OS=Homo sapiens] 117.345 3.32.E+08 2.79.E+08 2.84.E+08 2.93.E+08 2.51.E+08 2.58.E+08 2.41.E+08 2.42.E+08 1.51.E+08 1.44.E+08 1.54.E+08 1.61.E+08
499 075531 Barrier-to-autointegration factor [0S=Homo sapiens] 116.957 1.56.E+09 1.52.E+09 1.44.E+09 1.45.E+09 1.44.E+09 1.49.E+09 1.42.E+09 1.41.E+09 1.62.E+09 1.59.E+09 1.61.E+09 1.84.E+09
500 Q01105 Protein SET [OS=Homo sapiens] 116.919  2.26.E+09 2.11.E+09 2.20.E+09 2.05.E+09 2.24.E+09 2.23.E+09 2.25.E+09 2.15.E+09 2.06.E+09 2.23.E+09 2.23.E+09 2.22.E+09
501 P60903 Protein S100-A10 [OS=Homo sapiens] 116.837  8.34.E+09 8.33.E+09 8.31.E+09 8.10.E+09 9.05.E+09 9.22.E+09 9.26.E+09 9.02.E+09 9.08.E+09 8.80.E+09 8.76.E+09 8.95.E+09
502 Q14247-1  Src substrate cortactin [OS=Homo sapiens] 116.474  2.64.E+08 3.20.E+08 3.50.E+08 3.89.E+08 1.78.E+08 2.89.E+08 4.00.E+08 3.07.E+08 4.95.E+08 5.34.E+08 5.12.E+08 5.14.E+08
503 P30050-1  60S ribosomal protein L12 [OS=Homo sapiens] 116.368  3.46.E+09 3.61.E+09 3.55.E+09 3.40.E+09 3.26.E+09 3.24.E+09 3.26.E+09 3.28.E+09 3.27.E+09 3.23.E+09 3.27.E+09 3.25.E+09

Cytochrome b-c1 complex subunit 1, mitochondrial [0OS=Homo

sapiens]

505 P18465 HLA class | hlstpcompatlblllty antigen, B-57 alpha chain 115.853
[OS=Homo sapiens]

506 P43487 Ran-specific GTPase-activating protein [OS=Homo sapiens] 115.669  1.94.E+09 2.03.E+09 1.99.E+09 1.90.E+09 1.90.E+09 1.93.E+09 1.92.E+09 1.92.E+09 2.13.E+09 2.03.E+09 2.05.E+09 2.06.E+09
Hsp70-binding protein 1 OS=Homo sapiens OX=9606

o Qi GN=HSPBP1 PE=1 SV=2

504 P31930 116.282  6.60.E+08 6.64.E+08 6.40.E+08 6.75.E+08 6.17.E+08 5.83.E+08 5.22.E+08 5.75.E+08 6.51.E+08 6.67.E+08 6.41.E+08 6.19.E+08

11531 4.51.E+08 3.83.E+08 3.85.E+08 3.85.E+08 4.86.E+08 4.78.E+08 4.44.E+08 3.97.E+08 3.40.E+08 2.95.E+08 3.07.E+08 3.55.E+08

508 POCO0S5 Histone H2A.Z [OS=Homo sapiens] 115.303  2.46.E+09 2.61.E+09 2.75.E+09 2.54.E+09 2.03.E+09 2.15.E+09 2.16.E+09 2.24. E+09 2.42.E+09 2.63.E+09 2.64.E+09 2.58.E+09
509 P38159-1  RNA-binding motif protein, X chromosome [OS=Homo sapiens] 115.008  1.15.E+09 1.18.E+09 1.17.E+09 1.19.E+09 1.07.E+09 1.11.E+09 1.14.E+09 1.15.E+09 1.19.E+09 1.15.E+09 1.17.E+09 1.16.E+09
510 P11766 alcohol dehydrogenase class-3 [OS=Homo sapiens] 114.896  4.53.E+08 4.97.E+08 5.16.E+08 5.24.E+08 5.10.E+08 4.85.E+08 4.88.E+08 4.86.E+08 5.92.E+08 6.64.E+08 6.56.E+08 6.22.E+08

Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-2

511 P62879 (O p—— 114.697  3.19.E+08 3.25.E+08 3.28.E+08 3.28.E+08 3.41.E+08 3.40.E+08 3.46.E+08 3.71.E+08 2.30.E+08 2.67.E+08 2.65.E+08 2.67.E+08
512 P18085 ADP-ribosylation factor 4 [OS=Homo sapiens] 114.686  3.01.E+08 3.00.E+08 3.29.E+08 3.25.E+08 4.43.E+08 4.59.E+08 4.46.E+08 4.78.E+08 3.76.E+08 4.33.E+08 4.44 E+08 4.43.E+08
513 PO5534 HLA class | hlst_ocompatlblllty antigen, A-24 alpha chain 114.461

[OS=Homo sapiens]
514 QINSD9  Phenylalanine--tRNA ligase beta subunit [OS=Homo sapiens] 114.424  1.05.E+09 1.07.E+09 1.03.E+09 1.06.E+09 9.19.E+08 8.95.E+08 9.38.E+08 9.44.E+08 1.11.E+09 1.09.E+09 1.07.E+09 1.14.E+09
515 Q9UHBY  Signal recognition particle subunit SRP68 [OS=Homo sapiens] 113.531  3.37.E+08 3.05.E+08 3.28.E+08 3.63.E+08 3.18.E+08 3.35.E+08 3.49.E+08 3.22.E+08 3.24.E+08 3.37.E+08 3.18.E+08 3.14.E+08
516 P17812 CTP synthase 1 [0S=Homo sapiens] 112.678 _ 1.05.E+09 1.09.E+09 1.12.E+09 1.08.E+09 1.04.E+09 1.00.E+09 1.01.E+09 1.02.E+09 1.03.E+09 1.05.E+09 1.04.E+09 1.03.E+09




Supplemental Data 1. List of identified proteins

Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-2 CLDN6-2 CLDN6-2 CLDN6-2

e accessel DSl Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4

Microtubule-associated protein RP/EB family member 1

L N QL50  o e = tiomolsapiens]

112.298 6.40.E+08 6.16.E+08 6.17.E+08 6.56.E+08 6.76.E+08 6.75.E+08 6.83.E+08 7.01.E+08 7.03.E+08 7.37.E+08 7.53.E+08 6.45.E+08

518 Q9H3U1  Protein unc-45 homolog A [OS=Homo sapiens] 112.25 2.62.E+08 2.59.E+08 2.94.E+08 2.92.E+08 2.54.E+08 2.87.E+08 2.65.E+08 2.87.E+08 3.61.E+08 3.55.E+08 3.50.E+08 3.36.E+08
519 Q71DI3 histone H3.2 [0OS=Homo sapiens] 112.181  9.96.E+08 1.26.E+09 6.73.E+08 4.82.E+08 1.10.E+09 8.42.E+08 6.97.E+08 8.12.E+08 1.41.E+09 6.51.E+08 6.06.E+08 5.34.E+08
520 QINTK5-1 obg-like ATPase 1 [OS=Homo sapiens] 112.041 9.54.E+08 8.94.E+08 8.43.E+08 8.85.E+08 1.04.E+09 1.03.E+09 1.07.E+09 1.09.E+09 9.30.E+08 9.64.E+08 9.67.E+08 9.70.E+08

Ras GTPase-activating protein-binding protein 1 [OS=Homo

521 Q13283 sapiens] 111.413  7.04.E+08 6.98.E+08 7.34.E+08 7.53.E+08 6.49.E+08 6.31.E+08 6.32.E+08 6.68.E+08 6.96.E+08 7.28.E+08 7.07.E+08 7.77.E+08
522 P55263-1  Adenosine kinase [OS=Homo sapiens] 111.387 5.14.E+08 4.10.E+08 4.92.E+08 4.67.E+08 5.71.E+08 5.79.E+08 4.17.E+08 5.02.E+08 5.74.E+08 7.04.E+08 7.18.E+08 8.07.E+08
523 Q99798 Aconitate hydratase, mitochondrial [OS=Homo sapiens] 111.234  3.05.E+08 2.90.E+08 3.08.E+08 2.72.E+08 2.60.E+08 2.55.E+08 2.48.E+08 2.55.E+08 3.26.E+08 3.22.E+08 3.30.E+08 3.23.E+08
524 P63010-1  AP-2 complex subunit beta [OS=Homo sapiens] 111.187 4.41.E+08 4.36.E+08 4.70.E+08 3.87.E+08 5.01.E+08 4.94.E+08 4.94.E+08 5.20.E+08 4.56.E+08 4.75.E+08 5.23.E+08 4.79.E+08
525 P68431 Histone H3.1 [OS=Homo sapiens] 110.925 2.43.E+10 2.60.E+10 2.74.E+10 2.82.E+10 2.38.E+10 2.46.E+10 2.41.E+10 2.48.E+10 2.17.E+10 2.50.E+10 2.44.E+10 2.42.E+10
526 P60228 SE:;;';’S";'C Emsiaiter (AT FEEE S BT = (o= lemm 11059 4.84E+08  50LE+08  514E+08  533E+08  532.E+08  507.E+08  5.32.E+08 = 5.28.E+08 = 4.40.E+08 = 4.42.E+08 = 6.47.E+08 = 6.43.E+08
527 P28838 cytosol aminopeptidase [OS=Homo sapiens] 110.516  2.84.E+08 2.94.E+08 2.51.E+08 2.96.E+08 2.56.E+08 2.74.E+08 2.60.E+08 2.46.E+08 3.44.E+08 3.07.E+08 3.11.E+08 3.30.E+08
528 P04080 Cystatin-B [OS=Homo sapiens] 110.113  2.27.E+09 2.40.E+09 2.23.E+09 2.04.E+09 3.13.E+09 2.91.E+09 2.99.E+09 3.21.E+09 3.56.E+09 3.45.E+09 3.54.E+09 3.37.E+09
529 P06493 Cyclin-dependent kinase 1 [OS=Homo sapiens] 109.858 1.04.E+09 1.05.E+09 1.03.E+09 9.66.E+08 9.26.E+08 9.10.E+08 9.01.E+08 9.20.E+08 9.68.E+08 9.45.E+08 9.56.E+08 9.21.E+08
530 P00491 purine nucleoside phosphorylase [OS=Homo sapiens] 109.751  4.68.E+08 4.25.E+08 4.19.E+08 4.26.E+08 5.15.E+08 5.02.E+08 4.98.E+08 4.01.E+08 5.70.E+08 5.61.E+08 5.65.E+08 5.97.E+08
531 P98179 RNA-binding protein 3 [0S=Homo sapiens] 109.596  6.22.E+08 6.08.E+08 6.32.E+08 6.22.E+08 4.77.E+08 5.09.E+08 4.83.E+08 4.57.E+08 7.18.E+08 6.75.E+08 7.58.E+08 7.63.E+08
532 P25787 Proteasome subunit alpha type-2 [OS=Homo sapiens] 108.922  7.64.E+08 7.31.E+08 7.44.E+08 6.84.E+08 5.70.E+08 6.23.E+08 5.65.E+08 6.30.E+08 6.93.E+08 6.93.E+08 7.04.E+08 6.89.E+08
533 Q15046 Lysine--tRNA ligase [OS=Homo sapiens] 108.903  7.88.E+08 7.43.E+08 7.67.E+08 7.33.E+08 6.38.E+08 6.19.E+08 6.27.E+08 6.27.E+08 1.08.E+09 1.02.E+09 1.04.E+09 1.03.E+09
534 P35520-1  Cystathionine beta-synthase [OS=Homo sapiens] 108.46  5.58.E+08 5.90.E+08 5.14.E+08 5.72.E+08 4.10.E+08 4.21.E+08 4.26.E+08 4.07.E+08 4.63.E+08 4.78.E+08 4.47 E+08 4.76.E+08
535 P53582 Methionine aminopeptidase 1 [OS=Homo sapiens] 108.374  3.70.E+08 3.43.E+08 3.66.E+08 3.39.E+08 3.23.E+08 3.48.E+08 3.69.E+08 3.63.E+08 3.85.E+08 3.94.E+08 4.26.E+08 4.30.E+08
536 076021 Ribosomal L1 domain-containing protein 1 [OS=Homo sapiens] 108.317  6.19.E+08 5.71.E+08 5.79.E+08 6.12.E+08 5.36.E+08 5.52.E+08 5.69.E+08 5.42.E+08 5.27.E+08 5.46.E+08 5.18.E+08 4.93.E+08
537 Q96KP4  cytosolic non-specific dipeptidase [OS=Homo sapiens] 107.965 5.01.E+08 5.21.E+08 5.20.E+08 5.80.E+08 6.44.E+08 6.40.E+08 6.45.E+08 5.96.E+08 6.65.E+08 6.34.E+08 6.69.E+08 6.36.E+08
538 P30740 Leukocyte elastase inhibitor [OS=Homo sapiens] 107.876  5.06.E+08 5.80.E+08 5.15.E+08 5.53.E+08 8.90.E+08 8.97.E+08 8.92.E+08 9.25.E+08 6.05.E+08 6.49.E+08 6.78.E+08 5.95.E+08
539 Q31612 HLA class | histocompatibility antigen, B-73 alpha chain 107.746

[OS=Homo sapiens]
Acidic leucine-rich nuclear phosphoprotein 32 family member B

S Q92688 [OS=Homo sapiens]

107.468 3.65.E+08 2.95.E+08 2.97.E+08 3.29.E+08 3.27.E+08 3.14.E+08 3.17.E+08 2.89.E+08 3.20.E+08 3.05.E+08 2.89.E+08 2.98.E+08

541 P54727 UV excision repair protein RAD23 homolog B [OS=Homo sapiens] =~ 107.414  2.83.E+08 2.79.E+08 2.84.E+08 3.08.E+08 2.67.E+08 3.10.E+08 3.07.E+08 2.98.E+08 3.39.E+08 3.55.E+08 3.39.E+08 3.31.E+08
542 Q15185 Prostaglandin E synthase 3 [OS=Homo sapiens] 107.264  3.28.E+09 3.22.E+09 3.07.E+09 2.94.E+09 3.04.E+09 3.01.E+09 3.00.E+09 3.06.E+09 3.30.E+09 3.17.E+09 3.10.E+09 3.04.E+09
543 P04908 histone H2A type 1-B/E [OS=Homo sapiens] 107.262  1.81.E+09 1.82.E+09 1.72.E+09 1.57.E+09 1.21.E+09 1.14.E+09 1.18.E+09 1.22.E+09 1.44.E+09 1.27.E+09 1.25.E+09 1.26.E+09
544 Q96TAL Niban-like protein 1 [OS=Homo sapiens] 107.154  3.09.E+08 2.77.E+08 2.94 E+08 2.80.E+08 3.07.E+08 2.94.E+08 2.99.E+08 2.16.E+08 3.12.E+08 3.15.E+08 3.11.E+08 3.22.E+08

Eukaryotic translation initiation factor 3 subunit J [OS=Homo

545 075822 ey 106.783  5.51.E+08 6.64.E+08 6.76.E+08 6.23.E+08 5.98.E+08 6.15.E+08 5.82.E+08 5.61.E+08 6.30.E+08 6.94.E+08 6.88.E+08 6.78.E+08
546 P62820  Ras-related protein Rab-1A [OS=Homo sapiens] 106.585  3.32.E+09 3.42.E+09 3.39.E+09 3.29.E+09 3.40.E+09 3.47.E+09 3.44.E+09 3.44.E+09 3.51.E+09 3.42.E+09 3.34.E+09 3.35.E+09
547 P62841  40S ribosomal protein S15 [OS=Homo sapiens] 105.85 5.78.E+08 4.51.E+08 4.47.E+08 5.16.E+08 5.02.E+08 4.49.E+08 4.37.E+08 4.38.E+08 4.48.E+08 4.00.E+08 3.86.E+08 3.60.E+08
548 P49321  Nuclear autoantigenic sperm protein [0S=Homo sapiens] 105.782  7.17.E+08 6.83.E+08 6.86.E+08 7.18.E+08 5.87.E+08 6.04.E+08 6.48.E+08 6.08.E+08 6.66.E+08 6.72.E+08 6.78.E+08 7.16.E+08
549 Q9H9B4  Sideroflexin-1 [0S=Homo sapiens] 105.661 5.04.E+08 4.80.E+08 4.89.E+08 4.84.E+08 4.93.E+08 4.83.E+08 4.22.E+08 4.89.E+08 5.78.E+08 5.51.E+08 5.49.E+08 5.38.E+08
550 P84085  ADP-ribosylation factor 5 [0S=Homo sapiens] 105.27  8.29.E+07 7.96.E+07 7.66.E+07 8.88.E+07 1.31.E+08 1.49.E+08 1.01.E+08 1.22 E+08 9.99.E+07 1.03.E+08 9.60.E+07 9.96.E+07
551 Q16531  DNA damage-binding protein 1 [OS=Homo sapiens] 105.252  7.86.E+08 6.99.E+08 7.09.E+08 6.19.E+08 6.99.E+08 6.32.E+08 5.73.E+08 4.91.E+08 8.91.E+08 7.66.E+08 6.48.E+08 7.08.E+08

Hydroxyacyl-coenzyme A dehydrogenase, mitochondrial
[OS=Homo sapiens]
Heterogeneous nuclear ribonucleoprotein D-like [OS=Homo

552 Q16836-1 105.044  5.39.E+08 3.33.E+08 4.44 E+08 3.74.E+08 3.51.E+08 3.67.E+08 3.33.E+08 3.26.E+08 3.14.E+08 3.14.E+08 3.28.E+08 2.83.E+08

553 014979-1 104.914 7.64.E+08 7.58.E+08 7.14.E+08 7.35.E+08 5.91.E+08 5.56.E+08 5.91.E+08 6.05.E+08 8.04.E+08 7.66.E+08 7.82.E+08 7.26.E+08

sapiens]
554 Q7Z4W1  L-xylulose reductase [OS=Homo sapiens] 104.578  4.56.E+08 4.48.E+08 4.32.E+08 4.26.E+08 4.68.E+08 4.75.E+08 4.62.E+08 4.67.E+08 2.18.E+08 2.00.E+08 2.27.E+08 2.14.E+08
555 P30046 D-dopachrome decarboxylase [OS=Homo sapiens] 104.534  1.66.E+09 1.69.E+09 1.66.E+09 1.65.E+09 1.55.E+09 1.55.E+09 1.58.E+09 1.43.E+09 1.59.E+09 1.59.E+09 1.59.E+09 1.63.E+09
556 P16422 Epithelial cell adhesion molecule [0S=Homo sapiens] 104.361  8.21.E+08 8.01.E+08 7.90.E+08 8.38.E+08 5.90.E+08 5.94.E+08 5.87.E+08 5.97.E+08 6.47.E+08 6.10.E+08 5.65.E+08 6.00.E+08
557 P36952-1  Serpin B5 [OS=Homo sapiens] 103.922  4.53.E+08 4.10.E+08 3.39.E+08 3.88.E+08 9.06.E+08 8.23.E+08 8.65.E+08 8.79.E+08 4.41.E+08 4.63.E+08 4.83.E+08 3.72.E+08
558 Q09028 Histone-binding protein RBBP4 [OS=Homo sapiens] 103.903  2.87.E+08 2.73.E+08 3.36.E+08 2.97.E+08 2.65.E+08 2.79.E+08 2.76.E+08 2.48.E+08 3.62.E+08 3.67.E+08 3.25.E+08 3.22.E+08
559 P12270 Nucleoprotein TPR [OS=Homo sapiens] 103.757  2.36.E+08 2.31.E+08 2.15.E+08 2.54.E+08 1.62.E+08 1.69.E+08 1.98.E+08 1.88.E+08 2.60.E+08 2.59.E+08 2.51.E+08 2.71.E+08
560 P11388-1 DNA topoisomerase 2-alpha [OS=Homo sapiens] 103.541  3.30.E+08 2.59.E+08 3.19.E+08 3.23.E+08 2.37.E+08 2.45.E+08 2.47.E+08 2.23.E+08 3.15.E+08 3.38.E+08 3.33.E+08 3.53.E+08
561 P56537-1 eukaryotic translation initiation factor 6 [OS=Homo sapiens] 103.526  8.48.E+08 7.23.E+08 7.10.E+08 7.23.E+08 7.07.E+08 7.02.E+08 7.21.E+08 6.79.E+08 7.78.E+08 7.69.E+08 7.71.E+08 7.51.E+08
562 P49589-1  Cysteine--tRNA ligase, cytoplasmic [OS=Homo sapiens] 103.279  5.06.E+08 5.19.E+08 5.35.E+08 5.07.E+08 5.26.E+08 5.20.E+08 5.00.E+08 5.25.E+08 4.70.E+08 4.92.E+08 4.59.E+08 4.70.E+08
563 000629 Importin subunit alpha-3 [0S=Homo sapiens] 103.188 2.21.E+08 1.44.E+08 1.83.E+08 1.86.E+08 2.47.E+08 1.86.E+08 2.17.E+08 1.83.E+08 1.98.E+08 2.05.E+08 2.12.E+08 2.28.E+08

Thioredoxin-dependent peroxide reductase, mitochondrial

564 P30048 Ol Seres] 103.092 1.19.E+09 1.20.E+09 1.28.E+09 1.25.E+09 1.11.E+09 1.10.E+09 1.15.E+09 1.13.E+09 1.45.E+09 1.53.E+09 1.53.E+09 1.55.E+09
565 Q9Y281-1  Cofilin-2 [OS=Homo sapiens] 103.067  2.98.E+07 2.66.E+07 3.04.E+07 2.81.E+07 3.45.E+07 3.90.E+07 3.75.E+07 3.46.E+07 4.39.E+07 5.22.E+07 4.63.E+07 5.11.E+07
566 P62158 Calmodulin [OS=Homo sapiens] 102.854 1.72.E+09 1.69.E+09 1.64.E+09 1.69.E+09 1.77.E+09 1.75.E+09 1.75.E+09 1.63.E+09 1.54.E+09 1.49.E+09 1.47.E+09 1.54.E+09
567 Q96FW1  Ubiquitin thioesterase otubl [OS=Homo sapiens] 102.804  6.28.E+08 6.22.E+08 6.72.E+08 6.45.E+08 6.25.E+08 6.17.E+08 6.37.E+08 5.18.E+08 7.03.E+08 7.39.E+08 7.41.E+08 7.51.E+08
568 P80723 Brain acid soluble protein 1 [0S=Homo sapiens] 102.743  3.95.E+08 4.34.E+08 4.43.E+08 4.50.E+08 6.41.E+08 6.75.E+08 6.74.E+08 6.79.E+08 5.27.E+08 5.93.E+08 5.76.E+08 5.63.E+08
569 Q14126 Desmoglein-2 [OS=Homo sapiens] 102.532  8.70.E+08 5.73.E+08 7.98.E+08 7.89.E+08 9.38.E+08 9.50.E+08 7.04.E+08 9.81.E+08 5.29.E+08 9.16.E+08 7.54.E+08 7.56.E+08
570 POCG39 POTE ankyrin domain family member J [OS=Homo sapiens] 102.515 3.10.E+08 3.41.E+08 3.54.E+08 3.83.E+08 3.94.E+08 4.14.E+08 3.86.E+08 4.04.E+08 4.18.E+08 4.02.E+08 3.63.E+08 4.04.E+08
571 P62244 40S ribosomal protein S15a [OS=Homo sapiens] 102.49  3.28.E+09 3.33.E+09 3.19.E+09 3.12.E+09 3.10.E+09 3.14.E+09 2.96.E+09 3.11.E+09 2.95.E+09 2.80.E+09 2.76.E+09 2.74.E+09
572 Q9UQ35  serine/arginine repetitive matrix protein 2 [0S=Homo sapiens] 101.88 5.12.E+08 4.73.E+08 4.85.E+08 4.31.E+08 5.60.E+08 4.54.E+08 4.89.E+08 4.54.E+08 5.31.E+08 5.33.E+08 5.08.E+08 4.58.E+08
573 P05141 ADP/ATP translocase 2 [0S=Homo sapiens] 101.584 5.73.E+08 5.96.E+08 6.22.E+08 6.12.E+08 6.05.E+08 6.32.E+08 6.32.E+08 6.38.E+08 5.77.E+08 6.11.E+08 6.02.E+08 5.99.E+08
574 Q14444-1  Caprin-1 [0S=Homo sapiens] 101.576 _ 5.57.E+08 5.54.E+08 5.58.E+08 5.96.E+08 5.53.E+08 5.79.E+08 5.24. E+08 5.42.E+08 5.67.E+08 5.78.E+08 5.71.E+08 5.78.E+08
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Supplemental Data 1. List of identified proteins

No. et Description Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDNG6-2 CLDN6-2 CLDNG6-2 CLDN6-2

) P Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4
575 P05556-1 Integrin beta-1 [OS=Homo sapiens] 101.447 5.08.E+08 5.19.E+08 5.39.E+08 5.31.E+08 5.49.E+08 5.68.E+08 5.64.E+08 5.79.E+08 5.21.E+08 5.28.E+08 5.11.E+08 5.12.E+08
576 Q07960 rho GTPase-activating protein 1 [OS=Homo sapiens] 101.016 3.94.E+08 3.44.E+08 3.53.E+08 3.81.E+08 4.09.E+08 4.11.E+08 4.07.E+08 3.96.E+08 3.60.E+08 4.17.E+08 4.29.E+08 4.08.E+08
577 P09622 Dihydrolipoyl dehydrogenase, mitochondrial [OS=Homo sapiens] 100.863  2.96.E+08 2.94.E+08 2.58.E+08 2.77.E+08 3.23.E+08 3.36.E+08 3.34.E+08 2.89.E+08 2.48.E+08 1.93.E+08 2.42.E+08 2.46.E+08
578 P24752 Acetyl-CoA acetyltransferase, mitochondrial [0S=Homo sapiens] 100.555  3.36.E+08 3.24.E+08 3.33.E+08 3.45.E+08 3.20.E+08 3.31.E+08 3.43.E+08 3.27.E+08 3.73.E+08 3.95.E+08 3.89.E+08 3.82.E+08
579 P35998 26S proteasome regulatory subunit 7 [OS=Homo sapiens] 100.502  4.70.E+08 4.68.E+08 4.82.E+08 5.00.E+08 4.74.E+08 4.95.E+08 4.76.E+08 4.81.E+08 5.36.E+08 5.08.E+08 5.11.E+08 5.03.E+08

aminoacyl tRNA synthase complex-interacting multifunctional

580 Q120041 A e omo samione] 100408 512.E+08  574E+08  504E+08  561E+08 = 4.95E+08  512.E+08 = 511E+08  552E+08 = 554E+08  582E+08 = 4.25E+08 = 4.91E+08
581  QBWX93-1 palladin [0S=Homo sapiens] 100.297 269.E+08 = 275E+08 = 293E+08 = 262E+08  3.30.E+08 = 321.E+08  3.39.E+08  3.19.E+08 = 594E+08  584E+08 = 6.33E+08  577.E+08
582 Q13011 %gfﬁ(;agﬁ'ﬁfr{:])'d'e”°y"C°A =eli=ie=Silinehepce 100274 1.02E+09  103.E+09 = 1.08E+09  1.06.E+09  7.19.E+08  7.62.E+08  7.58.E+08  7.59.E+08 = 950.E+08 = 9.19.E+08 = 9.39.E+08  9.18.E+08
583 Q6PIU2 Neutral cholesterol ester hydrolase 1 [OS=Homo sapiens] 100.204  3.63.E+08 3.89.E+08 3.69.E+08 3.73.E+08 4.20.E+08 4.11.E+08 4.24.E+08 4.31.E+08 6.17.E+08 6.28.E+08 6.44.E+08 6.28.E+08
584  QUBHE7  EROI-like protein alpha [0S=Homo sapiens] 100198 3.11.E+08 = 293E+08  279E+08  3.12E+08  293E+08 = 3.13.E+08  3.13E+08  3.15E+08 = 3.17.E+08  3.15E+08 = 3.36.E+08  3.34.E+08
585 095571 Persulfide dioxygenase ETHE1, mitochondrial [OS=Homo sapiens] 100.135 4.86.E+08 4.79.E+08 4.88.E+08 4.68.E+08 5.74.E+08 5.52.E+08 5.57.E+08 5.49.E+08 5.18.E+08 4.84.E+08 4.93.E+08 4.90.E+08
586 P50502  Hsc70-interacting protein [0S=Homo sapiens] 100.116 1.00.E+09 = 1.06.E+09  108.E+09  1.0LE+09  9.08.E+08  B8.71.E+08  9.22.E+08  9.42.E+08  1.16E+09  115E+09  1.18E+09  117.E+09
587  P53396-1 ATP-citrate synthase [0S=Homo sapiens] 100.056 3.58.E+08 = 3.53E+08  3.77.E+08  353E+08  3.85E+08  355E+08 | 3.53E+08  3.28.E+08  3.17.E+08  3.08.E+08 = 3.45E+08  3.58.E+08
588 P29692-3 Isoform 3 of Elongation factor 1-delta [OS=Homo sapiens] 99.792 3.74.E+06 4.33.E+06 3.19.E+06 4.18.E+06 4.22.E+06 4.84.E+06 4.76.E+06 4.08.E+06 4.69.E+06 3.30.E+06 3.78.E+06 4.49.E+06
589  P00533-1 epidermal growth factor receptor [0S=Homo sapiens] 99.782 6.63E+08  6.76.E+08 = 6.68.E+08  6.70.E+08  B8.36.E+08  7.79.E+08  7.81.E+08  8.38.E+08  B8.04E+08  950.E+08  9.35E+08  9.38.E+08
500  QOBTTO ?;Si'g;g”;g;’;:]“dear [lESAEpTEin S il ey = 907 655E+08  559.E+08  5.14E+08  6.32E+08 = 582E+08  516E+08 = 524E+08 = 4.40.E+08  6.70.E+08  5.92.E+08 = 6.42.E+08  6.60.E+08
591 Q9ULV4 coronin-1C [OS=Homo sapiens] 99612 7.16E+08  6.99.E+08 = 7.76E+08  7.25E+08  9.94.E+08  107.E+09 = 102.E+09 = 1.04E+09 = 104E+09 = 1.08E+09  107.E+09  1.04.E+09
592  QUNVA2-1 Septin-11 [0S=Homo sapiens] 99563 8.26.E+08  856.E+08 = B8.64E+08  9.13E+08 = B827.E+08  8.53E+08  8.32.E+08  8.86.E+08  8.32E+08  B8.66.E+08  8.75E+08  9.61.E+08
593 Q9Y224  UPFO568 protein C140rf166 [0S=Homo sapiens] 99.47 2.80.E+08 = 156.E+08  1.73E+08  221.E+08 = 204E+08  215E+08  220.E+08  196.E+08 = 191.E+08  195E+08  1.85.E+08  1.57.E+08
594 P78417  Glutathione S-transferase omega-1 [0S=Homo sapiens] 99253 105E+09  108E+09 = 111.E+09  106E+09 = 128.E+09  132E+09  130.E+09 = 1.34E+09  128E+09  1.38E+09  139E+09  1.37.E+09
595  Q70J99-1 Protein unc-13 homolog D [0S=Homo sapiens] 98.913 199E+08  137.E+08 = 126E+08  17LE+08  190.E+08  2.47.E+08  151.E+08  1.12E+08  199.E+08  1.12E+08  110.E+08  1.21.E+08

Cleavage and polyadenylation specificity factor subunit 6
[OS=Homo sapiens]

597  QUBX68 %Ss‘fj;:‘:n:gasigiﬁ:{’"de'b'”d'"g [AREEn 2, (i ] 08.656 10LE+09  9.96E+08  921.E+08  995E+08  6.83E+08  99LE+08  070.E+08  8.66.E+08  O57.E+08  0.13.E+08  8.66.E+08  9.29.E+08
598 P46783 40S ribosomal protein S10 [OS=Homo sapiens] 98.648  1.47.E+09 1.43.E+09 1.50.E+09 1.63.E+09 1.55.E+09 1.68.E+09 1.49.E+09 1.52.E+09 1.57.E+09 1.70.E+09 1.62.E+09 1.60.E+09
599 P55010 Eukaryotic translation initiation factor 5 [OS=Homo sapiens] 98.37 8.09.E+08 8.01.E+08 7.61.E+08 8.21.E+08 8.39.E+08 8.62.E+08 8.06.E+08 8.23.E+08 9.59.E+08 8.88.E+08 8.59.E+08 8.63.E+08
epidermal growth factor receptor kinase substrate 8-like protein 2

596 Q16630 98.751 1.46.E+08 1.30.E+08 1.56.E+08 1.38.E+08 1.46.E+08 1.61.E+08 1.12.E+08 1.69.E+08 1.49.E+08 1.86.E+08 1.56.E+08 1.68.E+08

600 Q9H6S3 O Sfarm Serains] 98.263  1.30.E+08 1.21.E+08 1.10.E+08 9.15.E+07 1.83.E+08 1.88.E+08 1.91.E+08 1.81.E+08 1.36.E+08 1.36.E+08 1.29.E+08 1.17.E+08
601 P62888 60S ribosomal protein L30 [OS=Homo sapiens] 98.154  1.45.E+09 1.50.E+09 1.46.E+09 1.46.E+09 1.35.E+09 1.38.E+09 1.41.E+09 1.44.E+09 1.39.E+09 1.32.E+09 1.34.E+09 1.34.E+09
602 P25789 Proteasome subunit alpha type-4 [OS=Homo sapiens] 98.139  6.35.E+08 6.19.E+08 6.23.E+08 6.16.E+08 5.62.E+08 5.42.E+08 5.61.E+08 5.42.E+08 6.51.E+08 6.20.E+08 6.34.E+08 6.28.E+08
603 P19971 thymidine phosphorylase [OS=Homo sapiens] 98 5.67.E+08 5.40.E+08 5.41.E+08 4.90.E+08 6.14.E+08 6.08.E+08 6.41.E+08 6.06.E+08 6.62.E+08 6.66.E+08 6.11.E+08 5.98.E+08
604 P06132 Uroporphyrinogen decarboxylase [OS=Homo sapiens] 97.81 2.41.E+08 2.25.E+08 2.27.E+08 2.41.E+08 1.87.E+08 2.09.E+08 1.47.E+08 1.24.E+08 2.82.E+08 3.13.E+08 2.85.E+08 2.71.E+08
605 Q02543 60S ribosomal protein L18a [OS=Homo sapiens] 97.334  1.89.E+09 1.93.E+09 1.96.E+09 1.97.E+09 1.96.E+09 1.99.E+09 1.94.E+09 2.02.E+09 1.77.E+09 1.80.E+09 1.79.E+09 1.74.E+09
606 P20810-1 Calpastatin [0S=Homo sapiens] 97.27 3.37.E+08 3.00.E+08 3.39.E+08 3.45.E+08 3.92.E+08 3.66.E+08 3.81.E+08 3.76.E+08 3.36.E+08 3.46.E+08 3.65.E+08 3.68.E+08
607 Q99439 Calponin-2 [OS=Homo sapiens] 97.166  4.83.E+08 4.61.E+08 4.53.E+08 4.39.E+08 4.34.E+08 4.24.E+08 4.08.E+08 4.09.E+08 6.19.E+08 6.09.E+08 6.74.E+08 7.60.E+08
608 P51665 ig;é’r:g]teas"me ATz (U sy Gl 7 [FOR= Rlemo 06.941 6.66.E+08  6.18.E+08  6.3LE+08 = 7.95E+08 = 6.22E+08  599.E+08 = 658E+08 = 6.10.E+08 = 6.80.E+08  7.8L.E+08  7.5L.E+08  7.21.E+08
609 Q86Vv81 THO complex subunit 4 [OS=Homo sapiens] 96.357  9.20.E+08 9.36.E+08 9.23.E+08 8.58.E+08 8.54.E+08 8.34.E+08 8.03.E+08 8.01.E+08 8.19.E+08 8.14.E+08 7.43.E+08 7.95.E+08
610 Q9BR76  Coronin-1B [OS=Homo sapiens] 96.174  7.00.E+08 6.22.E+08 5.99.E+08 6.75.E+08 6.62.E+08 6.49.E+08 6.84.E+08 6.58.E+08 6.37.E+08 6.64.E+08 6.16.E+08 6.38.E+08
611 P14550 alcohol dehydrogenase [NADP(+)] [OS=Homo sapiens] 95.941 4.81.E+08 4.25.E+08 4.66.E+08 4.61.E+08 3.80.E+08 4.04.E+08 4.30.E+08 3.99.E+08 5.38.E+08 5.47.E+08 5.39.E+08 5.43.E+08
612 P09525 annexin A4 [OS=Homo sapiens] 95.7 5.85.E+08 5.41.E+08 5.65.E+08 5.31.E+08 9.64.E+08 7.35.E+08 7.28.E+08 7.36.E+08 1.05.E+09 1.25.E+09 1.26.E+09 1.23.E+09
613 Q13151 Heterogeneous nuclear ribonucleoprotein A0 [OS=Homo sapiens] 95.658  3.47.E+08 3.68.E+08 3.37.E+08 3.48.E+08 3.79.E+08 3.67.E+08 3.67.E+08 3.51.E+08 3.39.E+08 3.49.E+08 3.77.E+08 3.61.E+08
614 P53992 Protein transport protein sec24c [OS=Homo sapiens] 95.615 2.64.E+08 2.79.E+08 2.53.E+08 2.56.E+08 2.76.E+08 2.72.E+08 2.53.E+08 2.60.E+08 2.95.E+08 2.85.E+08 3.20.E+08 3.04.E+08
615 P39748 Flap endonuclease 1 [OS=Homo sapiens] 95.603  7.79.E+08 7.81.E+08 7.68.E+08 6.54.E+08 7.10.E+08 6.24.E+08 6.38.E+08 6.61.E+08 6.01.E+08 6.83.E+08 7.35.E+08 6.77.E+08
616 P31150 Rab GDP dissociation inhibitor alpha [OS=Homo sapiens] 95.567  2.70.E+07 8.39.E+06 1.96.E+07 1.01.E+07 7.22.E+06 1.91.E+07 1.73.E+07 1.61.E+07 8.93.E+06 1.99.E+07 7.50.E+06 2.27.E+07
617 Q12931 heat shock protein 75 kDa, mitochondrial [OS=Homo sapiens] 95.482  3.86.E+08 4.16.E+08 4.06.E+08 3.31.E+08 3.52.E+08 2.90.E+08 3.67.E+08 3.62.E+08 5.03.E+08 4.83.E+08 4.50.E+08 4.20.E+08
618 P55327 Tumor protein D52 [OS=Homo sapiens] 95.314 5.85.E+08 5.68.E+08 5.76.E+08 5.92.E+08 4.91.E+08 4.89.E+08 5.02.E+08 5.03.E+08 6.23.E+08 6.39.E+08 5.82.E+08 6.20.E+08
619 P54886 delta-1-pyrroline-5-carboxylate synthase [OS=Homo sapiens] 94.737  3.80.E+08 3.69.E+08 3.69.E+08 3.78.E+08 3.55.E+08 3.77.E+08 3.91.E+08 3.56.E+08 4.18.E+08 4.21.E+08 3.98.E+08 3.97.E+08
620 P30084 Enoyl-CoA hydratase, mitochondrial [OS=Homo sapiens] 94.669 4.44.E+08 4.27.E+08 4.16.E+08 4.87.E+08 4.19.E+08 4.34.E+08 4.25.E+08 3.93.E+08 4.56.E+08 4.98.E+08 4.46.E+08 5.11.E+08
621 Q9H4M9  EH domain-containing protein 1 [OS=Homo sapiens] 94.606 4.16.E+08 4.32.E+08 3.51.E+08 4.02.E+08 4.49.E+08 3.98.E+08 4.01.E+08 3.89.E+08 3.93.E+08 4.44 E+08 4.20.E+08 4.37.E+08

Cytochrome ¢ oxidase subunit 5A, mitochondrial [OS=Homo

622 P20674 94.552  8.29.E+08 8.29.E+08 8.48.E+08 9.14.E+08 7.95.E+08 7.82.E+08 7.93.E+08 7.71.E+08 7.69.E+08 8.00.E+08 8.07.E+08 8.36.E+08

sapiens]
623 P26196 :;‘;T;bs'f AT e G (A eiezse PP SIS 94.096 3.45E+08  362.E+08 = 355E+08  3.38E+08  3.99.E+08  3.65E+08 = 357.E+08 = 3.58.E+08 = 4.13.E+08  3.8LE+08  3.76.E+08  3.96.E+08
624 A1LOTO Acetolactate synthase-like protein [0S=Homo sapiens] 93.883 1.66.E+08 9.91.E+07 1.47.E+08 1.56.E+08 5.18.E+07 6.12.E+07 6.07.E+07 8.40.E+07 2.40.E+08 2.33.E+08 2.90.E+08 2.65.E+08
625 P60900  Proteasome subunit alpha type-6 [0S=Homo sapiens] 93777 867.E+08  944E+08  B856.E+08  9.76.E+08 = B8.17.E+08 = 8.14E+08  B8.66.E+08 = 7.47.E+08  897.E+08 = 948E+08  8.62E+08  9.77.E+08

activator of 90 kDa heat shock protein ATPase homolog 1
[OS=Homo sapiens]
E:;Zfs'lstra"de‘j RISSbeciicladencsielieanaselOosyong 93.622 4.00.E+08  461E+08 = 3.87.E+08 = 4.49.E+08 = 378.E+08  3.91E+08  362.E+08 = 3.76.E+08 = 4.92.E+08  4.98E+08  456.E+08  4.93.E+08

628 P20290-1 transcription factor BTF3 [OS=Homo sapiens] 93.334  5.05.E+08 4.39.E+08 4.40.E+08 4.64.E+08 3.84.E+08 3.94.E+08 3.99.E+08 4.19.E+08 3.81.E+08 3.56.E+08 3.63.E+08 3.95.E+08

626 095433 93.73  6.10.E+08 6.03.E+08 6.25.E+08 6.52.E+08 5.75.E+08 5.73.E+08 5.68.E+08 5.58.E+08 6.08.E+08 6.35.E+08 6.21.E+08 6.08.E+08

627 P55265-1
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Supplemental Data 1. List of identified proteins

No. | Accession T SumPEP  CTRL CTRL CTRL CTRL CLDN6-1 CLDNG-1 CLDN6-1 CLDN6-1 CLDN6-2 CLDNG-2 CLDN6-2 CLDNG-2
) P Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4
629 Q13435  Splicing factor 3b subunit 2 [0S=Homo sapiens] 93274 473E+08  3.78E+08 | 502.E+08  4.88FE+08  437.E+08  452E+08 = 3.92.E+08 = 4.29E+08  519E+08  536E+08  6.50.E+08  552.E+08
630 000204 S:;‘;::?Sferase amivieviesclicBlembeRlObsbione 93.268 28LE+08  2097.E+08 = 3.10.E+08  3.07.E+08 = 3.16.E+08  3.14.E+08  3.13.E+08 = 297.E+08  3.05E+08  3.24E+08  3.20E+08 = 3.14.E+08
631  P28074-1 proteasome subunit beta type-5 [0S=Homo sapiens] 93194 106E+09  108E+09 = 109.E+09 = 949.E+08  103.E+09  108E+09  106.E+09 = 9.83E+08  258.E+08  1.02E+09  9.69.E+08  8.85.E+08
632  P55084 :2;‘;;?;']0”3' nzve S et licdiontalios bione 93192 540.E+08  5.24E+08  575E+08  520.E+08  4.10.E+08  4.64.E+08  429.E+08  404E+08  6.64E+08 = 7.47.E+08 = 6.36.E+08  7.88.E+08
633  Q68CZ2-1 Tensin-3 [0S=Homo sapiens] 93.145 212E+08  240E+08 | 281E+08  259E+08 = 175E+08  203E+08 = 220.E+08 = 3.02E+08  316.E+08  441E+08  454E+08  3.71.E+08
634 000231 ig;é’r:g]teas"me eI (R eIy Sl 4l [OE=HmD 92.943 6.70.E+08  508.E+08 = 6.23E+08  555E+08  531.E+08  523E+08  5.84.E+08 = 6.02E+08  7.55E+08  6.90.E+08 = 9.42.E+08  6.57.E+08
635 P51149 ras-related protein Rab-7a [OS=Homo sapiens] 92.523  6.65.E+08 6.47.E+08 7.26.E+08 7.04.E+08 6.54.E+08 6.26.E+08 6.71.E+08 6.14.E+08 7.68.E+08 7.52.E+08 7.34.E+08 7.61.E+08
636 Q6PKGO-1 La-related protein 1 [0S=Homo sapiens] 91672 246.E+08  188E+08 = 248E+08  196E+08 = 217.E+08 = 184E+08  179.E+08 = 179.E+08  183.E+08  211E+08  214E+08  2.18.E+08
637 P48047  ATP synthase subunit O, mitochondrial [0S=Homo sapiens] 91.385 597.E+08  6.08.E+08 = 6.03.E+08  594E+08  6.16.E+08  6.12E+08  6.13.E+08  6.11.E+08  7.5LE+08  7.50.E+08  7.54.E+08  7.57.E+08
638  Q14134-1 Tripartite motif-containing protein 29 [0S=Homo sapiens] 91126 355E+08  354E+08 = 359.E+08  3.72E+08  538.E+08  569.E+08  577.E+08 = 6.00.E+08 = 4.62.E+08  4.84E+08  449FE+08  4.49.E+08

Cytochrome b-c1 complex subunit 2, mitochondrial [0S=Homo
sapiens]

640  QOY2W1 lzgg’éi]hmm”e (ecehiopassesaislippen IS hom: 00.74 3.79.E+08  457.E+08  471E+08  458E+08 = 4.44E+08  46LE+08 = 4.44E+08  4.82E+08 = 4.50.E+08  5.24.E+08 = 5.15.E+08  4.99.E+08
641 Q16891  MICOS complex subunit Mic60 [0S=Homo sapiens] 00.678 2.76.E+08 = 2.66.E+08 = 250.E+08 | 2.83.E+08 = 25LE+08 = 255.E+08 | 2.54.E+08  249E+08 = 235E+08  2.90.E+08 | 2.92.E+08  3.04.E+08
642  P08754 S;;’e‘:]"j nucleotide-binding protein G() subunit alpha [OS=Homo g 05 347 F408  357.E+08  357.E+08  335E+08 3365408  346E+08  345E+08  351E+08 | 310.E+08  320.E+08 3255408  3.22.E+08
Sodium/potassium-transporting ATPase subunit alpha-1
[OS=Homo sapiens]

639 P22695 90.799  4.62.E+08 4.72.E+08 4.77.E+08 4.50.E+08 3.99.E+08 3.88.E+08 4.03.E+08 4.19.E+08 4.79.E+08 4.44.E+08 4.45.E+08 4.31.E+08

643 P05023 90.393  7.61.E+08 7.47.E+08 7.39.E+08 7.31.E+08 7.99.E+08 8.26.E+08 8.42.E+08 8.31.E+08 9.50.E+08 8.30.E+08 9.15.E+08 9.34.E+08

644 043399 Tumor protein D54 [OS=Homo sapiens] 90.367 8.27.E+08 7.96.E+08 7.83.E+08 7.31.E+08 7.38.E+08 7.37.E+08 7.44.E+08 7.37.E+08 8.64.E+08 8.28.E+08 8.16.E+08 8.07.E+08
645 P50579 methionine aminopeptidase 2 [0OS=Homo sapiens] 90.316 1.66.E+08 1.63.E+08 1.73.E+08 1.68.E+08 1.77.E+08 1.73.E+08 1.57.E+08 1.81.E+08 1.50.E+08 1.52.E+08 1.54.E+08 1.49.E+08
646 P63313 thymosin beta-10 [OS=Homo sapiens] 90.213  2.21.E+09 2.20.E+09 2.15.E+09 2.14.E+09 1.96.E+09 1.87.E+09 1.90.E+09 1.95.E+09 2.25.E+09 2.04.E+09 2.08.E+09 2.00.E+09
647 Q99733 Nucleosome assembly protein 1-like 4 [OS=Homo sapiens] 90.193 2.27.E+08 2.16.E+08 2.18.E+08 1.72.E+08 1.85.E+08 1.80.E+08 2.55.E+08 1.79.E+08 2.43.E+08 2.65.E+08 2.64.E+08 2.54.E+08
648 P27816-1  Microtubule-associated protein 4 [OS=Homo sapiens] 89.73  1.95.E+08 2.01.E+08 2.20.E+08 2.18.E+08 2.44.E+08 2.58.E+08 2.71.E+08 2.66.E+08 2.13.E+08 2.55.E+08 2.71.E+08 2.54.E+08
649 P68400 Casein kinase Il subunit alpha [OS=Homo sapiens] 89.645 3.13.E+08 2.63.E+08 2.93.E+08 3.19.E+08 2.96.E+08 2.87.E+08 2.05.E+08 2.78.E+08 3.14.E+08 3.08.E+08 3.22.E+08 3.25.E+08
650 P00352 Retinal dehydrogenase 1 [OS=Homo sapiens] 89.316 1.63.E+09 1.71.E+09 9.51.E+08 8.63.E+08 7.33.E+08 6.96.E+08 7.40.E+08 7.04.E+08 6.55.E+08 1.52.E+09 7.17.E+08 6.55.E+08
651 Q9UNS2  COPS9 signalosome complex subunit 3 [OS=Homo sapiens] 88.76  3.09.E+08 2.47.E+08 2.54.E+08 2.79.E+08 2.48.E+08 3.05.E+08 2.78.E+08 2.41.E+08 2.39.E+08 2.38.E+08 2.32.E+08 2.39.E+08

Low molecular weight phosphotyrosine protein phosphatase

652 P24666-1 (O eTyas er 88.556 5.04.E+08 5.49.E+08 5.59.E+08 5.69.E+08 4.66.E+08 5.61.E+08 4.06.E+08 5.36.E+08 5.44.E+08 5.24.E+08 5.19.E+08 5.37.E+08
653 Q53GQ0  Very-long-chain 3-oxoacyl-CoA reductase [OS=Homo sapiens] 88.481 3.75.E+08 3.31.E+08 3.08.E+08 4.12.E+08 3.13.E+08 3.40.E+08 3.56.E+08 2.95.E+08 3.77.E+08 3.80.E+08 3.70.E+08 4.05.E+08
654 QINQC3-2 Isoform 2 of Reticulon-4 [OS=Homo sapiens] 88.31 6.12.E+08 5.70.E+08 6.71.E+08 5.74.E+08 1.00.E+09 1.03.E+09 8.80.E+08 1.02.E+09 9.85.E+08 1.05.E+09 9.20.E+08 1.07.E+09
655 Q15417 Calponin-3 [OS=Homo sapiens] 87.874 2.86.E+08 2.72.E+08 2.75.E+08 2.55.E+08 5.74.E+08 5.52.E+08 5.08.E+08 4.55.E+08 3.28.E+08 3.21.E+08 3.50.E+08 3.37.E+08
656 Eopae | el o S i, el 87.469 120E+09  128.E+09  123E+09  121E+09 = 106.E+09  104E+09 = 107.E+09 = 1.06.E+09 = 123.E+09  1.18.E+09  1.18.E+09  1.15.E+09
specific form [OS=Homo sapiens]
657 P62829 60S ribosomal protein L23 [OS=Homo sapiens] 87.226  1.96.E+09 1.94.E+09 1.93.E+09 1.85.E+09 1.77.E+09 1.74.E+09 1.75.E+09 1.77.E+09 1.80.E+09 1.72.E+09 1.80.E+09 1.85.E+09
658 Q9HBI6 Phylloquinone omega-hydroxylase CYP4F11 [OS=Homo sapiens] 86.89 4.95.E+08 4.75.E+08 5.12.E+08 4.88.E+08 4.57.E+08 4.16.E+08 4.18.E+08 4.34.E+08 3.04.E+08 3.26.E+08 3.51.E+08 3.48.E+08
659 015347 High mobility group protein B3 [OS=Homo sapiens] 86.686 3.18.E+08 3.41.E+08 4.16.E+08 3.87.E+08 1.97.E+08 2.10.E+08 2.10.E+08 2.05.E+08 6.36.E+08 6.36.E+08 7.05.E+08 7.11.E+08
660 P62269 40S ribosomal protein S18 [OS=Homo sapiens] 86.669  3.95.E+09 4.07.E+09 4.26.E+09 4.17.E+09 3.90.E+09 4.01.E+09 4.05.E+09 4.06.E+09 3.54.E+09 3.69.E+09 3.74.E+09 3.72.E+09
661 Q8IUE6 Histone H2A type 2-B [OS=Homo sapiens] 86.646  2.73.E+09 2.22.E+09 2.36.E+09 2.45.E+09 2.20.E+09 2.16.E+09 2.30.E+09 2.21.E+09 2.22.E+09 2.36.E+09 2.31.E+09 2.38.E+09
662 P63220 40S ribosomal protein S21 [OS=Homo sapiens] 86.303  1.37.E+09 1.35.E+09 1.34.E+09 1.35.E+09 1.31.E+09 1.28.E+09 1.36.E+09 1.36.E+09 1.21.E+09 1.25.E+09 1.32.E+09 1.28.E+09
663 QI9NR31  GTP-hinding protein SAR1a [OS=Homo sapiens] 86.268 1.33.E+08 1.13.E+08 1.19.E+08 1.33.E+08 1.04.E+08 1.16.E+08 1.14.E+08 9.42.E+07 1.03.E+08 1.11.E+08 1.09.E+08 1.07.E+08
664 Q15056-1  Eukaryotic translation initiation factor 4H [OS=Homo sapiens] 86.255 7.24.E+08 7.29.E+08 7.36.E+08 7.90.E+08 5.97.E+08 6.37.E+08 6.26.E+08 6.48.E+08 7.32.E+08 7.45.E+08 7.49.E+08 7.42.E+08
665 Q13409-1  cytoplasmic dynein 1 intermediate chain 2 [0S=Homo sapiens] 86.196 1.42.E+08 1.44.E+08 1.54.E+08 1.45.E+08 1.87.E+08 1.81.E+08 1.74.E+08 1.80.E+08 1.79.E+08 1.89.E+08 1.96.E+08 2.00.E+08
666 P52907 F-actin-capping protein subunit alpha-1 [OS=Homo sapiens] 86.158 7.08.E+08 7.36.E+08 7.59.E+08 7.24.E+08 7.47.E+08 7.62.E+08 7.64.E+08 7.74.E+08 8.89.E+08 8.56.E+08 8.75.E+08 9.12.E+08
667 Q9UK76  Jupiter microtubule associated homolog 1 [OS=Homo sapiens] 85.723  6.95.E+08 6.91.E+08 6.93.E+08 6.94.E+08 8.06.E+08 8.05.E+08 8.19.E+08 8.55.E+08 6.17.E+08 5.95.E+08 6.06.E+08 5.71.E+08
668 P62249 40S ribosomal protein S16 [OS=Homo sapiens] 85.536  3.56.E+09 3.46.E+09 3.67.E+09 3.53.E+09 3.53.E+09 3.50.E+09 3.58.E+09 3.67.E+09 3.21.E+09 3.27.E+09 3.29.E+09 3.34.E+09
669 P05091 Aldehyde dehydrogenase, mitochondrial [OS=Homo sapiens] 85.481 3.63.E+08 3.52.E+08 3.74.E+08 3.51.E+08 2.57.E+08 2.44.E+08 2.20.E+08 2.48.E+08 3.33.E+08 3.00.E+08 3.14.E+08 2.94.E+08
670 QO07955-1  Serine/arginine-rich splicing factor 1 [OS=Homo sapiens] 85.285 1.49.E+09 1.35.E+09 1.47.E+09 1.53.E+09 1.25.E+09 1.58.E+09 1.44.E+09 1.20.E+09 1.65.E+09 1.51.E+09 1.50.E+09 1.52.E+09
671 P25325 3-mercaptopyruvate sulfurtransferase [0S=Homo sapiens] 85.269 2.33.E+08 1.89.E+08 1.86.E+08 2.05.E+08 1.87.E+08 1.77.E+08 1.79.E+08 1.78.E+08 2.29.E+08 2.35.E+08 2.25.E+08 2.26.E+08
Dihydrolipoyllysine-residue succinyltransferase component of 2-
672 P36957 oxoglutarate dehydrogenase complex, mitochondrial [DS=Homo 85.266 1.62.E+09 1.59.E+09 1.62.E+09 1.61.E+09 1.56.E+09 1.52.E+09 1.60.E+09 1.63.E+09 1.74.E+09 1.64.E+09 1.63.E+09 1.64.E+09
sapiens]

;ZOSC:'_tﬁéfnzesh;'g;%?”ase TN SIS S, TEElEEEl 85111 4.77.E+08  3.87.E+08 = 3.87.E+08 = 4.07.E+08 | 4.73.E+08  4.25.E+08  3.63.E+08  4.16.E+08 = 4.27.E+08  352E+08 = 4.3LE+08 = 4.29.E+08

674 Q07020  60S ribosomal protein L18 [0S=Homo sapiens] 85.028 246.6+00  252E+00 | 2.67.E+09 | 2.66.E+00 | 254E+00 | 260.E+09  253.E+00  260.E+09  2.30.E+09  2.47.E+00 | 2.44E+09 | 2.51.E+09
675  Q7L2HT SE:;iirr‘]’:]"C GRS (AN ey @ S i PSSR 84714 304E+08  27LE+08  265.E+08  2.27.E+408  286.E+08  295E+08 | 3.02.E+08  2095E+08 = 3.18.E+08  3.13.E+08  3.12E+08  3.37.E+08
676  QIPOLO }’g;‘fﬁgﬁ;?ﬂ;}gggembm"e Reteiasoeasdee 84.673 220E+08  233E+08 = 222E+08 | 2.10.E+08 = 223E+08  243E+08 | 240.E+08  202E+08 = 246E+08  210.E+08 = 240.E+08 = 2.34.E+08
677 Q14258  E3 ubiquitin/lSG15 ligase TRIM25 [0S=Homo sapiens] 84618 175E+08  169.E+08 | 166.E+08  177.E+08  186.E+08  183E+08  186.E+08  178.E6+08  160.6+08  156.E+08  1.62.E+08  1.64E+08

678 Q96C90  Protein phosphatase 1 regulatory subunit 14B [OS=Homo sapiens] 84.528 2.65.E+08 2.53.E+08 2.67.E+08 2.50.E+08 4.04.E+08 3.96.E+08 3.97.E+08 3.60.E+08 2.51.E+08 2.43.E+08 2.62.E+08 2.61.E+08

673 P50213-1

679 Q9BWD1 Acetyl-CoA acetyltransferase, cytosolic [OS=Homo sapiens] 84.461 4.45.E+08 4.05.E+08 3.99.E+08 4.14.E+08 3.64.E+08 3.57.E+08 3.63.E+08 3.61.E+08 3.33.E+08 3.24.E+08 3.28.E+08 3.40.E+08
680 P00367 Glutamate dehydrogenase 1, mitochondrial [OS=Homo sapiens] 84.328 4.14.E+08 4.35.E+08 4.37.E+08 4.43.E+08 4.66.E+08 4.66.E+08 4.68.E+08 4.58.E+08 4.70.E+08 4.64.E+08 4.45.E+08 4.38.E+08
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Supplemental Data 1. List of identified proteins

No. et Description Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDNG6-2 CLDN6-2 CLDNG6-2 CLDN6-2
) Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4
681 P29692-4 Isoform 4 of Elongation factor 1-delta [OS=Homo sapiens] 84.13 2.35.E+07 7.08.E+06 2.65.E+07 2.35.E+07 2.54.E+07 7.64.E+06 2.49.E+07 7.14.E+06 3.08.E+07 4.94.E+07 8.94.E+06 4.66.E+07
682 Q10567-3 Isoform C of AP-1 complex subunit beta-1 [OS=Homo sapiens] 83.952 1.29.E+08 1.29.E+08 1.42.E+08 1.34.E+08 1.42.E+08 1.54.E+08 1.58.E+08 1.52.E+08 1.49.E+08 1.52.E+08 1.62.E+08 1.56.E+08
683 P49720 proteasome subunit beta type-3 [OS=Homo sapiens] 83.833 5.64.E+08 5.47.E+08 5.50.E+08 5.84.E+08 5.41.E+08 4.96.E+08 5.08.E+08 4.75.E+08 5.07.E+08 5.07.E+08 5.10.E+08 5.37.E+08
684 P60981-1  Destrin [OS=Homo sapiens] 83.738 6.61.E+08 7.04.E+08 7.06.E+08 7.37.E+08 6.68.E+08 6.94.E+08 7.11.E+08 6.85.E+08 8.27.E+08 8.11.E+08 7.62.E+08 7.89.E+08
685 P06703 protein S100-A6 [OS=Homo sapiens] 83.727  2.90.E+08 3.01.E+08 2.90.E+08 3.34.E+08 4.66.E+08 4.45.E+08 4.18.E+08 4.35.E+08 4.05.E+08 4.03.E+08 4.12.E+08 3.88.E+08
686 P50238 Cysteine-rich protein 1 [OS=Homo sapiens] 83.677 4.64.E+09 4.90.E+09 4.85.E+09 5.02.E+09 2.90.E+09 2.89.E+09 2.83.E+09 3.00.E+09 1.68.E+09 1.77.E+09 1.84.E+09 1.73.E+09
687 P50552 Vasodilator-stimulated phosphoprotein [OS=Homo sapiens] 83.652 2.69.E+08 2.73.E+08 2.91.E+08 3.07.E+08 5.63.E+08 5.75.E+08 5.76.E+08 4.95.E+08 3.11.E+08 3.32.E+08 3.21.E+08 3.52.E+08
688 Q14651 Plastin-1 [OS=Homo sapiens] 83.63 1.18.E+08 1.14.E+08 1.22.E+08 1.49.E+08 1.21.E+08 1.28.E+08 1.27.E+08 1.12.E+08 1.31.E+08 1.37.E+08 1.21.E+08 1.27.E+08
689 P78347 General transcription factor Il-| [OS=Homo sapiens] 83.61 1.98.E+08 2.03.E+08 2.03.E+08 2.20.E+08 1.69.E+08 1.70.E+08 1.41.E+08 1.71.E+08 2.36.E+08 2.57.E+08 2.42.E+08 2.53.E+08
690 P84098 60S ribosomal protein L19 [OS=Homo sapiens] 83.509 1.04.E+09 1.06.E+09 1.05.E+09 1.15.E+09 1.06.E+09 1.05.E+09 1.07.E+09 1.09.E+09 1.02.E+09 1.01.E+09 1.00.E+09 9.64.E+08
691 Q14847 LIM and SH3 domain protein 1 [0S=Homo sapiens] 83.38 2.55.E+08 3.08.E+08 3.05.E+08 2.19.E+08 5.68.E+08 5.75.E+08 5.74.E+08 5.82.E+08 5.94.E+08 5.56.E+08 5.68.E+08 5.49.E+08
692 P05386 60S acidic ribosomal protein P1 [OS=Homo sapiens] 83.279  1.89.E+09 1.77.E+09 1.78.E+09 1.97.E+09 1.71.E+09 1.66.E+09 1.60.E+09 1.57.E+09 1.55.E+09 1.56.E+09 1.55.E+09 1.61.E+09
693 Q8NBS9-1  Thioredoxin domain-containing protein 5 [OS=Homo sapiens] 83.187  6.46.E+08 5.46.E+08 5.38.E+08 6.82.E+08 6.72.E+08 6.73.E+08 6.46.E+08 5.70.E+08 6.27.E+08 5.41.E+08 5.38.E+08 5.58.E+08
694 P49189 g’atgi':r?;;‘y'am'"Ob“tyra'de"yde Gy eEeEER [[OE=HamD 83157 4.30.E+08  421E+08  3.98.E+08  4.12E+08 = 3.83E+08  393E+08 = 3.89.E+08 = 4.0LE+08  5.63.E+08  532.E+08 = 5.40.E+08  5.17.E+08
695 P62280 40S ribosomal protein S11 [OS=Homo sapiens] 82.795 2.87.E+09 2.95.E+09 3.11.E+09 3.06.E+09 3.00.E+09 3.15.E+09 3.06.E+09 3.19.E+09 2.54.E+09 2.68.E+09 2.76.E+09 2.58.E+09
696 P09972 Fructose-bisphosphate aldolase C [OS=Homo sapiens] 82.677 7.89.E+08 8.32.E+08 7.70.E+08 8.36.E+08 7.93.E+08 8.81.E+08 8.90.E+08 7.45.E+08 8.90.E+08 9.10.E+08 8.72.E+08 8.10.E+08
697 P39019 40S ribosomal protein S19 [OS=Homo sapiens] 82.496  3.45.E+09 3.62.E+09 3.54.E+09 3.36.E+09 3.33.E+09 3.28.E+09 3.34.E+09 3.43.E+09 3.21.E+09 3.17.E+09 3.11.E+09 3.14.E+09
698 Q96PK6-1  RNA-binding protein 14 [OS=Homo sapiens] 82.46  6.93.E+08 7.28.E+08 7.28.E+08 7.16.E+08 4.84.E+08 5.06.E+08 6.46.E+08 6.45.E+08 5.30.E+08 7.77.E+08 7.68.E+08 5.45.E+08
699 P61353 60S ribosomal protein L27 [OS=Homo sapiens] 82.263  2.73.E+09 2.78.E+09 2.76.E+09 2.61.E+09 2.63.E+09 2.55.E+09 2.52.E+09 2.68.E+09 2.57.E+09 2.48.E+09 2.48.E+09 2.50.E+09
700 P62913 60S ribosomal protein L11 [OS=Homo sapiens] 81.888 2.08.E+09 2.08.E+09 1.90.E+09 1.92.E+09 2.02.E+09 2.00.E+09 2.08.E+09 2.18.E+09 2.26.E+09 2.15.E+09 2.13.E+09 2.06.E+09

Complement component 1 Q subcomponent-binding protein,

el Qe mitochondrial [OS=Homo sapiens]

702 Q15126 phosphomevalonate kinase [OS=Homo sapiens] 81.798 4.22.E+08 4.11.E+08 4.25.E+08 4.33.E+08 4.02.E+08 4.05.E+08 3.97.E+08 4.13.E+08 4.11.E+08 4.38.E+08 4.09.E+08 4.18.E+08

703 P62750 60S ribosomal protein L23a [OS=Homo sapiens] 81.284 1.22.E+09 1.25.E+09 1.34.E+09 1.27.E+09 1.22.E+09 1.25.E+09 1.31.E+09 1.31.E+09 1.21.E+09 1.26.E+09 1.24.E+09 1.23.E+09
Guanine nucleotide-binding protein G(S) subunit alpha isoforms

wer | QIR (5o [0S=Homo sapiens]

705 Q08257 Quinone oxidoreductase [OS=Homo sapiens] 81.066 3.71.E+08 3.82.E+08 3.59.E+08 3.68.E+08 6.26.E+08 6.14.E+08 6.38.E+08 6.01.E+08 5.07.E+08 4.63.E+08 4.65.E+08 4.66.E+08

Eukaryotic translation initiation factor 1A, X-chromosomal

81.812 1.02.E+09 9.48.E+08 1.06.E+09 9.92.E+08 9.28.E+08 1.08.E+09 1.19.E+09 9.29.E+08 6.73.E+08 7.38.E+08 7.40.E+08 7.52.E+08

81.084 2.63.E+08 2.86.E+08 2.52.E+08 2.58.E+08 3.42.E+08 3.46.E+08 3.51.E+08 3.26.E+08 2.84.E+08 2.74.E+08 2.69.E+08 2.59.E+08

706 PATBIS A e sapons) 80.891 565E+08  579E+08 = 6.19.E+08  610E+08 = 6.34.E+08  658E+08  6.30.E+08 = 6.28E+08  535E+08  555E+08  540E+08  5.11.E+08
707  P28066-1 Proteasome subunit alpha type-5 [0S=Homo sapiens] 80.727 884E+08  891E+08  9.18E+08  8.76E+08  B8.04.E+08  B07.E+08  B828.E+08  7.23E+08  O9.78.E+08  946E+08  9.74E+08  9.67.E+08
708 000425 Lr:;g:—gh]ke TR T 2 (RN AT (iEiEm S [CE= D 80.672 221E+08  2.88.E+08 = 2.34E+08  318E+08 = 249.E+08  211E+08  214.E+08 = 194E+08  269.E+08  2.8LE+08  3.35E+08  2.58.E+08
709 014975 very long-chain acyl-CoA synthetase [OS=Homo sapiens] 80.661 1.55.E+08 1.27.E+08 1.32.E+08 1.44.E+08 1.34.E+08 1.37.E+08 1.39.E+08 1.33.E+08 8.42.E+07 8.59.E+07 8.14.E+07 8.31.E+07
710  P08397-1 porphobilinogen deaminase [0S=Homo sapiens] 80.44 247.E+08 = 227.E+08  245E+08  239.E+08 = 249E+08 = 244E+08 = 251.E+08 = 240E+08 = 326.E+08 = 230.E+08 = 207.E+08  3.37.E+08
711 Q15437 protein transport protein Sec23B [0S=Homo sapiens] 80.395 2.85E+08  254.E+08 | 257.E+08 = 2.56.E+08 = 2.47.E+08  2.67.E+08  253.E+08 = 2.34.E+08 = 257.E+08 = 257.E+08  250.E+08  2.73.E+08
712 Q8IVT2  Mitotic interactor and substrate of PLK1 [0S=Homo sapiens] 8037 4.10.E+08 = A426.E+08  4.26E+08  422E+08  4.80.E+08 = A4.87.E+08 = 459E+08  469.E+08 = 4.18.E+08 = 454E+08  4.13.E+08  3.97.E+08
713 015144 Actin-related protein 2/3 complex subunit 2 [OS=Homo sapiens] 80.262 4.52.E+08 4.43.E+08 4.29.E+08 4.20.E+08 5.26.E+08 5.38.E+08 5.09.E+08 5.38.E+08 5.29.E+08 4.90.E+08 5.05.E+08 5.05.E+08
714 P51572  B-cell receptor-associated protein 31 [0S=Homo sapiens] 80.125 6.75.E+08  6.77.E+08 = 6.45E+08  6.00.E+08  6.25E+08  6.22E+08  588.E+08 = 6.08E+08  7.27.E+08  7.06.E+08  7.19.E+08  7.00.E+08
715 Q92817  Envoplakin [0S=Homo sapiens] 79.618 168E+08  2.60.E+08 = 2.76.E+08  2.54.E+08  217.E+08  185E+08 = 190.E+08 = 2.0LE+08  23LE+08  243E+08  244E+08  2.22.E+08
716 Q6NZI2-1 caveolae-associated protein 1 [0S=Homo sapiens] 79.608 4.13E+08  3.97.E+08 = 3.88.E+08  3.77.E+08  452.E+08  4.26E+08  430.E+08 = 457.E+08 = 577.E+08  581E+08  576.E+08  5.94.E+08
717 Q14764  major vault protein [0S=Homo sapiens] 79597 125E+08  107.E+08 = 126E+08 = 112E+08  2.36.E+08  2.89.E+08  2.75.E+08  2.80.E+08  153.E+08  1.67.E+08  172.E+08  1.77.E+08
718 000625 Pirin [0S=Homo sapiens] 79.037 9.23E+08  961E+08 = 9.35E+08  947.E+08  7.68.E+08  3.59.E+08 | 7.22.E+08 = 3.52E+08 = 9.04E+08  B8.61.E+08  9.09.E+08  9.08.E+08
719 P12830  Cadherin-1 [0S=Homo sapiens] 78.889 292 E+08  2.99.E+08 = 3.11E+08  3.29.E+08  262.E+08 = 2.54.E+08 | 2.76.E+08 = 2.52E+08 = 35LE+08  3.38.E+08  3.40.E+08  3.54.E+08
720  Q96HC4  PDZ and LIM domain protein 5 [0S=Homo sapiens] 78.844 340E+08  311E+08 = 320.E+08  3.13E+08  3.86.E+08  4.00E+08  449.E+08 = 446.E+08  397.E+08  4.40E+08  451E+08  5.06.E+08

Membrane-associated progesterone receptor component 1

&L Ol [OS=Homo sapiens]

78.788  2.07.E+08 2.18.E+08 2.21.E+08 2.23.E+08 2.07.E+08 2.17.E+08 2.13.E+08 2.30.E+08 2.42.E+08 2.65.E+08 2.35.E+08 2.30.E+08

722 P18754-1 Regulator of chromosome condensation [OS=Homo sapiens] 78.771  3.73.E+08 3.42.E+08 3.87.E+08 3.40.E+08 2.88.E+08 2.81.E+08 2.90.E+08 2.87.E+08 3.74.E+08 3.74.E+08 3.80.E+08 3.98.E+08
723 P35237 serpin B6 [OS=Homo sapiens] 78.41 1.87.E+08 2.01.E+08 2.14.E+08 2.02.E+08 2.62.E+08 2.65.E+08 2.66.E+08 2.64.E+08 2.46.E+08 2.44.E+08 2.47.E+08 2.52.E+08
724 P26373-1  60S ribosomal protein L13 [OS=Homo sapiens] 78.252  3.01.E+09 3.10.E+09 3.05.E+09 3.01.E+09 2.84.E+09 2.78.E+09 2.87.E+09 2.91.E+09 2.85.E+09 2.77.E+09 2.75.E+09 2.64.E+09
725 Q14739 Lamin-B receptor [0OS=Homo sapiens] 78.185 4.26.E+08 5.95.E+08 6.35.E+08 6.43.E+08 6.78.E+08 7.00.E+08 6.97.E+08 6.80.E+08 6.16.E+08 6.25.E+08 6.64.E+08 6.63.E+08
726 PAT756-2 '::;?g:;]z CligecincanpinoprceintubLntEe O shichg 78101 4.62.E+08  4.85E+08 = 4.67.E+08  4.73E+08  501.E+08  526E+08 = 495.E+08 = 5.30.E+08  591E+08  590E+08 = 598.E+08  5.38.E+08
727 P62899 60S ribosomal protein L31 [OS=Homo sapiens] 78.087  1.10.E+09 1.10.E+09 1.06.E+09 1.22.E+09 1.08.E+09 1.07.E+09 1.09.E+09 1.02.E+09 1.04.E+09 9.30.E+08 1.03.E+09 1.06.E+09
728 P40121 Macrophage-capping protein [OS=Homo sapiens] 78.033 2.22.E+08 2.23.E+08 2.22.E+08 2.27.E+08 3.57.E+08 3.71.E+08 3.80.E+08 3.79.E+08 5.03.E+08 4.47 E+08 4.62.E+08 4.78.E+08
729 P10620 Microsomal glutathione S-transferase 1 [OS=Homo sapiens] 78.003 5.34.E+08 5.43.E+08 5.83.E+08 5.37.E+08 6.74.E+08 7.56.E+08 7.32.E+08 7.55.E+08 7.38.E+08 7.79.E+08 7.48.E+08 7.39.E+08

N-alpha-acetyltransferase 15, NatA auxiliary subunit [OS=Homo

730 Qemxy PN 77994 420E+08  412E+08  436E+08  458E+08  5.03.E+08  505E+08 = 508.E+08  53LE+08 = 445E+08  486.E+08  5.04E+08  5.02.E+08
731 P10768  S-formylglutathione hydrolase [0S=Homo sapiens] 77.855 277.E+408  262E+08 | 255E+08  254E+08 | 3.25E+08  3.23E+08 | 321.E+08  302E+08  3.24E+08  3.80.E+08  4.00.E+08  3.80.E+08
732 QOUBEO-1 SUMO-activating enzyme subunit 1 [0S=Homo sapiens] 77812 3.94.E+08  3.18.E+08  3.39.E+08  3.03.E+08  3.38E+08  3.10.E+08  3.08.E+08  280.E+08  3.12.E+08  237.E+08  3.07.E+08  2.98.E+08
733 000303 SE:;iirr‘]’:]"C UansauchlbilationliacoiS BN OS licne 77731 421.E+08  4.04E+08  415E+08  434E+08  4.04.E+08  3.91.E+08  404E+08  387.E+08  409.E+08 = 443E+08 = 3.91.E+08  4.88.E+08
734 AOMZ66  Shootin-1 [0S=Homo sapiens] 77707 185E+08  200.E+08  2.04E+08  2.00.E+08  167.E+08  177.E+08  179.E+08  18LE+08  195E+08  18LE+08  178.E+08  1.99.E+08
735 P28288 ATP-binding cassette sub-family D member 3 [OS=Homo sapiens] 77.693 1.43.E+08 1.47.E+08 1.47.E+08 1.64.E+08 1.73.E+08 1.72.E+08 1.68.E+08 1.58.E+08 1.82.E+08 1.85.E+08 1.82.E+08 1.87.E+08
736 O75947-1 ATP synthase subunit d, mitochondrial [0S=Homo sapiens] 77351 B4B.E+08  952E+08  933E+08  8.88.E+08  B8.99.E+08  B8.75E+08  B8.70.E+08  B.8LE+08  9.68.E+08  LOLE+09  9.68.E+08  9.99.E+08
737 P61604 10 kDa heat shock protein, mitochondrial [0S=Homo sapiens] 77316 4.09.E+09  412E+09  427.E+09  4.30.E+09  3.80.E+09  3.86.E+09 | 3.99.E+09  398.E+09 | 4.2LE+09  439.E+00  454E+09  4.70.E+09
738 P17931 _ Galectin-3 [0S=Homo sapiens] 772 1.54.E+09  155E+09 | 158.E+00  157.E+09 | 158.E+09  1.56.E+09 | 1.54.E+09  1.65.E+09  L150.E+09  158.E+09  157.E+09  1.53.E+09
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Supplemental Data 1. List of identified proteins

Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-2 CLDN6-2 CLDN6-2 CLDN6-2

e accessel DSl Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4

739 P36542-1  ATP synthase subunit gamma, mitochondrial [0S=Homo sapiens] 76.865 7.89.E+08 8.36.E+08 8.18.E+08 8.10.E+08 7.28.E+08 7.23.E+08 7.27.E+08 7.44.E+08 8.30.E+08 8.48.E+08 8.51.E+08 8.51.E+08

740 Q01844 RNA-binding protein EWS [OS=Homo sapiens] 76.848 3.23.E+08 3.33.E+08 3.22.E+08 3.36.E+08 3.28.E+08 3.20.E+08 3.00.E+08 3.22.E+08 3.66.E+08 3.57.E+08 3.39.E+08 3.45.E+08
741 P30085-1 UMP-CMP kinase [OS=Homo sapiens] 76.845 4.01.E+08 3.96.E+08 3.65.E+08 4.29.E+08 4.69.E+08 4.83.E+08 4.86.E+08 4.35.E+08 4.35.E+08 4.18.E+08 4.37.E+08 4.38.E+08
742 Q9BZZz5-2 Isoform 2 of Apoptosis inhibitor 5 [OS=Homo sapiens] 76.687 2.61.E+08 2.53.E+08 2.40.E+08 2.73.E+08 2.24.E+08 2.29.E+08 2.35.E+08 2.36.E+08 2.60.E+08 2.53.E+08 2.48.E+08 2.43.E+08
743 095994 Anterior gradient protein 2 homolog [OS=Homo sapiens] 76.673 2.36.E+08 2.32.E+08 2.38.E+08 2.46.E+08 3.08.E+08 2.50.E+08 2.34.E+08 2.76.E+08 2.25.E+08 2.48.E+08 2.19.E+08 1.84.E+08
744 Q16629 serine/arginine-rich splicing factor 7 [0S=Homo sapiens] 76.649 7.32.E+08 7.36.E+08 7.30.E+08 7.63.E+08 6.41.E+08 6.65.E+08 6.47.E+08 6.63.E+08 6.94.E+08 6.98.E+08 6.94.E+08 7.26.E+08
745 Q8NE71-1 ATP-binding cassette sub-family F member 1 [OS=Homo sapiens] 76.618 2.03.E+08 1.79.E+08 1.70.E+08 2.26.E+08 2.52.E+08 2.13.E+08 2.02.E+08 1.99.E+08 2.55.E+08 2.65.E+08 2.36.E+08 2.48.E+08
746 P52815 39S ribosomal protein L12, mitochondrial [OS=Homo sapiens] 76.608 2.00.E+08 1.96.E+08 2.04.E+08 1.89.E+08 2.16.E+08 2.22.E+08 2.21.E+08 2.32.E+08 2.27.E+08 2.34.E+08 2.14.E+08 2.17.E+08
747 P13693 Translationally-controlled tumor protein [OS=Homo sapiens] 76.59 5.82.E+08 4.86.E+08 5.67.E+08 5.63.E+08 6.32.E+08 6.17.E+08 6.16.E+08 6.11.E+08 7.86.E+08 7.24.E+08 7.26.E+08 7.50.E+08
748 Q9Y285 Phenylalanine--tRNA ligase alpha subunit [OS=Homo sapiens] 76.059 3.93.E+08 3.91.E+08 3.42.E+08 3.61.E+08 3.54.E+08 3.17.E+08 3.22.E+08 3.00.E+08 4.00.E+08 3.76.E+08 3.62.E+08 3.70.E+08
749 Q14978-1  nucleolar and coiled-body phosphoprotein 1 [OS=Homo sapiens] 75.987  2.30.E+08 2.27.E+08 2.33.E+08 2.16.E+08 2.14.E+08 1.99.E+08 1.85.E+08 2.04.E+08 1.69.E+08 1.65.E+08 1.95.E+08 1.91.E+08
750 P33992 DNA replication licensing factor mcm5 [OS=Homo sapiens] 75.986 5.64.E+08 6.12.E+08 6.01.E+08 5.79.E+08 6.32.E+08 5.96.E+08 6.44.E+08 6.12.E+08 6.72.E+08 6.52.E+08 5.88.E+08 6.72.E+08
751 P26368 Splicing factor U2AF 65 kDa subunit [OS=Homo sapiens] 75.931 3.78.E+08 3.28.E+08 3.92.E+08 3.93.E+08 2.91.E+08 4.38.E+08 4.33.E+08 4.32.E+08 2.73.E+08 2.58.E+08 2.86.E+08 3.04.E+08
752 014880 Microsomal glutathione S-transferase 3 [OS=Homo sapiens] 75.864 2.33.E+07 2.68.E+07 3.74.E+07 4.95.E+07 3.52.E+07 4.74.E+07 4.77.E+07 2.43.E+07 5.07.E+07 5.02.E+07 3.82.E+07 3.01.E+07
753 P54819 Adenylate kinase 2, mitochondrial [OS=Homo sapiens] 75.739  4.00.E+08 3.54.E+08 3.56.E+08 3.80.E+08 3.36.E+08 3.48.E+08 3.09.E+08 2.98.E+08 2.97.E+08 3.25.E+08 3.29.E+08 3.37.E+08
754 Q15645 Pachytene checkpoint protein 2 homolog [OS=Homo sapiens] 75.518 2.25.E+08 1.96.E+08 2.30.E+08 2.21.E+08 1.97.E+08 1.93.E+08 1.96.E+08 2.04.E+08 2.18.E+08 2.28.E+08 2.23.E+08 2.12.E+08

Succinate--CoA ligase [GDP-forming] subunit beta, mitochondrial

755 QOBIOl ol o] 75372 464E+08  398E+08 = 488E+08  3.87.E+08 = 420.E+08  3.78E+08  438.E+08  4.39E+08  38LE+08  374E+08  38LE+08  4.83.E+08
756 Q15813  Tubulin-specific chaperone E [0S=Homo sapiens] 75312 216.E+08  173E+08  202E+08  194E+08  168.E+08  198E+08  202.E+08 = 193E+08  199E+08  155E+08  166.E+08  2.10.E+08
757 Q32Mz4-3 ;Z%‘:ﬁosmgfs";‘i’;";'rmh ef gt il ey (eism 75271 158.E+08  135E+08  154E+08  153E+08 = 3.02E+08  246E+08 = 263E+08 = 2.80.E+08 = 135E+08  152.E+08 = 148.E+08  1.25.E+08
758 Q13185 chromobox protein homolog 3 [OS=Homo sapiens] 74.852 9.34.E+08 9.40.E+08 1.02.E+09 1.00.E+09 7.99.E+08 8.55.E+08 8.50.E+08 8.61.E+08 8.07.E+08 9.11.E+08 8.99.E+08 9.17.E+08
759 015143  Actin-related protein 2/3 complex subunit 18 [0S=Homo sapiens] = 74.787 3.94E+08 = 4.26E+08  346.E+08  434E+08  4.66.E+08 = 454E+08 = 3.58.E+08  357.E+08 = 3.8LE+08  369.E+08 = 3.67.E+08  4.59.E+08

760  P42224-1 %’s”f‘:'g:q'f::;gnz?d geseiiarserbucpitabiabes 7474 164E+08  170.E+08 = 182.E+08  168.E+08  233E+08  228E+08  235E+08 = 220E+08 = 2.36.E+08 = 230.E+08 = 225E+08  2.47.E+08
761 Q93052  Lipoma-preferred partner [0S=Homo sapiens] 74526 179.E+08  180.E+08  178E+08  170.E+08  202E+08 = 195E+08  1OL.E+08  183E+08  215E+08  208.E+08  2.07.E+08  2.09.E+08
762 P04792  Heat shock protein beta-1 [0S=Homo sapiens] 7444 867.E+07  8.72E+07 | 6.70.E+07  B8.84.E+07  118.E+08  L113.E+08  111E+08  1.09.E+08  3.39.E+08  3.57.E+08  3.36.E408  3.20.E+08
aminoacyl tRNA synthase complex-interacting multifunctional

763 Q13155 A e Homo samione] 74273 543E+08  A419E+08 = 527.E+08 = 564E+08 = 4.10.E+08 = 4.47E+08  A451.E+08 = 4.28E+08  466.E+08  431.E+08  3.85E+08  3.65.E+08
764 P61026 ras-related protein rab-10 [0S=Homo sapiens] 7402 447E+08  541E+08 = 58LE+08  7.21.E+08  6.10.E+08  651E+08 = 6.27.E+08  597.E+08 = 548E+08  6.18E+08  543.E+08  511E+08
765  P16144-1 Integrin beta-4 [0S=Homo sapiens] 73931 140E+08  941E+07 = 151.E+08  105E+08  248.E+08  247.E+08  252.E+08  2.24E+08  178.E+08  187.E+08  154E+08  1.69.E+08
766 014744  Protein arginine N-methyltransferase 5 [0S=Homo sapiens] 73.878 278E+08  238E+08 | 258E+08 = 221E+08 = 242.E+08  192E+08 = 210.E+08 = 202E+08  262.E+08 = 223E+08  283E+08  2.74.E+08
767 P63173  60s ribosomal protein 38 [0S=Homo sapiens] 73.874 180.E+09  174E+09 = 180.E+09 = 16LE+09 = 160.E+09  155E+09 = 163.E+09 = 1.75E+09 = 152E+09 = 154E+09  157.E+09  1.44.E+09
768 P61160-1 Actin-related protein 2 [0S=Homo sapiens] 73.865 513E+08  551E+08 = 521.E+08  509.E+08 = 568.E+08  547.E+08  557.E+08 = 566.E+08 = 590.E+08 = 554E+08  558E+08  559.E+08
769 060739 eukaryotic translation initiation factor 1b [OS=Homo sapiens] 73.19 2.46.E+07 1.71.E+07 1.49.E+07 1.96.E+07 1.81.E+07 1.61.E+07 1.38.E+07 1.20.E+07 2.06.E+07 1.31.E+07 9.75.E+06 9.50.E+06
770 P35268  60S ribosomal protein L22 [0S=Homo sapiens] 72998 195E+09  186.E+09 = 199.E+09 = 190.E+09 = 171.E+09  177.E+09 = 176.E+09 = 178E+09  152E+09  163E+09  164E+09  1.67.E+09
771 Q01650 :“a'g;:;“”a' AT EEEHS TEeTusfyliisl Sl St 1 [0 len® 72.809 4.85E+08  4.82E+08  520.E+08  4.85E+08 = 467.E+08  48LE+08 = 4.93E+08  515E+08 = 3.06.E+08 = 3.03.E+08 = 3.32.E+08  2.87.E+08
772 Q9Y2BO  Protein canopy homolog 2 [0S=Homo sapiens] 72693 4.85E+08  4.88E+08 | 4.97.E+08  4.76.E+08  4.390.E+08  4.51E+08 | 4.38.E+08 = 4.57.E+08  4.86.E+08  505E+08  513.E+08  5.16.E+08
773 Q14498-1 RNA-binding protein 39 [0S=Homo sapiens] 72597 3.64E+08  3.76.E+08 = 3.65E+08  3.98E+08 = 3.41.E+08  3.21E+08  3.33.E+08 = 3.49E+08  33LE+08  345E+08  340.E+08  3.43.E+08
774 P11498 pyruvate carboxylase, mitochondrial [OS=Homo sapiens] 7257 1.98.E+08 1.77.E+08 1.85.E+08 1.95.E+08 1.45.E+08 1.43.E+08 1.35.E+08 1.00.E+08 1.68.E+08 1.87.E+08 1.53.E+08 1.37.E+08
775 Q6KB66  Keratin, type Il cytoskeletal 80 [0S=Homo sapiens] 72423 173E+08  216E+08  207.E+08 = 195E+08  154.E+08  153E+08  156.E+08 = 146.E+08 = 202E+08  191.E+08  167.E+08  1.91.E+08
776 Q8TAT6-1 Nuclear protein localization protein 4 homolog [0S=Homo sapiens] ~ 72.278 1.88.E+08  18LE+08  180.E+08  188E+08  159.E+08  170.E+08  166.E+08  169.E+08 = 125E+08  109.E+08 = 1.32E+08  141.E+08
777 P60866 408 ribosomal protein S20 [0S=Homo sapiens] 7226 2.38E+09 = 247.E+09 | 240E+09 = 249E+09 = 222E+09  212.E+09 = 215E+09 | 226E+09  213.E+09  214.E+09 = 222.E+09  2.21E+09
778 Q9BYNO sulfiredoxin-1 [0S=Homo sapiens] 7215 9.11E+08  B850.E+08 = 8.24E+08  B8.87.E+08  7.85E+08  7.54E+08  7.45E+08  7.32E+08 = 498.E+08  503E+08  490.E+08  4.94E+08
779  Q8TC12 Retinol dehydrogenase 11 [0S=Homo sapiens] 72056 298E+08  3.08.E+08 = 3.12.E+08  3.25E+08  2.84.E+08  2.64E+08  211.E+08 = 2.96.E+08  254E+08  3.68.E+08  341E+08  3.48.E+08
780 P61163  Alpha-centractin [0S=Homo sapiens] 71918 3.06E+08  3.13E+08 = 301E+08  298E+08  358.E+08  4.04E+08  3.40.E+08  3.42E+08  354E+08  3.43E+08  347.E+08  3.62.E+08
781 075340 programmed cell death protein 6 [OS=Homo sapiens] 71.438 7.82.E+08 7.76.E+08 7.44.E+08 7.67.E+08 7.16.E+08 6.78.E+08 7.26.E+08 7.00.E+08 7.98.E+08 7.82.E+08 7.88.E+08 7.87.E+08
782 P46781  40S ribosomal protein S9 [0S=Homo sapiens] 70953 537.E+09  569.E+09 = 563E+09 = 556E+09 = 546.E+09 = 540E+09 = 544E+09 = 564E+09 = 510E+09  510E+09 = 516.E+09  5.07.E+09
783 QOH3K6-1 bola-like protein 2 [0S=Homo sapiens] 70.677 7.40.E+08  8.88.E+08 = B893E+08  B8.95E+08 = B.72.E+08  8.82E+08 | B8.92.E+08 = 9.22E+08  7.34E+08  7.29.E+08  7.23.E+08  6.64.E+08
784 Q96AGA  Leucine-rich repeat-containing protein 59 [0S=Homo sapiens] 70593 6.91E+08  648E+08 = 6.61.E+08  595E+08  6.73.E+08  6.17.E+08  6.34.E+08 = 6.47.E+08  6.79.E+08  6.21.E+08  6.86.E+08  7.17.E+08
785  P78344-1 SE:;;';’S";'C EmsiiteT (Wi ey 4 gEming 2 (S 70491 4.46.E+08  4.43E+08  451E+08  455E+08 = 4.89.E+08  514E+08 = 529.E+08 = 509.E+08 = 4.63.E+08 = 4.98.E+08 = 5.06.E+08  4.84.E+08
786 043684 Mitotic checkpoint protein BUB3 [0S=Homo sapiens] 70.364 3.32.E+08  3.42.E+08 = 351.E+08  3.37.E+08  3.16.E+08  3.27.E+08 | 3.37.E+08  3.17.E+08  3.42.E+08  3.60.E+08  3.45E+08  3.34.E+08
787 043852  Calumenin [0S=Homo sapiens] 7004 523E+08 = 525E+08 = 536E+08  526.E+08 = 6.29.E+08 = 6.24E+08 = 6.02E+08  595E+08 = 6.36.E+08 = 641E+08  7.28.E+08  6.91E+08
788 P61224-1 Ras-related protein Rap-1b [0S=Homo sapiens] 69.984 4.73E+08  3.88.E+08 = 4.11.E+08  4.68.E+08  504.E+08  524E+08  503.E+08 = 4.52E+08  513.E+08  4.75E+08  524E+08  4.99.E+08
789 P08621-1 U1 small nuclear ribonucleoprotein 70 kDa [0S=Homo sapiens] 69.934 576E+08  569E+08 = 6.11.E+08  586.E+08  587.E+08  596E+08 = 599.E+08 = 6.17.E+08  6.47.E+08 = 659.E+08  6.69.E+08  6.61.E+08
790 P04181-1 Ornithine aminotransferase, mitochondrial [OS=Homo sapiens] 69.873  4.04.E+08 4.33.E+08 4.49.E+08 4.61.E+08 3.02.E+08 3.26.E+08 3.30.E+08 3.19.E+08 4.20.E+08 4.51.E+08 4.48.E+08 4.42.E+08
791 Q9GZT3-1 [SOR;‘_ ﬁsﬂ;‘;‘;‘;}g‘g“"”g RN (I, CCATIIELE] 69.856 5.60.E+08  578E+08 = 558E+08  543E+08  507.E+08  515E+08 = 530.E+08 = 522E+08  546.E+08  578E+08  585E+08  5.67.E+08
792 Q15459  splicing factor 3A subunit 1 [0S=Homo sapiens] 69.695 3.17.E+08  3.18E+08 = 3.14E+08  294E+08 = 307.E+08  3.10E+08  3.18.E+08  3.16.E+08  352E+08  3.49.E+08  3.50.E+08  3.53.E+08
793 P20073-1 Annexin A7 [0S=Homo sapiens] 69.631 6.22.E+08  6.53.E+08 = 6.26.E+08  6.03.E+08  5.87.E+08  554.E+08 | 5.87.E+08 = 549E+08 = 641E+08  6.59.E+08  6.79.E+08  6.75.E+08
794 P49773 Histidine triad nucleotide-binding protein 1 [0S=Homo sapiens] 69.486 8.35E+08  811E+08 = 9.00.E+08  8.90.E+08  B851.E+08  8.80.E+08  9.42.E+08  8.73E+08  6.87.E+08  B8.30.E+08  8.33E+08  8.91.E+08
795 P25788-1 _ Proteasome subunit alpha type-3 [0S=Homo sapiens] 69.142 556.E+08  572.E+08 | 573.E+08  573.E+08  5.16.E+08  5.11E+08  501.E+08  5.50.E+08  586.E+08  6.02.E+08  6.00.E+08  5.09.E+08
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Supplemental Data 1. List of identified proteins

No. et Description Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDNG6-2 CLDN6-2 CLDNG6-2 CLDN6-2
) P Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4
796 P48444 Coatomer subunit delta [OS=Homo sapiens] 69.064  4.40.E+08 3.58.E+08 3.83.E+08 4.31.E+08 4.13.E+08 4.38.E+08 3.91.E+08 4.04.E+08 4.39.E+08 4.44.E+08 4.24. E+08 4.32.E+08

Basic leucine zipper and W2 domain-containing protein 1

797 Q7LIQeL Lo tene] 69.027 230.E+08  102E+08  212E+08  211E+08  3.08.E+08  297.E+08  3.00.E+08  3.15E+08  277.E+08  258E+08 = 2.68.E+08  2.75.E+08
798 P62266  40S ribosomal protein S23 [0S=Homo sapiens] 69.023 7.14E+08  7.7.E+08  7.68.E+08  8.32.E+08  B8.62.E+08  B8.62.E+08  B8.86.E+08  B6LE+08  7.03.E+08  6.85.E+08 = 6.7L.E+08  6.88.E+08
799 P61019-1 Ras-related protein Rab-2A [0S=Homo sapiens] 68.906 3.3LE+08  339E+08  3.46.E+08  3.14.E+08  3.30E+08  3.33.E+08  3.20.E+08  3.23E+08 = 3.70.E+08  358E+08  348.E+08  3.55.E+08
800 Q8iz83 :'a(?)?::g]e Gy el (il 16 memlie AL [0S i 68.861 151.E+08  1.19.E+08  7.13.E+07  157.E+08 = 170.E+08  198E+08  185E+08  126.E+08  9.34E+07  127.E+08  B8.40.E+07  6.75.E+07
801  P42766  60S ribosomal protein L35 [0S=Homo sapiens] 68.665 1.38.E+09  152E+09  L148.E+09  154E+09  135.E+09  135E+09  137.E+09  138.E+09  133.E+09  1.38E+09  135E+00  13LE+09
802  QOUBQO Z:;I‘;f]':]r [ArSE S SR CEEE e 2 [ R 68.525 243E+08  247.E+08 = 260.E+08  2.63.E+08 = 251E+08  252E+08 = 245E+08  231E+08 = 268.E+08  279.E+08  291E+08 = 3.03.E+08
803  P55735-1 protein SEC13 homolog [0S=Homo sapiens] 68.461 2.67.E+08 = 299E+08  267.E+08 | 2.34.E+08  233E+08 = 243E+08 | 243E+08  236E+08 = 297.E+08  327.E+08  295E+08  3.02.E+08

Basic leucine zipper and W2 domain-containing protein 2

e e [OS=Homo sapiens]

68.385 1.52.E+08 1.59.E+08 1.42.E+08 1.46.E+08 1.28.E+08 1.30.E+08 1.38.E+08 1.14.E+08 1.47.E+08 1.41.E+08 1.37.E+08 1.53.E+08

805 060832-1 H/ACA ribonucleoprotein complex subunit 4 [OS=Homo sapiens] 68.365 2.17.E+08 2.18.E+08 2.08.E+08 2.58.E+08 1.62.E+08 1.94.E+08 2.20.E+08 2.22.E+08 2.46.E+08 2.39.E+08 2.47.E+08 2.46.E+08
806 P23193 Transcription elongation factor A protein 1 [OS=Homo sapiens] 68.089 1.99.E+08 1.90.E+08 2.01.E+08 1.89.E+08 2.17.E+08 2.15.E+08 1.91.E+08 2.13.E+08 1.45.E+08 1.47.E+08 1.50.E+08 1.32.E+08
807 Q15631-1  Translin [0S=Homo sapiens] 67.962 1.66.E+08 1.64.E+08 1.64.E+08 1.62.E+08 1.60.E+08 1.52.E+08 1.55.E+08 1.54.E+08 1.98.E+08 1.80.E+08 1.78.E+08 1.79.E+08
808 Q03135 Caveolin-1 [OS=Homo sapiens] 67.904 2.15.E+08 1.77.E+08 1.72.E+08 1.90.E+08 2.57.E+08 2.81.E+08 2.87.E+08 2.62.E+08 2.93.E+08 2.82.E+08 2.80.E+08 2.93.E+08

NADH dehydrogenase [ubiquinone] flavoprotein 1, mitochondrial

809 PAgB2L | sanone) 67.677 167.E+08  173E+08  187.E+08  165E+08  149.E+08  166.E+08  173.E+08  165E+08  165E+08  161.E+08  173E+08  1.69.E+08
810  Q9Y6C9  Mitochondrial carrier homolog 2 [0S=Homo sapiens] 67.626 240.E+08  233.E+08 | 247.E+08  250E+08 = 223.E+08  231E+08 | 224E+08 = 2.32E+08  280.E+08  292E+08  3.02E+08  2.99.E+08
811  QOP2E9 g'zf;"%e:i'g‘g}i psr\‘;t_e_,')” 1 OGN SEIpES O 67.562 9.37.E+07 = 103.E+08  1.14E+08  O9.3LE+07 = 847.E+07  814E+07 = 109.E+08  122.E+08  849.E+07  1.30.E+08 = 1.20.E+08  9.54.E+07
812 060684 Importin subunit alpha-7 [0S=Homo sapiens] 67.424 56LE+07  A4.06.E+07  3.72.E+07 | 5.17.E+07  343E+07  466.E+07 | 357.E+07  3.30.E+07 = 506.E+07  5.06.E+07 = 450.E+07 | 3.7LE+07
813 094979 Protein transport protein Sec31A [0S=Homo sapiens] 67.422 374E+08  A411E+08 = 395E+08  429E+08  4.18.E+08  405E+08  3.93.E+08 = 4.14E+08  A455E+08  527.E+08  473E+08  4.74.E+08
814  QBWXF1 Paraspeckle component 1 [0S=Homo sapiens] 67.404 3.08E+08  293E+08  3.06.E+08  2.94.E+08  274E+08  278.E+08  2.85E+08  28LE+08  3.09.E+08  3.35E+08  3.33.E+08  3.36.E+08
815 Q13158 FAS-associated death domain protein [0S=Homo sapiens] 67.287 7.69.E+07  622E+07  6.47.E+07  535E+07 = 658.E+07  6.28E+07 | 6.73.E+07  6.35E+07  58LE+07  585E+07  529.E+07  5.14.E+07
816 P52294 Importin subunit alpha-5 [0S=Homo sapiens] 67.229 164E+08  163.E+08  149.E+08  165E+08  156E+08  15LE+08  1.72.E+08  139E+08  168.E+08  157.E+08  179.E+08  1.66.E+08
817  QOY5S2  Serinelthreonine-protein kinase MRCK beta [0S=Homo sapiens] 66.672 178.E+08  9.35E+07 = 7.65E+07  138E+08 = 161.E+08  186E+08  658.E+07 = 1.34E+08  7.44E+07  100.E+08  9.51E+07  8.18.E+07
818 Q8N8S7 Protein enabled homolog [OS=Homo sapiens] 66.229 2.28.E+08 2.18.E+08 2.42.E+08 2.38.E+08 2.47.E+08 2.53.E+08 2.60.E+08 2.53.E+08 2.86.E+08 3.19.E+08 3.21.E+08 3.10.E+08
819  QBWXX5 dna homolog subfamily C member 9 [0S=Homo sapiens] 66.07 3.58.E+08  3.77.E+08  3.85E+08  3.96.E+08  3.57.E+08  359.E+08 = 3.74E+08  3.64E+08 = 3.36.E+08  3.69.E+08  3.01.E+08  3.57.E+08
820 P62910  60S ribosomal protein L32 [0S=Homo sapiens] 65735 139.E+09  L14LE+09  136.E+09  15LE+09 = 139E+09  136.E+09  1.33.E+09  139E+09 = 125E+09  123E+09  119.E+09  1.21E+09
821 P69905  Hemoglobin subunit alpha [0S=Homo sapiens] 65.683 1.37.E+09  144E+09 = 147.E+09 = 151E+09  B8.18.E+08  8.37.E+08  B8.23.E+08  8.65E+08  7.90.E+08  1.10.E+09 = 110.E+09  1.07.E+09
822 Q9NZ01-1 Very-long-chain enoyl-CoA reductase [OS=Homo sapiens] 65.569  4.44.E+08 4.69.E+08 4.67.E+08 5.05.E+08 4.49.E+08 4.35.E+08 4.55.E+08 4.89.E+08 5.08.E+08 5.31.E+08 5.35.E+08 5.26.E+08
823  QOY3F4 ss:g'i';‘;'s‘{"e"”'”e (e (e eSS TR (D [SS=SiD 65505 3.29.E+08  3.89.E+08 = 4.06E+08  3.37.E+08 = 292.E+08  291E+08  283.E+08  279.E+08  296.E+08  3.07.E+08  3.13E+08  3.21.E+08
824 P62314  Small nuclear ribonucleoprotein Sm D1 [0S=Homo sapiens] 65484 4.66.E+08  A74E+08 | 464E+08  A453E+08  478.E+08  A474E+08 | A465.E+08 = 4.98E+08  506.E+08 = 502E+08 = 4.94E+08  4.95E+08
825 P53999 [Aocg‘iﬁg?n?’::pﬂzrerase Wiz eoraiveier ol 65466 6.29.E+08  595E+08  6.39.E+08 = 6.13.E+08 = 6.14E+08  6.39.E+08 = 6.30.E+08 = 6.27.E+08 = 6.35.E+08 = 7.00.E+08  6.45.E+08  6.8L.E+08
826 Q14257 Reticulocalbin-2 [0S=Homo sapiens] 65358 1.17.E+08  123E+08  B8.25.E+07  124.E+08  129E+08  110.E+08  1.11.E+08  9.32E+07 = 69LE+07  1.16.E+08  8.82.E+07  8.43.E+07
827 P61106  Ras-related protein Rab-14 [0S=Homo sapiens] 6506 2.95E+08 = 3.09.E+08 = 290.E+08  3.16.E+08 = 3.0LE+08  295E+08 = 3.11E+08  298E+08  331.E+08  3.26E+08  3.07.E+08  3.24E+08
828 P61088  ubiquitin-conjugating enzyme E2 N [0S=Homo sapiens] 65.003 5.89.E+08  535E+08  5.40.E+08 | 5.36.E+08  6.16.E+08 = 553.E+08 | 5.86.E+08  556.E+08 = 6.49.E+08 = 6.22.E+08  6.15E+08  594.E+08
829  Q9BXP5 serrate RNA effector molecule homolog [0S=Homo sapiens] 64.604 224E+08  238E+08  209.E+08 = 25LE+08 = 212.E+08  172E+08  194E+08  188.E+08  181E+08  1.39.E+08  169E+08  1.56.E+08
830 P51659-1  peroxisomal multifunctional enzyme type 2 [OS=Homo sapiens] 64.601 1.96.E+08 2.35.E+08 2.17.E+08 2.37.E+08 1.83.E+08 1.66.E+08 1.66.E+08 1.77.E+08 2.02.E+08 2.22.E+08 1.99.E+08 2.26.E+08
831 076003 glutaredoxin-3 [0S=Homo sapiens] 64315 350.E+08  3.33.E+08 = 3.15E+08  3.03E+08 = 297.E+08  3.0LE+08  277.E+08 = 295E+08  342E+08  3.11E+08  3.13E+08  3.10.E+08
832 P23919  thymidylate kinase [0S=Homo sapiens] 64.278 6.18E+08  6.66.E+08  6.75.E+08 | 6.20.E+08 = 6.48.E+08  6.55.E+08 | 6.50.E+08  6.87.E+08 = 7.15.E+08  7.33.E+08  7.25.E+08  6.23.E+08

Serine/threonine-protein phosphatase 2A 55 kDa regulatory
subunit B alpha isoform [0S=Homo sapiens]
Transmembrane emp24 domain-containing protein 10 [OS=Homo

833 P63151 64.217 3.48.E+08 3.52.E+08 3.56.E+08 3.61.E+08 3.63.E+08 4.05.E+08 4.03.E+08 4.04.E+08 2.73.E+08 3.72.E+08 2.84.E+08 3.72.E+08

834 P49755 64.16 6.63.E+08 6.66.E+08 6.37.E+08 6.72.E+08 6.34.E+08 6.15.E+08 6.24.E+08 6.22.E+08 6.75.E+08 6.39.E+08 6.60.E+08 6.57.E+08

sapiens]
835 Q13347 SE:;iirr‘]’:]"C et Tfeite 20T & AN ) [OS= e 64149 405E+08  3.7LE+08 = 3.99.E+08  4.07.E+08  373.E+08  3.70.E+08 = 362E+08  368E+08  426E+08 = 4.27.E+08 = 4.47.E+08  4.69.E+08
836 P06737-1  Glycogen phosphorylase, liver form [0S=Homo sapiens] 63866 106E+08  9.82E+07  919.E+07  9.20E+07  1I5E+08  108E+08  1O5.E+08  O.59.E+07  7.94E+07  7.95E+07  7.53E+07  8.24E+07
837 075694  nuclear pore complex protein nupl55 [0S=Homo sapiens] 63.758 B8.00.E+07  7.43.E+07  B.O7.E+07  6.87.E+07  8A47.E+07  B8.16.E+07 | T.48.E+07  BA4LE+07 = 952E+07  103.E+08  8.25E+07  1.04E+08
838 Q9U6P70  Importin-9 [0S=Homo sapiens] 63731 459.E+07  583E+07  552E+07  3.60.E+07 | 7.64E+07  6.86.E+07 | 6.53.E+07 | 4.27.E+07 | 7.45E+07  6.98.E+07 | 6.38E+07  6.23.E+07
839 Q14137 Ribosome biogenesis protein BOP1 [OS=Homo sapiens] 63.588 3.80.E+07 3.89.E+07 4.20.E+07 7.45.E+07 8.78.E+07 1.12.E+08 1.09.E+08 3.93.E+07 4.16.E+07 4.91.E+07 4.15.E+07 3.45.E+07
840 Q03252  Lamin-B2 [0S=Homo sapiens] 63322 224E+08  243E+08  260.E+08  245E+08  2.36.E+08  2.44E+08 | 248.E+08  245E+08 | 280.E+08  3.00.E+08  3.03.E+08  2.95.E+08
841 QINYF8-1 Bcl-2-associated transcription factor 1 [OS=Homo sapiens] 63.224  2.38.E+08 3.09.E+08 3.08.E+08 2.87.E+08 2.83.E+08 2.86.E+08 2.78.E+08 2.86.E+08 2.63.E+08 2.46.E+08 2.75.E+08 2.38.E+08
842  P30520 adenylosuccinate synthetase isozyme 2 [0S=Homo sapiens] 63043 304.E+08  3.13E+08  230.E+08  3.36E+08  203.E+08  3.25E+08 | 242.E+08  238.E+08 | 3.46.E+08  3.37.E+08  3.21E+08  3.16.E+08
843  QOY316-1 Protein MEMO1 [0S=Homo sapiens] 62.791 7.35.6+407  6.OLE+07 | 7.36.E+07  6.38.E+07  6.80.E+07  7.03E+07 | 7.37.E+07 | 7.96.E+07 | 7.8LE+07  B.27.E+07  8.26.E+07  8.1LE+07

Cytoplasmic dynein 1 light intermediate chain 2 [OS=Homo

844 043237 62.71 1.41.E+08 1.34.E+08 1.40.E+08 1.37.E+08 1.27.E+08 1.29.E+08 1.02.E+08 1.32.E+08 2.40.E+08 2.10.E+08 2.04.E+08 2.01.E+08

sapiens]
845 P29966 Myristoylated alanine-rich C-kinase substrate [OS=Homo sapiens] 62.647 6.74.E+07 8.08.E+07 9.34.E+07 8.77.E+07 2.27.E+08 2.24.E+08 2.21.E+08 2.38.E+08 1.55.E+08 1.44.E+08 1.57.E+08 1.47.E+08
846 P30042-1 ES1 protein homolog, mitochondrial [OS=Homo sapiens] 62.47 1.64.E+08 1.63.E+08 1.51.E+08 1.42.E+08 1.30.E+08 1.14.E+08 8.71.E+07 1.32.E+08 2.47.E+08 2.72.E+08 2.46.E+08 2.57.E+08
847 PODMM9  Sulfotransferase 1A3 [OS=Homo sapiens] 62.405 4.00.E+08 3.89.E+08 3.96.E+08 4.08.E+08 4.21.E+08 4.20.E+08 4.00.E+08 4.08.E+08 6.04.E+08 5.88.E+08 6.04.E+08 6.37.E+08

Dolichyl-diphosphooligosaccharide--protein glycosyltransferase 48

e PRI kDa subunit [OS=Homo sapiens]

62.364 9.36.E+08 8.55.E+08 8.71.E+08 9.95.E+08 9.41.E+08 9.97.E+08 8.94.E+08 8.97.E+08 1.16.E+09 8.57.E+08 9.25.E+08 7.80.E+08
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Supplemental Data 1. List of identified proteins

Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-2 CLDN6-2 CLDN6-2 CLDN6-2

e accessel DSl Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4

UTP--glucose-1-phosphate uridylyltransferase [OS=Homo

849 Q16851 62.313 1.63.E+08 1.26.E+08 9.94.E+07 1.18.E+08 2.06.E+08 1.83.E+08 1.90.E+08 2.23.E+08 2.05.E+08 1.22.E+08 2.05.E+08 1.94.E+08

sapiens]
850 QYUKY7  Protein CDV3 homolog [OS=Homo sapiens] 62.307 2.28.E+08 2.37.E+08 2.43.E+08 2.47.E+08 2.74.E+08 2.81.E+08 2.82.E+08 2.92.E+08 2.78.E+08 2.84.E+08 2.49.E+08 2.84.E+08
851 P16949-1  Stathmin [OS=Homo sapiens] 62.159 1.57.E+09 1.70.E+09 1.68.E+09 1.51.E+09 1.25.E+09 1.20.E+09 1.28.E+09 1.31.E+09 1.91.E+09 1.87.E+09 1.84.E+09 1.82.E+09
852 Q8N1F7-1 Nuclear pore complex protein Nup93 [OS=Homo sapiens] 62.078 1.05.E+08 9.77.E+07 1.01.E+08 1.11.E+08 1.03.E+08 1.02.E+08 9.91.E+07 9.20.E+07 1.28.E+08 1.41.E+08 1.41.E+08 1.51.E+08

Cleavage and polyadenylation specificity factor subunit 5
[OS=Homo sapiens]
Glyoxylate reductase/hydroxypyruvate reductase [0OS=Homo

853 043809 61.599 3.68.E+08 3.42.E+08 3.61.E+08 3.76.E+08 3.18.E+08 4.09.E+08 3.80.E+08 3.93.E+08 4.25.E+08 4.51.E+08 4.33.E+08 4.09.E+08

854 Q9UBQ7 61.534 1.34.E+08 1.42.E+08 1.42.E+08 1.18.E+08 1.07.E+08 1.11.E+08 1.11.E+08 1.07.E+08 1.37.E+08 1.30.E+08 1.35.E+08 1.37.E+08

sapiens]
855 P62834 ras-related protein Rap-1A [OS=Homo sapiens] 61.512 2.17.E+07 2.39.E+07 2.29.E+07 2.09.E+07 2.46.E+07 2.17.E+07 2.19.E+07 2.40.E+07 2.69.E+07 2.52.E+07 2.49.E+07 2.42 E+07
856 000429 Dynamin-1-like protein [0S=Homo sapiens] 61.474  6.95.E+07 5.29.E+07 5.14.E+07 7.09.E+07 6.28.E+07 6.29.E+07 7.40.E+07 4.51.E+07 6.38.E+07 4.52.E+07 5.56.E+07 5.42.E+07
857 Q14376 UDP-glucose 4-epimerase [OS=Homo sapiens] 61.395 9.76.E+07 9.21.E+07 8.63.E+07 8.41.E+07 9.66.E+07 9.56.E+07 8.53.E+07 8.25.E+07 1.12.E+08 1.01.E+08 1.13.E+08 1.17.E+08

Isoform 1 of Serum paraoxonase/arylesterase 2 [OS=Homo

sapiens]

859 s | S AOEEBEITiE, [RNHE, STHEl i 61192 2.05E+08  181.E+08 = 1.69.E+08  1.89.E+08 | 104E+08  1.69.E+08  175E+08  175.E+08  185E+08  178.E+08  190.E+08  1.89.E+08
associated protein 1 [0S=Homo sapiens]

860 Q14696  LDLR chaperone MESD [0S=Homo sapiens] 60.978 142E+08  203E+08  236.E+08  2.16.E+08  182E+08  189.E+08  245E+08  242E+08 = 256.E+08  235E+08  172E+08  217.E+08

861 095757  Heat shock 70 kDa protein 4L [0S=Homo sapiens] 60.919 2.78E+08  3.07.E+08  3.08.E+08  2.98.E+08  310E+08  298.E+08  2.35E+08  3.08E+08 = 267.E+08  2.90.E+08  2.74.E+08  2.90.E+08

862 095816  BAG family molecular chaperone regulator 2 [OS=Homo sapiens] 60.767 2.03.E+08 1.52.E+08 1.66.E+08 1.64.E+08 1.30.E+08 1.23.E+08 1.25.E+08 1.34.E+08 1.61.E+08 1.05.E+08 1.55.E+08 1.51.E+08

858 Q15165-1 61.349 4.29.E+08 4.27 E+08 4.25.E+08 4.21.E+08 3.64.E+08 3.65.E+08 3.47.E+08 3.48.E+08 5.90.E+08 5.70.E+08 6.12.E+08 5.99.E+08

Aldehyde dehydrogenase, dimeric NADP-preferring [OS=Homo

863 P30838 60.636 5.56.E+07 6.03.E+07 6.76.E+07 7.57.E+07 3.53.E+08 3.52.E+08 3.50.E+08 3.60.E+08 2.05.E+08 2.32.E+08 2.13.E+08 2.23.E+08

sapiens]
864  QOY6B6  GTP-binding protein SAR1b [0S=Homo sapiens] 60.138 585E+08  566.E+08 = 539.E+08  534E+08 = 189.E+08  4.73E+08  501.E+08 = 4.98E+08  6.16.E+08  562E+08  569.E+08  562.E+08
865 P08779  Keratin, type | cytoskeletal 16 [0S=Homo sapiens] 60.081 4.58.E+07  39LE+07  3.79.E+07 | 3.73.E+07 = A487.E+07  555.E+07 | 550.E+07  520.E+07 = 9.08.E+07 = 9.70.E+07 | 9.96.E+07 | 9.13.E+07
866 P40429  60S ribosomal protein L13a [0S=Homo sapiens] 60.031 1.97.E+09 = 211E+09 = 223E+09  216E+09 = 202.E+09 = 192E+09 = 203.E+09 = 209.E+09 = 189E+09 = 20LE+09  206.E+09  1.84.E+09
867  QU6FQ6  Protein S100-A16 [0S=Homo sapiens] 59.865 161E+08  155E+08  155.E+08  158.E+08 = 176E+08  182.E+08  182.E+08  184E+08 = 15LE+08  1.66.E+08  1.73.E+08  1.65.E+08
868  P62633-1 Cellular nucleic acid-binding protein [0S=Homo sapiens] 59769 1.70.E+08  184E+08 = 178E+08  186E+08  152.E+08  161E+08  155.E+08  154E+08  185E+08  200.E+08  189.E+08  1.88.E+08
869 P46459  Vesicle-fusing ATPase [0S=Homo sapiens] 59.682 2.55.E+08  2.3LE+08  223.E+08 | 2.68.E+08 = 245E+08  255.E+08 | 2.64.E+08  2.68.E+08 = 3.22.E+08  3.17.E+08  2.92.E+08  2.8LE+08
870  Q13148-1 TAR DNA-binding protein 43 [0S=Homo sapiens] 59502 3.31E+08  294E+08 = 295E+08  268E+08  3.14.E+08 = 278E+08  267.E+08 = 259E+08  3.35E+08  278E+08  3.10E+08  3.36.E+08
871  QIACN4-1 Keratin, type Il cytoskeletal 72 [0S=Homo sapiens] 59552 2.53E+07  28LE+07 = 294E+07 | 3.05E+07 = 173E+07 = 212.E+07 | 2.03.E+07  197.E+07 = 178.E+07  2.67.E+07  2.14E+07  2.18.E+07
872 P38117 electron transfer flavoprotein subunit beta [0S=Homo sapiens] 59499 352E+08  391E+08 = 357.E+08  3.69.E+08 = 4.72.E+08  4.48E+08 = A57.E+08 = 479.E+08  A444E+08 = 422E+08  4.39E+08  4.08.E+08
873 Q9BWF3-1 RNA-binding protein 4 [0S=Homo sapiens] 59.478 103E+08  9.85E+07 = B890.E+07 = 106.E+08  7.26.E+07 = 9.04E+07  104.E+08  9.36.E+07 = 122.E+08  1.10.E+08  115E+08  114.E+08
874 P32320 cytidine deaminase [0S=Homo sapiens] 59.407 655E+07  6.92E+07 | 571.E+07  6.25E+07 = B8.40.E+07  8.50.E+07 = 8.46.E+07 = 7.17.E+07  150.E+08 = 155E+08 = 151E+08  152.E+08
875 P48556 ig;é’r:g]teas"me ATz (e tisrsy Gl auafi (B[ O o 50366 3.04E+08  2.83.E+08  3.21.E+08 = 3.06.E+08 & 322E+08  3.30.E+08 = 3.32.E+08 = 3.36.E+08 = 348.E+08  3.69.E+08 = 3.41.E+08  3.62.E+08

Isoform 2 of Heterogeneous nuclear ribonucleoprotein A/B
[OS=Homo sapiens]

Alkyldihydroxyacetonephosphate synthase, peroxisomal
[OS=Homo sapiens]

Tumor-associated calcium signal transducer 2 [OS=Homo

876 Q99729-2 59.332 7.91.E+08 7.42.E+08 6.50.E+08 8.27.E+08 7.25.E+08 7.25.E+08 6.41.E+08 6.61.E+08 7.85.E+08 5.48.E+08 5.67.E+08 6.97.E+08

877 000116 59.256  1.65.E+08 1.47.E+08 1.67.E+08 1.88.E+08 1.49.E+08 1.81.E+08 1.63.E+08 1.65.E+08 1.98.E+08 1.71.E+08 1.73.E+08 1.63.E+08

878 P09758 59.183 3.67.E+08 3.80.E+08 3.79.E+08 3.98.E+08 3.34.E+08 3.37.E+08 3.27.E+08 3.81.E+08 2.22.E+08 2.90.E+08 2.82.E+08 2.68.E+08

sapiens]
879 QINUU7  ATP-dependent RNA helicase DDX19A [OS=Homo sapiens] 59.031 1.28.E+08 1.37.E+08 1.34.E+08 1.22.E+08 1.29.E+08 1.33.E+08 1.30.E+08 1.25.E+08 2.15.E+08 2.11.E+08 2.33.E+08 2.39.E+08
880 Q9UHX1-1  poly(U)-binding-splicing factor PUF60 [OS=Homo sapiens] 58.989 2.09.E+08 1.69.E+08 2.00.E+08 2.17.E+08 1.63.E+08 1.74.E+08 1.82.E+08 1.85.E+08 1.95.E+08 1.69.E+08 2.03.E+08 1.92.E+08
881 Q9GZS3 WD repeat-containing protein 61 [OS=Homo sapiens] 58.796  1.47.E+08 1.53.E+08 1.26.E+08 1.33.E+08 1.49.E+08 1.19.E+08 1.17.E+08 1.17.E+08 1.45.E+08 1.55.E+08 1.31.E+08 1.34.E+08

Protein transport protein Sec61 subunit alpha isoform 1

882 P61619 (OO . i 58.782 1.23.E+08 7.69.E+07 1.14.E+08 1.25.E+08 8.46.E+07 9.84.E+07 9.09.E+07 8.83.E+07 1.08.E+08 9.59.E+07 8.13.E+07 7.82.E+07
883 Q8N163-1 Cell cycle and apoptosis regulator protein 2 [OS=Homo sapiens] 58.747 2.47.E+08 2.37.E+08 2.51.E+08 2.60.E+08 2.35.E+08 2.38.E+08 2.35.E+08 2.44.E+08 2.48.E+08 2.48.E+08 2.50.E+08 2.66.E+08
884 P84243 histone H3.3 [0S=Homo sapiens] 58.72 5.23.E+08 3.94.E+08 4.25.E+08 3.89.E+08 5.33.E+08 5.38.E+08 4.84.E+08 4.45.E+08 4.49.E+08 4.08.E+08 3.96.E+08 3.20.E+08
885 Q06323-1  Proteasome activator complex subunit 1 [OS=Homo sapiens] 58.566 2.42.E+08 2.25.E+08 2.31.E+08 2.23.E+08 2.80.E+08 2.82.E+08 2.79.E+08 2.78.E+08 3.38.E+08 3.39.E+08 3.39.E+08 3.18.E+08
886 P16070 CD44 antigen [OS=Homo sapiens] 58.535 6.41.E+08 6.64.E+08 6.34.E+08 5.70.E+08 1.13.E+09 1.10.E+09 1.10.E+09 1.12.E+09 1.13.E+09 1.05.E+09 1.05.E+09 1.01.E+09
887 Q9Y5S9 RNA-binding protein 8A [OS=Homo sapiens] 58.325 2.57.E+08 2.72.E+08 2.76.E+08 2.62.E+08 2.47.E+08 2.70.E+08 2.66.E+08 2.49.E+08 2.36.E+08 2.60.E+08 2.51.E+08 2.36.E+08
888 P48507 Glutamate--cysteine ligase regulatory subunit [OS=Homo sapiens] 58.157 3.36.E+08 3.50.E+08 3.64.E+08 3.59.E+08 2.96.E+08 3.09.E+08 3.26.E+08 3.16.E+08 2.63.E+08 2.73.E+08 2.80.E+08 2.77.E+08

26S proteasome non-ATPase regulatory subunit 14 [OS=Homo

889 000487 58.149 1.75.E+08 3.00.E+08 2.88.E+08 2.62.E+08 2.86.E+08 2.84.E+08 1.55.E+08 1.67.E+08 3.01.E+08 2.87.E+08 2.92.E+08 2.83.E+08

sapiens]
890 Q12965  unconventional myosin-le [0S=Homo sapiens] 58.146 2.33E+08  208.E+08  2.35.E+08 | 2.24.E+08  225E+08 = 193.E+08 | 2.3L.E+08  288E+08 = 204.E+08  220.E+08  2.26.E+08  2.28.E+08
891  P51648 Fatty aldehyde dehydrogenase [0S=Homo sapiens] 58.032 4.40.E+08  4.06E+08  3.86.E+08  3.54.E+08  547.E+08 = 58LE+08 | 572.E+08  594E+08 = 433.E+08  372E+08  4.16.E+08  3.80.E+08
892 075131  Copine-3 [0S=Homo sapiens] 58.013 1.69.E+08  175E+08  184E+08  1.79.E+08  179E+08  180.E+08  1.36.E+08  145E+08 = 19LE+08  1.88.E+08  194E+08  2.05.E+08
893  P34896-1  Serine hydroxymethyltransferase, cytosolic [0S=Homo sapiens] 57.97 167.E+08  187.E+08  147.E+07  9.77.E+07 = 384E+07  197.E+07  4.22.E+07  218E+07 = B55E+06  979.E+06  7.96.E+07  8.23.E+06
894 000505  Importin subunit alpha-4 [0S=Homo sapiens] 57.849 103E+08  7.0LE+07  5.86.E+07 | 9.60.E+07 = 7.22E+07  8.14E+07 | B8.60.E+07  7.22E+07 = 915E+07  B8.14E+07 | 7.38.E+07 | 7.47.E+07
895 P00492 :';’;Z’:;?m'”e'g“a”'”e RHCSPHCIECSy IS S iaeel O oY 57.691 2.71E+08  265E+08 = 269.E+08  2.60.E+08 = 3.6LE+08 = 368.E+08  372.E+08  353E+08 = 359.E+08  351E+08  3.35E+08  3.50.E+08
896  Q9Y570 Protein phosphatase methylesterase 1 [0S=Homo sapiens] 57.685 187.E+08  162E+08  160.E+08  173E+08  185E+08  168.E+08  176.E+08  181E+08 = 213E+08  216.E+08  217.E+08  2.23.E+08
897 Q13724-1 Mannosyl-oligosaccharide glucosidase [OS=Homo sapiens] 57.546  1.06.E+08 1.06.E+08 9.36.E+07 1.18.E+08 1.00.E+08 9.64.E+07 8.78.E+07 7.90.E+07 1.09.E+08 1.05.E+08 1.15.E+08 1.03.E+08
898  Q14108-1 Lysosome membrane protein 2 [0S=Homo sapiens] 57.318 3.17.E+08 = 2092E+08  286.E+08 | 2.78.E+08  255E+08 = 243E+08 | 242.E+08  2.60.E+08 = 286.E+08  2.87.E+08  2.79.E+08  2.84.E+08
899 P31689-1 DnaJ homolog subfamily A member 1 [OS=Homo sapiens] 57.317 1.68.E+08 1.47.E+08 1.59.E+08 1.63.E+08 1.55.E+08 1.74.E+08 1.72.E+08 1.65.E+08 1.71.E+08 1.76.E+08 1.63.E+08 1.66.E+08

Mitochondrial import receptor subunit TOM22 homolog [OS=Homo

900 QINS69 .
sapiens]

57.139  1.59.E+08 1.31.E+08 1.77.E+08 1.93.E+08 1.56.E+08 1.88.E+08 1.88.E+08 1.77.E+08 1.67.E+08 1.55.E+08 1.34.E+08 6.70.E+07
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Supplemental Data 1. List of identified proteins

No. et Description Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDNG6-2 CLDN6-2 CLDNG6-2 CLDN6-2

) P Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4
901 Q15907 Ras-related protein Rab-11B [OS=Homo sapiens] 57.073 1.14.E+09 1.19.E+09 1.26.E+09 1.23.E+09 1.22.E+09 1.28.E+09 1.25.E+09 1.28.E+09 1.34.E+09 1.44.E+09 1.44.E+09 1.44.E+09
902 075828 Carbonyl reductase [NADPH] 3 [OS=Homo sapiens] 57.038  3.47.E+07 6.37.E+07 4.20.E+07 3.65.E+07 9.35.E+07 1.07.E+08 9.57.E+07 1.02.E+08 2.11.E+07 3.59.E+07 3.37.E+07 3.74.E+07
903 Q15637 Splicing factor 1 [OS=Homo sapiens] 56.991 2.47.E+08 2.49.E+08 2.58.E+08 2.53.E+08 2.49.E+08 2.31.E+08 2.30.E+08 2.27.E+08 2.33.E+08 2.38.E+08 2.58.E+08 2.51.E+08

Calcium-binding mitochondrial carrier protein Aralar2 [OS=Homo
sapiens]

%ﬁ‘*_'a;ﬁ;"g;’;gﬂgmr syl B sulavi e 56.916 5.21.E+08  532.E+08 = 4.60.E+08  5.14.E+08 | 553.E+08  5.73.E+08  5.33E+08 = 4.76.E+08 = 500.E+08 = 550.E+08 = 514.E+08 = 6.35.E+08
906 P42765 3-ketoacyl-CoA thiolase, mitochondrial [OS=Homo sapiens] 56.884 1.36.E+08 1.37.E+08 1.43.E+08 1.48.E+08 1.83.E+08 2.01.E+08 1.89.E+08 1.95.E+08 1.57.E+08 1.68.E+08 1.74.E+08 1.58.E+08
907 P62318 small nuclear ribonucleoprotein sm d3 [OS=Homo sapiens] 56.875 8.39.E+08 8.88.E+08 7.29.E+08 7.88.E+08 7.96.E+08 8.26.E+08 6.96.E+08 6.97.E+08 8.64.E+08 8.15.E+08 7.34.E+08 9.51.E+08
Serine/threonine-protein phosphatase 2A 56 kDa regulatory

904 Q9UJSO 56.946 1.81.E+08 1.67.E+08 1.78.E+08 1.80.E+08 1.46.E+08 1.24 E+08 1.17.E+08 1.19.E+08 1.84.E+08 1.37.E+08 1.69.E+08 1.75.E+08

905 P68402-1

908 Q13362 R . X 56.787 2.13.E+08 2.06.E+08 1.80.E+08 2.09.E+08 2.00.E+08 2.03.E+08 1.81.E+08 2.02.E+08 2.02.E+08 1.95.E+08 1.82.E+08 2.04.E+08
subunit gamma isoform [OS=Homo sapiens]

909 Q13620 Cullin-4B [OS=Homo sapiens] 56.744  9.76.E+07 6.54.E+07 8.06.E+07 8.40.E+07 8.93.E+07 8.84.E+07 6.68.E+07 6.90.E+07 1.20.E+08 8.93.E+07 9.27.E+07 9.21.E+07

910 Q9BUP3  Oxidoreductase htatip2 [OS=Homo sapiens] 56.722 2.47.E+08 2.42.E+08 2.43.E+08 2.16.E+08 2.35.E+08 2.31.E+08 2.57.E+08 1.52.E+08 2.91.E+08 3.41.E+08 3.26.E+08 3.51.E+08

911 Q16543 Hsp90 co-chaperone Cdc37 [OS=Homo sapiens] 56.669  3.85.E+08 3.51.E+08 3.57.E+08 3.52.E+08 3.11.E+08 3.20.E+08 3.70.E+08 3.47.E+08 3.84.E+08 3.72.E+08 3.48.E+08 3.59.E+08

1,2-dihydroxy-3-keto-5-methylthiopentene dioxygenase [OS=Homo
sapiens]

Platelet-activating factor acetylhydrolase IB subunit alpha
[OS=Homo sapiens]

912 Q9BV57 56.654 4.00.E+08 4.22 E+08 4.16.E+08 4.12.E+08 3.76.E+08 3.90.E+08 3.25.E+08 3.89.E+08 4.42 E+08 4.59.E+08 4.58.E+08 4.69.E+08

913 P43034 56.612 2.96.E+08 2.98.E+08 3.49.E+08 2.99.E+08 3.20.E+08 3.05.E+08 2.94.E+08 3.06.E+08 1.85.E+08 2.24.E+08 2.07.E+08 2.31.E+08

914 P50995  annexin A1l [OS=Homo sapiens] 56.524  4.50.E+08 4.92.E+08 4.80.E+08 3.55.E+08 3.94.E+08 3.89.E+08 3.99.E+08 4.18.E+08 2.39.E+08 3.36.E+08 3.44.E+08 3.43.E+08
915 Q9H3P7  Golgi resident protein GCP60 [OS=Homo sapiens] 56.472  6.11.E+07 6.30.E+07 6.40.E+07 6.39.E+07 6.16.E+07 6.66.E+07 6.55.E+07 6.54.E+07 7.22.E+07 5.74.E+07 7.39.E+07 7.85.E+07
916 P20340-2  Isoform 2 of Ras-related protein Rab-6A [0S=Homo sapiens] 56.38 1.11.E+09 1.10.E+09 1.13.E+09 1.12.E+09 7.75.E+08 8.91.E+08 8.13.E+08 8.34.E+08 9.24.E+08 8.94.E+08 9.23.E+08 9.04.E+08
917 Q15843  NEDDB8 [0S=Homo sapiens] 56.377 4.06.E+08 3.75.E+08 3.86.E+08 4.14 E+08 4.11.E+08 4.30.E+08 4.37.E+08 4.18.E+08 4.72.E+08 5.00.E+08 4.65.E+08 4.45.E+08

Apoptotic chromatin condensation inducer in the nucleus

o18  Qoukval (ORI e eene] 56.375 10LE+08  7.0LE+07 = 9.35E+07  843E+07  7.78E+07  617.E+07 | 843.E+07  7.74E+07 = B89LE+07 = B817.E+07  7.3LE+07  7.30.E+07
919  Q9UDY4  DnaJ homolog subfamily B member 4 [0S=Homo sapiens] 56.35 7.65.E+07  7.76E+07 | 6.65E+07 = 6.90.E+07 = 6.99.E+07  650.E+07 = 7.00.E+07 = 584E+07 | 829.E+07 | 7.72E+07 | T4LE+07 | B8.37.E+07
920  060936-2  Nucleolar protein 3 [0S=Homo sapiens] 56.247 130.E+08  122E+08  130.E+08  1.17.E+08  113E+08  109.E+08  1.13.E+08  112E+08  202.E+08  196.E+08  188.E+08  185.E+08
921  Q8WWIL-3 Isoform 3 of LIM domain only protein 7 [0S=Homo sapiens] 56174 119.E+08  115E+08  117.E+08  115E+08  160E+08  172E+08  170.E+08  180.E+08 = 148.E+08  173E+08  179.E+08  154.E+08
922 QINQR4  Omega-amidase NIT2 [0S=Homo sapiens] 56.135 125E+08  114E+08  108.E+08  1.23E+08  O5LE+07  103.E+08  9.50.E+07  9.48E+07 = B813.E+07  6.ILE+07  7.98.E+07  9.40.E+07
923 Q96C86  M7GpppX diphosphatase [0S=Homo sapiens] 56.124 146.E+08  124E+08 = 152E+08  174E+08  161E+08  143E+08  167.E+08  160.E+08  150.E+08 = 178E+08  154E+08  159E+08
924 P55769  NHP2-like protein 1 [0S=Homo sapiens] 5611 3.87.E+08  3.74E+08  4.14.E+08  3.97.E+08 = 286.E+08  3.17.E+08  3.20.E+08  3.17.E+08 = 3.43.E+08  3.92.E+08  3.76.E+08  3.97.E+08
925  P46108-1 Adapter molecule crk [0S=Homo sapiens] 56.071 2.35E+08  23LE+08  257.E+08 | 2.71.E+08 = 219E+08  221E+08  228.E+08  223E+08 = 126E+08  182E+08  188.E+08  1.26.E+08
926 QOY6N5 Ss:;'g:;?“'"""e Ofttorels e, Mied et [US=emn 55080 2.16.E+08 = 1.87.E+08  2.30.E+08 = 183.E+08  285E+08  250.E+08 = 296.E+08 = 290.E+08 = 2.95E+08 = 3.15.E+08 = 3.22.E+08  3.12.E+08
927 094973  AP-2 complex subunit alpha-2 [0S=Homo sapiens] 55809 196.E+08  185E+08  188.E+08  2.02.E+08  209.E+08  204E+08  2.00.E+08  205E+08  224E+08  2.26.E+08  2.19.E+08  2.27.E+08

928 P23368-1  NAD-dependent malic enzyme, mitochondrial [OS=Homo sapiens] 55.846 1.79.E+08 1.76.E+08 1.93.E+08 1.11.E+08 7.88.E+07 1.28.E+08 8.12.E+07 1.59.E+08 5.41.E+07 1.05.E+08 1.06.E+08 4.25.E+07

ribonucleoside-diphosphate reductase subunit M2 [OS=Homo
sapiens]

930 Q02750 %“sa'_Z‘;en:g'gg)ir::;ge”'aCt“’a‘ed [pretEin bEse [diEse 1 55725 195E+08  179.E+08 = 213.E+08  1.89.E+08 = 215E+08 = 215E+08 = 220.E+08  234E+08 = 187.E+08 = 228E+08  2.19.E+08 = 2.23.E+08
931 P46937-1  Transcriptional coactivator YAP1 [OS=Homo sapiens] 55.69 1.40.E+08 1.33.E+08 1.40.E+08 1.35.E+08 1.42.E+08 1.19.E+08 1.60.E+08 1.39.E+08 1.85.E+08 1.78.E+08 1.89.E+08 1.82.E+08
932 P55957-1  BH3-interacting domain death agonist [OS=Homo sapiens] 55.574  4.94.E+07 6.34.E+07 5.31.E+07 6.82.E+07 7.81.E+07 8.01.E+07 8.16.E+07 7.61.E+07 7.42.E+07 7.83.E+07 7.70.E+07 7.69.E+07
Isoform 3 of Eukaryotic peptide chain release factor GTP-binding

929 P31350-1 55.821 1.51.E+08 1.42.E+08 1.49.E+08 1.55.E+08 1.53.E+08 1.48.E+08 1.43.E+08 1.54.E+08 1.31.E+08 1.19.E+08 1.26.E+08 1.25.E+08

933 P15170-3 . . 55573  3.84.E+08 3.85.E+08 4.15.E+08 3.95.E+08 3.65.E+08 3.91.E+08 3.89.E+08 4.09.E+08 4.26.E+08 4.49.E+08 4.47 E+08 4.77.E+08
subunit ERF3A [OS=Homo sapiens]
934 P84103 Serine/arginine-rich splicing factor 3 [0S=Homo sapiens] 55.568 1.34.E+09 1.33.E+09 1.35.E+09 1.33.E+09 1.09.E+09 1.16.E+09 1.17.E+09 1.17.E+09 1.30.E+09 1.29.E+09 1.25.E+09 1.36.E+09
935 Q9H583 HEAT repeat-containing protein 1 [OS=Homo sapiens] 55.558  1.45.E+08 1.46.E+08 1.50.E+08 1.42.E+08 1.32.E+08 1.27.E+08 1.17.E+08 8.72.E+07 1.45.E+08 1.44 E+08 1.46.E+08 1.48.E+08
936 Q13895 Bystin [OS=Homo sapiens] 55.547  2.19.E+08 2.10.E+08 2.05.E+08 2.35.E+08 1.90.E+08 1.87.E+08 1.90.E+08 1.80.E+08 1.52.E+08 1.55.E+08 1.54.E+08 1.62.E+08
937 Q6P1M3-1 Lethal(2) giant larvae protein homolog 2 [OS=Homo sapiens] 55.343 1.20.E+08 1.09.E+08 1.17.E+08 1.21.E+08 1.01.E+08 8.76.E+07 9.07.E+07 7.98.E+07 9.84.E+07 7.63.E+07 6.90.E+07 7.71.E+07
938 Q8lysl pre-rRNA processing protein FTSJ3 [OS=Homo sapiens] 55.294  8.70.E+07 9.57.E+07 6.48.E+07 9.28.E+07 8.11.E+07 6.60.E+07 7.61.E+07 5.55.E+07 7.06.E+07 6.05.E+07 7.52.E+07 6.19.E+07
939 P63000-1 Ras-related C3 botulinum toxin substrate 1 [OS=Homo sapiens] 55.267 1.17.E+09 1.16.E+09 1.24.E+09 1.26.E+09 1.28.E+09 1.34.E+09 1.28.E+09 1.39.E+09 1.06.E+09 1.23.E+09 1.23.E+09 1.22.E+09
940 P46060 Ran GTPase-activating protein 1 [OS=Homo sapiens] 55.219 1.02.E+08 1.03.E+08 1.31.E+08 1.39.E+08 1.25.E+08 1.53.E+08 8.01.E+07 7.98.E+07 1.64.E+08 1.66.E+08 1.61.E+08 1.67.E+08
941 P14324 Farnesyl pyrophosphate synthase [OS=Homo sapiens] 55.157 2.92.E+08 2.82.E+08 2.87.E+08 2.77.E+08 2.57.E+08 2.63.E+08 2.73.E+08 2.65.E+08 2.67.E+08 2.43.E+08 2.58.E+08 2.56.E+08
942 P04183 Thymidine kinase, cytosolic [OS=Homo sapiens] 55.134 1.13.E+08 1.20.E+08 1.25.E+08 1.21.E+08 1.20.E+08 1.32.E+08 1.42.E+08 1.24.E+08 8.44.E+07 9.29.E+07 8.65.E+07 8.44.E+07
943 QINVP1 ATP-dependent RNA helicase DDX18 [OS=Homo sapiens] 54.987 2.46.E+08 2.87.E+08 2.74.E+08 2.83.E+08 2.34.E+08 2.43.E+08 2.93.E+08 1.75.E+08 2.48.E+08 2.50.E+08 2.83.E+08 2.55.E+08
944 043396 Thioredoxin-like protein 1 [OS=Homo sapiens] 54.682 2.66.E+08 2.77.E+08 2.77.E+08 2.85.E+08 2.79.E+08 2.68.E+08 2.72.E+08 2.87.E+08 2.98.E+08 2.90.E+08 3.02.E+08 2.93.E+08
945 Q9BQ52-1  Zinc phosphodiesterase ELAC protein 2 [OS=Homo sapiens] 54.582 1.47.E+08 1.07.E+08 1.06.E+08 1.38.E+08 1.24.E+08 9.10.E+07 8.92.E+07 1.18.E+08 7.08.E+07 8.15.E+07 8.07.E+07 8.35.E+07
946 P46778 60S ribosomal protein L21 [OS=Homo sapiens] 54.478  1.56.E+09 1.52.E+09 1.45.E+09 1.30.E+09 1.38.E+09 1.29.E+09 1.29.E+09 1.37.E+09 1.33.E+09 1.23.E+09 1.28.E+09 1.22.E+09
947  Q9Y5M8 :ESZL;?COQ"“'O” el Rty S et [0S Aaii 54423 6.47.E+07 = 7.29.E+07  7.67.E+07 = 7.08E+07 = 6.4LE+07 = 7.94E+07 = 7.6L.E+07 = 7.67.E+07 = 7.90.E+07  7.38.E+07 = 7.25.E+07  7.43.E+07
948 Q14019 coactosin-like protein [0S=Homo sapiens] 54.415 9.51.E+07 9.54.E+07 9.03.E+07 8.06.E+07 1.85.E+08 1.85.E+08 2.05.E+08 1.88.E+08 2.39.E+08 2.44.E+08 2.44.E+08 2.44.E+08
e @ovees  uEmEl UDPEEE e 2a st 54389 145E+08  182.E+08 = 1.89.E+08  1.81E+08 | 7.38E+07  877.E+07  B8.60.E+07 = 857.E+07 = 2.28E+08  2.15E+08 = 226.E+08 = 2.38.E+08
acetylmannosamine kinase [OS=Homo sapiens]
950 Q01081 Splicing factor U2AF 35 kDa subunit [OS=Homo sapiens] 54.331 2.82.E+08 2.61.E+08 2.55.E+08 2.54.E+08 2.57.E+08 2.48.E+08 2.54.E+08 2.22.E+08 2.42.E+08 2.41.E+08 2.30.E+08 2.36.E+08
951 Q01130 serine/arginine-rich splicing factor 2 [OS=Homo sapiens] 54.263 5.49.E+08 5.47.E+08 6.05.E+08 5.75.E+08 5.49.E+08 5.71.E+08 5.66.E+08 5.78.E+08 5.67.E+08 6.21.E+08 6.37.E+08 6.17.E+08
952 Q9UHY7  Enolase-phosphatase E1 [OS=Homo sapiens] 54.202 1.86.E+08 1.81.E+08 1.78.E+08 1.85.E+08 1.58.E+08 1.63.E+08 1.50.E+08 1.41.E+08 1.66.E+08 1.46.E+08 1.42.E+08 1.77.E+08
953 Q04837 Ss;':)?;':]”a”ded DRI Tl (e el O Al 54187 2.65E+08  258.E+08  248.E+08  189.E+08 = 244E+08  241E+08 = 236.E+08 = 2.38E+08 = 294E+08  343.E+08 = 3.00.E+08  2.87.E+08
954 Q86UP2-1  Kinectin [OS=Homo sapiens] 54.165 8.23.E+07 7.84.E+07 7.34.E+07 8.47.E+07 7.90.E+07 8.47.E+07 8.04.E+07 8.06.E+07 8.59.E+07 8.40.E+07 1.51.E+08 7.92.E+07
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Supplemental Data 1. List of identified proteins

No. et Description Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDNG6-2 CLDN6-2 CLDNG6-2 CLDN6-2
) P Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4
955 P09661 U2 small nuclear ribonucleoprotein A' [OS=Homo sapiens] 53.941 2.54.E+08 2.35.E+08 2.62.E+08 2.57.E+08 2.47.E+08 2.42.E+08 2.64.E+08 2.67.E+08 2.73.E+08 2.90.E+08 2.83.E+08 2.82.E+08

Lymphokine-activated killer T-cell-originated protein kinase
[OS=Homo sapiens]
UDP-glucose:glycoprotein glucosyltransferase 1 [0OS=Homo

956 Q96KB5 53.858 1.09.E+08 1.13.E+08 1.30.E+08 8.92.E+07 1.07.E+08 1.01.E+08 1.12.E+08 1.16.E+08 1.54.E+08 1.56.E+08 1.60.E+08 1.55.E+08

957 QO9NYU2-1 53.825 8.08.E+07 7.14.E+07 8.36.E+07 7.45.E+07 7.05.E+07 7.56.E+07 7.60.E+07 6.68.E+07 5.37.E+07 6.15.E+07 5.98.E+07 6.39.E+07

sapiens]
958 P51570 galactokinase [0OS=Homo sapiens] 53.811 1.22.E+08 1.13.E+08 1.11.E+08 8.34.E+07 1.19.E+08 9.61.E+07 1.20.E+08 1.02.E+08 8.29.E+07 6.66.E+07 6.74.E+07 6.17.E+07
959 Q13177 Serine/threonine-protein kinase PAK 2 [OS=Homo sapiens] 53.81 1.43.E+08 1.53.E+08 1.39.E+08 1.38.E+08 1.90.E+08 1.90.E+08 1.97.E+08 2.04.E+08 2.28.E+08 2.17.E+08 2.02.E+08 2.17.E+08
960 060841 Eukaryotic translation initiation factor 5B [OS=Homo sapiens] 53.524 2.13.E+08 9.92.E+07 1.01.E+08 1.01.E+08 9.68.E+07 1.01.E+08 9.00.E+07 8.28.E+07 2.22.E+08 1.04.E+08 1.02.E+08 9.85.E+07
961 Q8NBJ7-1  Sulfatase-modifying factor 2 [OS=Homo sapiens] 53.495 2.57.E+08 2.65.E+08 2.34.E+08 2.29.E+08 2.43.E+08 1.82.E+08 1.81.E+08 1.92.E+08 2.17.E+08 1.97.E+08 1.38.E+08 1.95.E+08
962 Q9BPW8  Protein NipSnap homolog 1 [OS=Homo sapiens] 53.465 3.70.E+08 3.31.E+08 3.37.E+08 3.09.E+08 2.85.E+08 2.61.E+08 2.87.E+08 2.51.E+08 4.49.E+08 4.14.E+08 4.14.E+08 4.08.E+08
963 P61201-1 COP9 signalosome complex subunit 2 [OS=Homo sapiens] 53.269 1.93.E+08 1.43.E+08 1.58.E+08 1.04.E+08 1.75.E+08 1.07.E+08 1.14.E+08 1.01.E+08 1.70.E+08 9.73.E+07 1.37.E+08 1.13.E+08
964 P38606 V-type proton ATPase catalytic subunit A [OS=Homo sapiens] 53.183 1.01.E+08 6.21.E+07 1.20.E+08 6.86.E+07 1.18.E+08 9.79.E+07 1.16.E+08 1.02.E+08 1.14.E+08 1.44.E+08 1.29.E+08 6.48.E+07

Mannose-P-dolichol utilization defect 1 protein [OS=Homo

965 075352 e 53.161 2.29.E+08 2.26.E+08 2.25.E+08 2.45.E+08 2.53.E+08 2.51.E+08 2.62.E+08 2.64.E+08 2.04.E+08 2.08.E+08 2.19.E+08 2.22.E+08
966 P83731 60S ribosomal protein L24 [OS=Homo sapiens] 53.143  2.01.E+09 2.09.E+09 2.06.E+09 1.97.E+09 1.88.E+09 1.86.E+09 1.88.E+09 1.89.E+09 1.93.E+09 1.84.E+09 1.87.E+09 1.81.E+09
967 095361-1  Tripartite motif-containing protein 16 [OS=Homo sapiens] 53.118 1.40.E+08 1.30.E+08 1.30.E+08 1.66.E+08 1.73.E+08 1.70.E+08 2.44.E+08 2.42.E+08 1.13.E+08 9.86.E+07 1.02.E+08 8.26.E+07
968 Q07157 Tight junction protein ZO-1 [OS=Homo sapiens] 53.081 9.39.E+07 9.35.E+07 1.05.E+08 9.19.E+07 1.21.E+08 1.23.E+08 1.28.E+08 1.22.E+08 9.90.E+07 1.06.E+08 9.55.E+07 9.32.E+07
969 P50570-1  Dynamin-2 [OS=Homo sapiens] 52.922 1.55.E+08 9.92.E+07 9.55.E+07 1.06.E+08 1.34.E+08 9.97.E+07 1.09.E+08 6.54.E+07 1.35.E+08 8.49.E+07 1.33.E+08 1.21.E+08
970 P62854 40S ribosomal protein S26 [OS=Homo sapiens] 52.833 1.32.E+09 1.34.E+09 1.33.E+09 1.44.E+09 1.30.E+09 1.22.E+09 1.25.E+09 1.30.E+09 1.18.E+09 1.22.E+09 1.24.E+09 1.24.E+09
971 P42126 Enoyl-CoA delta isomerase 1, mitochondrial [OS=Homo sapiens] 52.766  4.91.E+08 4.28.E+08 4.51.E+08 4.14.E+08 4.05.E+08 4.02.E+08 3.99.E+08 3.34.E+08 3.61.E+08 3.56.E+08 3.65.E+08 3.68.E+08
972 P61916 Epididymal secretory protein E1 [OS=Homo sapiens] 52.764  3.94.E+08 3.71.E+08 3.78.E+08 3.89.E+08 4.15.E+08 4.12.E+08 3.99.E+08 3.94.E+08 6.39.E+08 6.00.E+08 6.53.E+08 6.34.E+08
973 P49023 Paxillin [0OS=Homo sapiens] 52.763  6.69.E+07 6.25.E+07 6.41.E+07 6.36.E+07 8.58.E+07 9.07.E+07 8.50.E+07 8.26.E+07 8.49.E+07 8.85.E+07 9.10.E+07 9.09.E+07
974 Q15008 i:;grzglteas"me ATz (e isrsy Gl iuafi (3 FORS Rle 52,625 2.93.E+08  3.39.E+08  3.07.E+08 = 3.24E+08 = 356.E+08  3.18E+08 = 229.E+08 = 347.E+08 = 4.0LE+08  3.72.E+08 = 3.77.E+08  3.23.E+08
975 P06730 Eukaryotic translation initiation factor 4E [OS=Homo sapiens] 52.623 6.67.E+08 7.10.E+08 7.21.E+08 6.48.E+08 6.37.E+08 6.43.E+08 6.51.E+08 6.57.E+08 7.44.E+08 7.68.E+08 7.51.E+08 7.07.E+08

976 = 043598-1 i;siee‘;"sy]”“de(’s'de S RHyRlelED i [OS=HRED 52542 6.0LE+08  542.E+08 = 5.41E+08 = 45LE+08 = 474E+08  4.33E+08  4.38.E+08  4.82E+08  6.18.E+08  5.37.E+08  544E+08  5.82.E+08
977 P53004 Biliverdin reductase A [0S=Homo sapiens] 52495 141E+08  142E+08  163E+08  128.E+08  206E+08 = 199.E+08  210.E+08  183E+08  199E+08  191.E+08  183E+08  189.E+08
978 Q9UNFO Protein kinase C and casein kinase substrate in neurons protein 2

) 52.452  3.40.E+08 3.36.E+08 3.60.E+08 3.35.E+08 3.17.E+08 3.12.E+08 2.99.E+08 3.13.E+08 3.12.E+08 3.19.E+08 3.21.E+08 3.08.E+08
[OS=Homo sapiens]

979 P06396  Gelsolin [0S=Homo sapiens] 52447 957.E+07  104E+08 = 929E+07  111E+08  1.14.E+08  123E+08  160.E+08 = 121E+08  194E+08  1.82E+08  170.E+08  1.93.E+08
980 P50914  60S ribosomal protein L14 [0S=Homo sapiens] 52186 2.34E+09 = 248E+09 | 265E+09 = 260.E+09 = 231.E+09 = 235E+09 = 233.E+09 = 2.39.E+09 = 20LE+09 = 239.E+09 = 243E+09  2.43.E+09
981 = Q8N6T3-1 :;)Té:ls’rsy'a“m it S-SR C T [EiEn I [E=HEmD 5215 833.E+07  1.10.E+08  15LE+08  9.75.E+07 = 8.80.E+07 = 9.06.E+07 = 9.08E+07 = 9.28E+07  141.E+08  1.39.E+08  1.30.E+08  1.35.E+08
982 P63167 Dynein light chain 1, cytoplasmic [OS=Homo sapiens] 51.982 6.89.E+08 7.10.E+08 6.41.E+08 5.58.E+08 6.59.E+08 6.16.E+08 6.06.E+08 6.06.E+08 7.31.E+08 6.57.E+08 6.76.E+08 7.17.E+08
983  Q5JPE7  NODAL modulator 2 [0S=Homo sapiens] 51924 890.E+07  7.24E+07 | 656.E+07  8.24E+07 = 6.85.E+07 = 474E+07 | 6.96.E+07 = 6.81E+07  7.75E+07  856.E+07  8.22E+07  7.97.E+07
984  Q5VYK3 :;‘;ti::fme'assm'amd BlcieiniEchizilheonoll Lo 51.901 8.30.E+07 = 7.82.E+07  835E+07  7.37.E4+07 = 8.09.E+07 = 844E+07 = 102.E+08  8.89.E+07 = 9.03.E+07 = 8.96.E+07 = 9.36.E+07  8.29.E+07
Dihydrolipoyllysine-residue acetyltransferase component of
985 P10515 pyruvate dehydrogenase complex, mitochondrial [OS=Homo 51.883 1.24.E+08 1.24.E+08 1.27.E+08 1.38.E+08 1.13.E+08 1.17.E+08 1.18.E+08 1.29.E+08 1.17.E+08 1.19.E+08 1.14.E+08 1.08.E+08
sapiens]
986 P63172  Dynein light chain Tctex-type 1 [0S=Homo sapiens] 51.855 B8.75E+07  8.15E+07 = 9.82.E+07  108.E+08  B892.E+07  109E+08  106.E+08  101E+08  10LE+08  1.06E+08  104E+08  1.03.E+08
987 P49915  GMP synthase [glutamine-hydrolyzing] [0S=Homo sapiens] 51797 164E+08  137.E+08  148E+08  134E+08  149.E+08  116E+08  132.E+08 = 1.75E+08  120E+08  123E+08  125E+08  1.31.E+08
988  060888-1 Protein CutA [0S=Homo sapiens] 5169 3.28E+08  270.E+08  2.75E+08  294E+08  3.36.E+08  3.24E+08  3.33.E+08  254.E+08 = 353.E+08  3.52E+08  3.390.E+08  3.55.E+08

guanine nucleotide-binding protein G(i) subunit alpha-2 [OS=Homo

989 P04899-1 SEvlEnE 51.682 6.36.E+07 7.62.E+07 6.58.E+07 7.20.E+07 1.04.E+08 9.66.E+07 9.99.E+07 1.04.E+08 8.20.E+07 8.44.E+07 9.19.E+07 7.09.E+07
990 043169 Cytochrome b5 type B [0S=Homo sapiens] 51.625 2.05.E+08 1.96.E+08 1.95.E+08 1.91.E+08 1.74.E+08 1.54.E+08 1.59.E+08 1.60.E+08 2.39.E+08 2.80.E+08 2.74.E+08 2.68.E+08
991 P62942 Peptidyl-prolyl cis-trans isomerase FKBP1A [OS=Homo sapiens] 51.307 3.83.E+08 4.12.E+08 3.97.E+08 4.15.E+08 4.36.E+08 4.60.E+08 4.42.E+08 4.59.E+08 4.78.E+08 5.43.E+08 5.30.E+08 5.11.E+08
992 Q9BZQ8 Protein Niban [OS=Homo sapiens] 51.226 1.76.E+08 1.65.E+08 1.80.E+08 1.72.E+08 2.19.E+08 1.97.E+08 2.27.E+08 2.22.E+08 2.05.E+07 2.88.E+07 2.55.E+07 1.44 E+07
993 P28331-1 Fgg’_’:;;’:;‘g‘:;;’;;x'dmm“C‘ase 73 (40 ST, (] 51219 7.98E+07  7.4E+07 = 8.15E+07  582E+07 = 5.12.E+07  6.14.E+07 = 495.E+07 = 553E+07  6.23.E+07  875E+07 = 854E+07  1.00.E+08
994 Q8WUF5  RelA-associated inhibitor [0S=Homo sapiens] 51.157 1.01.E+08 1.09.E+08 1.06.E+08 1.04.E+08 1.17.E+08 1.48.E+08 1.44.E+08 1.54.E+08 8.20.E+07 9.25.E+07 9.15.E+07 9.08.E+07
995 P25685 dnaJ homolog subfamily B member 1 [OS=Homo sapiens] 51.086 2.49.E+08 2.45.E+08 2.25.E+08 2.25.E+08 2.54.E+08 2.54.E+08 2.58.E+08 2.40.E+08 2.21.E+08 1.99.E+08 2.37.E+08 2.23.E+08
996 Q14116 Interleukin-18 [OS=Homo sapiens] 51.017 2.54.E+08 2.37.E+08 2.36.E+08 2.60.E+08 3.82.E+08 3.86.E+08 3.82.E+08 3.70.E+08 4.07.E+08 4.32.E+08 4.15.E+08 4.27.E+08
997 Q6GMV3  Putative peptidyl-tRNA hydrolase PTRHD1 [OS=Homo sapiens] 50.955 1.10.E+08 6.48.E+07 8.36.E+07 6.98.E+07 7.45.E+07 5.60.E+07 6.02.E+07 5.82.E+07 1.19.E+08 9.88.E+07 9.41.E+07 1.14.E+08
998 Q9H910-1  Jupiter microtubule associated homolog 2 [OS=Homo sapiens] 50.925 2.87.E+08 2.95.E+08 3.00.E+08 2.82.E+08 2.02.E+08 2.08.E+08 1.80.E+08 2.16.E+08 2.66.E+08 3.56.E+08 3.84.E+08 3.45.E+08

999 P52306-1 Rapl GTPase-GDP dissociation stimulator 1 [OS=Homo sapiens] 50.921 4.35.E+07 3.70.E+07 3.86.E+07 3.61.E+07 3.90.E+07 4.63.E+07 4.72.E+07 4.40.E+07 4.69.E+07 5.00.E+07 4.98.E+07 4.63.E+07

1000 075116 Rho-associated protein kinase 2 [0S=Homo sapiens] 50.876  1.60.E+08 1.47.E+08 1.58.E+08 1.66.E+08 1.26.E+08 1.34.E+08 1.32.E+08 1.27.E+08 1.66.E+08 1.64.E+08 1.75.E+08 1.89.E+08
Membrane-associated progesterone receptor component 2

1001 015173 (O p—— 50.74  2.99.E+08 3.06.E+08 3.21.E+08 3.24.E+08 2.71.E+08 2.85.E+08 2.81.E+08 2.82.E+08 3.46.E+08 3.54.E+08 3.57.E+08 3.45.E+08
1002 Q9Y383 Putative RNA-binding protein Luc7-like 2 [OS=Homo sapiens] 50.721  2.05.E+08 2.08.E+08 1.95.E+08 2.51.E+08 2.08.E+08 2.56.E+08 1.79.E+08 2.57.E+08 2.05.E+08 2.72.E+08 2.24.E+08 2.69.E+08
1003 QINSE4  Isoleucine--tRNA ligase, mitochondrial [OS=Homo sapiens] 50.707 1.42.E+08 1.45.E+08 1.65.E+08 1.56.E+08 1.31.E+08 1.33.E+08 1.29.E+08 1.38.E+08 1.45.E+08 1.24.E+08 1.42.E+08 1.53.E+08
1004 P00403 Cytochrome c oxidase subunit 2 [OS=Homo sapiens] 50.7 4.61.E+08 4.36.E+08 4.57.E+08 4.57.E+08 4.47 E+08 4.40.E+08 4.57.E+08 4.16.E+08 3.59.E+08 3.27.E+08 3.52.E+08 3.65.E+08
1005 P62995 transformer-2 protein homolog beta [OS=Homo sapiens] 50.693  2.85.E+08 2.72.E+08 2.76.E+08 2.87.E+08 2.77.E+08 2.89.E+08 2.84.E+08 2.75.E+08 2.77.E+08 2.86.E+08 2.88.E+08 2.79.E+08
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Supplemental Data 1. List of identified proteins

Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-2 CLDN6-2 CLDN6-2 CLDN6-2

e accessel DSl Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4

1006 QOUQBS %as':jg:q‘zf'szsi'g:]ge”es's Ml A-esemeri ] e 2 50.654 153.E+08 ~ 125E+08 = 143.E+08  162E+08 = 161.E+08  15LE+08  163.E+08  134E+08  122E+08  143E+08  157.E+08  1.55.E+08

1007 P23229-1 integrin alpha-6 [0S=Homo sapiens] 50.634 6.57.E+07 5.44.E+07 4.99.E+07 5.41.E+07 1.69.E+08 2.05.E+08 1.63.E+08 1.62.E+08 1.03.E+08 7.96.E+07 8.47.E+07 7.54.E+07
1008 P61077-1  Ubiquitin-conjugating enzyme E2 D3 [OS=Homo sapiens] 50.623 4.41.E+08 4.09.E+08 3.98.E+08 3.92.E+08 4.10.E+08 4.09.E+08 4.14.E+08 4.09.E+08 4.14.E+08 3.90.E+08 3.85.E+08 3.83.E+08

WGTD  QEEEva | el SUBE/A GElEr S, e [CESE e 50501 1.96.E+08  184.E+08 = 185E+08  1.68.E+08 & 137.E+08  161E+08  168E+08  147.E+08  179.E+08  157.E+08  179.E+08  1.78.E+08

sapiens]
1010  P49753-1 ::gi"ecn(ﬁnzyme AUTEEsREED 2, e [CS=D 5050 1.37.E+08 = 120.E+08 = 126.E+08  128E+08 = 1.20.E+08  115E+08 = 1.28E+08  121.E+08  152E+08  1.69.E+08  198.E+08  1.71.E+08
1011 PO7203  Glutathione peroxidase 1 [0S=Homo sapiens] 50.456 130.E+08  145E+08 = 129E+08 | 122.E+08  207.E+08 = 199.E+08 | 221.E+08  224E+08 = 207.E+08  172E+08  188.E+08  2.38.E+08
1012 QYUBB4-1 Ataxin-10 [0S=Homo sapiens] 50411 1.36.E+08  116.E+08  9.03.E+07  122E+08  133.E+08  1201.E+08  119E+08  111E+08  147.E+08  1.23E+08  126.E+08  1.29.E+08
1013 Q6IBSO  Twinfilin-2 [0S=Homo sapiens] 50.351 4.24E+07 = 560E+07 = 538E+07 | 575E+07 | 652E+07  7.73E+07 | 7.21.E+07  6.93E+07 = 6.35E+07  6.62.E+07 | 6.37.E407 | 7.2LE+07
1014 Q15717  ELAV-like protein 1 [0S=Homo sapiens] 50.193 4.38.E+08  4.94.E+08  496.E+08  4.65.E+08  4.68.E+08 = 4.87.E+08  5.02E+08  4.99.E+08  4.99.E+08 = 4.93E+08  5.04.E+08  4.79.E+08
1015  QYUBX3  Mitochondrial dicarboxylate carrier [0S=Homo sapiens] 50121 119.E+08  122E+08  126E+08  134.E+08  109E+08  107.E+08  122.E+08  121E+08  B8.75E+07  9.98E+07 = 10LE+08  1.09.E+08
1016 Q15370  Elongin-B [0S=Homo sapiens] 50071 241E+08  235E+08  25LE+08  250.E+08  2.61.E+08 = 2.90.E+08  248.E+08  275E+08  2.62.E+08  2.97.E+08  3.03.E+08  2.75.E+08

Replication protein A 70 kDa DNA-binding subunit [OS=Homo

1017 pareos TS 50.009 144E+08  135E+08 = 147.E+08  162E+08  133E+08  149E+08  158.E+08  136E+08 = 154E+08  131E+08  150.E+08  155.E+08
1018 Q9BZE9 tether containing UBX domain for GLUT4 [0S=Homo sapiens] 49854 770.E+07 = 655E+07 | 6.95E+07 | 6.98E+07 | 3.49E+07  3.14E+07 | 529E+07  341E+07 | 4.80.E+07  3.70.E+07 = 3.36.E+07  4.28E+07
1019 Q9ULC4-1 Malignant T-cell-amplified sequence 1 [0S=Homo sapiens] 49.759 1.81.E+08 1.39.E+08 1.55.E+08 1.63.E+08 1.67.E+08 1.51.E+08 1.49.E+08 1.55.E+08 1.70.E+08 1.87.E+08 1.70.E+08 2.01.E+08
1020 Q92621  Nuclear pore complex protein Nup205 [0S=Homo sapiens] 49728 692E+07 = 7.21E+07 | 568.E+07  564E+07  564E+07  517.E+07 | 6.23E+07 = 543E+07 | 6.8.E+07  6.39.E+07  6.28E+07  6.8LE+07
1021 075937 DnaJ homolog subfamily C member 8 [0S=Homo sapiens] 49.67 1.43.E+08 1.47.E+08 1.39.E+08 1.36.E+08 1.32.E+08 1.32.E+08 1.30.E+08 1.35.E+08 1.67.E+08 1.68.E+08 1.55.E+08 1.61.E+08
1022 043747-1 AP-1 complex subunit gamma-1 [0S=Homo sapiens] 49627 250E+08 = 144E+08 | 196.E+08  130E+08 = 190.E+08  185E+08  18LE+08 = 175E+08 = 214E+08  198.E+08  185E+08  185E+08
1023 QOH7Z7  Prostaglandin E synthase 2 [0S=Homo sapiens] 49626 122E+08  13LE+08  121.E+08  15LE+08  118.E+08  6.8.E+07  8.26.E+07  7.85E+07  B8.79.E+07  1.25E+08  9.88.E+07  162.E+08
1024 P48739 ::;2‘:2?“‘"’"”05"0' RS el (AFEElh R (el (OB 49567 3.78.E+08  4.10.E+08 = 4.05E+08 = 3.78.E+08 = 4.14E+08  A4.00.E+08 = 4.0LE+08 = 4.02E+08 = 4.08E+08  4.32E+08  4.13.E+08  4.05.E+08
1025  P10155-1 60 kDa SS-A/Ro ribonucleaprotein [0S=Homo sapiens] 49539 176E+08 = 192E+08  187.E+08  169E+08 = 187.E+08  148E+08  163E+08  155E+08  173E+08  175E+08  168E+08  163.E+08
1026 P43246-1  DNA mismatch repair protein MSH2 [0S=Homo sapiens] 49522 356.E+08 = 3.74E+08 | 3.78.E+08  3.95E+08 = 3.68.E+08  4.1LE+08  4.22.E+08  3.94E+08 = 239.E+08  3.37.E+08  3.54.E+08  3.68.E+08
1027 043813  LanC-like protein 1 [0S=Homo sapiens] 49518 458E+08 = 453E+08 | 4.33.E+08  496E+08 = 3.38.E+08  393.E+08  3.61E+08 = 352E+08 = 393E+08  354E+08 | 3.73.E+08  3.86.E+08
1028 QOUI30 '[\é‘g“_fg';fn“gzaa'pﬁ?:]y"'a”mrase Sl MR ety 49.458 159.E+08  146.E+08 = 152.E+08 = 1.6LE+08 | 131.E+08  143.E+08  140.E+08  139.E+08 = 130.E+08  130E+08  139.E+08  1.34.E+08
1029 Q9C005  Protein dpy-30 homolog [0S=Homo sapiens] 49.404 661E+07 = 5.7LE+07 | 657.E+407 | 7.77.E+07  653.E+07  6.95.E+07 | 7.63E+07  6.78E+07 | 8.20.E+07  9.30.E+07 = 912E+07  9.69.E+07
1030 P49419 :;‘:)?;:“‘”Oad'pm SEEREER R CERIEED (OSSR 49362 2.34E+08  431.E+08 = 4.14E+08  235E+08 = 347.E+08  226.E+08 = 2.35E+08 = 223.E+08 = 294.E+08  2.82E+08  290.E+08 = 4.20.E+08
1031 Q92974  Rho guanine nucleotide exchange factor 2 [0S=Homo sapiens] 49292 211E+07 = 172E+07 | 504E+07  159E+07 = 40LE+07  123.E+08  593E+07  103E+08  113.E+07  9.75E+06  17LE+07  1.16.E+07
1032 P61769  Beta-2-microglobulin [0S=Homo sapiens] 49236 266.E+08 = 2.36.E+08 | 2.30.E+08  2.75E+08 = 283.E+08  2.77.E+08  2.79.E+08 = 2.55E+08 = 3.29.E+08  3.46.E+08  3.09.E+08  3.26.E+08
1033 P28340  DNA polymerase delta catalytic subunit [0S=Homo sapiens] 49191 127E+08 = 111E+08  143E+08  578E+07 = 117.E+08  124E+08  142.E+08  129E+08 = 9.8LE+07  101.E+08  105E+08  10LE+08

Transmembrane emp24 domain-containing protein 9 [OS=Homo

sapiens]

WES  Eepgme  SoieliTEaE e i 2R el S ai 48.984 345.E+08  3.32.E+08 = 3.46.E+08  3.42.E+08 | 3.64E+08  355E+08  3.56.E+08  3.39.E+08 = 352E+08  354E+08  327.E+08  3.65.E+08
isoform [OS=Homo sapiens]

1036 Q7Z2W4  zinc finger CCCH-type antiviral protein 1 [OS=Homo sapiens] 48.672 1.07.E+08 7.27.E+07 1.32.E+08 1.21.E+08 1.45.E+08 1.30.E+08 1.19.E+08 1.27.E+08 1.56.E+08 1.39.E+08 1.44.E+08 1.43.E+08

1037 Q99536 :g;li‘:;‘]: UCSIEL IS (RS WAL (raiiel e (QSSAIaie 48658 125E+08  192.E+08 = 174E+08  186.E+08  132E+08  129E+08 = 157.E+08  109.E+08 = 192.E+08  175E+08  1.85.E+08  1.79.E+08

Vacuolar protein sorting-associated protein 26A [OS=Homo

sapiens]

Very-long-chain (3R)-3-hydroxyacyl-CoA dehydratase 3

[OS=Homo sapiens]

1034 Q9BVK6 49.098 2.74.E+08 2.61.E+08 2.77.E+08 2.64.E+08 2.66.E+08 2.65.E+08 2.56.E+08 2.80.E+08 2.76.E+08 2.78.E+08 2.85.E+08 3.17.E+08

1038 075436-1 48.641 1.18.E+08 1.18.E+08 1.13.E+08 1.10.E+08 1.17.E+08 1.13.E+08 1.21.E+08 1.07.E+08 1.34.E+08 1.36.E+08 1.43.E+08 1.45.E+08

1039 Q9P035 48.466  3.34.E+08 3.25.E+08 3.40.E+08 3.48.E+08 3.20.E+08 3.61.E+08 3.45.E+08 3.17.E+08 3.67.E+08 3.75.E+08 3.55.E+08 3.77.E+08

1040 Q9Y3A5 Ribosome maturation protein SBDS [OS=Homo sapiens] 48.363  3.01.E+08 2.57.E+08 2.50.E+08 2.92.E+08 2.57.E+08 3.07.E+08 2.95.E+08 2.91.E+08 2.55.E+08 2.68.E+08 2.79.E+08 2.61.E+08
1041 P61326-2 Isoform 2 of Protein mago nashi homolog [OS=Homo sapiens] 48.299
1042 Q9H8Y8-1  Golgi reassembly-stacking protein 2 [0S=Homo sapiens] 48.255 1.32.E+08 1.26.E+08 1.21.E+08 1.43.E+08 1.25.E+08 1.39.E+08 1.29.E+08 1.21.E+08 1.35.E+08 1.44.E+08 1.36.E+08 1.60.E+08

protein-L-isoaspartate(D-aspartate) O-methyltransferase
[OS=Homo sapiens]

Golgi-specific brefeldin A-resistance guanine nucleotide exchange
factor 1 [OS=Homo sapiens]

1043 P22061 48.244  1.21.E+08 1.24. E+08 1.38.E+08 1.37.E+08 1.45.E+08 1.40.E+08 1.42.E+08 1.33.E+08 1.45.E+08 1.50.E+08 1.32.E+08 1.52.E+08

1044 Q92538 48.076  7.28.E+07 6.81.E+07 6.99.E+07 6.45.E+07 6.07.E+07 7.93.E+07 8.42.E+07 6.67.E+07 7.20.E+07 7.04.E+07 7.51.E+07 6.09.E+07

1045 Q93009 Ubiquitin carboxyl-terminal hydrolase 7 [OS=Homo sapiens] 48.008 1.15.E+08 1.14.E+08 1.11.E+08 1.15.E+08 1.18.E+08 1.24.E+08 1.27.E+08 7.88.E+07 1.14.E+08 1.10.E+08 1.26.E+08 1.25.E+08
1046 Q99471-1  prefoldin subunit 5 [0S=Homo sapiens] 47972 1.14.E+08 9.80.E+07 1.00.E+08 1.06.E+08 8.97.E+07 8.78.E+07 9.26.E+07 8.64.E+07 1.05.E+08 1.07.E+08 1.10.E+08 1.22.E+08
1047 P49902 Cytosolic purine 5'-nucleotidase [OS=Homo sapiens] 47.948 6.16.E+07 6.65.E+07 7.96.E+07 8.43.E+07 6.25.E+07 6.00.E+07 5.95.E+07 6.80.E+07 8.45.E+07 8.91.E+07 8.77.E+07 9.35.E+07
1048 060437 periplakin [OS=Homo sapiens] 47.878  1.79.E+08 1.49.E+08 1.18.E+08 2.00.E+08 1.44.E+08 1.58.E+08 1.70.E+08 1.27.E+08 1.64.E+08 1.41.E+08 1.40.E+08 1.38.E+08
1049 P53634-1  Dipeptidyl peptidase 1 [OS=Homo sapiens] 47.671  9.39.E+07 1.01.E+08 8.35.E+07 9.33.E+07 1.67.E+08 1.68.E+08 1.70.E+08 1.68.E+08 2.15.E+08 2.06.E+08 2.04.E+08 2.14.E+08
1050 Q9uUL25 Ras-related protein Rab-21 [OS=Homo sapiens] 47.557  1.09.E+08 1.15.E+08 1.05.E+08 1.34.E+08 1.13.E+08 1.20.E+08 1.08.E+08 1.00.E+08 1.21.E+08 1.16.E+08 1.00.E+08 1.07.E+08
1051 P56545 c-terminal-binding protein 2 [OS=Homo sapiens] 47.417 1.49.E+08 1.11.E+08 1.42.E+08 1.09.E+08 1.47.E+08 1.42.E+08 1.31.E+08 1.36.E+08 1.25.E+08 1.25.E+08 1.36.E+08 1.44.E+08
1052 Q9BWM7  Sideroflexin-3 [0S=Homo sapiens] 47.289  4.88.E+07 5.93.E+07 6.02.E+07 7.05.E+07 7.53.E+07 8.44.E+07 9.02.E+07 9.23.E+07 1.02.E+08 1.02.E+08 1.03.E+08 9.98.E+07

ATP-dependent zinc metalloprotease YME1L1 [OS=Homo

1053 Q96TA2-1 sapiens] 47.266  1.37.E+08 1.25.E+08 1.32.E+08 1.37.E+08 1.13.E+08 1.62.E+08 1.56.E+08 1.40.E+08 1.52.E+08 1.26.E+08 1.28.E+08 1.32.E+08
1054 P50897 Palmitoyl-protein thioesterase 1 [0S=Homo sapiens] 47.214 1.56.E+08 1.45.E+08 1.58.E+08 9.78.E+07 1.38.E+08 1.35.E+08 1.44.E+08 1.29.E+08 1.68.E+08 1.52.E+08 1.60.E+08 1.69.E+08
1055 P07686 Beta-hexosaminidase subunit beta [0S=Homo sapiens] 47.026  1.28.E+08 1.13.E+08 1.19.E+08 1.36.E+08 1.10.E+08 1.14.E+08 1.02.E+08 1.10.E+08 1.48.E+08 1.36.E+08 1.40.E+08 1.17.E+08
1056 P28070 Proteasome subunit beta type-4 [OS=Homo sapiens] 46.944  3.45.E+08 3.24.E+08 3.67.E+08 3.69.E+08 3.22.E+08 3.05.E+08 3.35.E+08 3.10.E+08 3.42.E+08 3.55.E+08 3.55.E+08 3.64.E+08
1057 Q9HD45  Transmembrane 9 superfamily member 3 [0S=Homo sapiens] 46.855 2.66.E+08 2.81.E+08 2.91.E+08 3.11.E+08 3.28.E+08 3.41.E+08 3.31.E+08 3.32.E+08 2.64.E+08 3.02.E+08 2.81.E+08 2.72.E+08
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Supplemental Data 1. List of identified proteins

No. et Description Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDNG6-2 CLDN6-2 CLDNG6-2 CLDN6-2
) P Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4

1058 P08574 Cytochrome c1, heme protein, mitochondrial [0S=Homo sapiens] 46.829  1.30.E+08 1.12.E+08 1.16.E+08 1.34.E+08 1.05.E+08 1.05.E+08 1.03.E+08 1.04.E+08 1.21.E+08 1.12.E+08 1.13.E+08 1.33.E+08
1059 Q96N66-1  Lysophospholipid acyltransferase 7 [OS=Homo sapiens] 46.824  1.82.E+08 1.70.E+08 1.77.E+08 1.72.E+08 2.42.E+08 2.54.E+08 2.61.E+08 2.52.E+08 1.74.E+08 1.72.E+08 1.59.E+08 1.61.E+08
1060 P02795 metallothionein-2 [OS=Homo sapiens] 46.729  7.92.E+07 8.05.E+07 7.99.E+07 8.84.E+07 5.68.E+07 5.80.E+07 5.72.E+07 4.85.E+07 8.92.E+07 9.74. E+07 9.71.E+07 9.16.E+07
1061 P62633-4 ';;’;i"e'rr;]“ CCRILEUCE Casiibinano IS INIOSSHSE 46716 4.04E+06  375E+06  4.83.E+06  4.30.E+06 = 3.19.E+06  4.0LE+06  3.35E+06  149.E+06 = 3.46.E+06  6.70.E+06 = 53LE+06  4.71E+06
1062 P07108 acyl-CoA-binding protein [0S=Homo sapiens] 46.687  2.89.E+08 1.62.E+08 2.76.E+08 2.80.E+08 2.29.E+08 1.92.E+08 3.09.E+08 3.36.E+08 2.94.E+08 1.87.E+08 1.28.E+08 2.57.E+08
1063 Q13492-1 ::;zz';?t'dy""OS'tO"b'”d'”g clathrin assembly protein [0S=Homo | ¢ 5q5 55107 | g24E+07 | 560.E407 = 7.37.E407 = 56LE+07 | 115E+08 | 5.70E+07  495E+07 | 9.88E+07 = 92LE+07 | 49Q0.E+07 | BIB.EHO7
1064 Q96SI19 spermatid perinuclear RNA-binding protein [OS=Homo sapiens] 46.555 1.29.E+07 1.40.E+07 3.84.E+06 1.33.E+07 8.06.E+06 7.73.E+06 4.90.E+06 1.25.E+07 4.52.E+06 6.90.E+06

1065 P61254 60S ribosomal protein L26 [OS=Homo sapiens] 46.549 1.31.E+09 1.32.E+09 1.25.E+09 1.27.E+09 1.39.E+09 1.34.E+09 1.35.E+09 1.34.E+09 1.20.E+09 1.10.E+09 1.14.E+09 1.11.E+09
1066 094826 Mitochondrial import receptor subunit TOM70 [OS=Homo sapiens] 46.35 1.09.E+08 1.06.E+08 1.01.E+08 1.04.E+08 9.47.E+07 9.00.E+07 9.33.E+07 9.42.E+07 9.87.E+07 8.46.E+07 8.76.E+07 9.20.E+07
1067 075608 Acyl-protein thioesterase 1 [OS=Homo sapiens] 46.348  6.74.E+07 7.69.E+07 8.05.E+07 9.15.E+07 8.36.E+07 8.41.E+07 8.49.E+07 7.34.E+07 7.25.E+07 8.55.E+07 7.91.E+07 7.51.E+07
1068 Q12797 Aspartyl/Asparaginy! beta-hydroxylase [0S=Homo sapiens] 46.299  1.25.E+08 1.34.E+08 1.24.E+08 1.19.E+08 1.35.E+08 1.10.E+08 1.25.E+08 1.32.E+08 1.71.E+08 1.62.E+08 1.63.E+08 1.80.E+08
1069 Q9Y4P3 Transducin beta-like protein 2 [OS=Homo sapiens] 46.14 8.02.E+07 7.73.E+07 5.49.E+07 8.73.E+07 4.71.E+07 7.67.E+07 6.82.E+07 5.99.E+07 7.61.E+07 9.28.E+07 8.98.E+07 9.46.E+07
1070 Q5SSJ5-1  Heterochromatin protein 1-binding protein 3 [OS=Homo sapiens] 46.041  9.64.E+07 9.64.E+07 8.75.E+07 8.15.E+07 7.25.E+07 8.58.E+07 8.55.E+07 7.90.E+07 8.14.E+07 1.10.E+08 9.46.E+07 1.00.E+08
1071 Q9UBS4  DnaJ homolog subfamily B member 11 [OS=Homo sapiens] 46.009 1.96.E+08 1.94.E+08 2.21.E+08 2.05.E+08 1.86.E+08 2.03.E+08 2.10.E+08 2.08.E+08 1.61.E+08 2.15.E+08 1.95.E+08 2.20.E+08

Small glutamine-rich tetratricopeptide repeat-containing protein

072 043765 R s Sapione] 45975 102E+08  106.E+08 = 104E+08  110.E+08  116E+08  113E+08  113E+08  113E+08  131.E+08  130.E+08  128.E+08  1.29.E+08
1073 Q9HCY8 protein S100-A14 [0S=Homo sapiens] 45903 443FE+08  A57.E+08 = 424E+08  3.92.E+08 = 3.68.E+08  342E+08 = 343E+08  358E+08 = 358.E+08  3.34E+08  3.49.E+08  3.39.E+08
1074 Q9Y624 Junctional adhesion molecule A [OS=Homo sapiens] 45.843  2.46.E+08 2.53.E+08 2.79.E+08 2.62.E+08 2.66.E+08 2.80.E+08 2.81.E+08 2.80.E+08 2.19.E+08 2.26.E+08 2.31.E+08 2.46.E+08
1075  Q5JTH9-1  RRP12-like protein [0S=Homo sapiens] 45722 749E+07 = 6.94.E+07 | 641E+07  7.47.E+07  7.53E+07  6.78E+07 = 6.94E+07  67LE+07 = 519.E+07  535E+07 | 530.E+07  5.98.E+07
1076 094992  Protein HEXIM1 [0S=Homo sapiens] 45702 6.75.E+07  2.09.E+08 = 104.E+08  191.E+08  558.E+07  4.65E+07 = 8.89.E+07 = 144E+08  973.E+07  104E+08  1.12.E+08  1.05.E+08
1077 Q04760-1 lactoylglutathione lyase [0S=Homo sapiens] 45693 3.93E+08  3.92.E+08  3.63E+08  3.80.E+08 = 3.09.E+08  312E+08 = 3.15E+08  3.29E+08 = 399.E+08  3.75E+08  3.69.E+08  3.53.E+08
1078 Q96C36 Pyrroline-5-carboxylate reductase 2 [OS=Homo sapiens] 45.662 1.41.E+08 1.47.E+08 1.40.E+08 1.23.E+08 1.08.E+08 1.07.E+08 1.03.E+08 1.11.E+08 1.25.E+08 1.13.E+08 1.27.E+08 1.25.E+08
1079 Q04323-1 UBX domain-containing protein 1 [0S=Homo sapiens] 45625 115E+08  120.E+08 = 125E+08 = 131.E+08 = 957.E+07  100.E+08 = 1.39.E+08 = 124E+08 = 131.E+08  169.E+08  146.E+08  1.39.E+08
1080  QUHC38-2 '::;g:;]z 0l ElyDElEe CenE-EORENT) [EEn 4 E=HemD 45.443 190.E+08  1.82.E+08 = 18L.E+08  2.12.E+08 | 175E+08  171E+08  166.E+08  167.E+08 = 150.E+08  148E+08  143E+08  1.49.E+08
1081 Q9Y3U8  60S ribosomal protein L36 [0S=Homo sapiens] 45419 145E+09  147.E+09 = 154E+09  144E+09 = 140E+09  141E+09 = 1.37.E+09 = 141E+09 = 13LE+09  142E+09  1.42.E+09  1.38.E+09

Mitochondrial 2-oxoglutarate/malate carrier protein [0OS=Homo

1082 Q02978 e — 45.156  1.66.E+08 1.64.E+08 1.68.E+08 1.83.E+08 1.93.E+08 1.94.E+08 2.05.E+08 1.91.E+08 1.49.E+08 1.27.E+08 1.40.E+08 1.46.E+08
1083 P46779 60S ribosomal protein L28 [OS=Homo sapiens] 45.091 1.10.E+09 1.13.E+09 1.17.E+09 1.12.E+09 1.08.E+09 1.08.E+09 1.09.E+09 1.11.E+09 9.44.E+08 1.01.E+09 1.03.E+09 9.95.E+08
1084 Q7RTVO PHD finger-like domain-containing protein 5A [OS=Homo sapiens] 45.041 1.92.E+08 1.98.E+08 1.93.E+08 1.91.E+08 1.65.E+08 1.76.E+08 1.71.E+08 1.80.E+08 1.95.E+08 2.12.E+08 2.06.E+08 1.91.E+08
1085 Q92734-1  Protein TFG [OS=Homo sapiens] 44.903 2.03.E+08 2.04.E+08 2.28.E+08 2.13.E+08 1.80.E+08 1.76.E+08 1.96.E+08 1.98.E+08 1.91.E+08 2.21.E+08 2.21.E+08 2.19.E+08
1086 Q15369-1 elongin-C [OS=Homo sapiens] 44738  2.22.E+08 2.02.E+08 1.26.E+08 2.25.E+08 2.23.E+08 2.34.E+08 1.04.E+08 1.01.E+08 1.13.E+08 2.44.E+08 2.55.E+08 2.45.E+08
1087 Q96A33-1 Coiled-coil domain-containing protein 47 [OS=Homo sapiens] 44.727  2.87.E+08 2.59.E+08 3.23.E+08 3.03.E+08 2.83.E+08 2.82.E+08 2.64.E+08 2.80.E+08 2.88.E+08 2.96.E+08 3.14.E+08 3.22.E+08
1088 P61970 nuclear transport factor 2 [0S=Homo sapiens] 44,725  2.09.E+08 1.44.E+08 1.96.E+08 1.97.E+08 2.00.E+08 1.87.E+08 1.95.E+08 1.76.E+08 3.10.E+08 3.13.E+08 3.20.E+08 3.56.E+08
1089 P84090 Enhancer of rudimentary homolog [OS=Homo sapiens] 44.672 8.38.E+08 7.32.E+08 6.90.E+08 6.53.E+08 6.46.E+08 6.42.E+08 6.34.E+08 6.59.E+08 7.41.E+08 6.89.E+08 8.66.E+08 8.52.E+08
1090 P09234 U1 small nuclear ribonucleoprotein C [OS=Homo sapiens] 44605 1.32.E+08 1.28.E+08 1.14.E+08 1.18.E+08 1.11.E+08 1.33.E+08 1.02.E+08 1.09.E+08 1.37.E+08 1.07.E+08 1.11.E+08 1.41.E+08
1091 Q9Y266 nuclear migration protein nudC [OS=Homo sapiens] 44515 1.79.E+08 1.90.E+08 1.91.E+08 2.48.E+08 1.84.E+08 1.47.E+08 1.46.E+08 1.81.E+08 1.82.E+08 2.13.E+08 2.09.E+08 2.37.E+08
1092 Q53FA7-1  Quinone oxidoreductase PIG3 [OS=Homo sapiens] 44.49 3.14.E+08 3.16.E+08 3.17.E+08 2.98.E+08 2.08.E+08 2.17.E+08 2.19.E+08 2.32.E+08 2.21.E+08 2.23.E+08 2.25.E+08 2.23.E+08
1093 P53041 Serine/threonine-protein phosphatase 5 [0S=Homo sapiens] 44.463 1.82.E+08 1.93.E+08 1.86.E+08 1.70.E+08 2.05.E+08 1.96.E+08 1.98.E+08 1.81.E+08 1.56.E+08 1.82.E+08 1.70.E+08 1.66.E+08
1094 P19623 spermidine synthase [OS=Homo sapiens] 44419 2.46.E+08 2.09.E+08 2.41.E+08 2.25.E+08 2.35.E+08 2.34.E+08 2.41.E+08 2.44.E+08 2.47.E+08 2.48.E+08 2.29.E+08 2.51.E+08
1095 043795 Unconventional myosin-Ib [OS=Homo sapiens] 44.4  2.97.E+07 3.73.E+07 3.65.E+07 2.94.E+07 1.05.E+08 8.21.E+07 9.08.E+07 7.39.E+07 8.79.E+07 5.90.E+07 8.65.E+07 5.17.E+07
1096 P42677 40S ribosomal protein S27 [OS=Homo sapiens] 44.195 9.02.E+08 9.33.E+08 9.53.E+08 1.13.E+09 9.39.E+08 9.78.E+08 9.93.E+08 1.04.E+09 8.78.E+08 8.63.E+08 8.67.E+08 8.47.E+08
1097  P24539 :;;;ysr]‘thase F(0) complex subunit B, mitochondrial [0S=Homo 135 g5 F.08  185E+08 = 2.00E+08  190.E+08  162.E+08  162.E+08  164.E+08  153E+08  197.E+08  222E+08  200E+08  2.09.E+08
1098  QYUNS6 SR;;;Z]P RS BT PEEHAEIN [poiE 2 [P s 44087 844.E+07  8O00.E+07 = 7.79.E+07  8.40.E+07 | 865E+07 = 7.65.E+07 = 7.93.E+07 = 830.E+07 = 842E+07 = 7.98E+07 = 7.9LE+07  8.57.E+07

Interferon-inducible double-stranded RNA-dependent protein

e Ol kinase activator A [OS=Homo sapiens]

44.075 8.97.E+07 7.55.E+07 8.92.E+07 8.23.E+07 1.09.E+08 9.96.E+07 9.99.E+07 1.04.E+08 1.08.E+08 1.20.E+08 1.09.E+08 1.12.E+08

1100 015145 Actin-related protein 2/3 complex subunit 3 [OS=Homo sapiens] 44.029 1.27.E+08 1.38.E+08 1.29.E+08 1.55.E+08 1.55.E+08 1.69.E+08 1.77.E+08 1.63.E+08 1.71.E+08 1.75.E+08 1.73.E+08 1.42.E+08
1101 P56747 Claudin-6 [OS=Homo sapiens] 44.02 8.22.E+06 2.98.E+07 7.54.E+06 1.33.E+07 2.55.E+06 6.76.E+08 6.55.E+08 6.45.E+08 6.30.E+08
1102 P28072 Proteasome subunit beta type-6 [OS=Homo sapiens] 44.015 4.64.E+08 4.28.E+08 4.82.E+08 4.94.E+08 3.98.E+08 4.38.E+08 4.24.E+08 4.14.E+08 4.21.E+08 4.49.E+08 4.34.E+08 4.47.E+08
1103 Q16222-1 UDP-N-acetylhexosamine pyrophosphorylase [OS=Homo sapiens] 44011 1.22.E+08 1.09.E+08 1.03.E+08 1.03.E+08 1.79.E+08 1.82.E+08 1.92.E+08 1.93.E+08 2.13.E+08 2.20.E+08 2.19.E+08 2.29.E+08
1104 Q6YHK3-1 CD109 antigen [OS=Homo sapiens] 43.997 7.14.E+07 6.18.E+07 7.49.E+07 6.56.E+07 1.18.E+08 1.17.E+08 1.14.E+08 8.31.E+07 1.02.E+08 9.77.E+07 9.53.E+07 9.76.E+07
1105 Q6IAA8 ragulator complex protein LAMTOR1 [OS=Homo sapiens] 43.693 1.68.E+08 1.52.E+08 1.59.E+08 9.92.E+07 1.39.E+08 1.29.E+08 1.36.E+08 1.25.E+08 1.68.E+08 1.61.E+08 1.65.E+08 1.63.E+08
1106 Q92804-1 | TATA-binding protein-associated factor 2N [OS=Homo sapiens] 43.692 1.33.E+08 1.28.E+08 1.36.E+08 1.37.E+08 1.23.E+08 1.22.E+08 1.23.E+08 1.15.E+08 1.37.E+08 1.29.E+08 1.35.E+08 1.32.E+08

Disintegrin and metalloproteinase domain-containing protein 10

Likory oSz [OS=Homo sapiens]

43.629 1.14.E+08 1.23.E+08 1.27.E+08 1.09.E+08 1.34.E+08 1.35.E+08 1.42.E+08 1.40.E+08 1.15.E+08 1.22.E+08 1.31.E+08 1.20.E+08

1108 P32929 Cystathionine gamma-lyase [OS=Homo sapiens] 43.427 8.05.E+07 5.65.E+07 5.75.E+07 6.13.E+07 7.65.E+07 7.51.E+07 7.34.E+07 6.63.E+07 4.21.E+07 4.08.E+07 4.10.E+07 4.15.E+07
1109 Q96124-1  Far upstream element-binding protein 3 [0S=Homo sapiens] 43.138  1.83.E+08 2.67.E+08 2.62.E+08 2.54.E+08 2.31.E+08 2.48.E+08 2.50.E+08 2.43.E+08 2.34.E+08 2.55.E+08 2.57.E+08 2.59.E+08
1110 Q8N5N7 39S ribosomal protein L50, mitochondrial [OS=Homo sapiens] 42.978 5.87.E+07 6.10.E+07 6.36.E+07 7.47.E+07 6.69.E+07 7.02.E+07 6.71.E+07 6.15.E+07 5.79.E+07 7.08.E+07 4.19.E+07 7.74.E+07
1111 QYUKX7  Nuclear pore complex protein Nup50 [OS=Homo sapiens] 42941 1.22.E+08 5.54.E+07 1.08.E+08 7.49.E+07 5.94.E+07 5.23.E+07 5.25.E+07 6.82.E+07 7.40.E+07 1.37.E+08 1.26.E+08 1.29.E+08
1112 P99999 cytochrome ¢ [OS=Homo sapiens] 42.79  8.00.E+08 8.08.E+08 7.60.E+08 6.91.E+08 8.09.E+08 7.98.E+08 7.72.E+08 7.89.E+08 8.51.E+08 8.09.E+08 7.72.E+08 7.51.E+08
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Supplemental Data 1. List of identified proteins

No. et Description Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDNG6-2 CLDN6-2 CLDNG6-2 CLDN6-2

) P Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4
1113 014950 Myosin regulatory light chain 12B [OS=Homo sapiens] 42.76  4.60.E+08 4.67.E+08 4.78.E+08 4.93.E+08 5.75.E+08 5.67.E+08 5.49.E+08 5.38.E+08 5.40.E+08 5.15.E+08 4.84.E+08 4.99.E+08
1114 Q9BRR6-1  ADP-dependent glucokinase [OS=Homo sapiens] 42.702  8.49.E+07 9.00.E+07 9.41.E+07 9.00.E+07 9.72.E+07 1.05.E+08 1.08.E+08 1.02.E+08 7.34.E+07 6.80.E+07 7.94. E+07 8.21.E+07
1115 Q9BYD3 39S ribosomal protein L4, mitochondrial [OS=Homo sapiens] 42.69 5.80.E+07 5.76.E+07 5.48.E+07 6.14.E+07 5.74.E+07 5.76.E+07 3.63.E+07 4.84.E+07 3.63.E+07 1.95.E+07 5.04.E+07 5.20.E+07
1116 Q13596 Sorting nexin-1 [OS=Homo sapiens] 42,557 1.63.E+08 1.56.E+08 1.53.E+08 1.51.E+08 1.45.E+08 1.80.E+08 1.69.E+08 1.87.E+08 1.92.E+08 1.80.E+08 1.97.E+08 1.75.E+08
1117 Q92747 Actin-related protein 2/3 complex subunit 1A [OS=Homo sapiens] 4251 5.61.E+07 5.73.E+07 6.05.E+07 5.85.E+07 6.53.E+07 6.53.E+07 6.54.E+07 5.56.E+07 6.57.E+07 6.17.E+07 6.84.E+07 7.34.E+07

1118 P08240-1 zf;ii'n;?mg”"'(’” [PENTES (ERETey S AR AT [OS=H 425 120E+08  116E+08  7.06E+07  121E+08  9.85.E+07  8.70.E+07 = 835E+07  10LE+08  10LE+08  5.98E+07 = 8.70.E+07  8.77.E+07

1119 043681 ATPase ASNA1 [OS=Homo sapiens] 42.477 5.08.E+08 5.74.E+08 6.30.E+08 7.40.E+08 7.41.E+08 9.10.E+08 8.76.E+08 8.57.E+08 6.97.E+08 8.60.E+08 8.47.E+08 1.04.E+09
Insulin-like growth factor 2 mRNA-binding protein 1 [0OS=Homo

120 Qonzs MO 42383 600.E+07 = 410E+07 = 32LE+07  47LE+07 = 424E+07  3.3LE+07  3.33E+07  246.E+07 | 454E+07  40LE+07 = 168.E+07  3.67.E+07
1121 P30519  Heme oxygenase 2 [0S=Homo sapiens] 4236 1.19.E+08  154.E+08  89LE+07  155E+08  127.E+08  1.13E+08  117.E+08  109.E+08  2.32.E+08  2.26.E+08 = 221E+08  2.20.E+08
1122 075347  Tubulin-specific chaperone A [0S=Homo sapiens] 42359 289E+08 = 296.E+08 = 275E+08  268.E+08 = 273E+08  271E+08 = 253E+08 = 272E+08  275E+08  2.79.E+08  2.88.E+08  2.80.E+08
1123 Q12874  splicing factor 3a subunit 3 [0S=Homo sapiens] 42344 323E+08 = 3.43E+08  3.54.E+08  385E+08 = 349.E+08  3.78.E+08  3.82.E+08  3.92E+08 = 39LE+08  4.21.E+08  4.13E+08  3.79.E+08
1124 Q13442 28 kDa heat- and acid-stable phosphoprotein [0S=Homo sapiens] =~ 42.289 3.16.E+08 = 3.25.E+08  3.30.E+08  3.12.E+08  265E+08  276.E+08 = 272E+08  223E+08  413.E+08  3.95E+08  3.63.E+08  3.53.E+08
1125  P51148  Ras-related protein Rab-5C [0S=Homo sapiens] 42195 3.34E+08  3.36.E+08 = 3.29.E+08  324E+08 = 340.E+08  329E+08 = 3.44E+08  3.62E+08  3.48.E+08  347.E+08  3.44E+08  3.17.E+08
1126 Q9BY44-1  Eukaryotic translation initiation factor 2A [OS=Homo sapiens] 42.134 1.56.E+08 2.04.E+08 2.13.E+08 2.09.E+08 1.69.E+08 1.83.E+08 1.70.E+08 1.51.E+08 1.99.E+08 1.68.E+08 1.99.E+08 1.27.E+08
1127 QBDKIL  60S ribosomal protein L7-like 1 [0S=Homo sapiens] 42114 144FE+08  131.E+08 = 129E+08  143.E+08  1.15E+08  104E+08 = 1.32E+08  118E+08  122.E+08  9.83E+07  1.03.E+08  1.02.E+08
1128  P13987  CD59 glycoprotein [0S=Homo sapiens] 42.058 7.32.E+08 = B8.20E+08  8.45E+08  8.35E+08 = 1OLE+09  1.06.E+09  9.99.E+08 = 108E+09  6.80.E+08  8.22.E+08  7.98.E+08  7.9LE+08
1129 Q02218  2-oxoglutarate dehydrogenase, mitochondrial [0S=Homo sapiens] ~ 41.993 9.20.E+07 = 6.04.E+07 = 6.87.E+07  6.91.E+07 = 800.E+07  7.44E+07 = 7.35E+07  658E+07 = 558E+07  6.13E+07  578.E+07  555E+07
1130 043768 alpha-endosulfine [0S=Homo sapiens] 41991 201E+08 = 192.E+08 = 223E+08  198.E+08  216.E+08  230.E+08 = 226E+08 = 217.E+08 = 169.E+08  187.E+08  224.E+08  2.15E+08
1131 Q9BQ67 Sa":i:nm;]‘te'mh WD) eI [FIEEm 1L (O 4179 182.E+08  1.68.E+08  161.E+08  1.88.E+08 | 1.92.E+08  195E+08  192.E+08  177.E+08 = 163.E+08  164E+08  9.89.E+07  157.E+08
1132 P12081 Histidine-tRNA ligase, cytoplasmic [0S=Homo sapiens] 41748 105E+08  9.27.E+07  9.04.E+07  867.E+07 = 916.E+07  10LE+08  103.E+08  87LE+07 = 117.E+08  1.15.E+08  105E+08  1.05.E+08
1133 Q9YB96  Chloride intracellular channel protein 4 [0S=Homo sapiens] 41724 188E+08 = 213.E+08 = 208E+08  216.E+08 = 282E+08  273.E+08 = 273E+08  250.E+08 = 227.E+08 = 2.30.E+08  205.E+08  1.90.E+08
1134 Q5VT79  annexin A8-like protein 1 [0S=Homo sapiens] 41682 169.E+08  168.E+08  170.E+08  171E+08  3.42.E+08  3.50.E+08  35LE+08 = 3.8LE+08 = 168.E+08  1.96.E+08  184E+08  188.E+08
1135 095782  AP-2 complex subunit alpha-1 [0S=Homo sapiens] 41657 548E+07  6.25E+07 = 645E+07  578E+07 = 8.26E+07  8.09.E+07 = 8.60.E+07  7.82E+07 = 654.E+07  7.15E+07 = 7.58.E+07  7.42.E+07
1136 Q92769  Histone deacetylase 2 [0S=Homo sapiens] 41574 30LE+08  292.E+08  3.04E+08  285E+08  270.E+08  2.8LE+08  2.83.E+08  2.88.E+08  292.E+08  3.00.E+08  2.94E+08  2.80.E+08
1137 015355 Protein phosphatase 1G [0S=Homo sapiens] 41569 2.35E+08  204.E+08 = 189.E+08  223.E+08 = 147.E+08  182E+08 = 193E+08  171E+08 = 197.E+08  183E+08  1.76.E+08  1.80.E+08
1138 Q14232 :;?)ri‘;:a;]"’" Mo e @IF-218 slaniti @[piim [OE=(eline 41552 3.64.E+07  2.75.E+07 = 533.E+07 = 7.3LE+07 | 7.83.E+07 = 6.45E+07 = 100.E+08 = 103.E+08 @ 566.E+07 = 136E+08  104E+08 = 8.91.E+07
1139 P61081  NEDDS-conjugating enzyme Ubcl2 [0S=Homo sapiens] 41468 544E+08  552E+08  53LE+08  557.E+08 = 6.63.E+08  6.43.E+08  6.54.E+08  6.32E+08 = 4.78.E+08  4.66.E+08  4.45E+08  4.49.E+08
1140 Q14839 SC:;iOer:;’]dOma'”"he"case'DNA'b'”d'"g [RreEn 4 [0SR 41417 595E+07  4.88.E+07 | 457.E+07 = 382.E+07 = 527.E+07  512.E+07 = 453.E+07 = 434E+07 | 3.95.E+07 = 444E+07 = 418E+07 | 4.27.E+07
1141 Q9NP72  Ras-related protein Rab-18 [0S=Homo sapiens] 41353 135E+08  123.E+08 = 126E+08  9.02E+07 = 126E+08  115E+08 = 9.63E+07  10LE+08 = 125E+08  121E+08  112.E+08  1.12E+08
1142 014828 Ss::ifr:‘;]'y CEEEESEHE R METIENS (e 3 [OS=HEme 41324 134E+08  1.30.E+08 = 130.E+08  1.39.E+08  9.62.E+07 = O.72.E+07 = 1.04.E+08  9.43E+07  107.E+08 = 1.05.E+08  9.99.E+07  9.56.E+07
1143 P51812 Ribosomal protein S6 kinase alpha-3 [OS=Homo sapiens] 41.311 2.49.E+08 2.66.E+08 2.65.E+08 2.58.E+08 2.73.E+08 2.70.E+08 2.63.E+08 2.67.E+08 2.85.E+08 2.81.E+08 2.77.E+08 2.52.E+08
1144  Q9ULAO  Aspartyl aminopeptidase [0S=Homo sapiens] 41294 472E+07  A78.E+07 | 548E+07 | 444E+07  589.E+07  3.97.E+07 | 411E+07  444E+07  6.09.E+07  6.32E+07 | 6.95.E+07  6.28.E+07
1145 075964 ATP synthase subunit g, mitochondrial [OS=Homo sapiens] 41.248 4.10.E+08 4.19.E+08 3.91.E+08 4.29.E+08 3.64.E+08 3.31.E+08 3.37.E+08 3.52.E+08 4.16.E+08 4.31.E+08 4.47.E+08 4.26.E+08

Up-regulated during skeletal muscle growth protein 5 OS=Homo
sapiens OX=9606 GN=ATP5MD PE=1 SV=1
Eukaryotic translation initiation factor 3 subunit H [OS=Homo

1146 Q96IX5 41.114 1.98.E+08 2.03.E+08 2.22.E+08 2.07.E+08 1.85.E+08 1.89.E+08 1.79.E+08 1.90.E+08 1.92.E+08 2.18.E+08 2.20.E+08 2.11.E+08

1147 015372 41.072  1.98.E+08 1.96.E+08 2.03.E+08 2.17.E+08 1.87.E+08 2.07.E+08 2.01.E+08 1.94.E+08 2.10.E+08 2.12.E+08 2.11.E+08 2.14.E+08

sapiens]
1148 QOUHD1 g;?l‘::; and histidine-rich domain-containing protein 1 [0S=Homo |4, 11 1 74F108  187.6408 ~ 193.6+08  188.E+08  165E+08  170.E+08  176E+08  175E+08 | 218E+08  200.E+08  207.E+408  2.08.E+08
1149 Q92888-1  Rho guanine nucleotide exchange factor 1 [0S=Homo sapiens] 41.009 4.38.E+07 3.25.E+07 4.35.E+07 3.43.E+07 4.30.E+07 3.80.E+07 4.10.E+07 4.65.E+07 3.51.E+07 3.63.E+07 2.44 E+07 2.88.E+07
1150 Q15436 protein transport protein Sec23A [OS=Homo sapiens] 40.747  7.30.E+07 5.12.E+07 5.28.E+07 6.02.E+07 5.08.E+07 3.84.E+07 5.12.E+07 4.51.E+07 7.28.E+07 5.76.E+07 5.24 E+07 5.62.E+07
1151 Q9P2R3  Rabankyrin-5 [0S=Homo sapiens] 40.729  5.75.E+07 6.54.E+07 6.63.E+07 7.24.E+07 6.08.E+07 5.59.E+07 5.10.E+07 5.26.E+07 4.72.E+07 3.21.E+07 4.65.E+07 4.75.E+07
1152 P22830-1 Ferrochelatase, mitochondrial [OS=Homo sapiens] 40.46 8.53.E+07 8.81.E+07 8.62.E+07 8.50.E+07 7.97.E+07 7.61.E+07 6.85.E+07 7.62.E+07 7.35.E+07 6.39.E+07 8.08.E+07 7.27.E+07
1153 P63279 SUMO-conjugating enzyme ubc9 [OS=Homo sapiens] 40.321  2.01.E+08 1.73.E+08 1.57.E+08 1.30.E+08 2.03.E+08 1.76.E+08 2.06.E+08 1.80.E+08 1.93.E+08 1.71.E+08 1.57.E+08 1.56.E+08
1154 Q9BVP2 Guanine nucleotide-binding protein-like 3 [0S=Homo sapiens] 40.162 9.97.E+07 1.35.E+08 1.02.E+08 1.10.E+08 6.25.E+07 9.73.E+07 8.64.E+07 7.28.E+07 1.20.E+08 1.27.E+08 1.10.E+08 1.33.E+08
1155 Q96CW1  AP-2 complex subunit mu [OS=Homo sapiens] 40.16  1.49.E+08 9.16.E+07 1.14.E+08 9.32.E+07 1.15.E+08 1.24.E+08 1.06.E+08 1.04.E+08 2.09.E+08 1.39.E+08 1.32.E+08 1.18.E+08
1156 015260-1 surfeit locus protein 4 [OS=Homo sapiens] 40.006 1.78.E+08 1.42.E+08 1.48.E+08 1.68.E+08 1.57.E+08 1.51.E+08 1.53.E+08 1.41.E+08 1.66.E+08 1.60.E+08 1.50.E+08 1.44.E+08
1157 P49756-1  RNA-binding protein 25 [OS=Homo sapiens] 39.931 1.62.E+08 1.76.E+08 1.66.E+08 1.74.E+08 2.38.E+08 2.45.E+08 2.50.E+08 2.39.E+08 1.64.E+08 1.86.E+08 1.97.E+08 2.05.E+08
1158 P61086 Ubiquitin-conjugating enzyme E2 K [OS=Homo sapiens] 39.868 4.24.E+07 5.67.E+06 2.68.E+06 3.67.E+07 1.24.E+07 9.06.E+06 7.77.E+06 7.64.E+06 1.41.E+07 4.19.E+07 1.29.E+07 5.25.E+07
1159 Q969Z0-1  Protein TBRG4 [OS=Homo sapiens] 39.814 7.06.E+07 5.81.E+07 6.12.E+07 6.06.E+07 5.85.E+07 5.89.E+07 5.65.E+07 5.77.E+07 6.65.E+07 6.32.E+07 5.94.E+07 6.36.E+07

Succinate--CoA ligase [ADP/GDP-forming] subunit alpha,

1160 P53597 " . 3 39.806 2.81.E+08 3.07.E+08 2.98.E+08 3.06.E+08 2.88.E+08 2.91.E+08 2.82.E+08 2.96.E+08 3.13.E+08 3.10.E+08 3.20.E+08 3.05.E+08
mitochondrial [OS=Homo sapiens]
1161 Q8NCW5  NAD(P)H-hydrate epimerase [OS=Homo sapiens] 39.763  2.82.E+08 2.81.E+08 2.93.E+08 2.70.E+08 2.68.E+08 2.77.E+08 2.82.E+08 2.76.E+08 2.63.E+08 2.67.E+08 2.66.E+08 2.66.E+08
1162 Q13561-1  dynactin subunit 2 [0S=Homo sapiens] 39.738 1.17.E+08 1.16.E+08 1.21.E+08 1.19.E+08 1.18.E+08 1.16.E+08 1.23.E+08 1.15.E+08 1.08.E+08 1.21.E+08 9.57.E+07 1.23.E+08
1163 Q96EL3 39S ribosomal protein L53, mitochondrial [OS=Homo sapiens] 39.713 5.45.E+07 5.20.E+07 4.54.E+07 4.94.E+07 5.01.E+07 5.22.E+07 5.77.E+07 5.41.E+07 4.87.E+07 4.87.E+07 4.41.E+07 4.12.E+07
1164 Q13595-1  Transformer-2 protein homolog alpha [OS=Homo sapiens] 39.31 1.39.E+08 1.30.E+08 1.47.E+08 1.25.E+08 1.03.E+08 1.28.E+08 1.07.E+08 1.18.E+08 1.43.E+08 1.27.E+08 1.33.E+08 1.17.E+08
1165 O75477 erlin-1 [OS=Homo sapiens] 39.267 1.81.E+08 1.87.E+08 1.92.E+08 2.02.E+08 1.59.E+08 1.74.E+08 1.80.E+08 1.76.E+08 2.06.E+08 2.17.E+08 2.07.E+08 2.09.E+08
1166  Q9UNH7-1 Sorting nexin-6 [OS=Homo sapiens] 39.256  3.76.E+07 3.58.E+07 3.94.E+07 3.87.E+07 3.89.E+07 4.96.E+07 2.82.E+07 3.31.E+07 5.14.E+07 4.87.E+07 5.49.E+07 4.94.E+07
1167 AOAVT1-1  Ubiquitin-like modifier-activating enzyme 6 [OS=Homo sapiens] 39.09 3.56.E+08 3.99.E+08 3.76.E+08 3.58.E+08 3.07.E+08 3.13.E+08 3.16.E+08 3.09.E+08 3.29.E+08 3.05.E+08 2.94.E+08 2.90.E+08
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Supplemental Data 1. List of identified proteins

No. et Description Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDNG6-2 CLDN6-2 CLDNG6-2 CLDN6-2
) Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4
1168 043278 Kunitz-type protease inhibitor 1 [OS=Homo sapiens] 39.071 1.19.E+08 1.22.E+08 1.21.E+08 1.27.E+08 1.06.E+08 1.12.E+08 1.12.E+08 1.10.E+08 9.93.E+07 9.41.E+07 8.83.E+07 8.31.E+07
1169 Q9HBO7 UPF0160 protein MYG1, mitochondrial [OS=Homo sapiens] 39.038  2.30.E+08 2.43.E+08 2.38.E+08 2.27.E+08 2.14.E+08 2.07.E+08 2.04.E+08 2.22.E+08 2.49.E+08 2.34.E+08 2.46.E+08 2.01.E+08
1170 Q96AC1  Fermitin family homolog 2 [OS=Homo sapiens] 38.933 4.88.E+07 4.74.E+07 5.26.E+07 4.90.E+07 4.70.E+07 6.73.E+07 7.30.E+07 4.76.E+07 5.45.E+07 6.45.E+07 5.84.E+07 5.71.E+07
1171 P06454-1  Prothymosin alpha [OS=Homo sapiens] 38.91 4.39.E+08 3.71.E+08 4.43.E+08 5.12.E+08 4.42.E+08 4.77.E+08 4.49.E+08 3.75.E+08 4.54.E+08 5.40.E+08 5.83.E+08 5.57.E+08
1172 Q9BQAL  Methylosome protein 50 [OS=Homo sapiens] 38.86 2.25.E+08 2.19.E+08 2.17.E+08 2.22.E+08 1.67.E+08 1.86.E+08 1.65.E+08 1.70.E+08 2.17.E+08 1.94.E+08 2.03.E+08 2.04.E+08
1173 QI9NR45  sialic acid synthase [OS=Homo sapiens] 38.791 1.24.E+08 1.30.E+08 1.32.E+08 1.29.E+08 1.22.E+08 1.13.E+08 1.18.E+08 1.11.E+08 1.50.E+08 1.46.E+08 1.40.E+08 1.47.E+08
1174 P30419 glycylpeptide N-tetradecanoyltransferase 1 [OS=Homo sapiens] 38.683 9.38.E+07 9.61.E+07 1.22.E+08 1.01.E+08 1.26.E+08 9.80.E+07 1.05.E+08 1.07.E+08 1.05.E+08 1.11.E+08 1.47.E+08 1.11.E+08
1175 Q13572-1 Inositol-tetrakisphosphate 1-kinase [OS=Homo sapiens] 38.619 2.45.E+08 2.25.E+08 2.28.E+08 2.39.E+08 2.06.E+08 1.68.E+08 1.66.E+08 1.80.E+08 2.10.E+08 1.82.E+08 2.21.E+08 2.17.E+08
1176 P62316 Small nuclear ribonucleoprotein Sm D2 [OS=Homo sapiens] 38.463 4.86.E+08 4.63.E+08 3.79.E+08 4.57.E+08 4.63.E+08 4.35.E+08 4.32.E+08 3.88.E+08 4.25.E+08 3.92.E+08 3.84.E+08 3.73.E+08
1177 094906-1  Pre-mRNA-processing factor 6 [0OS=Homo sapiens] 38.456  9.69.E+07 9.63.E+07 9.85.E+07 9.28.E+07 1.01.E+08 8.99.E+07 8.86.E+07 7.93.E+07 8.92.E+07 9.40.E+07 9.76.E+07 7.77.E+07

1178 Q2NL82  Pre-rRNA-processing protein TSR1 homolog [OS=Homo sapiens] 38.346 1.54.E+08 1.48.E+08 1.58.E+08 1.80.E+08 1.28.E+08 1.28.E+08 1.40.E+08 1.30.E+08 1.05.E+08 9.44 E+07 1.01.E+08 1.01.E+08

S-adenosylmethionine synthase isoform type-2 [OS=Homo

1179 P31153 38.197 1.83.E+08 1.89.E+08 1.92.E+08 1.82.E+08 1.66.E+08 1.69.E+08 1.78.E+08 1.80.E+08 1.82.E+08 1.75.E+08 1.69.E+08 1.73.E+08

sapiens]
1180 Q99426 tubulin-folding cofactor B [0S=Homo sapiens] 38126 121.E+08  107.E+08 = 130.E+08  131E+08  106.E+08  111E+08  106.E+08  1.06.E+08  101E+08  1.11.E+08  105E+08  7.61.E+07
1181  P18859 :;;;ysr]‘thase'w“p""g {eitor @) MlitedE il [[OE=Hiamm 38081 3.55E+08  3.33.E+08  3.53.E+08  2.37.E+08 = 3.35E+08  3.35E+08 = 323E+08 = 345E+08 = 3.8LE+08  3.54E+08  2.87.E+08  3.57.E+08
1182 Q12849  G-rich sequence factor 1 [0S=Homo sapiens] 38.036 158E+08  123E+08 = 145E+08  145E+08  161.E+08  128E+08  164.E+08  1.26E+08  117.E+08  123E+08  123E+08  1.07.E+09
1183 Q9H2W6 39S ribosomal protein L46, mitochondrial [0S=Homo sapiens] 37.987 6.62E+07  A406.E+07 | 7.92.E+07  469.E+07 = 9.78.E+07  6.14E+07 | 7.65.E+07 = 6.77.E+07 = 109.E+08  1.00.E+08  8.27.E+07  1.07.E+08
1184 P40261 Nicotinamide N-methyltransferase [OS=Homo sapiens] 37.976 1.15.E+08 1.11.E+08 1.08.E+08 1.01.E+08 1.83.E+08 1.80.E+08 1.77.E+08 1.80.E+08 6.23.E+07 6.32.E+07 7.35.E+07 7.85.E+07
1185  P35270  Sepiapterin reductase [0S=Homo sapiens] 37.741 382E+07  341E+07 | 7.05E+07  420E+07 = 2.88.E+07  584E+06 = 201.E+07 = 153E+07 = 149E+07  156.E+07 = 179.E+07  1.64.E+07
1186  Q3zCQ8 '[\gtg_c:zrrfg':'a'gsﬁsr} e el EREREESe S TYED 37.739 157.E+08  133.E+08 = 1.38E+08  141E+08  135E+08  135E+08  122.E+08  1.12E+08  149.E+08  156E+08  135E+08  1.44.E+08
1187 P61289-1 Proteasome activator complex subunit 3 [OS=Homo sapiens] 37.673 2.16.E+08 2.10.E+08 2.15.E+08 2.38.E+08 2.18.E+08 2.29.E+08 2.27.E+08 2.19.E+08 2.41.E+08 2.38.E+08 2.24.E+08 2.12.E+08
1188 P78330  phosphoserine phosphatase [0S=Homo sapiens] 37.605 2.15E+08  212E+08  187.E+08  205E+08  255E+08  218E+08 = 249.E+08 = 242E+08  205E+08 = 203E+08  205E+08  2.15.E+08
1189 Q13247 Serine/arginine-rich splicing factor 6 [0S=Homo sapiens] 37.58 6.49.E+08 6.97.E+08 7.90.E+08 7.49.E+08 6.49.E+08 7.19.E+08 7.37.E+08 7.57.E+08 6.42.E+08 7.94.E+08 7.93.E+08 8.02.E+08
1190  P10619 lysosomal protective protein [0S=Homo sapiens] 37556 7.77.E+07  110E+08 = 121.E+08  110E+08  B8.82.E+07  9.04E+07  826.E+07  843E+07  895E+07  10LE+08  9.71E+07  1.04.E+08
1191 P63208 s-phase kinase-associated protein 1 [OS=Homo sapiens] 37.545 1.59.E+08 1.46.E+08 1.68.E+08 1.67.E+08 1.68.E+08 1.69.E+08 1.76.E+08 1.75.E+08 2.34.E+08 2.54.E+08 2.49.E+08 2.69.E+08
1192 QINQX3  Gephyrin [0S=Homo sapiens] 37509 4.40.E+07  3.78E+07 | 257.E+07  3.7LE+07 = 432.E+07  3.10E+07 = A453.E+07 = 2.88.E+07  240.E+07 = 293E+07  216.E+07  1.34.E+07
1193 P51398-1 28S ribosomal protein S29, mitochondrial [OS=Homo sapiens] 37.491 8.14.E+07 9.12.E+07 1.23.E+08 1.09.E+08 7.80.E+07 9.63.E+07 1.17.E+08 1.24.E+08 8.51.E+07 9.38.E+07 7.75.E+07 1.44.E+08
nien | omsEmn | AsH GRS ([ TS R 6 37.286 4.33E+07  4.92E+07 = 1.03E+08  O.73.E+07 = B8.63.E+07 = 7.84E+07 | 7.62.E+07 = 7.05E+07 = 107.E+08 = B8.12.E+07 = 947.E+07  9.82.E+07
mitochondrial [OS=Homo sapiens]
1195  P04062 glucosylceramidase [0S=Homo sapiens] 37.266 8.24E+07  526E+07 | 530.E+07  6.07.E+07 = 432.E+07  426E+07 = A419.E+07 = 429E+07  A433E+07  462E+07  564E+07  A453.E+07
1196 Q16718 F:JASD_HHg;Zyg:;?::;SE [ubiquinone] 1 alpha subcomplex subunits | o7 oo 1 15 £408 1046408 112E+08  110E+08  113E+08  104E+08  120.E+08  10LE+08  111.E+08  114E+08  116E+08  1.25E+08
1197  P63165-1  Small ubiquitin-related modifier 1 [0S=Homo sapiens] 37.083 2.88E+08  297.E+08 = 3.05E+08  283E+08  266.E+08  2.65E+08 = 251.E+08 = 2.72E+08  276.E+08 = 290.E+08  296.E+08  2.90.E+08
1198  P07602-1  Prosaposin [0S=Homo sapiens] 37.082 7.71E+08  6.94E+08  7.35E+08  7.85E+08  7.76.E+08  7.99.E+08  7.77.E+08  7.75E+08  554E+08 = 6.90.E+08  6.69.E+08  6.76.E+08
1199  Q6Y7W6-1 GRBIO-interacting GYF protein 2 [0S=Homo sapiens] 36.969 5.94E+07  520E+07 = 2.15E+08  4.85E+07 = 5.46.E+07  4.84E+07 = 292.E+08 = 4.60.E+07 = 4.67.E+07  487.E+07  3.08.E+08  4.91.E+07
1200 060232 :g:;g:;? SYALIEE SIS EUBERTED 1 [OESAEMHD 36903 193E+08  157.E+08 = 1.63E+08  178.E+08  1.12.E+08  120E+08 = 132.E+08  9.32E+07 = 122.E+08  152E+08  128.E+08  1.41.E+08
1201 075534 cold shock domain-containing protein E1 [0S=Homo sapiens] 36.837 112E+08  113E+08  9.82.E+07  109.E+08  121.E+08  105E+08  124E+08 = 122E+08  109.E+08  1.09.E+08  109.E+08  1.03.E+08
1202 P46109  Crk-like protein [0S=Homo sapiens] 36771 3.77.E+08  3.99.E+08 = 3.90.E+08  3.84.E+08  3.30.E+08  3.38E+08  3.28.E+08  1.33E+08  4.19.E+08  3.99.E+08  3.98.E+08  3.85.E+08
1203 P62851 408 ribosomal protein S25 [0S=Homo sapiens] 36.755 254E+09 = 254E+09 | 266.E+09 = 258E+09 = 254.E+09  253E+09 | 267.E+09 = 279.E+09 = 239.E+09 = 248E+09  250.E+09  2.47.E+09
1204 QINVJI2 ADP-ribosylation factor-like protein 8B [OS=Homo sapiens] 36.747 1.27.E+08 1.35.E+08 1.09.E+08 8.99.E+07 1.34.E+08 1.10.E+08 8.45.E+07 1.01.E+08 1.64.E+08 1.24.E+08 9.16.E+07 1.55.E+08
1205  QINQWS Anillin [0S=Homo sapiens] 36.654 6.48E+07  546.E+07  567.E+07  550.E+07 = 539.E+07 = 3.02E+07 | 3.89.E+07 = 3.75E+07  657.E+07  7.54E+07 | 587.E+07 | 5.74.E+07
1206 095274 Ly6/PLAUR domain-containing protein 3 [0S=Homo sapiens] 36.637 186.E+08  176.E+08 = 18LE+08  184.E+08  202.E+08  2.11E+08  211.E+08  204E+08  258.E+08  274E+08  253.E+08  2.52.E+08
1207 QINTJ3-1 :;rp“:gr:’s']a' EMMTETERED G CRTESIES (e 4 [OS=Fne 36571 864E+07  930E+07 = 950.E+07 = 9.10.E+07 = 852.E+07 = 858E+07 = 8.62.E+07 = 8.80.E+07 = 874E+07  7.19.E+07 = 843E+07  7.20.E+07
1208 P30626-1  Sorcin [0S=Homo sapiens] 36522 169.E+08  176E+08 = 223E+08  217.E+08 = 212.E+08 = 216.E+08  235.E+08 = 243E+08  189E+08  183E+08  185E+08  2.39.E+08
1209 P49257  Protein ERGIC-53 [0S=Homo sapiens] 36321 219E+08  136.E+08 = 151.E+08  149.E+08  158.E+08  124E+08  126.E+08  1.32E+08  211.E+08  2.3LE+08  176.E+08  2.27.E+08
1210 Q9Y2Z0-1 Protein SGT1 homolog [0S=Homo sapiens] 36255 9.27.E+07  8.99.E+07 = B819.E+07  886.E+07  B8.14E+07  934E+07 | 7.95E+07 = 6.94E+07 = 114E+08  140.E+08  546.E+07  1.41.E+08
1211 QUHAV4 exportin-5 [0S=Homo sapiens] 3622 132E+08  118.E+08  121E+08  124E+08  122E+08  119E+08 = 124E+08  112E+08  136.E+08  139.E+08  151.E+08  1.36.E+08
1212 Q00688  peptidyl-prolyl cis-trans isomerase FKBP3 [0S=Homo sapiens] 36213 159.E+08  206.E+08 = 180.E+08 = 172E+08  209.E+08 = 168.E+08  246.E+08 = 151E+08 = 191.E+08  228E+08  202E+08  2.68.E+08
1213 Q9Y2Q3-1 Glutathione S-transferase kappa 1 [OS=Homo sapiens] 36.078 1.27.E+08 1.17.E+08 1.15.E+08 1.13.E+08 1.17.E+08 1.06.E+08 1.11.E+08 9.98.E+07 1.10.E+08 9.91.E+07 9.64.E+07 9.64.E+07
1214 P61006 Ras-related protein Rab-8A [OS=Homo sapiens] 36.027 221.E+07  265E+07 | 972.E+07  3.09.E+07 = 105E+08  103E+08  105.E+08 = 9.39.E+07 = 342E+07  105E+08  152E+07  1.27.E+08
1215 Q53EL6-1  Programmed cell death protein 4 [OS=Homo sapiens] 36.027 1.53.E+08 1.55.E+08 1.65.E+08 1.67.E+08 1.03.E+08 1.01.E+08 5.68.E+07 1.07.E+08 1.60.E+08 1.63.E+08 1.53.E+08 1.66.E+08
1216  QYUKK9  ADP-sugar pyrophosphatase [0S=Homo sapiens] 35981 186.E+08  180.E+08 = 177.E+08  18LE+08  161.E+08  163E+08  164.E+08  165E+08  202E+08  192E+08  179.E+08  2.02.E+08
1217 P45973 chromobox protein homolog 5 [OS=Homo sapiens] 35.97 1.36.E+08 1.38.E+08 1.87.E+08 1.33.E+08 1.61.E+08 1.72.E+08 1.73.E+08 1.79.E+08 2.10.E+08 2.26.E+08 2.23.E+08 2.15.E+08

NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit
10, mitochondrial [OS=Homo sapiens]
N(G),N(G)-dimethylarginine dimethylaminohydrolase 1 [OS=Homo

1218 095299 35.813 1.03.E+08 8.35.E+07 8.96.E+07 9.99.E+07 9.61.E+07 1.02.E+08 9.39.E+07 9.78.E+07 8.67.E+07 9.97.E+07 8.68.E+07 9.77 E+07

1219 094760-1 35.678 1.87.E+08 1.76.E+08 2.06.E+08 1.79.E+08 2.21.E+08 2.24.E+08 1.98.E+08 2.21.E+08 2.32.E+08 2.86.E+08 2.87.E+08 2.43.E+08

sapiens]
1220 P19012 Keratin, type | cytoskeletal 15 [OS=Homo sapiens] 35.432  6.20.E+08 6.45.E+08 5.98.E+08 5.53.E+08 5.52.E+08 5.27.E+08 5.40.E+08 5.80.E+08 4.12.E+08 3.88.E+08 3.98.E+08 4.00.E+08
1221 Q5JTV8 Torsin-1A-interacting protein 1 [OS=Homo sapiens] 35.392 1.38.E+08 1.51.E+08 1.67.E+08 1.51.E+08 5.51.E+07 6.12.E+07 5.32.E+07 5.73.E+07 1.27.E+08 1.54.E+08 1.13.E+08 1.47.E+08
1222 Q13363-1  C-terminal-binding protein 1 [OS=Homo sapiens] 35.33 1.11.E+08 8.86.E+07 9.60.E+07 8.79.E+07 9.02.E+07 9.26.E+07 8.12.E+07 9.84.E+07 1.05.E+08 1.12.E+08 1.12.E+08 9.43.E+07
1223 P62857 40S ribosomal protein S28 [OS=Homo sapiens] 35.239 1.01.E+09 1.05.E+09 1.06.E+09 1.12.E+09 9.93.E+08 1.10.E+09 9.91.E+08 1.02.E+09 9.52.E+08 9.63.E+08 1.05.E+09 1.02.E+09

cytochrome b-c1 complex subunit Rieske, mitochondrial

22 PRI [0S=Homo sapiens]

35.163 3.11.E+07 3.26.E+07 2.14.E+07 2.12.E+07 2.21.E+07 2.54.E+07
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Supplemental Data 1. List of identified proteins

No. et Description Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDNG6-2 CLDN6-2 CLDNG6-2 CLDN6-2

) P Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4
1225 P59998 Actin-related protein 2/3 complex subunit 4 [OS=Homo sapiens] 35.108 4.73.E+08 4.75.E+08 4.95.E+08 4.79.E+08 5.19.E+08 5.10.E+08 5.18.E+08 5.43.E+08 5.42.E+08 5.10.E+08 5.08.E+08 5.15.E+08
1226 Q56VL3 OCIA domain-containing protein 2 [OS=Homo sapiens] 35.066 1.95.E+08 1.73.E+08 1.56.E+08 2.03.E+08 2.82.E+08 3.05.E+08 2.79.E+08 2.91.E+08 3.42.E+08 3.28.E+08 3.01.E+08 3.71.E+08

Calcium/calmodulin-dependent protein kinase type Il subunit delta

1227 Q13557 OB T Seras] 35.066 1.29.E+08 1.41.E+08 1.46.E+08 1.80.E+08 1.37.E+08 1.68.E+08 1.85.E+08 1.67.E+08 1.45.E+08 1.41.E+08 1.61.E+08 1.62.E+08
1228 Q86XP3-1 ATP-dependent RNA helicase DDX42 [OS=Homo sapiens] 35.038 1.04.E+08 1.35.E+08 1.47.E+08 1.39.E+08 6.40.E+07 1.43.E+08 1.29.E+08 1.20.E+08 1.44.E+08 1.41.E+08 1.01.E+08 1.10.E+08
1229 Q86U42-1 polyadenylate-binding protein 2 [OS=Homo sapiens] 34.992 2.31.E+08 2.47.E+08 2.22.E+08 2.50.E+08 2.25.E+08 1.87.E+08 2.05.E+08 2.04.E+08 2.78.E+08 2.49.E+08 2.30.E+08 2.51.E+08
1230 Q99627-1  COP9 signalosome complex subunit 8 [OS=Homo sapiens] 34.961 1.22.E+08 7.23.E+07 8.04.E+07 7.16.E+07 1.06.E+08 8.18.E+07 7.70.E+07 9.45.E+07 1.24.E+08 1.25.E+08 7.07.E+07 1.24.E+08

Nuclear ubiquitous casein and cyclin-dependent kinase substrate

" 34.915 9.69.E+07 9.75.E+07 9.99.E+07 1.15.E+08 9.49.E+07 9.79.E+07 1.07.E+08 9.72.E+07 9.30.E+07 8.77.E+07 8.59.E+07 8.89.E+07
1 [0OS=Homo sapiens]

1231 QYH1E3

1232 P83916 Chromobox protein homolog 1 [OS=Homo sapiens] 34.907 6.91.E+07 1.48.E+08 7.14.E+07 7.23.E+07 5.50.E+07 5.55.E+07 5.86.E+07 5.38.E+07 1.49.E+08 6.45.E+07 6.01.E+07 5.60.E+07
1233 P82979 SAP domain-containing ribonucleoprotein [OS=Homo sapiens] 34.887 6.95.E+07 7.48.E+07 8.35.E+07 9.15.E+07 8.95.E+07 8.75.E+07 9.18.E+07 1.04.E+08 8.01.E+07 8.25.E+07 8.12.E+07 5.44.E+07
1234 P53367 Arfaptin-1 [OS=Homo sapiens] 34.86 7.43.E+07 1.23.E+07 1.47.E+07 1.44 E+07 4.59.E+05 1.45.E+07 1.29.E+07 1.08.E+07 1.26.E+05 1.37.E+07 1.32.E+05
1235 P11137 microtubule-associated protein 2 [OS=Homo sapiens] 34.843 1.05.E+08 1.08.E+08 8.74.E+07 9.31.E+07 1.18.E+08 9.03.E+07 8.28.E+07 8.89.E+07 5.01.E+07 4.27.E+07 4.67.E+07 4.50.E+07
1236 Q96K17-1 transcription factor BTF3 homolog 4 [OS=Homo sapiens] 34.808 1.63.E+08 1.53.E+08 1.33.E+08 1.58.E+08 1.08.E+08 1.35.E+08 1.39.E+08 1.14.E+08 1.59.E+08 1.63.E+08 1.47.E+08 1.77.E+08
1237 P80297 metallothionein-1X [OS=Homo sapiens] 34.721 2.31.E+07 1.64.E+07 2.19.E+07 2.60.E+07 1.30.E+06 4.76.E+06 3.71.E+06 2.51.E+06 1.35.E+07 1.51.E+07 1.69.E+07 1.59.E+07
1238 P46379-1 Large proline-rich protein BAG6 [OS=Homo sapiens] 34.719 5.52.E+07 2.82.E+07 4.75.E+07 2.69.E+07 4.94.E+07 2.62.E+07 2.56.E+07 2.99.E+07 3.04.E+07 2.83.E+07 2.70.E+07 2.98.E+07

Eukaryotic translation elongation factor 1 epsilon-1 [OS=Homo

1239 043324-1 34.608 2.82.E+08 2.64.E+08 2.69.E+08 2.76.E+08 2.56.E+08 2.67.E+08 2.43.E+08 2.67.E+08 2.97.E+08 3.17.E+08 3.22.E+08 3.43.E+08

sapiens]
1240  PO7919 sci‘)?ec:sr](’me bcticoppiesibrnieiociondralios licn 34536 175E+08  175E+08 = 150.E+08  172.E+08  121.E+08  1.38.E+08  124.E+08  1.20.E+08  162.E+08  148E+08  156.E+08  1.62.E+08
1241 QU6AB3  isochorismatase domain-containing protein 2 [OS=Homo sapiens] =~ 34.471 6.23.E+07 = 455E+07 = 446.E+07 = 553E+07 = 7.20E+07 = 7.A47.E+07 = 580E+07 = 6.63E+07 = 6.05.E+07 = 450E+07 = 589.E+07  6.14E+07
1242 P13798  Acylamino-acid-releasing enzyme [OS=Homo sapiens] 34459 105E+08  102E+08  119E+08  129E+08 = 149E+08  135E+08  120.E+08  139E+08 = 121E+08  137.E+08  127.E+08  126.E+08
1243 QOUIA9  exportin-7 [0S=Homo sapiens] 34.449 7.70.E+07  B810E+07  7.95E+07 | 7.90.E+07  6.68.E+07 = 7.18.E+07 | 7.06.E+07  6.77.E+07 | 7.87.E+07  9.18.E+07  8.95E+07  9.08.E+07
1244  QSTFE4  5-nucleotidase domain-containing protein 1 [0S=Homo sapiens] 34386 7.26E+07  7.77.E+07  6.42.E+07 | B.94E+07 = 519E+07 = 572E+07 | 545E+07  527.E+07 | 7.6LE+07  6.27.E+07 | 6.24E+07 | 6.57.E+07
1245 Q8NF37 Lysophosphatidylcholine acyltransferase 1 [OS=Homo sapiens] 34.37 8.61.E+07 8.64.E+07 8.42.E+07 6.83.E+07 1.07.E+08 9.74.E+07 1.03.E+08 1.02.E+08 9.81.E+07 1.01.E+08 1.01.E+08 9.59.E+07
1246 Q8N1G4  Leucine-rich repeat-containing protein 47 [0S=Homo sapiens] 34353 855E+07  7.20E+07  6.89.E+07 | 853.E+07 | 7.50.E+07 = 7.5E+07 | 6.98.E+07  7.02E+07  6.97.E+07  6.66.E+07 | 7.69.E+07 | 7.94E+07

Probable 28S rRNA (cytosine(4447)-C(5))-methyltransferase

ey P [OS=Homo sapiens]

34.338 1.38.E+08 1.38.E+08 1.46.E+08 1.38.E+08 1.16.E+08 1.10.E+08 1.11.E+08 1.15.E+08 7.11.E+07 1.22.E+08 1.26.E+08 1.22.E+08

1248 Q15942 Zyxin [0S=Homo sapiens] 34.278  7.23.E+07 7.37.E+07 7.22.E+07 7.07.E+07 9.56.E+07 1.02.E+08 9.89.E+07 1.05.E+08 8.69.E+07 8.99.E+07 7.57.E+07 8.97.E+07
1249 Q9UK22  F-box only protein 2 [OS=Homo sapiens] 34.239 7.12.E+07 6.04.E+07 6.66.E+07 7.00.E+07 6.28.E+07 7.11.E+07 6.82.E+07 6.53.E+07 1.86.E+08 1.86.E+08 1.91.E+08 1.88.E+08
1250 P51571 translocon-associated protein subunit delta [OS=Homo sapiens] 34.124 5.33.E+08 5.27.E+08 4.86.E+08 5.38.E+08 4.50.E+08 4.90.E+08 4.39.E+08 4.49.E+08 4.94.E+08 4.87.E+08 5.08.E+08 4.87.E+08
1251 Q13126-1  S-methyl-5'-thioadenosine phosphorylase [OS=Homo sapiens] 33.973 1.03.E+08 7.28.E+07 7.81.E+07 8.13.E+07 1.03.E+08 9.72.E+07 9.75.E+07 8.47.E+07 8.86.E+07 9.35.E+07 9.06.E+07 8.83.E+07
1252 Q96BS2-1 calcineurin B homologous protein 3 [OS=Homo sapiens] 33.945 1.30.E+08 1.36.E+08 1.35.E+08 1.43.E+08 1.11.E+08 1.02.E+08 1.07.E+08 1.04.E+08 1.60.E+08 1.46.E+08 1.50.E+08 1.62.E+08
1253 P61457 Pterin-4-alpha-carbinolamine dehydratase [OS=Homo sapiens] 33.867 6.19.E+08 6.14.E+08 5.85.E+08 6.08.E+08 5.41.E+08 5.09.E+08 5.11.E+08 6.27.E+08 6.76.E+08 6.47.E+08 5.30.E+08 6.24.E+08
1254 Q12792-2  Twinfilin-1 [OS=Homo sapiens] 33.832 8.08.E+07 6.23.E+07 8.42.E+07 7.48.E+07 7.26.E+07 1.03.E+08 6.89.E+07 7.66.E+07 1.04.E+08 9.00.E+07 8.25.E+07 1.06.E+08

Cytoplasmic dynein 1 light intermediate chain 1 [OS=Homo

1255 Qovece | Y IEE 33775 6.78E+07  57LE+07 = 58LE+07 = 652.E+07 = 399E+07 = 567.E+07 | 576.E+07  522E+07 = 517.E+07  546.E+07 = 523E+07 | 535E+07
1256 P15927-1 Replication protein A 32 kDa subunit [0S=Homo sapiens] 33762 126E+08  130E+08  136.E+08  129.E+08  124E+08  132E+08  132.E+08  132E+08 = 134E+08  121E+08  122E+08  129.E+08
1257 Q92597  Protein NDRG1 [OS=Homo sapiens] 33753 540.E+06  130.E+07  L179.E+07  160.E+07 = 5.70.E+06  137.E+07 = 133E+07  118E+07  113.E+07  3.75.E+07  4.52.E+07  3.52.E+07
e ommne | SOSNFEIElE ME EESEE A  Eg Er 6l 33.604 2.60.E+08  2.79.E+08 = 2.58.E+08 = 259.E+08 = 2.30.E+08  2.44.E+08 = 214.E+08 = 2.34E+08  183.E+08  244E+08 = 246.E+08  2.34.E+08
chromatin subfamily A member 5 [OS=Homo sapiens]

1259  Q9BQ39  ATP-dependent RNA helicase DDX50 [0S=Homo sapiens] 33607 515E+07 = 235E+07  359E+07 | 3.29.E+07 | 262E+07 = 3.04E+07 | 424E+07  332E+07 | 38LE+07  224E+07 | 3.15E+07 | 3.59.E+07
1260 Q92526-1 T-complex protein 1 subunit zeta-2 [OS=Homo sapiens] 33.601

1261 P37108  Signal recognition particle 14 kDa protein [0S=Homo sapiens] 33496 3.15E+08  266.E+08 = 245E+08 | 3.63.E+08  3.29E+08  3.10E+08  3.05E+08  254E+08 = 35LE+08  295E+08  345E+08  3.5LE+08
1262 Q15121  Astrocytic phosphoprotein PEA-15 [0S=Homo sapiens] 33416 6.42.E+07  4.66.E+07  50LE+07  5.06.E+07 = 7.04.E+07  7.34.E+07  7.48E+07  657.E+07 | 577.E+07  5.88E+07  6.50.E+07  6.74.E+07
1263 P40763 :;%’i‘:r']g]a“d”mr SrdlacrieielanscibionBlioElone 33.415 4.82E+07  432E+07 | 57LE+07 = 411E+07 = 577.E+07  4.90.E+07 = 5.06.E+07 = 3.7LE+07  6.80.E+07 = 5.41E+07 = 45LE+07 = 4.48.E+07
1264 Q03701  CCAAT/enhancer-binding protein zeta [0S=Homo sapiens] 33389 324E+07  354E+07  3.03E+07 | 3.84E+07 | 293E+07  306.E+07 | 194E+07 = 2.73E+07 | 312E+07  3.08E+07 = 294E+07 | 2.78.E+07
1265  P61513  60S ribosomal protein L37a [0S=Homo sapiens] 33307 383E+08  4.02E+08  4.03E+08  4.11E+08  3.63.E+08  3.80.E+08  3.78.E+08  3.77.E+08  3.14E+08  3.28E+08  3.18.E+08  293.E+08
1266 P62273-1  40S ribosomal protein S29 [0S=Homo sapiens] 33272 130.E+09  139E+09 = 139E+09 = 143E+09 = 129E+09 = 129E+09 | 120.E+09  132E+09 = 120E+09  121.E+09 = 126.E+09  1.20.E+09

1267 Q8TDN6  Ribosome biogenesis protein BRX1 homolog [OS=Homo sapiens] 33.244  3.17.E+08 3.47.E+08 3.48.E+08 3.34.E+08 2.60.E+08 2.27.E+08 2.35.E+08 2.37.E+08 2.66.E+08 2.85.E+08 2.94.E+08 2.99.E+08

Isoform B of Phosphate carrier protein, mitochondrial [OS=Homo

1268 Q00325-2 33.202 9.73.E+08 9.68.E+08 9.68.E+08 9.86.E+08 9.08.E+08 9.32.E+08 9.27.E+08 9.26.E+08 1.05.E+09 1.13.E+09 1.12.E+09 1.12.E+09

sapiens]
1269 P24821 Tenascin [OS=Homo sapiens] 33.194 6.64.E+05 1.36.E+06 1.10.E+07 7.52.E+06 1.08.E+07 6.60.E+06 1.90.E+07 2.26.E+07 2.05.E+07 2.17.E+07
1270 Q9Y276 Mitochondrial chaperone BCS1 [OS=Homo sapiens] 33.154  3.47.E+07 2.08.E+07 4.51.E+07 5.77.E+07 2.79.E+07 4.40.E+07 3.62.E+07 3.52.E+07 3.52.E+07 3.49.E+07 3.35.E+07 3.29.E+07
1271 P61923 Coatomer subunit zeta-1 [OS=Homo sapiens] 33.149 1.99.E+08 1.84.E+08 1.95.E+08 1.86.E+08 1.65.E+08 1.62.E+08 1.81.E+08 1.57.E+08 1.96.E+08 1.91.E+08 1.96.E+08 2.23.E+08
1272 Q86X76 Nitrilase homolog 1 [OS=Homo sapiens] 33.052 5.76.E+07 4.85.E+07 5.17.E+07 5.41.E+07 6.23.E+07 5.98.E+07 6.06.E+07 5.75.E+07 5.15.E+07 5.75.E+07 5.09.E+07 5.66.E+07
1273 Q9Y5X3 sorting nexin-5 [OS=Homo sapiens] 33.047  7.57.E+07 7.07.E+07 7.55.E+07 8.44.E+07 6.42.E+07 6.52.E+07 6.46.E+07 6.09.E+07 8.18.E+07 8.74.E+07 8.57.E+07 7.85.E+07
1274 Q96EP5  DAZ-associated protein 1 [OS=Homo sapiens] 32.888 2.14.E+08 2.21.E+08 2.22.E+08 2.15.E+08 2.02.E+08 2.10.E+08 2.10.E+08 2.18.E+08 2.50.E+08 2.37.E+08 2.33.E+08 2.33.E+08
1275 Q12769 nuclear pore complex protein Nup160 [OS=Homo sapiens] 32.805 4.18.E+07 3.93.E+07 5.30.E+07 5.36.E+07 3.90.E+07 5.24. E+07 5.52.E+07 5.20.E+07 4.09.E+07 5.49.E+07 3.73.E+07 3.23.E+07
1276 Q9Y5Y6  suppressor of tumorigenicity 14 protein [OS=Homo sapiens] 32.719 5.15.E+07 5.05.E+07 4.65.E+07 5.74.E+07 4.46.E+07 4.07.E+07 4.00.E+07 4.22.E+07 3.26.E+07 3.79.E+07 4.14.E+07 4.26.E+07
1277 Q14008 Cytoskeleton-associated protein 5 [OS=Homo sapiens] 32.647 9.35.E+07 9.55.E+07 9.54.E+07 8.15.E+07 1.05.E+08 9.39.E+07 9.15.E+07 8.94.E+07 8.53.E+07 9.87.E+07 9.53.E+07 9.97.E+07

Carnitine O-palmitoyltransferase 1, liver isoform [OS=Homo
sapiens]

Vesicle-associated membrane protein-associated protein B/C
[0S=Homo sapiens]

1278 P50416 32,63 5.33.E+07 6.41.E+07 7.20.E+07 7.21.E+07 8.10.E+07 8.02.E+07 8.49.E+07 8.17.E+07 6.17.E+07 7.02.E+07 5.72.E+07 7.12.E+07

1279 095292 3259 1.51.E+08 2.08.E+08 3.22.E+08 2.98.E+08 1.67.E+08 2.62.E+08 3.99.E+07 1.75.E+08 1.90.E+08 3.04.E+08 1.91.E+08 3.12.E+08
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Supplemental Data 1. List of identified proteins

Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-2 CLDN6-2 CLDN6-2 CLDN6-2

e accessel DSl Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4

regulation of nuclear pre-mRNA domain-containing protein 1B

1280  QINQG5 [0S=Homo sapiens]

32,565 1.13.E+08 7.05.E+07 6.72.E+07 7.09.E+07 7.72.E+07 7.58.E+07 7.56.E+07 5.65.E+07 4.89.E+07 5.12.E+07 6.07.E+07 5.17.E+07

1281 075312 Zinc finger protein ZPR1 [OS=Homo sapiens] 32.484 8.62.E+07 8.06.E+07 8.77.E+07 9.18.E+07 8.92.E+07 6.58.E+07 9.63.E+07 6.85.E+07 8.98.E+07 8.19.E+07 9.13.E+07 9.76.E+07
1282 Q96CS3 FAS-associated factor 2 [OS=Homo sapiens] 32.395 8.20.E+07 1.08.E+08 7.97.E+07 8.86.E+07 8.57.E+07 1.10.E+08 8.04.E+07 8.79.E+07 1.38.E+08 1.57.E+08 1.09.E+08 1.44.E+08
1283 Q6P2E9-1  Enhancer of mRNA-decapping protein 4 [OS=Homo sapiens] 32.36  1.80.E+07 1.28.E+07 1.66.E+07 1.67.E+07 1.96.E+07 1.78.E+07 9.83.E+06 7.81.E+06 3.60.E+07 5.87.E+07 3.47.E+07 7.30.E+07
1284 Q9BYD6 39S ribosomal protein L1, mitochondrial [OS=Homo sapiens] 32.341 2.30.E+08 1.93.E+08 2.83.E+08 2.87.E+08 2.05.E+08 9.95.E+07 2.27.E+08 1.11.E+08 1.21.E+08 2.61.E+08 2.34.E+08 2.41.E+08

Ribosomal RNA processing protein 1 homolog B [OS=Homo

1285 Q14684 e —— 32.272  5.33.E+07 3.72.E+07 4.78.E+07 5.10.E+07 5.93.E+07 3.41.E+07 4.75.E+07 3.89.E+07 8.29.E+07 5.06.E+07 7.52.E+07 6.20.E+07
1286 060884 DnaJ homolog subfamily A member 2 [OS=Homo sapiens] 32.253 5.72.E+07 4.11.E+07 4.53.E+07 5.00.E+07 4.05.E+07 4.55.E+07 4.52.E+07 4.10.E+07 2.72.E+07 3.11.E+07 3.04.E+07 3.02.E+07
1287 Q8WUMO Nuclear pore complex protein Nup133 [OS=Homo sapiens] 32.218 5.43.E+07 4.72.E+07 4.94.E+07 3.67.E+07 4.99.E+07 4.28.E+07 4.47.E+07 4.34.E+07 4.76.E+07 3.96.E+07 2.31.E+07 4.26.E+07
1288 P43897 Elongation factor Ts, mitochondrial [OS=Homo sapiens] 32.196  5.56.E+07 4.64.E+07 5.62.E+07 5.58.E+07 4.45.E+07 1.44.E+07 3.20.E+07 2.51.E+07 3.42.E+07 4.67.E+07 3.99.E+07 4.52.E+07
1289 Q9BRA2  Thioredoxin domain-containing protein 17 [OS=Homo sapiens] 32.135 4.57.E+08 4.71.E+08 4.63.E+08 4.34.E+08 4.91.E+08 4.81.E+08 4.92.E+08 5.02.E+08 3.67.E+08 3.46.E+08 3.38.E+08 3.55.E+08
1290 P14735 insulin-degrading enzyme [OS=Homo sapiens] 32.088 1.28.E+08 1.25.E+08 1.05.E+08 1.00.E+08 1.38.E+08 1.32.E+08 1.28.E+08 9.80.E+07 1.50.E+08 1.32.E+08 1.41.E+08 1.37.E+08
1291 Q8WTT2  Nucleolar complex protein 3 homolog [OS=Homo sapiens] 32.058 3.74.E+07 3.43.E+07 3.97.E+07 3.52.E+07 3.54.E+07 3.54.E+07 3.38.E+07 3.58.E+07 3.71.E+07 3.10.E+07 3.61.E+07 3.66.E+07

Serine/threonine-protein phosphatase 2A activator [0S=Homo
sapiens]

cAMP-dependent protein kinase type I-alpha regulatory subunit
[OS=Homo sapiens]

Solute carrier family 2, facilitated glucose transporter member 3
[OS=Homo sapiens]

1295 P13073 %;O_C:;geszggggse St e g did 319 449.E+08  382E+08  393E+08  4.86E+08  357.E+08  A437.E+08  366.E+08 = A76.E+08 = 429E+08  429E+08  424E+08  4.28E+08
1296 Q961U4 Protein ABHD14B [OS=Homo sapiens] 31.871 2.18.E+08 2.09.E+08 2.21.E+08 2.07.E+08 1.86.E+08 1.80.E+08 1.88.E+08 1.81.E+08 2.11.E+08 2.00.E+08 2.08.E+08 1.68.E+08

1297 P31942 Heterogeneous nuclear ribonucleoprotein H3 [OS=Homo sapiens] 31.812 5.09.E+08 5.21.E+08 5.16.E+08 5.08.E+08 5.03.E+08 5.14.E+08 5.02.E+08 5.34.E+08 5.71.E+08 5.57.E+08 5.37.E+08 5.43.E+08

1292 Q15257-1 32.026  7.79.E+07 6.29.E+07 6.82.E+07 6.62.E+07 6.88.E+07 6.00.E+07 6.52.E+07 6.14.E+07 8.20.E+07 8.81.E+07 8.68.E+07 9.14.E+07

1293 P10644 31.983 1.30.E+08 1.38.E+08 9.29.E+07 1.44.E+08 1.58.E+08 1.64.E+08 1.72.E+08 1.65.E+08 1.53.E+08 1.60.E+08 1.62.E+08 1.67.E+08

1294 P11169 31.953 6.10.E+08 6.08.E+08 6.07.E+08 6.22.E+08 4.21.E+08 3.97.E+08 3.93.E+08 3.94.E+08 3.92.E+08 3.88.E+08 3.93.E+08 4.35.E+08

1298 000743 [sggfalg:;i"sna':zg;‘]’te'” ASIEESE © GE/E SUbuii 31.806 5.52.E+07  550.E+07 | 4.99.E+07  6.05.E+07 | 514.E+07 = 5.63.E+07  5.82E+07 = 512.E+07 = 5.15E+07 = 4.89.E+07 = 503.E+07 = 5.47.E+07

1299 Q86VI3 Ras GTPase-activating-like protein IQGAP3 [OS=Homo sapiens] 31.792 2.80.E+06 1.55.E+06 2.67.E+06 2.86.E+06 1.77.E+06
tyrosine-protein phosphatase non-receptor type 11 [OS=Homo

1300 Q06124 e — 31.771  5.48.E+07 5.67.E+07 5.61.E+07 6.49.E+07 5.31.E+07 5.73.E+07 6.29.E+07 6.03.E+07 4.99.E+07 6.05.E+07 5.78.E+07 5.00.E+07
1301 Q14203 Dynactin subunit 1 [OS=Homo sapiens] 31.695 1.43.E+08 1.32.E+08 1.49.E+08 1.36.E+08 1.51.E+08 1.60.E+08 1.44.E+08 1.55.E+08 1.60.E+08 1.68.E+08 1.47.E+08 1.15.E+08
1302 QINRX4 14 kDa phosphohistidine phosphatase [OS=Homo sapiens] 31.533 4.72.E+07 2.77.E+07 3.16.E+07 3.93.E+07 2.83.E+07 2.66.E+07 3.13.E+07 2.93.E+07 3.11.E+07 3.33.E+07 4.05.E+07 4.67.E+07
1303 P61758 Prefoldin subunit 3 [OS=Homo sapiens] 31.511 1.59.E+08 1.54.E+08 1.64.E+08 1.62.E+08 1.47.E+08 1.51.E+08 1.47.E+08 1.52.E+08 1.71.E+08 1.79.E+08 1.76.E+08 1.72.E+08
1304 P31483 nucleolysin TIA-1 isoform p40 [OS=Homo sapiens] 31.433 4.08.E+07 3.03.E+07 2.83.E+07 3.33.E+07 3.96.E+07 3.33.E+07 3.30.E+07 2.78.E+07 3.09.E+07 3.73.E+07 3.47.E+07 3.39.E+07
1305 Q13057 Bifunctional coenzyme A synthase [OS=Homo sapiens] 31.374 2.01.E+08 1.86.E+08 2.08.E+08 1.94.E+08 1.72.E+08 1.78.E+08 1.74.E+08 1.88.E+08 1.64.E+08 2.07.E+08 2.00.E+08 2.12.E+08
1306 Q8IYB3 Serine/arginine repetitive matrix protein 1 [0S=Homo sapiens] 31.35 1.75.E+07 3.97.E+07 1.32.E+07 4.83.E+07 3.91.E+07 3.35.E+07 6.94.E+06 4.10.E+07 3.66.E+07 4.05.E+07 1.39.E+07 1.40.E+07

Adipocyte plasma membrane-associated protein [OS=Homo

1307 Q9HDC9 31.301 1.15.E+08 1.36.E+08 1.34.E+08 1.41.E+08 8.26.E+07 8.48.E+07 1.12.E+08 1.32.E+08 1.56.E+08 1.50.E+08 1.05.E+08 1.61.E+08

sapiens]
1308 P52594-1 ?;;iﬁ; QoI 0] (HS e eEi GRAEIY (A 1 [CESHEmD 31256 3.55E+07  3.07.E+07 = 3.98E+07  3.89.E+07 = 350.E+07 = 3.89.E+07 = 3.8LE+07 = 3.38E+07  350.E+07  3.62.E+07 = 3.53.E+07 = 3.53.E+07
1309 P54105  Methylosome subunit pICln [OS=Homo sapiens] 31256 6.42E+07 = B827.E+07  456.E+07 | 8.11.E+07 = 468E+07  B8I10.E+07 = 821.E+07  7.77.E+07  6.95E+07  7.3LE+07 | 7.3LE+07 | 6.3LE+07
1310  P17096-1  High mobility group protein HMG-I/HMG-Y [0S=Homo sapiens] 31256 2.94E+08  278E+08  3.34E+08  3.00.E+08 = 3.02E+08  3.20.E+08 | 3.54.E+08  3.77.E+08 = 33LE+08  4.16.E+08  4.25E+08  4.18.E+08
1311 Q7RTS7  Keratin, type Il cytoskeletal 74 [0S=Homo sapiens] 3114 966.E+07  B8.87.E+07 | 6.09.E+07  7.74E+07  6.72.E+07  4.32.E+407 | 444E+07  6.00.E+07 | 897.E+07  43LE+07 | 6.02E+07  5.40.E+07
1312 Q15836 Vesicle-associated membrane protein 3 [0OS=Homo sapiens] 31.053 7.91.E+07 8.73.E+07 8.38.E+07 8.46.E+07 4.81.E+07 7.00.E+07 6.38.E+07 6.95.E+07 9.32.E+07 9.11.E+07 8.64.E+07 8.63.E+07
1313 QU6AT9 ribulose-phosphate 3-epimerase [0S=Homo sapiens] 30975 2.32E+08  23LE+08  248.E+08 | 2.79.E+08  197.E+08 = 255E+08 | 3.02.E+08  2.64E+08 = 27LE+08  9.36.E+07  226E+08  2.86.E+08

1314  Q9BXL6-1 S;smzizlerecr“'tme”tdOma'”'CO”ta'"'"g (S 163 RS ta 30.858 1.07.E+07 = 222E+07  166.E+07  110.E+07 = 3.63E+07 = 264E+07 = 222E+07 = 25LE+07 = 175.E+07 = 5.64E+06 = 2.28.E+07 | 1.32.E+07

1315 P14854 Cytochrome ¢ oxidase subunit 6B1 [OS=Homo sapiens] 30.835 4.06.E+08 3.94.E+08 3.88.E+08 3.96.E+08 3.72.E+08 3.64.E+08 3.64.E+08 3.59.E+08 2.95.E+08 2.95.E+08 2.70.E+08 2.37.E+08

1316 QOY277 ;’::)‘ii?;de"e”dema”'°”'5e'e°“"eCha”"e' [RreiEn 3 (O Amii 3078 1.14E+08  115E+08 = 112.E+08  1.08.E+08  9.89.E+07 = 9.67.E+07 = 1.03.E+08  105.E+08 = 1.27.E+08  13LE+08  111.E+08  1.19.E+08

1317 Q9Y3C8  ubiquitin-fold modifier-conjugating enzyme 1 [OS=Homo sapiens] 30.694 2.38.E+08 2.23.E+08 2.63.E+08 2.35.E+08 2.56.E+08 2.27.E+08 2.20.E+08 2.32.E+08 2.97.E+08 2.96.E+08 3.34.E+08 2.70.E+08

Ribosome biogenesis regulatory protein homolog [OS=Homo

1318 Q15050 30.614  9.48.E+07 9.73.E+07 8.16.E+07 3.51.E+07 6.83.E+07 1.06.E+08 1.30.E+08 2.12.E+07 1.08.E+08 7.62.E+07 1.31.E+08 1.43.E+08

sapiens]
1319 000541-1  Pescadillo homolog [OS=Homo sapiens] 30.612 1.95.E+08 1.94.E+08 1.87.E+08 1.73.E+08 2.16.E+08 2.01.E+08 2.13.E+08 2.22.E+08 2.41.E+08 2.10.E+08 2.02.E+08 2.20.E+08
1320 015247 Chloride intracellular channel protein 2 [OS=Homo sapiens] 30.567 9.19.E+06 5.48.E+06 9.19.E+06 4.19.E+06 4.69.E+06 1.37.E+06 2.63.E+05 5.76.E+07 5.72.E+07 5.47.E+07 5.71.E+07
1321 P14174 Macrophage Migration inhibitory factor [0S=Homo sapiens] 30.507  8.46.E+09 8.68.E+09 8.77.E+09 8.49.E+09 7.50.E+09 7.42.E+09 7.54.E+09 7.73.E+09 9.56.E+09 9.09.E+09 8.58.E+09 8.39.E+09
1322 075396 Vesicle-trafficking protein SEC22b [OS=Homo sapiens] 30.498 1.36.E+07 3.69.E+07 4.72.E+07 4.83.E+07 4.04.E+07 1.80.E+07 1.68.E+07 1.54.E+07 2.63.E+07 2.38.E+07 1.93.E+07 2.44 E+07
1323 Q52LJ0 Protein Fam98b [OS=Homo sapiens] 30.48 2.87.E+07 3.09.E+07 2.75.E+07 2.87.E+07 3.06.E+07 9.87.E+07 2.85.E+07 1.00.E+08 1.01.E+08 9.45.E+07 9.16.E+07 9.45.E+07
1324 043847-2 Isoform 2 of Nardilysin [OS=Homo sapiens] 30.255 1.76.E+08 1.86.E+08 1.88.E+08 1.50.E+08 1.50.E+08 1.73.E+08 1.49.E+08 1.73.E+08 2.04.E+08 2.03.E+08 2.07.E+08 1.73.E+08
1325 Q9COD9  Ethanolaminephosphotransferase 1 [OS=Homo sapiens] 30.178 1.35.E+08 1.27.E+08 1.24.E+08 1.23.E+08 1.20.E+08 1.11.E+08 1.19.E+08 1.06.E+08 1.07.E+08 1.09.E+08 9.62.E+07 1.08.E+08
1326 Q92900 Regulator of nonsense transcripts 1 [OS=Homo sapiens] 30.052  7.10.E+07 9.00.E+07 1.09.E+08 1.30.E+08 1.18.E+08 1.20.E+08 1.19.E+08 1.18.E+08 1.27.E+08 1.33.E+08 9.53.E+07 1.28.E+08

Eukaryotic translation initiation factor 3 subunit K [OS=Homo

1327 Q9UBQS5 ey 29.999 1.46.E+08 1.49.E+08 1.16.E+08 1.28.E+08 1.16.E+08 1.21.E+08 1.07.E+08 1.17.E+08 1.61.E+08 1.17.E+08 1.17.E+08 1.09.E+08
1328  Q9UMXO0-1  Ubiquilin-1 [OS=Homo sapiens] 29.997 5.80.E+07 8.40.E+07 6.63.E+07 5.04.E+07 5.70.E+07 6.29.E+07 5.79.E+07 4.83.E+07 6.89.E+07 7.74.E+07 7.75.E+07 5.89.E+07
1329 Q9BPX3 Condensin complex subunit 3 [0S=Homo sapiens] 29.878  2.56.E+07 5.66.E+07 5.70.E+07 4.61.E+07 5.96.E+07 5.57.E+07 6.00.E+07 2.30.E+07 5.74. E+07 3.92.E+07 4.46.E+07 4.77.E+07
1330 075663 TIP41-like protein [OS=Homo sapiens] 29.764 1.05.E+08 9.75.E+07 7.93.E+07 1.01.E+08 8.86.E+07 9.95.E+07 9.08.E+07 9.60.E+07 8.47.E+07 9.35.E+07 8.52.E+07 9.66.E+07
1331 Q15435 Protein phosphatase 1 regulatory subunit 7 [0S=Homo sapiens] 29.759  2.59.E+07 2.17.E+07 2.01.E+07 2.85.E+07 2.70.E+07 3.08.E+07 4.41.E+07 1.85.E+07 6.86.E+07 4.15.E+07 2.18.E+07 5.53.E+07
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Supplemental Data 1. List of identified proteins

No. et Description Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDNG6-2 CLDN6-2 CLDNG6-2 CLDN6-2
) P Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4
1332 014617-1  AP-3 complex subunit delta-1 [OS=Homo sapiens] 29.723 3.11.E+07 2.18.E+07 2.91.E+07 2.97.E+07 3.07.E+07 2.83.E+07 3.05.E+07 2.79.E+07 1.92.E+07 1.78.E+07 2.04.E+07 2.41.E+07
1333 Q92905 COP9 signalosome complex subunit 5 [OS=Homo sapiens] 29.691 1.39.E+08 1.37.E+08 1.42.E+08 1.46.E+08 1.51.E+08 1.51.E+08 1.55.E+08 1.64.E+08 1.66.E+08 1.66.E+08 1.68.E+08 1.66.E+08
1334 Q8NFF5  FAD synthase [OS=Homo sapiens] 29.674 4.17.E+07 4.55.E+07 3.99.E+07 3.64.E+07 4.11.E+07 3.02.E+07 4.37.E+07 3.20.E+07 7.05.E+07 3.83.E+07 5.17.E+07 3.42.E+07
1335 P61024 cyclin-dependent kinases regulatory subunit 1 [OS=Homo sapiens] 29.647 1.50.E+08 1.43.E+08 1.42.E+08 1.39.E+08 1.17.E+08 8.14.E+07 7.42.E+07 7.35.E+07 1.21.E+08 1.08.E+08 9.75.E+07 9.85.E+07
1336 095232-1  Luc7-like protein 3 [OS=Homo sapiens] 29.617  8.03.E+07 7.59.E+07 7.11.E+07 7.24.E+07 6.38.E+07 6.39.E+07 6.43.E+07 5.70.E+07 6.72.E+07 6.76.E+07 7.23.E+07 6.43.E+07
1337 P41223 Protein BUD31 homolog [OS=Homo sapiens] 29.613 1.38.E+08 1.25.E+08 9.22.E+07 1.59.E+08 1.14.E+08 8.04.E+07 7.36.E+07 1.01.E+08 1.10.E+08 8.62.E+07 9.11.E+07 9.23.E+07
1338 P35613 Basigin [0S=Homo sapiens] 29.606 1.73.E+08 1.93.E+08 1.89.E+08 2.11.E+08 1.81.E+08 1.77.E+08 1.68.E+08 1.84.E+08 1.75.E+08 2.23.E+08 2.27.E+08 1.89.E+08
1339 Q99436 Proteasome subunit beta type-7 [OS=Homo sapiens] 29.548 2.41.E+08 1.89.E+08 1.95.E+08 1.76.E+08 1.71.E+08 1.84.E+08 2.09.E+08 2.01.E+08 1.59.E+08 1.78.E+08 2.27.E+08 2.21.E+08
1340 Q9Y3D6 mitochondrial fission 1 protein [OS=Homo sapiens] 29.542 5.88.E+07 4.80.E+07 3.97.E+07 5.19.E+07 6.21.E+07 5.43.E+07 5.61.E+07 4.28.E+07 2.44.E+07 3.10.E+07 2.85.E+07 2.81.E+07

Probable ATP-dependent RNA helicase DDX47 [OS=Homo
sapiens]

Isoform B of Plasma membrane calcium-transporting ATPase 1
[OS=Homo sapiens]

Succinate dehydrogenase [ubiquinone] iron-sulfur subunit,
mitochondrial [OS=Homo sapiens]

1341 Q9H0S4 29.473  1.90.E+07 2.77.E+07 2.40.E+07 2.79.E+07 3.47.E+07 3.28.E+07 3.15.E+07 3.36.E+07 1.68.E+07 1.03.E+07 1.00.E+07 1.93.E+07

1342 P20020-3 29.458 3.32.E+07 2.87.E+07 4.33.E+07 5.38.E+07 5.28.E+07 2.39.E+07 2.02.E+07 1.68.E+07 2.22.E+07 1.85.E+07 3.75.E+07 1.68.E+07

1343 P21912 29.451 1.87.E+08 2.10.E+08 1.68.E+08 1.86.E+08 1.97.E+08 2.00.E+08 2.43.E+08 2.34.E+08 2.10.E+08 1.90.E+08 1.68.E+08 1.96.E+08

1344 095197-3  Isoform 3 of Reticulon-3 [OS=Homo sapiens] 29.442  2.35.E+08 2.46.E+08 2.45.E+08 2.37.E+08 2.52.E+08 2.39.E+08 2.39.E+08 2.25.E+08 2.52.E+08 2.49.E+08 2.50.E+08 2.41.E+08
1345 075323-1  Protein NipSnap homolog 2 [OS=Homo sapiens] 29.418 2.30.E+07 1.80.E+07 1.15.E+07 1.97.E+07 5.17.E+06 1.69.E+07 1.86.E+07 1.20.E+07 1.27.E+07 2.87.E+07 1.20.E+07 2.17.E+07
1346 P35659-1  Protein DEK [OS=Homo sapiens] 29.353 1.94.E+08 1.92.E+08 1.89.E+08 1.65.E+08 1.75.E+08 1.86.E+08 1.75.E+08 1.82.E+08 2.15.E+08 1.89.E+08 1.86.E+08 1.81.E+08

Serine/threonine-protein phosphatase 2B catalytic subunit alpha

1347 Q08209-1 isoform [0S=Homo sapiens] 29.28 3.07.E+08 3.36.E+08 3.55.E+08 2.90.E+08 3.63.E+08 3.86.E+08 3.71.E+08 3.78.E+08 3.92.E+08 3.78.E+08 3.79.E+08 3.65.E+08
1348 QINX58 Cell growth-regulating nucleolar protein [OS=Homo sapiens] 29.224  2.04.E+07 2.17.E+07 2.38.E+07 2.36.E+07 2.40.E+07 1.83.E+07 2.59.E+07 2.26.E+07 3.01.E+07 3.09.E+07 2.74.E+07 2.70.E+07
1349 P08237 :;;;ii?e”dem ST, (D T [ 29168 115E+07  7.92E+06 = 105E+07 = 137.E+07  135E+07 = 13LE+07 | 145E+07  115E+07 = 130.E+07 = 170.E+07  148E+07  143E+07
1350 Q9Y3B4 Splicing factor 3B subunit 6 [OS=Homo sapiens] 29.149  8.85.E+07 9.20.E+07 9.59.E+07 8.67.E+07 8.51.E+07 8.88.E+07 8.36.E+07 8.82.E+07 9.51.E+07 9.74.E+07 1.01.E+08 1.02.E+08
1351 060869-1  Endothelial differentiation-related factor 1 [0S=Homo sapiens] 29.093 6.17.E+07 6.48.E+07 6.95.E+07 6.97.E+07 6.75.E+07 6.86.E+07 6.85.E+07 6.93.E+07 5.85.E+07 7.26.E+07 7.08.E+07 6.72.E+07
1352 Q86Y46 Keratin, type Il cytoskeletal 73 [OS=Homo sapiens] 29.071 2.19.E+07 1.91.E+07 1.90.E+07 6.65.E+07 6.52.E+07 5.67.E+07 5.84.E+07 1.68.E+07 1.35.E+07
1353 Q96KR1 Zinc finger RNA-binding protein [OS=Homo sapiens] 28.894 1.93.E+07 1.95.E+07 2.08.E+07 2.34.E+07 2.15.E+07 2.14.E+07 2.30.E+07 2.52.E+07 2.00.E+07 2.33.E+07 2.17.E+07 2.21.E+07

NADH dehydrogenase [ubiquinone] iron-sulfur protein 3,
mitochondrial [OS=Homo sapiens]

1355  Q9Y5K5-1 ::;I)?:rlg? G HEIED el i (L [0S 28785 9.22E+07 = 10LE+08 = 104E+08  9.28.E+07 | 9.32.E+07  95LE+07  9.77.E+07 = 9.42.E+07 = 107.E+08  1.14E+08  110.E+08  1.07.E+08
1356 Q969V3 Nicalin [0S=Homo sapiens] 28723 6.68E+07  589E+07 | 6.85E+07  3.37.E+07 = 467.E+07  527.E+07 = 517.E+07 = 491E+07  6.88.E+07  6.08E+07  6.60.E+07  6.33.E+07
1357 P30038 '[?Jegf:(;%'g;':gf;arbwylate Celdieosnassieehondi) 28711 8.26.E+07 = 90LE+07 = 9.37.E+07  9.07.E+07 | O.10.E+07 = 35LE+07  3.85.E+07  3.35.E+07  5.76.E+07  7.85.E+07 = 8.20.E+07  8.47.E+07
NADH dehydrogenase [ubiquinone] iron-sulfur protein 2,
mitochondrial [OS=Homo sapiens]

1354 075489 28.824  6.89.E+07 1.06.E+08 1.17.E+08 1.82.E+07 9.99.E+07 4.77 E+07 4.73.E+07 1.21.E+07 1.34.E+08 4.88.E+07 1.06.E+08 6.54.E+07

1358 075306-1 28.689 8.54.E+07 1.72.E+08 1.41.E+08 9.59.E+07 7.79.E+07 8.63.E+07 1.40.E+08 4.49.E+07 1.45.E+08 1.13.E+08 9.09.E+07 1.34.E+08

1359 Q13510 Acid ceramidase [OS=Homo sapiens] 28.636  1.27.E+08 1.42.E+08 1.35.E+08 1.41.E+08 1.78.E+08 1.77.E+08 1.77.E+08 1.54.E+08 1.83.E+08 1.67.E+08 1.71.E+08 1.85.E+08
1360 Q6PI48 Aspartate--tRNA ligase, mitochondrial [OS=Homo sapiens] 28.611 1.11.E+08 1.05.E+08 8.59.E+07 9.52.E+07 7.46.E+07 6.21.E+07 6.47.E+07 6.41.E+07 8.82.E+07 7.67.E+07 7.89.E+07 9.03.E+07
1361 P29317 Ephrin type-A receptor 2 [OS=Homo sapiens] 28.522 1.16.E+08 1.05.E+08 1.21.E+08 8.92.E+07 1.47.E+08 1.78.E+08 1.60.E+08 1.53.E+08 1.24.E+08 9.67.E+07 1.29.E+08 1.11.E+08
1362 095810 caveolae-associated protein 2 [0S=Homo sapiens] 28.51 9.06.E+07 6.97.E+07 7.26.E+07 9.10.E+07 5.79.E+07 5.45.E+07 5.37.E+07 5.01.E+07 1.35.E+08 1.14.E+08 1.08.E+08 1.11.E+08
1363 P43307 Translocon-associated protein subunit alpha [OS=Homo sapiens] 28.506 1.14.E+08 1.09.E+08 1.07.E+08 1.24.E+08 1.15.E+08 1.45.E+08 1.19.E+08 1.14.E+08 1.33.E+08 1.33.E+08 1.22.E+08 1.40.E+08

Dolichol-phosphate mannosyltransferase subunit 1 [OS=Homo

1364 060762 28.442  7.53.E+07 7.05.E+07 6.78.E+07 7.08.E+07 8.45.E+07 8.06.E+07 7.75.E+07 7.36.E+07 9.22.E+07 9.05.E+07 8.57.E+07 9.01.E+07

sapiens]
1365 015511-1  Actin-related protein 2/3 complex subunit 5 [OS=Homo sapiens] 28.441 5.94.E+07 6.51.E+07 5.94.E+07 5.48.E+07 7.00.E+07 7.40.E+07 6.96.E+07 6.47.E+07 7.83.E+07 6.88.E+07 7.39.E+07 5.02.E+07
1366 P30049 ATP synthase subunit delta, mitochondrial [0S=Homo sapiens] 28.43 1.23.E+08 1.20.E+08 9.84.E+07 9.43.E+07 1.46.E+08 1.52.E+08 1.60.E+08 1.58.E+08 1.42.E+08 1.63.E+08 1.59.E+08 1.48.E+08
1367 Q9GZR7  ATP-dependent RNA helicase DDX24 [OS=Homo sapiens] 28.409 9.23.E+07 5.81.E+07 8.90.E+07 8.60.E+07 7.91.E+07 7.83.E+07 8.16.E+07 8.61.E+07 8.02.E+07 8.10.E+07 8.05.E+07 7.95.E+07
1368 Q12765 Secernin-1 [0OS=Homo sapiens] 28.403 1.55.E+08 1.75.E+08 9.87.E+07 1.54.E+08 1.71.E+08 1.73.E+08 1.70.E+08 1.73.E+08 1.93.E+08 1.98.E+08 1.96.E+08 1.86.E+08
1369 Q969H8 Myeloid-derived growth factor [0OS=Homo sapiens] 28.355 1.77.E+08 1.88.E+08 1.83.E+08 1.61.E+08 1.80.E+08 1.76.E+08 1.71.E+08 1.75.E+08 1.60.E+08 1.62.E+08 1.47.E+08 1.69.E+08
1370 075915 PRAL family protein 3 [OS=Homo sapiens] 28.292 7.22.E+07 2.71.E+07 4.15.E+07 3.51.E+07 6.01.E+07 3.96.E+07 5.15.E+07 5.36.E+07 2.39.E+07 3.69.E+07 4.38.E+07 5.67.E+07
1371 Q9UJU6-1  Drebrin-like protein [OS=Homo sapiens] 28.286  4.44.E+07 5.13.E+07 3.83.E+07 6.63.E+07 7.32.E+07 8.28.E+07 8.10.E+07 4.68.E+07 3.93.E+07 8.27.E+07 3.59.E+07 7.10.E+07
1372 Q99538 Legumain [OS=Homo sapiens] 28.214  7.30.E+07 9.26.E+07 6.91.E+07 1.04.E+08 7.79.E+07 7.87.E+07 7.38.E+07 7.15.E+07 1.10.E+08 1.15.E+08 1.23.E+08 1.21.E+08

Secretory carrier-associated membrane protein 2 [0OS=Homo

173 owstzr e 28171 185E+08  184.E+08  187.E+08  196.E+08 = 147.E+08  166.E+08  162.E+08  166.E+08  L196.E+08  219.E+08 = 221E+08  2.21E+08
1374 060784  Target of Myb protein 1 [0S=Homo sapiens] 28123 7.26.6+407  7.30.E+407  754E+07  6.99.E+07 | 6.66.E+07  7.40.E+07 | T.09.E+07 | 7.02.E+07 | 7.09.6+407  7.36.E+07  7.34E+07  7.49.E+07
1375 POC7P4 %’gxg;ﬁ:&fg (el campl Sl (NS T (eEnd 28119 7.97.E+07 = 988E+07 = 823E+07  9B55E+07 = 884.E+07 = O.76.E+07 = 998E+07  B81LE+07 = 947.E+07 = 104E+08 = O5LE+07 = 1.03.E+08
1376 QOY3C6  Peptidyl-prolyl cis-trans isomerase-like 1 [0S=Homo sapiens] 28096 B812E+07 = 812E+07 | 7.78.E+07  856.E+07 | 6.99.E+07  6.66.E+07 | 645.E+07 | 649.E+07 | 7.68.E+07 = B48E+07  8.45E+07  8.35.E+07
1377 P29373 Cellular retinoic acid-binding protein 2 [0OS=Homo sapiens] 27.923 4.10.E+07 4.33.E+07 4.65.E+07 4.75.E+07 3.38.E+07 3.80.E+07 3.42.E+07 3.65.E+07 4.72.E+07 5.26.E+07 5.46.E+07 5.85.E+07
1378 Q15286  Ras-related protein Rab-35 [0S=Homo sapiens] 27.877 239.E+07 = 263E+07 | 2.88E+07 | 2.79E+07 | 252E+07 | 2.42E+07 | 227.E+07 | 26LE+07 | 235E+07 | 278E+07 | 2.6LE+07 | 2.49.E+07
1379 P15586 N-acetylglucosamine-6-sulfatase [OS=Homo sapiens] 27.847 1.17.E+08 9.87.E+07 9.18.E+07 1.11.E+08 6.02.E+07 4.32.E+07 6.01.E+07 4.64.E+07 1.07.E+08 1.01.E+08 9.99.E+07 1.01.E+08
1380  QUBS26  Endoplasmic reticulum resident protein 44 [0S=Homo sapiens] 27.833 6.67.E+07 = 827.E+07 | 9.26E+07  9.03E+07  114E+08  106.E+08  112.E+08  112.E+08  B8.66.E+07  85LE+07  7.43E+07  8.43.E+07

Structural maintenance of chromosomes protein 3 [OS=Homo
sapiens]

Eukaryotic translation initiation factor 3 subunit G [OS=Homo
sapiens]

1381 Q9UQE7 27.773  3.67.E+07 3.22.E+07 3.21.E+07 3.37.E+07 2.88.E+07 3.05.E+07 2.81.E+07 1.89.E+07 2.73.E+07 2.86.E+07 3.18.E+07 2.96.E+07

1382 075821 27.765 2.94.E+08 2.41.E+08 2.37.E+08 3.06.E+08 2.21.E+08 2.38.E+08 2.47.E+08 2.39.E+08 3.05.E+08 2.63.E+08 2.68.E+08 2.48.E+08
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Supplemental Data 1. List of identified proteins

No. et Description Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDNG6-2 CLDN6-2 CLDNG6-2 CLDN6-2

) P Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4
1383 QINYL4  Peptidyl-prolyl cis-trans isomerase FKBP11 [OS=Homo sapiens] 27.721  1.17.E+08 1.12.E+08 1.15.E+08 1.26.E+08 1.03.E+08 1.01.E+08 1.02.E+08 1.12.E+08 1.58.E+08 1.73.E+08 1.59.E+08 1.77.E+08
1384 Q8NE86  Calcium uniporter protein, mitochondrial [OS=Homo sapiens] 27.705 4.58.E+07 3.16.E+07 2.03.E+07 4.04.E+07 6.07.E+07 3.26.E+07 5.40.E+07 4.61.E+07 6.81.E+07 6.37.E+07 5.65.E+07 5.27.E+07

Mitochondrial import inner membrane translocase subunit tim23

19 OlletHs [OS=Homo sapiens]

27.696 4.81.E+07 4.04.E+07 4.77.E+07 4.16.E+07 1.13.E+07 9.49.E+06 5.67.E+06 2.21.E+07 3.54.E+07 2.81.E+07 9.82.E+06 2.08.E+07

1386 Q9BUK6  Protein misato homolog 1 [OS=Homo sapiens] 27.615 9.30.E+07 8.79.E+07 8.06.E+07 1.02.E+08 7.00.E+07 7.17.E+07 7.09.E+07 4.28.E+07 7.27.E+07 6.69.E+07 4.12.E+07 7.22.E+07
1387 P62847-1  40S ribosomal protein S24 [0S=Homo sapiens] 27.552  7.56.E+08 6.62.E+08 6.76.E+08 7.34.E+08 6.88.E+08 6.95.E+08 6.73.E+08 6.03.E+08 6.24.E+08 6.06.E+08 5.83.E+08 5.79.E+08
1388 P19784 casein kinase Il subunit alpha’ [OS=Homo sapiens] 27.498 4.88.E+07 4.95.E+07 4.92.E+06 6.28.E+06 4.17.E+07 4.34.E+06 1.88.E+06 7.56.E+06 5.60.E+07 1.12.E+07 1.16.E+07 1.32.E+07
1389  Q07866-1 Kinesin light chain 1 [0S=Homo sapiens] 27.482 1.01.E+08 8.48.E+07 8.90.E+07 9.03.E+07 1.01.E+08 9.69.E+07 9.18.E+07 9.80.E+07 1.05.E+08 1.00.E+08 9.73.E+07 1.02.E+08

cAMP-dependent protein kinase type Il-alpha regulatory subunit

1820 IPIERTEL [OS=Homo sapiens]

27.474  1.45.E+07 2.09.E+07 1.75.E+07 7.19.E+06 2.39.E+07 2.02.E+07 2.40.E+07 5.23.E+06 2.60.E+07 2.44 E+O7 1.80.E+07 2.35.E+06

1391 P05204 Non-histone chromosomal protein HMG-17 [OS=Homo sapiens] 27.467 1.20.E+08 1.26.E+08 1.34.E+08 1.55.E+08 1.75.E+08 1.66.E+08 1.68.E+08 1.46.E+08 1.21.E+08 1.24.E+08 1.22.E+08 1.23.E+08
1392 Q53GS9  U4/U6.US5 tri-snRNP-associated protein 2 [0S=Homo sapiens] 27.389 590.E+07  646.E+07 = 557.E+07  588E+07 = 420.E+07  574E+07 = 498.E+07 = 556.E+07  6.30.E+07 = 579.E+07 | 7.24E+07 | 7.74.E+07
1393 Q9BW6O SE;‘:)?S:;'IO” i ety ) Gz (i il areiiein L [ORSAta 27208 553.E+07 = 463.E+07 = 522E+07  542E+07 = 57LE+07 = 620.E+07 = 587.E+07 = 567.E+07 = 4.3LE+07 = 5.04E+07 = 458.E+07 | 4.29.E+07
1394 QINX40 OCIA domain-containing protein 1 [OS=Homo sapiens] 27.275 3.70.E+07 3.39.E+07 3.67.E+07 4.54.E+07 7.62.E+07 7.59.E+07 3.50.E+07 8.08.E+07 7.83.E+07 8.84.E+07 3.93.E+07 8.61.E+07
1395  014787-2 Isoform 2 of Transportin-2 [0S=Homo sapiens] 2723 7.50.E+06  6.18.E+06  7.33E+06  5.25E+06 7.61.E+06 7.87.E+06  114E+07  1.07.E+07
1396  Q96G03  Phosphoglucomutase-2 [0S=Homo sapiens] 27.196 6.86.E+07  578.E+07 | 6.36.E+07  6.3LE+07 = 4.07.E+07  4.73E+07 | 594E+07 = 6.60.E+07  617.E+07  650.E+07 | 6.40.E+07 | 6.16.E+07

26S proteasome non-ATPase regulatory subunit 4 [OS=Homo

1397 P55036-1 27.167 1.46.E+08 2.30.E+08 2.20.E+08 2.44.E+08 2.43.E+08 2.28.E+08 1.98.E+08 2.06.E+08 3.28.E+08 2.50.E+08 2.47.E+08 2.53.E+08

sapiens]
1398  Q7LO14 g::)?::s'? (AP TS ROV ETEe0 PR O 27164 815E+07  884E+07 = 810.E+07  855E+07 = 7.33.E+07  7.43E+07 | 7.61.E+07 = 7.22E+07  640.E+07  807.E+07 = 7.28.E+07  7.90.E+07
1399 P07305 Histone H1.0 [0S=Homo sapiens] 27109 3.00.E+08  320E+08 = 323E+08  3.26E+08 = 253.E+08 = 274E+08  267.E+08 = 279.E+08  283.E+08  3.06E+08  3.13E+08  2.98.E+08
1400  Q96JY6-1 PDZ and LIM domain protein 2 [0S=Homo sapiens] 27105 8.15E+07  143E+08  B8.10.E+07  1.36.E+08  167.E+08  104E+08  171.E+08  111E+08  124E+08  150.E+08  147.E+08  1.38.E+08
1401 P00966  Argininosuccinate synthase [0S=Homo sapiens] 27.033 231E+07 = 215E+07 = 211E+07  222E+07 = 541.E+07  545E+07 = A455E+07 = 491E+07 = 132E+07  121.E+07  112E+07  1.19.E+07
1402 P48637  glutathione synthetase [0S=Homo sapiens] 27.009 221E+08 = 220E+08  214E+08  2.18.E+08  224E+08  218.E+08 | 2.27.E+08  230.E+08 = 238.E+08  2.26.E+08  2.3LE+08  2.3LE+08
1403 P57740  Nuclear pore complex protein Nup107 [0S=Homo sapiens] 27.002 2.82E+07 = 293E+07 | 3.04E+07  324E+07 = 278.E+07  226E+07 = 278.E+07 = 253E+07 = 287.E+07  288.E+07  3.15E+07  2.82.E+07
1404 Q5RI15-1  Cytochrome c oxidase protein 20 homolog [OS=Homo sapiens] 26.993 6.44.E+07 6.10.E+07 9.56.E+07 7.08.E+07 6.04.E+07 9.09.E+07 8.74.E+07 9.53.E+07 9.54.E+07 1.32.E+08 1.30.E+08 1.17.E+08
1405 P21926  CD9 antigen [0S=Homo sapiens] 26929 3.29E+08  298.E+08 | 286.E+08  289E+08  2.85E+08  284E+08  281.E+08 = 268E+08 = 271E+08  257.E+08  240E+08  2.35.E+08
1406 P10606 S;’:)?::Srfme (© @D SIS BfE), i omelzl O I 26.910 428.E+08  451E+08  3.66.E+08  391E+08 = 4.06.E+08  3.76.E+08 = 4.11E+08  4.26.E+08 = 3.50.E+08 = 3.38.E+08 = 3.20.E+08  3.15.E+08
1407 Q9HCN8  Stromal cell-derived factor 2-like protein 1 [OS=Homo sapiens] 26.907 9.41.E+07 1.06.E+08 6.06.E+07 9.87.E+07 1.03.E+08 9.76.E+07 9.77.E+07 1.12.E+08 8.02.E+07 8.34.E+07 9.61.E+07 8.15.E+07

probable asparagine--tRNA ligase, mitochondrial [OS=Homo

1408 Qoeise  FOEC 26.856 199.E+07  273E+07 = 239E+07 = 225E+07 = 253E+07 = 263E+07 | 3.05.E+07  255E+07 = 280.E+07 = 353E+07 | 2.60.E+07 | 3.54.E+07
1409 P09110-1  3-ketoacyl-CoA thiolase, peroxisomal [0S=Homo sapiens] 26786 3.18E+07 = 20LE+07  241E+07  225E+07  530E+07 = 233E+07 | 2.35E+07  471E+07 | 238.E+07  203.E+07  487.E+07  3.35E+07
1410 QOPIF3  Costars family protein ABRACL [0S=Homo sapiens] 26773 11LE+08  B8.86.E+07 = 9.77.E+07  116.E+08  132E+08  123.E+08  120.E+08  105E+08  6.38.E+07  7.75E+07  6.70.E+07  7.00.E+07
1411 QO9BYG3 ngi;ggﬁ:;:ﬁ;i”temm”g TGl (e eEn 26742 455E+07  440.E+07 | 3.16.E+07  3.66.E+07 | 3.73.E+07  3.70.E+07 = 4.48E+07 = 4.09.E+07 = 3.15E+07 = 3.99.E+07 = 4.24E+07 = 2.94.E+07
1412 000442  RNA 3-terminal phosphate cyclase [0S=Homo sapiens] 26729 454E+07 | 245E+07 | 4ATE+07 | 2.86.E+07 = 3.72E+07  476E+07 | 478.E+07  448E+07 | A0LE+07  3.89.E+07 | 3.9LE+07 | 3.90.E+07
1413 095347-1 :gsgﬁg“' METTEREED O CEMESEES [FREE 2 ([0S HemmD 26,678 2.35.E+07  282.E+07 = 2.80.E+07 = 2.99.E+07 | O.94.E+06 = 254.E+07  8.6LE+06 = 248.E+07 = 124E+07  172E+07 = O57.E+06  1.77.E+07

Fragile X mental retardation syndrome-related protein 2
[OS=Homo sapiens]
Transmembrane emp24 domain-containing protein 4 [OS=Homo

1414 P51116 26.677 4.90.E+07 4.77.E+07 4.62.E+07 5.66.E+07 3.69.E+07 4.52.E+07 3.94.E+07 4.38.E+07 2.46.E+07 2.26.E+07 2.58.E+07 2.81.E+07

1415 Q7Z7HS 26.648 6.46.E+07 5.41.E+07 1.20.E+08 4.88.E+07 5.41.E+07 5.84.E+07 5.65.E+07 5.85.E+07 4.72.E+07 5.03.E+07 6.32.E+07 4.97.E+07

sapiens]
1416 Q9UPY5 Cystine/glutamate transporter [0S=Homo sapiens] 26.582  9.80.E+07 9.49.E+07 8.89.E+07 9.31.E+07 1.42.E+08 1.32.E+08 1.27.E+08 1.14.E+08 6.54.E+07 6.00.E+07 6.01.E+07 5.87.E+07
1417 P34949 mannose-6-phosphate isomerase [OS=Homo sapiens] 26.568 5.65.E+07 5.57.E+07 2.34.E+07 4.21.E+07 3.76.E+07 2.04.E+07 2.07.E+07 1.46.E+07 6.62.E+07 5.93.E+07 4.68.E+07 2.05.E+07
1418 Q8TD19 Serine/threonine-protein kinase Nek9 [OS=Homo sapiens] 26.534  3.49.E+07 3.35.E+07 5.54.E+07 4.51.E+07 3.77.E+07 6.66.E+07 6.47.E+07 5.63.E+07 4.06.E+07 5.73.E+07 5.03.E+07 5.60.E+07
1419 043504 Ragulator complex protein LAMTORS5 [OS=Homo sapiens] 26.467 6.52.E+07 6.07.E+07 6.31.E+07 5.62.E+07 4.44 E+07 4.38.E+07 4.98.E+07 4.87.E+07 5.94.E+07 5.66.E+07 5.62.E+07 5.31.E+07
1420 P26885 Peptidyl-prolyl cis-trans isomerase FKBP2 [OS=Homo sapiens] 26.357 2.38.E+08 2.12.E+08 1.49.E+08 1.70.E+08 1.77.E+08 1.68.E+08 1.75.E+08 1.17.E+08 1.78.E+08 1.69.E+08 2.02.E+08 1.94.E+08
1421 Q99459 Cell division cycle 5-like protein [OS=Homo sapiens] 26.357 7.94.E+07 7.78.E+07 8.74.E+07 9.08.E+07 7.73.E+07 8.68.E+07 8.82.E+07 7.74.E+07 8.16.E+07 8.96.E+07 8.97.E+07 9.87.E+07
1422 P52888 thimet oligopeptidase [OS=Homo sapiens] 26.318 6.78.E+07 6.93.E+07 7.76.E+07 9.03.E+07 6.39.E+07 5.25.E+07 7.27.E+07 6.95.E+07 5.55.E+07 6.24. E+07 8.45.E+07 8.85.E+07

histone acetyltransferase type B catalytic subunit [OS=Homo

1423 014929 — 26.317 2.12.E+07 2.08.E+07 3.02.E+07 2.77.E+07 2.55.E+07 2.84.E+07 3.27.E+07 2.96.E+07 2.53.E+07 3.33.E+07 3.14.E+07 3.18.E+07
1424 QINP97  Dynein light chain roadblock-type 1 [OS=Homo sapiens] 26.307 2.28.E+08 2.39.E+08 2.55.E+08 2.52.E+08 2.65.E+08 2.74.E+08 2.78.E+08 2.79.E+08 2.78.E+08 3.01.E+08 2.98.E+08 3.01.E+08
1425 Q9Y2V2 Calcium-regulated heat-stable protein 1 [0S=Homo sapiens] 26.276  5.77.E+07 6.85.E+07 6.63.E+07 6.27.E+07 7.22.E+07 7.30.E+07 7.71.E+07 7.39.E+07 9.93.E+07 1.08.E+08 1.04.E+08 1.07.E+08
1426 014745 SN:;:;):] ':](+) SXcHanoiRaUIeVCetactoqLIERELOSSHCRS 26.266 101.E+08  118E+08  116E+08  124E+08  106.E+08  113.E+08  118E+08  122E+08  B88LE+07 = 9.12E+07 = 8.94.E+07  8.94.E+07
1427 095470 sphingosine-1-phosphate lyase 1 [0S=Homo sapiens] 26.26  7.14.E+07 7.03.E+07 6.34.E+07 8.28.E+07 6.50.E+07 6.95.E+07 7.16.E+07 6.77.E+07 7.01.E+07 7.32.E+07 7.11.E+07 7.14.E+07
1428 P60983 glia maturation factor beta [OS=Homo sapiens] 26.215 1.56.E+07 1.21.E+07 1.00.E+07 1.42.E+07 4.72.E+06 9.76.E+06 3.03.E+06 6.55.E+06 7.85.E+06 1.52.E+07 1.48.E+07
1429 094919 endonuclease domain-containing 1 protein [OS=Homo sapiens] 26.17  9.86.E+07 9.08.E+07 9.58.E+07 9.73.E+07 2.73.E+07 2.45.E+07 2.62.E+07 2.42.E+07 2.25.E+07 9.35.E+07 1.02.E+08 2.30.E+07
1430 Q96HN2  Adenosylhomocysteinase 3 [OS=Homo sapiens] 26.096 6.38.E+07 6.53.E+07 6.94.E+07 6.39.E+07 6.72.E+07 6.15.E+07 6.52.E+07 7.09.E+07 5.07.E+07 8.03.E+07 7.68.E+07 8.26.E+07
1431 Q8WZ82  Esterase OVCA2 [OS=Homo sapiens] 26.083 1.45.E+07 1.61.E+07 1.73.E+07 1.55.E+07 1.84.E+07 2.13.E+07 1.86.E+07 1.84.E+07 1.06.E+07 1.15.E+07 1.02.E+07 8.36.E+06
1432 QINXH9-1 tRNA (guanine(26)-N(2))-dimethyltransferase [0OS=Homo sapiens] 26.076  3.01.E+07 3.10.E+07 2.94.E+07 3.03.E+07 2.45.E+07 3.13.E+07 2.85.E+07 2.50.E+07 2.48.E+07 3.01.E+07 2.74. E+07 2.90.E+07
1433 Q7Z7H8 39S ribosomal protein L10, mitochondrial [OS=Homo sapiens] 26.023 2.65.E+07 2.01.E+07 1.96.E+07 2.29.E+07 2.27.E+07 2.59.E+07 2.14.E+07 1.86.E+07 1.97.E+07 1.96.E+07 1.78.E+07 1.77.E+07

Putative coiled-coil-helix-coiled-coil-helix domain-containing

1434 Qe protein CHCHD2P9, mitochondrial [0S=Homo sapiens

26.007 5.89.E+07 6.17.E+07 6.71.E+07 6.01.E+07 3.88.E+07 4.27 E+07 4.38.E+07 4.40.E+07 5.08.E+07 6.29.E+07 6.40.E+07 6.30.E+07
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Supplemental Data 1. List of identified proteins

No. et Description Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDNG6-2 CLDN6-2 CLDNG6-2 CLDN6-2

) P Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4
1435 P24941-1  cyclin-dependent kinase 2 [OS=Homo sapiens] 25.978  3.35.E+07 3.90.E+07 4.42 E+07 3.45.E+07 4.90.E+07 2.63.E+07 3.95.E+07 3.04.E+07 1.14.E+07 3.89.E+07 4.93.E+07 3.38.E+07
1436 P35244 Replication protein A 14 kDa subunit [OS=Homo sapiens] 25.922 1.01.E+08 8.97.E+07 9.31.E+07 1.06.E+08 1.01.E+08 9.67.E+07 9.46.E+07 1.00.E+08 8.83.E+07 8.47.E+07 9.38.E+07 9.79.E+07

1437  Q9UL15-1 BAG family molecular chaperone regulator 5 [0S=Homo sapiens] 25.918 4.25.E+07 1.76.E+07 1.99.E+07 1.89.E+07 1.81.E+07 1.88.E+07 1.91.E+07 1.14.E+07 2.01.E+07 2.03.E+07 2.09.E+07 2.19.E+07

Transmembrane emp24 domain-containing protein 7 [OS=Homo

1438  Q9Y3B3-1 25.83 1.41.E+08 1.43.E+08 1.47.E+08 1.39.E+08 1.37.E+08 1.39.E+08 1.30.E+08 1.39.E+08 1.43.E+08 1.43.E+08 1.35.E+08 1.34.E+08

sapiens]
1439 Q9Y5L0-2 transportin-3 [0S=Homo sapiens] 25775 3.90.E+07  312E+07 = 320.E+07  291E+07 = 356.E+07  3.07.E+07 | 3.43.E+07 = 3.35E+07  3.02E+07 = 3.22E+07  3.38E+07  3.77.E+07
1440 Q13144 :;?)ri‘;:a;]"’" ietion ifteiten @720 SUsli Eppsilon [P em® 25669 4.32.E+07 = 441E+07  426.E+07  427.E+07 = 3.38E+07 = 507.E+07 = 3.99.E+07 = 3.02.E+07 = 4.87.E+07  540.E+07 = 5.04.E+07  5.63.E+07
1441 043592  Exportin-T [0S=Homo sapiens] 25667 139.E+08  142E+08  1.17.E+08  140.E+08  137.E+08  7.97.E+07 = 152.E+08  166.E+08  148.E+08  143E+08  1.18E+08  1.04.E+08
1442 Q9UHG3 prenylcysteine oxidase 1 [0S=Homo sapiens] 25625 835E+07  104E+08  123E+08  119E+08  B8.48.E+07  965E+07 = 914E+07  105E+08  7.3LE+07  108E+08  113E+08  1.23.E+08

Integrin-linked kinase-associated serine/threonine phosphatase 2C

1443 Q9HoC8 [0S=Homo sapiens] 25.588 1.63.E+07 7.99.E+06 1.27.E+07 1.70.E+07 1.16.E+07 9.88.E+06 1.12.E+07 6.49.E+06 7.74.E+06 3.82.E+06 5.83.E+06
1444 QI9NUP9  Protein lin-7 homolog C [0OS=Homo sapiens] 25.527 1.14.E+08 8.76.E+07 2.05.E+08 1.15.E+08 1.04.E+08 1.08.E+08 1.11.E+08 1.10.E+08 1.07.E+08 1.16.E+08 1.19.E+08 2.24 E+08
1445 Q68EO01 Integrator complex subunit 3 [0S=Homo sapiens] 25.479  2.30.E+07 1.88.E+07 2.01.E+07 1.30.E+07 1.58.E+07 1.35.E+07 2.08.E+07 1.72.E+07 1.76.E+07 1.84.E+07 2.21.E+07 1.47.E+07

ATP-binding cassette sub-family B member 6, mitochondrial

WAy Qe [OS=Homo sapiens]

25.461 9.06.E+07 9.29.E+07 9.32.E+07 8.65.E+07 8.10.E+07 8.92.E+07 8.86.E+07 8.46.E+07 7.84.E+07 8.25.E+07 8.02.E+07 7.96.E+07

1447 000515  Ladinin-1 [0S=Homo sapiens] 25.436 59LE+07  527.E+07  524E+07 | 4.82.E+07 = 7.93E+07  8.03.E+07 | B8.5.E+07  8.16E+07 | 7.38.E+07  7.67.E+07 | 7.05E+07  7.55.E+07
1448 Q13564-1 SN;?;]:““"&“”Q iRy (=1 ey SHaNAE [OE=HAD 25379 234E+07  191E+07 = 207.E+07 = 210E+07 = 165.E+07  164E+07 = 179.E+07 = 165E+07  289.E+07  258E+07 = 241E+07 = 3.11.E+07
1449 Q13573  SNW domain-containing protein 1 [0S=Homo sapiens] 25354 7.13E+07  542E+07  55LE+07 | 642E+07 | 273E+07  299E+07 | 3.03.E+07 = 2.33E+07 = 27LE+07  327.E+07 | 32LE+07 | 3.1LE+07
1450  P12955  xaa-Pro dipeptidase [0S=Homo sapiens] 2529 158E+07 = 166.E+07  192.E+07 = 170E+07 = 16LE+07  157.E407 = 13LE+07 = 118E+07  2.06.E+07  2.22.E+07  235E+07  L74E+07
1451 Q96136 ?aap'i‘;‘r‘]’:]e'l'ph"sr’ha‘e SR IETSTERES R [ 2524 472E+07 = 191.E+07 = 229E+07  282E+07 = 358E+07  417.E+07 = 305E+07  417.E+07  328.E+07 = 3.97.E+07  3.80.E+07  3.01.E+07
1452 Q15427  Splicing factor 3b subunit 4 [0S=Homo sapiens] 2522 904E+07 = B53E+07 | 7.88.E+07 = 909E+07 = B892E+07  104E+08  9.80.E+07 = 9.04E+07 = 104E+08  117.E+08  112E+08  111E+08
1453 QONUQY  protein FAMA49B [0S=Homo sapiens] 25101 7.6E+07  7.0E+07 = 6.22.E+07 | 6.89.E+07 = 6.62E+07 = 49LE+07 | 7.26.E+07  6.60.E+07  7.70.E+07 = 527.E+07 | 7.5LE+07 | 8.29.E+07
1454 P56211  cAMP-regulated phosphoprotein 19 [0S=Homo sapiens] 25166 8.17.E+07 = B843E+07  B77.E+07 | B92.E+07 | 7.87.E+07 = B829.E+07 | 8.11.E+07  7.89.E+07 | B44E+07  9.42E+07 | 845E+07 | 7.17.E+07
1455 043583 density-regulated protein [OS=Homo sapiens] 25.159 1.54.E+08 1.80.E+08 1.69.E+08 1.71.E+08 1.70.E+08 1.76.E+08 1.81.E+08 1.92.E+08 2.27.E+08 1.97.E+08 2.02.E+08 1.83.E+08
1456 Q12788  Transducin beta-like protein 3 [0S=Homo sapiens] 25114 341E+07  217.E+07  228E+07 | 260.E+07 = 212E+07 = 211E+07 | 212.E+07  145E+07 = 23LE+07  197.E+07  145E+07  1.33E+07
1457 P09012 ;’alpim“ MUBLZAR RIECRUELECFROMER A [CE=HTie 25086 3.16.E+08  320E+08 = 3.11E+08  3.06.E+08  305E+08  3.00.E+08 = 3.04.E+08  3.14E+08 = 365E+08  3.50.E+08 = 3.46.E+08 = 3.32.E+08
1458 P61960  Ubiquitin-fold modifier 1 [0S=Homo sapiens] 25034 153E+08  135E+08  137.E+08  142.E+08  154E+08  147.E+08  151.E+08  140E+08 = 147.E+08  15LE+08  142.E+08  1.60.E+08
1459 043272 Proline dehydrogenase 1, mitochondrial [0S=Homo sapiens] 25028 117.E+08  137.E+08  133E+08  141.E+08  117.E+08  102.E+08  104.E+08  112E+08 = 114E+08  138E+08  10LE+08  124.E+08
1460 095159  zinc finger protein-like 1 [0S=Homo sapiens] 24928 817.E+07  7.99.E+07  B8.17.E+07 | 8.23E+07 = O05E+07  9.13.E+07 | 8.60.E+07  9.00.E+07 = 103.E+08  1.20.E+08  1.04.E+08  1.04.E+08
1461 P19838  Nuclear factor NF-kappa-B p105 subunit [0S=Homo sapiens] 24903 293E+07  31LE+07  311E+07  276.E+07  314E+07 = 302E+07 | 295E+07  3.32E+07  358.E+07  3.34E+07 | 3.94E+07 | 3.63.E+07
1462 QBUN15-1  Pre-mRNA 3-end-processing factor FIP1 [0S=Homo sapiens] 24901 7.64E+07  916E+07  517.E+07 | 9.42.E+07 = 7.38E+07  554E+07 | 7.92.E+07  585E+07 | 566.E+07  9.20.E+07 | 8.17.E+07  5.80.E+07
1463 Q99961  Endophilin-A2 [0S=Homo sapiens] 24898 9.15E+07  102E+08  112E+08  106.E+08  10LE+08  122E+08  119.E+08  120E+08 = 107.E+08  124E+08  120.E+08  123.E+08
1464 0O75494-1  Serine/arginine-rich splicing factor 10 [OS=Homo sapiens] 24.795 7.51.E+07 6.13.E+07 1.14.E+08 6.91.E+07 6.81.E+07 8.59.E+07 4.97.E+07 8.97.E+07 5.63.E+07 8.87.E+07 5.39.E+07 5.69.E+07
1465  P35250-1 Replication factor C subunit 2 [0S=Homo sapiens] 24792 296E+07  310E+07 = 3.44E+07 | 344E+07 | 247.E+07  284E+07 | 3.15E+07  2.80.E+07 | 302E+07  3.46.E+07 | 3.63.E+07 | 3.44.E+07

Dolichyl-diphosphooligosaccharide--protein glycosyltransferase

ey RIS subunit STT3A [OS=Homo sapiens]

24.779 1.54.E+08 1.42.E+08 1.60.E+08 1.31.E+08 1.76.E+08 1.66.E+08 1.42.E+08 1.65.E+08 1.49.E+08 1.42.E+08 1.21.E+08 1.22.E+08

1467 P53985 Monocarboxylate transporter 1 [OS=Homo sapiens] 24761 1.96.E+07 3.07.E+07 2.35.E+07 2.33.E+07 4.17.E+07 4.51.E+07 3.29.E+07 3.44.E+07 3.03.E+07 3.11.E+07 2.81.E+07 2.79.E+07
1468 Q15796-1  Mothers against decapentaplegic homolog 2 [OS=Homo sapiens] 24746 9.17.E+07 1.03.E+08 1.05.E+08 9.06.E+07 8.15.E+07 8.26.E+07 9.03.E+07 8.81.E+07 1.06.E+08 1.11.E+08 1.14.E+08 1.09.E+08
1469 Q96PZ0 pseudouridylate synthase 7 homolog [OS=Homo sapiens] 24729 1.63.E+07 8.24.E+06 8.24.E+06 8.98.E+06 1.06.E+07 1.05.E+07 5.08.E+06 8.60.E+06 3.27.E+06 6.47.E+06 5.72.E+06 5.67.E+06
1470 P52701 DNA mismatch repair protein MSH6 [OS=Homo sapiens] 24.689  2.39.E+07 4.47.E+07 4.91.E+07 4.67.E+07 3.37.E+07 3.51.E+07 3.75.E+07 4.00.E+07 2.78.E+07 3.44.E+07 3.73.E+07 3.93.E+07
1471 Q9UHVY  Prefoldin subunit 2 [0S=Homo sapiens] 24.676  2.04.E+08 2.24.E+08 2.17.E+08 2.11.E+08 2.32.E+08 2.32.E+08 2.37.E+08 2.35.E+08 2.39.E+08 2.68.E+08 2.30.E+08 2.11.E+08
1472 Q8NBQ5  Estradiol 17-beta-dehydrogenase 11 [OS=Homo sapiens] 24.667 1.50.E+07 1.82.E+07 1.86.E+07 1.93.E+07 1.76.E+07 1.84.E+07 1.89.E+07 1.96.E+07 3.32.E+07 3.29.E+07 2.45.E+07 2.22.E+07
1473 Q9BZE4  Nucleolar GTP-binding protein 1 [OS=Homo sapiens] 24.638 4.75.E+07 9.37.E+07 1.01.E+08 1.02.E+08 9.36.E+07 9.39.E+07 9.43.E+07 9.41.E+07 7.92.E+07 8.51.E+07 9.24.E+07 8.93.E+07
Insulin-like growth factor 2 mRNA-binding protein 2 [0OS=Homo

1474 Q9Y6M1 sapiens] 24.481 2.67.E+06 2.18.E+06 1.81.E+06 3.82.E+06 3.58.E+06 3.94.E+06 3.64.E+06 4.32.E+06 3.04.E+06 3.35.E+06 2.44.E+06
1475 015212 Prefoldin subunit 6 [OS=Homo sapiens] 24.48 2.74.E+08 2.68.E+08 2.81.E+08 2.76.E+08 2.33.E+08 2.62.E+08 2.69.E+08 2.81.E+08 2.98.E+08 3.23.E+08 3.20.E+08 3.04.E+08

1476 Q9BW72 :';Sii:;ma'”fam"ymembe'ZA' e eI [OSS A miie 24283 125E+08  652.E+07 | 9.62.E+07  4.84E+07 | 6.13.E+07 = 42LE+07 = 823E+07 = 517.E+07 = 5.66.E+07 = 5.42E+07 = 6.14.E+07 = 8.73.E+07

1477 P53007 Tricarboxylate transport protein, mitochondrial [OS=Homo sapiens] 2424  1.31.E+08 7.40.E+07 1.13.E+08 1.23.E+08 1.28.E+08 1.05.E+08 1.01.E+08 1.05.E+08 1.36.E+08 1.04.E+08 9.96.E+07 1.10.E+08

1478  Q9NP81-1  Serine--tRNA ligase, mitochondrial [0S=Homo sapiens] 24.23 1.61.E+07 2.56.E+07 2.78.E+07 3.19.E+07 2.43.E+07 2.65.E+07 2.56.E+07 2.97.E+07 2.80.E+07 3.28.E+07 3.07.E+07 3.13.E+07
1479 P84095 Rho-related GTP-binding protein RhoG [OS=Homo sapiens] 24.127  4.20.E+07 3.00.E+07 4.15.E+07 4.09.E+07 5.10.E+07 4.38.E+07 1.12.E+07 3.88.E+07 3.70.E+07 2.89.E+07 2.56.E+07 4.11.E+07
1480 Q9NX63  MICOS complex subunit MIC19 [OS=Homo sapiens] 24.062  4.20.E+07 4.36.E+07 4.80.E+07 4.76.E+07 4.48.E+07 4.97.E+07 3.25.E+07 2.69.E+07 4.78.E+07 5.09.E+07 4.72.E+07 4.73.E+07
1481 P58546 Myotrophin [OS=Homo sapiens] 24.024 1.31.E+08 1.33.E+08 1.38.E+08 1.37.E+08 1.37.E+08 1.34.E+08 1.32.E+08 1.30.E+08 1.49.E+08 1.40.E+08 1.35.E+08 1.44.E+08
1482 P62304  small nuclear ribonucleoprotein E [OS=Homo sapiens] 24.005 1.21.E+08 1.78.E+08 8.59.E+07 1.57.E+08 2.07.E+08 2.24.E+08 1.32.E+08 1.16.E+08 2.02.E+08 1.16.E+08 8.89.E+07 1.87.E+08
1483 P56134 ATP synthase subunit f, mitochondrial [0S=Homo sapiens] 23.991 2.41.E+08 1.17.E+08 9.40.E+07 2.33.E+08 2.06.E+08 2.13.E+08 1.91.E+08 1.18.E+08 2.22.E+08 1.63.E+08 2.22.E+08 1.87.E+08
1484 Q14011  Cold-inducible RNA-binding protein [0S=Homo sapiens] 23.936 5.14.E+07 4.52.E+07 5.08.E+07 6.06.E+07 6.08.E+07 6.19.E+07 6.74.E+07 5.92.E+07 6.27.E+07 1.68.E+07 5.16.E+07 4.79.E+07

Fragile X mental retardation syndrome-related protein 1
[OS=Homo sapiens]

1486 Q9Y639-2  Neuroplastin [OS=Homo sapiens] 23.787 5.59.E+07 5.96.E+07 5.62.E+07 5.41.E+07 4.64.E+07 4.93.E+07 4.46.E+07 4.86.E+07 5.38.E+07 5.12.E+07 5.02.E+07 5.45.E+07
1487 Q15269 Periodic tryptophan protein 2 homolog [OS=Homo sapiens] 23.779 9.15.E+07 1.04.E+08 1.00.E+08 1.09.E+08 8.08.E+07 8.53.E+07 9.18.E+07 7.73.E+07 1.10.E+08 8.36.E+07 8.68.E+07 1.28.E+08

1485 P51114-1 23.843 1.05.E+08 1.16.E+08 1.15.E+08 1.21.E+08 1.03.E+08 1.42.E+08 1.03.E+08 1.10.E+08 9.03.E+07 1.09.E+08 1.13.E+08 1.00.E+08
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Supplemental Data 1. List of identified proteins

Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-2 CLDN6-2 CLDN6-2 CLDN6-2

e accessel DSl Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4

Ubiquitin recognition factor in ER-associated degradation protein 1

ey Qe [OS=Homo sapiens]

23.718  6.49.E+07 6.19.E+07 6.77.E+07 5.56.E+07 6.27.E+07 6.28.E+07 6.17.E+07 5.48.E+07 5.95.E+07 4.84.E+07 4.30.E+07 4.35.E+07

1489 P52943  Cysteine-rich protein 2 [0S=Homo sapiens] 2371 293E+07  3.09.E+07 | 338E+07  3.34E+07  250E+06  342.E+06 = 2.15E+06  4.01.E+06

1490 Q9H9A6 Leucine-rich repeat-containing protein 40 [0S=Homo sapiens] 23.706 1.13.E+07 2.08.E+07 1.73.E+07 1.45.E+07 2.50.E+07 2.45.E+07 2.95.E+07 2.70.E+07 2.53.E+07 2.72.E+07 3.12.E+07 2.98.E+07
1491  QUNWV4  UPF0587 protein Clorf123 [0S=Homo sapiens] 23697 104E+08  116E+08 = 128E+08  112E+08  9.44E+07  110E+08  100.E+08 = 1.02E+08  146.E+08  151.E+08  146.E+08  1.45E+08
1492  QOUBF2  Coatomer subunit gamma-2 [0S=Homo sapiens] 23674 4.75E+06  3.75E+06 = 3.97.E+06 | 4.03.E+06 = 4.85E+06  4.79.E+06 | 5.46.E+06  547.E+06 = 4.92.E+06  4.50.E+06 | 5.83.E+06  5.73.E+06
1493 P62993  Growth factor receptor-bound protein 2 [0S=Homo sapiens] 23626 117.E+08  105E+08 = 124E+08  108E+08  9.43.E+07  105E+08 = 127.E+08 = 102E+08  7.11E+07  6.78.E+07  4.04E+07  8.76.E+07
1494 015031  Plexin-B2 [0S=Homo sapiens] 23615 4.52.E+07  343E+07 | 278E+07 | 2.68.E+07 = 487.E+07  3.28E+07 | 3.37.E+07  3.92E+07 = A485E+07  4I18E+07 | 3.06.E+07  4.13.E+07
1495 Q02818  Nucleobindin-1 [0S=Homo sapiens] 23597 356.E+07  343E+07 | 3.60.E+07  445E+07 = 239.E+07  3.59.E+07 | 3.79.E+07 = 3.32E+07 = 274E+07 = 3.3.E+07 | 3.2LE+07 | 2.79.E+07
1496  P35080-1 Profilin-2 [0S=Homo sapiens] 23542 165E+08  175E+08  175.E+08  187.E+08  186E+08  187.E+08  187.E+08  182E+08  169.E+08  1.86E+08  19LE+08  1.79.E+08
1497 P40616  ADP-ribosylation factor-like protein 1 [0S=Homo sapiens] 23537 658E+07  580E+07 | 6.44E+07  614E+07 = 6.41.E+07  6.61E+07 = 577.E+07 = 539.E+07  7.21E+07  6.10.E+07  590.E+07  6.47.E+07
1498  094905-1 Erlin-2 [0S=Homo sapiens] 23511 134E+07 = 148E+07 = 103.E+07  10LE+07 | 7.50.E+06  9.69.E+06 523E+06  120.E+07  7.83.E+06 1.26.E+07
1499 P43007-1 neutral amino acid transporter A [0S=Homo sapiens] 23466 1.14E+08  7.78E+07 = 6.8LE+07  6.38E+07 = 6.37.E+07  119.E+08  114.E+08  1.14E+08  466.E+07  691.E+07  3.19.E+07  4.08.E+07
1500  Q9Y295 gz;;}'ss]me"ta"y'reg“'ated (CUPHBITE G etz L [FORSRta 2346 557.E+07 = 7.10.E+07 = 6.75E+07 = 6.67.E+07  6.16.E+07 = 6.39.E+07 = 6.72.E+07 = 598.E+07 = 8.66.E+07 = 4.88.E+07  5.07.E+07  5.10.E+07
1501 Q13751  Laminin subunit beta-3 [0S=Homo sapiens] 23367 178E+07  162E+07  15LE+07 | 130.E+07 = 247.E+07  249.E+07 | 252.E+07  259E+07 = 124E+07  157.E+07  18LE+07  1.36.E+07
1502 Q01658 Protein Drl [0S=Homo sapiens] 23349 160.E+07  128E+07 = 807.E+06  134E+07  188.E+07  6.71E+06 = 210.E+07 = 121.E+07  162E+07  146E+07  124E+07  2.08.E+07
1503 P43353-1 :'a(?)?::g]e Gy e e iy & el E1 [[OESRem 23339 2.97.E+07 = 3.27.E+07  3.66.E+07 = 3.10.E+07 = 238E+07 = 259.E+07 = 255E+07 = 249.E+07 = 4.02.E+07 = 479.E+07 = 45LE+07 | 4.36.E+07

Pyruvate dehydrogenase E1 component subunit beta,

fses P mitochondrial [OS=Homo sapiens]

23.305 1.70.E+08 1.84.E+08 1.75.E+08 1.42.E+08 3.34.E+08 1.56.E+08 1.47.E+08 1.12.E+08 1.85.E+08 2.11.E+08 5.59.E+08 2.57.E+08

1505 Q92530 proteasome inhibitor PI31 subunit [OS=Homo sapiens] 23.26  3.22.E+07 4.85.E+07 5.47.E+07 5.31.E+07 5.42.E+07 7.02.E+07 6.96.E+07 7.58.E+07 5.43.E+07 7.27.E+07 7.19.E+07 7.45.E+07
1506 Q06203 amidophosphoribosyltransferase [0S=Homo sapiens] 23.257  7.44.E+07 7.53.E+07 8.43.E+07 8.24.E+07 6.04.E+07 6.63.E+07 6.77.E+07 6.62.E+07 7.73.E+07 9.89.E+07 9.54.E+07 9.97.E+07
1507 014773 Tripeptidyl-peptidase 1 [OS=Homo sapiens] 23.209 8.25.E+07 7.90.E+07 6.84.E+07 5.47.E+07 5.24 E+07 4.58.E+07 4.32.E+07 4.71.E+07 8.93.E+07 8.21.E+07 7.80.E+07 8.04.E+07
1508 000422 Histone deacetylase complex subunit SAP18 [OS=Homo sapiens] 23.169 1.23.E+08 1.14.E+08 1.29.E+08 1.33.E+08 1.26.E+08 1.24.E+08 1.18.E+08 1.24.E+08 1.18.E+08 1.24.E+08 1.31.E+08 1.32.E+08
1509 Q00059 Transcription factor A, mitochondrial [OS=Homo sapiens] 23.018 2.09.E+08 2.18.E+08 2.12.E+08 2.05.E+08 1.93.E+08 2.02.E+08 2.00.E+08 2.08.E+08 2.24.E+08 2.25.E+08 2.09.E+08 2.23.E+08
1510 000170 AH receptor-interacting protein [0OS=Homo sapiens] 22.953 2.47.E+07 2.42 E+07 2.69.E+07 3.15.E+07 2.16.E+07 1.83.E+07 1.87.E+07 2.15.E+07 2.65.E+07 2.97.E+07 2.71.E+07 2.73.E+07
1511 Q92544 Transmembrane 9 superfamily member 4 [OS=Homo sapiens] 22911 3.41.E+08 3.86.E+08 4.54 E+08 4.36.E+08 4.07.E+08 4.51.E+08 4.46.E+08 4.60.E+08 4.20.E+08 5.19.E+08 5.14.E+08 5.04.E+08
1512 Q9NQW?7-1 xaa-Pro aminopeptidase 1 [OS=Homo sapiens] 22.835 2.87.E+07 1.64.E+07 1.95.E+07 2.20.E+07 2.88.E+07 3.39.E+07 3.66.E+07 2.97.E+07 3.55.E+07 2.82.E+07 2.72.E+07 2.31.E+07
1513 Q86Y56 Dynein assembly factor 5, axonemal [OS=Homo sapiens] 22.776  5.54.E+07 5.37.E+07 5.37.E+07 6.78.E+07 6.38.E+07 7.45.E+07 6.15.E+07 5.56.E+07 7.53.E+07 6.52.E+07 6.06.E+07 7.06.E+07
1514 Q9Y3B8-1 Oligoribonuclease, mitochondrial [0S=Homo sapiens] 22.774 6.11.E+07 6.57.E+07 6.73.E+07 3.82.E+07 7.91.E+07 8.54.E+07 8.41.E+07 5.30.E+07 7.63.E+07 4.80.E+07 7.08.E+07 6.94.E+07
1515 QINY12-1 H/ACA ribonucleoprotein complex subunit 1 [OS=Homo sapiens] 22773 2.12.E+08 2.11.E+08 2.09.E+08 1.82.E+08 1.70.E+08 1.59.E+08 1.71.E+08 1.96.E+08 2.15.E+08 2.15.E+08 2.12.E+08 1.93.E+08
1516 Q7L5N1 COP9 signalosome complex subunit 6 [OS=Homo sapiens] 22.703  1.98.E+08 2.03.E+08 1.73.E+08 1.79.E+08 2.15.E+08 1.87.E+08 1.64.E+08 1.62.E+08 2.17.E+08 1.61.E+08 1.80.E+08 1.72.E+08

1517 Q9UBIG guanine nucleot_lde-blndlng protein g(i)/g(s)/g(0) subunit gamma-12
[OS=Homo sapiens]

1518 0O75475-1 PC4 and SFRS1-interacting protein [0S=Homo sapiens] 22.635 3.36.E+07 3.08.E+07 2.63.E+07 3.25.E+07 3.20.E+07 3.31.E+07 3.18.E+07 3.44.E+07 3.05.E+07 2.84.E+07 2.98.E+07 2.94. E+07

e eEmem | SClehbieles e B Gl REse 22607 865E+07 = 9.08E+07 | 9.12.E+07  877.E+07 | 7.26.E+07 = 7.69.E+07 = 7.62E+07 = 811.E+07 = 9.63.E+07 = 9.74E+07 = 9.24E+07  8.15.E+07
subunit STT3B [OS=Homo sapiens]

1520 Q96GG9  DCN1-like protein 1 [OS=Homo sapiens] 22.565 4.41.E+07 3.53.E+07 3.86.E+07 6.01.E+07 3.68.E+07 3.64.E+07 5.58.E+07 3.02.E+07 4.48.E+07 4.04.E+07 4.53.E+07 5.28.E+07

1521 QoY5L4 mitochondrial |mport inner membrane translocase subunit TIM13
[OS=Homo sapiens]

22.669 1.23.E+08 9.14.E+07 8.53.E+07 9.20.E+07 1.52.E+08 1.13.E+08 1.17.E+08 1.01.E+08 1.16.E+08 1.06.E+08 1.09.E+08 9.40.E+07

22.49 1.07.E+08 1.09.E+08 1.43.E+08 1.55.E+08 7.28.E+07 6.07.E+07 6.20.E+07 6.26.E+07 7.21.E+07 8.74.E+07 1.31.E+08 1.21.E+08

1522 Q9BSD7  Cancer-related nucleoside-triphosphatase [OS=Homo sapiens] 22.457 5.98.E+06 5.27.E+06 5.29.E+06 4.23.E+06 6.18.E+06 5.24.E+06 1.73.E+06 3.62.E+05 3.63.E+06 2.16.E+06
1523 Q9Y333 U6 snRNA-associated Sm-like protein LSm2 [OS=Homo sapiens] 22.448 1.03.E+08 9.45.E+07 7.65.E+07 7.58.E+07 1.17.E+08 9.08.E+07 8.31.E+07 7.57.E+07 9.92.E+07 9.39.E+07 8.44.E+07 8.60.E+07
Polyadenylate-binding protein-interacting protein 1 [OS=Homo

1524 Q9H074 O 22.324  4.44.E+07 4.57 E+07 4.24. E+07 5.54.E+07 5.12.E+07 4.57 E+07 4.60.E+07 4.88.E+07 5.43.E+07 4.65.E+07 5.43.E+07 4.35.E+07

1525 P26006 Integrin alpha-3 [OS=Homo sapiens] 22.313 1.20.E+08 1.30.E+08 1.39.E+08 1.34.E+08 1.24.E+08 1.37.E+08 1.36.E+08 1.40.E+08 8.26.E+07 1.06.E+08 1.24.E+08 1.23.E+08
1526 000217 NADH deh)_/drogenase [ublqu!none] iron-sulfur protein 8,
mitochondrial [OS=Homo sapiens]

1527 Q9HOD6-1  5'-3' exoribonuclease 2 [OS=Homo sapiens] 22.266  1.43.E+08 1.16.E+08 1.32.E+08 1.24. E+08 1.33.E+08 1.37.E+08 1.20.E+08 1.33.E+08 1.28.E+08 1.30.E+08 1.46.E+08 1.22.E+08
1528  Q05209-1 :Z:)‘i’es:]”j'pm‘e'” [PIOET TR A ey (0 2 ([OE= D 22259 951E+06  7.88E+06 = 9.61.E+06 = 7.37.E+06 = 554.E+06  125E+07 = 112.E+07 = 105E+07 = 106.E+07  7.49.E+06 = 9.54E+06  7.43.E+06
DNA-directed RNA polymerases |, II, and Il subunit RPABC3

[OS=Homo sapiens]
15-hydroxyprostaglandin dehydrogenase [NAD(+)] [OS=Homo

22.309 2.58.E+08 2.88.E+08 2.85.E+08 2.72.E+08 2.62.E+08 2.72.E+08 2.67.E+08 2.65.E+08 2.91.E+08 2.64.E+08 2.60.E+08 2.40.E+08

1529 P52434 22123  7.33.E+07 6.90.E+07 7.69.E+07 7.77.E+07 3.76.E+07 3.83.E+07 4.74.E+07 4.52 E+07 4.10.E+07 3.89.E+07 5.03.E+07 4.93.E+07

1530 P15428-1 22.089 4.25.E+07 3.07.E+07 3.18.E+07 4.59.E+07 3.54.E+07 3.78.E+07 3.80.E+07 3.96.E+07 6.38.E+07 4.82.E+07 6.68.E+07 4.76.E+07

sapiens]
1531 P05026 ::;':r:z’]pmass'”m'"a”SpO“'”g ATPase subunitbeta-1 [OSSHOMO ) o) 1 15F408  1.30.E+08  134E+08  479.E+07  142E+08  144E+08  137.E+08  L151E+08  L157.E+08  165E+08 1656408  1.78.E+08
1532 Q9UJ70  N-acetyl-D-glucosamine kinase [0S=Homo sapiens] 21966 118E+08  B829E+07  B805E+07  7.18E+07  6.37.E+07  547.E+07 | 560.E+07  6.35E+07 = 957.E+07  B8OLE+07  850.E+07 | 8.28.E+07
1533 015269 serine palmitoyltransferase 1 [0S=Homo sapiens] 21912 7.99.E+07 8.56.E+07 1.01.E+08 9.21.E+07 9.50.E+07 9.10.E+07 2.67.E+07 2.91.E+07 1.11.E+08 7.68.E+07 1.08.E+08 1.14.E+08
1534 Q96JP5-1  E3 ubiquitin-protein ligase ZFP91 [0S=Homo sapiens] 219 162E+07  173.E+07 | 179E+07 = 20LE+07 = 13LE+07  146.E+07  155E+07 = 123E+07 | 148.E+07  164E+07  169.E+07  163.E+07
1535  QOUKM9-1 RNA-binding protein Raly [0S=Homo sapiens] 21836 2.48E+08  262E+08  267.E+08 | 2.52.E+08 = 2.70.E+08 = 2.75.E+08 | 2.74.E+08  2.88E+08 = 223.E+08  2.26.E+08  2.29.E+08  2.24.E+08
1536 Q8NHH9 Atlastin-2 [0S=Homo sapiens] 21.828 168E+07  144E+07  L174E+07 | 212E+07 = 116E+07 = 13LE+07 | 114E+07  143E+07 = 114E+07  154E+07  148.E+07  134.E+07
1537 QONRR5-1  Ubiquilin-4 [0S=Homo sapiens] 21765 7.8LE+07  B8.76.E+07  9.04E+07  8.88.E+07  7.7LE+07  B8.06.E+07 | B8.13.E+07  8.10E+07 = B8.80.E+07  9.45E+07  9.08.E+07  9.09.E+07
1538 Q08752  peptidyl-prolyl cis-trans isomerase D [0S=Homo sapiens] 2172 522E+07  43LE+07 | 400.E+07 = 468E+07  53LE+07  498.E+07 | 474E+07  409E+07 | 4.48.E+07  473E+07 | 377.E+07  357.E+07
1539 Q96CT7 Coiled-coil domain-containing protein 124 [OS=Homo sapiens] 21.711 8.54.E+07 8.56.E+07 1.26.E+07 9.20.E+07 9.80.E+06 8.62.E+06 1.02.E+08 8.94.E+06 9.14.E+07 9.97.E+07 9.27.E+07 9.07.E+07
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Supplemental Data 1. List of identified proteins

No. et Description Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDNG6-2 CLDN6-2 CLDNG6-2 CLDN6-2
) P Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4
1540 075607 Nucleoplasmin-3 [OS=Homo sapiens] 21.671 2.73.E+07 2.11.E+07 2.04.E+07 2.76.E+07 2.32.E+07 2.41.E+07 2.09.E+07 2.11.E+07 2.03.E+07 1.88.E+07 1.57.E+07 1.88.E+07
1541 Q6NXG1-1 epithelial splicing regulatory protein 1 [OS=Homo sapiens] 21.662 4.70.E+07 3.18.E+07 1.61.E+07 2.46.E+07 3.40.E+07 3.00.E+07 4.29.E+06 1.93.E+07 6.14.E+06 1.22.E+07 3.41.E+06
1542 Q99447-1  ethanolamine-phosphate cytidylyltransferase [OS=Homo sapiens] 21.629 3.51.E+07 8.84.E+07 9.50.E+07 9.12.E+07 9.47.E+07 6.91.E+07 7.96.E+07 8.13.E+07 2.02.E+07 1.86.E+07 2.04.E+07 2.33.E+07
1543 Q9Y5Z4-1  Heme-binding protein 2 [OS=Homo sapiens] 21.57 5.58.E+07 5.12.E+07 4.73.E+07 6.24.E+07 2.50.E+07 7.44.E+07 6.76.E+07 6.91.E+07 4.76.E+07 5.90.E+07 2.54.E+07 6.01.E+07
1544  Q8NS5K1 S;)iii;'] M-Sl e ezl (et 2 [[OE=EmD 2156 171E+08  18LE+08  179.E+08  180.E+08  151E+08  164E+08  166.E+08  174E+08  217.E+08  2.14.E+08  2.17.E+08  2.08.E+08
1545 P15151-1  Poliovirus receptor [OS=Homo sapiens] 21.559 7.14.E+07 7.14.E+07 6.81.E+07 7.00.E+07 1.10.E+08 1.09.E+08 1.13.E+08 1.11.E+08 6.31.E+07 6.00.E+07 5.95.E+07 5.87.E+07
1546 QINPJ3-1  Acyl-coenzyme A thioesterase 13 [OS=Homo sapiens] 21.557 4.31.E+08 4.42.E+08 4.37.E+08 3.80.E+08 4.43.E+08 4.60.E+08 4.57.E+08 4.73.E+08 4.59.E+08 4.18.E+08 3.98.E+08 4.33.E+08

Brain-specific angiogenesis inhibitor 1-associated protein 2-like

desy Qe protein 1 [OS=Homo sapiens]

21516 5.07.E+07 4.89.E+07 5.50.E+07 5.48.E+07 4.33.E+07 4.08.E+07 4.48.E+07 4.48.E+07 4.57.E+07 4.84.E+07 5.13.E+07 5.19.E+07

1548 Q02241-1 Kinesin-like protein KIF23 [OS=Homo sapiens] 21.472 4.48.E+07 3.85.E+07 3.64.E+07 4.09.E+07 3.88.E+07 3.28.E+07 3.63.E+07 2.94 E+07 4.28.E+07 3.96.E+07 3.75.E+07 3.73.E+07
1549 Q86UE4  protein LYRIC [OS=Homo sapiens] 21.417

1550 Q8TCT9-1 Minor histocompatibility antigen H13 [OS=Homo sapiens] 21.302 6.22.E+07 5.58.E+07 6.26.E+07 4.61.E+07 5.23.E+07 5.55.E+07 5.87.E+07 6.49.E+07 6.65.E+07 6.82.E+07 6.69.E+07 6.29.E+07
1551 Q13243-1  Serine/arginine-rich splicing factor 5 [OS=Homo sapiens] 21.282 8.31.E+07 8.66.E+07 9.07.E+07 8.42.E+07 8.58.E+07 8.92.E+07 9.23.E+07 1.01.E+08 1.13.E+08 1.01.E+08 1.12.E+08 1.16.E+08
1552 Q13740-1 CD166 antigen [OS=Homo sapiens] 21.258 5.47.E+07 4.45.E+07 4.39.E+07 5.11.E+07 5.08.E+07 5.38.E+07 5.58.E+07 4.89.E+07 5.27.E+07 5.37.E+07 5.14. E+07 5.19.E+07
1553 Q9UKD2  mRNA turnover protein 4 homolog [OS=Homo sapiens] 21.158 5.06.E+08 5.66.E+08 5.76.E+08 5.32.E+08 5.56.E+08 5.89.E+08 5.95.E+08 5.90.E+08 6.22.E+08 6.25.E+08 6.19.E+08 6.41.E+08
1554 Q9Y6Y8 SEC23-interacting protein [0S=Homo sapiens] 21.134 5.51.E+07 5.60.E+07 5.79.E+07 5.61.E+07 4.76.E+07 4.96.E+07 4.87.E+07 4.68.E+07 6.87.E+07 7.18.E+07 6.93.E+07 6.68.E+07
1555 P17480-1  Nucleolar transcription factor 1 [OS=Homo sapiens] 20.848 6.81.E+07 6.34.E+07 7.13.E+07 7.23.E+07 4.95.E+07 5.37.E+07 5.18.E+07 5.16.E+07 5.81.E+07 6.81.E+07 7.00.E+07 6.88.E+07
1556 Q09161 Nuclear cap-binding protein subunit 1 [0S=Homo sapiens] 20.845 3.82.E+07 3.59.E+07 3.33.E+07 3.61.E+07 3.23.E+07 2.95.E+07 3.45.E+07 3.60.E+07 3.20.E+07 2.95.E+07 2.86.E+07 3.08.E+07

1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase beta-3

1557 Q01970-1 [0 Ay - 20.831 1.06.E+07 9.55.E+06 8.25.E+06 9.70.E+06 1.34.E+07 1.73.E+07 1.58.E+07 1.57.E+07 8.84.E+06 6.04.E+06 7.78.E+06 6.85.E+06
1558 095197 Reticulon-3 [OS=Homo sapiens] 20.807 4.37.E+07 4.12.E+07 4.88.E+07 5.47.E+07 4.40.E+07 4.74.E+07 4.89.E+07 4.75.E+07 4.97.E+07 4.87.E+07 5.03.E+07 5.56.E+07
1559 Q9UIL1-1  Short coiled-coil protein [OS=Homo sapiens] 20.798 2.77.E+07 1.82.E+07 2.91.E+07 2.46.E+07 1.72.E+07 1.78.E+07 1.33.E+07 1.94.E+07 1.51.E+07 1.31.E+07 1.34.E+07 3.97.E+06
1560 P42285 Superkiller viralicidic activity 2-like 2 [0S=Homo sapiens] 20.793  3.69.E+07 2.20.E+07 2.14.E+07 3.50.E+07 2.75.E+07 2.79.E+07 2.77.E+07 1.30.E+07 3.29.E+07 2.90.E+07 3.31.E+07 2.89.E+07
1561 Q9HD33-1 39S ribosomal protein L47, mitochondrial [OS=Homo sapiens] 20.792 9.10.E+07 8.73.E+07 8.77.E+07 9.83.E+07 8.43.E+07 8.16.E+07 7.96.E+07 8.47.E+07 8.49.E+07 9.10.E+07 8.62.E+07 9.64.E+07

mitochondrial proton/calcium exchanger protein [OS=Homo

1562 095202-1 20.774  8.24.E+07 6.84.E+07 7.59.E+07 7.44.E+07 7.79.E+07 6.38.E+07 6.64.E+07 6.29.E+07 5.19.E+07 7.03.E+07 6.67.E+07 6.09.E+07

sapiens]

1563  P62495 SE:;iirr‘]’:]"C [PETELE Gl el REiar SUAUl i [OSS D 20604 178E+08  184E+08 = 188E+08  188.E+08  176.E+08  170.E+08  177.E+08  177.E+08  18LE+08  1.67.E+08  178.E+08  1.73.E+08
1564  P32321  deoxycytidylate deaminase [0S=Homo sapiens] 20561 9.93E+07  7.01E+07 = 697.E+07  7.33E+07 = 493.E+07 = 825E+07 = 7.95E+07 = 948E+07  7.88E+07  B879.E+07  864E+07  8.30.E+07
1565 P47755 F-actin-capping protein subunit alpha-2 [OS=Homo sapiens] 20.467 8.38.E+07 6.29.E+07 5.69.E+07 6.10.E+07 8.00.E+07 8.44.E+07 5.08.E+07 8.25.E+07 6.88.E+07 6.41.E+07 9.11.E+07 1.07.E+08
1566  P62306  Small nuclear ribonucleoprotein F [0S=Homo sapiens] 2046 211E+08 = 204E+08  219.E+08  209.E+08  220.E+08  219.E+08 = 220.E+08  226.E+08 = 209.E+08 = 2.32E+08  233.E+08  2.12E+08
1567  Q8NFH5  Nucleoporin NUP53 [0S=Homo sapiens] 20458 B827.E+06  7.73.E+06 = 1.20.E+07 = 243.E+07  6.89.E+06 = 124E+07 = 142.E+07  167.E+07  8.83.E+06  2.16.E+07 | 2.20.E+07

1568  075223-1 gamma-glutamylcyclotransferase [0S=Homo sapiens] 2034 273E+07 = 212.E+07 | 217.E+07 = 235E+07 = 294E+07  249E+07 | 249.E+07  227.E+07 = 540.E+07 = 259.E+07 = 196.E+07  2.10.E+07
1569 Q14683 :gsgﬁg“' TGS Cff GTEmEsEniEs [poiEm {2 [ 20302 7.56.E+07 = 836.E+07 = 657.E+07 = 6.34E+07 = 6.48E+07 = 6.04E+07 = 65LE+07 = 510.E+07 = 8.26.E+07 = 4.92.E+07 = 7.15.E+07  5.13.E+07
1570  P23434 Sa'ﬁ;eslc'ea"age st ] et (el [[ORSm 2025 7.31E+07 = 7.11E+07  6.83.E+07  6.89.E+07 = 599.E+07 = 526E+07 = 546.E+07  55LE+07 = 107.E+08 = 9.53.E+07 = 9.38.E+07  9.22.E+07
1571 Q8NFJ5 Retinoic acid-induced protein 3 [0OS=Homo sapiens] 20.246  3.40.E+07 2.70.E+07 2.93.E+07 3.07.E+07 1.31.E+08 1.54.E+08 1.41.E+08 1.40.E+08 2.97.E+07 2.98.E+07 4.77.E+07 4.77.E+07
1572 Q86X29 Lipolysis-stimulated lipoprotein receptor [0S=Homo sapiens] 20184 4.62E+07  A79E+07 | 511.E+07  476.E+07 = 351.E+07  50LE+07 = A469.E+07 = 4A47.E+07  242E+07  330.E+07 = 2.52E+07 | 3.11.E+07
1573 Q9NX24  H/ACA ribonucleoprotein complex subunit 2 [OS=Homo sapiens] 20.137  6.31.E+07 5.13.E+07 3.565.E+07 6.82.E+07 5.79.E+07 2.84.E+07 2.66.E+07 3.10.E+07 5.91.E+07 3.60.E+07 3.62.E+07 5.67.E+07
1574  Q7L2E3-1 ::;?é::] (e El RIVA e DI [RE=E 20136 4.95E+07 = 3.94E+07  470.E+07  429E+07 = 58LE+07 = 128E+07 = 229.E+07 = 115E+07 = 3.85.E+07 = 4.14.E+07 = 3.94.E+07  3.97.E+07
1575 Q9BTE6-1  Alanyl-tRNA editing protein Aarsd1 [0S=Homo sapiens] 20115 4.65E+07  500E+07  510.E+07 = 592.E+07 = 399.E+07 = 528E+07 | 53LE+07 = 126E+07  577.E+07  5.02E+07 = 455E+07 | 4.98.E+07
1576  P04637  Cellular tumor antigen p53 [0S=Homo sapiens] 20115 589.E+07  534E+07 = 490.E+07  526E+07 = 519.E+07 = 512E+07 = A497.E+07 = 504E+07 = 3.77.E+07  3.75E+07  3.35E+07  3.25.E+07
1577  P49903-1 Selenide, water dikinase 1 [0S=Homo sapiens] 20066 9.23E+07  949E+07  5.73.E+07 | 5.63.E+07 = 546.E+07  533.E+07 | 4.73.E+07  474E+07 | 610.E+07  5.73E+07 | 6.03.E+07 | 6.65.E+07
1578  Q9UMO0-1  Calcium load-activated calcium channel [0S=Homo sapiens] 20061 172E+08  113E+08 = 113E+08  179.E+08  195E+08  190.E+08 = 192.E+08 = 144E+08  158.E+08  140.E+08  185E+08  1.68.E+08
1579  QU6A49  Synapse-associated protein 1 [0S=Homo sapiens] 20.034 840.E+07  7.08E+07  6.88.E+07 | 7.30.E+07 = B846.E+07  7.09.E+07 | 6.14.E+07  6.99.E+07 = 10LE+08  B8.76.E+07  8.93E+07  1.04.E+08
1580  Q8IY67-2 Isoform 2 of Ribonucleoprotein PTB-binding 1 [0S=Homo sapiens] ~ 20.023 5.66.E+07 = 451.E+07 = 577.E+07  6.92E+07 = 446.E+07  A495E+07 = 521.E+07 = 442E+07 = 498.E+07  594E+07  6.13.E+07  5.78.E+07
1581  Q96K37-1  Solute carrier family 35 member E1 [0S=Homo sapiens] 20021 1.38E+06  3.77.E+06 = 3.71.E+06  207.E+06  584.E+06  502E+06 = A488.E+06 = 452E+06 = 7.61.E+06  590.E+06  6.08.E+08  6.33.E+06
1582 P00568 Adenylate kinase isoenzyme 1 [OS=Homo sapiens] 19.994 3.02.E+07 2.62.E+07 2.83.E+07 2.15.E+07 3.50.E+07 3.53.E+07 5.78.E+07 3.29.E+07 4.76.E+07 6.06.E+07 5.40.E+07 5.49.E+07
1583 014907  Taxl-binding protein 3 [0S=Homo sapiens] 19.945 B8.06.E+07 = 827.E+07 = 106.E+08 = 107.E+08  113E+08  133.E+08  129E+08  137.E+08  7.2E+07  B8.0LE+07 = 8.07.E+07  7.41.E+07
1584  P16083 SR;Z?S:L?'hyd'°”'°°""am'de elviiouenasaliitinenelloesynd 19.907 273E+07 = 265E+07 = 236.E+07 = 297.E+07 = 2.76.E+07 = 2.54E+07 = 235.E+07 = 221E+07 | 178.E+07 = 9.99.E+06  1.03.E+07 = 1.30.E+07
1585  QOUIGO  Tyrosine-protein kinase BAZ1B [OS=Homo sapiens] 10.861 6.45.E+07  6.82.E+07  584.E+07  5.80.E+07 | 576.E+07 = 553E+07 | 5.44E+07  555E+07 = 595E+07 | 512E+07 | 497.E+07 | 4.84.E+07
1586  P23258 tubulin gamma-1 chain [0S=Homo sapiens] 19.827 3.34.E+07  206.E+07 = 206.E+07 = 206.E+07  288E+07  213.E+07  169.E+07 = 241.E+07  213E+07  171E+07 = 15LE+07  157.E+07
1587  QU6T88  E3 ubiquitin-protein ligase UHRF1 [0S=Homo sapiens] 10.816 4.91.E+07  6.20.E+07 = 7.2LE+07  6.87.E+07 | 6.55E+07 | 7.46E+07 | 7.22.E+07  7.86.E+07 = 4.40.E+07 = A478E+07 | 463.E+07 | 4.35E+07

Serine/threonine-protein phosphatase 6 regulatory subunit 3
[OS=Homo sapiens]
Probable tRNA N6-adenosine threonylcarbamoyltransferase
[OS=Homo sapiens]

1588  Q5H9R7-1 19.804 3.19.E+07 3.01.E+07 2.75.E+07 2.28.E+07 3.55.E+07 3.52.E+07 3.29.E+07 3.34.E+07 3.48.E+07 3.32.E+07 3.51.E+07 3.45.E+07

1589 QINPF4 19.744  2.67.E+07 3.07.E+07 3.49.E+07 2.96.E+07 2.38.E+07 2.34.E+07 2.48.E+07 1.28.E+07 3.02.E+07 2.95.E+07 2.47.E+07 2.75.E+07

1590 Q9GZP8-1 Immortalization up-regulated protein [OS=Homo sapiens] 19.68 1.29.E+08 1.22.E+08 1.28.E+08 9.83.E+07 1.57.E+08 1.47.E+08 1.49.E+08 1.42.E+08 1.24.E+08 1.28.E+08 1.41.E+08 1.38.E+08
1591 Q06481  Amyloid-like protein 2 [OS=Homo sapiens] 19.637 1.21.E+07 1.14.E+07 1.01.E+07 1.03.E+07 1.03.E+07 1.14.E+07 8.74.E+06 9.01.E+06 6.66.E+06 8.22.E+06 6.20.E+06 7.89.E+06
1592 P35080-2  Isoform IIb of Profilin-2 [0S=Homo sapiens] 19.63 4.64.E+07 4.73.E+07 5.02.E+07 4.90.E+07 3.69.E+07 4.13.E+07 4.12 E+07 3.87.E+07 4.03.E+07 4.55.E+07 4.47. E+07 4.56.E+07
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Supplemental Data 1. List of identified proteins

Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-2 CLDN6-2 CLDN6-2 CLDN6-2

e accessel DSl Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4

Probable ATP-dependent RNA helicase DDX23 [OS=Homo

1593 Q9BUQ8 19.584  2.20.E+07 2.43.E+07 2.41.E+07 2.90.E+07 2.23.E+07 2.22.E+07 2.26.E+07 2.38.E+07 2.61.E+07 2.33.E+07 2.48.E+07 2.47.E+07

sapiens]
1594 Q8TDD1  ATP-dependent RNA helicase DDX54 [OS=Homo sapiens] 19.559 3.12.E+07 3.51.E+07 3.66.E+07 3.65.E+07 2.94.E+07 3.12.E+07 3.15.E+07 3.55.E+07 1.59.E+07 2.42.E+07 1.84.E+07 1.54.E+07
1595 P29353 SHC-transforming protein 1 [OS=Homo sapiens] 19.546 1.01.E+07 4.65.E+06 2.95.E+06 5.45.E+05 1.07.E+06 5.45.E+05 8.86.E+05

Hepatocyte growth factor-regulated tyrosine kinase substrate

1596 014964 (O 19.522  2.31.E+07 2.87.E+07 2.58.E+07 2.63.E+07 2.71.E+07 3.91.E+07 3.77.E+07 3.78.E+07 3.75.E+07 3.53.E+07 3.71.E+07 3.35.E+07
1597 Q71UM5  40S ribosomal protein S27-like [OS=Homo sapiens] 19.356  2.27.E+07 2.60.E+07 2.96.E+07 2.81.E+07 1.84.E+07 2.25.E+07 2.26.E+07 2.14.E+07 1.97.E+07 2.34.E+07 2.18.E+07 2.13.E+07
1598 Q6P9B6  TLD domain-containing protein 1 [OS=Homo sapiens] 19.315 9.83.E+06 9.10.E+06 6.46.E+06 9.26.E+06 9.71.E+06 8.15.E+06 9.71.E+06 1.11.E+07 1.88.E+07 1.92.E+07 2.05.E+07 2.60.E+07
1599 Q5TON5-1  Formin-binding protein 1-like [OS=Homo sapiens] 19.263  3.94.E+07 3.84.E+07 3.45.E+07 4.14.E+07 3.64.E+07 3.54.E+07 3.58.E+07 3.29.E+07 3.52.E+07 4.30.E+07 4.68.E+07 4.54.E+07
1600  Q8IWX8 S:")?;':] OB Eelaj e (Eiau i el [OE= e 19259 35LE+07 = 4.04E+07 = 175E+07  3.3LE+07 = 355.E+07  3.16.E+07 = 172.E+07 = 252.E+07 = 155E+07 = 2.17.E+07 = 8.9LE+06 = 2.56.E+07
1601 095758 polypyrimidine tract-binding protein 3 [0S=Homo sapiens] 19.258 4.36.E+07 4.31.E+07 4.23.E+07 3.18.E+07 6.14.E+07 5.59.E+07 5.21.E+07 3.63.E+07 5.08.E+07 5.27.E+07 6.76.E+07 5.11.E+07
1602 Q9Y3C4  EKC/KEOPS complex subunit TPRKB [OS=Homo sapiens] 19.247 4.21.E+07 3.94.E+07 3.86.E+07 4.17.E+07 3.45.E+07 3.20.E+07 2.50.E+07 3.31.E+07 3.37.E+07 3.58.E+07 3.66.E+07 3.89.E+07
1603 060610-1  Protein diaphanous homolog 1 [OS=Homo sapiens] 19.178 2.17.E+07 1.97.E+07 2.14.E+07 2.08.E+07 2.63.E+07 2.40.E+07 2.49.E+07 2.34.E+07 2.31.E+07 2.05.E+07 2.28.E+07 2.28.E+07
1604 P57076 UPF0769 protein C21orf59 [OS=Homo sapiens] 19.144 1.73.E+07 1.54.E+07 1.56.E+07 1.92.E+07 1.45.E+07 1.58.E+07 1.40.E+07 1.38.E+07 1.45.E+07 1.27.E+07 6.82.E+06 1.56.E+07

V-type proton ATPase subunit B, brain isoform [OS=Homo
sapiens]

medium-chain specific acyl-CoA dehydrogenase, mitochondrial
[OS=Homo sapiens]

1605 P21281 10.136  9.46.E+07 9.66.E+07 6.74.E+07 9.21.E+07 7.45.E+07 6.66.E+07 4.53.E+07 9.51.E+07 1.07.E+08 8.71.E+07 1.01.E+08 1.14.E+08

1606 P11310-1 10.084 2.83.E+07 2.60.E+07 2.16.E+07 2.74. E+07 3.33.E+07 2.25.E+07 2.61.E+07 2.71.E+07 3.33.E+07 3.36.E+07 3.05.E+07 2.72.E+07

1607 Q92896 Golgi apparatus protein 1 [OS=Homo sapiens] 19.044  3.03.E+07 2.46.E+07 2.54 E+07 3.18.E+07 2.15.E+07 2.38.E+07 2.27.E+07 2.40.E+07 3.65.E+07 3.19.E+07 3.13.E+07 3.28.E+07
1608 Q7L576-1 cytoplasmic FMR1-interacting protein 1 [0S=Homo sapiens] 19.019  2.96.E+07 3.15.E+07 3.03.E+07 3.26.E+07 3.19.E+07 3.25.E+07 3.20.E+07 3.39.E+07 3.29.E+07 3.10.E+07 3.39.E+07 3.48.E+07
1609 P47914 60S ribosomal protein L29 [OS=Homo sapiens] 19.016  1.60.E+08 1.69.E+08 1.78.E+08 2.04.E+08 2.24 E+08 2.14.E+08 2.17.E+08 2.18.E+08 1.76.E+08 1.77.E+08 1.70.E+08 1.68.E+08
1610 Q96F86 Enhancer of mMRNA-decapping protein 3 [OS=Homo sapiens] 18.943  2.19.E+07 1.53.E+07 1.26.E+07 1.38.E+07 1.86.E+07 1.88.E+07 2.03.E+07 1.20.E+07 1.81.E+07 1.68.E+07 1.64.E+07 1.59.E+07
1611 075153 Clustered mitochondria protein homolog [OS=Homo sapiens] 18.833  3.62.E+07 3.72.E+07 3.60.E+07 4.80.E+07 4.15.E+07 3.16.E+07 3.53.E+07 3.18.E+07 2.13.E+07 1.99.E+07 2.14.E+07 2.22.E+07
1612 Q02880 DNA topoisomerase 2-beta [0OS=Homo sapiens] 18.823 1.15.E+07 1.31.E+07

1613 ADAVI6 RNA-binding protein 47 [OS=Homo sapiens] 18.817 4.94.E+07 5.58.E+07 5.54. E+07 6.44 E+07 4.68.E+07 4.76.E+07 5.34.E+07 5.59.E+07 4.21.E+07 3.83.E+07 3.72.E+07 1.61.E+07

Thiosulfate sulfurtransferase/rhodanese-like domain-containing

1614  Q8NFU3-1 FEET (O H am SETEns 18.813  7.36.E+07 5.29.E+07 5.98.E+07 2.52.E+07 9.56.E+07 9.71.E+07 1.03.E+08 9.61.E+07 6.66.E+07 5.73.E+07 4.04.E+07 4.12.E+07
1615 Q15654-1 thyroid receptor-interacting protein 6 [OS=Homo sapiens] 18.731  2.99.E+07 5.44.E+07 5.60.E+07 5.96.E+07 5.70.E+07 5.38.E+07 2.88.E+07 3.04.E+07 5.56.E+07 5.69.E+07 5.81.E+07 5.35.E+07
1616 P30876 SD::)iA(; :'Sr]wed ROR elp s [ il (RAER (SRS 18652 7.3.E+07  5.37.E+07 = 7.56.E+07 = 6.83E+07 = 4.60.E+07  437.E+07 = 426.E+07 = 4T74E+07 | 7.73E+07  T7.08.E+07 = 6.3LE+07 | 6.12.E+07
1617 P09496-2 Isoform Non-brain of Clathrin light chain A [OS=Homo sapiens] 18.563 1.79.E+08 1.87.E+08 1.82.E+08 1.73.E+08 1.62.E+08 1.55.E+08 1.65.E+08 1.71.E+08 2.26.E+08 2.18.E+08 2.22.E+08 2.11.E+08
1618 095487-1  Protein transport protein Sec24B [OS=Homo sapiens] 18.537  2.58.E+07 2.83.E+07 3.23.E+07 3.49.E+07 2.46.E+07 3.09.E+07 3.11.E+07 3.24.E+07 3.10.E+07 4.47 E+07 3.14.E+07 4.33.E+07
1619 060828 Polyglutamine-binding protein 1 [OS=Homo sapiens] 18.471 5.76.E+07 4.30.E+07 4.02.E+07 5.08.E+07 4.12.E+07 3.57.E+07 4.78.E+07 3.87.E+07 4.49.E+07 3.40.E+07 3.53.E+07 3.69.E+07
1620 Q72794 Keratin, type Il cytoskeletal 1b [OS=Homo sapiens] 18.406

1621 Q6P1J9 Parafibromin [OS=Homo sapiens] 18.4 1.99.E+07 1.52.E+07 1.87.E+07 1.87.E+07 1.66.E+07 1.55.E+07 1.16.E+07 1.24. E+07 1.34.E+07 1.55.E+07 1.71.E+07 1.73.E+07

Branched-chain-amino-acid aminotransferase, cytosolic
[OS=Homo sapiens]

Probable cytosolic iron-sulfur protein assembly protein Ciaol
[OS=Homo sapiens]

1622 P54687 18.398 3.76.E+07 3.42.E+07 3.46.E+07 3.42.E+07 3.78.E+07 4.12 E+07 4.10.E+07 3.78.E+07 4.14.E+07 4.44 E+O7 4.34.E+07 4.67.E+07

1623 076071 18.393 1.71.E+07 1.76.E+07 4.44 E+07 3.48.E+07 2.02.E+07 7.96.E+07 3.98.E+07 3.81.E+07 2.35.E+07 2.21.E+07 2.04.E+07 1.79.E+07

1624 014974  Protein phosphatase 1 regulatory subunit 12A [OS=Homo sapiens] 18.36  3.40.E+07 2.28.E+07 2.25.E+07 2.30.E+07 2.84.E+07 2.45.E+07 2.51.E+07 2.50.E+07 2.29.E+07 2.34.E+07 2.54.E+07 2.24.E+07

1625  Q96GCY  Vacuole membrane protein 1 [0S=Homo sapiens] 18.344 378.E+07  329E+07  317.E+07  3.40.E+07 | 153.E+07  3.77.E+07  160.E+07 = 3.03.E+07 = 389.E+07 = 393E+07  3.32.E+07  3.48.E+07
1626 Q6FI8L-1  Anamorsin [0S=Homo sapiens] 18326 7.46.E+07  8A4LE+07  7.59.E+07  7.72E+07  6.08.E+07  3.50.E+07  6.46.E+07  7.13.E+07 | 103.E+08  L1OLE+08  9.88.E+07  1.08.E+08
1627 Q709C8 Z:;I‘;f]':]r [RrstEn S SRR i 121C (RSN 1827 255E+07 ~ 165E+07 | L76.E+07 = 2.32.E407 | 3.67.E+07  3.72E+07 | 236.E+407  20LE+07 = 221E+07 | 219E+07 = 227.E+407 = 2.34.E+07
1628  P15313 Z;g’i‘;‘:];“’m" CAUES ETAINGTE(E), LRIy S D [O= A AD 18218 196.E+07  190.E+07 = 19LE+07 = 193E+07  165E+07 = 149E+07 = 165E+07  153.E+07  652E+06  7.70.E+06 = 9.25E+06  1.20.E+07
1629  P10253 lysosomal alpha-glucosidase [0S=Homo sapiens] 18176 3.32.E+07  3.10.E+07  360.E+07 = 357.E+07 | 273E+07  272E+07 | 236.E+07  159.E+07 = 34LE+07  318E+07  3.10E+07 | 2.3LE+07
1630  P15374 ;’:;?:r:i']‘ CaERRHETE (EEEse Eermme L9 [OSS e 18.165 4.47.E+07 = 4.32E+07 = 3.07.E+07  35LE+07 = 5092.E+07  554E+07 | 4.05.E+07 = 3.66.E+07  5.44E+07 = 413.E+07 = 3.26.E+07  5.25.E+07
NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 5,

e eriEisel mitochondrial [OS=Homo sapiens]

18.046  5.38.E+07 4.97.E+07 4.49.E+07 5.20.E+07 4.63.E+07 5.01.E+07 4.58.E+07 4.30.E+07 3.98.E+07 2.39.E+07 4.84.E+07 4.41.E+07

1632 Q14157-2  Ubiquitin-associated protein 2-like [0S=Homo sapiens] 18.031 7.62.E+07 7.32.E+07 7.78.E+07 8.30.E+07 6.64.E+07 7.15.E+07 8.32.E+07 8.38.E+07 8.55.E+07 6.02.E+07 6.25.E+07 7.92.E+07
1633 P49721 proteasome subunit beta type-2 [0S=Homo sapiens] 18.029 8.37.E+07 6.36.E+07 7.45.E+07 1.70.E+08 1.05.E+08 1.48.E+08 1.38.E+08 1.01.E+08 7.34.E+07 1.14.E+08 1.04.E+08 1.26.E+08
1634 P50336 protoporphyrinogen oxidase [OS=Homo sapiens] 18.021 1.20.E+08 1.16.E+08 1.16.E+08 1.21.E+08 1.30.E+08 1.30.E+08 1.39.E+08 1.60.E+08 1.22.E+08 1.28.E+08 1.36.E+08 1.20.E+08
1635 Q9GZT8-1 NIF3-like protein 1 [OS=Homo sapiens] 17.956  9.15.E+07 7.54.E+07 9.14.E+07 8.94.E+07 5.84.E+07 7.32.E+07 6.53.E+07 7.94.E+07 1.16.E+08 1.06.E+08 9.71.E+07 9.21.E+07
1636 Q96B36 Proline-rich AKT1 substrate 1 [OS=Homo sapiens] 17.934 9.32.E+06 8.29.E+06 2.86.E+07 4.70.E+07 1.37.E+07 4.04.E+07 1.45.E+07 1.15.E+07 2.62.E+06 4.17.E+07 4.25.E+07 2.16.E+07
1637 P41240 tyrosine-protein kinase CSK [OS=Homo sapiens] 17.902  4.64.E+07 4.80.E+07 4.69.E+07 5.24.E+07 4.88.E+07 4.66.E+07 4.97.E+07 4.50.E+07 5.31.E+07 5.22.E+07 5.23.E+07 5.42.E+07
1638 Q00653-1  Nuclear factor NF-kappa-B p100 subunit [OS=Homo sapiens] 17.899 5.38.E+07 3.39.E+07 4.35.E+07 4.31.E+07 5.26.E+07 5.36.E+07 2.49.E+07 4.35.E+07 1.79.E+07 3.66.E+07 2.88.E+07 1.74.E+07
1639 QI9UNF1  Melanoma-associated antigen D2 [OS=Homo sapiens] 17.814  3.46.E+07 2.16.E+07 2.73.E+07 2.49.E+07 3.49.E+07 3.28.E+07 4.11.E+07 4.28.E+07 5.44.E+07 5.48.E+07 4.65.E+07 2.81.E+07
1640 Q96DV4 39S ribosomal protein L38, mitochondrial [0S=Homo sapiens] 17.771  6.76.E+07 7.65.E+07 7.70.E+07 6.91.E+07 6.29.E+07 6.53.E+07 6.31.E+07 4.71.E+07 6.72.E+07 6.98.E+07 7.12.E+07 6.51.E+07
1641 P48729-1  Casein kinase | isoform alpha [OS=Homo sapiens] 17.764  3.13.E+07 3.03.E+07 3.22.E+07 3.38.E+07 3.36.E+07 3.50.E+07 3.77.E+07 3.75.E+07 3.12.E+07 2.63.E+07 3.30.E+07 3.40.E+07
1642 Q96C19 EF-hand domain-containing protein D2 [OS=Homo sapiens] 17.762  7.75.E+07 5.70.E+07 4.68.E+07 6.94.E+07 9.20.E+07 8.68.E+07 7.52.E+07 6.18.E+07 8.28.E+07 6.23.E+07 6.83.E+07 6.44.E+07
1643 094874-1  E3 UFM1-protein ligase 1 [OS=Homo sapiens] 17.754 2.84.E+06

1644 043615 '[\gtg_c:zrrfg':'a';?sﬁg'""ermemb'a”e”a”S'OcaseS”b“"'tT'MM 17.743  269.E+07 = 2.36.E+07 = 2.67.E+07 = 296.E+07 = 2.86.E+07  251E+07 | 3.10.E+07 = 295E+07  3.20.E+07 = 3.43.E+07 = 3.26.E+07  3.2L.E+07

1645 Q16831 uridine phosphorylase 1 [0OS=Homo sapiens] 17.735 4.50.E+07 4.69.E+07 4.88.E+07 5.10.E+07 8.27.E+07 8.94.E+07 9.04.E+07 9.75.E+07 5.26.E+07 4.85.E+07 5.09.E+07 5.09.E+07
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Supplemental Data 1. List of identified proteins

No. et Description Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDNG6-2 CLDN6-2 CLDNG6-2 CLDN6-2
) P Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4
1646 Q8N766-1 ER membrane protein complex subunit 1 [OS=Homo sapiens] 17.706  2.59.E+07 2.22.E+07 2.83.E+07 2.94.E+07 2.22.E+07 2.94.E+07 2.68.E+07 2.31.E+07 2.69.E+07 2.89.E+07 2.26.E+07 3.01.E+07
1647 P50402 Emerin [OS=Homo sapiens] 17.7  2.49.E+07 2.58.E+07 3.66.E+07 3.05.E+07 2.48.E+07 3.02.E+07 2.93.E+07 2.95.E+07 3.19.E+07 3.68.E+07 3.89.E+07 3.33.E+07
1648 Q9BRP8  Partner of Y14 and mago [OS=Homo sapiens] 17.681 4.85.E+07 5.67.E+07 5.86.E+07 5.38.E+07 5.33.E+07 5.35.E+07 5.85.E+07 5.63.E+07 5.86.E+07 5.77.E+07 5.53.E+07 5.92.E+07
1649 P41227-1  N-alpha-acetyltransferase 10 [OS=Homo sapiens] 17.676  1.00.E+08 3.04.E+07 4.96.E+07 4.99.E+07 8.59.E+07 3.78.E+07 4.04.E+07 2.67.E+07 7.88.E+07 3.98.E+07 4.63.E+07 5.10.E+07
1650 P62330 ADP-ribosylation factor 6 [OS=Homo sapiens] 17.624  2.93.E+07 3.07.E+07 2.94.E+07 3.55.E+07 4.82.E+07 7.67.E+07 8.19.E+07 7.53.E+07 4.32.E+07 7.15.E+07 4.40.E+07 4.33.E+07
1651 060313 Dynamin-like 120 kDa protein, mitochondrial [OS=Homo sapiens] 17.556  4.39.E+07 3.62.E+07 3.26.E+07 4.06.E+07 3.46.E+07 2.86.E+07 2.87.E+07 2.87.E+07 4.43.E+07 3.63.E+07 3.41.E+07 3.51.E+07
1652 095831-1  Apoptosis-inducing factor 1, mitochondrial [OS=Homo sapiens] 17.497 2.94.E+07 3.51.E+07 3.35.E+07 2.97.E+07 2.79.E+07 2.36.E+07 2.95.E+07 2.72.E+07 3.75.E+07 3.31.E+07 3.94.E+07 3.66.E+07
1653  Q9GZZ1-1 N-alpha-acetyltransferase 50 [OS=Homo sapiens] 17.495 5.23.E+07 5.15.E+07 6.03.E+07 5.98.E+07 5.60.E+07 5.48.E+07 6.15.E+07 5.83.E+07 5.71.E+07 5.75.E+07 5.41.E+07 4.88.E+07

ATPase family AAA domain-containing protein 3A [OS=Homo

1654 QoNVI7 80 17.474 9.08E+07 = 9.10.E+07 = 856.E+07 = 9.7LE+07  557.E+07 = 7.95E+07 = 5.03.E+07 = O54.E+07 = 542E+07  102E+08  1.02E+08 = 9.53.E+07
1655  P49792  E3 SUMO-protein ligase RanBP2 [0S=Homo sapiens] 17.44 327.E+07  418E+07  196.E+07  255E+07 = 200.E+07  6.80.E+06 = 2.201.E+07  164E+07 = 234E+07  3.34E+07  2.32.E+07  3.2LE+07
1656 014737  Programmed cell death protein 5 [0S=Homo sapiens] 17.395 158.E+08  176E+08  166.E+08  175E+08  157.E+08  156E+08 = 163.E+08  158.E+08 = 173E+08  183E+08  169.E+08  147.E+08
1657 Q15125 :’al;?;';;yd'OXVSte'O'd'de'ta(B)'de'ta(7)"s°merase [[OEFHm 17351 182E+08  200.E+08 = 20LE+08  180.E+08  145E+08  144.E+08  150.E+08 = 15LE+08 @ 2.08.E+08  191E+08  1.87.E+08  1.84.E+08
1658 Q9Y2Q5  Ragulator complex protein LAMTOR2 [0S=Homo sapiens] 17.328  6.94.E+07  7.27.E+07  T.7LE+07  6.96.E+07  7.0LE+07  6.67.E+07 = 6.92.E+07  6.79.E+07  6.95E+07  7.30.E+07  6.78.E+07 | 6.83.E+07
1659  QONP79 Fg;fﬂg;ﬁ%“;f;’i‘eig?'”g'ass'm'a‘e" [P VAR el 17.315 276.E+07 = 3.27.E+07 = 3.50.E+07 = 324E+07 | 3.14E+07  2.16.E+07 | 248E+07 = 2.18.E+07  3.53E+07 = 328E+07 = 3.12E+07 | 2.67.E+07
1660  QOUHY1  Nuclear receptor-binding protein [0S=Homo sapiens] 17.305 157.E+07  116E+07 = 125E+07 = 186.E+07  120.E+07 = 114E+07 = 119E+07  106.E+07 = 135E+07  155E+07  105E+07  9.65.E+06
1661 095456  Proteasome assembly chaperone 1 [0S=Homo sapiens] 17238 250.E+07  6.29.E+06  6.50.E+06  248.E+07  120.E+07  154E+07 = 176.E+07  118E+07 | 197.E+07  186.E+07 = 1.I3.E+07  7.87.E+06
1662 Q14692  ribosome biogenesis protein BMS1 homolog [0S=Homo sapiens] 172 179.E+07 = 7.85E+06  8.23.E+06  6.94E+06 = 126E+07  142.E+07 = 7.10.E+06 = 164E+07 = 123.E+07  120E+07 = 879.E+06  1.35E+07
1663 Q96C23  aldose 1-epimerase [0S=Homo sapiens] 17194 484.E+07  428E+07  50LE+07  58LE+07 | 257.E+407 = 298E+07 | 244E+07  294E+07 | 6.20E+07  B882E+07  7.70.E+07 | 6.65.E+07
1664  QOH6R4-1  Nucleolar protein 6 [0S=Homo sapiens] 17110 6.02.E+07  568.E+07 = 599.E+07  6.97.E+07  6.3LE+07  6.79.E+07  6.65.E+07  6.9LE+07 | 619.E+07  650.E+07 | 6.83.E+07 | 7.59.E+07
1665  P51970 Fgfg’_’;g:&f:;?::;se [ubiquinone] 1 alpha subcomplex subunit8 |17 75 305 E407 | 3.85.E407 | 3.38E+07 | 356.E+07 | 335.E+07  28LE+07 | 330.E+07 | 347.E407 | 329.6+07  3ALE+07 | 270E+07 | 2.89.E+07
1666 Q9BY42 protein RTF2 homolog [0S=Homo sapiens] 17.051 117.E+07  149E+07  126E+07  144E+07  128E+07  116E+07 = 111E+07  135E+07 = 113E+07  129E+07  9.85E+06  1.0LE+07
1667  P62861  40S ribosomal protein S30 [0S=Homo sapiens] 17.033 6.08.E+08  6.43.E+08  6.32E+08  6.24E+08  590.E+08  5.05E+08  6.20.E+08  6.50.E+08  6.53.E+08  6.15.E+08 = 6.10.E+08  6.02.E+08

F-box-like/WD repeat-containing protein TBL1X [OS=Homo

1668 060907 16.984 5.56.E+07 5.34.E+07 5.51.E+07 6.08.E+07 5.18.E+07 5.59.E+07 5.74.E+07 5.55.E+07 6.92.E+07 6.87.E+07 6.17.E+07 6.74.E+07

sapiens]
1669 Q7Z5L9-1 Interferon regulatory factor 2-binding protein 2 [OS=Homo sapiens] 16.872  2.64.E+07 3.25.E+07 2.91.E+07 2.75.E+07 2.62.E+07 2.52.E+07 2.66.E+07 2.90.E+07 4.02.E+07 4.01.E+07 4.15.E+07 4.39.E+07
1670 Q13616 Cullin-1 [0S=Homo sapiens] 16.862 5.11.E+07 5.45.E+07 4.97.E+07 5.21.E+07 4.73.E+07 5.27.E+07 2.50.E+07 4.08.E+07 5.32.E+07 5.69.E+07 3.82.E+07 4.80.E+07
1671 Q9UG63  ATP-binding cassette sub-family F member 2 [OS=Homo sapiens] 16.861 6.07.E+07 5.89.E+07 5.93.E+07 5.05.E+07 5.27.E+07 4.58.E+07 4.80.E+07 4.98.E+07 5.31.E+07 4.42.E+07 4.69.E+07 4.60.E+07
1672 Q969Q0 60S ribosomal protein L36a-like [OS=Homo sapiens] 16.846  9.00.E+07 9.82.E+07 1.02.E+08 1.15.E+08 1.32.E+08 1.33.E+08 1.35.E+08 1.31.E+08 9.20.E+07 8.98.E+07 8.64.E+07 8.19.E+07
1673 Q9Y3T9 Nucleolar complex protein 2 homolog [OS=Homo sapiens] 16.826  2.74.E+07 3.14.E+07 3.09.E+07 2.83.E+07 3.20.E+07 3.05.E+07 3.38.E+07 3.14.E+07 3.43.E+07 3.29.E+07 2.97.E+07 3.22.E+07

protein farnesyltransferase/geranylgeranyltransferase type-1

e PRI subunit alpha [0OS=Homo sapiens]

16.802  1.55.E+07 1.14.E+07 1.55.E+07 1.68.E+07 1.59.E+07 1.68.E+07 1.75.E+07 1.39.E+07 1.64.E+07 1.48.E+07 1.66.E+07 1.69.E+07

1675 Q9H3N1  Thioredoxin-related transmembrane protein 1 [OS=Homo sapiens] 16.794  9.06.E+07 9.81.E+07 9.28.E+07 1.05.E+08 1.34.E+08 1.14.E+08 1.36.E+08 1.15.E+08 1.26.E+08 1.14.E+08 1.46.E+08 1.18.E+08

1676 Q8WVM8  Secl family domain-containing protein 1 [OS=Homo sapiens] 16.697 3.65.E+07 3.02.E+07 3.30.E+07 2.71.E+07 2.70.E+07 3.05.E+07 3.05.E+07 2.84.E+07 3.40.E+07 3.65.E+07 4.00.E+07 3.91.E+07
Small nuclear ribonucleoprotein-associated proteins B and B’

1677 PuaeTe L S ] 16.67 535E+08 = 524E+08 = 510.E+08  523E+08  514.E+08  509.E+08 = A477.E+08 = 4.97.E+08  565E+08  504E+08  545E+08  5.44.E+08
1678  QBWX92  Negative elongation factor B [0S=Homo sapiens] 16.613 3.30.E+07 = 224E+07 = 243.E+07  3.00.E+07 = 236.E+07  253.E+07 = 209.E+07 = 230.E+07 = 222E+07  232E+07 = 224E+07 | 2.89.E+07
G Gieese el Gl el el preiin s e | 16,604 283E+07  102E+07 = 103E+07 = 110.E+07 = 3.89.E+07  9.08.E+06 = 4.02.E+07 = 9.0LE+06  3.57.E+07  9.84E+06  1.05E+07  3.62.E+07
subunit gamma [OS=Homo sapiens]

1680 P78310-1 Coxsackievirus and adenovirus receptor [OS=Homo sapiens] 16.51 3.94.E+07 4.38.E+07 4.37.E+07 1.28.E+07 3.99.E+07 4.23.E+07 4.34.E+07 4.26.E+07 5.99.E+07 6.35.E+07 6.05.E+07 5.76.E+07
1681  Q969S3  Zinc finger protein 622 [0S=Homo sapiens] 16.499 154.E+07 = 140E+07 = 144E+07 = 189.E+07  164E+07  103.E+07 = 177.E+07  162.E+07  169.E+07  136.E+07 = 146.E+07  1.33.E+07
1682 P36639 7,8-dihydro-8-oxoguanine triphosphatase [OS=Homo sapiens] 16.483 8.42.E+07 9.60.E+07 9.81.E+07 8.18.E+07 7.66.E+07 6.50.E+07 6.40.E+07 1.29.E+07 7.83.E+07 8.23.E+07 8.21.E+07 7.20.E+07
1683  Q14141-1  Septin-6 [0S=Homo sapiens] 16.455 168.E+07  167.E+07 = 195E+07 = 1.30.E+07 = 171E+07  138.E+07  168.E+07  166.E+07 = 202E+07  175E+07 = 15LE+07  183.E+07
1684 Q5UIPO Telomere-associated protein RIF1 [OS=Homo sapiens] 16.265 1.24.E+07 1.16.E+07 1.08.E+07 6.87.E+06 1.13.E+07 1.09.E+07 1.05.E+07 1.46.E+07 9.43.E+06 1.00.E+07 9.88.E+06 9.15.E+06
1685  QO6DI7 ;’:’pf:;:' UE R (il e 41 o8 (e [OES{Eiie 16234 232.E+07 = 497.E+07 = 221E+07 = 469.E+07 | 6.76.E+07  241E+07 | 226.E+07 = 6.82.E+07  2.38E+07 = 547.E+07 = 235E+07 | 2.08.E+07
1686 QINWHY-1  SAFB-like transcription modulator [0S=Homo sapiens] 16.224 235.E+07  254E+07 = 311.E+07 = 356.E+07 = 180.E+07  294E+07 | 175E+07 = 295E+07 | 210.E+07  295E+07 = 3.13E+07  184E+07
1687 Q9BRP1  Programmed cell death protein 2-like [OS=Homo sapiens] 16.078 5.21.E+07 4.01.E+07 3.40.E+07 4.97.E+07 5.22.E+07 5.04.E+07 5.17.E+07 3.04.E+07 4.93.E+07 4.10.E+07 5.83.E+07 6.10.E+07
1688 Q9UBM7  7-dehydrocholesterol reductase [0S=Homo sapiens] 16.056 6.07.E+07  6.41E+07 = 6.90.E+07 = 7.06E+07 = 8.75E+07  9.39.E+07  9.00.E+07 = 9.92.E+07 | 6.29.E+07  7.10.E+07 = 7.40.E+07  7.03.E+07
1689 Q9H993 protein-glutamate O-methyltransferase [0S=Homo sapiens] 16.027 1.03.E+07 7.93.E+06 9.02.E+06 8.62.E+06 1.14.E+07 1.28.E+07 1.14.E+07 8.93.E+06 8.86.E+06 1.04.E+07 7.68.E+06 9.15.E+06
1690  Q9H4A6  Golgi phosphoprotein 3 [0S=Homo sapiens] 16.011 954.E+06  6.22E+06 = 7.40.E+06 = 536.E+06 = 7.15E+06  576.E+06  597.E+08 = 5.74.E+06 | 4.50.E+06  449E+06 = 558.E+06  583.E+06
1691 Q9BTW9  Tubulin-specific chaperone D [OS=Homo sapiens] 15.933 2.76.E+07 2.91.E+07 3.03.E+07 2.79.E+07 2.73.E+07 3.27.E+07 3.78.E+07 3.78.E+07 2.99.E+07 3.12.E+07 2.53.E+07 2.28.E+07
1692 Q00534  Cyclin-dependent kinase 6 [0S=Homo sapiens] 15876 2.35.E+07 = 3.91E+07 = 402.E+07 = 503E+07  357.E+07  3.86.E+07  4.30.E+07 = 3.82.E+07  239.E+07  A426E+07 = 421E+07  A4.38.E+07
1693 Q9UDW1 cytochrome b-c1 complex subunit 9 [OS=Homo sapiens] 15.823  7.29.E+07 4.26.E+07 6.66.E+07 7.00.E+07 3.81.E+07 4.69.E+07 4.61.E+07 4.13.E+07 5.31.E+07 4.45.E+07 4.12.E+07 4.02.E+07
1694 Q92979 S;?)?::;?a' RNA small subunit methyltransferase Nepl [OS=HOMO | 5 a55 1 75 E407 | 193E+07 | 247.E407  212E+07 | 202E+07 = 260E+07 | 263E+07 | 244E+07 | 157.6407  180.E+07 = 214E+07  4.37.E407
1695 Q07065  Cytoskeleton-associated protein 4 [0S=Homo sapiens] 15716 2.47.E+07  9.79.E+06 = 115E+07 = 8.38E+06  3.32E+07  270.E+07 = 294E+07 = 287.E+07 | 277.E+07  105E+07 = 114E+07  2.06.E+07
1696  015344-1 E3 ubiquitin-protein ligase Midline-1 [0S=Homo sapiens] 15692 199.E+07 = 197.E+07 = 2.34E+07  205E+07  210.E+07  2.18E+07  2.54E+07 = 242.E+07  3.10E+07  3.71E+07  3.68E+07  3.08.E+07
G CENDE SR el GretEEsR (ORI 15675 3.70.E+06 = 2.46.E+06 441E+06 = 5.08.E+06  295E+06 | 2.11.E+06 7.04E+06  3.74.E+06

sapiens]
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Supplemental Data 1. List of identified proteins

No. et Description Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDNG6-2 CLDN6-2 CLDNG6-2 CLDN6-2
) P Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4
1698 095297-1  Myelin protein zero-like protein 1 [OS=Homo sapiens] 15.673  1.99.E+07 1.77.E+07 2.27.E+07 2.02.E+07 2.58.E+07 2.43.E+07 2.26.E+07 2.39.E+07 1.80.E+07 1.73.E+07 1.80.E+07 1.62.E+07

Squamous cell carcinoma antigen recognized by T-cells 3
[OS=Homo sapiens]

1700 Q15287-1 RNA-binding protein with serine-rich domain 1 [OS=Homo sapiens] 15.654  7.25.E+07 7.11.E+07 7.02.E+07 6.77.E+07 6.03.E+07 6.33.E+07 6.52.E+07 6.73.E+07 7.59.E+07 7.34.E+07 7.44.E+07 7.05.E+07

1699 Q15020 15.671 1.36.E+07 1.12.E+07 9.73.E+06 1.43.E+07 1.08.E+07 1.31.E+07 1.13.E+07 1.17.E+07 7.76.E+06 9.30.E+06 1.12.E+07 1.08.E+07

1701 043464 Serine protease HTRA2, mitochondrial [OS=Homo sapiens] 15.628 1.10.E+06 1.35.E+06 3.02.E+05 1.15.E+06 1.93.E+06 1.00.E+06 7.96.E+05 6.19.E+05 1.40.E+06 6.65.E+05 3.61.E+05
1702 Q14657 EKC/KEOPS complex subunit LAGE3 [OS=Homo sapiens] 15.628 2.57.E+07 3.22.E+07 3.37.E+07 3.39.E+07 2.16.E+07 2.48.E+07 2.28.E+07 2.70.E+07 2.67.E+07 2.69.E+07 2.63.E+07 2.99.E+07
1703 Q00577 Transcriptional activator protein Pur-alpha [OS=Homo sapiens] 15.628 2.10.E+07 1.85.E+07 2.28.E+07 1.88.E+07 9.44.E+06 1.02.E+07 1.83.E+07 1.94.E+07 2.25.E+07 2.08.E+07 2.16.E+07 2.12.E+07

MAPK-interacting and spindle-stabilizing protein-like OS=Homo
1704 Q8NDCO sapiens OX=9606 GN=MAPK1IP1L PE=1 SV=4 15.628 4.58.E+07 4.72.E+07 4.58.E+07 4.27.E+07 4.07.E+07 4.09.E+07 4.29.E+07 3.82.E+07 4.52.E+07 5.08.E+07 4.70.E+07 4.68.E+07
1705 014732-1 inositol monophosphatase 2 [OS=Homo sapiens] 15.628

1706 P33240 cleavage stimulation factor subunit 2 [0S=Homo sapiens] 15.628 2.02.E+07 1.67.E+07 1.68.E+07 8.17.E+06 1.61.E+07 1.70.E+07 1.69.E+07 9.88.E+06 1.68.E+07 1.64.E+07 6.75.E+06 1.69.E+07
High mobility group nucleosome-binding domain-containing protein

1707 Qusest1 i ione] 15628 293.E+07  291E+07 = 295E+07 = 379E+07 | 271E+07 = 275E+07 | 269.E+07 = 245E+07 = 213E+07 = 217.E+07  213E+07 | 2.23.E+07
1708 Q9P000-1  COMM domain-containing protein 9 [0S=Homo sapiens] 15628 9.24.E+06  582E+06  6.97.E+06 = BOLE+06  7.16.E+06 = 810E+06 = B.66.E+06  7.59.E+06 = 6.92E+06 = B.62E+06  7.05E+06  5.89.E+06
1709 | QoHoc1-1 |SPermatogenesis-defective pratein 39 homolog [OS=Homo 15628  7.42.E+06 3.28.E+06 5.40.E+06  1.84.E+06 3.24.E+06

sapiens]

Reactive oxygen species modulator 1 OS=Homo sapiens
0X=9606 GN=ROMO1 PE=1 SV=1

Mitotic spindle-associated MMXD complex subunit MIP18
[OS=Homo sapiens]

Endoplasmic reticulum-Golgi intermediate compartment protein 1

1710 P60602 15.628 1.01.E+08 1.04.E+08 1.06.E+08 1.00.E+08 9.22.E+07 1.08.E+08 1.10.E+08 9.54.E+07 1.09.E+08 1.15.E+08 1.13.E+08 1.09.E+08

1711 Q9Y3D0O 15.628 2.76.E+07 2.84.E+07 3.34.E+07 3.29.E+07 2.56.E+07 2.98.E+07 2.76.E+07 2.84.E+07 2.95.E+07 4.00.E+07 3.80.E+07 3.61.E+07

1712 Q969X5 [OS=Homo sapiens] 15.628 1.89.E+07 1.73.E+07 1.80.E+07 1.60.E+07 2.60.E+07 2.93.E+07
1713 Q9P0J7 E3 ubiquitin-protein ligase KCMF1 [OS=Homo sapiens] 15.628 1.03.E+07 7.57.E+06 7.67.E+06 8.01.E+06 8.91.E+06 8.36.E+06 7.83.E+06 7.18.E+06 7.45.E+06 7.60.E+06 6.61.E+06 6.82.E+06
1714 Q9UKN8  General transcription factor 3C polypeptide 4 [OS=Homo sapiens] 15.628 2.03.E+06 1.52.E+06

1715 Q86U38 Nucleolar protein 9 [OS=Homo sapiens] 15.628  7.46.E+06 9.64.E+06 9.23.E+06 8.27.E+06 9.03.E+06 7.04.E+06 8.62.E+06 8.54.E+06
1716 094901-1 SUN domain-containing protein 1 [OS=Homo sapiens] 15.628 3.82.E+06 4.00.E+06 5.27.E+06 7.35.E+06 3.44.E+06 4.11.E+06 3.74.E+06 4.27.E+06 7.97.E+06 8.34.E+06 7.06.E+06 6.53.E+06
1717 075629 Protein CREG1 [OS=Homo sapiens] 15.628 4.23.E+07 4.06.E+07 4.20.E+07 4.57.E+07 4.72.E+07 4.18.E+07 4.51.E+07 4.27.E+07 2.64.E+07 2.54.E+07 2.77.E+07 2.70.E+07
1718 QO6EK6 g;“;gz:r'”e Tzt Naeeins e (O=RemD 15628 566.E+07 = 498E+07 = 6.18E+07 = 596.E+07 = 4.62.E+07 = 472.E+07 = 443.E+07 = 460.E+07 = 6.42.E+07  6.98.E+07 = 6.70.E+07  7.83.E+07
1719 P57735 ras-related protein Rab-25 [OS=Homo sapiens] 15.628 7.79.E+06 8.87.E+06 8.65.E+06 7.84.E+06 5.18.E+06 6.90.E+06 5.72.E+06 5.71.E+06 7.10.E+06 9.48.E+06 1.12.E+07 7.40.E+06
1720 043818 U3 small nucleolar RNA-interacting protein 2 [0S=Homo sapiens] 15.628 1.26.E+07 4.32.E+06 8.15.E+06 7.82.E+05 4.74 E+06 7.55.E+06 4.59.E+06 6.87.E+06 5.21.E+06 6.72.E+06 2.87.E+06 2.18.E+06
1721 Q15397 Pumilio homolog 3 [OS=Homo sapiens] 15.628 2.86.E+07 2.36.E+07 2.75.E+07 2.39.E+07 3.11.E+07 2.98.E+07 3.26.E+07 3.02.E+07 2.26.E+07 2.45.E+07 2.36.E+07 2.33.E+07
1722 Q9Y2R9 28S ribosomal protein S7, mitochondrial [OS=Homo sapiens] 15.628 2.11.E+07 2.09.E+07 2.70.E+07 2.44 E+07 1.98.E+07 2.07.E+07 1.78.E+07 2.00.E+07 1.72.E+07 2.50.E+07 2.44.E+07 2.39.E+07
1723 P17676 CCAAT/enhancer-binding protein beta [OS=Homo sapiens] 15.628  1.33.E+07 1.40.E+07 1.46.E+07 1.55.E+07 1.38.E+07 1.58.E+07 1.44. E+07 1.47.E+07 1.17.E+07 1.45.E+07 1.48.E+07 1.50.E+07
1724 Q92917 G p_atch domain and KOW motifs-containing protein [0S=Homo 15.628

sapiens]

1725 Q12962 transcription initiation factor TFIID subunit 10 [OS=Homo sapiens] 15.628 4.78.E+06 5.06.E+06 5.07.E+06 3.81.E+06 2.66.E+06 3.76.E+06 2.92.E+06 2.40.E+06 2.01.E+06 3.47.E+06 3.00.E+06 3.69.E+06
1726 P18827 syndecan-1 [OS=Homo sapiens] 15.628

1727 QINVM6  DnaJ homolog subfamily C member 17 [OS=Homo sapiens] 15.628  1.48.E+07 1.29.E+07 1.47.E+07 1.27.E+07 1.30.E+07 1.34.E+07 1.35.E+07 1.29.E+07 1.22.E+07 1.24.E+07 1.35.E+07 1.38.E+07
1728 P54725-1 UV excision repair protein RAD23 homolog A [OS=Homo sapiens] 15.628 2.75.E+07 1.69.E+07 1.80.E+07 2.75.E+07 1.49.E+07 1.65.E+07 1.80.E+07 1.61.E+07 1.83.E+07 2.08.E+07 2.06.E+07 2.38.E+07
1729 Q5TAQ9-1 DDBL1- and CUL4-associated factor 8 [0S=Homo sapiens] 15.628 3.49.E+06 3.95.E+06 4.87.E+06 3.60.E+06 2.77.E+06 2.90.E+06 1.40.E+06 1.85.E+06 4.34.E+06 7.04.E+06 4.53.E+06 5.82.E+06

NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 2

1730 O e et

15.628 1.40.E+07 1.60.E+07 1.44.E+07 1.22.E+07 1.42.E+07 1.00.E+07 5.94.E+06 1.16.E+07 1.28.E+07 1.17.E+07 1.12.E+07 8.07.E+06

1731  Q96HQ2-1 CDKN2AIP N-terminal-like protein [OS=Homo sapiens] 15.628

1732 095372 acyl-protein thioesterase 2 [0S=Homo sapiens] 15.618 2.84.E+07 2.63.E+07 3.98.E+06 3.13.E+07 3.04.E+07 8.31.E+06 3.38.E+07 1.59.E+06 7.65.E+06 2.21.E+06 4.98.E+06
1733 043290 U4/U6.U5 tri-snRNP-associated protein 1 [OS=Homo sapiens] 15.617  2.33.E+07 3.49.E+07 2.64.E+07 3.20.E+07 1.96.E+07 2.49.E+07 2.46.E+07 3.04.E+07 2.29.E+07 2.33.E+07 2.56.E+07 2.29.E+07
1734 Q9H9Q2  COP9 signalosome complex subunit 7b [OS=Homo sapiens] 15.571 1.31.E+07 1.37.E+07 1.16.E+07 1.58.E+07 1.45.E+07 1.74.E+07 1.95.E+07 1.84.E+07 1.46.E+07 1.73.E+07 2.04.E+07 2.08.E+07
1735 Q9H444 Charged multivesicular body protein 4b [OS=Homo sapiens] 15.559  1.56.E+07 1.74.E+07 1.95.E+07 1.76.E+07 1.80.E+07 5.78.E+07 5.42.E+07 1.82.E+07 4.84.E+07 1.73.E+07 4.68.E+07 4.30.E+07
1736 P49750-4 Isoform 4 of YLP motif-containing protein 1 [OS=Homo sapiens] 15.554 2.19.E+07 2.52.E+07 2.82.E+07 2.91.E+07 2.10.E+07 2.59.E+07 2.63.E+07 2.63.E+07 2.71.E+07 3.05.E+07 3.20.E+07 2.78.E+07
1737 P06280 alpha-galactosidase A [OS=Homo sapiens] 15.539 5.88.E+07 6.57.E+07 5.26.E+07 6.23.E+07 2.34.E+07 2.59.E+07 3.26.E+07 2.48.E+07 4.23.E+07 4.60.E+07 4.15.E+07 4.22.E+07

Cysteine-rich secretory protein LCCL domain-containing 1

1738 QoHazs S el 15535 1.05.E+07  843E+06 = 812E+06 = B8.77.E+06  106.E+07 = 105E+07  6.49.E+06  6.22.E+06 = 100.E+07 = 136.E+07 = L148.E+07  1.65.E+07
1739 Q04941-1 proteolipid protein 2 [0S=Homo sapiens] 1549 112E+08  312E+08  3.24E+08  1.18E+08  4.06.E+08  4.15E+08  4.14.E+08  409E+08 = 3.48.E+08  3.46.E+08  3.56.E+08  111.E+08
1740 Q9POVY septin-10 [0S=Homo sapiens] 15.464 420.E+07 = 349E+07 | 3.05.E+07 = 294E+07  411E+07  336.E+07  3.06.E+07 = 3.09.E+07  3.95E+07  299.E+07 = 3.11E+07  4.06.E+07
1741 Q05519 serine/arginine-rich splicing factor 11 [OS=Homo sapiens] 15.423  9.60.E+07 9.26.E+07 9.60.E+07 9.60.E+07 7.99.E+07 8.05.E+07 8.29.E+07 7.73.E+07 8.89.E+07 8.61.E+07 8.90.E+07 9.93.E+07
1742 Q08499-1 z:‘g’i':r;:]pemf'c By EsphriesEees D SR 15366 1.33.E+07 = 213.E+07 = 156.E+07 = 178E+07 = 103.E+07  9.6LE+06 | 0.62.E+06 = 142.E+07  10LE+07 = 858.E+06 = 129.E+07  1.14.E+07
1743 QINPQ8  Synembryn-A [0S=Homo sapiens] 15328 4.64.E+07 = 493E+07 = A445E+07 = 3.79.E+07  A428E+07  531.E+07  541E+07 = 465.E+07  573E+07  585E+07 = 568E+07  505.E+07
1744 P09669  Cytochrome c oxidase subunit 6C [0S=Homo sapiens] 15292 150.E+08  166.E+08  17LE+08  174E+08  160.E+08  163.E+08  163.E+08  143.E+08  115E+08  139.E+08  1.38.E+08  1.36.E+08
1745 P18077  60S ribosomal protein L35a [0S=Homo sapiens] 15264 4.42.E+08  4.66.E+08 = 498.E+08 = 470.E+08 = A472E+08  503.E+08  539.E+08 = 561.E+08 = 4.29E+08  480.E+08 = 4.45E+08  4.68.E+08
1746 P43304 Sa'ﬁ:r:‘;;'s'ph“phate Kelidicosiaseliioeicnaralioeayong 15251 7.47.E+07 = 7.39.E+07 = 8.24.E+07 = 106.E+08  6.67.E+07  8.42.E+07 | 8.89.E+07 = 7.16.E+07  8.78.E+07 = 7.87.E+07 = 7.94E+07  1.0LE+08
1747 Q96EK5 __KIF1-binding protein [0S=Homo sapiens] 15234 2.56.E+07 _ 2.86.E+07  4.99.E+07  3.43.E+07 | 2.37.E+07  2.39.E+07  2.06.E+07  2.79.E+07 | 3.17.E+07 _ 348.E+07  3.21.E+07  3.33.E+07
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Supplemental Data 1. List of identified proteins

Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-2 CLDN6-2 CLDN6-2 CLDN6-2

e accessel DSl Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4

1748 043252 F’g‘é’lﬁf;i' :;;Ziss?h(’ade”“'”e S D PR 15213 3.85.E+07  250.E+07 = 252E+07 = 292E+07 | 3.02.E+07 = 206E+07 = 334E+07  190.E+07 = 4.10.E+07 = 280.E+07 = 367.E+07  3.68.E+07
1749 Q9GZP9  Derlin-2 [0S=Homo sapiens] 15.183  2.66.E+07 2.42.E+07 2.74.E+07 2.16.E+07 2.21.E+07 2.34.E+07 2.27.E+07 1.99.E+07 1.90.E+07 8.33.E+06 6.78.E+06 4.34.E+06
1750 043837-1 isocitrate dehyd_rogenase [NAD] subunit beta, mitochondrial
[OS=Homo sapiens]

Mesencephalic astrocyte-derived neurotrophic factor [0S=Homo

15.173  6.02.E+07 6.97.E+07 6.17.E+07 6.24. E+07 7.32.E+07 6.97.E+07 6.81.E+07 6.71.E+07 6.23.E+07 6.40.E+07 6.50.E+07 6.09.E+07

1751 P55145 15.169 1.13.E+08 1.13.E+08 1.33.E+08 9.55.E+07 1.35.E+08 1.40.E+08 1.41.E+08 1.52.E+08 3.16.E+07 7.92.E+07 8.32.E+07 8.70.E+07

sapiens]

1752 P46934-4 'Ssa‘);ﬁ;g]“ giiEsihgtiipipiatenlicas=liER o= oy 15157 257.E+07 = 194E+07 = 153.E+07 = 224E+07 = 259.E+07  2.53.E+07 = 2.15.E+07 = 1.82.E+07 = 112.E+07 = 178.E+07 = 1.12.E+07 = 2.0LE+07
1753 Q8WWM7-1 ataxin-2-like protein [OS=Homo sapiens] 15.093 5.63.E+07 5.54.E+07 6.52.E+07 6.06.E+07 5.23.E+07 5.61.E+07 5.00.E+07 5.79.E+07 4.94.E+07 6.51.E+07 6.38.E+07 6.53.E+07
1754 Q53T59 HCLS1-binding protein 3 [OS=Homo sapiens] 15.079  5.83.E+06 5.46.E+06 5.12.E+06 5.88.E+06 6.54.E+06

1755 Q9BY32-1 Inosine triphosphate pyrophosphatase [OS=Homo sapiens] 15.07 2.95.E+07 3.34.E+07 3.26.E+07 3.17.E+07 3.12.E+07 2.83.E+07 2.95.E+07 2.73.E+07 4.36.E+07 4.25.E+07 4.24 E+07 3.99.E+07
1756 Q9GZP4  PITH domain-containing protein 1 [OS=Homo sapiens] 15.039 9.12.E+07 8.92.E+07 9.25.E+07 1.18.E+08 1.01.E+08 1.08.E+08 1.32.E+08 1.27.E+08 9.99.E+07 1.14.E+08 1.12.E+08 1.05.E+08
1757 Q9H7B2 Ribosome production factor 2 homolog [OS=Homo sapiens] 15.022  2.75.E+07 2.71.E+07 2.33.E+07 3.01.E+07 3.66.E+07 3.58.E+07 3.25.E+07 3.42.E+07 3.33.E+07 3.17.E+07 2.98.E+07 3.54.E+07
1758 Q9H488-1  GDP-fucose protein O-fucosyltransferase 1 [0S=Homo sapiens] 14.929 6.72.E+07 7.08.E+07 7.45.E+07 6.52.E+07 5.61.E+07 5.24.E+07 5.73.E+07 4.42 E+07 6.36.E+07 6.21.E+07 6.45.E+07 6.07.E+07
1759 P09001 39S ribosomal protein L3, mitochondrial [0S=Homo sapiens] 14.923 4.51.E+07 4.82.E+07 4.24. E+07 4.39.E+07 3.46.E+07 3.50.E+07 3.65.E+07 3.71.E+07 4.32.E+07 3.66.E+07 3.77.E+07 3.94.E+07
1760 P04004 Vitronectin [OS=Homo sapiens] 14,919 4.25.E+07 3.24.E+07 3.63.E+07 4.89.E+07 5.49.E+07 5.89.E+07 6.10.E+07 4.88.E+07 6.41.E+07 7.10.E+07 5.89.E+07 8.50.E+07
1761 P49959 Double-strand break repair protein MRE11 [OS=Homo sapiens] 14.856  3.86.E+07 2.52.E+07 3.26.E+07 3.08.E+07 1.82.E+07 2.98.E+07 2.14.E+07 1.89.E+07 4.61.E+07 2.42.E+07 1.71.E+07 2.41.E+07
1762 Q9Y679-2 Isoform Short of Ancient ubiquitous protein 1 [OS=Homo sapiens] 14.846  2.12.E+07 1.03.E+07 2.53.E+07 2.33.E+07 1.69.E+07 1.19.E+07 2.47.E+07 1.17.E+07 1.81.E+07 2.35.E+07 2.02.E+07 2.69.E+07
1763 P39210 Protein Mpv17 [OS=Homo sapiens] 14.841 5.72.E+06 4.27.E+06 5.11.E+06 4.96.E+06 3.55.E+06 4.63.E+06 4.90.E+06 5.03.E+06 5.18.E+06 5.29.E+06 7.43.E+06 7.14.E+06

Mycophenolic acid acyl-glucuronide esterase, mitochondrial

) 14.817 8.66.E+06 4.38.E+06 5.70.E+06 1.03.E+07 8.90.E+06 9.81.E+06 7.58.E+06 6.56.E+06 8.34.E+06 1.28.E+07 1.11.E+07 1.07.E+07
[OS=Homo sapiens]

1764 Q9NUJ1

1765 Q9P015 39S ribosomal protein L15, mitochondrial [OS=Homo sapiens] 14.809 2.09.E+07 1.87.E+07 1.94.E+07 2.05.E+07 1.62.E+07 1.34.E+07 1.48.E+07 1.70.E+07 1.68.E+07 1.80.E+07 1.68.E+07 2.06.E+07
1766 Q9UHL4  Dipeptidyl peptidase 2 [OS=Homo sapiens] 14.797  2.06.E+07 2.32.E+07 2.43.E+07 2.54.E+07 2.24.E+07 2.47.E+07 2.22.E+07 2.52.E+07 2.21.E+07 2.47.E+07 2.44 E+07 2.09.E+07
1767 Q9Y3B2 Exosome complex component csl4 [OS=Homo sapiens] 14.792  8.82.E+06 9.15.E+06 9.61.E+06 9.85.E+06 8.60.E+06 9.26.E+06 8.35.E+06 9.06.E+06 8.15.E+06 8.24.E+06 9.26.E+06 8.83.E+06
1768 Q13617-1  Cullin-2 [0S=Homo sapiens] 14.791  8.88.E+07 8.68.E+07 9.91.E+07 9.42.E+07 8.33.E+07 9.68.E+07 9.15.E+07 8.40.E+07 1.03.E+08 1.08.E+08 8.85.E+07 1.04.E+08
1769 Q86TU7 Histone-lysine N-methyltransferase setd3 [OS=Homo sapiens] 14.763 5.73.E+07 3.45.E+07 3.23.E+07 3.87.E+07 3.35.E+07 3.21.E+07 3.59.E+07 3.03.E+07 3.30.E+07 3.40.E+07 3.37.E+07 3.75.E+07
1770 QINRVI  Heme-binding protein 1 [OS=Homo sapiens] 14.761  1.43.E+07 2.30.E+07 1.87.E+07 2.62.E+07 2.56.E+07 2.69.E+07 2.90.E+07 3.18.E+07 3.66.E+07 2.61.E+07 3.17.E+07 3.35.E+07
1771 Q9Y3ES5 Peptidyl-tRNA hydrolase 2, mitochondrial [OS=Homo sapiens] 14.748 1.01.E+08 3.35.E+07 4.72.E+07 4.30.E+07 5.21.E+07 3.13.E+07 6.35.E+07 2.91.E+07 4.39.E+07 5.56.E+07 5.81.E+07 6.11.E+07

Probable ubiquitin carboxyl-terminal hydrolase FAF-X [OS=Homo

1772 Q93008-3 e 14.714  2.36.E+06 5.50.E+05 1.06.E+06 9.03.E+05 1.90.E+06

1773 Q92552 28S ribosomal protein S27, mitochondrial [OS=Homo sapiens] 14.688 3.70.E+07 4.35.E+07 8.65.E+07 4.14.E+07 3.46.E+07 3.29.E+07 3.40.E+07 4.26.E+07 7.41.E+07 8.71.E+07 8.65.E+07 5.55.E+07
1774 P49207 60S ribosomal protein L34 [OS=Homo sapiens] 14.647  7.39.E+08 7.32.E+08 8.26.E+08 8.21.E+08 7.77.E+08 8.05.E+08 7.78.E+08 8.68.E+08 6.78.E+08 7.72.E+08 8.02.E+08 7.96.E+08
1775 QINQP4  Prefoldin subunit 4 [OS=Homo sapiens] 14.613  7.76.E+07 8.73.E+07 8.36.E+07 8.22.E+07 7.18.E+07 7.21.E+07 7.42.E+07 6.74.E+07 9.25.E+07 9.38.E+07 8.56.E+07 8.94.E+07
1776 Q05682-1 Caldesmon [OS=Homo sapiens] 14.605 3.74.E+07 3.90.E+07 4.62.E+07 4.31.E+07 4.59.E+07 3.79.E+07 3.43.E+07 4.63.E+07 4.98.E+07 7.17.E+07 6.22.E+07 5.96.E+07
1777 Q14160 protein scribble homolog [OS=Homo sapiens] 14595 1.97.E+07 1.60.E+07 1.26.E+07 1.53.E+07 1.61.E+07 1.22.E+07 1.36.E+07 9.90.E+06 1.48.E+07 1.04.E+07 1.33.E+07 1.40.E+07
1778 Q9BST9 Rhotekin [OS=Homo sapiens] 14536  1.22.E+07 2.18.E+07 1.80.E+07 2.74. E+07 1.94.E+07 1.77.E+07

1779 014817 Tetraspanin-4 [OS=Homo sapiens] 1452  2.02.E+07 1.39.E+07 7.18.E+06 1.91.E+07 1.58.E+07 6.34.E+06 6.86.E+06 1.41.E+07 1.53.E+07 1.64.E+07 1.43.E+07 1.54.E+07
1780 Q92542-1  Nicastrin [OS=Homo sapiens] 14.487  9.04.E+07 7.50.E+07 7.52.E+07 9.27.E+07 9.36.E+07 9.21.E+07 9.06.E+07 6.33.E+07 9.50.E+07 8.74.E+07 8.92.E+07 4.66.E+07
1781 P11233 Ras-related protein Ral-A [OS=Homo sapiens] 14.468 4.34.E+07 4.30.E+07 4.17.E+07 4.08.E+07 4.68.E+07 4.53.E+07 4.35.E+07 4.06.E+07 4.52.E+07 4.40.E+07 4.75.E+07 4.81.E+07
1782 096005-1 Cleft lip and palate transmembrane protein 1 [OS=Homo sapiens] 14.441 1.11.E+07 1.13.E+07 1.14.E+07 1.44.E+07 1.77.E+07 2.15.E+07 1.96.E+07 2.20.E+07 1.25.E+07 2.07.E+07 1.68.E+07 1.61.E+07
1783 P18583-5 Isoform D of Protein SON [OS=Homo sapiens] 14.42 1.71.E+07 1.70.E+07 1.65.E+07 1.52.E+07 1.28.E+07 1.38.E+07 1.32.E+07 1.39.E+07 1.33.E+07 1.50.E+07 1.54.E+07 1.01.E+07
1784 Q12756 Kinesin-like protein KIF1A [OS=Homo sapiens] 14.364 5.91.E+07 5.38.E+07 5.79.E+07 4.96.E+07 4.79.E+07 4.90.E+07 5.90.E+07 5.91.E+07 4.38.E+07 4.37.E+07 4.43.E+07 4.90.E+07
1785 Q5JTZ9 alanine--tRNA ligase, mitochondrial [OS=Homo sapiens] 14.363  1.00.E+07 9.72.E+06 1.12.E+07 1.25.E+07 7.72.E+06 9.87.E+06 8.89.E+06 9.45.E+06 8.71.E+06 9.24.E+06 9.53.E+06 8.97.E+06
1786 Q9Y3Y2 Chromatin target of PRMT1 protein [OS=Homo sapiens] 14.35 4.02.E+06 3.40.E+06 3.23.E+06 3.65.E+06 5.30.E+06 4.90.E+06 4.98.E+06 4.51.E+06 3.86.E+06 3.82.E+06 3.54.E+06 2.78.E+06
1787 Q9BW27  nuclear pore complex protein Nup85 [OS=Homo sapiens] 14.325 3.28.E+07 2.68.E+07 2.49.E+07 6.60.E+06 3.56.E+07 5.04.E+07 3.12.E+07 2.14.E+07 2.55.E+07 2.37.E+07 3.12.E+07 2.56.E+07
1788  Q9GZT9-1 Egl nine homolog 1 [OS=Homo sapiens] 14.324  1.17.E+07 1.37.E+07 1.28.E+07 1.34.E+07 1.09.E+07 1.17.E+07 1.24.E+07 1.28.E+07 1.16.E+07 1.55.E+07 1.46.E+07 1.33.E+07

NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit

. 14321 1.08.E+08 1.01.E+08 1.02.E+08 9.87.E+07 9.26.E+07 9.35.E+07 9.74. E+07 9.20.E+07 9.30.E+07 9.54. E+07 9.79.E+07 1.09.E+08
13 [OS=Homo sapiens]

1789 Q9P0JO

1790 Q9HA77  probable cysteine--tRNA ligase, mitochondrial [OS=Homo sapiens] 14.312 2.42.E+06 1.48.E+06 2.41.E+06 3.61.E+06 1.31.E+06 1.49.E+06 1.01.E+06

1791 Q9NZN4  EH domain-containing protein 2 [OS=Homo sapiens] 14.298 8.26.E+06 7.42.E+06 8.54.E+06 1.04.E+07 1.14.E+07 7.16.E+06 1.58.E+07 4.72.E+06 1.63.E+07 1.29.E+07 1.34.E+07 1.59.E+07
Vacuolar protein sorting-associated protein 4B [OS=Homo

1792 075351 E— 14.262  5.50.E+07 4.79.E+07 4.93.E+07 5.95.E+07 5.67.E+07 5.93.E+07 5.18.E+07 5.16.E+07 5.15.E+07 5.23.E+07 4.88.E+07 4.64.E+07
1793 Q99986 Serine/threonine-protein kinase VRK1 [OS=Homo sapiens] 14.261  4.37.E+07 4.10.E+07 4.14.E+07 4.27.E+07 2.29.E+07 4.12.E+07 4.43.E+07 4.23.E+07 4.15.E+07 3.94.E+07 3.91.E+07 3.97.E+07
1794 Q13753-1  Laminin subunit gamma-2 [OS=Homo sapiens] 14.258 7.19.E+06 1.45.E+07 1.59.E+07 2.33.E+07 2.50.E+07 2.31.E+07 2.81.E+07 2.54 E+07 1.32.E+07 2.53.E+07 2.17.E+07 1.97.E+07
1795 043708 maleylacetoacetate isomerase [OS=Homo sapiens] 14.258  4.65.E+07 4.97.E+07 5.13.E+07 4.72.E+07 5.34.E+07 4.96.E+07 4.85.E+07 4.86.E+07 5.94.E+07 5.70.E+07 5.88.E+07 6.23.E+07
1796 Q13098 COP9 signalosome complex subunit 1 [OS=Homo sapiens] 14.225 8.47.E+07 8.04.E+07 1.19.E+08 1.19.E+08 9.00.E+07 1.07.E+08 1.06.E+08 1.08.E+08 8.53.E+07 6.68.E+07 8.27.E+07 7.26.E+07

guanine nucleotide-binding protein subunit alpha-11 [0S=Homo

1797 P29992 14.175 1.72.E+07 2.39.E+07 1.38.E+07 1.80.E+07 2.88.E+07 1.99.E+07 2.81.E+07 1.68.E+07 1.34.E+07 1.99.E+07 1.45.E+07 1.55.E+07

sapiens]
1798 Q7z4Vs :';fi;"s?a'de""ed grodibliacionelaiedipR B2 OS biond 14.164 1.27.E+07 137E+07  1.32.E+07 415E+06  194.E+07  165E+07  184E+07
1799 Q92764  Keratin, type | cuticular Ha5 [0S=Homo sapiens] 14124 1.93E+05 276.E+05 | 252E+05 | 2.30.E+05 242E+05 | 222E+05 | 252E+05  3.58.E+04
1800  QB3HNS-3  E3 ubiquitin-protein ligase RNF213 [0S=Homo sapiens] 14104 646.E+06  B4B.E+05 | 149.6+07  12LE+07 | 167.E+407 | 114E+07  L112.E+07  L150.E+07  L14E+07  7.36.E+06  L14LE+07 | 122.E+07
1801 000193 _ Small acidic protein [OS=Homo sapiens] 141 2.26E+07  2.27.E+07  185E+07 _ 178.E+07 | 167.E+07  143.E+07 | 1.43.E+07  1.45E+07 | 2.09.E+07  214.E+07  L7LE+07  1.79.E+07
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Supplemental Data 1. List of identified proteins

Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-2 CLDN6-2 CLDN6-2 CLDN6-2

e accessel DSl Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4

Mitochondrial import inner membrane translocase subunit Tim9
[OS=Homo sapiens]
NFUL iron-sulfur cluster scaffold homolog, mitochondrial

1802 Q9Y5J7 14.094 3.73.E+07 4.23.E+07 3.78.E+07 4.85.E+07 4.32.E+07 4.25.E+07 4.51.E+07 4.52 E+07 4.42 E+07 4.50.E+07 4.23.E+07 4.19.E+07

1803 Q9UMSO ES= e Serns] 14.089  1.39.E+07 2.71.E+07 1.80.E+07 2.23.E+07 2.38.E+07 1.59.E+07 9.15.E+06 2.05.E+07 1.84.E+07 2.89.E+07
1804 000479 High mobility gr’OLle nucleosome-binding domain-containing protein 14.085
4 [OS=Homo sapiens]

1805 Q13618 Cullin-3 [0S=Homo sapiens] 14.034 3.71.E+07 4.09.E+07 1.61.E+07 2.49.E+07 2.19.E+07 5.18.E+07 4.84.E+07 5.55.E+07 2.64.E+07 4.53.E+07 2.77.E+07 4.48.E+07
1806 000203-1  AP-3 complex subunit beta-1 [OS=Homo sapiens] 13.995 7.27.E+07 6.76.E+07 7.72.E+07 7.24.E+07 8.10.E+07 8.21.E+07 8.53.E+07 8.76.E+07 6.00.E+07 6.58.E+07 6.49.E+07 6.48.E+07
1807  QI9NWSO0-1 PIH1 domain-containing protein 1 [OS=Homo sapiens] 13.934 2.11.E+07 2.51.E+07 1.94.E+07 2.34.E+07 2.59.E+07 2.54.E+07 2.61.E+07 2.61.E+07 2.90.E+07 2.45.E+07 2.42.E+07 2.33.E+07
1808 P05114 Non-histone chromosomal protein HMG-14 [OS=Homo sapiens] 13.926 1.75.E+07 1.75.E+07 1.94.E+07 2.37.E+07 2.89.E+07 2.05.E+07 2.02.E+07 1.84.E+07 1.21.E+07 1.20.E+07 1.18.E+07 1.26.E+07
1809 P09543-1  2',3'-cyclic-nucleotide 3'-phosphodiesterase [0S=Homo sapiens] 13.924 2.14.E+07 1.19.E+07 1.88.E+07 1.75.E+07 9.38.E+06 1.93.E+07 1.29.E+07 1.31.E+07 1.75.E+07 1.85.E+07

Signal peptidase complex catalytic subunit SEC11A [OS=Homo

1810 P67812 13.918 1.45.E+08 1.39.E+08 1.35.E+08 1.30.E+08 1.40.E+08 1.36.E+08 1.38.E+08 1.39.E+08 1.55.E+08 1.46.E+08 1.48.E+08 1.58.E+08

sapiens]
1811 P19387 SD::)iA(; :isr]wed RNA st [ Sl RAES) RS 13.887 1.87.E+07 = 141E+07 = 162.E+07 = 162E+07  135E+07  153E+07 = 15LE+07 = 139.E+07 = 113E+07  153.E+07 = 142E+07  145E+07
1812 096011-1  Peroxisomal membrane protein 11B [OS=Homo sapiens] 13.877 5.71.E+07 6.17.E+07 5.72.E+07 5.41.E+07 4.67.E+07 4.42.E+07 5.45.E+06 5.33.E+07 7.76.E+07 7.50.E+07 7.80.E+07 7.30.E+07
1813 015027-1 Protein transport protein Sec16A [OS=Homo sapiens] 13.857 8.02.E+06
1814  QOY5Y2 S;’:)?;:S"]C P allsiier gsemtaly e NUEPR [OESHmme 13.845 4.05E+07 = 246.E+07 = 247.E+07  4.03.E+07 = 2.390.E+07 = 245.E+07 = 2.45.E+07 = 2.00.E+07 = 3.89.E+07 = 2.68.E+07 = 3.97.E+07  4.65.E+07
1815 Q9BYD2 39S ribosomal protein L9, mitochondrial [OS=Homo sapiens] 13.826  2.16.E+07 1.96.E+07 2.36.E+07 2.44 E+07 1.73.E+07 1.90.E+07 2.14.E+07 2.17.E+07 1.92.E+07 2.46.E+07 2.20.E+07 2.10.E+07

NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 11,

1816 QINX14-1 . " _ N 13.824 2.02.E+07 1.93.E+07 1.94.E+07 1.57.E+07 1.41.E+07 7.57.E+06 1.58.E+07 2.62.E+07 2.35.E+07

mitochondrial [OS=Homo sapiens]
1817 095394 phosphoacetylglucosamine mutase [OS=Homo sapiens] 13.791 1.84.E+08 1.74.E+08 1.88.E+08 1.82.E+08 1.61.E+08 1.63.E+08 1.76.E+08 1.92.E+08 1.79.E+08 1.65.E+08 2.04.E+08 2.17.E+08
1818 Q9H223 EH domain-containing protein 4 [0S=Homo sapiens] 13.786  2.22.E+07 2.51.E+07 2.64.E+07 2.43.E+07 2.77.E+07 2.77.E+07 2.76.E+07 2.87.E+07 3.11.E+07 2.83.E+07 2.83.E+07 2.84.E+07

alpha-ketoglutarate-dependent dioxygenase FTO [OS=Homo

1819  Q9CO0B1-1 13.779  2.13.E+07 1.79.E+07 1.89.E+07 2.02.E+07 1.89.E+07 1.74.E+07 1.88.E+07 1.61.E+07 2.06.E+07 2.10.E+07 1.90.E+07 2.51.E+07

sapiens]
1820  QB6RWI3 :Zgi‘::s]a”g'mens'" D it s E| RiiEn OB A 13779 177.E+07 = 120E+07 = 196.E+07 = 194E+07 = 163.E+07  165E+07 = 114E+07 = 107.E+07  2.05E+07 = 145E+07  188.E+07  1.85.E+07
1821 000273-1 DNA fragmentation factor subunit alpha [0S=Homo sapiens] 13.767 4.22.E+07  309.E+07  354E+07  3.39.E+07 | 4.16.E+07 = 317.E+07 = 322E+07  3.16.E+07 | 362E+07  389E+07  35LE+07 | 3.68.E+07
1822 Q99653 Calcineurin B homologous protein 1 [OS=Homo sapiens] 13.746  1.11.E+07 1.21.E+07 3.25.E+07 1.24.E+07 2.64.E+07 2.48.E+07 2.53.E+07 2.51.E+07 3.45.E+07 3.56.E+07 3.11.E+07 2.20.E+07
1823 000165  HCLSl-associated protein X-1 [0S=Homo sapiens] 13713 474.E+07  428E+07  385E+07  37LE+07 | 3.26.E+07  354E+07  39LE+07  3.85E+07  3.60.E+07  286E+07  3.82.E+07 | 3.56.E+07
1824 P49406 39S ribosomal protein L19, mitochondrial [OS=Homo sapiens] 13.685 9.89.E+07 9.29.E+07 8.95.E+07 1.06.E+08 1.05.E+08 8.03.E+07 1.02.E+08 9.93.E+07 9.31.E+07 1.09.E+08 9.39.E+07 8.46.E+07
1825  QOH267 Z:;I‘;f]':]r [PreEn S R e 15 [0S 1368 526.E+07 = A458E+07 = 27LE+07  556.E+07  588.E+07  67LE+07 | 6.5.E+07  556.E+07 = 6.26.E+07 = 514E+07 | 5.17.E407 | 6.48.E+07
1826 Q13242 serine/arginine-rich splicing factor 9 [0S=Homo sapiens] 1368 112E+08  7.17.E+07  112E+08  105E+08  105E+08  102E+08  102.E+08  113E+08 = 119E+08  114E+08  7.20.E+07  112E+08
1827  Q8NCA5 protein FAM98A [0S=Homo sapiens] 13647 2.02.E+07 = 2.28.E+07  221E+07  217.E+07  218E+07 = 20LE+07 = 2.26.E+07  2.17.E407  235E+07  228E+07  196.E+07  2.45.E+07
1828 Q16740 Fggf:'ipnfgdsi’;g;pmease (PietEelidE SURMT e ieiElE 13605 138.E+08  248E+07 = 246E+07  167.E+07 | 168.E+07 = 170.E+07 = 166.E+07 = 17LE+07 = 189.E+07 = 213E+07  L76.E+07  1.85.E+07
1829  QUUBWS  COP9 signalosome complex subunit 7a [0S=Homo sapiens] 13.602 4.84.E+07  530E+07 = 56LE+07  511E+07  40LE+07  488E+07 = 46LE+07  521.E+07 = 442E+07 = A499E+07  3.39.E+07  507.E+07

Probable ATP-dependent RNA helicase DDX56 [OS=Homo

1830 QO9NY93 13.58 2.57.E+07 2.56.E+07 2.39.E+07 2.55.E+07 2.35.E+07 2.26.E+07 2.10.E+07 2.07.E+07 2.42 E+07 2.17.E+07 2.22.E+07 2.55.E+07

sapiens]
1831 P17612 gggf;:]epe"dem protein kinase catalytic subunitalpha [0S=Homo 13671 73 E407  630E+07 | 623E+07 | 633E+07 | 86LEH07 | O10.E+07 | 7.52E+07 | 7.55E+07 | T.4E+07 | T8E07 | TASEH7 | T.06.E+07
1832 P40938 replication factor C subunit 3 [0S=Homo sapiens] 13564 177.E407  192E+07 = 20L.E+07 = 193E+07  198E+07  1.80.E+07  2.06.E+07 = 185.E+07  202E+07  179E+07  159E+07  1.84.E+07
1833 Q9BTV4  Transmembrane protein 43 [0S=Homo sapiens] 13555 4.25.E+07 = 404E+07 = 322.E+07 = 447E+07  533E+07  520.E+07 = 3.93.E+07 = 545E+07 | 515E+07  559.E+07 = 3.90.E+07  6.24.E+07
1834 Q9UK45 U6 snRNA-associated Sm-like protein LSm7 [OS=Homo sapiens] 13.554  6.23.E+07 5.67.E+07 6.76.E+07 5.16.E+07 6.55.E+07 6.70.E+07 7.28.E+07 5.55.E+07 5.74.E+07 7.24.E+07 5.52.E+07 5.56.E+07

U3 small nucleolar RNA-associated protein 14 homolog A

s | Qe [O0S=Homo sapiens]

13.543  3.27.E+07 5.78.E+07 2.63.E+07 6.72.E+07 2.40.E+07 2.41.E+07 2.18.E+07 1.56.E+07 1.89.E+07 2.02.E+07 1.76.E+07 1.57.E+07

1836 P36405 ADP-ribosylation factor-like protein 3 [OS=Homo sapiens] 13.531 5.51.E+07 5.65.E+07 5.77.E+07 6.16.E+07 5.14.E+07 4.98.E+07 5.32.E+07 5.27.E+07 5.79.E+07 5.80.E+07 5.55.E+07 5.93.E+07
1837 Q8IXM3 39S ribosomal protein L41, mitochondrial [0S=Homo sapiens] 13.527  2.06.E+07 1.39.E+07 1.43.E+07 1.71.E+07 1.87.E+07 1.63.E+07 1.72.E+07 1.44.E+07 1.58.E+07 1.31.E+07 1.33.E+07 1.55.E+07
1838 P49458 Signal recognition particle 9 kDa protein [OS=Homo sapiens] 13.511 2.69.E+08 2.55.E+08 2.68.E+08 2.35.E+08 2.26.E+08 2.32.E+08 2.25.E+08 2.32.E+08 2.56.E+08 2.45.E+08 2.43.E+08 2.44.E+08

cytosolic acyl coenzyme A thioester hydrolase [0OS=Homo

1839 000154 Y OPNC 13454 134.E+08  117.E+08 = A458.E+07 = 6.32E+07  128E+08  B858E+07 = 3.97.E+07 = 498.E+07 = 820E+07  620E+07 = 466E+07  8.39.E+07
1840  Q16787-2  Laminin subunit alpha-3 [0S=Homo sapiens] 13454 176.E+07 = 101E+07 = 178.E+07  165E+07  111E+07  219.E+07  2.35E+07 = 255.E+07 | 228E+07  268.E+07 = 277.E+07  2.37.E+07
1841 QUNRI12-1 PDZ and LIM domain protein 7 [0S=Homo sapiens] 13452 321.E+07  2.77.E+07  269.E+07 = 233E+07 | 7.86.E+07  7.18E+07 = 65LE+07  6.65.E+07 = 4.34.E+07 = 597.E+07 | 4.44E+07 | 5.55E+07
1842 Q8N183  Mimitin, mitochondrial [0S=Homo sapiens] 13402 2.00.E+07 = 2.32E+07 = 234E+07 = 217.E+07 = 234E+07 = 205E+07 = 222 E+07 = 208.E+07 = 259E+07  256.E+07 = 258E+07 | 2.32.E+07
1843  P48960-1 CD97 antigen [0S=Homo sapiens] 13375 3.21.E+07  2.54E+07 = 245E+07  2.88.E+07 | 3.39.E+07  34LE+07  20LE+07  3.40.E+07 = 35LE+07 = 3.26.E+07 | 3.30.E+07 | 3.46.E+07
1844 014548 %;"_ﬂ;ﬂ;’;i:;’:g;se SUBALE TR (BT, s il 13365 3.84.E+07 = 343.E+07  343E+07  367.E+07 | 272E+07  34LE+07 = 336.E+07  294.E+07 | 205E+07 = 297.E+07 | 2.87.E+07 | 2.94E+07
1845 Q92882 osteoclast-stimulating factor 1 [0S=Homo sapiens] 13355 5.15.E+07  3.82E+07 = 235E+07  432E+07  A489E+07  466.E+07 = 498E+07 = 521.E+07 | 431E+07  227.E+07 = 18LE+07  4.01E+07
1846 QOH299 Ss:p?ei‘;?"a'”'b'”d'”g Gl EEEHTE RIS (et 3 [[PESHED 13352 7.0LE+07 = 6.63E+07 = 7.28E+07 = 6.61.E+07 = 113.E+08  100.E+08 = 9.13.E+07 = 9.46.E+07 = 9.97.E+07  877.E+07 = 1.03.E+08  9.26.E+07
1847 000267 Transcription elongation factor Spt5 [OS=Homo sapiens] 13.34 1.34.E+07 1.36.E+07 1.52.E+07 1.87.E+07 1.44.E+07 1.45.E+07 1.95.E+07 1.62.E+07 2.17.E+07 1.91.E+07 2.38.E+07 1.86.E+07
1848 P56377 AP-1 complex subunit sigma-2 [OS=Homo sapiens] 13.316

1849  QBNUKL [C(;“éc_'m;:]’;”grge?:fcmnd”a' GRITTIEN [etEn SeEm el 13253 4.15E+07 = 425E+07 = 447.E+07 = 423E+07 = 529.E+07 = 544.E+07 = 533.E+07 = 4.96.E+07 = 546.E+07 = 6.11E+07 = 5.97.E+07  7.28.E+07

1850 075844 caax prenyl protease 1 homolog [OS=Homo sapiens] 13.249 3.21.E+07 2.64.E+07 2.45.E+07 2.18.E+07 2.72.E+07 2.58.E+07 2.41.E+07 2.81.E+07 3.55.E+07 3.11.E+07 3.30.E+07 2.84.E+07
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Supplemental Data 1. List of identified proteins

No. et Description Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDNG6-2 CLDN6-2 CLDNG6-2 CLDN6-2
) P Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4
1851 Q15067 Peroxisomal acyl-coenzyme A oxidase 1 [OS=Homo sapiens] 13.245 2.74.E+07 2.07.E+07 2.66.E+07 2.71.E+07 1.81.E+07 1.96.E+07 1.98.E+07 2.71.E+07 2.01.E+07 1.62.E+07 2.15.E+07 1.59.E+07
1852 Q9H2G2-1 STE20-like serine/threonine-protein kinase [OS=Homo sapiens] 13.206  3.42.E+07 2.81.E+07 6.06.E+07 5.46.E+07 3.07.E+07 2.50.E+07 4.68.E+07 6.72.E+07 2.93.E+07 8.97.E+07 8.22.E+07 5.82.E+07
1853 Q92667 A-kinase anchor protein 1, mitochondrial [OS=Homo sapiens] 13.196  2.72.E+05 6.61.E+05 7.04.E+05 1.14.E+06 4.29.E+05 3.07.E+05 2.60.E+05 3.35.E+05 1.29.E+05
1854 Q9HOWY  Ester hydrolase C11orf54 [OS=Homo sapiens] 13.177  8.05.E+07 8.30.E+07 8.27.E+07 8.70.E+07 5.73.E+07 6.41.E+07 5.95.E+07 5.81.E+07 9.70.E+07 9.70.E+07 9.61.E+07 1.04.E+08
1855  QOY3A6-1 :;?)’i‘:r:';?mbra”e GRS GRITE T ENAIAE (e & [OE S0 1313 9.25.E+06 4.52.E+06 744E+06  7.07.E+06 = 4.43.E+06 = 6.44E+06  650.E+06  5.65.E+06 = 6.39.E+06 = 5.26.E+06
1856 Q9Y2W2  WW domain-binding protein 11 [OS=Homo sapiens] 13.113  3.41.E+07 3.50.E+07 3.51.E+07 3.62.E+07 3.27.E+07 3.33.E+07 3.10.E+07 3.20.E+07 3.28.E+07 3.55.E+07 3.67.E+07 3.52.E+07
W EeEne AR Gl RImCAR o, AN s e (PR G- 13.105 380.E+06 = 8.08E+06  9.68E+06 = 8.6LE+06 = 1.11.E+07  5.04.E+06 = 7.58.E+06 | O.78.E+06 = 4.91E+06 = 7.42.E+06 = 9.72.E+06
containing protein 1 [OS=Homo sapiens]
1858 P42785-1 lysosomal Pro-X carboxypeptidase [OS=Homo sapiens] 13.074 1.05.E+07 9.04.E+06 8.59.E+06 1.15.E+07 1.60.E+07 1.71.E+07 1.67.E+07 1.74.E+07 1.57.E+07 1.73.E+07 1.71.E+07 1.82.E+07

translation initiation factor elF-2B subunit delta [OS=Homo
sapiens]

1860  P48059 ;g“gfgﬂ;i"sf;z:lsfe" Spigeiecotlanndonapele il 13.021 4.18.E+06  6.02E+06 = 545.E+06 = 6.52E+06 = 576.E+06  7.23E+06 = 6.48.E+06 = 5.80.E+06 | 5.85.E+06  7.00.E+06 = 7.03E+06  557.E+06
1861  QU6S52  GPI transamidase component PIG-S [OS=Homo sapiens] 13014 102.E+07  7.28E+06  B837.E+06  B57.E+06  7.90.E+06  9.36.E+06 = B.64E+06  9.46.E+06 = 547.E+06  598E+06  7.06.E+06  7.05.E+06
1862 Q8N3R9-1 MAGUK p55 subfamily member 5 [0S=Homo sapiens] 1299 150.E+07  146E+07  162.E+07  146E+07 = 174.E+07  170.E+07  185E+07  173.E+07  186.E+07  176.E+07 = 174.E+07  15LE+07
1863 Q13131 Fggf”:&;c;";zﬁgnpsr]me'” ITRE D GEIENTE S alfiEsil 12,985 110.E+07  827.E+06 = 7.60.E+06 = 121E+07 = 1.19.E+07 = 9.02E+06 = 103.E+07 = 100.E+07 = 104E+07 = 153E+07  L134E+07  1.32.E+07
NEDD8-activating enzyme E1 catalytic subunit [OS=Homo

1859 QouUI10-1 13.025 5.76.E+07 4.31.E+07 6.25.E+07 1.72.E+07 5.87.E+07 5.36.E+07 5.47.E+07 5.54.E+07 4.82.E+07 3.47.E+07 4.55.E+07 4.60.E+07

1864  Q8TBC4-1 12.979  2.68.E+07 4.88.E+07 4.89.E+07 6.41.E+07 3.96.E+07 3.26.E+07 5.87.E+07 2.86.E+07 6.55.E+07 4.85.E+07 5.55.E+07 4.99.E+07

sapiens]

1865 060573 Se:;?erry]g]“‘: T e ML {26 12 (7 2 (@SSRS 12.965 222.E+07  188.E+07 = 208E+07  205E+07  202E+07 = 216.E+07 = 2.00.E+07 = 195E+07 = 205E+07 = 184E+07 = 207.E+07  1.84E+07
1866  P50148 S;;’e‘:]"j S ST [RiEEh E(e) SUBML AR [OSSRED | o 6 488E+06 | 6.49.E+06  7.5E+06  524E+06  6.19.E+06  5.63.E+06 = 5.61.E+06 = 3.09.E+06  350.E+06 = 3.85.E+06  2.16.E+06
1867  QUY676  28S ribosomal protein S18b, mitochondrial [0S=Homo sapiens] 12.952 126.E+07  102E+07  856.E+06  111E+07  116.E+07 = 112E+07 = 116E+07  7.68.E+06 = 125E+07  B59.E+06  B8.45E+06  9.06.E+06
1868  QOUNL2 :;?)ri‘;‘;?‘)”'assm'amd BlcienEibipioapnal cEshiony 12.947 654E+07  8.73E+07 = 827.E+07 = 806.E+07 = 6.14E+07  7.7.E+07 = 7.15.E+07 = 6.37.E+07 = 6.99.E+07 = 7.74E+07 = 7.7LE+07 = 8.42.E+07
1869 000244  Copper transport protein ATOX1 [OS=Homo sapiens] 12938 3.06.E+07  3.07.E+07  4.26E+07  352E+07  254E+07  2.88E+07 | 2.70.E+07 = 2.78.E+07 | 233E+07  3.30.E+07  3.5E+07 | 3.25.E+07
1870  QL4CX7-1 sNa‘;‘:z::] TSRS 25 NS el S ST 12.932 152.E+07 = 129E+07 = 144E+07 = 161E+07  697.E+06  851.E+06 = 10LE+07 = 7.55.E+06 = 124E+07  130.E+07 = 1.19.E+07  1.35E+07
1871  Q13330-1 Metastasis-associated protein MTAL [OS=Homo sapiens] 12.929 2.66.E+07  2.80.E+07 = 208.E+07  4.40.E+06 3.54.E+06 208E+06  221.E+07  225E+07  192E+07  596.E+06
1872 QOHOE2  Toll-interacting protein [0S=Homo sapiens] 12880 6.10.E+07  507.E+07 = 4.93E+07  172E+07  411E+07  3.95E+07  474.E+07  3.99.E+07  354.E+07  168.E+07  3.98.E+07  3.86.E+07
1873 Q9HIC4 Protein unc-93 homolog B1 [0S=Homo sapiens] 12.88 171E+07  138E+07  151E+07  154E+07  138E+07  142E+07  135E+07  110E+07 = 13LE+07  128E+07  123.E+07  114.E+07
1874 Q96DX5  Ankyrin repeat and SOCS box protein 9 [OS=Homo sapiens] 12.877 7.73.E+06 8.01.E+06 5.46.E+06 8.65.E+06 1.44.E+07 1.52.E+07 1.68.E+07 1.38.E+07 6.92.E+06 1.10.E+07 9.02.E+06 9.54.E+06
1875 Q15003  Condensin complex subunit 2 [0S=Homo sapiens] 12.876 143.E+07  2.74E+06 | 7.15.E+06 115E+07  473E+06  4.97.E+06 = 8.76.E+06 = 4.8LE+06  8.75E+06  9.90.E+06  8.7LE+06
1876 Q9H9J2 39S ribosomal protein L44, mitochondrial [OS=Homo sapiens] 12.849 2.27.E+07 2.07.E+07 1.11.E+07 1.93.E+07 2.02.E+07 1.84.E+07 1.77.E+07 1.28.E+07 1.91.E+07 1.11.E+07 1.55.E+07 1.00.E+07
1877 P22307-1  Non-specific lipid-transfer protein [0S=Homo sapiens] 12.846 148.E+08  148E+08 142 E+08  139.E+08  143E+08  135E+08 = 143E+08  148.E+08  153E+08  145E+08 = 137.E+08  1.38.E+08
1878 P51153  Ras-related protein Rab-13 [0S=Homo sapiens] 12838 347.E+07  3.76.E+07  357.E+07  274E+07 | 452E+07  434E+07 | 3.47.E+07  3.75E+07 | 6.79.E+07 | 7.07.E+07 | 449E+07 | 4.0LE+07
1879  015446-1 SD::)’; :'Sr]eme" IRVA FEliEEEe | Sl R [US=ARiD 12.807 1.44E+07 = 177.E+07  333.E+07  136.E+07 = 137.E+07  1.22.E+07 1.40.E+07 3.43E+07 | 3.25E+07 = 2.78.E+07
1880  Q9BV86-1 SNa:)‘Tg:;']‘a' P AL NHIEHYIEEEESR 4 (OSSR 12792 219.E+07 = 231E+07 = 240.E+07 = 242E+07 = 205E+07 = 247.E+07 = 2.62.E+07 = 189.E+07 = 239.E+07  256.E+07 = 261E+07  2.85E+07
1881 Q12907  Vesicular integral-membrane protein VIP36 [0S=Homo sapiens] 12791 534.E+07  440E+07 = A459.E+07  4.44E+07 | 575E+07 | 504E+07 | 498E+07  572.E+07 = 128E+07  304E+07 | 247.E+07 | 3.29.E+07
1882  014662-1 Syntaxin-16 [0S=Homo sapiens] 12.788 2.92.E+05  584.E+05 | 2.39.E+05 124E+06  5.30.E+05 163E+05  7.14.E+05  3.75E+05 = 151.E+05

1883  Q7Z5K2-1 Wings apart-like protein homolog [0S=Homo sapiens] 12.762 1.05.E+07  6.35E+06  655E+06  6.89.E+06  6.70.E+06  6.63E+06 = 6.86.E+06  691.E+06 = 6.33.E+06  7.20E+06 = 6.94E+06  6.01.E+06
1884  Q6P587-1  Acylpyruvase FAHDL, mitochondrial [0S=Homo sapiens] 12758 130.E+07  133.E+07 = 126E+07  148E+07  127.E+07  1.I5E+07  123.E+07  113.E+07  180.E+07  L160.E+07  180.E+07  1.91.E+07
1885  QBNEJ9  neuroguidin [0S=Homo sapiens] 12.757 856.E+06  6.63E+06  7.79.E+06 = 9.36.E+06  6.49.E+06  7.37.E+06 = 7.82.E+06  B.09.E+06 = 520.E+06 = 576.E+06  6.03.E+06  6.22.E+06
1886 QONPG6  High mobility group protein 20A [0S=Homo sapiens] 12736 142.E+07 = O.72.E+06  124E+07  7.40E+06  120E+07  1.12E+07 = 132.E+07 = 113.E+07  1OLE+07  9.87.E+06  1.03.E+07  1.05.E+07
1887 P61966 AP-1 complex subunit sigma-1A [OS=Homo sapiens] 12.727

1888 Q99757  Thioredoxin, mitochondrial [0S=Homo sapiens] 12722 468E+07 = 4.99.E+07  522E+07  440E+07  470E+07  50LE+07 = 5.35.E+07  4.06.E+07 | 545E+07 | 5.40.E+07 | 553E+07 | 4.62.E+07
1889 Q13136 Liprin-alpha-1 [0S=Homo sapiens] 12.707 6.77.E+07  7.03E+07  6.62E+07  6.99.E+07 = 6.90.E+07  6.87.E+07  6.66.E+07  7.09.E+07 = 592E+07 = 582E+07  590.E+07 | 6.46.E+07
1890 Q7Z7E8-1 Ubiquitin-conjugating enzyme E2 Q1 [OS=Homo sapiens] 12.692 2.51.E+07 4.95.E+06 2.20.E+07 6.61.E+06 5.07.E+06 2.04.E+07 1.79.E+07 2.08.E+07 4.97.E+06 4.39.E+06 2.08.E+07
1891 075431  Metaxin-2 [0S=Homo sapiens] 12.684 3.87.E+07  296.E+07 = 388.E+07 = 323E+07 | 3.39.E+07  356E+07 = 36LE+07  2.89.E+07 = 2.72E+07  313E+07  150.E+07 | 2.83.E+07
1892 095466 formin-like protein 1 [0S=Homo sapiens] 12678 150.E+07  1.18.E+07 = 118E+07  109.E+07  120.E+07  1.12E+07  134.E+07  108.E+07  178.E+07  L1O4E+07  121E+07  1.56.E+07
1893 060306 Intron-binding protein aquarius [0S=Homo sapiens] 12.642 106.E+07  8.23E+06  B846.E+06  7.3LE+06  B8.34.E+06  7.28E+06  7.80.E+06  B.02.E+06 = 7.35.E+06 = 9.10.E+06  5.80.E+06  6.94.E+06

Probable ATP-dependent RNA helicase DDX27 [OS=Homo

1894 Q96GQ7 sapiens] 12.626  5.37.E+07 5.94. E+07 6.34.E+07 6.68.E+07 5.00.E+07 3.19.E+07 5.05.E+07 5.32.E+07 5.18.E+07 5.32.E+07 6.08.E+07 5.08.E+07
1895 Q9BRJ2 39S ribosomal protein L45, mitochondrial [OS=Homo sapiens] 12.614 5.14.E+07 4.96.E+07 3.21.E+07 3.83.E+07 7.52.E+07 4.92.E+07 4.77.E+07 4.43.E+07 4.83.E+07 6.12.E+07 7.53.E+07 8.25.E+07
1896 Q96S44 TP53-regulating kinase [0S=Homo sapiens] 12.612  7.36.E+06 1.02.E+07 9.07.E+06 6.42.E+06 6.26.E+06 7.14.E+06 7.60.E+06 5.46.E+06 1.09.E+07 8.66.E+06 9.32.E+06 9.10.E+06
1897 P62891 60S ribosomal protein L39 [OS=Homo sapiens] 12.582  6.25.E+08 6.43.E+08 5.82.E+08 5.15.E+08 5.69.E+08 5.10.E+08 4.95.E+08 5.26.E+08 5.67.E+08 5.40.E+08 5.38.E+08 5.18.E+08
HIG1 domain family member 1A, mitochondrial OS=Homo sapiens
1898 Q9Y241 OX=9606 GN=HIGD1A PE=1 SV=1 12.544  1.30.E+07 1.34.E+07 1.34.E+07 1.71.E+07 1.12.E+07 1.24.E+07 1.57.E+07 1.41.E+07 1.49.E+07 1.54.E+07 1.53.E+07 1.70.E+07
1899 P46926 glucosamine-6-phosphate isomerase 1 [OS=Homo sapiens] 12.491 1.16.E+09 1.28.E+09 1.46.E+09 1.48.E+09 1.75.E+09 1.96.E+09 1.96.E+09 2.16.E+09 1.63.E+09 2.05.E+09 2.08.E+09 2.15.E+09
1900 Q9BXK5-1  Bcl-2-like protein 13 [OS=Homo sapiens] 12.487  2.40.E+07 6.89.E+06 1.54.E+07 7.46.E+06 1.47.E+07 7.28.E+06 1.23.E+07 1.43.E+07 2.49.E+07 2.04.E+07 1.40.E+07 2.01.E+07
1901 P53801 Fg‘;‘lﬂ‘é;’::;:{::;mrm'"g D ) e i (e 1246 7.19.E+07  564E+07  59LE+07 = 530.E+07 = 100.E+08 = 588.E+07 | 817.E+07 = 9.70.E+07 = 103.E+08 = 137.E+08 = O.8LE+07  122.E+08
1902 Q92600 CCR4-NOT transcription complex subunit 9 [OS=Homo sapiens] 12.447 3.64.E+07 3.16.E+07 2.92.E+07 3.24.E+07 3.45.E+07 3.59.E+07 3.20.E+07 3.35.E+07 3.49.E+07 3.33.E+07 3.73.E+07 3.82.E+07
1903 P82675 28S ribosomal protein S5, mitochondrial [OS=Homo sapiens] 12.436  1.06.E+07 1.07.E+07 1.10.E+07 1.03.E+07 9.86.E+06 8.89.E+06 1.06.E+07 9.45.E+06 1.05.E+07 1.02.E+07 1.20.E+07 1.09.E+07
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Supplemental Data 1. List of identified proteins

No. et Description Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDNG6-2 CLDN6-2 CLDNG6-2 CLDN6-2

) P Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4
1904 Q07812 Apoptosis regulator BAX [OS=Homo sapiens] 124 4.28.E+07 5.03.E+07 5.94.E+07 4.49.E+07 6.91.E+07 6.27.E+07 7.19.E+07 6.74.E+07 5.01.E+07 5.98.E+07 5.28.E+07 6.26.E+07
1905 075934 Pre-mRNA-splicing factor spf27 [OS=Homo sapiens] 12.388 1.67.E+07 1.62.E+07 1.82.E+07 2.43.E+07 6.35.E+05 1.71.E+07 2.91.E+07 3.56.E+07 2.77.E+06 2.44 E+07 2.34. E+07 2.21.E+07

DNA-directed RNA polymerase Il subunit RPB9 [OS=Homo

1906 P3gos4 12377 2.41.E+07 = 153E+07 = 145E+07 = 207.E+07  172E+07  168.E+07 = 176.E+07 = 144E+07 = 104E+07  170.E+07 = 158E+07  148.E+07
1907 Q04206  Transcription factor p65 [0S=Homo sapiens] 12319 513.E+07  511E+07 = A493.E+07 = 4.93E+07  428E+07  442E+07  506.E+07 = 483.E+07 | 597.E+07  505E+07 = 526E+07  521.E+07
1908  P57088  Transmembrane protein 33 [0S=Homo sapiens] 12.278 13LE+08  128E+08  134E+08  1.30.E+08  1.17.E+08  123E+08  122E+08  1.25E+08 = 127.E+08  128E+08  133.E+08  1.40.E+08
1909 QOH3ST :Z:)‘i’es;”j'pm‘e'” [FEEEIESE R e 28 [0S i 12264 939.E+06  9.37.E+06 6.79E+06  8.86.E+06  8.39.E+06 = 105E+07 = B811E+06 = 104E+07  B849.E+06  869.E+06 | 1.20.E+07
1910  Q8TCD5 5/(3)-deoxyribonucleotidase, cytosolic type [0S=Homo sapiens] 12263 415.E+07  435E+07 = 430.E+07 = 4.09.E+07  460.E+07 = 406E+07  507.E+07 = 494E+07 | 3.19.E+07  282E+07 = 3.07.E+07  2.28.E+06
1911 Q12996-1 Cleavage stimulation factor subunit 3 [OS=Homo sapiens] 12.262 1.19.E+07 9.22.E+06 9.18.E+06 6.88.E+06 9.66.E+06 9.55.E+06 8.22.E+06 9.64.E+06 9.98.E+06 1.07.E+07 1.14.E+07 1.22.E+07
1912 Q13428-1 Treacle protein [0S=Homo sapiens] 12219 238.E+07  120E+07 = 263.E+07 = 242E+07  162E+07  393.E+07 | 3.24E+07  3.42.E+07 | 126E+07  151E+07 = 3.68.E+07  3.74.E+07
1913 Q6ZNJ1-1 Neurobeachin-like protein 2 [OS=Homo sapiens] 12.199 4.53.E+06 9.48.E+04 9.78.E+04 1.43.E+05

1914  Q9P2R7 %’;E‘:iﬁ;gg{’;;‘gﬁe PADIPS i) Ll (B, it i 12165 3.24E+07 = 356.E+07 = 3.78.E+07 = 3.35.E+07  536.E+07  5.36.E+07 | 348E+07 = 575E+07  6.14E+07 = 562.E+07 = 412E+07 | 6.12.E+07
1915 Q99584 Protein S100-A13 [0S=Homo sapiens] 12161 176.E+07 = 3.94E+07 = 195E+07 = 240.E+07  3.42E+07  321.E+07  213.E+07 = 402.E+07  460.E+07  A489E+07  487.E+07  A4.68.E+07
1916 QOY221-1 %:_’ﬁg;%";ea;g‘;?“ el preitein PR womsles) 12159 586.E+07 = 6.34E+07 = 492.E+07  547.E+07 = 4.88E+07 = 575.E+07 = 5.22.E+07 = 5.43.E+07 = 6.46.E+07  535E+07 = 565E+07  5.41E+07
1917  Q8NEWO  Zinc transporter 7 [0S=Homo sapiens] 12153 160.E+07  2.42.E+07  226.E+07 = 184E+07 | 251.E+07  2.68.E+07  263.E+07  2.42.E+07 | 245E+07  218E+07  185.E+07 | 2.26.E+07
1918 QINW13-1 RNA-binding protein 28 [0S=Homo sapiens] 12.092 1.12.E+07  150E+06 = 228.E+06 = 4.30.E+06 = 9.32.E+06  B8.35E+06  574E+08 = 522.E+06 = 143E+06  7.40.E+06 = 505E+06  2.71.E+06
1919 Q8WUX9 Charged multivesicular body protein 7 [OS=Homo sapiens] 12.085 1.22.E+07 8.29.E+06 8.93.E+06 9.17.E+06 8.77.E+06 9.24.E+06 1.05.E+07 8.42.E+06 8.98.E+06 9.18.E+06 9.79.E+06 9.78.E+06
1920  Q9Y6A9  Signal peptidase complex subunit 1 [0S=Homo sapiens] 12.081 3.01.E+07 316.E+07 = 299.E+07 = 3.08.E+07  272E+07  270.E+07  2.91E+07 326.E+07 = 3.55E+07  3.09.E+07
1921 Q9NRPO-1 g'a'?)?j:scld‘a'y"’a”mrase il ST OESIE [OEED 12076 105E+08  9.94E+07  106.E+08  139.E+08 = 9.79.E+07  137.E+08  142.E+08 = 1.40.E+08 = 105.E+08  1.38.E+08  156.E+08  1.56.E+08
1922 014976  Cyclin-G-associated kinase [0S=Homo sapiens] 12,073 7.30.E+06  540.E+06 = 548.E+06  5.66.E+06 | 4.98.E+06  4.98.E+06 = 4.83.E+06  4.86.E+06 = 4.55E+06  A4.77.E+06 | 5.43.E+06  5.22.E+06
1923 Q9Y320  Thioredoxin-related transmembrane protein 2 [0S=Homo sapiens] ~ 12.043 1.35E+07 = 108.E+07 = 132E+07  133.E+07  170.E+07  180.E+07 = 197.E+07 = 202E+07  8.80.E+06  9.87.E+06 = 1.04.E+07  1.06.E+07
1924 Q14151  scaffold attachment factor B2 [0S=Homo sapiens] 12.043 6.73.E+07  7.08E+07 = 109.E+08 = 104E+08  957.E+07  134E+08  132E+08  100.E+08 = 103E+08  697.E+07 = 143E+08  6.59.E+07
1925 Q16540 39S ribosomal protein L23, mitochondrial [OS=Homo sapiens] 12.039 3.83.E+07 3.29.E+07 2.97.E+07 3.52.E+07 3.07.E+07 3.21.E+07 3.03.E+07 2.84.E+07 3.07.E+07 3.52.E+07 3.37.E+07 2.68.E+07

Zinc finger CCCH domain-containing protein 15 [OS=Homo

1926 Q8WU90 12.038 2.97.E+07 2.68.E+07 3.17.E+07 3.25.E+07 3.35.E+07 3.37.E+07 3.23.E+07 2.90.E+07 3.46.E+07 3.28.E+07 3.27.E+07 3.11.E+07

sapiens]
1927 000469-1 g;‘:)ci;':fe”"ys'"e'2'°x°g'“‘ara‘e Sicx/USREseiIOSSHICRS 12014 111.E+07  115E+07 = 130.E+07 = 119E+07  125E+07  15LE+07 = 146.E+07 = 151.E+07 = 125E+07 = 167.E+07 = 152.E+07  1.62.E+07
1928 P10909-1  Clusterin [OS=Homo sapiens] 12.007  6.02.E+07 5.45.E+07 5.80.E+07 5.57.E+07 6.14.E+07 6.22.E+07 6.44.E+07 6.76.E+07 4.17.E+07 4.56.E+07 5.64.E+07 4.82.E+07
1929 QINWWS5  ceroid-lipofuscinosis neuronal protein 6 [OS=Homo sapiens] 11.995 3.95.E+07 4.52.E+07 3.84.E+07 3.98.E+07 4.58.E+07 4.21.E+07 5.94.E+07 5.27.E+07 4.05.E+07 4.01.E+07 3.98.E+07 3.81.E+07
1930 Q9UNE7-1 E3 ubiquitin-protein ligase CHIP [OS=Homo sapiens] 11.992  3.41.E+07 3.02.E+07 3.52.E+07 3.65.E+07 2.61.E+07 1.15.E+07 7.63.E+06 8.20.E+06 6.90.E+06 2.35.E+07 2.60.E+07 2.70.E+07
1931 000194 ras-related protein rab-27b [OS=Homo sapiens] 11.969 9.95.E+06 8.33.E+06 5.56.E+06 2.31.E+06 1.77.E+07 1.50.E+07 1.60.E+07 1.35.E+07 2.46.E+07 2.48.E+07 2.09.E+07 1.50.E+07
1932 014908-1  PDZ domain-containing protein GIPC1 [OS=Homo sapiens] 11.96  5.59.E+07 5.70.E+07 6.30.E+07 5.60.E+07 6.16.E+07 6.62.E+07 6.36.E+07 6.98.E+07 4.88.E+07 6.47.E+07 6.75.E+07 6.37.E+07
1933 060749 Sorting nexin-2 [0OS=Homo sapiens] 11.948 1.90.E+07 2.01.E+07 1.47.E+07 1.68.E+07 1.30.E+07 1.08.E+07 1.43.E+07 1.38.E+07 2.47.E+07 2.31.E+07 2.05.E+07 2.19.E+07
1934 000461 Golgi integral membrane protein 4 [OS=Homo sapiens] 11.928 1.65.E+07 1.59.E+07 1.85.E+07 1.95.E+07 2.00.E+07 1.90.E+07 2.02.E+07 2.08.E+07 1.54.E+07 1.60.E+07 1.62.E+07 1.63.E+07
1935 075400 pre-mRNA-processing factor 40 homolog A [OS=Homo sapiens] 11.924 9.88.E+07 1.02.E+08 9.57.E+07 1.07.E+08 9.03.E+07 4.91.E+07 5.25.E+07 5.10.E+07 1.04.E+08 9.68.E+07 9.61.E+07 9.24 E+07
1936 Q96CD2-1 phosphopantothenoylcysteine decarboxylase [OS=Homo sapiens] 11.91 9.51.E+06 6.86.E+06 8.07.E+06 9.55.E+06 7.77.E+06 8.32.E+06 6.81.E+06 6.04.E+06 8.27.E+06 8.98.E+06 7.46.E+06 6.83.E+06
1937 QOBRGL Z:;I‘;f]':]r [PreE S eI (] 25 [0S mi 11903 4.83E+07 = 448E+07 = 457.E+07  A497.E+07 | 446.E+07  439.E+07 | 457.E+07 = 415E+07  48LE+07 = 4.67.E+07 = 430.E+07 | 3.70.E+07

1938 060830-1 ng’jﬂ‘;’:g'i!;s:;'””ermemb'a”e"ans'(’caseS”b”""T'ml7'B 11.885 175.E+07  199E+07 = 185E+07 = 18LE+07  153.E+07  15LE+07 = 172E+07  6.75E+06 = 18LE+07 = 137.E+07 = L177.E+07  1.90.E+07

1939 P10398-1 serine/threonine-protein kinase A-Raf [OS=Homo sapiens] 11.807 1.13.E+07 9.25.E+06 1.03.E+07 1.11.E+07 1.37.E+07 9.71.E+06 1.21.E+07 1.03.E+07 1.41.E+07 1.33.E+07 1.32.E+07 1.36.E+07
acid sphingomyelinase-like phosphodiesterase 3B [OS=Homo

1940 Q92485-1 sapiens] 11.792  4.24.E+07 5.77.E+07 2.88.E+07 6.28.E+07 2.95.E+07 3.71.E+07 4.91.E+07 1.88.E+07 3.45.E+07 5.27.E+07 5.71.E+07 5.81.E+07
1941 Q14790-1 Caspase-8 [OS=Homo sapiens] 11.776  4.89.E+07 3.46.E+07 5.57.E+07 6.00.E+07 6.55.E+07 7.34.E+07 7.15.E+07 6.58.E+07 6.73.E+07 7.25.E+07 7.86.E+07 6.49.E+07
1942 P82930 28S ribosomal protein S34, mitochondrial [OS=Homo sapiens] 11.747  4.24.E+07 4.19.E+07 3.95.E+07 4.61.E+07 3.19.E+07 3.07.E+07 3.23.E+07 3.23.E+07 4.91.E+07 4.46.E+07 4.25.E+07 4.90.E+07
1943 Q9BV44  THUMP domain-containing protein 3 [OS=Homo sapiens] 11.742  3.39.E+07 2.94.E+07 3.24.E+07 3.14.E+07 2.63.E+07 2.96.E+07 3.07.E+07 2.05.E+07 3.23.E+07 2.82.E+07 1.96.E+07 2.90.E+07
1944 QINTM9  Copper homeostasis protein cutC homolog [OS=Homo sapiens] 11.713  4.85.E+07 3.65.E+07 3.69.E+07 3.56.E+07 2.89.E+07 2.59.E+07 2.52.E+07 2.62.E+07 3.51.E+07 3.74.E+07 3.98.E+07 3.91.E+07
1945 Q96M27-1 protein PRRC1 [OS=Homo sapiens] 11.71  1.61.E+07 1.10.E+07 4.68.E+06 1.05.E+07 1.36.E+07 1.19.E+07 1.11.E+07 9.05.E+06 1.38.E+07 1.42.E+07 1.20.E+07 1.12.E+07
1946 Q86X55 Histone-arginine methyltransferase CARM1 [OS=Homo sapiens] 11.673  2.81.E+07 1.22.E+07 1.54.E+07 3.07.E+07 3.10.E+07 2.55.E+07 2.43.E+07 1.19.E+07 1.72.E+07 2.19.E+07 2.17.E+07 1.19.E+07
1947 QI9NX55-2  Huntingtin-interacting protein K [OS=Homo sapiens] 11.644 6.17.E+07 5.49.E+07 4.71.E+07 5.50.E+07 5.70.E+07 5.82.E+07 5.37.E+07 4.88.E+07 5.65.E+07 5.39.E+07 5.20.E+07 3.65.E+07
1948 Q13586 stromal interaction molecule 1 [OS=Homo sapiens] 11.609 9.57.E+06 1.04.E+07 1.07.E+07 1.32.E+07 1.16.E+07 1.17.E+07 1.20.E+07 1.26.E+07 8.50.E+06 8.27.E+06 7.84.E+06 8.49.E+06
1949 Q16186 Proteasomal ubiquitin receptor ADRM1 [OS=Homo sapiens] 11.571 8.56.E+07 9.50.E+07 8.14.E+07 7.82.E+07 7.31.E+07 8.01.E+07 8.86.E+07 8.69.E+07 9.79.E+07 7.72.E+07 8.57.E+07 8.54.E+07
1950 Q8WVX9  Fatty acyl-CoA reductase 1 [OS=Homo sapiens] 11.561 1.74.E+07 2.20.E+07 3.20.E+07 3.09.E+07 3.67.E+07 3.44.E+07 3.71.E+07 3.84.E+07 1.68.E+07 1.65.E+07 2.95.E+07 1.57.E+07
1951 Q72272 Elongation factor-like GTPase 1 [OS=Homo sapiens] 11.548 3.94.E+07 2.94.E+07 2.85.E+07 2.91.E+07 3.59.E+07 3.17.E+07 3.38.E+07 2.53.E+07 4.29.E+07 2.83.E+07 4.13.E+07 3.57.E+07
1952 Q14690 Protein RRP5 homolog [OS=Homo sapiens] 11.54 4.14.E+07 7.06.E+07 4.60.E+07 6.93.E+07 5.26.E+07 3.19.E+07 4.90.E+07 4.04.E+07 4.68.E+07 2.64.E+07 4.62.E+07 7.21.E+07
1953 Q10570 %ﬁ’:gﬁ:!‘;;‘;ﬁ':]de”y'at'o” Sttty ey suliuili o 11532 590.E+06 = 7.04E+06 = 7.17.E+06 = 6.39.E+06 = 4.27.E+06 = 4.0LE+06 = 6.03.E+06 = 5.83.E+06 = 7.59.E+06 = B8.14.E+06 = 6.32.E+06  5.63.E+06
1954 Q9NZzZ3 Charged multivesicular body protein 5 [OS=Homo sapiens] 11.531 2.64.E+07 2.46.E+07 3.10.E+07 3.15.E+07 2.08.E+07 1.99.E+07 1.91.E+07 1.95.E+07 2.89.E+07 2.60.E+07 2.94.E+07 2.88.E+07
1955 P57678 Gem-associated protein 4 [OS=Homo sapiens] 11.525 3.07.E+08 3.12.E+08 3.00.E+08 2.67.E+08 2.81.E+08 2.65.E+08 2.77.E+08 3.03.E+08 2.83.E+08 2.68.E+08 2.75.E+08 2.76.E+08
1956 Q9Y619 mitochondrial ornithine transporter 1 [OS=Homo sapiens] 11.441 1.33.E+05 1.45.E+06 3.75.E+05 1.02.E+06

Mannose-1-phosphate guanyltransferase beta [0S=Homo

1957 Q9Y5P6 .
sapiens]

11.433  6.00.E+07 6.54.E+07 6.72.E+07 6.76.E+07 6.97.E+07 7.21.E+07 5.15.E+07 5.04.E+07 7.89.E+07 7.75.E+07 8.50.E+07 7.78.E+07
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Supplemental Data 1. List of identified proteins

No. et Description Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDNG6-2 CLDN6-2 CLDNG6-2 CLDN6-2

) Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4
1958 P61009 Signal peptidase complex subunit 3 [0S=Homo sapiens] 11.424 1.38.E+08 9.21.E+07 9.50.E+07 1.02.E+08 9.62.E+07 1.07.E+08 1.08.E+08 1.10.E+08 1.05.E+08 1.09.E+08 1.00.E+08 9.89.E+07
1959 P52948-1 nuclear pore complex protein Nup98-Nup96 [OS=Homo sapiens] 11.405 1.41.E+07 1.45.E+07 1.63.E+07 5.74.E+06 9.02.E+06 1.21.E+07 1.05.E+07 1.32.E+07 3.52.E+06 1.35.E+07 1.32.E+07 1.24 E+07
1960 Q13867 bleomycin hydrolase [OS=Homo sapiens] 11.399 5.35.E+07 5.45.E+07 5.59.E+07 5.30.E+07 4.97.E+07 5.23.E+07 5.61.E+07 4.98.E+07 6.68.E+07 6.88.E+07 7.17.E+07 7.58.E+07
1961 P40222 alpha-taxilin [0OS=Homo sapiens] 11.382  2.02.E+07 2.13.E+07 2.20.E+07 2.15.E+07 1.82.E+07 2.14.E+07 2.18.E+07 2.07.E+07 1.93.E+07 2.61.E+07 2.43.E+07 2.32.E+07

cleft lip and palate transmembrane protein 1-like protein
[OS=Homo sapiens]

Serine/threonine-protein phosphatase Pgam5, mitochondrial
[OS=Homo sapiens]

interferon-induced, double-stranded RNA-activated protein kinase
[OS=Homo sapiens]

1962  Q96KAS5-1 11.367 3.28.E+07 2.30.E+07 2.57.E+07 3.12.E+07 2.88.E+07 2.88.E+07 3.01.E+07 2.51.E+07 2.03.E+07 2.14.E+07 2.11.E+07 1.85.E+07

1963  Q96HS1-1 11.366  7.56.E+07 1.07.E+08 1.32.E+08 1.23.E+08 1.09.E+08 1.19.E+08 9.78.E+07 1.05.E+08 8.65.E+07 1.39.E+08 1.45.E+08 1.41.E+08

1964 P19525 11.341 3.29.E+07 2.26.E+07 2.76.E+07 2.61.E+07 3.16.E+07 3.30.E+07 3.56.E+07 3.08.E+07 2.99.E+07 3.42.E+07 3.41.E+07 2.88.E+07

1965 Q16539  Mitogen-activated protein kinase 14 [0S=Homo sapiens] 11.329 3.21.E+06 4.41.E+06 1.41.E+06 4.39.E+06 7.65.E+06 7.10.E+06 4.39.E+06 4.40.E+06 6.98.E+06 3.47.E+06 2.35.E+06 4.55.E+06
1966 P67870 Casein kinase Il subunit beta [OS=Homo sapiens] 11.325 9.06.E+07 9.55.E+07 1.02.E+08 1.06.E+08 8.95.E+07 9.81.E+07 9.62.E+07 9.27.E+07 1.06.E+08 1.20.E+08 1.16.E+08 1.07.E+08
1967 P10721-1  Mast/stem cell growth factor receptor Kit [0S=Homo sapiens] 11.297  5.34.E+07 7.65.E+07 9.64.E+07 8.48.E+07 3.18.E+07 3.53.E+07 4.12.E+07 4.21.E+07 6.43.E+07 6.54.E+07 6.37.E+07 6.95.E+07
1968 015258 Protein RER1 [OS=Homo sapiens] 11.293 2.11.E+08 2.33.E+08 2.49.E+08 2.11.E+08 1.99.E+08 2.03.E+08 1.90.E+08 2.09.E+08 2.00.E+08 2.03.E+08 1.99.E+08 1.81.E+08
1969 Q99808  Equilibrative nucleoside transporter 1 [0S=Homo sapiens] 1127  1.17.E+07 9.67.E+06 1.15.E+07 1.13.E+07 1.51.E+07 1.38.E+07 1.63.E+07 1.68.E+07 7.20.E+06 8.32.E+06 1.02.E+07 9.12.E+06
1970 Q15642 Cdc42-interacting protein 4 [OS=Homo sapiens] 11.263  5.44.E+06 1.66.E+07 2.74.E+07 7.38.E+06 4.79.E+06 8.71.E+06 5.13.E+06 8.00.E+06 1.10.E+07 3.41.E+07 3.22.E+07 4.96.E+07
1971  Q9HO78-1 Caseinolytic peptidase B protein homolog [0S=Homo sapiens] 11.234  4.21.E+07 4.29.E+07 4.17.E+07 4.09.E+07 3.55.E+07 3.26.E+07 3.79.E+07 4.09.E+07 4.19.E+07 4.10.E+07 4.64.E+07 4.58.E+07
1972 Q5BJD5-1  Transmembrane protein 41B [OS=Homo sapiens] 11.218 7.02.E+06 7.02.E+06 5.84.E+06 7.13.E+06 6.61.E+06 5.20.E+06 5.25.E+06 4.76.E+06 6.67.E+06 5.37.E+06 5.91.E+06 5.34.E+06

Methionine adenosyltransferase 2 subunit beta [OS=Homo
sapiens]

Cytochrome c oxidase copper chaperone OS=Homo sapiens
1974 Q14061 OX=9606 GN=COX17 PE=1 SV=2 11.2 5.53.E+06 7.17.E+06 7.47.E+06 8.06.E+06 5.59.E+06 5.80.E+06 7.95.E+06 6.21.E+06 5.40.E+06 6.95.E+06 7.35.E+06 6.18.E+06
1975 P15328 Folate receptor alpha [OS=Homo sapiens] 11.199 2.71.E+06 1.47.E+06 5.61.E+06 9.13.E+05 1.70.E+07 1.59.E+07
Rab3 GTPase-activating protein catalytic subunit [OS=Homo

1973 QONZL9 11.201  6.04.E+07 6.35.E+07 6.36.E+07 6.08.E+07 6.02.E+07 5.74 E+07 5.79.E+07 6.30.E+07 6.78.E+07 6.82.E+07 7.06.E+07 7.38.E+07

1976 Qus0421 ol % 11166 1.26.E+07 = 116E+07 = 132.E+07 = 141E+07  116.E+07  144E+07  158.E+07 = 128.E+07 = 112E+07  137.E+07  1.30.E+07  157.E+07
1977 Q96HY6-1 DDRGK domain-containing protein 1 [OS=Homo sapiens] 11.133 1.02.E+08 1.07.E+08 1.20.E+08 1.13.E+08 9.54.E+07 1.13.E+08 1.06.E+08 1.06.E+08 9.77.E+07 1.23.E+08 1.18.E+08 1.18.E+08
1978  Q96T37-1 Putative RNA-binding protein 15 [0S=Homo sapiens] 11123 1.46.E+07  144E+07 = 118.E+07  148E+07  105E+07  134E+07  103E+07 = 138.E+07  109.E+07  144E+07 = 107.E+07  146.E+07
1979  Q8NFV4  Protein Abhd11 [0S=Homo sapiens] 11.084 151.E+07  150.E+07 = 1.80.E+07 = 9.95E+06  1.92.E+07 20LE+07 = 2.09.E+07 = 123.E+07  132E+07  1.49.E+07  1.12E+07
1980 043488 aflatoxin B1 aldehyde reductase member 2 [0S=Homo sapiens] 11.07 473E+07 = 430E+07 = 473.E+07  448E+07  A08.E+07  3.96E+07 = 3.86.E+07  4.28E+07  A55E+07  418.E+07 = 422FE+07 | A4.84.E+07
1981  QOY5K6  CD2-associated protein [0S=Homo sapiens] 11.048 6.74.E+07  548E+07 | 2.37.E+07  255E+07  516.E+07  650.E+07 | 2.91.E+07 = 5.82.E+07 | 248E+07  56LE+07 = 4.26E+07 | 2.54.E+07
1982  P10301 Ras-related protein R-Ras [0S=Homo sapiens] 11.025 1.15.E+07  245E+07 = 236.E+07 = 2.30.E+07 = 199.E+07  3.13.E+07  261E+07 = 263.E+07  127.E+07  237.E+07 = 247.E+07  2.57.E+07
1983 015514 SD::)iA(; :'Sr]wed RN stz 1 i KA [0S Aai 11022 412E+07  124E+07 = 127.E+07 = 121E+07 = 2.36.E+07  1.17.E+07 155.E+07 = 127.E+07  1.18E+07 = 1.02.E+07  4.09.E+06
1984  P55854  Small ubiquitin-related modifier 3 [0S=Homo sapiens] 11.021 3.87.E+08  4.19.E+08 | 455.E+08 = 4.43E+08  4.15E+08  4.61E+08  445E+08  4.70.E+08 | 3.36.E+08  4.28E+08  4.20E+08  4.10.E+08
1985  Q5T8P6  RNA-binding protein 26 [0S=Homo sapiens] 11.012  1.30.E+07  127.E+07 = 128.E+07 = 148E+07  153E+07  143E+07  151E+07 = 102.E+07  138E+07  110.E+07 = 1.34E+07  1.36.E+07
1986  Q9BZX2-1  Uridine-cytidine kinase 2 [0S=Homo sapiens] 10.997 268.E+07  160.E+07 = 2.44.E+07  100.E+07  133.E+07  147.E+07  121.E+07  157.E+07  110.E+07  9.65.E+06  1.23E+07  9.82.E+06
1987  Q16890-1 tumor protein D53 [0S=Homo sapiens] 10.991 553.E+07 = 562E+07 = 593.E+07  6.15E+07  A464E+07 = 6.95E+07 | 444E+07 | 455E+07 406.E+07 | 3.72.E+07  3.99.E+07

NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 9
[OS=Homo sapiens]

Pyruvate dehydrogenase E1 component subunit alpha, somatic
form, mitochondrial [0S=Homo sapiens]

1988 Q9Y6M9 10.983  9.49.E+07 8.19.E+07 9.44 E+07 9.46.E+07 8.25.E+07 8.10.E+07 9.32.E+07 8.01.E+07 9.58.E+07 1.05.E+08 9.95.E+07 8.06.E+07

1989 P08559 10.975 2.83.E+07 2.80.E+07 2.35.E+07 2.31.E+07 2.34. E+07 2.05.E+07 2.23.E+07 2.19.E+07 3.12.E+07 2.63.E+07 2.84.E+07 2.42 E+07

1990 P52756 RNA-binding protein 5 [0S=Homo sapiens] 10.966  7.03.E+06 5.45.E+06 5.59.E+06 4.51.E+06 4.17.E+06 4.61.E+06 4.35.E+06 3.65.E+06 4.79.E+06 4.33.E+06 4.63.E+06 3.39.E+06
1991 Q14677-1  Clathrin interactor 1 [OS=Homo sapiens] 10.958  6.57.E+07 7.41.E+07 6.75.E+07 6.98.E+07 4.86.E+07 4.77.E+07 5.04.E+07 5.59.E+07 6.39.E+07 4.77.E+07 5.34.E+07 5.36.E+07
1992 Q16762 thiosulfate sulfurtransferase [0S=Homo sapiens] 10.948 1.65.E+07 2.86.E+07 2.08.E+07 2.40.E+07 1.49.E+07 1.74.E+07 2.17.E+07 2.27.E+07 3.08.E+07 3.89.E+07 3.31.E+07 3.38.E+07
1993 QINRF9  DNA polymerase epsilon subunit 3 [OS=Homo sapiens] 10.943 2.11.E+07 1.98.E+07 2.27.E+07 2.35.E+07 1.89.E+07 2.28.E+07 2.17.E+07 2.15.E+07 1.67.E+07 2.04.E+07 2.14.E+07 1.91.E+07
1994 043633 charged multivesicular body protein 2a [OS=Homo sapiens] 10.923  2.07.E+07 1.68.E+07 2.30.E+07 2.74.E+07 2.61.E+07 2.87.E+07 3.55.E+07 3.74.E+07 2.21.E+07 2.03.E+07 2.07.E+07 2.03.E+07
1995 Q9BWJ5  Splicing factor 3B subunit 5 [OS=Homo sapiens] 10.89 6.81.E+07 7.85.E+07 7.13.E+07 7.35.E+07 5.57.E+07 5.41.E+07 5.00.E+07 5.22.E+07 7.28.E+07 6.96.E+07 7.46.E+07 7.11.E+07
1996 Q9NRL3  Striatin-4 [OS=Homo sapiens] 10.877

1997 Q5SRE5  Nucleoporin NUP188 homolog [OS=Homo sapiens] 10.868 4.14.E+06 2.90.E+06 3.43.E+06 4.32.E+06 3.46.E+06 5.19.E+06 4.14.E+06 5.92.E+06 2.89.E+06 4.59.E+06 3.60.E+06 6.88.E+06
1998 095777 U6 snRNA-associated Sm-like protein LSm8 [OS=Homo sapiens] 10.867 5.11.E+07 4.86.E+07 4.90.E+07 5.72.E+07 5.57.E+07 5.01.E+07 4.44 E+07 4.98.E+07 4.31.E+07 4.62.E+07 4.68.E+07 5.39.E+07
1999 QINRX2 39S ribosomal protein L17, mitochondrial [OS=Homo sapiens] 10.866  1.94.E+07 1.86.E+07 1.62.E+07 1.92.E+07 1.91.E+07 1.67.E+07 1.62.E+07 1.18.E+07 1.48.E+07 1.20.E+07 1.31.E+07 1.52.E+07
2000 P43357 Melanoma-associated antigen 3 [OS=Homo sapiens] 10.849  1.83.E+07 1.40.E+07 2.02.E+07 1.12.E+07 1.69.E+07 2.28.E+07 1.32.E+07 1.56.E+07 1.30.E+07 1.26.E+07 1.21.E+07 1.39.E+07
2001 QINXR7-2 BRISC and BRCA1-A complex member 2 [OS=Homo sapiens] 10.847 1.43.E+07 1.50.E+07 2.71.E+06 2.10.E+07 1.62.E+07 1.40.E+07 1.56.E+07 1.60.E+07 2.18.E+07 2.20.E+07 2.28.E+07 2.09.E+07
2002 Q5JS54-1  Proteasome assembly chaperone 4 [OS=Homo sapiens] 10.815 9.87.E+06 1.11.E+07 8.41.E+06 7.57.E+06 1.12.E+07 7.51.E+06 8.55.E+06 7.07.E+06 9.03.E+06 8.25.E+06 8.59.E+06 7.28.E+06
2003 Q13405 39S ribosomal protein L49, mitochondrial [OS=Homo sapiens] 10.813  2.01.E+07 1.94.E+07 2.04.E+07 2.06.E+07 1.48.E+07 1.62.E+07 1.62.E+07 1.51.E+07 1.83.E+07 1.99.E+07 1.75.E+07 1.88.E+07
2004 015270 Serine palmitoyltransferase 2 [OS=Homo sapiens] 10.753  2.57.E+07 1.02.E+07 1.21.E+07 1.46.E+07 1.44.E+07 1.40.E+07 1.35.E+07 1.09.E+07 1.17.E+07 1.16.E+07 5.02.E+06
2005 P0O1111 GTPase NRas [0OS=Homo sapiens] 10.735  4.49.E+07 4.40.E+07 4.65.E+07 5.20.E+07 4.22.E+07 3.53.E+07 4.72.E+07 4.72.E+07 4.08.E+07 3.58.E+07 4.16.E+07 5.09.E+07

elongation of very long chain fatty acids protein 5 [OS=Homo

2006 QONYP7-1 ZHOST 10.734 127.E+07 = 118E+07 = 133.E+07 = 183E+07  976E+06  161E+07 = 117.E+07 = 9.04E+06 = 141E+07  160.E+07 = 121E+07  113.E+07
2007 000468  Agrin OS=Homo sapiens OX=9606 GN=AGRN PE=1 SV=6 10726 452.E+06  1.72.E+06 393E+06  3.50.E+06 = 3.20.E+06 | 3.77.E+06  219.E+06 = 274E+06  247.E+06 = 206.E+06  6.37.E+05
2008 P49356 protein farnesyltransferase subunit beta [0S=Homo sapiens] 10.723  1.25.E+07 9.53.E+06 9.07.E+06 1.04.E+07 9.70.E+06 1.13.E+07 1.03.E+07 8.42.E+06 1.02.E+07 1.23.E+07 9.70.E+06 9.25.E+06
2009 Q13404  Ubiquitin-conjugating enzyme E2 variant 1 [0S=Homo sapiens] 1072 457.E+08 = A451E+08 = 430.E+08  4.29E+08  3.99.E+08 = 3.95E+08 = 4.02.E+08 = 4.15E+08  528E+08  490.E+08 = 471E+08  4.49.E+08
2010  Q9Y512 [sgg'fg:r:g :ZZ?E?:]'V TRy @ ey S0 el 10703 556.E+07 = 6.03.E+07 = 4.96.E+07 = 6.73.E+07 = 4.35.E+07 = 4.68.E+07 = 5.13.E+07 = 4.64E+07 | 6.63.E+07 = 5.38.E+07 = 5.66.E+07  527.E+07
2011  P40937-1 Replication factor C subunit 5 [0S=Homo sapiens] 10.681 1.38.E+07  144E+07 = 550.E+06 = 121.E+07  156.E+07  145E+07  7.59.E+06 = 150.E+07 | 147.E+07  156.E+07 = 215E+07  161.E+07
2012 Q9BTDS-1  RNA-binding protein 42 [0S=Homo sapiens] 10.677 957.E+06  1.33E+07 | 9.81.E+06  1.27.E+07  113E+07  950.E+06  1.73.E+07  7.58.E+06  148.E+07  591.E+06  1.0LE+07  173.E+07
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Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-2 CLDN6-2 CLDN6-2 CLDN6-2

e accessel DSl Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4

3-hydroxyisobutyrate dehydrogenase, mitochondrial [OS=Homo

2013 P31937 10.664 8.85.E+06 1.10.E+07 6.72.E+06 1.05.E+07 9.57.E+06 1.08.E+07 9.60.E+06 9.27.E+06 9.92.E+06 1.15.E+07 1.20.E+07 1.11.E+07

sapiens]
2014 P46939 Utrophin [OS=Homo sapiens] 10.652  1.39.E+07 1.44.E+07 1.60.E+07 1.76.E+07 1.34.E+07 1.64.E+07 2.19.E+07 1.67.E+07 1.58.E+07 1.46.E+07 1.09.E+07 2.03.E+07
2015 Q01628 Interferon-induced transmembrane protein 3 [OS=Homo sapiens] 10.635
2016 P11172 uridine 5'-monophosphate synthase [OS=Homo sapiens] 10.632  2.38.E+07 2.50.E+07 2.03.E+07 2.29.E+07 8.98.E+06 2.44. E+07 2.71.E+07 1.81.E+07 2.36.E+07 2.64.E+07 2.43.E+07 1.98.E+07
2017 Q9C0C2 182 kDa tankyrase-1-binding protein [OS=Homo sapiens] 10.63  4.06.E+06 4.15.E+06 3.90.E+06 4.99.E+06 6.77.E+06 7.03.E+06 7.21.E+06 6.22.E+06 7.43.E+06 6.74.E+06 6.76.E+06 6.12.E+06

Dolichyl-diphosphooligosaccharide--protein glycosyltransferase

2018 P61803 ; 3 10.623 1.17.E+08 1.19.E+08 1.26.E+08 1.19.E+08 1.11.E+08 1.26.E+08 1.23.E+08 1.19.E+08 1.23.E+08 1.22.E+08 1.21.E+08 1.14.E+08
subunit DAD1 [OS=Homo sapiens]

2019 000161 Synaptosomal-associated protein 23 [OS=Homo sapiens] 10.617  9.24.E+06 1.12.E+07 1.18.E+07 1.03.E+07 8.72.E+06 8.51.E+06 7.67.E+06 7.81.E+06 1.03.E+07 1.18.E+07 1.23.E+07 1.23.E+07
2020 Q9H9Q4-1 non-homologous end-joining factor 1 [OS=Homo sapiens] 10.614 2.18.E+07 1.48.E+07 2.26.E+07 1.50.E+05 1.81.E+07 1.57.E+07 1.20.E+07 1.89.E+07 1.74.E+07 8.43.E+06 2.21.E+07 1.60.E+07
2021 Q9GZL7  ribosome biogenesis protein WDR12 [OS=Homo sapiens] 10.603  3.30.E+07 2.17.E+07 3.34.E+07 2.82.E+07 6.09.E+06 2.75.E+07 3.08.E+07 3.11.E+07 2.97.E+07 3.00.E+07 3.65.E+07 3.66.E+07
2022 Q9COCY gii;g‘n‘i?pe"de"t) EZibilitpeap Roatolenpellos s omy 10574 149.E+07  177.E+07 = 175E+07 = 170.E+07 = 143.E+07  124E+07 = 127.E+07 = 132.E+07 = 138.E+07  166.E+07 = 137.E+07  143.E+07
2023 096013-1  serine/threonine-protein kinase PAK 4 [OS=Homo sapiens] 10.564 2.38.E+06 8.70.E+06 1.02.E+06 1.94.E+05 1.42.E+07 6.62.E+06
2024 P49005 DNA polymerase delta subunit 2 [OS=Homo sapiens] 10.562  1.82.E+07 2.24.E+07 2.16.E+07 2.12.E+07 2.36.E+07 2.40.E+07 2.46.E+07 2.20.E+07 2.41.E+07 2.13.E+07 2.12.E+07 2.02.E+07
2025 015382 E;g"_ﬂfg’;gig;g‘"o'wd NI ERS, (e 10566 2.16.E+07 = 2.30.E+07 = 221.E+07 = 251.E+07 = 3.36.E+07  3.27.E+07 | 3.04.E+07 = 2.80.E+07  2.09.E+07 = 168.E+07 = 199.E+07  1.8LE+07
2026 P49585 choline-phosphate cytidylyltransferase A [OS=Homo sapiens] 10.553 8.77.E+06 1.03.E+07 1.09.E+07 1.44.E+07 1.24.E+07 1.58.E+07 1.17.E+07 8.35.E+06 1.10.E+07
2027 075381-1  Peroxisomal membrane protein PEX14 [OS=Homo sapiens] 10.539  4.07.E+05 1.36.E+06 2.50.E+06 5.21.E+05

2028 Q99614 tetratricopeptide repeat protein 1 [OS=Homo sapiens] 10.53 1.22.E+07 1.48.E+07 1.46.E+07 1.55.E+07 1.51.E+07 1.63.E+07 1.71.E+07 1.41.E+07 1.45.E+07 1.50.E+07 1.53.E+07

PEST proteolytic signal-containing nuclear protein [0S=Homo

sapiens]

2030 Q96HRS HIAEA nbonuclgoprotem complex non-core subunit NAF1 10516
[OS=Homo sapiens]

2031 QINT62 ubiquitin-like-conjugating enzyme ATG3 [OS=Homo sapiens] 10.516  6.29.E+07 5.83.E+07 5.83.E+07 6.07.E+07 6.03.E+07 6.02.E+07 5.96.E+07 3.90.E+07 7.71.E+07 7.99.E+07 7.77.E+07 9.63.E+07

WER  EEHEey  DinciEEEESne fE EEEe 2, mie i QS i 10509 121E+07  829.E+06 = 859.E+06 = 9.90.E+06 = 6.7L.E+06 = 9.37.E+06 = 8.21.E+06 = 6.39.E+06 = 1.86.E+07 = 144E+07 = 2.09.E+07 = 1.95E+07

2029 Q8WW12 10.526  1.28.E+07 1.30.E+07 1.46.E+07 1.29.E+07 1.65.E+07 1.74.E+07 1.76.E+07 1.70.E+07 1.67.E+07 1.81.E+07 1.61.E+07 1.50.E+07

sapiens]

2033 Q9BPX5 :;g;;i']ated protein 2/3 complex subunit 5-like protein [0S=Homo ', /71 55507 536.E+07 | 595E+07  572E+07 | 561E+07 | 560.E+07 | 565E+07 | 5.62.E+07 | 612.E+07  590.E+07 = 582E+07  5.93E+07
2034  QONR50-1 :;?)ri‘;:a;]"’" MeELTe (et P22 slanat @ ([OESA{ED 10453 20LE+07 = 256.E+07 = 3.07.E+07 = 2.86.E+07 = 157.E+07 = 3.11E+07  2.69.E+07 = 2.72.E+07 = 3.86.E+07  3.45E+07 = 2.87.E+07 = 2.3LE+07
2035 Q14165  Malectin [0S=Homo sapiens] 10.446 2.62.E+07 = 2.66.E+07  255.E+07 | 249.E+07  3.83.E+07  474E+07  3.06.E+07 = 5.39.E+06  287.E+07 | 1.90.E+07 | 2.49.E+07
2036 Q96L92 Sorting nexin-27 [0S=Homo sapiens] 10.435 9.91.E+06 = 6.54E+05 | 4.00.E+06 9.93.E+05 529E+05 = 9.67.E+06 = 228E+06  146.E+07  1.64.E+06
2037 Q9BU23-1 Lipase maturation factor 2 [0S=Homo sapiens] 10.421 1.06.E+07 = 129E+07 = 105.E+07 = 15LE+07 = 129E+07  1.14E+07  150.E+07 = 121.E+07  9.33E+06  128.E+07 = 954E+06  1.06.E+07
2038 P13807 glycogen [starch] synthase, muscle [0S=Homo sapiens] 10.414 396.E+07 = 259E+07 = 3.60.E+07 = 3.28E+07  4.38E+07  3.86.E+07 | 476.E+07 = 294.E+07 | 276.E+07  226.E+07 = 189.E+07  1.95E+07
2039 QOUHNG-1  Cell surface hyaluronidase [0S=Homo sapiens] 10.382 131.E+07 = 1.30.E+07 = 142.E+07  121E+07  137.E+07  1.03.E+07  110.E+07 = 1.13.E+07  9.03.E+06  B8.60.E+06  6.03.E+06  7.67.E+06
2040 043660-1  Pleiotropic regulator 1 [OS=Homo sapiens] 10.374

2041 Q15005 Signal peptidase complex subunit 2 [OS=Homo sapiens] 10.371 1.11.E+08 1.11.E+08 1.26.E+08 1.25.E+08 1.13.E+08 1.19.E+08 1.14.E+08 1.26.E+08 1.13.E+08 1.24.E+08 1.29.E+08 1.19.E+08

26S proteasome non-ATPase regulatory subunit 9 [OS=Homo

2042 000233-1 S —— 10.35 4.24.E+07 4.20.E+07 5.25.E+07 4.30.E+07 4.74 E+07 4.60.E+07 4.89.E+07 5.35.E+07 1.54.E+07 5.96.E+07 6.00.E+07 5.35.E+07
2043 014949 Cytochrome b-c1 complex subunit 8 [OS=Homo sapiens] 10.347  1.40.E+08 1.47.E+08 1.46.E+08 1.58.E+08 1.35.E+08 1.36.E+08 1.40.E+08 1.37.E+08 1.40.E+08 1.13.E+08 1.48.E+08 1.37.E+08
2044 P31751 RAC-beta serine/threonine-protein kinase [0S=Homo sapiens] 10.333  3.55.E+06 1.76.E+06 3.02.E+06 2.60.E+06 4.88.E+06 4.22.E+06 4.69.E+06 3.53.E+06 3.20.E+06 1.09.E+06 2.40.E+06 1.96.E+06
2045 Q5RKV6  Exosome complex component MTR3 [OS=Homo sapiens] 10.329  1.79.E+07 2.16.E+07 2.42.E+07 2.73.E+07 2.43.E+07 2.49.E+07 2.53.E+07 2.51.E+07 2.60.E+07 2.42.E+07 2.44 E+07 2.24.E+07
2046 Q9Y4X5 E3 ubiquitin-protein ligase ARIH1 [OS=Homo sapiens] 10.249  4.56.E+07 4.61.E+07 4.32.E+07 4.40.E+07 4.99.E+07 4.61.E+07 4.20.E+07 4.66.E+07 4.76.E+07 4.34.E+07 4.97.E+07 4.85.E+07
2047 Q16625-1  Occludin [OS=Homo sapiens] 10.224  1.33.E+07 1.09.E+07 1.18.E+07 1.39.E+07 1.26.E+07 1.21.E+07 1.25.E+07 1.43.E+07 7.65.E+06 8.07.E+06

2048 P24468 COUP transcription factor 2 [0S=Homo sapiens] 10.221  5.94.E+06 5.18.E+06 5.75.E+06 5.67.E+06 5.50.E+06 4.72.E+06 4.45.E+06 3.84.E+06 4.52.E+06 4.74.E+06 3.77.E+06 4.22.E+06

UDP-N-acetylglucosamine--peptide N-
2049 015294 acetylglucosaminyltransferase 110 kDa subunit [OS=Homo 10.207  1.31.E+07 9.62.E+06 9.86.E+06 4.79.E+06 1.09.E+07 2.64.E+06 3.14.E+06 7.64.E+06 1.24.E+07 1.39.E+07 5.67.E+06 1.28.E+07
sapiens]

2050 P61011-1  signal recognition particle 54 kDa protein [OS=Homo sapiens] 10.142  3.93.E+07 1.03.E+08 1.27.E+08 1.14.E+08 1.08.E+08 1.17.E+08 1.23.E+08 1.16.E+08 9.13.E+07 1.31.E+08 3.68.E+07 1.21.E+08
2051 Q8TE77 Protein phosphatase Slingshot homolog 3 [OS=Homo sapiens] 10.047

2052 Q86TB9 Protein PAT1 homolog 1 [OS=Homo sapiens] 10.035 1.47.E+07 1.14.E+07 1.07.E+07 1.62.E+07 1.13.E+07 1.08.E+07 1.19.E+07 1.03.E+07 1.06.E+07 1.66.E+07 1.19.E+07 1.18.E+07
2053 014561 Acyl carrier protein, mitochondrial [OS=Homo sapiens] 9.939 3.18.E+07 1.05.E+07 3.19.E+07 6.38.E+07 9.53.E+07 8.01.E+07 2.82.E+07 1.95.E+07 1.09.E+08 2.51.E+07 7.77.E+07 6.55.E+07
2054 P09417 dihydropteridine reductase [OS=Homo sapiens] 9.926  1.20.E+07 1.03.E+07 1.21.E+07 1.09.E+07 9.69.E+06 1.10.E+07 8.25.E+06 8.19.E+06 6.28.E+06 8.67.E+06 6.45.E+06
2055 060613 ﬁ;'f;"s'[’\;‘if'” IF CESREID e QXS GN=IELENCI 0907 7.47.E+06  6.09.E+06 = 6.48.E+06 = 7.96.E+06 = 6.90.E+06  103E+07 = 556.E+06 = 6.56.E+06 = 4.43.E+06  6.84E+06 = 3.50.E+06 = 5.25.E+06
2056 043760 Synaptogyrin-2 [OS=Homo sapiens] 9.905 1.43.E+08 1.40.E+08 1.37.E+08 1.45.E+08 1.42.E+08 9.97.E+07 9.30.E+07 9.82.E+07 9.85.E+07 8.81.E+07 1.65.E+08 9.30.E+07
2057 Q9BVI4 Nucleolar complex protein 4 homolog [OS=Homo sapiens] 9.895 7.62.E+06 7.81.E+06 4.00.E+06 5.86.E+06

2058  Q9Y3Q3 :;?)?;T;]embra”e GRS EEERRETTY [FEEn 3 [=HEmD 0.884 3.28E+07  350.E+07  3.74E+07  323E+07  3.68E+07 = 345E+07 = 3.79.E+07 = 447.E+07 = 3.13.E+07 = 416.E+07 = 3.68.E+07  3.76.E+07
2059 Q9BQ61  Uncharacterized protein C190rf43 [OS=Homo sapiens] 9.852 1.65.E+07 1.75.E+07 1.89.E+07 1.95.E+07 1.58.E+07 1.46.E+07 1.51.E+07 1.59.E+07 1.67.E+07 1.84.E+07 1.94.E+07 1.77.E+07

Acyl-coenzyme A thioesterase 9, mitochondrial [OS=Homo
sapiens]

Serine/threonine-protein phosphatase 2A 56 kDa regulatory
subunit epsilon isoform [OS=Homo sapiens]

2060  Q9Y305-1 9.84 5.50.E+07 4.60.E+07 3.90.E+07 4.53.E+07 4.75.E+07 6.30.E+07 6.15.E+07 5.72.E+07 2.87.E+07 2.23.E+07 2.00.E+07 2.73.E+07

2061 Q16537 9.794  2.97.E+07 3.01.E+07 3.52.E+07 3.61.E+07 2.71.E+07 3.20.E+07 2.64.E+07 2.97.E+07 2.70.E+07 3.37.E+07 2.75.E+07 2.37.E+07

2062 P02042 Hemoglobin subunit delta [0S=Homo sapiens] 9.792  8.70.E+07 9.28.E+07 9.68.E+07 1.19.E+08 9.08.E+07 9.56.E+07 9.37.E+07 9.33.E+07 1.07.E+08 1.18.E+08 1.21.E+08 1.26.E+08
2063 P49757 Protein numb homolog [OS=Homo sapiens] 9.783  5.61.E+07 5.20.E+07 5.52.E+07 2.78.E+07 3.30.E+07 5.24.E+07 5.31.E+07 4.69.E+07 3.57.E+07 5.20.E+07 3.38.E+07 5.72.E+07
2064 P22059 Oxysterol-binding protein 1 [0S=Homo sapiens] 9.755 4.69.E+07 5.46.E+07 4.46.E+07 5.48.E+07 3.42.E+07 4.56.E+07 2.73.E+07 5.08.E+07 4.60.E+07 5.69.E+07 5.82.E+07 5.20.E+07
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No. et Description Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDNG6-2 CLDN6-2 CLDNG6-2 CLDN6-2
) Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4

2065 QIBYC8 39S ribosomal protein L32, mitochondrial [0S=Homo sapiens] 9.754  9.39.E+06 1.13.E+07 1.18.E+07 1.32.E+07 7.98.E+06 9.82.E+06 1.01.E+07 9.73.E+06 1.23.E+07 1.38.E+07 1.33.E+07 1.22.E+07
2066 P42345 Serine/threonine-protein kinase mTOR [OS=Homo sapiens] 9.736  7.79.E+06 4.43.E+06 2.58.E+06 5.92.E+06 6.68.E+06 6.94.E+06 4.41.E+06 3.51.E+06 4.70.E+06 4.46.E+06 2.35.E+06 2.58.E+06
2067 P18858 DNA ligase 1 [OS=Homo sapiens] 9.735 6.21.E+06 5.06.E+06 5.68.E+06 5.76.E+06 9.74.E+06 8.99.E+06 9.56.E+06 8.13.E+06 5.27.E+06 4.59.E+06 5.11.E+06 5.65.E+06
2068 Q5TBC7-1 Bcl-2-like protein 15 [OS=Homo sapiens] 9.692 9.62.E+06 1.10.E+07 1.19.E+07 7.14.E+06 4.24.E+07 4.33.E+07 3.85.E+07 3.82.E+07 3.13.E+07 3.78.E+07 3.52.E+07 3.36.E+07
2069 Q8WWI5  choline transporter-like protein 1 [OS=Homo sapiens] 9.691 1.74.E+07 1.79.E+07 1.73.E+07 1.89.E+07 1.66.E+07 1.73.E+07 1.86.E+07 1.77.E+07 1.56.E+07 1.44.E+07 1.50.E+07 1.93.E+07
2070 Q8WUA2  Peptidyl-prolyl cis-trans isomerase-like 4 [OS=Homo sapiens] 9.656

2071 Q15054 DNA polymerase delta subunit 3 [OS=Homo sapiens] 9.655 9.77.E+06 9.07.E+06 1.12.E+07 1.13.E+07 1.10.E+07 1.61.E+07 1.06.E+07 1.27.E+07 8.46.E+06 1.51.E+07 1.79.E+07 1.20.E+07
2072 Q9BY43 Charged multivesicular body protein 4a [OS=Homo sapiens] 9.648 1.24.E+07 1.40.E+07 3.11.E+07 2.10.E+07 1.82.E+07 1.72.E+07 2.02.E+07 2.30.E+07 1.28.E+07 1.55.E+07 1.82.E+07 1.73.E+07
2073 Q96D46 60S ribosomal export protein NMD3 [OS=Homo sapiens] 9.639  3.40.E+07 2.81.E+07 2.87.E+07 3.63.E+07 3.57.E+07 3.26.E+07 2.93.E+07 1.53.E+07 2.07.E+07 2.52.E+07 4.20.E+07 3.30.E+07
2074 Q13685 angio-associated migratory cell protein [OS=Homo sapiens] 9.604 6.32.E+06 7.05.E+06 7.67.E+06 7.02.E+06 6.01.E+06 6.05.E+06 6.10.E+06 5.32.E+06 5.71.E+06 6.65.E+06 7.32.E+06 5.95.E+06
2075 Q6PHR2-1 Serine/threonine-protein kinase ULK3 [OS=Homo sapiens] 9.535 7.34.E+06 6.20.E+06 7.66.E+06 1.82.E+06 8.16.E+06 8.02.E+06 8.44.E+06 6.80.E+06 7.98.E+06 3.61.E+06 7.56.E+06 7.43.E+06

NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit

2076 Q9UI09 . 9.513

12 [OS=Homo sapiens]
2077 075955 Flotillin-1 [OS=Homo sapiens] 9.489 3.64.E+07 4.13.E+07 4.12.E+07 4.88.E+07 5.51.E+07 5.79.E+07 5.36.E+07 5.16.E+07 6.63.E+07 4.91.E+07 5.24 E+07 4.49.E+07
2078  Q9NSP4-1 Centromere protein M [OS=Homo sapiens] 9.449  7.04.E+06 4.32.E+06 4.34.E+06 4.00.E+06 7.99.E+06 2.95.E+06 5.03.E+06 5.24.E+06 2.51.E+06 2.88.E+06 3.23.E+06 3.90.E+06
2079 P14635 G2/mitotic-specific cyclin-B1 [OS=Homo sapiens] 9.421 1.35.E+07 1.25.E+07 1.40.E+07 1.12.E+07 5.32.E+06 4.71.E+06 5.13.E+06 6.20.E+06 9.25.E+06 7.13.E+06 9.35.E+06 7.64.E+06

Pre-mRNA-splicing factor ATP-dependent RNA helicase PRP16
[OS=Homo sapiens]

Exonuclease 3'-5' domain-containing protein 2 [OS=Homo
sapiens]

2082 Q9H490 %‘;fﬂ;i:g’gg;?;osl] e EMEer BIeslies s ezes U e 0404 203E+07  122E+07 = 941E+06  130.E+07 = 156E+07  175E+07  127.E+07  153E+07 = 89LE+06  116E+07 | B855E+06  1.24.E+07
2083  QBTEA8  D-tyrosyl-tRNA(Tyr) deacylase 1 [0S=Homo sapiens] 9399 312E+07  290.E+07 | 3.04E+07  357.E+07  426E+07  408.E+07 = 434E+07  409E+07 | 3.08.E+07  3.14E+07  306.E+07  3.09.E+07
2084 Q3MHD2  Protein LSM12 homolog [OS=Homo sapiens] 9.36

2085 Q9Y5J9 Fgg’f:‘(’)’:g‘:;’l‘;’:; [eeniancluatiicease i s 9359 916E+07 = 9.12E+07  9.19.E+07 = 886.E+07 = 7.46.E+07  7.58.E+07 | 7.97.E+07  B29.E+07 | B.44.E+07  520E+06 = A4.60.E+06  7.47.E+07
2086  060493-1 sorting nexin-3 [0S=Homo sapiens] 9352 188E+08  191E+08  205E+08  174E+08  206.E+08  225E+08  2.35E+08  242E+08  216.E+08  227.E+08  2.37.E+08  217.E+08
2087 QI9NTJI5 Phosphatidylinositide phosphatase SAC1 [OS=Homo sapiens] 9.34 3.81.E+07 3.71.E+07 3.67.E+07 4.28.E+07 3.05.E+07 3.38.E+07 3.24.E+07 3.08.E+07 4.61.E+07 4.22.E+07 4.33.E+07 4.36.E+07
Monofunctional C1-tetrahydrofolate synthase, mitochondrial

2080 Q92620 9.405 1.26.E+08 1.30.E+08 1.24.E+08 9.52.E+07 1.24.E+08 1.18.E+08 1.05.E+08 1.02.E+08 1.28.E+08 1.26.E+08 1.09.E+08 1.13.E+08

2081 QONVHO 9.404 2.21.E+07 1.83.E+07 1.83.E+07 2.08.E+07 1.83.E+07 1.99.E+07 2.11.E+07 1.82.E+07 1.13.E+07 1.38.E+07 1.30.E+07 1.05.E+07

2088 Q6UB35-1 (O . 9.335 3.70.E+07 3.97.E+07 3.66.E+07 3.06.E+07 2.86.E+07 3.30.E+07 3.17.E+07 3.30.E+07 2.48.E+07 2.73.E+07 2.82.E+07 2.23.E+07
2089 Q9UBP6  tRNA (guanine-N(7)-)-methyltransferase [OS=Homo sapiens] 9.324  5.02.E+07 3.80.E+07 3.56.E+07 3.96.E+07 3.79.E+07 3.82.E+07 3.69.E+07 3.77.E+07 6.49.E+07 6.22.E+07 6.50.E+07 6.19.E+07
2090 Q9UI12-1  V-type proton ATPase subunit H [OS=Homo sapiens] 9.323 2.38.E+07 2.28.E+07 1.97.E+07 3.56.E+07 2.13.E+07 1.97.E+07 1.54.E+07 1.14.E+07 1.78.E+07 1.80.E+07 1.59.E+07 2.03.E+07
2091 Q5JRX3  Presequence protease, mitochondrial [OS=Homo sapiens] 9.321 2.41.E+07 4.05.E+06 4.04.E+06 2.30.E+07 2.50.E+07 8.92.E+06 4.63.E+06 1.79.E+07 2.34.E+07 8.60.E+06 1.76.E+07 4.76.E+06
2092 Q8TCT8 Signal peptide peptidase-like 2A [OS=Homo sapiens] 9.317 1.01.E+08 1.07.E+08 9.86.E+07 1.08.E+08 8.78.E+07 8.56.E+07 9.18.E+07 9.15.E+07 1.06.E+08 9.60.E+07 9.85.E+07 1.03.E+08
2093 QINXF1  Testis-expressed protein 10 [OS=Homo sapiens] 9.316  6.47.E+06 6.23.E+06 3.70.E+06 6.66.E+06 6.57.E+06 6.10.E+06 6.12.E+06 4.15.E+06 5.84.E+06 5.43.E+06 2.80.E+06 1.67.E+06
2094 QINVP2 Histone chaperone ASF1B [OS=Homo sapiens] 9.314 1.30.E+07 1.26.E+07 7.81.E+06 1.05.E+07 6.86.E+06 7.96.E+06 6.42.E+06 4.19.E+06 9.45.E+06 9.27.E+06 7.56.E+06 1.25.E+07
2095 Q9BV38 WD repeat-containing protein 18 [OS=Homo sapiens] 9.281
2096 Q5XKPO MICOS complex subunit MIC13 [OS=Homo sapiens] 9.249  1.20.E+07 2.08.E+07 5.88.E+06 1.97.E+07 1.02.E+07 1.33.E+07 1.34.E+07 1.54.E+07 6.91.E+06 2.19.E+06 1.46.E+07 1.65.E+07
2097 Q71RC2  La-related protein 4 [OS=Homo sapiens] 9.243  2.08.E+07 1.42.E+07 1.44.E+07 1.72.E+07 1.48.E+07 2.35.E+07 8.60.E+06 2.08.E+07 8.00.E+06 1.43.E+07 1.43.E+07 7.28.E+06
2098 Q8WZAOD  Protein LZIC [OS=Homo sapiens] 9.24 2.02.E+07 1.84.E+07 1.84.E+07 1.10.E+07 1.83.E+07 2.18.E+07 1.48.E+07 1.03.E+07 1.82.E+07 1.79.E+07 8.16.E+06 2.36.E+07
2099 Q14558 Phosphoribosyl.pyrophosphate synthase-associated protein 1 9.236
[OS=Homo sapiens]
2100 QINWU5 39S ribosomal protein L22, mitochondrial [DS=Homo sapiens] 9.224  2.00.E+06 1.83.E+06 2.22.E+06 2.41.E+06 3.12.E+06 2.87.E+06 2.99.E+06 2.80.E+06 2.16.E+06 1.89.E+06 1.91.E+06 9.10.E+06
2101 P13674-1  prolyl 4-hydroxylase subunit alpha-1 [OS=Homo sapiens] 9.196 1.03.E+07 6.43.E+06 1.55.E+07 1.36.E+07 1.07.E+07 1.40.E+07 1.35.E+07 1.37.E+07 1.19.E+07 1.67.E+07 1.40.E+07 1.48.E+07
2102 | QoHoog-1 |Fhosphalysine phasphohistidine inorganic pyrophosphate 0166 140.E+07 = 9.43E+06 = 107.E+07  1.10.E+07 = 652E+06  6.87.E+06 = 7.6LE+06  7.14.E+06 = 110.E+07  1.14E+07 = 115.E+07  1.3LE+07
phosphatase [OS=Homo sapiens]
2103 Q9BZE1 39S ribosomal protein L37, mitochondrial [OS=Homo sapiens] 9.164  1.60.E+07 9.59.E+06 9.61.E+06 9.90.E+06 7.36.E+06 5.74.E+06 3.24.E+06 1.48.E+07 1.12.E+07 1.12.E+07 9.08.E+06
2104 Q9NQZ2  Something about silencing protein 10 [OS=Homo sapiens] 9.156 2.07.E+07 1.87.E+07 1.15.E+07 2.17.E+07 1.56.E+07 1.11.E+07 1.30.E+07 1.27.E+07 1.29.E+07 1.28.E+07 2.18.E+07
2105 043752 Syntaxin-6 [OS=Homo sapiens] 9.149  7.92.E+06 6.73.E+06 6.68.E+06 5.26.E+06 5.90.E+06 6.07.E+06 4.92.E+06 6.61.E+06 1.98.E+06 5.00.E+06
2106 Q92783 signal transducing adapter molecule 1 [OS=Homo sapiens] 9.142 7.14.E+07 7.22.E+07 6.66.E+07 6.55.E+07 7.58.E+07 7.80.E+07 7.41.E+07 7.75.E+07 8.07.E+07 7.95.E+07 8.60.E+07 8.01.E+07
2107 P09497-1  clathrin light chain B [0S=Homo sapiens] 9.126  7.06.E+07 7.19.E+07 7.52.E+07 7.92.E+07 9.17.E+07 9.93.E+07 9.43.E+07 1.00.E+08 6.36.E+07 7.09.E+07 7.12.E+07 7.12.E+07
2108 Q15428 splicing factor 3a subunit 2 [OS=Homo sapiens] 9.11 1.29.E+07 1.22.E+07 9.63.E+06 1.32.E+07 1.78.E+07 1.71.E+07 1.74.E+07 1.60.E+07 1.56.E+07 1.52.E+07 1.43.E+07 1.49.E+07
2109 Q53FV1  ORM1-like protein 2 [OS=Homo sapiens] 9.11
2110 P26358-1  DNA (cytosine-5)-methyltransferase 1 [OS=Homo sapiens] 9.085 8.48.E+06 1.97.E+06 1.50.E+07
2111 P02768-1  Serum albumin [OS=Homo sapiens] 9.067 2.25.E+08 2.39.E+08 2.20.E+08 2.19.E+08 1.13.E+08 1.15.E+08 1.32.E+08 1.22.E+08 2.00.E+08 1.56.E+08 1.68.E+08 1.65.E+08
2112 Q7Z6K5 Arpin [OS=Homo sapiens] 9.01 1.51.E+07 1.05.E+07 1.06.E+07 8.73.E+06 1.25.E+07 1.25.E+07 1.32.E+07 7.57.E+06 1.09.E+07 8.02.E+06 9.86.E+06
2113 060925 prefoldin subunit 1 [OS=Homo sapiens] 8.998 7.59.E+07 7.92.E+07 7.69.E+07 7.12.E+07 6.76.E+07 6.91.E+07 7.39.E+07 7.21.E+07 7.04.E+07 8.21.E+07 8.11.E+07 7.24.E+07
2114  P56182 SR;Z?S::]W R el [FEiEm I e A [OESAED 8979 3.91E+07  3.89.E+07  458.E+07 = 430.E+07 = 320.E+07 = 3.62E+07 = 3.26.E+07 = 4.09.E+07 = 3.63.E+07 = 4.62.E+07 = 487.E+07  4.56.E+07
2115 Q9Y314 nitric oxide synthase-interacting protein [0S=Homo sapiens] 8.964 4.34.E+07 3.54.E+07 3.37.E+07 3.62.E+07 4.96.E+07 4.94.E+07 4.04.E+07 3.39.E+07 4.06.E+07 3.97.E+07 2.76.E+07 2.73.E+07
2116 Q86X83 COMM domain-containing protein 2 [OS=Homo sapiens] 8.948 2.50.E+07 1.76.E+07 2.02.E+07 1.26.E+07 2.06.E+07 2.17.E+07 2.01.E+07 2.43.E+07 2.46.E+07 2.07.E+07 1.99.E+07 2.09.E+07
2117 Q6UXN9 WD repeat-containing protein 82 [OS=Homo sapiens] 8.945 1.23.E+07 1.36.E+07 1.33.E+07 1.47.E+07

tRNA (guanine-N(7)-)-methyltransferase non-catalytic subunit
WDR4 [0S=Homo sapiens]

7SK snRNA methylphosphate capping enzyme [OS=Homo
sapiens]

Deoxynucleotidyltransferase terminal-interacting protein 2
[0S=Homo sapiens]

2118 P57081-1 8.884

2119 Q7L2J0-1 8.882 9.48.E+06 1.07.E+07 5.29.E+06 1.31.E+07 8.10.E+06 5.18.E+06 9.21.E+06 1.21.E+07 7.85.E+06 1.23.E+07

2120 Q5QJE6 8.868 1.60.E+08 1.36.E+08 7.11.E+07 1.34.E+08 1.61.E+08 1.35.E+08 1.15.E+08 8.64.E+07 1.29.E+08 8.56.E+07 6.48.E+07 5.09.E+07
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Supplemental Data 1. List of identified proteins

No. et Description Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDNG6-2 CLDN6-2 CLDNG6-2 CLDN6-2

) P Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4
2121 Q15819 Ubiquitin-conjugating enzyme E2 variant 2 [0S=Homo sapiens] 8.845 1.53.E+07 1.71.E+07 1.79.E+07 1.88.E+07 1.28.E+07 1.39.E+07 1.26.E+07 1.22.E+07 1.35.E+07 1.40.E+07 1.64.E+07 1.68.E+07
2122 015400 Syntaxin-7 [OS=Homo sapiens] 8.84 1.59.E+07 1.74.E+07 1.48.E+07 1.30.E+07 8.82.E+06 7.47 E+06 6.81.E+06 6.43.E+06 3.28.E+06 3.91.E+06

Vacuolar protein sorting-associated protein 45 [0OS=Homo

2123 QONRW7 8.793  1.49.E+07 1.87.E+07 7.17.E+06 1.52.E+07 2.23.E+07 2.05.E+07 1.40.E+07 1.49.E+07 2.00.E+07 1.42.E+07 1.16.E+07 1.93.E+07

sapiens]
2124 075832 ig;e"rzg{eamme IR SURESE (g Eely SN D [OR=HAD 8768 452E+07 = 450E+07 = 475E+07 = 384E+07 = 417.E+07  415E+07 = 417.E+07  394E+07 | 552.E+07  533E+07 = 515E+07 | 5.47.E+07
2125 095861-1 3/(2)5-bisphosphate nucleotidase 1 [0S=Homo sapiens] 8766 134E+06  3.40.E+06  139.E+06  3.26.E+06 9.62.E+05 4.34.E+06 8.50.E+05
2126 000411 DNA-directed RNA polymerase, mitochondrial [OS=Homo sapiens] 8.758 1.10.E+07 9.32.E+06 9.42.E+06 9.06.E+06 1.01.E+07 9.57.E+06 9.60.E+06 8.53.E+06 6.30.E+06 7.06.E+06 5.77.E+06 5.64.E+06
2127 043172-1  U4/U6 small nuclear ribonucleoprotein Prp4 [OS=Homo sapiens] 8.754  2.05.E+07 2.40.E+07 2.46.E+07 2.63.E+07 2.12.E+07 2.02.E+07 1.93.E+07 1.88.E+07 2.04.E+07 1.82.E+07 1.87.E+07 2.45.E+07

2128 P50851-1 '[‘(')ps(’fg'(‘)’:qi‘:;z;ges'{es”""S“’e U] BERHL e (I 875 177.E+07  184E+07  188.E+07 = 206.E+07 | 1094E+07  188.E+07 = 180.E+07  200.E+07 = 169.E+07 = 218E+07 = 228E+07  1.99.E+07

2129 Q9H5V8-1  CUB domain-containing protein 1 [0S=Homo sapiens] 8746 112E+07 = 119.E+07  147.E+07  114E+07  107.E+07  130E+07 = 106.E+07 = 121E+07 = 125E+07  159.E+07 = 1.70.E+07  1.54E+07
2130 P30405 ::;gi’;']' pellcEsansleneieselidnioeiondial Dok 8744 117.E+08  128.E+08  118E+08  122E+08  4.15E+08  173.E+08 = 164E+08  166.E+08  196.E+08  172E+08  191.E+08  1.85.E+08
Cleavage and polyadenylation specificity factor subunit 2

2131 Q9P2I0 ] 8.737
[OS=Homo sapiens]
2132 P37198 nuclear pore glycoprotein p62 [0S=Homo sapiens] 8736 8.83.E+06  101.E+07  102E+07  122E+07  100.E+07  107.E+07 = 13LE+07  121E+07  9.06.E+06  118E+07  1.06.E+07  9.87.E+06
2133 Q8NCG7  Sni-specific diacylglycerol lipase beta [0S=Homo sapiens] 8719 536E+06 = 435E+06 = 341E+06  445E+06 = 585E+06  580.E+06  6.66.E+06  6.57.E+08  5.66.E+06  8.45E+06  6.14.E+06  7.26.E+06
2134 Q9BZH6 WD repeat-containing protein 11 [0S=Homo sapiens] 8708 548.E+06 = 3.68.E+06 = 4.91E+06  504E+06 = 55LE+06  6.46.E+06 | 5.87.E+06  4.66.E+06 = 4.69.E+06 = 4.68.E+06  5.09.E+06  5.24.E+06
2135  Q969X6 ;’:‘DIS:;:' el (RN SN eG] BREED & Relley) [OS= i 8707 811E+06  6.33.E+06 = 6.86.E+06  105E+07 = 7.11E+06  7.76E+06 = 7.38.E+06  7.82E+06 = B895E+06 = 7.49.E+06  5.88.E+06  6.94E+06
2136 P35249 replication factor C subunit 4 [0S=Homo sapiens] 8676 4.61E+07 = 490.E+07  504E+07  575E+07 = 842E+06  3.06.E+07 = 121.E+07  576.E+06 = 211.E+07  183E+07  A490.E+07  4.72E+07
2137 QU6B26  Exosome complex component RRP43 [0S=Homo sapiens] 8.656 1.41.E+07 1.03.E407  1.37.E+07 1.51.E+07 1.39.E+07 = 421.E+06  242.E+07  7.90.E+06  2.22.E+07
2138 043159 ribosomal rna-processing protein 8 [0S=Homo sapiens] 8.651 3.95E+06 = 492.E+06  4.87.E+06  547.E+06 = 4.49E+06  A450.E+06 = 391.E+06  532E+08 = 505.E+06 = 4.97.E+06  529.E+06  4.89.E+06
2139 QINXG6  Transmembrane prolyl 4-hydroxylase [OS=Homo sapiens] 8.621 4.00.E+06 3.73.E+06 4.77.E+06 4.81.E+06 5.03.E+06 5.51.E+06 5.34.E+06 3.17.E+06 5.05.E+06 2.84.E+06 3.15.E+06 2.84.E+06
2140 P78406  mRNA export factor [0S=Homo sapiens] 8619 6.86.E+07 = 7.19.E+07 = 6.40.E+07  643.E+07 = 7.95E+07  7.08.E+07 = 6.03.E+07  6.70.E+07 = 7.40.E+07 = 7.8.E+07  6.97.E+07  7.49.E+07
2141 043395 U4/U6 small nuclear ribonucleoprotein Prp3 [OS=Homo sapiens] 8.614 2.19.E+07 3.48.E+07 2.78.E+07 2.69.E+07 2.97.E+07 3.00.E+07 3.00.E+07 2.76.E+07 2.30.E+07 2.79.E+07 2.85.E+07 4.01.E+07
2142 P17096-2 ;f)"giwom;;:;g'gh el e e (LS ME-Y 8598 4.80.E+07 = A476.E+07 = 46LE+07  547.E+07 = 6.8LE+07 = 7.0LE+07 = 7.00.E+07 = 6.59.E+07 = 5.30.E+07 = 584.E+07 = 520.E+07  5.33.E+07
2143 QINP92 39S ribosomal protein S30, mitochondrial [0S=Homo sapiens] 8524 306.E+07 = 270.E+07  260.E+07  219E+07 = 3.03E+07  259E+07 = 257.E+07 = 229E+07 = 3.80.E+07 = 3.05E+07 = 264.E+07  2.66.E+07
2144 Q99496  E3 ubiquitin-protein ligase RING2 [0S=Homo sapiens] 8497 117.E+07  133.E+07  149.E+07  186.E+07  1.32.E+07  161E+07 = 153.E+07  148.E+07  1.38.E+07  138E+07  134.E+07  1.40.E+07
2145 Q969T9  WW domain-binding protein 2 [0S=Homo sapiens] 8492 162E+07 = 231E+07  192E+07  3.73.E+06 = 204E+07  175E+07 = 222E+07  24B6E+07 = 157.E+07  179.E+07 = 184.E+07  1.58.E+07
peE EENEy | ekl i G e 8487 4.18.E+07 = 425E+07  424E+07  372E+07  3.68E+07 = 458E+07 = 3.16.E+07 = 3.03.E+07 = 4.04E+07 = 3.47.E+07 = 3.26.E+07  4.34E+07
phosphopantetheinyl transferase [0OS=Homo sapiens]
2147 P49761 Dual specificity protein kinase CLK3 [OS=Homo sapiens] 8.483 1.05.E+07 7.50.E+06 8.79.E+06 9.36.E+06 8.48.E+06 8.62.E+06 8.71.E+06 8.36.E+06 5.68.E+06 5.89.E+06 4.95.E+06 6.92.E+06
Mitochondrial import receptor subunit TOM6 homolog OS=Homo
2148 | QUEB4S | 0606 GNoTOMMB PELL SV-1 8464 154E+07 = 112.E+07 = 127.E+07  189.E+07 = 1.37.E+07  129E+07 = 839.E+06  159E+07  7.63.E+06  9.58.E+06  8.79.E+06  1.28.E+07
2149 Q9UBR2  Cathepsin Z [0S=Homo sapiens] 8452 337.E+07 = 298.E+07  350.E+07  342E+07 = 354E+07 | 3.97.E+07 | 412E+07  414E+07 = 243.E+07  317.E+07  3.14.E+07  3.08.E+07
2150  Q2TAY7  WDA40 repeat-containing protein SMU1 [0S=Homo sapiens] 8435 7.60.E+07  7.76.E+07  7.99.E+07  7.68.E+07  7.89.E+07  7.63.E+07 = B8.39.E+07  7.59.E+07  7.48.E+07  7.23E+07  6.16.E+07  7.03.E+07
2151  P82933  28S ribosomal protein S9, mitochondrial [0S=Homo sapiens] 8402 239.E+07 = 279.E+07  289E+07  3.32E+07 = 239.E+07 = 233.E+07 = 3.49.E+07  189E+07 = 371.E+07 = 345E+07 | 177.E+07  2.99.E+07
2152 Qie79s  |VADH dehydrogenase [ubiquinone] 1 aipha subcomplex subunit9, g 35c 546 Er07 | 278.E+407 | 3.31E+07 | 321E+07 | 2.62E+07  3.05E+07 | 300.E+07 = 218.E+07  3.00.E+07  313.E+07 = 324E+07  3.23E+07
mitochondrial [OS=Homo sapiens]
2153 Q9NZM5  ribosome biogenesis protein NOP53 [OS=Homo sapiens] 8.342 1.06.E+07 6.70.E+06 8.11.E+06 7.20.E+06 1.18.E+07 1.09.E+07 6.97.E+06 6.04.E+06 8.00.E+06 3.89.E+06 3.50.E+06 3.09.E+06
2154 Q99622  Protein C10 [0S=Homo sapiens] 834 266E+07  207.E+07  2.85E+07  181.E+07 | 148.E+07  165.E+07 = 134E+07  148E+07  156E+07  124E+07 = 143E+07  132.E+07
2155 094776 Metastasis-associated protein MTA2 [OS=Homo sapiens] 8.339 3.57.E+07 3.80.E+07 3.68.E+07 3.91.E+07 4.85.E+07 4.71.E+07 4.66.E+07 4.28.E+07 4.08.E+07 4.15.E+07 3.99.E+07 3.96.E+07
2156 Q13418 Integrin-linked protein kinase [0S=Homo sapiens] 8.338 118E+07  113.E+07  859E+06  120.E+07  157.E+07  132E+07 = 143E+07  102E+07 = 114E+07  113E+07  859.E+06  8.06.E+06
2157 Q9P289 serine/threonine-protein kinase 26 [0S=Homo sapiens] 8.33 2.05.E+08 2.05.E+08 2.04.E+08 2.09.E+08 2.14.E+08 2.07.E+08 2.08.E+08 2.12.E+08 2.22.E+08 2.02.E+08 2.29.E+08 2.30.E+08

ubiquitin-associated and SH3 domain-containing protein B
[OS=Homo sapiens]

ADP-ribosylation factor-like protein 6-interacting protein 1
[OS=Homo sapiens]

Lysosome-associated membrane glycoprotein 1 [OS=Homo
sapiens]

Glucose-induced degradation protein 8 homolog [OS=Homo
sapiens]

Vacuolar protein sorting-associated protein 18 homolog
[OS=Homo sapiens]

2158 Q8TF42 8.322 8.61.E+06 6.55.E+06 6.84.E+06 3.97.E+06 1.71.E+07 1.91.E+07 2.09.E+07 1.58.E+07 7.40.E+06 3.28.E+06 7.10.E+06 8.55.E+06

2159 Q15041 8.286 8.67.E+07 8.62.E+07 9.79.E+07 9.68.E+07 8.20.E+07 8.92.E+07 8.30.E+07 9.09.E+07 9.49.E+07 1.09.E+08 1.07.E+08 1.09.E+08
2160 P11279 8.261 8.66.E+07 1.18.E+08 1.02.E+08 1.14.E+08 1.19.E+08 1.15.E+08 1.17.E+08 1.29.E+08 8.48.E+07 1.06.E+08 1.04.E+08 1.01.E+08
2161 QONWU2 8.245 1.92.E+07 2.03.E+07 1.75.E+07 1.46.E+07 1.59.E+07 1.73.E+07 1.54.E+07 1.74.E+07

2162 Q9P253 8.243  1.03.E+07 8.43.E+06 6.81.E+06 8.77.E+06 9.40.E+06 6.98.E+06 8.25.E+06 8.89.E+06 8.85.E+06 6.87.E+06 7.98.E+06 9.12.E+06

2163 Q9Y3B7-1 39S ribosomal protein L11, mitochondrial [OS=Homo sapiens] 8.232 4.73.E+07 4.75.E+07 5.51.E+07 5.41.E+07 4.41.E+07 6.06.E+07 5.70.E+07 6.17.E+07 4.31.E+07 5.01.E+07 5.16.E+07 5.24.E+07
2164 QI9NPE3  H/ACA ribonucleoprotein complex subunit 3 [OS=Homo sapiens] 8.215 1.00.E+07 9.51.E+06 8.40.E+06 9.00.E+06 9.82.E+06 7.71.E+06 6.96.E+06 7.05.E+06 9.80.E+06 7.60.E+06 9.32.E+06 8.07.E+06
2165 Q14318 peptidyl-prolyl cis-trans isomerase FKBP8 [OS=Homo sapiens] 8.206

2166 Q9UBN7-1 histone deacetylase 6 [OS=Homo sapiens] 8.186 3.94.E+06 4.88.E+06

2167 P57105 Synaptojanin-2-binding protein [OS=Homo sapiens] 8.168 2.68.E+07 3.19.E+07 2.85.E+07 2.82.E+07 2.83.E+07 3.01.E+07 2.89.E+07 2.85.E+07 3.38.E+07 2.90.E+07 2.84.E+07 3.01.E+07
2168  Q8TEM1-1 Nuclear pore membrane glycoprotein 210 [OS=Homo sapiens] 8.162 4.87.E+06 7.36.E+06 1.82.E+06 3.76.E+06 2.94.E+06 6.96.E+06 2.75.E+06 4.79.E+06 4.06.E+06 2.45.E+06 2.41.E+06
2169 Q96EE3 nucleoporin Seh1 [OS=Homo sapiens] 8.151 1.52.E+08 4.55.E+07 1.49.E+08 4.34.E+07 1.39.E+08 1.41.E+08 6.94.E+07 6.65.E+07 8.03.E+07 8.05.E+07 7.93.E+07 8.56.E+07
2170 Q5T3I0 G patch domain-containing protein 4 [OS=Homo sapiens] 8.132 1.80.E+07 2.20.E+07 1.89.E+07 1.32.E+07 1.04.E+07 1.41.E+07 1.32.E+07 1.09.E+07 1.67.E+07 1.30.E+07 2.05.E+07 2.23.E+07
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Supplemental Data 1. List of identified proteins

No. et Description Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDNG6-2 CLDN6-2 CLDNG6-2 CLDN6-2

) P Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4
2171 P60468 protein transport protein Sec61 subunit beta [0S=Homo sapiens] 8.116  3.41.E+07 3.28.E+07 2.99.E+07 3.28.E+07 3.57.E+07 3.62.E+07 3.26.E+07 3.25.E+07 3.31.E+07 3.33.E+07 3.35.E+07 3.00.E+07
2172 Q92878 DNA repair protein Rad50 [OS=Homo sapiens] 8.087  7.47.E+06 6.53.E+06 9.02.E+06 2.86.E+06 1.35.E+07 4.83.E+06 4.61.E+06
2173 Q6YN16  Hydroxysteroid dehydrogenase-like protein 2 [OS=Homo sapiens] 8.081 5.22.E+07 6.47.E+07 5.87.E+07 5.18.E+07 5.57.E+07 5.71.E+07 5.48.E+07 5.38.E+07 6.53.E+07 6.78.E+07 6.66.E+07 6.53.E+07

Cation-independent mannose-6-phosphate receptor [0S=Homo

2174 P11717 8.068 7.51.E+06 7.97.E+06 8.17.E+06 8.25.E+06 4.34.E+06 5.52.E+06 3.91.E+06 5.54.E+06 9.33.E+06 1.12.E+07 1.80.E+07 1.77.E+07

sapiens]
2175  Q9Y371  Endophilin-B1 [0S=Homo sapiens] 8054 9.68.E+06 = 102.E+07  120E+07  958.E+06  152E+07  137.E+07 = 16LE+07  169.E+07 = 1.32.E+07  170.E+07 = 161L.E+07  1.53.E+07
2176 P54619-1 :;gl(\:::]actlvated protein kinase subunit gamma-1 [OS=Homo 8.032
2177 P61964 WD repeat-containing protein 5 [0S=Homo sapiens] 8022 310E+07 = 311.E+07  3.09.E+07  3.30.E+07 = 251E+07  267.E+07 = 225E+07  266.E+07 = 275E+07 = 284E+07 | 3.07.E+07  3.10.E+07
2178 Q9Y399 28S ribosomal protein S2, mitochondrial [OS=Homo sapiens] 7.995 3.53.E+05 8.30.E+05
2179 P46063  ATP-dependent DNA helicase Q1 [0S=Homo sapiens] 7979 126E+07 = 152E+07  152E+07  135E+07  157.E+07  143E+07 = 150.E+07 = 162E+07 = 138.E+07  178E+07  138.E+07  1.44E+07
2180 Q13526 gzgit;yslipm'y' CIRNS oS Ese NIV AHITErEi) L OS=HemD 7973 171E+07  177.E+07  155E+07  192E+07 = 16LE+07 = 146E+07 = 161E+07 = 110.E+07 = 152.E+07  154E+07  140.E+07  1.48.E+07
2181  P18887  DNA repair protein XRCC1 [0S=Homo sapiens] 7961 191E+07  355E+07  B85LE+06  278.E+07  84LE+06  278.E+07 = 28LE+07  290.E+07  6.2.E+06  2.3LE+07 = 5.44.E+06  2.23.E+07
pign | EeEEn | SSNFEIEEE MEUEESEE A g 6l 7948 118E+07 = 124E+07 = 11LE+07  116E+07 = 9.29E+06  111.E+07 = 1.12.E+07  115E+07  B8.73.E+06  105E+07  B8.16.E+06  1.47.E+07
chromatin subfamily B member 1 [OS=Homo sapiens]
2183 Q6YP21 Kynurenine--oxoglutarate transaminase 3 [OS=Homo sapiens] 7.922 2.29.E+07 2.47 E+07 2.11.E+07 1.58.E+07 1.71.E+07 1.50.E+07 1.56.E+07 2.29.E+07 2.17.E+07 2.14.E+07 2.23.E+07

Transmembrane emp24 domain-containing protein 2 [OS=Homo
sapiens]

sodium-coupled neutral amino acid transporter 2 [0S=Homo
sapiens]

Alpha- and gamma-adaptin-binding protein p34 [OS=Homo
sapiens]

2187  QUNZB2-1 S:‘;‘iz:ts“]""e CREEIVELSI Gl FHAREETIEHIIE (e 1 (U= 7.88 3.97.E+07 = 357.E+07  3.62E+07 = 3.16.E+07 = 324E+07  502E+07 = 478E+07 = 3.97.E+07 = 419.E+07 = 535.E+07 = 4.32.E+07  5.52.E+07
2188 095801 Tetratricopeptide repeat protein 4 [0OS=Homo sapiens] 7.868 1.78.E+07 8.79.E+06 1.03.E+07 5.62.E+06 1.02.E+07 1.03.E+07 1.13.E+07 9.35.E+06 1.43.E+07 6.26.E+06 1.05.E+07 9.71.E+06

PEe  QuEze  CowileeEiEseiEEieRee sl iy e (e 7858 7.34E+06 | 3.02E+07 = 3.20.E+07  3.70.E+07 | 3.21.E+07  830.E+06 = 4.04E+07  563.E+07 = 3.28E+07  3.46.E+07  330.E+07  3.58.E+07

2184 Q15363 7.906 2.85.E+07 1.69.E+07 2.84 E+07 2.59.E+07 3.66.E+07 3.67.E+07 3.58.E+07 3.30.E+07 2.05.E+07 2.93.E+07 3.20.E+07 1.76.E+07

2185 Q96QD8 7.898 1.89.E+07 1.96.E+07 1.81.E+07 1.80.E+07 1.99.E+07 1.69.E+07 1.75.E+07 1.99.E+07 2.44 E+07 2.01.E+07 1.94.E+07

2186 Q6PD74 7.897 1.49.E+07 7.34.E+06 1.02.E+07 1.75.E+07 1.40.E+07 2.02.E+07 1.50.E+07 1.22.E+07 1.62.E+07 1.44 E+07 1.26.E+07 9.72.E+06

sapiens]
2190 QOY4K1 ::;gir]"ma EEN laEli-eeiiEThE) ([ I B 7.856 3.33E+07 = B37.E+06 | 3.24E+07  41LE+07 = L1O7.E+07 = 446.E+407 = 2.30.E+07 = 247.E+07 | 466.E+07 | 3.63E+07 | 364E+07  LILE+07
2191 Q96B97-1 ::paie‘:g]"a'”'mma'”'"g TESEHAEE (e 1 QS 7853 924E+06 = 9.37.E+06 = 9.10.E+06  1.11.E+07 | 232.E+07 = 2.26E+07 = 2.16.E+07 = 193.E+07 = 16LE+07 = 150.E+07 = 147.E+07  1.47.E+07
2192 QUNQT4  Exosome complex component RRP46 [0S=Homo sapiens] 7.852 157.E+07  156E+07 = 192.E+07  1.96.E+07 163E+07  193E+07 = 193E+07  202.E+07 = 199.E+07  20LE+07  1.94.E+07

Vitamin K epoxide reductase complex subunit 1-like protein 1

2193 Q8Nous [0S=Homo sapiens] 7.834 3.58.E+07 2.71.E+07 2.74.E+07 3.59.E+07 2.82.E+07 3.48.E+07 3.11.E+07 2.80.E+07 2.80.E+07 3.12.E+07 2.64.E+07 2.43.E+07
2194 Q96C01  Protein FAM136A [OS=Homo sapiens] 7.826 1.47.E+07 1.61.E+07 1.95.E+07 6.15.E+06 2.07.E+07 1.28.E+07 1.00.E+07 1.17.E+07 1.36.E+07 1.29.E+07
2195 Q9NVS2 39S ribosomal protein S18a, mitochondrial [0S=Homo sapiens] 7.796  1.48.E+07 1.85.E+07 1.87.E+07 1.99.E+07 1.75.E+07 1.60.E+07 1.87.E+07 1.73.E+07 1.74.E+07 1.95.E+07 1.77.E+07 1.73.E+07

U3 small nucleolar ribonucleoprotein protein IMP3 [OS=Homo

2196 QONV31 7.766  1.39.E+07 9.91.E+06 9.80.E+06 1.67.E+07 1.16.E+07 1.35.E+07 1.17.E+07 8.02.E+06 8.51.E+06 8.22.E+06 9.28.E+06 8.50.E+06

sapiens]
2197  Q4GOF5 ;/::i:i':]r peleiaiinuEsserasd b oS hon: 7749 2.00E+07 = 215E+07 = 273.E+07 = 214E+07 = 25LE+07 = 276.E+07 = 2.65E+07 = 2.85.E+07 = 2.34E+07 = 2.78.E+07 | 3.09.E+07  2.40.E+07
2198 P14927 Cytochrome b-c1 complex subunit 7 [OS=Homo sapiens] 7.748 4.02.E+07 5.36.E+07 5.14.E+07 5.52.E+07 4.12.E+07 4.08.E+07 4.43.E+07 3.78.E+07 5.70.E+07 5.03.E+07 4.83.E+07 5.20.E+07
2199 Q8IWAO WD repeat-containing protein 75 [0S=Homo sapiens] 7738 304E+07 = 247.E+07  230.E+07 = 262E+07 = 226E+07 = 119E+07 = 220.E+07 = 197.E+07 = 234.E+07 = 253E+07 = 228.E+07  2.14.E+07
2200 Q8N543 prolyl 3-hydroxylase OGFOD1 [OS=Homo sapiens] 7.729 1.60.E+07 1.71.E+07
2201  QINVS9  Pyridoxine-5-phosphate oxidase [0S=Homo sapiens] 7704 113E+07 = 104E+07  117.E+07  111E+07 = 146.E+07  150E+07 = 161.E+07 = 159E+07 = 192.E+07 = 179.E+07 = 183.E+07  1.80.E+07
2202 Q8NDIL  EH domain-binding protein 1 [0S=Homo sapiens] 7.696 8.34.E+06  112.E+07  102E+07  8.14E+06 = 1.03E+07  852E+06 = 956.E+06 = 102E+07  103.E+07  9.62E+06  9.67.E+06  1.06.E+07
2203 Q15833-1 Syntaxin-binding protein 2 [0S=Homo sapiens] 7.694 7.18E+06 = 548.E+06 = 4.29E+06  A494E+06 = 472E+06  6.20E+06  6.10.E+06 = 3.98.E+06 = 3.72.E+06  2.55.E+06 2.98.E+06

Isoamyl acetate-hydrolyzing esterase 1 homolog [OS=Homo

2204 Q2TAA2 7.676  4.15.E+05 1.16.E+06 5.36.E+06 4.80.E+06 3.91.E+06 3.07.E+06 4.18.E+06 3.07.E+06 2.61.E+06 1.85.E+06

sapiens]
2205 P22570 ’S\'aAp[i);';]:adre"OdOX'" ilceiediciaselioaiondialiobabione 7673 166.E+07  116.E+07 = 110E+07  171E+07 = 127.E+07  169.E+07 = 155E+07  106.E+07 = 9.12.E+06  115E+07  1.18.E+07  1.00.E+07
2206 Q9HAV7  GrpE protein homolog 1, mitochondrial [OS=Homo sapiens] 7.668 8.51.E+07 7.95.E+07 9.16.E+07 9.11.E+07 8.86.E+07 8.41.E+07 8.43.E+07 9.28.E+07 7.93.E+07 8.82.E+07 9.47.E+07 9.41.E+07

NADH dehydrogenase [ubiquinone] 1 subunit C2 [OS=Homo

2207 0952981 ol O 766 110E+07  118E+07 = 119E+07  135E+07 | 136.E+07  148.E+07 = 166.E+07  171E+07 = 1.36E+07  143E+07 = 155E+07  1.38.E+07
2208 075391 Sperm-associated antigen 7 [OS=Homo sapiens] 7.629 1.89.E+06 3.93.E+05 3.18.E+05

2209  Q8N4V1  Membrane magnesium transporter 1 [0S=Homo sapiens] 7612 15LE+07 = 144E+07  132E+07  130.E+07 = 128E+07  129E+07 = 1.33.E+07  152E+07  110.E+07  123E+07  155.E+07  1.28.E+07
2210 Q9BT73  Proteasome assembly chaperone 3 [OS=Homo sapiens] 7.574

2211 Q92990  Glomulin [0S=Homo sapiens] 7555 147.E+07 | 142.E+07  180.E+07  223E+07 = 111E+07  13LE+07 = 153.E+07  124E+07  153.E+07  166.E+07 = 174.E+07  2.09.E+07
2212 QINY61  Protein AATF [0S=Homo sapiens] 7554  6.06.E+06  1.06.E+07 111.E+07  1.15E+07

2213 P00374 dihydrofolate reductase [OS=Homo sapiens] 7.546

2214 Q9HD15  Steroid receptor RNA activator 1 [OS=Homo sapiens] 7.543

2215 P23921 SR:")?::SC]'“S'de'd'phOSphate [SlstaslaioeabL O shicno 7484 171E+07 = 172.E+07  182E+07  199.E+07 = 153E+07  108.E+07 = 146E+07  110.E+07 = 134.E+07  102E+07  15LE+07  1.86.E+07
2216 P60059 :;‘;ti:grans‘m" G SEEil Sl G [CE=HETe 7464 2.23E+07  176.E+07 = 149E+07  2.31E+07 1.02.E+07 3.77.E+06
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Supplemental Data 1. List of identified proteins

Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-2 CLDN6-2 CLDN6-2 CLDN6-2

e accessel DSl Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4

SWI/SNF-related matrix-associated actin-dependent regulator of

2217 Q969G3 j d ! 7.456

chromatin subfamily E member 1 [OS=Homo sapiens]
2218 Q9HIT3 elongator complex protein 3 [0S=Homo sapiens] 742 786E+08  475E+06 | 582E+06 = 469.E+06  564E+06  524E+06 = 562E+06  523E+06 = 4.67.E+06  521E+06  7.58.E+06  6.08.E+06
2219 P16278  Beta-galactosidase [0S=Homo sapiens] 7398 3.87.E+07  3.84E+07  6.34.E+07  569.E+07  6.16.E+07  6.89.E+07 = 6.42.E+07  6.69.E+07 = 5.42.E+07  579.E+07 = 5.82.E+07  5.69.E+07
2220 Q9HABS-1  phosphopantothenate--cysteine ligase [0S=Homo sapiens] 7.385 825E+07 = B858.E+07  B895E+07  857.E+07 = 955E+07 = 8.97.E+07 = 9.18E+07  9.86.E+07 = B8.06.E+07 = B849E+07  9.04.E+07  8.82E+07
2221 Q8WwcC4 gs@:s?mtease""teracnng s, sl [[OESHem 7382 228E+07  264E+07 = 228E+07 = 227.E+07 = 203E+07 = 197.E+07 = 165E+07 = 167.E+07 = 2.23.E+07 = 1.99.E+07 = 198.E+07 = 1.78.E+07
2222 Q13425-1 Beta-2-syntrophin [0S=Homo sapiens] 7362 3.92E+07 | 433.E+07  462E+07  530.E+07 = 4.30.E+07 = 447.E+07 | 475E+07 | 486.E+07 | 529.E+07  4.87.E+07 = 494E+07  5.09.E+07
2223 QINR28-1 Diablo homolog, mitochondrial [0S=Homo sapiens] 7.351 479.E+07 = 578E+07 | 6.10.E+07  B849E+07 = 7.55E+07  6.63E+07 = 105E+08  8.72E+07 = 101.E+08  8.25E+07 = 9.18.E+07  7.99.E+07
2224 Q9P2X0-1 SD:")';T;']' [FRESPIELR TETTERS I e SHaumi S [OS=HemD 7346 3.43E+06  3.13.E+06  3.68.E+06 = 3.75.E+06 = 4.63E+06 = 462E+06 = 523E+06 = 564E+06 = 4.23E+06  3.67.E+06 = 4.3L.E+06 = 3.50.E+06
2225 060341 Lysine-specific histone demethylase 1A [OS=Homo sapiens] 7.339 1.97.E+07 5.11.E+06 8.81.E+06 6.90.E+06 3.33.E+06 4.78.E+06 1.13.E+07 3.30.E+07 2.24.E+07 2.64.E+07
2226 Q9BVC6  Transmembrane protein 109 [0S=Homo sapiens] 7.338 413E+07 = 7.81.E+07  9.29.E+07  101LE+08  7.66.E+07  109.E+08 = 116E+08  107.E+08 = 825E+07  111E+08  1.13.E+08  1.20.E+08
2227 Q4VC31 coiled-coil domain-containing protein 58 [OS=Homo sapiens] 7.336 2.81.E+07 3.16.E+07 2.71.E+07 2.92.E+07 2.43.E+07 1.99.E+07 2.23.E+07 2.60.E+07 3.20.E+07 2.86.E+07 3.05.E+07 3.30.E+07
2228  Q8N806 Putative E3 ubiquitin-protein ligase UBR7 [0S=Homo sapiens] 732 123E+07  6.74E+06 | 7.23E+06 = 9.88.E+06  859.E+06  102.E+07 = 104E+07 = 974E+06 = 7.53.E+06  648.E+06  7.42.E+06  5.95.E+06
2229 P82650 28S ribosomal protein S22, mitochondrial [OS=Homo sapiens] 7.27
2230  Q9UIQ6-1  Leucyl-cystinyl aminopeptidase [0S=Homo sapiens] 723 309E+06  169.E+06 = 220E+06 = 138.E+06  458E+06  3.98.E+06 = 457.E+06  3.82E+06 = 451.E+06 = 4.30.E+06 = 4.45E+06  4.43.E+06
2231 QU8AM6  Protein VAC14 homolog [0S=Homo sapiens] 723 626E+05  4.83.E+05  6.68.E+05 = 9.07.E+05 = 958E+05  10LE+06 = 1.0LE+06  9.15E+05  B8.5E+05  7.68.E+05  B8.69.E+05  8.35.E+05
2232 QINRK6 Fggﬂgi'ggs;f::;e SiEdanBlEenbe O nioc cndiicl 7226 894E+07 = 992.E+07 = 971E+07  8.76E+07 = 9.97.E+07 = 10LE+08 = 920.E+07 = 948E+07 = 958E+07 = 946.E+07 | 9.43.E+07  8.71E+07
2233 Q9BYD1 39S ribosomal protein L13, mitochondrial [0S=Homo sapiens] 7217 268E+07  A52E+07 | 492E+07  A423E+07 = 3.85E+07  3.89.E+07 = 4.09.E+07 = A40LE+07 = 424E+07  471E+07 = AS7.E+07  452E+07
2234 QINX46  Poly(ADP-ribose) glycohydrolase ARH3 [OS=Homo sapiens] 7206 120E+07 = 123.E+07  122E+07  120E+07 = 164E+07  160.E+07 = 1.36.E+07  145E+07  1.41.E+07  13LE+07  143.E+07  1.30.E+07
2235  Q3KQU3  MAP7 domain-containing protein 1 [0S=Homo sapiens] 7199 102E+07  B8.09.E+06  7.38E+06  103.E+07 = 9.62E+06  101E+07 = 875E+06  503E+08 = B854.E+06  411E+06  7.65.E+06  5.35E+06
2236 Q14192 Four and a half LIM domains protein 2 [OS=Homo sapiens] 7.188 1.93.E+07 2.68.E+07 2.78.E+07 2.63.E+07 2.52.E+07 3.19.E+07 3.27.E+07 2.98.E+07 3.12.E+07 3.93.E+07 4.27.E+07 3.61.E+07
2237 Q06587  E3 ubiquitin-protein ligase RING1 [0S=Homo sapiens] 7187 165E+07 = 194E+07  204E+07  202E+07 = 177.E+07  180.E+07 = 202E+07  195E+07 = 194.E+07  195E+07  214.E+06  1.52E+07
2238 095747 Serine/threonine-protein kinase OSR1 [OS=Homo sapiens] 7.185 3.22.E+07 3.19.E+07 3.42.E+07 3.13.E+07 3.23.E+07 2.83.E+07 3.36.E+07 3.55.E+07 3.48.E+07 3.37.E+07 3.52.E+07 3.35.E+07
2239 QUBSH4 :;?)’i‘:r']ast]"’”a' VR G GRS O GIERD A (SRS 7473 296.E+07 = 274E+07 | 342E+07  313E+07 = 3.22E+07  320E+07 = 273E+07 = 31LE+07 = 3.05E+07 = 343E+07  350.E+07  3.13.E+07
2240 Q06546  GA-binding protein alpha chain [0S=Homo sapiens] 7167 193E+07 = 228E+07 | 234E+07  206.E+07  3.32E+07  3.92E+07 = 404E+07  3.28E+07  584.E+07  520E+07  583.E+07  6.09.E+07
2241 Q8N684-1 %esff’:gri:r;‘;;‘;ﬁ':]de”y'a“o” Sttty ey suliulili 7 7166 3.53.E+07 = 373.E+07  356.E+07  3.74E+07 = 3.42E+07  3.33E+07 = 3.34E+07 = 3.73.E+07 = 4.65.E+07 = 4.26.E+07 = 4.19.E+07 | 4.02.E+07
2242 Q8NBN3-1 Transmembrane protein 87A [0S=Homo sapiens] 7149 6.98.E+06  4.47.E+06  BA47.E+06  6.39.E+06  570.E+06 = 9.33.E+06 = 9.13.E+06  8.63.E+06 = 6.32.E+06  7.73.E+06  6.80.E+06  8.98.E+06
2243 QBTEQ6  gem-associated protein 5 [0S=Homo sapiens] 7148 898.E+07  B8.80.E+07  830.E+07  B868.E+07 = 3.98E+07  656.E+07 = 6.75E+07 = 25LE+06  7.38.E+06 = 9.08.E+07 = 9.26.E+07  9.29.E+07
2244 Q15006 ER membrane protein complex subunit 2 [OS=Homo sapiens] 7.14 4.81.E+06 5.51.E+06 4.58.E+06 5.79.E+06 6.11.E+06 5.58.E+06 5.51.E+06 5.07.E+06 5.10.E+06 5.15.E+06 4.59.E+06 4.88.E+06
2245 Q8NI36 WD repeat-containing protein 36 [0S=Homo sapiens] 7137 291E+07 = 231E+07  230.E+07  246.E+07 = 2.39.E+07 = 217.E+07 = 220.E+07 = 173E+07 = 196.E+07 = 212E+07 = 217.E+07  1.93.E+07
e O i Gl AT (I el (el iy et 7 7132 598.E+06  445E+06  4.12E+06  135E+06 = 587.E+06 = 4.79.E+06 = 528E+06 = 510.E+06 = 4.27.E+06 = 3.93.E+06 = 4.21.E+06 = 3.70.E+06

mitochondrial [OS=Homo sapiens]
2247 043156 TELOZ2-interacting protein 1 homolog [OS=Homo sapiens] 7.132 9.81.E+06 7.45.E+06 8.79.E+06 7.82.E+06 8.23.E+06 7.51.E+06 7.96.E+06 7.99.E+06 8.10.E+06 9.18.E+06 9.90.E+06 9.02.E+06
2248 Q99735  microsomal glutathione S-transferase 2 [0S=Homo sapiens] 7126 350E+07  3.70.E+07  3.82E+07  3.38.E+07 = 3.8LE+07  3.82E+07 = 3.82E+07  400E+07 = 3.92.E+07 = 359.E+07 = 3.82.E+07  3.81E+07
2249 QINW64-1  Pre-mRNA-splicing factor RBM22 [0S=Homo sapiens] 7115 2.87.E+07  317.E+07  3.28E+07  3.05E+07 = 299E+07  2.88.E+07 = 3.11E+07  3.20E+07 = 35LE+07  3.64.E+07  3.6LE+07  3.24.E+07
2250  P51159-1 Ras-related protein Rab-27A [0S=Homo sapiens] 7107 572E+07 = 583.E+07  599.E+07  327.E+07 = 88LE+07  9.10.E+07 = 584E+07  93LE+07 = 961.E+07  100E+08  1.03.E+08  1.02.E+08
2251 Q9H3z4 DnaJ homolog subfamily C member 5 [OS=Homo sapiens] 7.097 2.79.E+07 2.92.E+07 2.99.E+07 3.61.E+07 3.32.E+07 3.43.E+07 3.57.E+07 3.59.E+07 3.90.E+07 3.94.E+07 3.90.E+07 3.89.E+07
2252 PA46736 Lys-63-specific deubiquitinase BRCC36 [0S=Homo sapiens] 7092 122E+07  131E+07  134E+07  960.E+06  7.98E+06  7.97.E+06  B8.65E+06  8.27.E+06  1.30.E+07 = 123E+07 = 128.E+07  1.14E+07
2253 P08174-1 Complement decay-accelerating factor [OS=Homo sapiens] 7.088
2254 Q8N668  COMM domain-containing protein 1 [OS=Homo sapiens] 7.045 1.31.E+07 1.31.E+06
2255 Q96A35 39S ribosomal protein L24, mitochondrial [OS=Homo sapiens] 7.023  1.20.E+07 2.10.E+07 1.67.E+07 1.82.E+07 1.48.E+07 7.77.E+06 1.34.E+07 1.11.E+07 1.88.E+07 1.53.E+07 1.74.E+07 1.58.E+07
2256 P54709 z:g;znms’]pmass'“m'”a”SpO”'”g ATPase subunitbeta-3[OS=Homo 7 515 134 Fi08 1356408 = 120408 1256408 = 123E+08  115E+08  1190E+08  115E+08  L163.E+08 175408 = 170.6+408  153.E+08
2257 Q13232  Nucleoside diphosphate kinase 3 [0S=Homo sapiens] 7012 360.E+07 = 279.E+07  289.E+07  3.33.E+07  219.E+07 = 211E+07 = 196.E+07  162E+07 = 2.85E+07  281E+07 = 293.E+07  3.11E+07
2258 A4D1E9-1 GTP-binding protein 10 [OS=Homo sapiens] 6.999 6.94.E+05 2.95.E+06 2.34.E+06 6.02.E+06 6.62.E+06
2259 015042 ;’:pise"nF;T‘P'aSSOC'a‘ed SUIRP e CRMIETIE (G OSSR 6.985 146.E+07 = 170.E+07 = 149.E+07  130.E+07 = 175E+07  169.E+07 = L17LE+07 = 186.E+07 = 177.E+07  186.E+07 = 156.E+07 = 1.74.E+07
2260 C9JRZ8  Aldo-keto reductase family 1 member B15 [OS=Homo sapiens] 6.983 7.47.E+06 8.03.E+06 7.43.E+06 5.14.E+06
2261 Q04446 1,4-alpha-glucan-branching enzyme [OS=Homo sapiens] 6.96 1.02.E+07 1.04.E+07 4.67.E+06 9.06.E+06 1.01.E+07 1.76.E+07 1.04.E+07 1.31.E+07 6.80.E+06 1.29.E+07 1.28.E+07 1.33.E+07
2262 Q4KMP7  TBC1 domain family member 108 [0S=Homo sapiens] 6.958 2.38.E+06 = 3.19.E+06 = 291E+06  324E+06  3.27.E+06  293.E+06  3.00.E+06  3.24E+08 = 322.E+06 = 2.89.E+06  269.E+06  2.44E+06
2263 043913 Origin recognition complex subunit 5 [OS=Homo sapiens] 6.956 1.11.E+07 3.84.E+06 6.70.E+06 1.92.E+06 3.46.E+06 2.51.E+06 3.97.E+06 1.47.E+06 4.87.E+06
2264 Q14181  DNA polymerase alpha subunit B [0S=Homo sapiens] 6.941 939.E+06  831.E+06  9.61E+06  135E+07 = 120.E+07  104E+07 = 6.35E+06  113E+07  6.76.E+06  7.63E+06  B8.16.E+06  8.19.E+06
2265  Q4G0J3 La-related protein 7 [0S=Homo sapiens] 69 296.E+07  3.08E+07  3.16.E+07 = 276E+07  238.E+07  200.E+07 | 2.10.E+07 = 294.E+07  222E+07  248.E+07 = 213E+07 | 2.28.E+07
2266 | (Qozegs |dcranvigeranyltransferase type-2 subunit alpha [0S=Homo 6.893 273E+06 = 2.76.E+06 = 184E+05  506.E+06  A4.78.E+06 = 456.E+06 = 2.65.E+06 = 4.92.E+06  574.E+06 = 55L.E+06 = 4.81E+06

sapiens]
tRNA (adenine(58)-N(1))-methyltransferase non-catalytic subunit

. 6.852  3.45.E+07 2.00.E+07 7.43.E+06 3.05.E+07 7.31.E+06 6.60.E+06 7.50.E+06 7.35.E+06 2.30.E+07 5.85.E+06 7.67.E+06 5.71.E+06
TRM6 [OS=Homo sapiens]

2267  Q9UJAS5-1

2268 Q00765 Receptor expression-enhancing protein 5 [0S=Homo sapiens] 6.852 2.05.E+08 2.32.E+08 1.95.E+08 1.85.E+08 2.20.E+08 2.17.E+08 2.28.E+08 2.15.E+08 2.61.E+08 2.11.E+08 2.10.E+08 2.09.E+08
2269 Q9BQ69  O-acetyl-ADP-ribose deacetylase MACROD1 [OS=Homo sapiens] 6.829 5.07.E+06 7.02.E+07 7.47.E+07 7.66.E+07 8.31.E+07
2270 095295 SNARE-associated protein Snapin [0S=Homo sapiens] 6.811 1.76.E+05

2271 P54578 Ubiquitin carboxyl-terminal hydrolase 14 [OS=Homo sapiens] 6.805 1.57.E+07 1.64.E+07 2.01.E+07 1.90.E+07 2.17.E+07 2.32.E+07 2.37.E+07 2.41.E+07 1.77.E+07 2.21.E+07 1.84.E+07 1.85.E+07
2272 P57060 RWD domain-containing protein 2B [OS=Homo sapiens 6.798
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Supplemental Data 1. List of identified proteins

No. et Description Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDNG6-2 CLDN6-2 CLDNG6-2 CLDN6-2
Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4
2273 QINPD3  Exosome complex component Rrp41 [OS=Homo sapiens] 6.777 2.12.E+07 1.94.E+07 1.81.E+07 1.90.E+07 1.51.E+07 1.45.E+07 1.42.E+07 1.32.E+07 1.92.E+07 1.59.E+07 1.66.E+07 1.79.E+07
2274 Q8IzL8 :;‘;'igfs'i glianiaetigandletun euatippelIo=sHom: 6.75 6.90.E+06  4.16.E+06 = 5.24E+06 = 6.11E+06 = 469.E+06  6.25E+06 = 57LE+06 = 6.09.E+06 = 3.30.E+06 = 4.66.E+06 = 4.33.E+06  5.67.E+06
2275 Q6NUQ4  Transmembrane protein 214 [OS=Homo sapiens] 6.734  3.04.E+07 2.51.E+07 3.11.E+07 3.14.E+07 3.85.E+07 4.81.E+07 4.66.E+07 4.72.E+07 3.02.E+07 3.72.E+07 3.85.E+07 3.84.E+07

Dol-P-Man:Man(5)GIcNAc(2)-PP-Dol alpha-1,3-

2276 Q926851 . 673 920E+06  8.13.E+06  7.65E+06  7.76E+06 = 104.E+07 = 104.E+07 = 982E+06  104E+07 = 115E+07  140E+07 = 104E+07  144E+07
mannosyltransferase [OS=Homo sapiens]
2277 Q92643  GPl-anchor transamidase [0S=Homo sapiens] 6714 324E+07  202E+07  360.E+07 = 415E+07 = 36LE+07  7.39.E+07  6.3LE+06  6.22E+06 | 3.0LE+07  259E+07 = 375E+07  3.32.E+07
2278 Q7Z2W9 39S ribosomal protein L21, mitochondrial [OS=Homo sapiens] 6.712 1.95.E+07 1.22.E+07 1.38.E+07 2.14.E+07 2.11.E+07 1.86.E+07 1.90.E+07 1.26.E+07 2.01.E+07 1.47.E+07 2.15.E+07 2.34.E+07
2279 095249-1  Golgi SNAP receptor complex member 1 [0S=Homo sapiens] 6.7 3.78.E+07  289E+07 | 3.86.E+07 3.00.E+07  6A4LE+07 = 540.E+07 = 4.86.E+07 | 447.E+07 | 4.95E+07 4.88.E+07
) oupayy el el e el e e g & 6.696 5.53.E+05 = 7.23.E+06 1.01.E+07 2.32.E+06 107.E+07 = 9.44E+06  1.00.E+07  9.14E+06
[OS=Homo sapiens]
2281 Q8WXA9-2 ;Z%‘i::"orzngfssa‘;'i';rg gty @At (Ieien 6.695 1.27.E+07 = T7.47.E+06  7.25E+06 = O.67.E+06 = 8.14E+06  9.67.E+06  3.60.E+06 5.00.E+06  7.64E+06 = 7.16.E+06  1.20.E+07
2282 Q99598 Translin-associated protein X [0OS=Homo sapiens] 6.688 1.39.E+07 1.10.E+07 1.19.E+07 7.56.E+06 9.50.E+06 7.94.E+06 1.09.E+07 7.78.E+06 1.07.E+07 1.11.E+07 1.16.E+07
2283 Q14919-1 Drl-associated corepressor [0S=Homo sapiens] 6.687 520E+06  103E+07  109.E+07 = 132E+07 = 146E+07  143.E+07  144E+07  130E+07 = 142.E+07  126E+07 = 134E+07  134E+07
2284  Q92797-1  Symplekin [0S=Homo sapiens] 6.687 0.89.E+06  6.80.E+06  B.77.E406  129E+06 = 6.53.E+06  5.83.E+06  6.62.E+06  534.E+06 6.80.E+06  7.0LE+06  7.30.E+06
2285  ABMWDY %’gg’gﬂi?:ﬁ;gﬁgﬁ TR G [t 45 6.666 1.68.E+08  133E+08 = 102.E+08  175E+08  225E+08  224E+08  217.E+08  192E+08  200.E+08  174E+08 = 17LE+08  2.20.E+08
2286 P35658-1 Nuclear pore complex protein Nup214 [0S=Homo sapiens] 6.666 542E+06  7.85E+06  693E+06 | 141.E+07  117.E+07 = 123E+07 = 120E+07 | 8.29.E+06  458.E+06 = 945E+06  7.83.E+06
2287 QOUPN9-1  E3 ubiquitin-protein ligase TRIM33 [0S=Homo sapiens] 6.663 B812E+06  7.95E+06  7.10.E+06 = 8.44E+06 = B8.26.E+06  5.8LE+06  6.9LE+06  B8.6LE+06  7.23.E+06  8.06.E+06  7.58.E+06  8.98.E+06
2288 Q8WVV9 :';;erﬁg]e"e"us SIS GRS (LR [OS=AAie 6.659 172E+07 = 154E+07 = 159E+07  155E+07 = 131E+07  121E+07 = 121.E+07 = 142E+07 = 151.E+07 = 179.E+07  157.E+07
2289 QINV56  MRG/MORFAL-binding protein [0S=Homo sapiens] 6.646 881.E+06 = 130.E+07  329E+07 | 111E+07  2.64.E+07 1.82.E+07 | 1.00.E+07

LIM and calponin homology domains-containing protein 1
20 | QeUFeel [OS=Homo sapiens]
2291 Q5VTL8 Pre-mRNA-splicing factor 38B [OS=Homo sapiens] 6.591 1.51.E+07 1.46.E+06 1.88.E+07 1.02.E+07 1.74.E+07 1.90.E+07 1.97.E+07 1.16.E+07 1.22.E+07 1.46.E+07 2.06.E+07

6.606  3.85.E+06 2.06.E+06 2.89.E+06 2.18.E+06 4.72.E+06 4.12.E+06 5.22.E+06 5.42.E+06 2.33.E+06 3.33.E+06 3.38.E+06 4.08.E+06

2292 Q96TC7  Regulator of microtubule dynamics protein 3 [OS=Homo sapiens] 6.544

Cytochrome c oxidase assembly factor 3 homolog, mitochondrial

2 QARD [OS=Homo sapiens]

6.535 3.18.E+07 3.51.E+07 3.81.E+07 3.48.E+07 3.77.E+07 4.10.E+07 3.97.E+07 4.35.E+07 4.14.E+07 3.79.E+07 3.63.E+07 3.73.E+07

2294 P03928 ATP synthase protein 8 [0S=Homo sapiens] 6.533  6.19.E+07 6.63.E+07 6.77.E+07 6.98.E+07 7.48.E+07 7.09.E+07 7.07.E+07 7.06.E+07 7.41.E+07 8.05.E+07 8.10.E+07 7.46.E+07
2295 QB8WYA6  Beta-catenin-like protein 1 [OS=Homo sapiens] 6.527 4.90.E+07 4.82.E+07 5.08.E+07 5.18.E+07 4.50.E+07 4.62.E+07 4.58.E+07 4.39.E+07 4.79.E+07 4.50.E+07 4.68.E+07 5.25.E+07
2296 043929 origin recognition complex subunit 4 [OS=Homo sapiens] 6.522  2.44.E+06 2.24.E+06 2.22.E+06 2.98.E+06 3.20.E+06 3.25.E+06 3.43.E+06 2.68.E+06 2.32.E+06 2.80.E+06 1.50.E+06 1.33.E+06
2297 Q6ZSJ8 Uncharacterized protein Clorf122 [OS=Homo sapiens] 6.514 5.73.E+06 6.61.E+06 6.46.E+06 7.37.E+06 7.25.E+06 5.58.E+06 6.64.E+06 4.90.E+06 6.76.E+06 6.79.E+06 7.47.E+06 6.61.E+06
2298 Q14517 Protocadherin Fat 1 [OS=Homo sapiens] 6.465 8.80.E+05 1.54.E+06 1.52.E+06 2.03.E+06 1.67.E+06 1.74.E+06 9.90.E+05 1.74.E+06 1.63.E+06 1.58.E+06
2299 Q9H479 fructosamine-3-kinase [OS=Homo sapiens] 6.458 1.43.E+07 1.11.E+07 1.18.E+07 3.87.E+06

2300 Q9UHA4  ragulator complex protein LAMTOR3 [OS=Homo sapiens] 6.436  3.34.E+07 3.83.E+07 4.19.E+07 3.26.E+07 3.18.E+07 3.07.E+07 1.57.E+07 3.96.E+07 4.07.E+07 3.92.E+07 4.20.E+07
2301 Q16643 drebrin [OS=Homo sapiens] 6.436  5.82.E+06 7.67.E+06 7.00.E+06 7.86.E+06 1.26.E+07 1.30.E+07 1.24.E+07 1.24. E+07 7.46.E+06 8.90.E+06 7.10.E+06 8.11.E+06
2302 P48147 prolyl endopeptidase [OS=Homo sapiens] 6.41

2303 Q8IUR7-1  Armadillo repeat-containing protein 8 [0OS=Homo sapiens] 6.406 3.96.E+06 3.78.E+06 4.19.E+06 5.06.E+06 3.96.E+06 4.59.E+06 4.28.E+06 4.19.E+06 5.05.E+06 4.14.E+06 4.79.E+06
2304 Q16513 Serine/threonine-protein kinase N2 [OS=Homo sapiens] 6.398 1.73.E+07 1.30.E+07 1.94.E+07 1.36.E+07 1.19.E+07 1.03.E+07 1.48.E+07 1.02.E+07 1.42.E+07 1.36.E+07 1.26.E+07 1.84.E+07
2305  QBPJIT7-1 f;:)ci;:ger CIOEIA] etz [faiEm 14 [0S em 6.391 169.E+07  171E+07  191.E+07  143E+07 = 178E+07 = 190.E+07 = 172.E+07  161E+07 = 2.20.E+07 = 2.41.E+07  198.E+07  2.3LE+07
2306 Q9NRG9-1 Aladin [OS=Homo sapiens] 6.384 1.18.E+07 8.50.E+06 1.30.E+07 1.61.E+07 5.42.E+06 7.46.E+06 5.62.E+06 5.39.E+06 7.65.E+06 6.42.E+06 5.17.E+06 1.27.E+07
2307 Q9H307 Pinin [0OS=Homo sapiens] 6.37 2.68.E+07 2.51.E+07 2.73.E+07 3.04.E+07 2.71.E+07 2.37.E+07 2.42.E+07 2.39.E+07 2.40.E+07 2.32.E+07 2.50.E+07 2.91.E+07
2308 000483 Cytochrome c oxidase subunit NDUFA4 [OS=Homo sapiens] 6.351 1.09.E+08 1.16.E+08 1.10.E+08 1.04.E+08 1.08.E+08 1.10.E+08 1.07.E+08 1.13.E+08 8.82.E+07 8.46.E+07 8.15.E+07 8.39.E+07
2309  Q7Z4H3-1 HD domain-containing protein 2 [OS=Homo sapiens] 6.344

2310 P36915-1  Guanine nucleotide-binding protein-like 1 [OS=Homo sapiens] 6.342 1.92.E+07 2.04.E+07 2.11.E+07 1.89.E+07 1.90.E+07 1.48.E+07 1.89.E+07 2.08.E+07 1.86.E+07 1.84.E+07 2.08.E+07 1.68.E+07

BUB3-interacting and GLEBS motif-containing protein ZNF207

2311 043670-1 eSS e Serains] 6.313  2.83.E+07 2.78.E+07 2.21.E+06 2.79.E+07 2.99.E+07 3.65.E+07 3.60.E+07 3.22.E+07 3.76.E+07 3.71.E+07 3.91.E+07
2312 QINX20 39S ribosomal protein L16, mitochondrial [OS=Homo sapiens] 6.295 1.77.E+07 1.79.E+07 2.12.E+07 1.94.E+07 1.68.E+07 1.80.E+07 1.76.E+07 1.95.E+07 1.45.E+07 1.98.E+07 2.05.E+07 1.89.E+07
2313 Q9HASO  Protein Njmu-R1 [OS=Homo sapiens] 6.282 3.94.E+06 2.11.E+06 2.96.E+06 2.78.E+06 2.45.E+06 2.58.E+06 2.19.E+06 2.19.E+06 2.10.E+06 2.16.E+06 2.62.E+06 2.54.E+06
2314  Q9NR56-1  Muscleblind-like protein 1 [OS=Homo sapiens] 6.275 5.78.E+07 6.08.E+07 6.59.E+07 7.09.E+07 5.86.E+07 6.63.E+07 6.94.E+07 7.61.E+07 6.00.E+07 7.09.E+07 6.93.E+07 6.69.E+07
2315 Q99848 Probable rRNA-processing protein EBP2 [OS=Homo sapiens] 6.273  4.19.E+07 3.96.E+07 4.50.E+07 4.30.E+07 3.74.E+07 4.45.E+07 3.91.E+07 3.97.E+07 3.14.E+07 4.01.E+07 3.86.E+07 3.57.E+07
2316 P37235 Hippocalcin-like protein 1 [OS=Homo sapiens] 6.23  4.90.E+07 5.29.E+07 5.07.E+07 5.15.E+07 5.53.E+07 5.64.E+07 5.36.E+07 5.32.E+07 8.15.E+07 7.76.E+07 8.10.E+07 8.20.E+07
2317 P21589-1 5'-nucleotidase [OS=Homo sapiens] 6.228

2318  Q9H2HB8-1  peptidyl-prolyl cis-trans isomerase-like 3 [0S=Homo sapiens] 6.209  8.45.E+06 1.27.E+07 1.27.E+07 9.30.E+06 9.21.E+06 1.08.E+07 1.03.E+07 1.06.E+07 1.46.E+07 1.18.E+07 1.23.E+07 1.05.E+07
2319 Q9Y614-1  Ubiquitin carboxyl-terminal hydrolase 3 [OS=Homo sapiens] 6.208 1.76.E+07 1.85.E+07 1.31.E+07 1.84.E+07 2.11.E+07 2.05.E+07 2.02.E+07 1.69.E+07 1.50.E+07 1.88.E+07 1.35.E+07 1.69.E+07
2320  Q9Y2A7-1 Nck-associated protein 1 [OS=Homo sapiens] 6.145

2321 QUBTES-1 Mlnl-chromosome maintenance complex-binding protein 6.142

[OS=Homo sapiens]

2322 Q9BVC4 target of rapamycin complex subunit LST8 [OS=Homo sapiens] 6.112 6.13.E+06 4.82.E+06 7.24.E+06 5.80.E+06 7.20.E+06 3.63.E+06 5.65.E+06 7.58.E+06 5.31.E+06 9.45.E+06 1.01.E+07
2323 Q9BYT8  Neurolysin, mitochondrial [0S=Homo sapiens] 6.105 7.07.E+06 7.69.E+06 8.29.E+06 4.15.E+06 4.71.E+06 3.96.E+06 4.54.E+06 8.77.E+06 4.73.E+06 4.48.E+06
2324 Q16658 Fascin [OS=Homo sapiens] 6.08 1.77.E+07 1.83.E+07 2.09.E+07 1.97.E+07 1.09.E+07 1.28.E+07 1.17.E+07 1.33.E+07 1.75.E+07 2.25.E+07 2.84. E+07 2.24 E+07

GTP:AMP phosphotransferase AK3, mitochondrial [OS=Homo
sapiens]
3-hydroxyisobutyryl-CoA hydrolase, mitochondrial [OS=Homo
sapiens]

2325 QoUN7-1 6.08 1.00.E+07 8.35.E+06 9.43.E+06 1.48.E+07 1.22.E+07 1.37.E+07 1.40.E+07 1.03.E+07 1.12.E+07 1.18.E+07 8.68.E+06 1.10.E+07

2326 Q6NVY1 6.075 2.87.E+07 3.08.E+07 2.72.E+07 2.96.E+07 2.38.E+07 2.28.E+07 2.22.E+07 2.40.E+07 3.71.E+07 3.26.E+07 3.09.E+07 3.25.E+07
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No. et Description Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDNG6-2 CLDN6-2 CLDNG6-2 CLDN6-2
) P Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4

2327 QINUQ8  ATP-binding cassette sub-family F member 3 [OS=Homo sapiens] 6.067 1.71.E+06 2.10.E+06 1.91.E+06 2.79.E+06 2.89.E+06 2.98.E+06 3.47.E+06 3.27.E+06 2.89.E+06 3.01.E+06 3.15.E+06 4.10.E+06
2328 Q86SX6  Glutaredoxin-related protein 5, mitochondrial [OS=Homo sapiens] 6.047  9.30.E+06 5.87.E+06 1.66.E+07 2.11.E+07 4.04.E+06 1.28.E+07 1.21.E+07 1.28.E+07 4.68.E+06 1.24.E+07 1.62.E+07 1.49.E+07
2329 043447 peptidyl-prolyl cis-trans isomerase H [OS=Homo sapiens] 6.045 4.46.E+07 4.30.E+07 4.44 E+07 4.23.E+07 3.78.E+07 4.31.E+07 4.20.E+07 4.29.E+07 4.11.E+07 4.65.E+07 4.57.E+07 4.22.E+07
2330 Q9Y2R4 :;gf;t:f ATP-dependent RNA helicase DDX52 [OS=Homo 6.028

2331 Q15714-1  TSC22 domain family protein 1 [OS=Homo sapiens] 6.027 2.83.E+07 3.09.E+07 3.70.E+07 2.96.E+07 3.88.E+07 4.48.E+07 4.13.E+07 4.84.E+07 4.04.E+07 4.35.E+07 3.93.E+07 4.15.E+07
2332 Q86YP4  Transcriptional repressor p66-alpha [OS=Homo sapiens] 6.023  3.75.E+06 3.44.E+06 3.58.E+06 4.66.E+06 4.82.E+06 5.61.E+06 4.35.E+06 4.70.E+06 3.64.E+06 4.30.E+06 4.72.E+06 4.88.E+06
2333 Q8NBJ5 Procollagen galactosyltransferase 1 [OS=Homo sapiens] 6.017 1.39.E+07 1.86.E+07 1.43.E+07 1.47.E+07 2.32.E+07 2.81.E+07 1.46.E+07 2.84.E+07 1.34.E+07 1.11.E+07 1.82.E+07 1.99.E+07
2334 | Q9UK41-y |VBcuolar protein sorting-associated protein 26 homolog 6.012 150.E+07 = 6.15E+06 = 168.E+07  150.E+07 = 9.94E+06  164E+07  1.68.E+07 147.E+07  141.E+07 = 976.E+06  1.76.E+07

[OS=Homo sapiens]
Short/branched chain specific acyl-CoA dehydrogenase,
mitochondrial [OS=Homo sapiens]

2336  Q9NPA8-1 Transcription and mRNA export factor ENY2 [OS=Homo sapiens] 5.995 2.72.E+07 2.34.E+07 2.19.E+07 2.93.E+07 2.47.E+07 2.38.E+07 2.30.E+07 2.46.E+07 2.61.E+07 2.88.E+07 3.02.E+07 1.59.E+07

Mitochondrial import inner membrane translocase subunit Tim10
[OS=Homo sapiens]

2335 P45954 6 1.61.E+07 3.96.E+06 9.94.E+06 9.06.E+06 1.32.E+07 1.24.E+07 7.46.E+06 2.80.E+06 1.20.E+07 3.16.E+06 7.88.E+06 3.13.E+06

2337 P62072 5.98 243.E+07 2.64.E+07 2.67.E+07 2.90.E+07 2.40.E+07 2.39.E+07 2.38.E+07 2.52.E+07 2.18.E+07 2.50.E+07 2.23.E+07 2.33.E+07

2338 P78346-1 ribonuclease P protein subunit p30 [OS=Homo sapiens] 5.97 1.15.E+07 8.56.E+06 1.05.E+07 2.83.E+07 1.61.E+07 1.44. E+07 2.34.E+07 2.96.E+07
2339 Q96S66 chloride channel CLIC-like protein 1 [OS=Homo sapiens] 5.966 1.17.E+06 1.62.E+06 1.38.E+06 1.34.E+06 1.84.E+06 2.13.E+06 2.41.E+06 1.78.E+06 1.37.E+06 1.84.E+06 1.39.E+06 1.38.E+06
2340 Q13217 DnaJ homolog subfamily C member 3 [OS=Homo sapiens] 5.964 1.30.E+07 9.76.E+06 1.02.E+07 3.35.E+06 1.63.E+07 1.29.E+07 4.26.E+06 1.06.E+07 1.26.E+07 3.47.E+06 3.70.E+06 9.22.E+06
2341 Q9NVI1-3  Fanconi anemia group | protein [OS=Homo sapiens] 5931 7.00.E+06 5.80.E+06 4.97.E+06 4.90.E+06 8.07.E+06 5.78.E+06 6.43.E+06 6.79.E+06 4.21.E+06 4.37.E+06 5.23.E+06 4.29.E+06
2342  Q8NG11-1 Tetraspanin-14 [OS=Homo sapiens] 5.922 2.32.E+06 3.81.E+06 2.74.E+06 3.25.E+06 7.33.E+06 6.46.E+06 6.43.E+06 7.55.E+06 5.01.E+06 4.24.E+06 4.50.E+06 5.41.E+06
2343 Q9P2W9  Syntaxin-18 [OS=Homo sapiens] 5901 4.11.E+06 3.20.E+06 3.72.E+06 3.61.E+06 3.99.E+06 3.51.E+06 4.16.E+06 3.17.E+06 3.66.E+06 4.69.E+06 3.28.E+06 4.44.E+06
2344 014776-1  Transcription elongation regulator 1 [OS=Homo sapiens] 5.898 4.49.E+07 5.07.E+07 5.24.E+07 6.65.E+07 3.63.E+07 4.68.E+07 4.19.E+07 3.98.E+07 4.73.E+07 5.52.E+07 4.76.E+07 5.06.E+07

Xenotropic and polytropic retrovirus receptor 1 [0S=Homo
sapiens]

ATP synthase mitochondrial F1 complex assembly factor 2
[OS=Homo sapiens]

2345 Q9UBH6 5.87 5.63.E+06 4.93.E+06 5.95.E+06 4.71.E+06 4.58.E+06 5.09.E+06 4.63.E+06 3.82.E+06 3.76.E+06 3.97.E+06 4.30.E+06

2346 Q8N5M1 5.866 5.10.E+06 6.09.E+06 4.56.E+06 7.17.E+06 5.01.E+06 4.52.E+06 5.10.E+06 2.85.E+06 3.59.E+06 3.52.E+06 3.98.E+06 3.61.E+06

2347 Q99549 M-phase phosphoprotein 8 [0S=Homo sapiens] 5.856 1.24.E+07 1.03.E+07 1.12.E+07 1.03.E+07 9.20.E+06 8.03.E+06 5.83.E+06 9.87.E+06 9.12.E+06 8.66.E+06 8.99.E+06 8.51.E+06
2348 P49407-1  Beta-arrestin-1 [OS=Homo sapiens] 5.838 4.50.E+06 5.45.E+06 5.22.E+06 5.30.E+06 1.91.E+06 1.57.E+06 1.50.E+06 1.62.E+06 4.69.E+06 4.81.E+06 4.93.E+06 4.85.E+06
2349 Q9BXS5-1  AP-1 complex subunit mu-1 [OS=Homo sapiens] 5.823 3.51.E+07 3.28.E+07 3.33.E+07 3.54.E+07 3.25.E+07 3.12.E+07 3.46.E+07 3.37.E+07 3.54.E+07 3.33.E+07 3.18.E+07 3.22.E+07
2350 Q9UMY4-1 Sorting nexin-12 [OS=Homo sapiens] 5.808 9.95.E+06 9.53.E+06 1.02.E+07 1.17.E+07 8.43.E+06 1.10.E+07 9.05.E+06 1.09.E+07 1.18.E+07 1.08.E+07 1.25.E+07 1.27.E+07
2351 Q9BY77 Polymerase delta-interacting protein 3 [0S=Homo sapiens] 5.807 1.74.E+07 1.15.E+07 1.00.E+07 1.14.E+07 1.13.E+07 1.39.E+07 1.78.E+07 1.27.E+07 1.01.E+07 1.33.E+07 9.03.E+06 1.32.E+07
2352 Q9Y315 deoxyribose-phosphate aldolase [OS=Homo sapiens] 5.8 2.36.E+07 1.85.E+07 2.12.E+07 2.19.E+07 1.96.E+07 7.75.E+06 1.84.E+07 2.21.E+07 2.24.E+07 1.90.E+07 1.95.E+07
2353 Q13505 Metaxin-1 OS=Homo sapiens OX=9606 GN=MTX1 PE=1 SV=3 579 3.82.E+07 6.37.E+06 7.50.E+06 1.38.E+07 2.67.E+07 1.04.E+07 9.21.E+06 8.36.E+06 1.29.E+07 1.08.E+07 1.70.E+07 1.69.E+07

ADP-ribosylation factor GTPase-activating protein 2 [0S=Homo

2354 Q8N6H7 — 5.789  3.59.E+07 3.88.E+07 3.34.E+07 3.35.E+07 3.65.E+07 3.64.E+07 3.86.E+07 3.37.E+07 4.49.E+07 3.99.E+07 3.80.E+07 3.32.E+07
2355 Q86WQO  nuclear receptor 2C2-associated protein [0S=Homo sapiens] 5.69 2.22.E+06 2.71.E+06 2.07.E+06 2.21.E+06 3.17.E+06 3.14.E+06 3.29.E+06 2.60.E+06 2.58.E+06 2.58.E+06 2.34.E+06 2.22.E+06
2356 Q9BSC4-1  Nucleolar protein 10 [OS=Homo sapiens] 5.679 6.21.E+06 6.15.E+06 6.03.E+06 8.24.E+06 5.94.E+06 7.92.E+06 6.29.E+06 5.74.E+06 4.94.E+06 5.44. E+06 4.78.E+06 4.55.E+06
2357 P28799 Granulins [OS=Homo sapiens] 5.661 9.77.E+06 1.03.E+07 1.08.E+07 1.18.E+07 1.05.E+07 1.30.E+07 1.06.E+07 1.14.E+07 1.10.E+07 1.49.E+07 1.59.E+07 1.41.E+07
2358 Q9Y2U8 inner nuclear membrane protein Man1 [OS=Homo sapiens] 5.657 6.41.E+06 5.55.E+06 7.41.E+06 6.71.E+06 6.89.E+06 6.62.E+06 4.70.E+06 7.69.E+06
2359 Q6Y1H2 Fgg_ ﬁgﬁﬁ:ﬁgéi;}}"yd'°"ya°y"c°A alyilEEse 2 5626 121.E+07  108E+07 = 10L.E+07 = 120.E+07 = 137.E+07  112.E+07 = 1.03.E+07  8.75.E+06 = 9.41E+06  9.27.E+06  8.94E+06  8.85.E+06
2360 P11908 ribose-phosphate pyrophosphokinase 2 [OS=Homo sapiens] 5.599 2.90.E+07 2.67.E+07 2.18.E+07 2.35.E+07 2.47.E+07 2.22.E+07 2.31.E+07 2.60.E+07 2.51.E+07 2.09.E+07 2.04.E+07 2.17.E+07
2361 QI9NQ50 39S ribosomal protein L40, mitochondrial [OS=Homo sapiens] 5.575 2.96.E+07 3.43.E+07 3.47.E+07 2.79.E+07 2.40.E+07 3.32.E+07 2.36.E+07 2.94.E+07 2.91.E+07 2.90.E+07 3.31.E+07
2362 Q92520 Protein FAM3C [OS=Homo sapiens] 5.558 1.57.E+06 1.05.E+06 1.41.E+06 1.41.E+06 2.55.E+06 2.78.E+06 2.99.E+06 3.12.E+06 7.89.E+05 1.06.E+06 1.42.E+06 1.04.E+06
2363 P00846 ATP synthase subunit A [OS=Homo sapiens] 5,551 1.14.E+08 1.22.E+08 1.22.E+08 1.19.E+08 1.16.E+08 1.11.E+08 1.15.E+08 1.22.E+08 1.33.E+08 1.32.E+08 1.25.E+08 1.19.E+08
2364 Q06265-1  Exosome complex component RRP45 [OS=Homo sapiens] 5.546  1.97.E+07 2.13.E+07 1.96.E+07 2.32.E+07 1.99.E+07 2.13.E+07 1.97.E+07 1.90.E+07 2.23.E+07 2.23.E+07 2.23.E+07 2.36.E+07
w5 EuEeeR D Gl erEEER (] 1 alfi syl ey 5537 3.22.E+06 3.58.E+06 532.E+06  5.52.E+06 = 5.5L.E+06 = 3.44E+06 = 553.E+06  4.64E+06 = 552E+06  5.82.E+06
factor 4 [OS=Homo sapiens]

2366 015213 WD repeat-containing protein 46 [0S=Homo sapiens] 5.535

2367 P50895 Basal cell adhesion molecule [OS=Homo sapiens] 5.516

2368 000566 ;’:pisgr::;' Al Sl I ST (R 0 D A (S 5484 10LE+08  112.E+08 = 106E+08  O57.E+07 = B847.E+07  8.09.E+07 = 7.23E+07  7.16.E+07  695E+07  6.65E+07  6.43.E+07  6.41E+07
2369 Q13445 :;?)?;T;]embra”e () Gl AT [FeiEm I [0S aiie 5478 3.25E+06  4.8LE+06 = 4.39.E+06  574E+06 = 498E+06  460.E+06 = 529.E+06 = 568E+06 = 6.48.E+06  7.30.E+06 = 6.90.E+06  6.30.E+06
2370 014618 copper chaperone for superoxide dismutase [OS=Homo sapiens] 5.475 7.39.E+08 8.22.E+08 8.23.E+08 7.81.E+08 1.45.E+09 1.50.E+09 1.50.E+09 1.43.E+09 1.30.E+09 1.34.E+09 1.24.E+09 1.21.E+09
2371 QI9NUQ7  Ufm1l-specific protease 2 [OS=Homo sapiens] 5.473 1.24.E+07 8.45.E+06 1.09.E+07 1.02.E+07 7.94.E+06 8.37.E+06 8.07.E+06 1.05.E+07 1.08.E+07 1.04.E+07 1.17.E+07
2372 043264 :;;gﬁ;?ere/kmetochore protein zw10 homolog [OS=Homo 5.447

2373 Q9Y6Q5-1 AP-1 complex subunit mu-2 [OS=Homo sapiens] 5411 3.95.E+06 4.36.E+06 5.25.E+06 6.42.E+06 5.00.E+06 4.74.E+06 5.75.E+06 4.91.E+06 5.10.E+06 9.09.E+06 4.01.E+06 4.99.E+06
2374 Q16563 Synaptophysin-like protein 1 [OS=Homo sapiens] 5.409 2.54.E+08

2375  Q9BUGI-1 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex assembly 5.304

factor 3 [OS=Homo sapiens]
NADH dehydrogenase [ubiquinone] flavoprotein 2, mitochondrial

293 P [0S=Homo sapiens]

5.387 4.42.E+07 3.93.E+07 4.36.E+07 4.05.E+07 3.39.E+07 3.76.E+07 3.89.E+07 3.68.E+07 4.69.E+07 4.47 E+O7 4.65.E+07 5.09.E+07
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Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-2 CLDN6-2 CLDN6-2 CLDN6-2

e accessel DSl Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4

Pyridoxal-dependent decarboxylase domain-containing protein 1
[OS=Homo sapiens]

2378 Q8TCS8 [Fg'sy_rﬁg”m“ff;’;'izﬁs’]“°'e°"dy'”a”5fe'ase 1, it el 5361 220E+07 = 254E+07 | 279.E+407 = 273.E+07 = 3.46.E+07  3.63.E407 = 335E+07  35LE+07 | 324E+07  3.9LE+07 = 359.E+07  3.82.E+07
2379 QBWVCO-1 RNA polymerase-associated protein LEO1 [0S=Homo sapiens] 5350 7.05E+06  6.44.E+06  584E+06  6.13.E+06 = 8.37.E+06  7.73E+06  6.32.E+06  598E+08 = 562.E+06  4.91E+06 = 593.E+06  4.33.E+06
2380  QOB9E2-1 Ssae:ifr:‘;]'y (ISR el (et 4 [ 5.354 7.62.E+07 = 8.98.E+07  6.28.E+07 6.48.E+07 = 6.08.E+07 = 6.11E+07 | 854E+07 = 6.68.E+07  5.83.E+07  6.15.E+07
2381 Q13443 ?ggﬁ%ﬁf::p:giﬁ'Opmte'"ase Cemaipsalanopieniy 520 105E+06  147.E+06  1.17.E+06  108E+06 = 293E+06  298E+06  343E+06  2.78E+06 = 2.13.E+06  2.39.E+06 = 2.23.E+06  1.93.E+06
2382 Q9BX95 Sphingosine-1-phosphate phosphatase 1 [OS=Homo sapiens] 5.285 1.83.E+07 2.02.E+07 2.13.E+07 2.19.E+07 2.60.E+07 2.36.E+07 2.60.E+07 2.59.E+07 1.67.E+07 1.74.E+07 1.74.E+07 1.71.E+07
Echinoderm microtubule-associated protein-like 3 [OS=Homo

2377 Q6P996-1 5.365 1.34.E+07 7.68.E+06 6.81.E+06 3.62.E+06 1.58.E+07 5.68.E+06 9.72.E+06 3.87.E+06 2.09.E+06 9.30.E+06 7.03.E+06

2383 Q32P44 F—— 5.279  3.29.E+06 4.12.E+06 3.99.E+06 4.13.E+06 3.75.E+06 4.58.E+06 4.12.E+06 3.98.E+06 4.83.E+06 5.07.E+06 5.42.E+06 4.48.E+06
2384 Q02224 Centromere-associated protein E [OS=Homo sapiens] 5.277  6.55.E+07 6.97.E+07 5.82.E+07 5.70.E+07 7.53.E+07 7.01.E+07 7.02.E+07 7.00.E+07 7.75.E+07 6.99.E+07 6.38.E+07 6.65.E+07
2385 Q72417 Nuclear fragile X mental retardation-interacting protein 2 527  7.61E+06 0.88.E406 1.02.E407 5.83.E406 6.28.E406

[OS=Homo sapiens]

Zinc finger Ran-binding domain-containing protein 2 [0S=Homo

2386 095218-1 5.256  3.52.E+07 3.64.E+07 3.40.E+07 3.35.E+07 2.79.E+07 2.75.E+07 2.75.E+07 2.91.E+07 3.44 E+07 3.12.E+07 2.93.E+07 2.97.E+07

sapiens]
2387 Q8NBF2-1 NHL repeat-containing protein 2 [OS=Homo sapiens] 5.241 1.15.E+07 8.35.E+05 5.00.E+06 1.18.E+06 1.43.E+06 2.93.E+06 9.80.E+05 3.05.E+06 6.32.E+05 7.77.E+05 1.13.E+06 7.46.E+05
2388 Q8IYS2-1  Uncharacterized protein KIAA2013 [OS=Homo sapiens] 5.215 6.99.E+05 9.74.E+05 1.45.E+05 1.18.E+06 4.46.E+05 8.46.E+05 5.40.E+05
2389 P53779 mitogen-activated protein kinase 10 [OS=Homo sapiens] 5.212 4.75.E+07 5.03.E+07 5.12.E+07 5.73.E+07 5.43.E+07 5.11.E+07 5.58.E+07 5.50.E+07 4.98.E+07 4.68.E+07 4.36.E+07 4.30.E+07
2390 P82673-1  28S ribosomal protein S35, mitochondrial [OS=Homo sapiens] 521 2.05.E+07 1.38.E+07 1.32.E+07 1.68.E+07 1.74.E+07 1.64.E+07 1.62.E+07 7.54.E+06 1.26.E+07 1.35.E+07 1.33.E+07 1.15.E+07

nucleoside diphosphate-linked moiety X motif 19 [OS=Homo

2391 ABMXV4 sapiens] 5.194 1.37.E+07 9.37.E+06 1.03.E+07 1.16.E+07 4.88.E+06 6.05.E+06 7.51.E+06 1.04.E+07 1.13.E+07 9.78.E+06 7.95.E+06
2392 P00395 Cytochrome c oxidase subunit 1 [OS=Homo sapiens] 5.192 2.00.E+07 7.71.E+06 3.41.E+06 5.86.E+06 1.48.E+07 8.89.E+06 5.16.E+06 9.76.E+06 4.30.E+05
2393 Q8IXH7 Negative elongation factor C/D [OS=Homo sapiens] 5.189 2.69.E+06 1.78.E+06 1.78.E+06 3.87.E+06 1.63.E+06 2.17.E+06

2394 Q2LD37-1  Uncharacterized protein KIAA1109 [OS=Homo sapiens] 518 1.36.E+07 1.50.E+07 1.30.E+07 1.59.E+07 1.88.E+07 1.65.E+07 1.72.E+07 1.73.E+07 1.91.E+07 1.55.E+07 1.62.E+07 1.60.E+07
2395  095834-3 ;f)"gizno“:‘qusi‘;?;’:’s‘]’erm e e Rl e e 2 5.146 119.E+07 = 271E+07 = 190.E+07 | 2.37.E+07 = 245.E+07  243E+07  129E+07 = 117.E+07  6.50.E+06
2396 Q9UI26 Importin-11 [OS=Homo sapiens] 5.092 3.62.E+06 3.39.E+06

2397 Q86TG7-1 Retrotransposon-derived protein PEG10 [OS=Homo sapiens] 5.056 7.84.E+06 7.55.E+06 5.87.E+06 1.05.E+07 7.31.E+06 7.99.E+06 9.60.E+06 8.02.E+06 1.38.E+07 9.20.E+06 8.78.E+06 1.50.E+07
2398 P53365 Arfaptin-2 [OS=Homo sapiens] 5.039  2.90.E+07 3.31.E+07 2.86.E+07 2.92.E+07 2.38.E+07 2.31.E+07 2.53.E+07 2.54.E+07 2.89.E+07 3.00.E+07 2.96.E+07 2.62.E+07
2399 Q9Y2z4 Tyrosine--tRNA ligase, mitochondrial [OS=Homo sapiens] 5.033 7.66.E+06 6.39.E+06 6.74.E+06 1.07.E+07 6.21.E+06 7.28.E+06 7.94.E+06 4.91.E+06 7.30.E+06 8.36.E+06 5.98.E+06 6.49.E+06

NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 6

200 PRIERED [OS=Homo sapiens]

5.023 1.47.E+07 1.72.E+07 1.85.E+07 2.14.E+07 1.65.E+07 1.86.E+07 1.76.E+07 1.88.E+07 1.74.E+07 1.78.E+07 1.82.E+07 1.76.E+07

2401 P30825 High affinity cationic amino acid transporter 1 [0OS=Homo sapiens] 5.022 6.74.E+06 7.52.E+06 7.68.E+06 6.14.E+06 4.12.E+06 4.46.E+06 4.82.E+06 6.51.E+06 5.69.E+06 5.57.E+06 5.96.E+06 5.92.E+06
2402 P04424 argininosuccinate lyase [0OS=Homo sapiens] 5.022  2.90.E+07 3.89.E+07 4.55.E+07 3.96.E+07 5.17.E+07 7.08.E+07 6.01.E+07 6.34.E+07 4.62.E+07 6.46.E+07 5.64.E+07 5.61.E+07
2403 Q92572 AP-3 complex subunit sigma-1 [OS=Homo sapiens] 5.014

2404 Q9HOH5  Rac GTPase-activating protein 1 [OS=Homo sapiens] 4.989 1.20.E+07 1.55.E+07 1.48.E+07 1.51.E+07 1.83.E+07 1.89.E+07 1.89.E+07 1.71.E+07 2.65.E+07 2.40.E+07 2.51.E+07 2.33.E+07
2405 Q9UGN5-1 Poly [ADP-ribose] polymerase 2 [OS=Homo sapiens] 4.969 8.92.E+06 8.23.E+06 9.65.E+06 7.31.E+06 9.27.E+06 6.47.E+06 5.80.E+06 6.39.E+06 6.15.E+06 4.10.E+06
2406 Q9H098  Protein FAM107B [OS=Homo sapiens] 4.965

2407 Q8TCC3 39S ribosomal protein L30, mitochondrial [OS=Homo sapiens] 4961 6.78.E+06 8.05.E+06 7.39.E+06 8.35.E+06 7.25.E+06 7.56.E+06 8.36.E+06 8.57.E+06 8.56.E+06 8.97.E+06 7.86.E+06 8.11.E+06

NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 7

2408 P17568 o el 4926 149E+07  156E+07  166.E+07  187.E+07  187.E+07 = 201.E+07 = 196.E+07  193.E+07  162E+07  157.E+07 = 160.E+07  146.E+07
2409 Q9Y3A3  MOB-like protein phocein [0S=Homo sapiens] 4925 140E+07 = 115E+07  9.36E+06  1.12E+07  130.E+07 = 922.E+06  8.15E+06  B8.87.E+06  100.E+07  8.30.E+06  7.52.E+06  9.15.E+06
2410 P61927  60S ribosomal protein L37 [0S=Homo sapiens] 4911 187.E+07  179E+07  179E+07  202E+07  2.39.E+07 = 268.E+07 = 249.E+07  219.E+07  158E+07  170.E+07 = 152.E+07  1.49.E+07
2411 Q15738 [Séesrft't::gg;?:;xylme SRR EIESE, (e 491 566E+06  26LE+06  6.78E+06  247.E+06 = 2.11.E+06  2.77.E+406 = 178.E+06  279.E+06 = 5.38.E+06 = 3.04E+06 = 7.13.E+06  A4.07.E+06
2412 Q96SU4  Oxysterol-binding protein-related protein 9 [0S=Homo sapiens] 4903 192E+07 = 1.80.E+07  203.E+07  181E+07  231E+07 = 244E+07 | 232E+07  254E+07  233E+07  260.E+07 = 2.69.E+07  2.90.E+07
2413 Q9UGP8  Translocation protein SEC63 homolog [OS=Homo sapiens] 4.896 5.79.E+06 5.96.E+06 7.40.E+06 1.05.E+07 1.84.E+07 8.41.E+06 8.84.E+06 1.23.E+07 1.01.E+07 1.05.E+07
2414 P36969 Phospholipid hydropemnde glutathione peroxidase, mitochondrial 4.888
[OS=Homo sapiens]

2415 Q9HAG64  Ketosamine-3-kinase [0S=Homo sapiens] 488 A473E+07  433E+07 | A431E+07 = A476E+07  602E+07  6.02E+07 | 6.15E+07 = 6.29.E+07 | 426E+07 = 3.94E+07 = 411E+07  4.03.E+07
2416 QOUHI6 :;‘;T;bs'f ATPEIEETGIET (RIA Elesss DR ([ eme 4865 1.07.E+07 = 7.38.E+06  5.92.E+06 = 7.95E+06 = 6.93.E+06 = 6.45E+06  6.65.E+06  597.E+06 = 6.85.E+06 = 7.37.E+06 = 3.65.E+06 = 7.91.E+06
2417 P82909 28S ribosomal protein S36, mitochondrial [OS=Homo sapiens] 4861 7.77.E+06 1.07.E+07 1.01.E+07 1.12.E+07 1.17.E+07 9.35.E+06 8.36.E+06 8.12.E+06 7.09.E+06 7.81.E+06
2418 Q9UIWO-1  Dynactin subunit 4 [0S=Homo sapiens] 4859 117.E+07 = 120E+07  127.E+07  159.E+07  116.E+07 = 1.14.E+07  135E+07  118E+07 = 106E+07  124E+07 = 135E+07  163.E+07
2419 Q96EY4 translation machinery-associated protein 16 [OS=Homo sapiens] 4.83 1.02.E+07 8.94.E+06 6.26.E+06 6.73.E+06 1.06.E+07 8.57.E+06 8.91.E+06 1.04.E+07 1.66.E+07 1.15.E+07 1.37.E+07 1.18.E+07
2420 Q00535 Cyclin-dependent-like kinase 5 [OS=Homo sapiens] 4.82 9.64.E+06 9.07.E+06 9.02.E+06 9.74.E+06 7.84.E+06 7.03.E+06 7.72.E+06 8.46.E+06 6.29.E+06 5.81.E+06 6.98.E+06 7.15.E+06
2421 Q9Y3EO vesicle transport protein GOT1B [0S=Homo sapiens] 4808 166.E+07  105E+07  113E+07  254E+07  911E+08  9.82.E+06 = 199.E+07 = 435E+06  1.15E+07  163.E+07 = 124E+07  181E+06
2422 Q15061 WD repeat-containing protein 43 [0S=Homo sapiens] 4806 202.E+07 = 4.42E+07 | 4.28E+07  4.44E+07 | 400.E+07 = 3.79.E+07 | 3.55E+07 = 3.72.E+07  488E+07  3.64E+07  3.80.E+07  3.60.E+07
2423 Q9H2M9 SR:;’;”(;]TPE‘SE'&C“"&“”Q RoncicaiaicE i OSglione 4779 217.E+07 = 6.36E+06  9.39E+06  179.E+07  176.E+07 = 923.E+06 = B8.04E+06 = 461E+06 = 202E+07  611E+06 = 6.59.E+06  5.94.E+06
2424 Q96MEL  F-box/LRR-repeat protein 18 [0S=Homo sapiens] 4777 304E+06  3.18E+06  317.E+06  3.63.E+06 = 3.02E+06 = 299.E+06 | 3.24E+06  3.07.E+06 = 3.91E+06  354E+06 = 3.63E+06  3.53.E+06
2425  Q8ND56 protein LSM14 homolog A [0S=Homo sapiens] 4767 146E+07 = 166E+07  164E+07  153.E+07  130.E+07 = 1.42.E+07 | 148.E+07  126.E+07  146E+07  141E+07  1.66.E+07  1.53.E+07
2426 Q53EUB  Glycerol-3-phosphate acyltransferase 3 [0S=Homo sapiens] 4766 7.44E+07 = 8.06E+07  9.05E+07  B867.E+07  107.E+08 = 123.E+08  124E+08  119.E+08  9.07.E+07  113E+08  1.11E+08  111.E+08
2427 QINYK5-1 39S ribosomal protein L39, mitochondrial [OS=Homo sapiens] 4.759
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Supplemental Data 1. List of identified proteins

Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-2 CLDN6-2 CLDN6-2 CLDN6-2

e accessel DSl Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4

Hydroxyacylglutathione hydrolase, mitochondrial [OS=Homo
sapiens]

vesicle transport through interaction with t-SNAREs homolog 1B
[OS=Homo sapiens]

vitamin K epoxide reductase complex subunit 1 [OS=Homo
sapiens]

NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 1
[OS=Homo sapiens]

2428 Q16775-1 4.755  1.90.E+07 2.24.E+07 2.13.E+07 2.26.E+07 1.80.E+07 2.23.E+07 2.33.E+07 2.30.E+07 2.01.E+07 2.38.E+07 2.47.E+07 2.47.E+07

2429 QYUEUO0 4731  1.51.E+07 1.56.E+07 1.13.E+07 1.59.E+07 1.03.E+07 7.94.E+06 1.01.E+07 7.68.E+06 6.35.E+06 6.08.E+06 5.96.E+06 5.74.E+06
2430 Q9BQB6-1 4.723  5.60.E+07 5.75.E+07 7.14.E+07 6.18.E+07 6.58.E+07 7.55.E+07 7.31.E+07 7.17.E+07 5.55.E+07 7.84.E+07 7.06.E+07 7.11.E+07

2431 075438 4721  6.01.E+07 6.13.E+07 7.28.E+07 6.07.E+07 5.31.E+07 5.66.E+07 6.47.E+07 5.90.E+07 6.13.E+07 5.88.E+07 5.21.E+07 5.59.E+07

2432  Q8WXC6-2 COPS9 signalosome complex subunit 9 [OS=Homo sapiens] 4.708  1.69.E+07 1.12.E+07 1.20.E+07 1.56.E+07 1.55.E+07 1.40.E+07 1.37.E+07 1.01.E+07 1.01.E+07 9.70.E+06 1.05.E+07 9.59.E+06
2433 QI9NV06  DDBI- and CUL4-associated factor 13 [OS=Homo sapiens] 4.704  8.38.E+06 9.82.E+06 1.23.E+07 1.04.E+07 1.12.E+07 7.83.E+06 8.20.E+06 7.66.E+06 7.86.E+06 7.71.E+06 5.48.E+06
2434  Q99661-1 Kinesin-like protein KIF2C [OS=Homo sapiens] 4.697  1.10.E+06 5.36.E+06 4.70.E+06 4.09.E+06 2.63.E+06 6.01.E+06 3.81.E+06 2.22.E+06 2.65.E+06 5.35.E+06 2.28.E+06 6.08.E+06
2435 Q9UNN5-1 fas-associated factor 1 [OS=Homo sapiens] 4.695 1.23.E+07 9.84.E+06 1.12.E+07 9.08.E+06 1.20.E+07 1.15.E+07 1.23.E+07 1.04.E+07 1.26.E+07 1.16.E+07 1.15.E+07 1.11.E+07

DNA-directed RNA polymerase Il subunit RPB1 [OS=Homo

2436 P24928 - 4.692 6.28.E+06 7.77.E+06 8.22.E+06 7.59.E+06 7.31.E+06 8.56.E+06 7.79.E+06 9.02.E+06 4.91.E+06 7.10.E+06 5.91.E+06 5.92.E+06
2437 Q70EL2-1  Ubiquitin carboxyl-terminal hydrolase 45 [OS=Homo sapiens] 4.683 9.34.E+06 8.81.E+06 8.72.E+06 1.14.E+07 1.01.E+07 1.01.E+07 9.35.E+06 8.51.E+06 9.69.E+06 8.42.E+06 8.61.E+06 7.39.E+06
2438 Q96KP1 exocyst complex component 2 [OS=Homo sapiens] 4.672 2.84.E+07 4.50.E+06

2439  QB6UWP7-1 Lysocardiolipin acyltransferase 1 [0S=Homo sapiens] 4.67 8.99.E+06 9.52.E+06 9.44.E+06 1.26.E+07 1.14.E+07 1.16.E+07 1.17.E+07 1.14.E+07 1.31.E+07 1.29.E+07 1.21.E+07 1.07.E+07
2440 P20962 Parathymosin [OS=Homo sapiens] 4.669

Succinate dehydrogenase cytochrome b560 subunit, mitochondrial

N 466 4.42.E+07 3.04.E+07 3.05.E+07 3.57.E+07 4.86.E+07 4.70.E+07 4.70.E+07 4.01.E+07 4.09.E+07 4.32.E+07 4.46.E+07 4.33.E+07
[OS=Homo sapiens]

2441 Q99643

2442 P04150  Glucocorticoid receptor [0S=Homo sapiens] 4.642  3.88.E+06 1.09.E+06 3.81.E+06 2.67.E+06 2.40.E+06 3.86.E+06 2.25.E+06 3.79.E+06 2.98.E+06
2443 Q7Z4Q2  HEAT repeat-containing protein 3 [OS=Homo sapiens] 4.633 2.78.E+07 2.73.E+07 2.74.E+07 3.50.E+07 2.18.E+07 4.39.E+06 2.26.E+07 3.09.E+07 3.96.E+06 2.60.E+07 3.93.E+06 1.44.E+07
2444 Q9UNX4 WD repeat-containing protein 3 [0S=Homo sapiens] 4593 1.21.E+07 1.16.E+07 1.18.E+07 9.80.E+06 9.43.E+06 8.92.E+06 1.02.E+07 9.65.E+06 9.85.E+06 8.39.E+06 1.16.E+07 1.03.E+07

Sodium-coupled neutral amino acid transporter 1 [OS=Homo

2445 Q9H2H9 sapiens] 4.576 4.63.E+06 4.65.E+06 4.93.E+06 3.91.E+06 4.18.E+06 5.36.E+06 4.69.E+06 3.42.E+05 1.19.E+06
2446 Q9Y580 RNA-binding protein 7 [0S=Homo sapiens] 4572  8.78.E+06 7.61.E+06 7.91.E+06 1.11.E+07 8.18.E+06 8.68.E+06 7.73.E+06 8.39.E+06 7.60.E+06 7.32.E+06 6.73.E+06 6.45.E+06
2447 Q92665 28S ribosomal protein S31, mitochondrial [OS=Homo sapiens] 4.571

2448 P55196-4  Afadin [OS=Homo sapiens] 4562 5.43.E+06 2.11.E+06 3.58.E+06 4.06.E+06 2.40.E+06 3.60.E+06 4.20.E+06 4.75.E+06 4.11.E+06 4.23.E+06 4.87.E+06
2449 P00167-1  Cytochrome b5 [OS=Homo sapiens] 4541  1.49.E+07 1.70.E+07 1.80.E+07 1.59.E+07 1.86.E+07 1.92.E+07 1.69.E+07 1.74.E+07 1.31.E+07 1.58.E+07 1.66.E+07 1.46.E+07
2450  Q96G21 ;’:pm:;' piceclagibentsicopiociipio SRl MEICESyone 4523 4.22.E+06  441.E+06 = 4.0L.E+06 = 5.41E+06 = 5.07.E+06 = 570.E+06  5.63.E+06 = 4.86.E+06 = 3.89.E+06 = 3.69.E+06 = 355E+06 = 3.79.E+06
2451 Q99615-1 DnaJ homolog subfamily C member 7 [OS=Homo sapiens] 4521 4.17.E+06 4.05.E+06 4.93.E+06 6.02.E+06 2.03.E+06 2.89.E+06 2.14.E+06 2.49.E+06 3.67.E+06 3.63.E+06 3.17.E+06
2452 015116 U6 snRNA-associated Sm-like protein LSm1 [OS=Homo sapiens] 4519 3.51.E+08 3.57.E+08 3.36.E+08 3.25.E+08 2.99.E+08 2.86.E+08 2.90.E+08 3.04.E+08 3.39.E+08 3.03.E+08 3.14.E+08 3.20.E+08
2453 Q9POM9 39S ribosomal protein L27, mitochondrial [DS=Homo sapiens] 4514 2.87.E+07 2.81.E+07 2.80.E+07 3.25.E+07 3.75.E+07 3.34.E+07 3.53.E+07 3.39.E+07 2.62.E+07 2.34.E+07 2.39.E+07 2.24.E+07
2454 Q16763 ubiquitin-conjugating enzyme E2 S [OS=Homo sapiens] 4.477 2.38.E+07 1.29.E+07 2.60.E+07 1.11.E+07 1.43.E+07

2455 095319-1 | CUGBP Elav-like family member 2 [OS=Homo sapiens] 4.456  4.13.E+07 4.01.E+07 4.13.E+07 3.98.E+07 3.33.E+07 3.39.E+07 3.68.E+07 3.35.E+07 3.96.E+07 4.00.E+07 3.65.E+07 3.50.E+07
2456 Q16850-1 lanosterol 14-alpha demethylase [OS=Homo sapiens] 4.442 6.86.E+06 5.92.E+06 6.20.E+06 9.73.E+06 1.92.E+06 5.16.E+06 5.41.E+06 4.32.E+05
2457 Q9HOWS8  protein SMG9 [OS=Homo sapiens] 4.441  6.07.E+06 6.21.E+06 7.16.E+06 4.33.E+06 6.99.E+06 6.48.E+06 6.81.E+06 7.79.E+06 6.69.E+06 4.54.E+06 6.51.E+06 4.75.E+06
2458 Q96RTL Erbin [OS=Homo sapiens] 4.432 1.04.E+07 1.02.E+07 1.11.E+07 1.29.E+07 1.27.E+07 1.25.E+07 1.12.E+07 1.32.E+07 1.28.E+07 1.30.E+07 1.01.E+07 1.21.E+07
2459 Q07817-1  bcl-2-like protein 1 [OS=Homo sapiens] 4.382  1.25.E+07 1.19.E+07 1.30.E+07 1.53.E+07 1.34.E+07 1.41.E+07 1.46.E+07 1.37.E+07 1.45.E+07 1.26.E+07 1.48.E+07 1.45.E+07
2460 Q92604 :acgil;}iglA:Iysophosphatldylglycerol acyltransferase 1 [OS=Homo 4.36

2461 Q9P2M7-1 cingulin [OS=Homo sapiens] 436 1.14.E+07 6.85.E+06 3.41.E+06 3.80.E+06 5.55.E+06 6.07.E+06 7.27.E+06

2462 Q9UH99  SUN domain-containing protein 2 [OS=Homo sapiens] 4.338 7.76.E+06 1.96.E+07 5.95.E+06 3.97.E+05 3.04.E+05 1.44.E+06 4.15.E+05
2463 Q12959 Disks large homolog 1 [OS=Homo sapiens] 4.302 1.63.E+07 1.84.E+07 1.79.E+07 1.70.E+07 1.56.E+07 1.45.E+07 1.77.E+07 1.64.E+07 2.11.E+07 1.49.E+07 1.66.E+07 1.61.E+07
2464 060678 protein arginine N-methyltransferase 3 [0S=Homo sapiens] 4.292  6.55.E+06 5.45.E+06 5.79.E+06 6.51.E+06 5.01.E+06 3.47.E+06 4.37.E+06 2.62.E+06 4.79.E+06 3.98.E+06 4.41.E+06 4.19.E+06

CCA tRNA nucleotidyltransferase 1, mitochondrial [OS=Homo

2465 Q96Q11-1 4.282  1.09.E+07 8.31.E+06 8.61.E+06 8.85.E+06 9.38.E+06 9.69.E+06 9.71.E+06 6.40.E+06 7.03.E+06 7.02.E+06 7.70.E+06 6.53.E+06

sapiens]

2466 Q8N7Z5 SP:;?GE::] ankyrin repeat domain-containing protein 31 [OS=Homo 4.08

2467 000762  Ubiquitin-conjugating enzyme E2 C [0S=Homo sapiens] 4277 3.06.E+07 = 3.60E+07  269.E+07  355E+07 | 2.68.E+07 = 261.E+07 | 249.E+07  241E+07 = 426E+07  40LE+07 = 3.96.E+07 | 4.63.E+07
2468  Q9BTCO  Death-inducer obliterator 1 [0S=Homo sapiens] 4269 6.84E+06  6.17.E+06  7.17.E+06  6.98.E+06  6.85E+06 = 8.29.E+06  7.89.E+06  6.65.E+06 = 588.E+06  652.E+06 = 6.76.E+06  8.01.E+06
2469 Q99417  C-Myc-binding protein [0S=Homo sapiens] 4239 110E+07 = 176E+07  164E+07  147.E+07  197.E+07  1.89.E+07 = 189.E+07  189.E+07 = 18LE+07  153.E+07 = 1.72.E+07  1.60.E+07
2470 QOUPT8 f;:)ﬁef:‘s?er GO i T e 4 [OES{Ri 4231 977.E+06 = 6.17.E+06 = 7.77.E+06  116.E+07 = 9.13.E+06 = 102.E+07 = 111E+07  7.50.E+06 | 7.87.E+06 = 7.76.E+06 = 9.30.E+06  8.78.E+06
2471 Q7L9L4  mob kinase activator 1b [0S=Homo sapiens] 4217 187.E+07 = 212E+07 = 220E+07  211.E+07 | 188.E+07 = 228E+07  3.12E+07 = 222E+07  174E+07  2.28E+07 2.19.E+07
2472 015235 28S ribosomal protein S12, mitochondrial [OS=Homo sapiens] 4.209 4.86.E+06 5.56.E+06 5.50.E+06 6.54.E+06 5.88.E+06 6.25.E+06 6.28.E+06 6.53.E+06 5.21.E+06 5.00.E+06 5.36.E+06 5.39.E+06
2473 096019-1  Actin-like protein 6A [0S=Homo sapiens] 4208 423E+06 = 4.32E+06  3.88E+06  547.E+06  120E+07 = 6.36.E+06 = 147.E+07 = 128E+07  580.E+06  A453.E+06 = 4.88.E+06  4.34.E+06
2474 P02765  Alpha-2-HS-glycoprotein [0S=Homo sapiens] 4199 4.16.E+06  4.33E+06  4.12E+06  4.89.E+06  3.92.E+06 = 3.91.E+06 | 3.84.E+06  3.43.E+06 = 3.08E+06  292.E+06 = 249.E+06  2.45.E+06
2475  QINWY4 Histone PARylation factor 1 [0S=Homo sapiens] 4194 108.E+07 = 480.E+06  6.30.E+06  9.78.E+06  8.66.E+06 = 7.50.E+06 = B8.92E+06  6.43.E+06  6.65E+06  6.8L.E+06  560.E+06  552.E+06
2476 Q14353-1 guanidinoacetate N-methyltransferase [0OS=Homo sapiens] 4.183 5.51.E+07 3.26.E+07 7.04.E+07 3.56.E+07

2477 P61421  V-type proton ATPase subunitd 1 [0S=Homo sapiens] 4174 812E+07 = 6.06E+07  403E+07  9.09.E+07  6.86.E+07 = 100.E+08  9.81E+07 = 101.E+08  9.94E+07  115E+08  1.17.E+08  1.03.E+08
2478 P15954 S;’:)?::Srfme ©EHEEER ST 7C, miedisnilE [O=min 4165 889.E+07  882.E+07 = 8OLE+07 = 7.96.E+07 = 100.E+08  897.E+07 = 9.26.E+07 = 9.43E+07 = 7.52E+07  6.94E+07  6.85E+07  7.29.E+07
2479 Q15004-1 PCNA-associated factor [0S=Homo sapiens] 4163 820.E+06 = 9.14E+06  9.87.E+06  9.80.E+06 = 9.75.E+06 = 1.05.E+07 | 116.E+07 = 102.E+07 = 941E+06  103.E+07 = 1.09.E+07  1.05.E+07
2480  QQUII2-1  ATPase inhibitor, mitochondrial [0S=Homo sapiens] 4162 240.E+07 = 272E+07  285E+07  219.E+07 | 182E+07 = 179.E+07 | 184E+07  198.E+07 = 208E+07  228E+07 = 225E+07  147.E+07
2481 Q14241 _ Elongin-A [0S=Homo sapiens] 4162 117.E+07 _ 3.00.E+06  118.E+07 _ 953.E+05  8.83.E+06  3.49.E+06 | 3.22.E+06  3.27.E+06  7.45E+06  246.E+06  2.9LE+06  2.90.E+06
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Supplemental Data 1. List of identified proteins

No. et Description Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDNG6-2 CLDN6-2 CLDNG6-2 CLDN6-2

) P Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4
2482 Q32P41 tRNA (guanine(37)-N1)-methyltransferase [OS=Homo sapiens] 4.158  2.09.E+07 2.22.E+07 1.80.E+07 1.59.E+07 1.37.E+07 1.12.E+07 8.47.E+06 1.67.E+07 1.98.E+07 1.80.E+07 2.08.E+07 1.65.E+07
2483 Q96CN7 Isochorismatase domain-containing protein 1 [OS=Homo sapiens] 4.154  1.60.E+06 1.19.E+06 2.36.E+06 1.53.E+06 1.70.E+06 1.70.E+06 3.07.E+06 1.05.E+06 1.63.E+06 1.80.E+06 2.30.E+06 1.08.E+06

Serine beta-lactamase-like protein LACTB, mitochondrial

2484 P83111-1 [OS=Homo sapiens] 4.141 4.78.E+06 4.46.E+06 7.30.E+06 9.59.E+06 1.15.E+07 1.69.E+07 1.10.E+07
2485 P15291 Beta-1,4-galactosyltransferase 1 [0S=Homo sapiens] 4.14 4.59.E+07 4.83.E+07 4.99.E+07 4.79.E+07 5.37.E+07 5.20.E+07 5.78.E+07 5.61.E+07 4.26.E+07 4.24.E+07 4.20.E+07 4.34.E+07
2486 Q72739 YTH domain-containing family protein 3 [OS=Homo sapiens] 4.134  3.00.E+07 3.51.E+07 3.35.E+07 2.95.E+07 3.03.E+07 3.18.E+07 3.05.E+07 3.26.E+07 3.87.E+07 3.89.E+07 3.72.E+07 3.59.E+07
2487 Q9HO061-1 Transmembrane protein 126A [OS=Homo sapiens] 4.118 5.86.E+06 1.17.E+07 6.65.E+06 2.06.E+07 1.77.E+07 2.34.E+07 1.55.E+07 2.35.E+06 8.87.E+06 8.89.E+06 1.31.E+07
2488 Q9Y324 rRNA-processing protein FCF1 homolog [OS=Homo sapiens] 4.107  7.25.E+06 1.33.E+07 1.23.E+07 1.79.E+07 1.02.E+07 1.35.E+07 1.76.E+07 1.84.E+07 1.00.E+07 2.05.E+07 1.06.E+07 1.98.E+07
2489 P57772 selenocysteine-specific elongation factor [0S=Homo sapiens] 4.095 7.71.E+07 8.30.E+07 7.17.E+07 8.43.E+07 4.76.E+07 7.15.E+07 5.75.E+07 5.54.E+07 1.08.E+08 1.03.E+08 1.08.E+08 1.21.E+08

Protein kinase C and casein kinase substrate in neurons protein 3
[OS=Homo sapiens]
Serine/threonine-protein kinase PRP4 homolog [OS=Homo

2490 QYUKS6 4.071  2.20.E+07 3.03.E+07 3.57.E+07 3.06.E+07 2.81.E+07 3.28.E+07 3.14.E+07 3.29.E+07 1.91.E+07 3.60.E+07 3.09.E+07 3.01.E+07

2491 Q13523 el 4.067 1.57.E+07 3.20.E+07 1.74.E+07 2.31.E+07 1.48.E+07 1.93.E+07
2492 Q5T8D3-3 Isofclrm 3 of Acyl-CoA—bmdlng domain-containing protein 5 4,039

[OS=Homo sapiens]
2493 P09848 Lactase-phlorizin hydrolase [0S=Homo sapiens] 4.03 1.41.E+07 1.79.E+07 1.88.E+07 1.67.E+07 2.21.E+07 2.59.E+07 2.70.E+07 2.53.E+07 2.26.E+07 2.55.E+07 2.49.E+07 2.28.E+07
2494 043823 A-kinase anchor protein 8 [0S=Homo sapiens] 4.026 3.51.E+06 3.57.E+06 3.51.E+06 4.39.E+06 4.82.E+06 4.82.E+06 7.50.E+04 4.46.E+06 5.96.E+06 4.98.E+06 4.53.E+06 3.97.E+06
255 QYD | Dol AR S AT G (e 2 4.022 1.89.E+07 083.E+06  555E+06 = 133.E+07 = 9.17.E+06  1.00.E+07 = 126.E+07 = 9.6LE+06  1.70.E+07

[OS=Homo sapiens]

2496 QY606 Lz,ﬁ'fe\n"ff”m”"d'”e SHAUTESE A, (EEAEITE (= e 402 283E+06  247.E+06  192E+06  3.97.E+06 = 4.85E+06  5.75E+06 = 4.65.E+06 = 1.38.E+06  553E+06 = 52L.E+06 = 3.07.E+06  2.42.E+06
2497 QU6SBA-2  SRSF protein kinase 1 [0S=Homo sapiens] 3995 188E+07 = 398E+06  167.E+07  210E+07 = 112E+07  160.E+07  116.E+07  163E+07 = 146E+07  107.E+07 = 167.E+07  8.1LE+06
2498 096000 NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 10

> 3.981 1.62.E+08 1.63.E+08 1.71.E+08 1.61.E+08 1.44.E+08 1.48.E+08 1.57.E+08 1.57.E+08 1.59.E+08 1.70.E+08 1.81.E+08 1.83.E+08
[OS=Homo sapiens]

2499 Q9H446 rwd domain-containing protein 1 [0S=Homo sapiens] 3.924 7.97.E+06 6.15.E+06 3.68.E+06 1.22.E+07 8.87.E+06 7.50.E+06 6.44.E+06 6.45.E+06 7.72.E+06 5.23.E+06 6.06.E+06 6.06.E+06
2500 Q96ER3  protein saall [0S=Homo sapiens] 3.924 1.24.E+07 1.60.E+06 3.93.E+06 3.73.E+06 3.74.E+06 1.80.E+06 3.96.E+06 3.55.E+06 2.68.E+06 2.08.E+06 2.06.E+06 3.30.E+06
2501 Q5T440 Putative transferase CAF17, mitochondrial [OS=Homo sapiens] 3.906 7.11.E+06 4.19.E+06 3.03.E+06 5.61.E+06 1.07.E+06 2.56.E+06 1.24.E+06 3.41.E+05
2502 QYULHO-1  Kinase D-interacting substrate of 220 kDa [OS=Homo sapiens] 3.888 1.04.E+07 1.90.E+06 7.03.E+06 1.17.E+07 2.45.E+06 5.84.E+06 4.32.E+06 2.67.E+06 7.73.E+06 2.71.E+06 1.29.E+06 1.21.E+06
2503 Q9BXB4  Oxysterol-binding protein-related protein 11 [OS=Homo sapiens] 3.886 4.20.E+06 3.69.E+06 5.94.E+06 1.80.E+06 4.39.E+06 6.64.E+06 5.66.E+06 4.75.E+06 2.36.E+06 3.35.E+06 5.73.E+06 4.12.E+06
2504 P80303 Nucleobindin-2 [OS=Homo sapiens] 3.884 1.32.E+07 1.33.E+07 1.16.E+07 1.14.E+07 1.25.E+07 1.20.E+07 1.34.E+07 1.08.E+07 1.62.E+07 1.98.E+07 1.83.E+07 2.00.E+07
2505 Q9UPU5  Ubiquitin carboxyl-terminal hydrolase 24 [OS=Homo sapiens] 3.864 5.32.E+06 3.13.E+06 1.53.E+06
2506 QO05D32 CTD small phosphatase-like protein 2 [OS=Homo sapiens] 3.863 1.41.E+07 1.59.E+07 1.59.E+07 1.48.E+07 1.20.E+07 1.26.E+07 1.23.E+07 1.19.E+07 1.45.E+07 1.36.E+07 1.57.E+07 1.50.E+07
2507 P53677 AP-3 complex subunit mu-2 [OS=Homo sapiens] 3.861 1.61.E+07 1.56.E+07 1.77.E+07 1.69.E+07 1.95.E+07 1.81.E+07 2.01.E+07 1.88.E+07 1.62.E+07 1.52.E+07 1.55.E+07 1.65.E+07
2508 Q2PZI1-1  Probable C-mannosyltransferase DPY19L1 [OS=Homo sapiens] 3.829 4.66.E+06 4.83.E+06 4.10.E+06 3.63.E+06 6.55.E+06 4.87.E+06 9.56.E+06 1.12.E+07 7.64.E+06 7.18.E+06 9.64.E+06 7.00.E+06
2509 Q7KZ85 transcription elongation factor spt6 [OS=Homo sapiens] 3.82 1.62.E+07 1.51.E+05 1.53.E+07 1.50.E+07 1.62.E+07 1.48.E+07 7.63.E+06 1.66.E+07 1.90.E+07 1.64.E+07 1.40.E+07 1.78.E+07
2510 Q9BTE7  DCNL1-like protein 5 [OS=Homo sapiens] 3.812

2511 Q96BR5 Cytochrome c oxidase assembly factor 7 [OS=Homo sapiens] 3.811 1.23.E+07 1.12.E+07 9.38.E+06 1.13.E+07 8.77.E+06 7.51.E+06 8.51.E+06 8.29.E+06 1.10.E+07 1.04.E+07 9.73.E+06 9.25.E+06
2512 P07311 Acylphosphatase-1 [OS=Homo sapiens] 3.811 2.16.E+07 2.00.E+07 2.55.E+07 2.19.E+07 2.81.E+07 2.49.E+07 2.86.E+07 2.68.E+07 3.30.E+07 2.94.E+07 2.75.E+07 2.77.E+07
2513 095563 Mitochondrial pyruvate carrier 2 [0S=Homo sapiens] 3.808 1.04.E+07 1.02.E+07 9.80.E+06 1.15.E+07 1.36.E+07 1.13.E+07 1.15.E+07 1.21.E+07 7.38.E+06 7.09.E+06 6.89.E+06 7.85.E+06
2514  Q9NQ55-1 suppressor of SWI4 1 homolog [OS=Homo sapiens] 3.806

2515 P49459-1  Ubiquitin-conjugating enzyme E2 A [OS=Homo sapiens] 3.784  2.46.E+07 2.83.E+07 2.64.E+07 1.82.E+07 1.83.E+07 1.96.E+07 2.18.E+07 2.01.E+07 2.29.E+07 2.47 E+07 2.46.E+07 2.32.E+07
2516 Q9BRJ6  Uncharacterized protein C7orf50 [OS=Homo sapiens] 3.758 1.23.E+07 1.14.E+07 1.37.E+07 1.18.E+07 9.67.E+06 1.20.E+07 1.20.E+07 1.21.E+07 8.92.E+06 8.55.E+06 9.39.E+06 7.61.E+06

2-(3-amino-3-carboxypropyl)histidine synthase subunit 2

2517 Q9BQC3 [OS=Homo sapiens] 3.74 6.63.E+06 3.07.E+05 1.40.E+06 4.78.E+06 4.52.E+06 4.77.E+06 8.29.E+05 3.04.E+06 1.63.E+07 5.84.E+06
2518 P25490 Transcriptional repressor protein YY1 [OS=Homo sapiens] 3.738 4.31.E+07 4.58.E+07 4.37.E+07 4.88.E+07 4.61.E+07 4.68.E+07 4.44.E+07 4.05.E+07 4.07.E+07 4.09.E+07 4.39.E+07 4.64.E+07
2519  P51553-1 '[f;’scfﬁ‘;;‘;e:ggg’f;”ase TN SR IR, Rl 3738 2.24E+07 = 240.E+07 = 3.03E+07  270.E+07 = 2.82E+07 = 3.27.E+07 = 293E+07  313.E+07 = 278.E+07 = 3.78.E+07  357.E+07  3.70.E+07
2520 043815 striatin [0S=Homo sapiens] 3.728 1.90.E+05 1.35.E+05 2.88.E+06 1.03.E+06 9.33.E+05 1.01.E+06

2521 Q96T51 RUN and FYVE domain-containing protein 1 [OS=Homo sapiens] 3.721

2522 P30622-3 CAP-Gly domain-containing linker protein 1 [OS=Homo sapiens] 3.719 1.31.E+07 1.27.E+07 1.27.E+07 1.30.E+07 1.52.E+07 1.58.E+07 1.60.E+07 1.64.E+07 1.04.E+07 1.28.E+07 1.09.E+07 1.01.E+07
2523 P60510 fggf;’;’;ﬁ";’;‘;sgle'” [FABEPRERSR 4 G bl 3718 117.E+07  747.E+06 = 167.E+07  273.E+07  7.77.E+06  9.95E+06  103.E+07 = 8.10.E+06 = 1.18.E+07 = 7.87.E+405 = 198.E+07  8.5LE+06
2524 P17900 Ganglioside GM2 activator [0S=Homo sapiens] 3.691 1.40.E+07 8.70.E+06 8.87.E+06 7.26.E+06 1.20.E+06 2.55.E+06 4.06.E+06 1.02.E+07 9.80.E+06 4.40.E+06 5.64.E+06
2525 Q53H82 Endoribonuclease LACTB2 [OS=Homo sapiens] 3.665 3.30.E+06 1.50.E+07 3.08.E+06 2.64.E+06 3.57.E+06 5.99.E+06 3.83.E+06 2.98.E+06 4.85.E+06
2526 Q9BRT3  migration and invasion enhancer 1 [OS=Homo sapiens] 3.65 1.80.E+07 3.97.E+06 2.10.E+07 4.21.E+07 4.45.E+07 4.01.E+07
2527 Q8WTS6  Histone-lysine N-methyltransferase SETD7 [OS=Homo sapiens] 3.636 7.27.E+07 6.89.E+07 6.62.E+07 6.78.E+07 6.04.E+07 6.10.E+07 6.45.E+07 5.92.E+07 7.23.E+07 6.71.E+07 6.51.E+07 6.43.E+07
2528 Q14197 Peptidyl-tRNA hydrolase ICT1, mitochondrial [OS=Homo sapiens] 3.633 2.85.E+07 3.18.E+07 3.25.E+07 3.25.E+07 3.73.E+07 2.89.E+07 2.70.E+07 2.59.E+07 3.54.E+07 4.55.E+07 3.43.E+07 3.42.E+07
2529 QINQX4  Unconventional myosin-Vc [OS=Homo sapiens] 3.63 5.96.E+06 5.69.E+06 6.11.E+06 7.04.E+06 6.32.E+06 6.48.E+06 4.22.E+06 6.85.E+06 7.75.E+06 6.97.E+06 5.83.E+06
2530 Q6P1IN9-1 Putative deoxyribonuclease TATDN1 [OS=Homo sapiens] 3.623  3.20.E+07 3.58.E+07 3.63.E+07 3.20.E+07 3.28.E+07 7.95.E+07 8.59.E+07 2.85.E+07 3.18.E+07 3.90.E+07 3.95.E+07 3.65.E+07
2531 095376 E3 ubiquitin-protein ligase ARIH2 [OS=Homo sapiens] 3.592 1.80.E+08 1.97.E+08 2.29.E+08 2.11.E+08 1.76.E+08 2.06.E+08 2.02.E+08 2.09.E+08 1.82.E+08 2.40.E+08 2.26.E+08 2.11.E+08
2532 Q8NFU7  methylcytosine dioxygenase TET1 [OS=Homo sapiens] 3.59 1.74.E+06 1.42.E+06 1.54.E+06 1.74.E+06 2.78.E+06 2.15.E+06 2.35.E+06 2.02.E+06 1.35.E+06 1.21.E+06 1.11.E+06 1.21.E+06
2533 Q15404-1  Ras suppressor protein 1 [OS=Homo sapiens] 3.579 1.86.E+07 2.06.E+07 1.95.E+07 2.29.E+07 2.81.E+07 2.66.E+07 2.55.E+07 2.76.E+07 2.05.E+07 2.00.E+07 2.05.E+07 1.95.E+07
2534 095983-1  methyl-CpG-binding domain protein 3 [0S=Homo sapiens] 3.577 1.68.E+06 3.97.E+06 4.14.E+06 1.59.E+06 1.56.E+06 1.20.E+06 5.58.E+06 5.82.E+05
2535 Q9Y2S6 _ Translation machinery-associated protein 7 [OS=Homo sapiens] 3.556  9.79.E+06 9.68.E+06 8.87.E+06 9.93.E+06 1.25.E+07 1.33.E+07 1.33.E+07 1.23.E+07 1.09.E+07 9.61.E+06 9.82.E+06 8.24.E+06
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Supplemental Data 1. List of identified proteins

Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-2 CLDN6-2 CLDN6-2 CLDN6-2

e accessel DSl Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4

Probable glutamate--tRNA ligase, mitochondrial [0S=Homo

2536 Q5JPH6 e 3.554

2537 Q96723 remodeling and spacing factor 1 [OS=Homo sapiens] 3.542 5.25.E+06 4.25.E+06 5.36.E+06 3.55.E+06 5.65.E+06 1.30.E+07 9.50.E+06 4.43.E+06 4.09.E+06 2.80.E+06 5.54.E+06 3.77.E+06
2538 Q676U5 Autophagy-related protein 16-1 [OS=Homo sapiens] 3.536

2539 Q15345-2  Leucine-rich repeat-containing protein 41 [OS=Homo sapiens] 3.533 2.16.E+06 2.47.E+06 2.41.E+06 2.98.E+06 2.86.E+06 2.80.E+06 2.06.E+06 3.04.E+06 2.66.E+06 3.49.E+06 3.25.E+06
2540 QI9NVTY9  armadillo repeat-containing protein 1 [OS=Homo sapiens] 3.521

2541 P56381 ATP synthase subunit epsilon, mitochondrial [OS=Homo sapiens] 3.511 6.24.E+07 6.20.E+07 6.98.E+07 7.01.E+07 6.67.E+07 6.92.E+07 6.54.E+07 6.98.E+07 5.97.E+07 7.27.E+07 7.39.E+07 7.28.E+07
2542 Q15075 Early endosome antigen 1 [OS=Homo sapiens] 3.451

2543 075688 Protein phosphatase 1B [OS=Homo sapiens] 3.447 2.49.E+07 4.37.E+07 4.69.E+07 3.20.E+07 4.27.E+07 3.05.E+07 4.33.E+07 5.26.E+07 4.29.E+07 4.36.E+07 3.27.E+07
2544 000115 Deoxyribonuclease-2-alpha [OS=Homo sapiens] 3.435 2.47.E+07 1.79.E+07 1.92.E+07 2.24.E+07 2.19.E+07 2.27.E+07 2.30.E+07 2.61.E+07
2545 Q16401 ig;é’r:g]teas"me AR (R ey Suainil S (PSS 3418 6.90.E+06 = 7.49.E+06 = 1.07.E+07  3.84E+06 = 593E+06 = 7.59.E+06 = 6.89.E+06 = 6.23E+06 = 8.14.E+06  6.50.E+06 = 8.80.E+06  8.40.E+06
2546 Q99933 BAG family molecular chaperone regulator 1 [OS=Homo sapiens] 3.417

2547 Q86TS9-1 39S ribosomal protein L52, mitochondrial [OS=Homo sapiens] 341

2548 Q8WUY1  Protein THEM6 [OS=Homo sapiens] 3.403 3.25.E+07 3.28.E+07 3.11.E+07 3.81.E+07 3.20.E+07 3.44.E+07 3.42.E+07 3.32.E+07 3.10.E+07 3.16.E+07 3.13.E+07 3.32.E+07
2549 P03891 NADH-ubiquinone oxidoreductase chain 2 [OS=Homo sapiens] 3.4 4.86.E+06 6.84.E+06 6.16.E+06 5.80.E+06 6.02.E+06 5.50.E+06 1.07.E+06 5.21.E+06 5.28.E+06 6.14.E+06
2550 Q13630 GDP-L-fucose synthase [OS=Homo sapiens] 3.397 2.70.E+07 2.67.E+07 3.63.E+07 3.15.E+07 3.19.E+07 3.54.E+07 3.48.E+07 3.90.E+07 2.56.E+07 3.49.E+07 3.68.E+07 3.33.E+07
2551 075691 Ss;?)?gns;l‘b“”'t [FIEEEESITE GO 20 [ienley [OE=Hamnm 3.386 7.82.E+06  4.00.E+06 = 9.22.E+05 3.51.E+05

2552 QINZJ9-2 Isoform 2 of Dlp_hosphomosnol polyphosphate phosphohydrolase 2
[OS=Homo sapiens]

2553 P82663 28S ribosomal protein S25, mitochondrial [OS=Homo sapiens] 3.373  9.04.E+06 8.14.E+06 9.06.E+06 9.52.E+06 9.17.E+06 9.48.E+06 1.03.E+07 8.07.E+06 9.42.E+06 1.12.E+07 1.14.E+07 1.24.E+07

Nucleotide triphosphate diphosphatase NUDT15 [OS=Homo

3.374 4.51.E+06 3.90.E+06 3.59.E+06 5.24. E+06 4.21.E+06 2.62.E+06 2.71.E+06 2.78.E+06 4.26.E+06 3.33.E+06 3.76.E+06 3.49.E+06

2554 QINV35 F— 3.371 6.21.E+06 6.53.E+06 5.95.E+06 6.38.E+06 9.53.E+06 8.99.E+06 8.49.E+06 9.71.E+06 8.58.E+06 9.12.E+06 9.30.E+06 8.24.E+06
2555 Q9UNI6 Dual specificity protein phosphatase 12 [OS=Homo sapiens] 3.36 2.22.E+07 2.41.E+07 2.12.E+07 2.07.E+07 2.12.E+07 2.08.E+07 2.10.E+07 2.42.E+07 2.16.E+07 1.68.E+07 2.05.E+07 1.98.E+07
2556 P35610 sterol O-acyltransferase 1 [OS=Homo sapiens] 3.346  2.32.E+07 2.41.E+07 2.46.E+07 2.27.E+07 1.75.E+07 1.54.E+07 1.70.E+07 7.58.E+06 2.21.E+07 2.10.E+07 2.57.E+07 2.77.E+07
2557 Q9Y613 FH1/FH2 domain-containing protein 1 [OS=Homo sapiens] 3.337  7.10.E+06 8.84.E+06 6.94.E+06 9.32.E+07 7.16.E+06 6.99.E+06 6.18.E+06 6.44.E+06 8.73.E+06 9.37.E+06 1.09.E+07 8.45.E+06
2558 015498 Synaptobrevin homolog YKT6 [OS=Homo sapiens] 3.332 4.56.E+07 4.82.E+07 4.69.E+07 4.65.E+07 4.97.E+07 5.20.E+07 5.40.E+07 5.37.E+07 5.63.E+07 5.24. E+07 5.07.E+07 5.17.E+07
2559 P32519-1 ETS-related transcription factor Elf-1 [OS=Homo sapiens] 3.331
2560 Q9Y4E8 ubiquitin carboxyl-terminal hydrolase 15 [OS=Homo sapiens] 3.315 4.38.E+07 4.56.E+07 3.79.E+07 4.00.E+07 4.39.E+07 3.27.E+07 3.75.E+07 4.88.E+07 4.31.E+07 3.14.E+07 4.63.E+07 5.41.E+07
2561 Q9P2N5  RNA-binding protein 27 [OS=Homo sapiens] 3.294
2562 P82932 28S ribosomal protein S6, mitochondrial [OS=Homo sapiens] 3.292 1.45.E+06 3.05.E+06 1.65.E+05
2563 Q9H773  dCTP pyrophosphatase 1 [OS=Homo sapiens] 3.289 2.67.E+07 2.61.E+07 3.02.E+07 4.45.E+07 2.15.E+07 2.20.E+07 2.98.E+07 2.77.E+07
2564 000139-2 Isoform 2 of Kinesin-like protein KIF2A [OS=Homo sapiens] 3.284 1.27.E+06 1.38.E+06 1.22.E+06 1.33.E+06 1.45.E+06 1.20.E+06 1.33.E+06 1.31.E+06 1.52.E+06 1.60.E+06 1.25.E+06 1.20.E+06
2565 Q8IWS0-1  PHD finger protein 6 [OS=Homo sapiens] 3.269 1.14.E+07 9.25.E+06 1.07.E+07 8.52.E+06 8.04.E+06 1.05.E+07 7.21.E+06 8.72.E+06 1.14.E+07 9.67.E+06 1.14.E+07 1.37.E+07
T v el M e o et i 3264 3.69.E+06  2.09.E+06  1.65.E+06 434E+06 = 2.58E+06 2.24.E+06 1.70.E+06

[OS=Homo sapiens]
2567 Q8N8E3 Centrosomal protein of 112 kDa [OS=Homo sapiens] 3.252 3.31.E+06 3.56.E+06 3.96.E+06 3.91.E+06 4.36.E+06 4.99.E+06 4.81.E+06 4.33.E+06 3.64.E+06 3.50.E+06 3.32.E+06 3.72.E+06
2568 Q15021 condensin complex subunit 1 [OS=Homo sapiens] 3.249  6.50.E+07 6.63.E+07 6.34.E+07 6.49.E+07 6.69.E+07 6.79.E+07 6.64.E+07 6.83.E+07 8.16.E+07 7.61.E+07 7.79.E+07 7.32.E+07
2569 P29218-1 Inositol monophosphatase 1 [OS=Homo sapiens] 3.248 1.91.E+07 1.82.E+07 1.65.E+07 1.29.E+07 1.36.E+07 1.20.E+07 1.14.E+07 1.59.E+07 1.92.E+07 1.51.E+07 1.51.E+07 1.54.E+07
2570 Q13444 D|5|r1tegnn and .metalloprotemase domain-containing protein 15 3239 0.93.E405 1.20.E+06 152.E+05 4.58.6405 1.79.E+05

[OS=Homo sapiens]
2571 QouL45 Biogenesis of Ixsosome-related organelles complex 1 subunit 6 3237

[OS=Homo sapiens]
2572 075880 Protein SCO1 homolog, mitochondrial [OS=Homo sapiens] 3.237  1.04.E+07 9.88.E+06 7.23.E+06 3.92.E+06 4.41.E+06 3.49.E+06 2.65.E+06 2.89.E+06 1.96.E+06
2573  Q9NYC9-1 Dynein heavy chain 9, axonemal [OS=Homo sapiens] 3.233 3.97.E+07 4.27.E+07 3.36.E+07 3.46.E+07 3.54.E+07 2.56.E+07 2.58.E+07 2.56.E+07 4.22.E+07 3.65.E+07 3.96.E+07 3.23.E+07
2574  Q9BWI1-1 ADP-ribose pyrophosphatase, mitochondrial [DS=Homo sapiens] 3.225 1.09.E+07 1.31.E+07 1.16.E+07 1.60.E+07 8.33.E+06 9.91.E+06 9.51.E+06 1.16.E+07 1.46.E+07 1.46.E+07 1.49.E+07 1.74.E+07
2575 Q9NPR2-1 Semaphorin-4B [OS=Homo sapiens] 3.222 6.71.E+06 6.56.E+06 1.06.E+07

2576 076031 ATP-depen_(ient Clp protease_ATP-blndlng subunit clpX-like,
mitochondrial [OS=Homo sapiens]

2577 Q96GM8  Target of EGR1 protein 1 [OS=Homo sapiens] 3.216  1.00.E+07 7.91.E+06 1.00.E+07 9.31.E+06 7.99.E+06 8.36.E+06 9.04.E+06 2.46.E+06 6.13.E+06 6.28.E+06 5.60.E+06 6.17.E+06

Mapk-regulated corepressor-interacting protein 1 [0S=Homo

3.217 1.77.E+07 1.76.E+07 1.63.E+07 1.41.E+07 1.15.E+07 1.08.E+07 1.24.E+07 1.26.E+07 1.42.E+07 1.47.E+07 1.28.E+07 1.56.E+07

2578 Ccoaws AT 3179 169.E+07 = 161.E+07 = 182E+07  161E+07 = 102E+07  123E+07 = 125E+07  132E+07  145E+07  110E+07 = 123.E+07  1.25E+07
2579 QI9NUWS8 tyrosyl-DNA phosphodiesterase 1 [OS=Homo sapiens] 3.163 1.86.E+06

2580  Q8IX12 Sae")'i::;i]si‘)” el ) YTl ietis (et [FHaiEim . (O Afaii 3156 1.18.E+07 = 123.E+07  9.80.E+06  9.63.E+06  7.87.E+06 = 7.72E+06  6.65.E+06 = 6.41.E+06 = 1.08.E+07 = 8.85.E+06 = 1.0L.E+07  1.10.E+07
2581 PO7711  Cathepsin L1 [0S=Homo sapiens] 3142 178.E+07  220.E+07 = 20LE+07  183E+07 | 1.97.E+07 171E+07 = 182E+07  2.12.E+07 | 2.04E+07  1.98.E+07
2582 Q8N983 39S ribosomal protein L43, mitochondrial [OS=Homo sapiens] 3.138

2583  QONZ45 S;)iii;'] M-S Glamin ezl (et 4 [Pz 312 126E+07 = 136.E+07 = 127.E+07 = 126.E+07 = 148E+07 = 144E+07  144E+07 = 150.E+07 = 124E+07  144.E+07 = 156.E+07  1.45.E+07
2584  QOH832  Ubiquitin-conjugating enzyme E2 Z [0S=Homo sapiens] 3116 343.E+06  3.20E+06  3.37.E+06  3.93E+06 = 517.E+06  5.10.E+06  5.32.E+06 = 6.1LE+06 = 4.79.E+06  4.28.E+06  4.00.E+06  3.47.E+06

2585  P14406 :;‘)?::srlc’me @R SMAMIE %%, (MR (=D 3116 207.E+08 = 210.E+08  205E+08  122E+08  120E+08  135E+08 = 1.42.E+08  145E+08  O58.E+07  8.82E+07  B8.69.E+07  8.76.E+07

2586 Q96G23  Ceramide synthase 2 [OS=Homo sapiens] 3.105 6.70.E+07 6.68.E+07 7.99.E+07 6.01.E+07 7.86.E+07 7.68.E+07 7.25.E+07 7.13.E+07 8.21.E+07 7.40.E+07 7.30.E+07 6.85.E+07
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Supplemental Data 1. List of identified proteins

Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-2 CLDN6-2 CLDN6-2 CLDN6-2

e accessel DSl Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4

mitochondrial-processing peptidase subunit beta [0S=Homo

2587 O75439 1000 3105 1.54.E+07 1.89.E407  222E+07 = 162.E+07  151E+07 150.E+07 = 1.39.E+07 = 203.E+07 = 170.E+07  1.62.E+07
2588  Q96HV5  Transmembrane protein 41A [0S=Homo sapiens] 3102 2.36.E+06 6.26E+05  115E+06 = 7.31.E+05  543.E+05 7.38E+05 = 156E+06 = 3.98.E+05 | 148.E+06

2589  QOY5J1 '[‘:Jsss_w::nl“g:;g;NA'aSSOC'atEd [FiEm 15 ferelleg) 3088 1.12E+06  1.10.E+06 = 1.31E+06  156.E+06 = 156.E+06  17LE+06 = 158E+06 = 150.E+06 = 1.25E+06  1.18.E+06 = 1.13.E+06  1.22.E+06
2500  Q7z4H8  KDEL motif-containing protein 2 [0S=Homo sapiens] 307 432E+06  256.E+406 = 2.75E+06  353.E+06 | 3.80.E+06  2.55E+06 = 3.22E+06 = 294E+06 | 2.20.E+06  2.8LE+06 = 206.E+06  2.30.E+06
2591  QYUGJ1  gamma-tubulin complex component 4 [0S=Homo sapiens] 3064 7.20E+06 = 9.48.E+06  3.13E+06  3.11.E+06 = 7.69.E+06  3.86.E+06 = 3.43E+06  153E+07  7.78.E+06  138.E+07 = 219.E+06  3.30.E+06
2592 Q96120 PRKC apoptosis WT1 regulator protein [OS=Homo sapiens] 3.063 7.49.E+05 1.09.E+06 1.54.E+06 6.37.E+06 6.64.E+06 3.28.E+06 5.85.E+06 6.50.E+06 6.29.E+06 6.71.E+06
2593 QINV70-1 exocyst complex component 1 [0S=Homo sapiens] 3062 521E+06 = 281E+06  213E+06  500.E+06  3.36.E+06 715E+05  884E+05  2.23.E+06 6.86.E+05  8.32.E+05
2504  P30047 S;)Teiﬁbhydm'ase flEetbaclicatiatonjpiepliosayong 3062 1.15E+07  576.E+06 = 7.8L.E+06 = 7.3LE+06 = 8.76.E+06 = 1.06.E+07 = 9.43.E+06  1.20.E+07 1.26.E+06 3.76.E+06
2595 Q6UWEO E3 ubiquitin-protein ligase LRSAM1 [OS=Homo sapiens] 3.062 3.13.E+06 2.20.E+05 6.13.E+05 1.18.E+06 1.85.E+06 9.33.E+05

2506 P29558-1 %\'s’f 32‘%95;2?::5 ]5'”g'e's”anded"merac“"g FEEm 3042 124E+07  110E+07 = 168.E+07  127.E+407 = 8.28.E+06  B847.E+06  7.90.E+06  8.10.E+06 = 158.E+07 = 172E+07 = 114E+07  107.E+07
2597  QOUKG1 DCC-interacting protein 13-alpha [0S=Homo sapiens] 3042 361E+06  3.37.E+06  340.E+06  416.E+06 = 4.12E+06 = A441E+06 = 421.E+06  3.98E+08 = 4.33.E+06 = 404E+06  401.E+06  4.23E+06
2598 Q9NQ88  Fructose-2,6-bisphosphatase TIGAR [OS=Homo sapiens] 3.009 4.28.E+06 3.36.E+06 4.31.E+05 6.67.E+06 4.04.E+06 4.06.E+06 4.37.E+06 4.31.E+06 2.60.E+06 4.02.E+06 3.55.E+06
2599 095817 BAG family molecular chaperone regulator 3 [OS=Homo sapiens] 3 1.74.E+07 1.56.E+07 1.86.E+07 1.85.E+07 2.11.E+07 1.83.E+07 2.37.E+07 2.20.E+07 2.10.E+07
2600 QONTIS :;S;;rn\;?mma“d conesion protein PDSS homolog B [OS=romo 2998 622E+06  6.28E+06  512E+06  582E+06 = 5.85E+06  4.66.E+06 = 563E+06  555E+06 = 102.E+07  9.93E+06 = 1OLE+07 = 119.E+07

2601 095881  Thioredoxin domain-containing protein 12 [OS=Homo sapiens] 2996 3.22.E+07 2.90.E+07 2.82.E+07 2.42.E+07 2.61.E+07 2.62.E+07 2.30.E+07 2.70.E+07 2.74.E+07 3.01.E+07 3.58.E+07 3.99.E+07

2602 Q13206 5;:)?::5'? PGttt RYA s R0 (OS5 EmD 2994 B859.E+06  6.76.E+06  7.03.E+06 = 6.41E+06 = 182E+06  217.E+06 = 152E+06 = 241E+05 = 134.E+06  3.16.E+06  1.92.E+06

Isoform 2 of Adaptin ear-binding coat-associated protein 2

2603 QINVZ3-2 [OS=Homo sapiens] 2975 1.78.E+07 1.95.E+07 2.08.E+07 9.03.E+06 9.08.E+06 1.95.E+07 1.79.E+07 1.32.E+07 1.68.E+07 1.91.E+07 2.79.E+07
2604 P41743 Protein kinase c iota type [OS=Homo sapiens] 2.971

2605 QO09MP3  RAD51-associated protein 2 [OS=Homo sapiens] 2.951 6.92.E+06 6.32.E+06 6.18.E+06 9.52.E+06 6.08.E+06 6.35.E+06 5.85.E+06 5.22.E+06 4.74.E+06 5.32.E+06 5.28.E+06

SWI/SNF-related matrix-associated actin-dependent regulator of
2606 Q9H4L7 chromatin subfamily A containing DEAD/H box 1 [OS=Homo 2.95 5.85.E+06 5.65.E+06 5.23.E+06 5.69.E+06 6.24.E+06 5.47.E+06 6.48.E+06 5.21.E+06 4.76.E+06 5.66.E+06 5.22.E+06 6.24.E+06
sapiens]

2607 000178 GTP-binding protein 1 [OS=Homo sapiens] 2.939 1.99.E+06 1.80.E+06 2.75.E+06 2.41.E+06 2.18.E+06 2.84.E+06 3.43.E+06 2.68.E+06 2.62.E+06 2.76.E+06 3.17.E+06 3.33.E+06
2608 Q13123 Protein Red [OS=Homo sapiens] 2.933 1.60.E+07 1.72.E+07 1.67.E+07 1.43.E+07 1.76.E+07 1.70.E+07 1.77.E+07 1.67.E+07 2.38.E+07 2.03.E+07 1.86.E+07 2.15.E+07
2609 Q9H7B4-1  Histone-lysine N-methyltransferase SMYD3 [OS=Homo sapiens] 2.904 3.87.E+06 1.07.E+06 2.64.E+06 1.12.E+07 7.21.E+06 9.77.E+06 7.21.E+06
2610 P49790 Nuclear pore complex protein Nup153 [OS=Homo sapiens] 2.902 6.42.E+07 6.18.E+07 6.21.E+07 5.71.E+07 6.91.E+07 7.72.E+07 7.70.E+07 8.62.E+07 9.02.E+07 8.76.E+07 8.39.E+07 8.49.E+07
2611 075817 Ribonuclease P protein subunit p20 [OS=Homo sapiens] 2.901

2612 Q969M3  Protein YIPF5 [OS=Homo sapiens] 2.899 5.25.E+06 6.06.E+06 6.06.E+06 7.49.E+06 5.78.E+06 6.72.E+06 6.18.E+06 5.09.E+06 5.83.E+06 8.69.E+06 7.19.E+06 6.64.E+06
2613 Q96AY3  Peptidyl-prolyl cis-trans isomerase FKBP10 [OS=Homo sapiens] 2.874 1.90.E+07 6.07.E+06 6.07.E+06 2.00.E+07 8.57.E+06 1.28.E+07 1.31.E+07 7.84.E+06 1.63.E+07 1.21.E+07 7.97.E+06 5.83.E+06
2614 Q9BV20-1 methylthioribose-1-phosphate isomerase [OS=Homo sapiens] 2.873 6.07.E+06 6.61.E+06 6.52.E+06 7.18.E+06 4.84.E+06 6.62.E+06 7.15.E+06 5.83.E+06 7.79.E+06
2615 QINQT5  exosome complex component RRP40 [OS=Homo sapiens] 2.86 9.86.E+06 8.29.E+06 8.91.E+06 8.00.E+06 1.50.E+06

2616 Q96CP7 Calfacilitin [OS=Homo sapiens] 2.854 8.70.E+06 8.21.E+06 7.78.E+06 8.93.E+06 8.46.E+06 6.72.E+06 5.60.E+06 7.75.E+06 7.77.E+06 5.41.E+06 7.24.E+06 7.30.E+06
2617 Q8IWA5  Choline transporter-like protein 2 [OS=Homo sapiens] 2.826  4.33.E+07 4.35.E+07 4.07.E+07 4.61.E+07 4.09.E+07 3.22.E+07 3.99.E+07 3.64.E+07 3.65.E+07 3.69.E+07 3.33.E+07 3.45.E+07
2618 P55212 Caspase-6 [0S=Homo sapiens] 2.812

2619 Q9UHQ4  B-cell receptor-associated protein 29 [OS=Homo sapiens] 2.812 4.36.E+06 5.48.E+06 5.59.E+06 5.97.E+06 4.71.E+06 8.79.E+06 1.12.E+07 9.13.E+06 5.67.E+06 7.39.E+06 6.78.E+06 6.30.E+06
2620 075081 Protein CBFA2T3 [OS=Homo sapiens] 2.804 4.51.E+06 5.14.E+06 5.68.E+06 6.05.E+06 6.07.E+06 5.76.E+06 5.44 . E+06 4.43.E+06 3.21.E+06 3.75.E+06 3.17.E+06 3.20.E+06
2621 Q86UL3  glycerol-3-phosphate acyltransferase 4 [OS=Homo sapiens] 2.8

2622 Q96GC5-1 39S ribosomal protein L48, mitochondrial [OS=Homo sapiens] 2.793 1.40.E+07 1.29.E+07 1.30.E+07 1.51.E+07 1.15.E+07 1.05.E+07 9.49.E+06 1.32.E+07 1.27.E+07 1.31.E+07 1.18.E+07 1.32.E+07
2623 Q01415-1  N-acetylgalactosamine kinase [OS=Homo sapiens] 2.789 1.84.E+07 1.93.E+07 1.74.E+07 1.83.E+07 1.45.E+07 1.39.E+07 1.79.E+07 2.06.E+07 2.48.E+07 2.56.E+07 2.45.E+07 2.77.E+07
2624 Q2NL68-1  Proline and serine-rich protein 3 [0S=Homo sapiens] 2.773 1.32.E+08 1.02.E+08 9.87.E+07 1.28.E+08 1.18.E+08 1.20.E+08 1.20.E+08 1.03.E+08 1.19.E+08 1.30.E+08 1.12.E+08 1.24.E+08
2625 Q9BU76-1 Multiple myeloma tumor-associated protein 2 [OS=Homo sapiens] 2773 5.63.E+07 6.26.E+07 6.09.E+07 5.78.E+07 6.61.E+07 6.04.E+07 6.01.E+07 6.73.E+07 1.81.E+07

tRNA (adenine(58)-N(1))-methyltransferase catalytic subunit

A QIR TRMT61A [OS=Homo sapiens]

2.769 4.49.E+08 2.57.E+08 2.83.E+08 4.21.E+08 3.39.E+08 3.33.E+08 3.46.E+08 2.90.E+08 3.80.E+08 2.90.E+08 2.60.E+08 2.74.E+08

2627 Q14671-1  Pumilio homolog 1 [OS=Homo sapiens] 2.744  5.10.E+06 5.00.E+06 5.42.E+06 4.88.E+06 7.42.E+06 5.69.E+06 2.33.E+06 3.45.E+06 9.83.E+05
2628 Q9UHD2  Serine/threonine-protein kinase TBK1 [OS=Homo sapiens] 2.743

2629 Q9Y2K7  Lysine-specific demethylase 2A [OS=Homo sapiens] 2.734  1.40.E+07 1.47.E+07 1.50.E+07 9.07.E+06 1.52.E+07 1.36.E+07
2630 Q9Y2X7-1 ARF GTPase-activating protein GIT1 [OS=Homo sapiens] 2.725

2631 014965 Aurora kinase A [OS=Homo sapiens] 2.724  5.18.E+06 9.19.E+06 8.17.E+06 1.06.E+07 5.56.E+06 7.04.E+06 2.08.E+06 1.00.E+07 8.74.E+06 1.11.E+07

2632 Q9BUL9 Ribonuclease P protein subunit p25 [OS=Homo sapiens] 2.721 1.79.E+07 1.84.E+07 1.86.E+07 1.76.E+07 1.57.E+07 1.62.E+07 1.67.E+07 1.67.E+07 1.21.E+07 1.27.E+07 1.21.E+07 1.37.E+07
2633 Q9HCE1  Putative helicase MOV-10 [OS=Homo sapiens] 2.72  8.92.E+06 1.10.E+07 1.09.E+07 9.97.E+06 1.16.E+07 1.31.E+07 1.31.E+07 1.45.E+07 1.69.E+07 1.65.E+07 1.72.E+07 1.77.E+07
2634 P60604 Ubiquitin-conjugating enzyme E2 G2 [OS=Homo sapiens] 2.718

2635 Q2Q1W2  E3 ubiquitin-protein ligase TRIM71 [OS=Homo sapiens] 2.702  8.12.E+06 8.81.E+06 9.86.E+06 1.12.E+07 1.11.E+07 1.03.E+07 9.45.E+06 7.18.E+06 5.71.E+06 6.53.E+06 5.91.E+06 5.76.E+06
2636 Q8NEZ4  Histone-lysine N-methyltransferase 2C [OS=Homo sapiens] 2.692 1.50.E+07 1.36.E+07 1.37.E+07 1.88.E+07 2.59.E+07 2.67.E+07 2.77.E+07 2.81.E+07 1.43.E+07 1.33.E+07 1.39.E+07 1.33.E+07
2637 Q96J01 THO complex subunit 3 [OS=Homo sapiens] 2.672 1.89.E+07 1.87.E+07 9.59.E+06 1.83.E+07 2.03.E+07 1.71.E+07 1.97.E+07 1.64.E+07 1.96.E+07 1.64.E+07 1.70.E+07 1.94.E+07
2638 Q92733 proline-rich protein PRCC [OS=Homo sapiens] 2.666 2.95.E+07 2.93.E+07 2.55.E+07 2.32.E+07 2.22.E+07 1.98.E+07 2.26.E+07 2.35.E+07 2.29.E+07 2.14.E+07 2.46.E+07 2.40.E+07
2639 Q6P1L8 39S ribosomal protein L14, mitochondrial [DS=Homo sapiens] 2.661 1.43.E+07 1.35.E+07 1.49.E+07 1.48.E+07 1.36.E+07 1.53.E+07 1.40.E+07 1.57.E+07 1.29.E+07 1.53.E+07 1.68.E+07 1.67.E+07
2640 014530 Thioredoxin domain-containing protein 9 [0OS=Homo sapiens] 2.659 1.03.E+07 1.29.E+07 1.22.E+07 1.12.E+07 1.08.E+07 1.28.E+07 1.24.E+07 1.36.E+07 1.31.E+07 1.31.E+07 1.30.E+07 1.42.E+07
2641 P02794 Ferritin heavy chain [0S=Homo sapiens] 2.659 2.31.E+07 2.64.E+07 2.54.E+07 2.03.E+07 2.35.E+07 2.23.E+07 2.53.E+07 2.72.E+07 2.21.E+07 2.17.E+07 2.08.E+07 2.09.E+07
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Supplemental Data 1. List of identified proteins

No. et Description Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDNG6-2 CLDN6-2 CLDNG6-2 CLDN6-2
Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4
2642 Q96JJ7-1  Protein disulfide-isomerase TMX3 [OS=Homo sapiens] 2.658 1.06.E+07 9.58.E+06 9.78.E+06 8.84.E+06 1.30.E+07 1.12.E+07 1.11.E+07 1.37.E+07 1.42.E+07 1.07.E+07 1.26.E+07 1.18.E+07
2643 Q9Y4Z0 U6 snRNA-associated Sm-like protein LSm4 [OS=Homo sapiens] 2.656 1.41.E+07 3.23.E+07 1.28.E+07 3.14.E+07 2.47.E+07 1.46.E+07 1.49.E+07 1.66.E+07 1.09.E+07 1.04.E+07
2644 Q9Y520 Protein Prrc2c [OS=Homo sapiens] 2.655 1.40.E+06 1.41.E+06 3.72.E+06 1.70.E+06 2.05.E+06 1.78.E+06 3.58.E+06 2.99.E+06 1.60.E+06 3.35.E+06 3.26.E+06 3.30.E+06

KRR1 small subunit processome component homolog [OS=Homo

2645 Q13601 | 2.645 1.49.E+07 1.72.E+07 1.74.E+07 1.93.E+07 1.76.E+07 1.74.E+07 1.86.E+07 1.93.E+07 1.62.E+07 1.63.E+07 1.77.E+07 1.60.E+07
2646 QIBYN8  28S ribosomal protein S26, mitochondrial [OS=Homo sapiens] 2.639 4.75.E+06 5.03.E+06 4.89.E+06 6.54.E+06 6.01.E+06 6.27.E+06 6.68.E+06 6.72.E+06 5.81.E+06 5.14.E+06 6.08.E+06 5.62.E+06
2647 P84101-1  Small EDRK-rich factor 2 [OS=Homo sapiens] 2.628 2.98.E+06 2.34.E+06 3.46.E+06 3.49.E+06 4.02.E+06 4.21.E+06 3.40.E+06 2.89.E+06 2.21.E+06 2.08.E+06 2.10.E+06 2.18.E+06
2648 075530 Polycomb protein EED [OS=Homo sapiens] 2.62 3.71.E+06 4.93.E+06 4.40.E+06 5.19.E+06 5.32.E+06 4.52.E+06 5.37.E+06 4.93.E+06 4.59.E+06 4.15.E+06 4.17.E+06 4.02.E+06
2649 Q9P2B2  prostaglandin F2 receptor negative regulator [OS=Homo sapiens] 2.619

2650 Q8WW22-1 DnaJ homolog subfamily A member 4 [OS=Homo sapiens] 2.617 5.77.E+06 7.23.E+06 7.08.E+06 7.60.E+06 7.59.E+06 7.51.E+06 9.41.E+06 6.27.E+06 6.74.E+06 6.61.E+06 7.07.E+06
2651 Q9P2T1-1 GMP reductase 2 [OS=Homo sapiens] 2.604 8.07.E+06 7.65.E+06 6.79.E+06 6.26.E+06 5.38.E+06 4.93.E+06 4.10.E+06 5.43.E+06 8.91.E+06 6.42.E+06 6.33.E+06 5.54.E+06
2652 Q8N357 Solute carrier family 35 member F6 [OS=Homo sapiens] 2.604 1.70.E+06 1.72.E+06 1.47.E+06 2.08.E+06 3.59.E+06 3.73.E+06 3.53.E+06 3.10.E+06 2.02.E+06 1.76.E+06 1.94.E+06 1.75.E+06
2653 Q13907 Isopentenyl-diphosphate Delta-isomerase 1 [OS=Homo sapiens] 2.6 1.43.E+07 1.09.E+07 1.13.E+07 1.34.E+07 1.00.E+07 9.30.E+06 1.25.E+07 1.14.E+07 1.15.E+07 1.13.E+07 1.39.E+07
2654 Q96JB5 CDKS regulatory subunit-associated protein 3 [OS=Homo sapiens] 2.589 2.02.E+07 1.96.E+07 1.98.E+07 2.21.E+07 1.69.E+07 1.68.E+07 1.82.E+07 1.75.E+07 2.34.E+07 2.07.E+07 2.19.E+07 1.94.E+07
2655 Q8N988-1  Zinc finger protein 557 [OS=Homo sapiens] 2.573 3.28.E+05 2.35.E+05 3.01.E+05 3.42.E+05 6.91.E+05 6.14.E+05 6.09.E+05 5.58.E+05 4.89.E+05 4.14.E+05 4.05.E+05 4.82.E+05
2656 QBWVY7 ;’;;?e“'r::?"'ke CEREN-EETEE G HiespiEEss i OESmim 2568 4.0LE+06 = 3.78E+06 = 3.7L.E+06 = 4.09.E+06 = 516.E+06 = 58LE+06 = 452E+06 = 653.E+06 = 6.65E+06  7.15.E+06 = 7.83.E+06  6.91.E+06
2657 P51580 Thiopurine S-methyltransferase [0S=Homo sapiens] 2.559 2.42.E+07 2.20.E+07 2.03.E+07 2.01.E+07 2.21.E+07 2.02.E+07 2.08.E+07 2.10.E+07 2.51.E+07 2.32.E+07 2.28.E+07 2.34.E+07
2658 094822-3  Isoform 3 of E3 ubiquitin-protein ligase listerin [0S=Homo sapiens] 2.558 2.48.E+07 2.04.E+07 2.76.E+07 2.75.E+07 2.49.E+07 2.77.E+07 2.32.E+07 2.35.E+07 2.12.E+07 2.14.E+07 2.24.E+07 2.27.E+07
2659 P82912-1 28S ribosomal protein S11, mitochondrial [OS=Homo sapiens] 2.555 2.48.E+07 2.54.E+07 3.00.E+07 2.86.E+07 2.36.E+07 2.53.E+07 2.60.E+07 2.66.E+07 2.80.E+07 3.53.E+07 3.23.E+07 3.25.E+07
2660  P53611 S:;;’;ys'fera”y' U2ESIerasSllyRe 2B BLITLESBIOS o 2545 BALE+06  B8A47.E+06  1OLE+07 = 113.E+07 810E+06 = 7.88E+06  7.59.E+06 = O.80.E+06  B.84.E+06  LOLE+07  8.19.E+06
2661 095171 Sciellin [0S=Homo sapiens] 2.536  2.46.E+07 1.71.E+07 1.92.E+07 1.43.E+07 1.75.E+07 1.90.E+07 2.91.E+07 2.50.E+07 2.28.E+07 2.02.E+07
2662 Q8NB16 Mixed lineage kinase domain-like protein [0S=Homo sapiens] 2.518 1.03.E+07 1.45.E+07 1.67.E+07 1.54.E+07 1.41.E+07 1.57.E+07 1.63.E+07 1.66.E+07 2.28.E+07 2.80.E+07 2.89.E+07 2.87.E+07
2663 Q8IUW5  RELT-like protein 1 [OS=Homo sapiens] 2.516 4.05.E+06 7.45.E+05 2.79.E+05 4.56.E+06 2.50.E+05 4.08.E+06 1.47.E+05

2664 Q6P1X6 UPF0598 protein C8orf82 [OS=Homo sapiens] 2515 5.96.E+06 5.20.E+06 5.84.E+06 8.64.E+06 9.89.E+06 1.06.E+07 7.86.E+06 7.69.E+06 1.02.E+07 9.04.E+06 9.28.E+06
2665 P53990-1 IST1 homolog [OS=Homo sapiens] 2511 1.23.E+07 1.04.E+07 1.04.E+07 1.12.E+07 1.19.E+07 1.12.E+07 1.18.E+07 1.22.E+07 2.37.E+07 2.26.E+07 2.14.E+07 2.19.E+07
2666 Q15070-1  Mitochondrial inner membrane protein OXA1L [OS=Homo sapiens] 2505 6.40.E+06 5.49.E+06 9.08.E+06 3.69.E+06 7.18.E+06 1.04.E+07 9.30.E+06 7.44.E+06
2667 Q5VZK9 F-actin-uncapping protein LRRC16A [OS=Homo sapiens] 2.501

2668 Q9NQR7  Coiled-coil domain-containing protein 177 [OS=Homo sapiens] 2499 1.08.E+07 1.11.E+07 1.01.E+07 1.41.E+07 3.03.E+07 2.72.E+07 2.93.E+07 2.57.E+07

2669 LOR6Q1 SS;.S:[?:]A‘. upstream open reading frame protein [0S=Homo
2670 Q15024 Exosome complex component RRP42 [OS=Homo sapiens] 2.486 1.11.E+07 1.19.E+07 1.24.E+07 1.27.E+07 1.26.E+07 1.22.E+07 1.25.E+07 1.38.E+07 1.44.E+07 1.48.E+07 1.41.E+07 1.58.E+07
2671 QINTG7 NAD_-dependenj( protein deacetylase sirtuin-3, mitochondrial 2483

[OS=Homo sapiens]
UV radiation resistance-associated gene protein [0S=Homo

2487 1.70.E+07 1.73.E+07 1.74.E+07 1.76.E+07 1.45.E+07 1.32.E+07 1.13.E+07 1.19.E+07 1.67.E+07 1.15.E+07 1.37.E+07 1.63.E+07

2672 Q9P2Y5 248 5.41.E+06 5.74.E+06 5.72.E+06 6.73.E+06 8.69.E+06 8.84.E+06 8.70.E+06 7.83.E+06 5.59.E+06 5.75.E+06 4.77.E+06 4.74 E+06

sapiens]
2673 Q92618 Zinc finger protein 516 [OS=Homo sapiens] 2478 5.21.E+07 4.20.E+07 4.40.E+07 3.65.E+07 7.63.E+06 4.08.E+07 4.14.E+07 3.85.E+07 3.49.E+07 3.84.E+07 3.71.E+07 3.20.E+07
2674 Q5XPl14 E3 ubiquitin-protein ligase RNF123 [OS=Homo sapiens] 2.473
2675 P35573-1 glycogen debranching enzyme [OS=Homo sapiens] 2463 1.21.E+07 1.36.E+07 1.35.E+07 1.25.E+07 1.18.E+07 9.33.E+06 1.22.E+07 1.58.E+07 1.44.E+07 1.08.E+07 1.15.E+07 1.52.E+07
2676 P62877 E3 ubiquitin-protein ligase RBX1 [OS=Homo sapiens] 2.456  7.66.E+06 9.13.E+06 8.88.E+06 1.25.E+07 1.08.E+07 1.29.E+07 1.30.E+07 1.24 E+07 1.03.E+07 1.02.E+07 9.27.E+06 8.02.E+06

pentatricopeptide repeat-containing protein 1, mitochondrial
[OS=Homo sapiens]

pentatricopeptide repeat domain-containing protein 3,
mitochondrial [OS=Homo sapiens]

DNA-directed RNA polymerases |, II, and Il subunit RPABC4
[OS=Homo sapiens]

2677 075127 2.447

2678  Q96EY7-1 2441

2679 P53803 2438 2.34.E+08 2.40.E+08 2.82.E+08 2.63.E+08 2.40.E+08 2.65.E+08 2.74.E+08 2.79.E+08 2.10.E+08 2.71.E+08 2.53.E+08 2.54.E+08

2680 Q9P016 Thymocyte nuclear protein 1 [0S=Homo sapiens] 2436 1.92.E+07 2.03.E+07 1.82.E+07 1.70.E+07 2.22.E+07 2.05.E+07 2.39.E+07 2.24.E+07 2.28.E+07 1.99.E+07 1.92.E+07 1.91.E+07

2681 Q01804-1 OTU domain-containing protein 4 [OS=Homo sapiens] 2.434 6.74.E+06 5.63.E+06 4.31.E+06 4.69.E+06 6.16.E+06 6.18.E+06 5.86.E+06 4.98.E+06 6.69.E+06 4.41.E+06 5.24.E+06 6.43.E+06

2682 P42696 RNA-binding protein 34 [OS=Homo sapiens] 2.426  6.83.E+06 6.89.E+06 5.48.E+06 6.60.E+06 7.18.E+06 5.58.E+06 4.98.E+06 4.81.E+06 6.38.E+06 5.24.E+06 5.41.E+06

2683 Q96NY7-1 Chloride intracellular channel protein 6 [OS=Homo sapiens] 2.412

2684 P02751 fibronectin [0S=Homo sapiens] 2.404  3.30.E+06 3.95.E+06 4.36.E+06 4.44.E+06 3.63.E+06 3.10.E+06 3.36.E+06 3.41.E+06 3.40.E+06 3.63.E+06 3.42.E+06 3.26.E+06
Gamma-aminobutyric acid receptor-associated protein [OS=Homo

2685 095166 2401 1.52.E+07 1.67.E+07 1.60.E+07 1.79.E+07 1.40.E+07 1.47 E+07 1.38.E+07 1.60.E+07 1.21.E+07 1.42.E+07 1.23.E+07 1.20.E+07

sapiens]

2686 Q96BP2 C0|Ied-00|I-hellx_-c0|led-c0|l-hellx domain-containing protein 1
[OS=Homo sapiens]

2687 Q9UK61 Protein TASOR [OS=Homo sapiens] 2.399

2688 QOH2S1-1 %gﬂ';;’;‘;“;;g:sfa'c'“m'ac""amd (PSSl @ e 2 2392 120E+06 = 256.E+06 = 9.52.E+05 = 1.66.E+06 = 4.34E+06 = 2.96.E+06 = 195E+06 = 6.79.E+05 = 3.10.E+06 = 1.86.E+06 = 127.E+06 = 1.25.E+06

2399 1.11.E+07 1.42.E+07 1.86.E+07 1.80.E+07 1.24.E+07 1.75.E+07 1.44.E+07 1.63.E+07 1.17.E+07 2.00.E+07 1.69.E+07 1.85.E+07

2689 Q9Y4W6  AFG3-like protein 2 [OS=Homo sapiens] 2.373

2690 Q13084 39S ribosomal protein L28, mitochondrial [OS=Homo sapiens] 2.364 5.58.E+06 6.23.E+06 6.74.E+06 7.57.E+06 4.83.E+06 4.94.E+06 8.28.E+06 6.10.E+06 5.55.E+06 5.88.E+06 6.21.E+06 6.13.E+06
2691 Q8N726  Tumor suppressor ARF [OS=Homo sapiens] 2.354 3.34.E+05 3.31.E+05 3.63.E+05 3.45.E+05 3.98.E+05 4.52.E+05 4.35.E+05 3.76.E+05 4.15.E+05 3.69.E+05 3.59.E+05 3.49.E+05
2692 Q6WKZ4-4 Rabl1l family-interacting protein 1 [OS=Homo sapiens] 2.353  7.32.E+06 5.49.E+06 6.22.E+06 4.73.E+06 5.71.E+06 4.79.E+06 4.97.E+06
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Supplemental Data 1. List of identified proteins

No. et Description Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDNG6-2 CLDN6-2 CLDNG6-2 CLDN6-2
) P Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4
2693 P14616 Insulin receptor-related protein [OS=Homo sapiens] 234 2.74.E+07 2.94.E+07 2.88.E+07 2.54.E+07 2.99.E+07 2.79.E+07 2.93.E+07 2.68.E+07 3.86.E+07 3.49.E+07 3.31.E+07 3.32.E+07
2694 Q9HOU3 Magnesium transporter protein 1 [OS=Homo sapiens] 2.335 1.26.E+07 1.37.E+07 1.39.E+07 1.76.E+07 1.35.E+07 1.34.E+07 1.27.E+07 1.41.E+07 1.44.E+07 1.46.E+07 1.29.E+07 1.42.E+07
2695 075976 Carboxypeptidase D [OS=Homo sapiens] 2.333 7.05.E+06 2.82.E+06 3.81.E+06 3.21.E+06 4.96.E+06 4.41.E+06 6.08.E+06 5.41.E+06 1.83.E+06
2696 Q6JEL2 Kelch-like protein 10 [OS=Homo sapiens] 2.323
2697 P23786 ::;2:’: SpEHIRYIEIEEESD 2, MR (SRR 2301 7.03.E+06 = 655.E+06 = 7.37.E+06  7.3LE+06 = 5.06.E+06 = 584E+06 = 5.30.E+06  6.03.E+06 = 5.62.E+06 = 6.82.E+06  7.11.E+06  6.10.E+06
2698 Q9H6K4  Optic atrophy 3 protein [0S=Homo sapiens] 2291 1.23.E+07 1.07.E+07 9.89.E+06 1.11.E+07 2.07.E+07 2.08.E+07 1.99.E+07 2.05.E+07 1.23.E+07 1.30.E+07 1.29.E+07 1.10.E+07
2699 Q14320 Protein FAM50A [OS=Homo sapiens] 2.287 7.20.E+06 6.15.E+06 6.32.E+06 7.68.E+06 8.00.E+06 6.79.E+06 8.11.E+06 8.60.E+06 8.03.E+06 6.22.E+06 8.03.E+06 7.07.E+06
2700 Q9UJY5-1  ADP-ribosylation factor-binding protein GGA1 [OS=Homo sapiens] 2.286 1.55.E+07 1.03.E+07 1.05.E+07 1.11.E+07 1.32.E+07 4.44 E+06 5.00.E+06 3.30.E+06 1.26.E+07 1.19.E+07 1.19.E+07 9.70.E+06
2701 Q8NAF0  Zinc finger protein 579 [OS=Homo sapiens] 2.284
2702 QI9NRY4  Rho GTPase-activating protein 35 [OS=Homo sapiens] 2.264  3.90.E+06 3.07.E+06 3.30.E+06 2.36.E+06 4.88.E+06 4.79.E+06 5.47.E+06 4.11.E+06 4.41.E+06 3.61.E+06 3.25.E+06 4.24.E+06
2703 060547-1 GDP-mannose 4,6 dehydratase [OS=Homo sapiens] 2.264
2704 Q9H4L5 Oxysterol-binding protein-related protein 3 [OS=Homo sapiens] 2.263
2705 Q9Y263 Phospholipase A-2-activating protein [0S=Homo sapiens] 2.256
2706 Q5ZPR3 CD276 antigen [OS=Homo sapiens] 2.244  4.47.E+06 4.70.E+06 3.57.E+06 5.58.E+06 5.04.E+06 2.87.E+06 4.37.E+06 5.53.E+06 5.02.E+06 4.18.E+06 3.15.E+06 4.35.E+06

LisH domain and HEAT repeat-containing protein KIAA1468

2707 Q9P260-1 (O e 2.242 2.59.E+06 1.79.E+06 2.43.E+06 7.87.E+05 2.72.E+06 2.10.E+06 2.66.E+06 1.23.E+05 1.70.E+05
2708 Q14997 Proteasome activator complex subunit 4 [0S=Homo sapiens] 2.239  8.59.E+06 8.88.E+06 8.70.E+06 9.96.E+06 7.84.E+06 9.06.E+06 9.15.E+06 8.84.E+06 7.62.E+06 7.83.E+06 8.44.E+06 7.38.E+06
2709 Q9H5N1 rab GTPase-binding effector protein 2 [OS=Homo sapiens] 2.232 4.24.E+06 8.37.E+05 2.91.E+06 9.76.E+06 1.16.E+06 5.32.E+05 3.71.E+06 5.56.E+06 3.35.E+05 1.97.E+06 1.43.E+06
2710  Q96MU7-1 YTH domain-containing protein 1 [OS=Homo sapiens] 2.205 1.96.E+07 2.04.E+07 1.68.E+07 1.54.E+07 1.97.E+07 1.50.E+07 1.23.E+07 1.45.E+07 2.24.E+07 1.82.E+07 1.71.E+07
2711 Q13257-1 SMalgaigﬁss]pmdle CERELY G U e MAREA [OES D 2109 3.80.E+07 = 434E+07  427.E+07  430.E+07 = 466.E+07 = 437.E+07 = 46LE+07 = 4.65.E+07 = 3.7LE+07 = 437.E+07 | 438.E+07 | 4.17.E+07
2712 Q9H9Y2 Ribosome production factor 1 [0S=Homo sapiens] 2.184 2.55.E+06 3.40.E+06 3.43.E+06 4.01.E+06 3.54.E+06 3.56.E+06 3.75.E+06 3.43.E+06 2.49.E+06 2.63.E+06 2.39.E+06 2.87.E+06
2713 043402 ER membrane protein complex subunit 8 [0S=Homo sapiens] 217 3.72.E+07 3.33.E+07 3.49.E+07 3.40.E+07 2.87.E+07 3.66.E+07 3.67.E+07 3.31.E+07 6.06.E+07 4.16.E+07 4.40.E+07 3.80.E+07
2714 P55210-3 Isoform Alpha’ of Caspase-7 [OS=Homo sapiens] 2.168 1.60.E+06 1.44. E+06 1.56.E+06 1.44. E+06 2.24.E+06 2.62.E+06 2.37.E+06 2.54.E+06 3.23.E+06 2.62.E+06 2.58.E+06 2.40.E+06
2715 Q5T2E6-1  UPF0668 protein C100rf76 [OS=Homo sapiens] 2.165 1.60.E+07 2.09.E+07 2.31.E+07 1.89.E+07 2.39.E+07 2.86.E+07 2.19.E+07 2.91.E+07 2.68.E+07 2.58.E+07 2.78.E+07 3.51.E+07
2716 Q5TCY1-1 Tau-tubulin kinase 1 [OS=Homo sapiens] 2.143  2.45.E+06 2.22.E+06 1.59.E+06 2.51.E+06 3.68.E+06 4.00.E+06 3.45.E+06 3.72.E+06 1.09.E+06 2.43.E+06 2.20.E+06 2.16.E+06
2717 Q9H4X1  regulator of cell cycle RGCC [OS=Homo sapiens] 2.141

2718 Q7Z7K0 COX assembly mitochondrial protein homolog [OS=Homo sapiens] 2.139 1.19.E+07 1.13.E+07 1.17.E+07 1.56.E+07 1.35.E+07 1.51.E+07 1.43.E+07 1.61.E+07 1.27.E+07 1.15.E+07 1.20.E+07 1.17.E+07
Amyloid beta A4 precursor protein-binding family A member 1
[OS=Homo sapiens]

C-Jun-amino-terminal kinase-interacting protein 3 [0S=Homo

2719 Q02410 2123 3.13.E+07 3.11.E+07 2.95.E+07 3.33.E+07 3.80.E+07 3.59.E+07 4.21.E+07 4.40.E+07 5.18.E+07 4.26.E+07 4.47 E+07 4.19.E+07

2720 Q9UPT6 2.098 8.54.E+05 1.01.E+06 1.05.E+06 1.07.E+06 1.16.E+06 1.12.E+06 1.06.E+06 9.13.E+05 6.31.E+05 8.06.E+05 5.99.E+05 6.47.E+05

sapiens]
2721 P10636 Microtubule-associated protein tau [OS=Homo sapiens] 2.094
2722 QINRY5  Protein FAM114A2 [OS=Homo sapiens] 2.092 3.78.E+06 2.44.E+06 2.41.E+06 2.44.E+06 3.44.E+06 2.51.E+06 2.11.E+06 3.25.E+06 3.67.E+06 2.74.E+06 2.86.E+06 3.28.E+06
2723 Q6UWO02  Cytochrome P450 20A1 [OS=Homo sapiens] 2.081

Phosphatidylinositol 3,4,5-trisphosphate-dependent Rac
exchanger 2 protein [OS=Homo sapiens]
Isoform 6 of X-linked retinitis pigmentosa GTPase regulator

2724  Q70Z35-1 2076 1.31.E+07 3.56.E+06 4.28.E+06 2.97.E+06 8.09.E+06 6.86.E+06 6.11.E+06 5.57.E+06 6.02.E+06 5.11.E+06 6.33.E+06 6.02.E+06

2725 Q92834-6 _ N 2.074

[OS=Homo sapiens]
2726 Q15527 Surfeit locus protein 2 [OS=Homo sapiens] 2.073  9.10.E+05 9.15.E+05 1.02.E+06 1.03.E+06 1.53.E+06 1.52.E+06 1.52.E+06 1.42.E+06 1.08.E+06 8.78.E+05 7.89.E+05 9.91.E+05
2727 Q17RC7  Exocyst complex component 3-like protein 4 [OS=Homo sapiens] 2.056 1.82.E+08 1.85.E+08 1.81.E+08 1.88.E+08 1.77.E+08 1.68.E+08 1.76.E+08 1.84.E+08 1.96.E+08 1.88.E+08 1.88.E+08 1.86.E+08

Protein NipSnap homolog 3A OS=Homo sapiens OX=9606
GN=NIPSNAP3A PE=1 SV=2

Isoform 3 of Calmodulin-regulated spectrin-associated protein 1
[OS=Homo sapiens]

voltage-dependent calcium channel gamma-6 subunit [OS=Homo

2728 Q9UFNO 2.054 1.87.E+07 2.00.E+07 2.15.E+07 2.40.E+07 2.21.E+07 2.24 E+07 2.18.E+07 2.24 E+07 2.45.E+07 2.12.E+07 2.15.E+07 1.96.E+07

2729 Q5T5Y3-3 2.053

2730 Q9BXT2 2.043 2.61.E+08 2.42 E+08 2.58.E+08 2.69.E+08 2.73.E+08 2.75.E+08 2.77.E+08 2.85.E+08 2.58.E+08 2.42.E+08 2.39.E+08 2.48.E+08

sapiens]

2731 P56524 Histone deacetylase 4 [OS=Homo sapiens] 2.036

2732 Q96BX8  MOB kinase activator 3A [OS=Homo sapiens] 2.03 1.58.E+08 1.78.E+08 1.85.E+08 1.76.E+08 1.18.E+08 1.29.E+08 1.36.E+08 1.23.E+08 1.00.E+08 1.12.E+08 1.01.E+08 9.70.E+07
2733 AB6NK59 Ankyrin repeat and SOCS box protein 14 [OS=Homo sapiens] 2.024

2734 A6NLUO  Ret finger protein-like 4A [OS=Homo sapiens] 2.023 6.32.E+05 9.88.E+05 1.73.E+06 9.10.E+05

2735 Q9BRNS5 SM;‘?::‘S)]' of RNA polymerase Il transcription subunit 15 [0S=Homo ;517 g24F.06  128E+07 = 1.30.E+07  1.27.E+07 9.31.E+06 6.10.E+06  6.38.E+06
2736 Q6F5E8 gzgi‘z:glpmte'”' gipzslancineeiglinReguicienialiossbon: 1991 321E+07 = 3.72E+07  3.39.E+07  3.8LE+07  529.E+07  57LE+07 | 535.E+07 = 6.10.E+07 | 4.00.E+07 = 484E+07 = 491E+07  4.8LE+07
2737 Q96RS6 NudC domain-containing protein 1 [0S=Homo sapiens] 1.99 1.84.E+07 1.90.E+07 2.26.E+07 1.83.E+07 1.38.E+07 2.00.E+07 1.92.E+07 2.07.E+07 2.94.E+07 2.41.E+07 2.56.E+07 2.81.E+07
2738 P51610-4 Isoform 4 of Host cell factor 1 [OS=Homo sapiens] 1.985 1.20.E+07 1.37.E+07 1.56.E+07 1.15.E+07 1.02.E+07 1.25.E+07 1.28.E+07 1.59.E+07 1.56.E+07 1.49.E+07
2739 P20585 DNA mismatch repair protein MSH3 [OS=Homo sapiens] 1.98 3.80.E+06 3.38.E+06 1.85.E+06 2.45.E+06 2.76.E+06 1.64.E+06 3.30.E+06 1.55.E+06 1.55.E+06 3.68.E+06 3.34.E+06
2740 015050  TPR and ankyrin repeat-containing protein 1 [0S=Homo sapiens] 1.974

2741 Q8N4H5 ;";t;’iz::]"d"a' e (Bl ST VRIS leiielef [(OES(Eiis 1973 946.E+07 = B892E+07  9.00.E+07 = 839.E+07  9.06.E+07 = 8I7.E+07 | 8A47.E+07  B8.98.E+07 = 8.38E+07  TA42E+07 | 7.63.E+07 | 7.57.E+07
2742 Q9P265 Disco-interacting protein 2 homolog B [OS=Homo sapiens] 1.96

2743 Q9BQL6-1  Fermitin family homolog 1 [OS=Homo sapiens] 1.938
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Supplemental Data 1. List of identified proteins

Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-2 CLDN6-2 CLDN6-2 CLDN6-2

e accessel DSl Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4

Eukaryotic translation initiation factor 4E-binding protein 1

22 Qi [OS=Homo sapiens]

1.931 5.52.E+07 5.02.E+07 5.29.E+07 4.90.E+07 4.31.E+07 4.98. E+07 4.54. E+07 4.90.E+07 3.26.E+07 3.89.E+07 3.74.E+07 3.65.E+07

2745 Q5T011 KICSTOR complex protein SZT2 [OS=Homo sapiens] 1.929 2.42.E+06 8.64.E+06 6.97.E+06 7.27.E+06 6.96.E+06 5.32.E+06 4.15.E+06 4.11.E+06 9.98.E+06
2746 P15498-1 Proto-oncogene vav [OS=Homo sapiens] 1.911
2747 A6PVI3 Nuclear cap-binding protein subunit 2-like [OS=Homo sapiens] 1.911
2748 A6NDG6  glycerol-3-phosphate phosphatase [OS=Homo sapiens] 1.905 6.44.E+07 7.94.E+07 7.08.E+07 6.17.E+07 6.15.E+07 5.51.E+07 7.20.E+07 6.10.E+07 7.43.E+07 6.35.E+07
2749 043194 G-protein coupled receptor 39 [OS=Homo sapiens] 1.898

Uncharacterized protein C50rf46 OS=Homo sapiens OX=9606

20 Qabir GN=Cb50rf46 PE=3 SV=2 e
2751 P00451 Coagulation factor VIIl [OS=Homo sapiens] 1.888
2752 POC1Z6 TCF3 fusion partner [0S=Homo sapiens] 1.887 1.26.E+07 1.22.E+07 1.13.E+07 1.32.E+07 5.41.E+07 5.49.E+07 5.60.E+07 5.11.E+07 1.22.E+07 1.28.E+07 1.11.E+07 1.15.E+07

Transformation/transcription domain-associated protein
[OS=Homo sapiens]

2754  Q8TD43-1 [Tézr‘_s;eo”r;;eg:;ggmem'a' (e @ vl Sl ] el & 188 280.E+07 = 296.E+07 = 3.09.E+07 = 2.79.E+07 = 2.52.E+07 = 2.41.E+07 = 255.E+07 = 253.E+07 | 234E+07 = 258E+07 = 250.E+07 = 2.43.E+07
2755 P49366-1 deoxyhypusine synthase [OS=Homo sapiens] 1.876 2.97.E+06 2.77.E+06 2.67.E+06 2.93.E+06 1.33.E+06 9.19.E+05 3.11.E+05

NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 6

2753 Q9Y4A5 1.887 7.83.E+07 8.80.E+07 8.54.E+07 9.69.E+07 1.12.E+08 1.16.E+08 1.19.E+08 1.22.E+08 9.90.E+07 9.22.E+07 9.22.E+07 7.93.E+07

2756 095139 [© S g 1.875 4.59.E+06 5.50.E+06 4.24 E+06 5.22.E+06 2.48.E+06 1.46.E+06 3.83.E+06 1.41.E+06 2.79.E+06 2.35.E+06 1.44 E+06 2.03.E+06
2757 Q92820 Gamma-glutamyl hydrolase [OS=Homo sapiens] 1.875 3.30.E+06 3.18.E+06 2.61.E+06 3.31.E+06 2.01.E+06 1.25.E+06 1.38.E+06 1.28.E+06 3.36.E+06 2.43.E+06 2.23.E+06 2.27.E+06
2758 Q6P1S2-1 Protein C3orf33 [OS=Homo sapiens] 1.875 2.49.E+07 2.14.E+07 1.20.E+07 4.35.E+07 3.86.E+07 3.67.E+07 3.23.E+07 2.72.E+07 4.64.E+07 2.32.E+07 2.36.E+07 3.78.E+07
2759  Q9POUL g;g?g:grd”a' MR Tl S AAE WL (STelte) (O teiD 1873 230.E+07 = 207.E+07 = 213.E+07  227.E+07 = 254E+07 = 246E+07 = 246.E+07  279.E+07 = 203E+07  210.E+07 = 253E+07 = 245.E+07
2760 Q9P0OV3-1  SH3 domain-binding protein 4 [OS=Homo sapiens] 1.871 4.28.E+06 2.04.E+06 3.34.E+05 4.81.E+05 3.97.E+06 3.07.E+06 2.59.E+06 2.58.E+06 3.09.E+06 3.66.E+06 3.22.E+06 3.07.E+06
2761 Q9HOA6 RING finger protein 32 [OS=Homo sapiens] 1.857 8.61.E+06 7.35.E+06 7.77.E+06 1.02.E+07 1.19.E+07 9.89.E+06 1.04.E+07 1.17.E+07 1.10.E+07 8.10.E+06 9.48.E+06 8.18.E+06
2762 Q9ULX3  RNA-binding protein NOB1 [OS=Homo sapiens] 1.851 2.26.E+07 2.39.E+07 2.14.E+07 1.97.E+07 1.71.E+07 1.77.E+07 2.05.E+07 2.41.E+07 2.17.E+07 2.11.E+07 1.69.E+07 1.73.E+07
2763 Q70EL4-1  Ubiquitin carboxyl-terminal hydrolase 43 [OS=Homo sapiens] 1.847 1.16.E+07 1.19.E+07 1.21.E+07 1.50.E+07 1.06.E+07 9.65.E+06 1.08.E+07 1.12.E+07 7.22.E+06 7.01.E+06 6.59.E+06 8.58.E+06
2764 P49760-1  Dual specificity protein kinase CLK2 [OS=Homo sapiens] 1.84

2765 P48307 Tissue factor pathway inhibitor 2 [OS=Homo sapiens] 1.81 1.88.E+07 2.03.E+07 2.24.E+07 2.15.E+07 1.85.E+07 2.29.E+07 1.97.E+07 2.20.E+07 1.74.E+07 2.29.E+07 2.02.E+07 2.23.E+07
2766  Q9ULWO-2 Isoform 2 of Targeting protein for Xklp2 [OS=Homo sapiens] 1.798

2767 AGNCWO ;J:‘;(Iq:r:t;r; carboxyl-terminal hydrolase 17-like protein 3 [OS=Homo 1795

2768 P02549-1 spectrin alpha chain, erythrocytic 1 [0S=Homo sapiens] 1.78

2769  Q9BX66-1  Sorbin and SH3 domain-containing protein 1 [0S=Homo sapiens] 1.779

2770 Q9COD0  Phosphatase and actin regulator 1 [0S=Homo sapiens] 1.772  6.01.E+06 2.21.E+07 1.45.E+07 7.88.E+06 5.75.E+06 2.44 E+07 2.89.E+07 2.71.E+07 1.24.E+07
2771 Q8N3I7-1  Bardet-Biedl syndrome 5 protein [OS=Homo sapiens] 1.768 1.97.E+07 2.68.E+07 2.85.E+07 3.30.E+07 2.88.E+07 2.82.E+07 3.37.E+07 2.80.E+07 2.93.E+07 3.01.E+07 2.81.E+07 3.12.E+07
2772 Q6ZNB6-1  nf-x1-type zinc finger protein nfxl1 [OS=Homo sapiens] 1.758 5.75.E+05 5.48.E+05 5.92.E+05 4.59.E+05 8.61.E+05 6.23.E+05 6.61.E+05 4.11.E+05 6.01.E+05 7.26.E+05 4.93.E+05 3.34.E+05
2773 Q8WVM7  Cohesin subunit SA-1 [OS=Homo sapiens] 1.749

2774 P41212 Transcription factor ETV6 [OS=Homo sapiens] 1.747  6.50.E+05 1.12.E+06 8.92.E+05 6.70.E+05 1.70.E+06 1.72.E+06 1.62.E+06 1.67.E+06 1.28.E+06 1.15.E+06 6.55.E+05 8.53.E+05
2775 Q92523 S:;!::T oy (s e . (SHE e [OE=emm 1739 196.E+06  102E+06 = 141E+06 = 184E+06 = 251LE+06  2.13.E+06 = 2.0L.E+06  2.03.E+06 135.E+06  1.93.E+06 = 1.11.E+06
2776 043719 HIV Tat-specific factor 1 [0S=Homo sapiens] 1.731  2.44.E+06 2.56.E+06 2.28.E+06 2.99.E+06 1.12.E+06 1.73.E+06 2.00.E+06 6.53.E+05 2.22.E+06 2.52.E+06 2.16.E+06 1.66.E+06
2777  Q9UKW6-1 ETS-related transcription factor Elf-5 [OS=Homo sapiens] 1.729 2.73.E+06 2.90.E+06 3.27.E+06 2.39.E+06 4.33.E+06 3.36.E+06 2.84.E+06 1.94.E+06 1.84.E+06 2.36.E+06 2.39.E+06 1.84.E+06
2778 Q86YT9-1 Junctional adhesion molecule-like [OS=Homo sapiens] 1.729 1.46.E+06 1.54.E+06 1.59.E+06 2.06.E+06 2.06.E+06 2.21.E+06 1.84.E+06 1.72.E+06 1.50.E+06 1.67.E+06 1.62.E+06 1.59.E+06
2779 Q15406 ?:;f:;]rECEpIOr SURIEITLY © e A MEnEe? & (SN 1728 885E+07 = 9.06E+07 = 976.E+07 = 930.E+07 = B8.41.E+07 = 8.62E+07  842E+07  882E+07  884E+07  B856E+07 = 811E+07  8.05.E+07
2780  QOD2KO0-1 Magnesium transporter NIPA4 [OS=Homo sapiens] 1.72 5.93.E+08 5.60.E+08 6.76.E+08 6.63.E+08 7.65.E+08 7.67.E+08 8.01.E+08 9.31.E+08 5.78.E+08 6.87.E+08 7.48.E+08 7.79.E+08
2781 p31321 cAMP-dependent protein kinase type I-beta regulatory subunit 1711

[OS=Homo sapiens]
2782 043663-1  Protein regulator of cytokinesis 1 [OS=Homo sapiens] 1.699 1.81.E+07 1.89.E+07 1.70.E+07 1.73.E+07 1.36.E+07 1.42.E+07 1.25.E+07 1.47.E+07 2.01.E+07 1.96.E+07 1.61.E+07 1.85.E+07

D QEEAa e rauis G i e R e 1 O S i 1687 653E+05  162.E+06 = 222.E+06  238E+06 = 1.68.E+06  240.E+06 = 276.E+06  3.46.E+06 = 1.44E+06 = 218.E+06 = 159.E+06  1.70.E+06

sapiens]
2784 Q86Y82 Syntaxin-12 [OS=Homo sapiens] 1.684
2785 Q9Y2D5  A-kinase anchor protein 2 [OS=Homo sapiens] 1.683
2786 Q14188 Transcription factor Dp-2 [OS=Homo sapiens] 1.67 7.05.E+06 7.17.E+06 1.05.E+07 1.10.E+07 9.28.E+06 8.06.E+06 8.12.E+06
2787 P35568 Insulin receptor substrate 1 [OS=Homo sapiens] 1.665
2788 P11047 Laminin subunit gamma-1 [OS=Homo sapiens] 1.663 1.07.E+07 4.51.E+06 4.59.E+06 6.64.E+06 6.25.E+06 7.09.E+06
2789 P48509 CD151 antigen [OS=Homo sapiens] 1.657 3.05.E+06 2.30.E+06 2.19.E+06 3.60.E+06 4.47.E+06 2.32.E+06 2.52.E+06 2.97.E+06 2.78.E+06 1.88.E+06 1.70.E+06 1.74.E+06
2790 A4UGRY  Xin actin-binding repeat-containing protein 2 [OS=Homo sapiens] 1.65 9.15.E+06 8.44.E+06 7.25.E+06 9.04.E+06 1.36.E+07 1.20.E+07 1.29.E+07 1.19.E+07 8.18.E+06 6.86.E+06 7.32.E+06 6.89.E+06
2791 Q9UKN7  Unconventional myosin-XV [OS=Homo sapiens] 1.644 1.28.E+06 2.50.E+06 2.10.E+06 2.16.E+06 3.72.E+06 2.32.E+06 3.68.E+06 3.27.E+06 3.02.E+06 2.40.E+06 3.04.E+06 3.04.E+06
2792 Q13393-1  Phospholipase D1 [OS=Homo sapiens] 1.616 6.47.E+07 7.04.E+07 6.95.E+07 8.60.E+07 9.96.E+07 9.92.E+07 1.02.E+08 9.37.E+07 7.39.E+07 7.15.E+07 6.93.E+07 7.27.E+07
2793 Q13033 Striatin-3 [OS=Homo sapiens] 1.616 3.84.E+07 4.86.E+07 6.93.E+07 4.68.E+07 3.37.E+07 5.26.E+07 7.67.E+07 4.69.E+07 7.75.E+07
2794 Q5TBB1  ribonuclease h2 subunit b [OS=Homo sapiens] 1.613
2795 Q13002 Glutamate receptor ionotropic, kainate 2 [OS=Homo sapiens] 1.587 1.30.E+08 1.26.E+08 1.25.E+08 1.32.E+08 1.36.E+08 1.34.E+08 1.38.E+08 1.30.E+08 1.39.E+08 1.35.E+08 1.46.E+08 1.66.E+08
2796  Q8N7KO0-1 Zinc finger protein 433 [OS=Homo sapiens] 1.576 3.52.E+05 2.90.E+05 6.89.E+04 8.43.E+04 4.88.E+05 4.53.E+05 4.89.E+05 2.47.E+05 2.63.E+05 2.53.E+05 3.32.E+05
2797 Q08722 Leukocyte surface antigen CD47 [OS=Homo sapiens] 1.567 2.79.E+07 3.04.E+07 3.16.E+07 3.61.E+07 3.53.E+07 3.81.E+07 4.07.E+07 2.61.E+07 2.47 E+07 2.38.E+07 2.52.E+07
2798 Q75445 usherin [0OS=Homo sapiens] 1547 2.21.E+07 2.42.E+07 3.53.E+07 4.58.E+07 3.97.E+07 6.04.E+07 2.78.E+07 3.74.E+07 3.61.E+07 3.36.E+07
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Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-2 CLDN6-2 CLDN6-2 CLDN6-2

e accessel DSl Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4

Maestro heat-like repeat-containing protein family member 7

2799  Q68CQ1-7 (O 1.547

2800 Q15582 :;?)’i‘:;zqm'”g Ejrenidn i eI e e (3R OSSR 1541 467E+06  5.33E+06 = 6.41LE+05  8.30.E+06
2801 Q96AE7  Tetratricopeptide repeat protein 17 [0S=Homo sapiens] 1531 4.71.E+07 4.53.E+07 3.94.E+07 4.86.E+07 6.92.E+07 5.25.E+07 5.73.E+07 7.64.E+07 7.07.E+07 4.61.E+07 5.51.E+07 4.91.E+07
R QueEmy  oUeEIe e el T el e Gl il 149 518E+06  486.E+06 = 500.E+06 = 555E+06 = 9.20.E+06  8.56.E+06 = 7.98.E+06 = 6.46.E+06 = 3.62.E+06 = 3.89.E+06 = 3.78.E+06  3.52.E+06

nogo receptor-interacting protein 1 [OS=Homo sapiens]

2803 Q502W7  Coiled-coil domain-containing protein 38 [OS=Homo sapiens] 1.487 2.31.E+06 7.67.E+05 2.55.E+06 2.06.E+06 1.68.E+06 1.10.E+06 7.93.E+05 9.22.E+05 1.45.E+06 1.28.E+06 1.16.E+06
2804 ABMZFO  Proline-rich protein 33 [OS=Homo sapiens] 1.477 6.21.E+05 5.78.E+05 7.29.E+05 6.71.E+05 9.01.E+05 1.04.E+06 8.79.E+05 9.29.E+05 7.52.E+05 7.96.E+05 6.12.E+05 6.16.E+05
2805 Q9COH9-5 Isoform 4 of SRC kinase signaling inhibitor 1 [OS=Homo sapiens] 147 5.74.E+07 5.20.E+07 5.80.E+07 5.78.E+07 7.82.E+07 7.18.E+07 6.62.E+07 7.66.E+07 7.35.E+07 7.29.E+07 8.13.E+07 7.37.E+07
2806 Q04725 Transducin-like enhancer protein 2 [OS=Homo sapiens] 1.454 1.90.E+06 1.71.E+06 1.86.E+06 2.20.E+06 3.45.E+06 3.14.E+06 3.42.E+06 2.74.E+06 2.34.E+06 2.37.E+06 2.20.E+06 2.24.E+06
2807 Q6UW68  Transmembrane protein 205 [OS=Homo sapiens] 1.451 2.37.E+07 2.72.E+07 2.77.E+07 2.55.E+07 1.70.E+07 1.48.E+07 1.42.E+07 1.64.E+07 2.92.E+07 3.16.E+07 3.22.E+07 3.48.E+07
2808 P84550 SKI family transcriptional corepressor 1 [OS=Homo sapiens] 1411 2.44.E+06 2.27.E+06 4.46.E+06 4.02.E+06 4.23.E+06 4.05.E+06 4.16.E+06 6.23.E+06 3.63.E+06 3.36.E+06 3.16.E+06 3.74.E+06
2809 Q16698 2,4-dienoyl-CoA reductase, mitochondrial [0S=Homo sapiens] 1.405 3.67.E+07 3.22.E+07 3.27.E+07 3.06.E+07 2.11.E+07 2.07.E+07 1.82.E+07 2.23.E+07 3.06.E+07 2.89.E+07 2.52.E+07
2810 Q92503-1 SEC14-like protein 1 [OS=Homo sapiens] 1.397

2811 Q9HCM2  Plexin-A4 [OS=Homo sapiens] 1.39

2812 QOBSHS5 Fgg’_ﬁfmie;‘:ggﬁ;ase"'ke yalvalinse GlemivatlemiEiig (s 2 1.386 6.92.E+06  7.62.E+06 = 7.98.E+06 6.9L.E+06 = 4.29.E+06 = 6.24E+06  7.30.E+06  7.70.E+06 8.89.E+06
2813 P51617 interleukin-1 receptor-associated kinase 1 [OS=Homo sapiens] 1.383 1.91.E+06 1.27.E+06 1.30.E+06 1.86.E+06 2.65.E+06 2.07.E+06 2.41.E+06 2.03.E+06 1.78.E+06 1.83.E+06 1.86.E+06 1.62.E+06
2814  Q6ZNE9-2 RUN and FYVE domain-containing protein 4 [OS=Homo sapiens] 1.377 3.59.E+06 3.61.E+06 4.04.E+06 4.50.E+06 5.32.E+06 5.25.E+06 5.06.E+06 4.81.E+06 3.83.E+06 3.60.E+06 3.56.E+06 3.63.E+06

Pleckstrin homology domain-containing family A member 6

285 Qe [OS=Homo sapiens]

1.371 4.76.E+06 4.75.E+06 4.55.E+06 6.53.E+06 5.79.E+06 5.18.E+06 5.29.E+06 4.04.E+06 3.85.E+06 3.81.E+06 4.14.E+06 4.41.E+06

2816 Q96A26 Protein FAM162A [OS=Homo sapiens] 1.362 3.03.E+07 3.15.E+07 2.85.E+07 3.01.E+07 2.80.E+07 3.01.E+07 2.88.E+07 3.49.E+07 2.73.E+07 2.98.E+07 2.78.E+07 2.75.E+07
2817 P42695 condensin-2 complex subunit D3 [OS=Homo sapiens] 1.361 2.50.E+05 1.09.E+06 1.89.E+06 2.62.E+06 2.00.E+06 1.96.E+06 1.95.E+06 1.19.E+06 1.15.E+06 1.05.E+06 1.03.E+06 8.19.E+05
2818 Q16853 Membrane primary amine oxidase [OS=Homo sapiens] 1.36 5.09.E+06 5.34.E+06 5.44.E+06 6.30.E+06 7.15.E+06 7.35.E+06 7.67.E+06 6.88.E+06 6.98.E+06 6.93.E+06 6.30.E+06 6.22.E+06

E3 ubiquitin-protein ligase MYCBP2 OS=Homo sapiens OX=9606

e e GN=MYCBP2 PE=1 SV=4 1=
2820 P21399 Cytoplasmic aconitate hydratase [OS=Homo sapiens] 1.339
2821 014578 Citron Rho-interacting kinase [OS=Homo sapiens] 1.306 2.48.E+06 2.30.E+06 2.43.E+06 2.87.E+06 4.05.E+06 4.25.E+06 3.85.E+06 3.79.E+06 2.33.E+06 1.94.E+06 1.78.E+06 1.70.E+06

spliceosome-associated protein CWC15 homolog [OS=Homo
sapiens]
Cilia- and flagella-associated protein 47 OS=Homo sapiens

2822 Q9P013 1305 2.36.E+07 2.56.E+07 3.39.E+07 3.08.E+07 2.26.E+07 2.42 E+07 2.19.E+07 2.45.E+07 2.70.E+07 3.57.E+07 3.04.E+07 3.44.E+07

e Qe 0X=9606 GN=CFAP47 PE=2 SV=5 =0
G-protein coupled receptor 37-like 1 OS=Homo sapiens OX=9606
22 G GN=GPR37L1 PE=1 SV=2 =l
2825 Q5VZES N-a!pha—acetyltransferase 35, NatC auxiliary subunit [0S=Homo 13
sapiens]
2826 QYUBP9 SPanBiei‘;']"a'"'wma'”'”g e 1 e et i[OS oD 1292 510.E+07 = 56LE+07 = 455E+07 = 4.95E+07 = 7.06.E+07 = 7.54E+07 | 5.82.E+07 = 6.39.E+07 = 544E+07 = 594E+07  6.05E+07  5.78.E+07
2827  Q9COB6 ng)’g;e;]'""'c TGl Tt i [piaien 2([0E=Eno 1291 1.05.E+07 126.E+07  174E+07  197.E+07 = 203.E+07  154E+07  3.07.E+07 = 166.E+07  155E+07 = 215E+07  2.10.E+07
e IO R e =nvacoen el nemheliiniachondual 1284 9.28E+06  7.68.E+06 3.77.E+06 5.16.E+06  1.17.E+07
[OS=Homo sapiens]
2829 Q96CV9 Optineurin OS=Homo sapiens OX=9606 GN=OPTN PE=1 SV=3 1.278 6.87.E+05 9.07.E+05 1.47.E+06 1.47.E+06 1.06.E+06 1.58.E+06 7.85.E+05 1.70.E+06 1.32.E+06 1.06.E+06 1.67.E+06 1.82.E+06
2830 075970 multiple PDZ domain protein [OS=Homo sapiens] 1.277
2831 Q16584 :Ta'ﬁ’ig:]' etz (e (IR [ese (e Al [OE=erD 1.27 6.51.E+07 720 E+07  7.3LE+07 = 7.28.E+07 | 7.63.E+07 = 545E+07 = 6.35E+07  6.60.E+07  6.18.E+07
2832 P55809 SuccmyI-CoA:Sjketoaud coenzyme A transferase 1, mitochondrial 1268
[OS=Homo sapiens]
2833 POC091 FRAS1-related extracellular matrix protein 3 [OS=Homo sapiens] 1.266
2834 Q9NRO9  Baculoviral IAP repeat-containing protein 6 [OS=Homo sapiens] 1.26 7.32.E+06 8.71.E+06 7.61.E+06 7.71.E+06 6.90.E+06 7.50.E+06 6.74.E+06 5.31.E+06 5.61.E+06 8.04.E+06 6.25.E+06 7.12.E+06
2835 Q6UY01  Leucine-rich repeat-containing protein 31 [0S=Homo sapiens] 1.246  7.01.E+06 4.83.E+06 4.43.E+06 3.80.E+06 6.10.E+06 7.06.E+06 5.83.E+06 4.96.E+06 5.38.E+06 6.59.E+06 5.51.E+06 5.07.E+06
2836 Q16204 coiled-coil domain-containing protein 6 [OS=Homo sapiens] 1.235 4.26.E+07 4.07.E+07 3.61.E+07 4.41.E+07 3.88.E+07 4.54.E+07 4.38.E+07 4.53.E+07 5.60.E+07 4.34.E+07 3.45.E+07 6.24.E+07
2837 Q9H4S2  GS homeobox 1 [OS=Homo sapiens] 1.235 1.70.E+06 1.66.E+06 1.98.E+06 2.10.E+06 2.37.E+06 2.24.E+06 2.25.E+06 1.71.E+06 1.55.E+06 1.48.E+06 1.69.E+06
2838 Q9BZG1 Ras-related protein Rab-34 [OS=Homo sapiens] 1.232  8.59.E+05 9.01.E+05 1.15.E+06 1.19.E+06 1.34.E+06 1.45.E+06 1.39.E+06 1.43.E+06 1.19.E+06 1.11.E+06 1.07.E+06 1.14.E+06
2839 P36404 ADP-ribosylation factor-like protein 2 [0S=Homo sapiens] 1.227 3.99.E+07 4.06.E+07 4.06.E+07 4.37.E+07 2.27.E+07 4.14.E+07
2840 QI9NYK6-1  Protein EURL homolog [OS=Homo sapiens] 1.221
2841 Q61C83 uncharacterized protein C220rf42 [OS=Homo sapiens] 1.217 1.13.E+06 1.17.E+06 1.21.E+06 1.25.E+06 1.43.E+06 1.27.E+06 1.37.E+06 1.23.E+06 9.65.E+05 8.89.E+05 7.57.E+05 8.53.E+05
2842 P10826-1 Retinoic acid receptor beta [OS=Homo sapiens] 1.193 7.65.E+06 8.14.E+06 9.58.E+06 8.72.E+06 1.25.E+07 1.17.E+07 1.29.E+07 1.16.E+07 1.40.E+07 1.39.E+07 1.73.E+07 1.43.E+07
2843 Q75N90 Fibrillin-3 [OS=Homo sapiens] 1.192 9.89.E+04 6.85.E+04 1.64.E+07
2844 094915-1  protein furry homolog-like [OS=Homo sapiens] 1.191
2845 Q9H1D9 DNA-dn’ected RNA polymerase lIl subunit RPC6 [OS=Homo 1189
sapiens]
2846 Q726P3 Ras-related protein Rab-44 OS=Homo sapiens OX=9606 118

GN=RAB44 PE=1 SV=4
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Sum PEP CTRL CTRL CTRL CTRL CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-1 CLDN6-2 CLDN6-2 CLDN6-2 CLDN6-2

e accessel DSl Score  Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4 Abundances_1 Abundances_2 Abundances_3 Abundances_4

Tyrosine-protein phosphatase non-receptor type 4 [OS=Homo
sapiens]

Long-chain specific acyl-CoA dehydrogenase, mitochondrial
[OS=Homo sapiens]

2847 P29074 1.18 5.19.E+07 5.41.E+07 5.80.E+07 7.02.E+07 6.07.E+07 6.33.E+07 6.98.E+07 6.53.E+07 3.91.E+07 3.81.E+07 3.74.E+07 3.32.E+07

2848 P28330 1.179  9.38.E+06 1.02.E+07 1.20.E+07 1.13.E+07 1.16.E+07 1.15.E+07 1.21.E+07 1.06.E+07 1.04.E+07 1.20.E+07 1.31.E+07 1.13.E+07

2849 QBWYB5 Histone acetyltransferase KAT6B [OS=Homo sapiens] 1151 416E+05  4.99.E+05 = 510.E+05  556.E+05 | 6.87.E+05 = 7.0LE+05 = 8.34.E+05  7.08E+05  576E+05 = 530.E+05  4.35E+05  5.06.E+05
2850 060346 Fg'si%";m '::[;';‘[fs']mh [SResteciianinoleioeiiphostliataechy 1145 619.E+06  530.E+06 = 4.98.E+06 = 4.64E+06 = 3.23E+06  4.87.E+06 105.E+07 = 6.62.E+06 = 9.99.6+406  LOLE+07
2851 013325 Interferon-induced protein with tetratricopeptide repeats 5 1134

[OS=Homo sapiens]
2852 Q9Y6L7 Tolloid-like protein 2 [OS=Homo sapiens] 1.126

2853 QINQWS8  Cyclic nucleotide-gated cation channel beta-3 [OS=Homo sapiens] 1.125

2854 Q96RP9  Elongation factor G, mitochondrial [OS=Homo sapiens] 1.112  3.22.E+06 2.91.E+06 3.16.E+06 7.47.E+06 2.17.E+06 2.18.E+06 2.10.E+06 6.91.E+05 3.25.E+06 3.13.E+06 3.91.E+06 3.51.E+06
2855 Q8WZ59 Transmembrane protein 190 [OS=Homo sapiens] 1.11

2856 ABNK44  Glyoxalase domain-containing protein 5 [OS=Homo sapiens] 1.1 3.97.E+07 4.03.E+07 4.14.E+07 3.37.E+07 3.96.E+07 3.67.E+07 4.04.E+07 3.93.E+07 4.68.E+07 4.25.E+07 4.61.E+07 4.33.E+07
2857 Q9POL9 polycystic kidney disease 2-like 1 protein [0OS=Homo sapiens] 1.099 4.82.E+05 4.37.E+05 3.73.E+05 5.15.E+05 7.16.E+05 5.38.E+05 8.10.E+05 7.51.E+05 3.61.E+05 1.87.E+05 2.93.E+05 3.12.E+05
2858 Q96EH8  E3 ubiquitin-protein ligase NEURL3 [OS=Homo sapiens] 1.089 2.28.E+07 2.50.E+07 4.01.E+07 2.80.E+07 1.94.E+07 1.86.E+07 1.43.E+07
2859 060312 :;;f;ti]e phospholipid-transporting ATPase VA [0S=Homo 1.086

2860 Q5TZ235 Spermatogenesis-associated protein 31A1 [OS=Homo sapiens] 1.079 3.80.E+07 3.13.E+07 3.46.E+07 4.30.E+07 3.68.E+07 3.45.E+07 3.90.E+07 4.20.E+07 3.64.E+07 3.51.E+07 4.21.E+07 4.80.E+07
2861 Q9Y5I4-1  Protocadherin alpha-C2 [OS=Homo sapiens] 1.066 7.77.E+05 9.08.E+05 6.05.E+05 9.96.E+05 1.00.E+06 9.84.E+05 1.01.E+06 8.68.E+05 7.61.E+05 6.15.E+05 6.11.E+05 6.85.E+05
2862 Q5VST9  Obscurin [0S=Homo sapiens] 1.066  7.96.E+07 8.36.E+07 6.52.E+07 6.33.E+07 8.05.E+07 6.56.E+07 6.20.E+07 7.86.E+07 1.05.E+08 7.34.E+07 8.49.E+07 8.26.E+07
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