A : Proteins with altered tyrosine phosphorylation

fold change (vs control)

GenelD Symbol Name Cell Ligand | change Omin 1min 2min Smin  10min  30min  60min Accession Sequence Modifications
58 ACTA1 actin, alpha 1, skeletal muscle TamR E2 down 1.00 NA 0.72 NA NA 0.56 NA|NP_001091 n.d. n.d.
60 ACTB beta actin WT E2 down 1.00 0.83 0.67 0.62 0.59 0.57 0.44 |NP_001092 n.d. n.d.
60 ACTB beta actin TamR HRG down 1.00 NA NA 0.60 NA NA 0.40 |NP_001092 n.d. n.d.
345651 ACTBL2 actin, beta-like 2 WT E2 down 1.00 0.73 0.53 0.56 0.39 0.43 0.45 |NP_001017992 n.d. n.d.
345651 ACTBL2 actin, beta-like 2 WT HRG down 1.00 NA 0.94 1.26 NA 0.78 0.62 |NP_001017992 n.d. n.d.
70 ACTC1 cardiac muscle alpha actin 1 proprotein WT E2 down 1.00 0.78 0.61 0.60 0.47 0.48 0.42 |[NP_005150 n.d. n.d.
70 ACTC1 cardiac muscle alpha actin 1 proprotein WT HRG down 1.00 NA 0.94 1.26 NA 0.73 0.57 |[NP_005150 n.d. n.d.
71 ACTG1 actin, gamma 1 propeptide WT E2 down 1.00 0.83 0.67 0.62 0.59 0.57 0.44 [NP_001605 n.d. n.d.
71 ACTG1 actin, gamma 1 propeptide TamR HRG down 1.00 NA 0.41 NA NA 0.19 NA|NP_001605 n.d. n.d.
83543 AIF1L ionized calcium binding adapter molecule 2 isoform 1 WT HRG down 1.00 NA 0.47 NA NA 0.36 NA|NP_113614 n.d. n.d.
57184 C150rf17 hypothetical protein LOC57184 WT E2 up 1.00 NA  66.50 NA NA 1433 NA(NP_065180 n.d. n.d.
708 C1QBP complement component 1, q subcomponent binding protein precursor WT E2 down 1.00 NA NA 0.54 NA NA 0.74 |NP_001203 n.d. n.d.
805 CALM2 calmodulin 2 WT E2 down 1.00 0.45 0.35 0.26 0.27 0.21 0.16 |NP_001734 n.d. n.d.
805 CALM2 calmodulin 2 TamR HRG down 1.00 NA NA 1.17 NA NA 0.61 |[NP_001734 n.d. n.d.
4076 CAPRIN1 membrane component chromosome 11 surface marker 1 isoform 2 WT HRG down 1.00 NA 0.33 NA NA 0.30 NA|NP_976240 n.d. n.d.
1213 CLTC clathrin heavy chain 1 WT E2 down 1.00 1.19 1.39 1.18 0.41 0.38 0.69 |NP_004850 n.d. n.d.
1213 CLTC clathrin heavy chain 1 WT HRG down 1.00 NA 1.25 NA NA 0.51 NA(NP_004850 n.d. n.d.
9879 DDX46 DEAD (Asp-Glu-Ala-Asp) box polypeptide 46 WT  HRG up 1.00 NA  0.96 NA NA  12.66 NA|NP_055644 nd. nd.
1665 DHX15 DEAH (Asp-Glu-Ala-His) box polypeptide 15 WT E2 up 1.00 NA NA 251 NA NA 3.24 |NP_001349 n.d. n.d.
1665 DHX15 DEAH (Asp-Glu-Ala-His) box polypeptide 15 WT HRG up 1.00 NA 1.37 NA NA 2.08 NA(NP_001349 n.d. n.d.
1660 DHX9 DEAH (Asp-Glu-Ala-His) box polypeptide 9 WT E2 down 1.00 NA 0.64 0.58 NA 0.62 0.66 |[NP_001348 n.d. n.d.
1660 DHX9 DEAH (Asp-Glu-Ala-His) box polypeptide 9 WT HRG down 1.00 NA 0.83 0.56 NA 1.03 0.62 |[NP_001348 n.d. n.d.
1915 EEF1A1 eukaryotic translation elongation factor 1 alpha 1 WT HRG up 1.00 NA 1.83 NA NA 242 NA|NP_001393 n.d. n.d.
79180 EFHD2 EF-hand domain family, member D2 WT E2 down 1.00 NA NA 0.11 NA NA 0.27 |NP_077305 n.d. n.d.
79180 EFHD2 EF-hand domain family, member D2 WT HRG down 1.00 NA 0.45 NA NA 0.70 NA(NP_077305 n.d. n.d.
1994 ELAVL1 ELAV-like 1 WT HRG up 1.00 NA 2.63 NA NA 0.76 NA(NP_001410 n.d. n.d.
83481 EPPK1 epiplakin 1 WT E2 up 1.00 NA 210 1.42 NA 0.78 0.72 |NP_112598 n.d. n.d.
2065 ERBB3 erbB-3 isoform 1 precursor WT HRG up 1.00 3.64 NA 2.07 4.49 NA 2.01 [NP_001973 n.d. n.d.
2065 ERBB3 erbB-3 isoform 1 precursor TamR HRG up 1.00 8.88 NA 5.67 6.77 NA 4.33 INP_001973 n.d. n.d.
2314 FLI flightless | homolog WT E2 down 1.00 NA NA 0.72 NA NA 0.56 |NP_002009 n.d. n.d.
28964 GIT1 G protein-coupled receptor kinase interactor 1 isoform 2 TamR E2 down 1.00 0.62 NA 0.72 0.40 NA 0.75 |[NP_054749 n.d. n.d.
2934 GSN gelsolin isoform a precursor WT E2 down 1.00 NA 0.44 NA NA 0.43 NA|NP_000168 n.d. n.d.
2934 GSN gelsolin isoform a precursor WT HRG | up,down 1.00 NA 1.92 NA NA 0.66 NA|NP_000168 n.d. n.d.
3005 H1FO H1 histone family, member 0 WT HRG up 1.00 NA 214 NA NA 1.15 NA(NP_005309 n.d. n.d.
8971 H1FX H1 histone family, member X WT E2 down 1.00 NA 0.66 NA NA 1.18 NA(NP_006017 n.d. n.d.
8971 H1FX H1 histone family, member X TamR E2 down 1.00 NA 0.47 NA NA 0.28 NA(NP_006017 n.d. n.d.
3014 H2AFX H2A histone family, member X WT E2 down 1.00 NA 0.67 0.43 NA 0.68 0.54 |NP_002096 n.d. n.d.
3014 H2AFX H2A histone family, member X WT HRG down 1.00 NA 0.49 NA NA 0.59 NA(NP_002096 n.d. n.d.
3015 H2AFZ H2A histone family, member Z WT E2 down 1.00 NA NA 0.43 NA NA 0.54 |NP_002097 n.d. n.d.
3007 HIST1H1D histone cluster 1, H1d WT HRG up 1.00 NA 1.29 NA NA 114.80 NA(NP_005311 n.d. n.d.
8329 HIST1H2AI histone cluster 1, H2ai WT HRG | up,down 1.00 NA 0.49 6.40 NA 0.59 0.74 |NP_003500 n.d. n.d.
8359 HIST1H4A histone cluster 1, H4a WT HRG down 1.00 NA 0.02 NA NA 0.03 NA(NP_003529 n.d. n.d.
8337 HIST2H2AA3 histone cluster 2, H2aa3 WT E2 down 1.00 NA NA 0.42 NA NA 0.55 |NP_003507 n.d. n.d.
220988 HNRNPA3 heterogeneous nuclear ribonucleoprotein A3 WT HRG down 1.00 NA 0.76 NA NA 0.58 NA|NP_919223 n.d. n.d.
3185 HNRNPF heterogeneous nuclear ribonucleoprotein F WT E2 down 1.00 NA NA 0.71 NA NA 0.57 |NP_004957 n.d. n.d.
3187 HNRNPH1 heterogeneous nuclear ribonucleoprotein H1 WT E2 down 1.00 NA NA 0.71 NA NA 0.57 |[NP_005511 n.d. n.d.
3190 HNRNPK heterogeneous nuclear ribonucleoprotein K isoform b WT HRG down 1.00 NA 0.63 NA NA 0.70 NA|NP_112552 n.d. n.d.
4670 HNRNPM heterogeneous nuclear ribonucleoprotein M isoform a WT E2 up 1.00 NA 0.86 0.75 NA 1.08 3.40 [NP_005959 n.d. n.d.
3192 HNRNPU heterogeneous nuclear ribonucleoprotein U isoform b WT E2 up,down 1.00 NA 0.75 0.75 NA 3.03 0.66 |NP_004492 n.d. n.d.
3192 HNRNPU heterogeneous nuclear ribonucleoprotein U isoform b WT HRG up 1.00 NA 0.74 4.26 NA 0.98 6.39 [NP_004492 n.d. n.d.
50809 HP1BP3 HP1-BP74 WT HRG up 1.00 NA 2.18 NA NA 7.92 NA(NP_057371 n.d. n.d.
3304 HSPA1B heat shock 70kDa protein 1B WT E2 down 1.00 NA 0.62 0.80 NA 0.78 0.86 |NP_005337 n.d. n.d.
3304 HSPA1B heat shock 70kDa protein 1B WT HRG down 1.00 0.88 0.56 0.57 0.74 0.79 0.57 |NP_005337 n.d. n.d.
3313 HSPA9 heat shock 70kDa protein 9 precursor WT HRG down 1.00 0.87 NA 0.50 0.72 NA 0.53 [NP_004125 n.d. n.d.
3315 HSPB1 heat shock protein beta-1 WT E2 up,down 1.00 1.32 1.38 1.54 0.61 0.53 0.75 |[NP_001531 n.d. n.d.
3608 ILF2 interleukin enhancer binding factor 2 WT E2 down 1.00 NA NA 0.69 NA NA 0.54 |NP_004506 n.d. n.d.
10657 KHDRBS1 KH domain containing, RNA binding, signal transduction associated 1 WT HRG up 1.00 NA 0.92 NA NA 1.77 NA|NP_006550 n.d. n.d.
3848 KRT1 keratin 1 WT E2 down 1.00 0.26 0.80 0.31 0.39 0.67 0.31 |NP_006112 n.d. n.d.
3848 KRT1 keratin 1 WT HRG down 1.00 0.76 0.78 0.31 0.70 1.03 0.38 |[NP_006112 n.d. n.d.
3875 KRT18 keratin 18 WT E2 down 1.00 0.53 0.81 0.61 0.86 0.75 0.64 |NP_000215 n.d. n.d.
3875 KRT18 keratin 18 WT HRG | up,down 1.00 0.80 0.64 0.68 1.87 0.78 3.39 |NP_000215 n.d. n.d.
3875 KRT18 keratin 18 TamR HRG down 1.00 0.59 0.70 0.78 0.41 0.72 0.81 |[NP_000215 n.d. n.d.
3880 KRT19 keratin 19 WT E2 up,down 1.00 1.63 0.72 0.67 0.68 0.76 0.64 |NP_002267 n.d. n.d.
3880 KRT19 keratin 19 TamR E2 down 1.00 NA 0.68 0.80 NA 0.47 0.56 |NP_002267 n.d. n.d.
3880 KRT19 keratin 19 TamR HRG up 1.00 1.05 0.71 0.84 231 0.68 0.85 |NP_002267 n.d. n.d.
3856 KRT8 keratin 8 WT E2 down 1.00 0.47 0.78 0.61 0.69 0.82 0.63 |NP_002264 n.d. n.d.
3856 KRT8 keratin 8 TamR E2 down 1.00 0.67 0.77 0.85 0.44 0.38 0.92 |NP_002264 n.d. n.d.
3856 KRT8 keratin 8 TamR HRG down 1.00 0.94 0.76 0.79 0.60 0.57 0.67 |NP_002264 n.d. n.d.
3857 KRT9 keratin 9 WT HRG down 1.00 NA NA 0.06 NA NA 0.09 |NP_000217 n.d. n.d.
3980 LIG3 ligase I, DNA, ATP-dependent isoform alpha precursor WT E2 down 1.00 NA 0.70 0.63 NA 0.67 0.55 |[NP_039269 n.d. n.d.
3980 LIG3 ligase I, DNA, ATP-dependent isoform alpha precursor WT HRG up 1.00 NA 1.10 0.95 NA 0.83 4.59 |NP_039269 n.d. n.d.
4000 LMNA lamin A/C isoform 2 WT E2 down 1.00 0.63 0.83 0.74 0.42 0.63 0.63 |NP_005563 n.d. n.d.
4000 LMNA lamin A/C isoform 2 WT HRG up 1.00 NA 1.19 1.30 NA 1.14 2.35 |NP_005563 n.d. n.d.
4001 LMNB1 lamin B1 WT HRG up 1.00 NA 3.04 NA NA 3.43 NA(NP_005564 n.d. n.d.
390876 LOC390876 PREDICTED: similar to ribosomal protein L35 WT E2 down 1.00 NA 0.89 NA NA 0.60 NA(XP_945041 n.d. n.d.
5594 MAPK1 mitogen-activated protein kinase 1 WT HRG up 1.00 3.01 4.73 1.64 11.44 5.58 1.18 |NP_620407 n.d. n.d.
5594 MAPK1 mitogen-activated protein kinase 1 TamR HRG up 1.00 NA NA 3.86 NA NA 1.48 |NP_620407 n.d. n.d.
1432 MAPK14 mitogen-activated protein kinase 14 isoform 1 TamR HRG | up,down 1.00 0.91 NA 2.30 242 NA 0.26 |[NP_001306 n.d. n.d.
5595 MAPK3 mitogen-activated protein kinase 3 isoform 1 WT HRG up 1.00 243 273 3.16 12.23 3.29 2.12 |NP_002737 n.d. n.d.
5595 MAPK3 mitogen-activated protein kinase 3 isoform 2 TamR HRG up 1.00 2.39 NA 3.18 1.81 NA 3.09 |[NP_001035145 n.d. n.d.
5598 MAPK7 mitogen-activated protein kinase 7 isoform 1 WT HRG down 1.00 0.63 NA NA 1.32 NA NA|NP_002740 n.d. n.d.
10627 MRCL3 myosin regulatory light chain MRCL3 WT E2 down 1.00 0.31 0.37 0.19 0.13 0.13 0.10 |NP_006462 n.d. n.d.
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6203 RPS9 ribosomal protein S9 wWT HRG up 1.00 NA 357 NA NA 0.90 NAINP_001004 n.d. n.d.

26156 RSL1D1 ribosomal L1 domain containing 1 WT E2 up 1.00 NA NA 0.95 NA NA 1.56 [NP_056474 n.d. n.d.
6421 SFPQ splicing factor proline/glutamine rich (polypyrimidine tract binding protein associated) WT E2 down 1.00 NA 0.56 0.67 NA 0.50 0.95 [NP_005057 n.d. n.d.
6421 SFPQ splicing factor proline/glutamine rich (polypyrimidine tract binding protein associated) TamR E2 down 1.00 NA 0.82 NA NA 0.55 NA|NP_005057 n.d. n.d.
6426 SFRS1 splicing factor, arginine/serine-rich 1 isoform 1 WT HRG down 1.00 NA 0.55 NA NA 0.51 NA|NP_008855 n.d. n.d.
6427 SFRS2 splicing factor, arginine/serine-rich 2 WT E2 down 1.00 NA 0.67 0.10 NA 0.63 0.10 [NP_003007 n.d. n.d.
6427 SFRS2 splicing factor, arginine/serine-rich 2 WT HRG down 1.00 NA 0.96 0.81 NA 0.61 0.84 |[NP_003007 n.d. n.d.

10929 SFRS2B splicing factor, arginine/serine-rich 2B WT E2 down 1.00 NA 0.67 NA NA 0.63 NA|NP_115285 n.d. n.d.
6428 SFRS3 splicing factor, arginine/serine-rich 3 WT E2 up,down 1.00 NA NA 36.48 NA NA 0.55 |[NP_003008 n.d. n.d.
6431 SFRS6 arginine/serine-rich splicing factor 6 WT E2 down 1.00 NA 0.74 NA NA 0.57 NA|NP_006266 n.d. n.d.
6464 SHC1 SHC (Src homology 2 domain containing) transforming protein 1 isoform 1 WT HRG up 1.00 1.05 NA 1.39 1.67 NA 1.91 |NP_892113 n.d. n.d.

11198 SUPT16H chromatin-specific transcription elongation factor large subunit WT HRG down 1.00 NA 0.31 NA NA 0.59 NA|NP_009123 n.d. n.d.

10189 THOC4 THO complex 4 WT E2 down 1.00 NA 0.86 0.85 NA 0.62 0.59 |NP_005773 n.d. n.d.
7082 TJP1 tight junction protein 1 isoform b WT E2 down 1.00 NA NA 0.17 NA NA 0.27 |NP_783297 n.d. n.d.
7082 TJP1 tight junction protein 1 isoform b WT HRG down 1.00 NA 0.46 NA NA 0.71 NA|NP_783297 n.d. n.d.
9414 TIP2 tight junction protein 2 (zona occludens 2) isoform 1 WT HRG down 1.00 NA 0.13 NA NA 0.16 NA|NP_004808 n.d. n.d.
7150 TOP1 DNA topoisomerase | WT E2 down 1.00 NA 0.78 0.06 NA 0.71 0.08 |NP_003277 n.d. n.d.
7150 TOP1 DNA topoisomerase | WT HRG down 1.00 NA 0.97 0.51 NA 0.81 0.59 |NP_003277 n.d. n.d.
7168 TPM1 tropomyosin 1 alpha chain isoform 4 WT E2 down 1.00 0.49 0.91 0.54 0.22 0.33 1.17 |NP_001018006 n.d. n.d.
7168 TPM1 tropomyosin 1 alpha chain isoform 6 WT E2 down 1.00 NA 1.18 NA NA 0.62 NA|NP_001018008 n.d. n.d.
7168 TPM1 tropomyosin 1 alpha chain isoform 5 TamR E2 down 1.00 0.49 NA NA 0.31 NA NA|NP_000357 n.d. n.d.
7169 TPM2 tropomyosin 2 (beta) isoform 2 WT E2 up,down 1.00 0.54 0.55 0.70 0.25 0.29 1.70 |NP_998839 n.d. n.d.
7170 TPM3 tropomyosin 3 isoform 1 WT E2 up,down 1.00 0.49 NA 0.72 0.26 NA 2.74 |NP_689476 n.d. n.d.
7170 TPM3 tropomyosin 3 isoform 2 WT E2 up,down 1.00 0.57 0.73 0.77 0.29 0.50 3.34 [NP_705935 n.d. n.d.
7171 TPM4 tropomyosin 4 isoform 2 WT E2 up,down 1.00 0.57 0.67 0.90 0.29 0.50 2.74 |[NP_003281 n.d. n.d.
6737 TRIM21 tripartite motif protein 21 WT E2 up 1.00 5.54 11.18 11.12 0.95 0.69 0.72 [NP_003132 n.d. n.d.
6737 TRIM21 tripartite motif protein 21 WT HRG up 1.00 2.66 3.12 3.26 1.54 1.88 1.74 |INP_003132 n.d. n.d.
7251 TSG101 tumor susceptibility gene 101 WT HRG up 1.00 1.18 NA 1.20 45.75 NA 7.39 [NP_006283 n.d. n.d.
7846 TUBA1A tubulin, alpha 1a WT E2 down 1.00 NA NA 0.84 NA NA 0.59 [NP_006000 n.d. n.d.

10376 TUBA1B tubulin, alpha, ubiquitous WT E2 down 1.00 0.87 1.26 0.92 0.48 0.56 0.53 [NP_006073 n.d. n.d.

203068 TUBB tubulin, beta WT E2 down 1.00 NA 1.08 0.84 NA 0.65 0.55 |NP_821133 n.d. n.d.

10383 TUBB2C tubulin, beta, 2 WT E2 down 1.00 NA 1.08 0.84 NA 0.65 0.55 |[NP_006079 n.d. n.d.
7520 XRCC5 ATP-dependent DNA helicase Il WT E2 up,down 1.00 0.42 0.42 0.77 1.01 0.85 4.79 [NP_066964 n.d. n.d.
7520 XRCC5 ATP-dependent DNA helicase Il WT HRG down 1.00 NA 0.50 NA NA 0.92 NA|NP_066964 n.d. n.d.
2547 XRCC6 ATP-dependent DNA helicase Il, 70 kDa subunit WT E2 up,down 1.00 0.40 0.40 0.45 0.98 0.78 1.56 |NP_001460 n.d. n.d.
2547 XRCC6 ATP-dependent DNA helicase Il, 70 kDa subunit WT HRG down 1.00 NA 0.41 NA NA 0.63 NA|NP_001460 n.d. n.d.
7533 YWHAH tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, eta polypeptide WT E2 up,down 1.00 NA NA 1.58 NA NA 0.42 |[NP_003396 n.d. n.d.
7534 YWHAZ tyrosine 3/tryptophan 5 -monooxygenase activation protein, zeta polypeptide WT E2 down 1.00 NA 1.40 NA NA 0.35 NA|NP_003397 n.d. n.d.

389435 hCG_21078 ribosomal protein L27a-like WT HRG up 1.00 NA 4.09 NA NA 0.73 NA|NP_001083056 n.d. n.d.

B : Proteins with altered serine/threonine/tyrosine phosphorylation

fold change (vs control)

GenelD Symbol Name Cell Ligand | change . . A N . . . Accession Sequence Modifications
Omin imin 2min Smin 10min__ 30min__ 60min

23461 ABCA5 ATP-binding cassette, sub-family A, member 5 TamR E2 down 1.00 NA NA 0.74 NA NA 0.03 [NP_061142 KANRVTVFSTHFMDEADILADR 1
23 ABCF1 ATP-binding cassette, sub-family F, member 1 isoform b WT E2 down 1.00 NA 0.45 0.45 NA 0.28 0.25 [NP_001081 KLSVPTSDEEDEVPAPKPR 2
23 ABCF1 ATP-binding cassette, sub-family F, member 1 isoform b WT E2 down 1.00 NA NA 0.48 NA NA 0.34 [NP_001081 LSVPTSDEEDEVPAPKPR 2
23 ABCF1 ATP-binding cassette, sub-family F, member 1 isoform b WT HRG down 1.00 NA 0.77 0.53 NA 0.56 0.33 [NP_001081 LSVPTSDEEDEVPAPKPR 2
9619 ABCG1 ATP-binding cassette sub-family G member 1 isoform 2 WT E2 up 1.00 NA NA 1.53 NA NA 1.16 |NP_058198 GISGKFNSGELVAIMGPSGAGKSTLMNILAGYRETGMK 4
55902 ACSS2 acyl-CoA synthetase short-chain family member 2 isoform 1 WT E2 down 1.00 NA 0.69 0.77 NA 0.51 0.54 [NP_061147 SWSPPPEVSR 1
3267 AGFG1 HIV-1 Rev binding protein isoform 2 WT E2 down 1.00 NA 0.42 0.59 NA 0.44 0.45 [NP_004495 SLLGDSAPTLHLNKGTPSQSPVVGR 2
3267 AGFG1 HIV-1 Rev binding protein isoform 2 WT HRG down 1.00 0.57 0.49 NA 0.13 0.17 NA[NP_004495 SLLGDSAPTLHLNKGTPSQSPVVGR 2
79026 AHNAK AHNAK nucleoprotein isoform 1 WT HRG up 1.00 NA NA 0.70 NA NA 2.60 [NP_001611 LPSGSGAASPTGSAVDIR 2
79026 AHNAK AHNAK nucleoprotein isoform 1 TamR HRG up 1.00 NA NA 0.92 NA NA 2.56 |[NP_001611 LPSGSGAASPTGSAVDIR 2
84335 AKT1S1 AKT1 substrate 1 (proline-rich) WT E2 down 1.00 NA 0.69 NA NA 0.43 NA(NP_001092103 AATAARPPAPPPAPQPPSPTPSPPRPTLAR 2
84335 AKT1S1 AKT1 substrate 1 (proline-rich) wWT HRG down 1.00 0.76 0.87 0.88 0.46 0.60 0.52 |[NP_001092103 AATAARPPAPPPAPQPPSPTPSPPRPTLAR 2
84335 AKT1S1 AKT1 substrate 1 (proline-rich) TamR E2 down 1.00 NA NA 0.83 NA NA 0.53 |[NP_001092103 AATAARPPAPPPAPQPPSPTPSPPRPTLAR 2
369 ARAF v-raf murine sarcoma 3611 viral oncogene homolog WT HRG up 1.00 NA 1.66 NA NA 7.19 NA|NP_001645 QHEAPSNRPLNELLTPQGPSPR 2
51593 ARS2 arsenate resistance protein 2 isoform a WT E2 down 1.00 0.79 0.60 0.71 0.73 0.55 0.50 [NP_056992 HELSPPQKR 1
51593 ARS2 arsenate resistance protein 2 isoform a WT HRG down 1.00 NA 0.66 NA NA 0.56 NA|NP_056992 HELSPPQKR 1
51593 ARS2 arsenate resistance protein 2 isoform a TamR E2 down 1.00 0.65 0.96 0.90 0.47 0.71 0.78 |[NP_056992 HELSPPQKR 1
55870 ASHI1L ash1 (absent, small, or homeotic)-like TamR HRG up 1.00 NA 9.21 NA NA 1.81 NA|NP_060959 LGTGTTAGLVSKDLIRKAGVGSVAGIIHK 3
55102 ATG2B ATG2 autophagy related 2 homolog B WT E2 down 1.00 NA NA 0.76 NA NA 0.50 |[NP_060506 SYISPHSSPSHTPTR 2
55102 ATG2B ATG2 autophagy related 2 homolog B WT HRG down 1.00 0.79 NA NA 0.66 NA NA|NP_060506 SYISPHSSPSHTPTR 2
57205 ATP10D ATPase, class V, type 10D wWT E2 up 1.00 NA 1.67 NA NA 1.64 NA[NP_065186 AGLIITGR 1
9531 BAG3 BCL2-associated athanogene 3 WT E2 down 1.00 0.51 0.44 0.56 0.46 0.76 0.50 [NP_004272 SSTPLHSPSPIR 2
9531 BAG3 BCL2-associated athanogene 3 TamR E2 down 1.00 0.28 0.40 0.54 0.32 0.34 0.29 [NP_004272 SSTPLHSPSPIR 2
9531 BAG3 BCL2-associated athanogene 3 TamR HRG | up,down 1.00 0.67 0.69 1.50 0.39 0.39 2.51 [NP_004272 SSTPLHSPSPIR 2
9774 BCLAF1 BCL2-associated transcription factor 1 isoform 1 WT E2 down 1.00 NA 0.54 NA NA 0.48 NA|NP_055554 IDISPSTLR 1
9774 BCLAF1 BCL2-associated transcription factor 1 isoform 1 WT E2 down 1.00 NA 0.60 0.75 NA 0.51 0.55 [NP_055554 NTPSQHSHSIQHSPER 1
9774 BCLAF1 BCL2-associated transcription factor 1 isoform 1 WT E2 down 1.00 NA 0.52 0.81 NA 0.40 0.43 [NP_055554 SGSGSVGNGSSRYSPSQNSPIHHIPSR 2
9774 BCLAF1 BCL2-associated transcription factor 1 isoform 1 WT E2 down 1.00 0.80 0.50 0.65 0.71 0.36 0.41 [NP_055554 YSPSQNSPIHHIPSR 2
9774 BCLAF1 BCL2-associated transcription factor 1 isoform 1 WT E2 down 1.00 NA 0.64 NA NA 0.51 NA|NP_055554 YSPSQNSPIHHIPSRR 2
9774 BCLAF1 BCL2-associated transcription factor 1 isoform 1 WT HRG down 1.00 0.49 NA NA 0.29 NA NA|NP_055554 SGSGSVGNGSSRYSPSQNSPIHHIPSR 2
9774 BCLAF1 BCL2-associated transcription factor 1 isoform 1 WT HRG down 1.00 0.42 1.00 0.72 0.22 0.77 0.32 [NP_055554 YSPSQNSPIHHIPSR 2
9774 BCLAF1 BCL2-associated transcription factor 1 isoform 1 WT HRG down 1.00 0.32 NA NA 0.15 NA NA|NP_055554 YSPSQNSPIHHIPSRR 2
9774 BCLAF1 BCL2-associated transcription factor 1 isoform 1 TamR E2 down 1.00 NA 0.65 1.09 NA 0.33 0.99 [NP_055554 NTPSQHSHSIQHSPER 1
9774 BCLAF1 BCL2-associated transcription factor 1 isoform 1 TamR E2 down 1.00 0.64 NA 0.84 0.34 NA 0.60 [NP_055554 YSPSQNSPIHHIPSR 2
9774 BCLAF1 BCL2-associated transcription factor 1 isoform 1 TamR HRG down 1.00 NA NA 0.82 NA NA 0.39 [NP_055554 YSPSQNSPIHHIPSR 2
2186 BPTF bromodomain PHD finger transcription factor isoform 2 TamR E2 down 1.00 0.03 NA NA 0.04 NA NA|NP_004450 SALHSSVPKSTNDR 2
64207 Cl4orf4 chromosome 14 open reading frame 4 WT E2 down 1.00 NA 0.44 NA NA 0.31 NA|NP_078772 RNSSSPVSPASVPGQR 2
64207 Cl4orf4 chromosome 14 open reading frame 4 WT HRG down 1.00 NA NA 0.53 NA NA 0.07 [NP_078772 NSSSPVSPASVPGQR 2
64207 Cl4orf4 chromosome 14 open reading frame 4 WT HRG up 1.00 NA NA 2.18 NA NA  10.51 |NP_078772 RNSSSPVSPASVPGQR 3
64207 Cl4orf4 chromosome 14 open reading frame 4 TamR E2 down 1.00 NA NA 0.80 NA NA 0.48 [NP_078772 RNSSSPVSPASVPGQR 2
64207 Cl4orf4 chromosome 14 open reading frame 4 TamR HRG down 1.00 NA NA 0.28 NA NA 0.07 [NP_078772 NSSSPVSPASVPGQR 2
64207 Cl4orf4 chromosome 14 open reading frame 4 TamR HRG up 1.00 0.90 1.37 3.55 3.64 0.86 0.82 |[NP_078772 RNSSSPVSPASVPGQR 2
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3993 LLGL2 lethal giant larvae homolog 2 isoform a WT E2 down 1.00 NA NA 0.59 NA NA 0.26 |[NP_004515 ARNSGTQSDGEEKQPGLVMER
4000 LMNA lamin A/C isoform 2 WT E2 down 1.00 0.56 0.73 0.97 0.27 0.24 0.32 |[NP_005563 LRLSPSPTSQR
4000 LMNA lamin A/C isoform 2 WT HRG down 1.00 0.48 0.90 0.92 0.20 0.40 0.39 |NP_005563 LRLSPSPTSQR
4000 LMNA lamin A/C isoform 2 TamR E2 down 1.00 0.59 0.73 0.85 0.36 0.26 0.56 |NP_005563 LRLSPSPTSQR
4000 LMNA lamin A/C isoform 2 TamR HRG down 1.00 111 NA 1.09 0.67 NA 0.65 |NP_005563 LRLSPSPTSQR
4001 LMNB1 lamin B1 WT E2 down 1.00 0.76 0.53 NA 0.68 0.43 NA[NP_005564 LKLSPSPSSR
4001 LMNB1 lamin B1 WT HRG down 1.00 NA 0.93 0.64 NA 0.74 0.82 |NP_005564 LKLSPSPSSR
728927 LOC728927 PREDICTED: similar to hCG40110 WT E2 up 1.00 NA 1.28 NA NA 5.52 NA(XP_001128828 ASSWFSHLIRHKRIHTR
26065 LSM14A LSM14 homolog A isoform b WT E2 down 1.00 0.68 0.45 0.69 0.55 0.34 0.36 |[NP_056393 SSPQLDPLRKSPTMEQAVQTASAHLPAPAAVGR
26065 LSM14A LSM14 homolog A isoform b WT HRG down 1.00 0.60 NA NA 0.39 NA NA[NP_056393 SSPQLDPLRKSPTMEQAVQTASAHLPAPAAVGR
26065 LSM14A LSM14 homolog A isoform b TamR E2 down 1.00 NA 0.59 0.85 NA 0.35 0.69 |NP_056393 SSPQLDPLRKSPTMEQAVQTASAHLPAPAAVGR
10916 MAGED2 melanoma antigen family D, 2 WT E2 up,down 1.00 NA 1.56 NA NA 0.66 NA[NP_055414 ARKVKHLDGEEDGSSDQSQASGTTGGR
4133 MAP2 microtubule-associated protein 2 isoform 1 WT E2 down 1.00 NA 0.37 0.33 NA 0.33 0.26 |[NP_002365 VAIIRTPPKSPATPK
4133 MAP2 microtubule-associated protein 2 isoform 1 WT HRG down 1.00 NA NA 0.31 NA NA 0.11 |NP_002365 TPGTPGTPSYPR
4133 MAP2 microtubule-associated protein 2 isoform 1 WT HRG down 1.00 NA 0.55 NA NA 0.61 NA|NP_002365 VAIIRTPPKSPATPK
5594 MAPK1 mitogen-activated protein kinase 1 WT HRG up 1.00 3.92 6.97 6.89 7.99 11.01 7.05 |NP_620407 VADPDHDHTGFLTEYVATR
5594 MAPK1 mitogen-activated protein kinase 1 TamR HRG up 1.00 NA 1322 15.95 NA 10.79 9.57 |NP_620407 VADPDHDHTGFLTEYVATR
5595 MAPK3 mitogen-activated protein kinase 3 isoform 2 WT E2 down 1.00 NA NA 0.40 NA NA 0.39 |[NP_001035145 IADPEHDHTGFLTEYVATR
5595 MAPK3 mitogen-activated protein kinase 3 isoform 2 WT HRG up 1.00 2.82 21.85 15.52 0.75 48.39 20.03 |NP_001035145 IADPEHDHTGFLTEYVATR
5595 MAPK3 mitogen-activated protein kinase 3 isoform 2 TamR E2 down 1.00 1.07 0.62 0.15 0.20 0.30 0.18 |[NP_001035145 IADPEHDHTGFLTEYVATR
5595 MAPK3 mitogen-activated protein kinase 3 isoform 2 TamR HRG up 1.00 6.75 14.54 18.23 12.78 11.61 11.19 [NP_001035145 IADPEHDHTGFLTEYVATR
4137 MAPT microtubule-associated protein tau isoform 2 WT E2 down 1.00 0.77 0.59 0.82 0.53 0.34 0.57 [NP_005901 KVAVVRTPPKSPSSAK
4137 MAPT microtubule-associated protein tau isoform 2 WT E2 down 1.00 0.72 0.53 0.73 0.47 0.25 0.32 [NP_005901 VAVVRTPPKSPSSAK
4137 MAPT microtubule-associated protein tau isoform 2 WT HRG down 1.00 0.64 NA NA 0.32 NA NA|NP_005901 KVAVVRTPPKSPSSAK
4137 MAPT microtubule-associated protein tau isoform 2 WT HRG down 1.00 0.44 0.92 NA 0.16 0.38 NA|NP_005901 VAVVRTPPKSPSSAK
4137 MAPT microtubule-associated protein tau isoform 2 TamR E2 down 1.00 NA NA 0.07 NA NA 0.21 [NP_005901 TDHGAEIVYKSPVVSGDTSPR
4137 MAPT microtubule-associated protein tau isoform 2 TamR E2 down 1.00 NA 0.75 NA NA 0.49 NA|NP_005901 VAVVRTPPKSPSSAK
4137 MAPT microtubule-associated protein tau isoform 2 TamR HRG down 1.00 NA NA 0.80 NA NA 0.41 [NP_005901 TDHGAEIVYKSPVVSGDTSPR
4147 MATN2 matrilin 2 isoform a precursor TamR HRG down 1.00 NA NA 0.46 NA NA 1.11 |NP_002371 VPRAAIVFTDGR
9782 MATR3 matrin 3 TamR HRG up 1.00 NA NA 7.75 NA NA 8.66 |[NP_061322 RDSFDDRGPSLNPVLDYDHGSR
4171 MCM2 minichromosome maintenance complex component 2 WT E2 down 1.00 NA NA 0.74 NA NA 0.44 [NP_004517 GLLYDSDEEDEERPAR
4236 MFAP1 microfibrillar-associated protein 1 TamR HRG down 1.00 NA NA 0.65 NA NA 0.62 |[NP_005917 RPDYAPMESSDEEDEEFQFIK
79083 MLPH melanophilin isoform 1 WT E2 down 1.00 NA 0.77 0.80 NA 0.60 0.66 |NP_077006 LLSVHDFDFEGDSDDSTQPQGHSLHLSSVPEAR
79083 MLPH melanophilin isoform 1 WT HRG down 1.00 0.66 NA NA 0.36 NA NA[NP_077006 LLSVHDFDFEGDSDDSTQPQGHSLHLSSVPEAR
79083 MLPH melanophilin isoform 1 WT HRG down 1.00 0.72 NA NA 0.42 NA NA[NP_077006 LLSVHDFDFEGDSDDSTQPQGHSLHLSSVPEAR
23164 MPRIP myosin phosphatase-Rho interacting protein isoform 2 WT E2 down 1.00 0.79 0.02 NA 0.78 0.02 NA|NP_958431 SKTFDWAEFRPIQQALAQER
23164 MPRIP myosin phosphatase-Rho interacting protein isoform 2 WT HRG down 1.00 NA 0.04 NA NA 0.03 NA|NP_958431 SKTFDWAEFRPIQQALAQER
4869 NPM1 nucleophosmin 1 isoform 1 WT E2 down 1.00 0.73 0.55 0.88 0.73 0.57 0.83 [NP_002511 MEDSMDMDMSPLRPQNYLFGCELK
4869 NPM1 nucleophosmin 1 isoform 1 WT HRG down 1.00 0.54 0.82 0.85 0.38 0.98 1.04 |[NP_002511 MEDSMDMDMSPLRPQNYLFGCELK
64710 NUCKS1 nuclear casein kinase and cyclin-dependent kinase substrate 1 WT E2 down 1.00 NA NA 0.64 NA NA 0.49 [NP_073568 KVVDYSQFQESDDADEDYGR
64710 NUCKS1 nuclear casein kinase and cyclin-dependent kinase substrate 1 WT E2 down 1.00 NA NA 0.59 NA NA 0.41 [NP_073568 KVVDYSQFQESDDADEDYGRDSGPPTK
64710 NUCKS1 nuclear casein kinase and cyclin-dependent kinase substrate 1 WT E2 down 1.00 NA NA 0.65 NA NA 0.45 [NP_073568 VVDYSQFQESDDADEDYGR
64710 NUCKS1 nuclear casein kinase and cyclin-dependent kinase substrate 1 WT E2 down 1.00 NA NA 0.61 NA NA 0.41 [NP_073568 VVDYSQFQESDDADEDYGRDSGPPTK
64710 NUCKS1 nuclear casein kinase and cyclin-dependent kinase substrate 1 WT E2 down 1.00 NA NA 0.59 NA NA 0.42 [NP_073568 VVDYSQFQESDDADEDYGRDSGPPTKK
64710 NUCKS1 nuclear casein kinase and cyclin-dependent kinase substrate 1 WT HRG down 1.00 NA 0.66 0.55 NA 0.69 0.45 [NP_073568 VVDYSQFQESDDADEDYGR
64710 NUCKS1 nuclear casein kinase and cyclin-dependent kinase substrate 1 WT HRG down 1.00 0.55 NA NA 0.47 NA NA|NP_073568 VVDYSQFQESDDADEDYGRDSGPPTK
64710 NUCKS1 nuclear casein kinase and cyclin-dependent kinase substrate 1 TamR E2 down 1.00 0.57 0.96 NA 0.46 0.83 NA|NP_073568 KVVDYSQFQESDDADEDYGR
55690 PACS1 phosphofurin acidic cluster sorting protein 1 WT E2 down 1.00 NA 0.77 0.58 NA 0.40 0.34 |[NP_060496 TNSSDSERSPDLGHSTQIPR
55690 PACS1 phosphofurin acidic cluster sorting protein 1 WT HRG down 1.00 0.53 0.88 NA 0.35 0.51 NA|NP_060496 TNSSDSERSPDLGHSTQIPR
55690 PACS1 phosphofurin acidic cluster sorting protein 1 TamR E2 down 1.00 0.45 NA 0.78 0.24 NA 0.46 |NP_060496 TNSSDSERSPDLGHSTQIPR
55690 PACS1 phosphofurin acidic cluster sorting protein 1 TamR HRG down 1.00 NA 0.74 NA NA 0.32 NA|NP_060496 TNSSDSERSPDLGHSTQIPR
10298 PAK4 p21-activated kinase 4 isoform 1 WT E2 down 1.00 0.99 0.74 NA 0.96 0.65 NA|NP_005875 SLVGTPYWMAPELISR
55742 PARVA parvin, alpha WT E2 down 1.00 NA 0.34 0.22 NA 1.09 0.15 |NP_060692 SPSVPKSPTPKSPPSR
55742 PARVA parvin, alpha WT HRG down 1.00 0.46 NA NA 0.72 NA NA[NP_060692 SPSVPKSPTPKSPPSR
51585 PCF11 pre-mRNA cleavage complex Il protein Pcf1l TamR E2 down 1.00 0.88 NA NA 0.60 NA NA|NP_056969 SRSPIIHSPK
5130 PCYT1A phosphate cytidylyltransferase 1, choline, alpha WT E2 down 1.00 NA 0.40 0.58 NA 0.34 0.35 [NP_005008 WPFSGKTSPPCSPANLSR
5130 PCYT1A phosphate cytidylyltransferase 1, choline, alpha WT HRG down 1.00 NA 0.30 0.34 NA 0.35 0.27 |[NP_005008 TSPPCSPANLSR
5130 PCYT1A phosphate cytidylyltransferase 1, choline, alpha TamR E2 down 1.00 0.38 NA 0.56 0.45 NA 0.41 [NP_005008 TSPPCSPANLSR
5130 PCYT1A phosphate cytidylyltransferase 1, choline, alpha TamR HRG down 1.00 0.59 0.76 1.27 0.49 0.68 0.54 |[NP_005008 TSPPCSPANLSR
5160 PDHA1 pyruvate dehydrogenase (lipoamide) alpha 1 precursor WT E2 down 1.00 0.40 0.29 0.41 0.65 0.50 0.56 |[NP_000275 YHGHSMSDPGVSYR
5160 PDHA1 pyruvate dehydrogenase (lipoamide) alpha 1 precursor WT E2 down 1.00 NA 0.18 0.22 NA 0.23 0.17 [NP_000275 YHGHSMSDPGVSYR
5160 PDHA1 pyruvate dehydrogenase (lipoamide) alpha 1 precursor WT HRG down 1.00 0.29 0.33 0.19 0.18 0.45 0.36 |[NP_000275 YHGHSMSDPGVSYR
5160 PDHA1 pyruvate dehydrogenase (lipoamide) alpha 1 precursor WT HRG down 1.00 NA 0.04 0.17 NA 0.06 0.29 [NP_000275 YHGHSMSDPGVSYR
5160 PDHA1 pyruvate dehydrogenase (lipoamide) alpha 1 precursor TamR E2 down 1.00 NA NA 0.50 NA NA 0.34 [NP_000275 YHGHSMSDPGVSYR
23037 PDzZD2 PDZ domain containing 2 TamR HRG up 1.00 NA NA 12.82 NA NA 8.92 |INP_835260 TSVDTGQVSRPENPSQPASPRVTKCK
27043 PELP1 proline, glutamic acid and leucine rich protein 1 WT E2 down 1.00 NA 0.59 0.76 NA 0.43 0.43 [NP_055204 LRSPRGSPDGSLQTGKPSAPK
27043 PELP1 proline, glutamic acid and leucine rich protein 1 WT HRG down 1.00 0.54 0.80 NA 0.33 0.65 NA|NP_055204 LRSPRGSPDGSLQTGKPSAPK
80012 PHC3 polyhomeotic like 3 WT E2 down 1.00 0.87 0.56 0.78 0.87 0.50 0.58 |NP_079223 MDRTPPPPTLSPAAITVGR
84295 PHF6 PHD finger protein 6 isoform 1 TamR HRG down 1.00 NA 0.79 NA NA 0.43 NA|NP_115834 DRSPHRSSPSDTRPK
55361 PI4K2A phosphatidylinositol 4-kinase type 2 alpha WT HRG down 1.00 NA 0.01 0.81 NA 0.01 0.97 |[NP_060895 VAAAAGSGPSPPGSPGHDR
55361 PI4K2A phosphatidylinositol 4-kinase type 2 alpha TamR E2 down 1.00 NA NA 0.59 NA NA 0.47 |NP_060895 VAAAAGSGPSPPGSPGHDR
55361 PI4K2A phosphatidylinositol 4-kinase type 2 alpha TamR HRG up 1.00 NA NA 1.68 NA NA 2.08 |[NP_060895 VAAAAGSGPSPPGSPGHDR
8502 PKP4 plakophilin 4 isoform a WT E2 down 1.00 NA 0.40 0.66 NA 0.41 0.43 |[NP_003619 AASPYSQRPASPTAIR
8502 PKP4 plakophilin 4 isoform a WT HRG down 1.00 0.60 NA NA 0.57 NA NA|NP_003619 AASPYSQRPASPTAIR
5339 PLEC1 plectin 1 isoform 3 WT HRG | up,down 1.00 NA 2.10 NA NA 0.33 NA|NP_958781 GYYSPYSVSGSGSTAGSR
5339 PLEC1 plectin 1 isoform 3 WT HRG up 1.00 NA 1.43 1.78 NA 6.60 1.16 [NP_958781 SSSVGSSSSYPISPAVSR
5339 PLEC1 plectin 1 isoform 3 TamR HRG up 1.00 NA NA 5.22 NA NA  10.40 |NP_958781 SSSVGSSSSYPISPAVSR
5371 PML promyelocytic leukemia protein isoform 6 WT E2 up,down 1.00 0.19 1.14 1.65 0.13 0.34 0.56 |[NP_002666 AVSPPHLDGPPSPR
5371 PML promyelocytic leukemia protein isoform 6 WT HRG | up,down 1.00 0.91 1.56 0.01 0.29 0.31 0.00 |[NP_002666 AVSPPHLDGPPSPR
5411 PNN pinin, desmosome associated protein WT E2 down 1.00 NA NA 0.53 NA NA 0.25 [NP_002678 RESRQESDPEDDDVKKPALQSSVVATSK
8500 PPFIAL PTPRF interacting protein alpha 1 isoform b WT E2 down 1.00 NA 0.50 NA NA 0.27 NA|NP_003617 GALHTVSHEDIR
8500 PPFIAL PTPRF interacting protein alpha 1 isoform b WT HRG down 1.00 0.64 NA NA 0.44 NA NA|NP_003617 GALHTVSHEDIR
8500 PPFIAL PTPRF interacting protein alpha 1 isoform b TamR E2 down 1.00 NA NA 0.61 NA NA 0.45 [NP_003617 GALHTVSHEDIR
51535 PPHLN1 periphilin 1 isoform 5 WT E2 down 1.00 NA 041 NA NA 0.34 NA[NP_958846 DKERPVQSLKTSRDTSPSSGSAVSSSK
51535 PPHLN1 periphilin 1 isoform 5 WT E2 down 1.00 NA 0.40 0.57 NA 0.42 0.39 |NP_958846 ERPVQSLKTSRDTSPSSGSAVSSSK
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7112 TMPO thymopoietin isoform alpha TamR HRG up 1.00 NA 1.70 1.38 NA 0.96 1.35 [NP_003267 GPPDFSSDEEREPTPVLGSGAAAAGR 2
7112 TMPO thymopoietin isoform alpha TamR HRG down 1.00 NA NA 1.15 NA NA 0.18 |[NP_003267 SSTPLPTISSSAENTR 2
8711 TNK1 tyrosine kinase, non-receptor, 1 WT E2 down 1.00 NA 0.64 0.97 NA 0.46 0.71 |[NP_003976 SLESVLSLGPRPTGGGSSPPEIR 2
7155 TOP2B DNA topoisomerase |l, beta isozyme WT E2 down 1.00 NA 0.45 0.60 NA 0.32 0.44 |NP_001059 KTSFDQDSDVDIFPSDFPTEPPSLPR 1
7155 TOP2B DNA topoisomerase |l, beta isozyme WT HRG down 1.00 NA 0.81 NA NA 0.60 NA(NP_001059 KTSFDQDSDVDIFPSDFPTEPPSLPR 1
7155 TOP2B DNA topoisomerase |l, beta isozyme TamR E2 up 1.00 NA NA 1.09 NA NA 1.52 [NP_001059 TSFDQDSDVDIFPSDFPTEPPSLPR 1
7164 TPD52L1 tumor protein D52-like 1 isoform 1 WT E2 down 1.00 0.96 0.53 0.73 0.60 0.20 0.19 |NP_003278 NSPTFKSFEER 1
7164 TPD52L1 tumor protein D52-like 1 isoform 1 WT HRG down 1.00 0.90 NA NA 0.61 NA NA(NP_003278 NSPTFKSFEERVETTVTSLK 1
7164 TPD52L1 tumor protein D52-like 1 isoform 1 TamR E2 down 1.00 NA 0.95 NA NA 0.57 NA(NP_003278 NSPTFKSFEER 1
7164 TPD52L1 tumor protein D52-like 1 isoform 1 TamR HRG down 1.00 NA 0.87 NA NA 0.52 NA(NP_003278 NSPTFKSFEER 1
7165 TPD52L2 tumor protein D52-like 2 isoform e WT E2 down 1.00 0.91 0.55 0.68 0.49 0.26 0.18 |NP_003279 NSATFKSFEDR 1
7165 TPD52L2 tumor protein D52-like 2 isoform e TamR E2 down 1.00 0.63 0.84 NA 0.65 0.39 NA(NP_003279 NSATFKSFEDR 1
29896 TRA2A transformer-2 alpha WT E2 down 1.00 NA NA 0.64 NA NA 0.32 |NP_037425 RSPSPYYSR 2
29896 TRA2A transformer-2 alpha WT HRG down 1.00 NA NA 0.71 NA NA 0.58 |NP_037425 RSPSPYYSR 2
7410 VAV2 vav 2 guanine nucleotide exchange factor isoform 2 WT E2 down 1.00 0.87 NA 0.65 0.60 NA 0.35 [NP_003362 ASSRSPVFTPR 2
51322 WAC WW domain-containing adapter with a coiled-coil region isoform 3 WT HRG down 1.00 NA 0.69 NA NA 0.64 NA|NP_567823 SPSPGPNHTSNSSNASNATVVPQNSSAR 2
23063 WAPAL wings apart-like homolog WT E2 down 1.00 NA 0.34 0.94 NA 0.35 0.97 |NP_055860 RPESPSEISPIKGSVR 2
51729 WBP11 WW domain binding protein 11 WT E2 down 1.00 NA NA 0.54 NA NA 0.31 |[NP_057396 RRDEDMLYSPELAQR 1
147179 WIPF2 WIRE protein WT HRG down 1.00 NA NA 0.82 NA NA 0.40 |[NP_573571 PIPPPPPPPPGPPPPPTFHQANTEQPKLSR 1
7498 XDH xanthine dehydrogenase WT HRG up 1.00 NA NA 111 NA NA 2.81 |[NP_000370 STVVSTAVALAAYKTGRPVRCMLDR 2
10730 YME1L1 YME1-like 1 isoform 3 WT HRG down 1.00 0.15 NA NA 0.15 NA NA[NP_055078 LGVMTYSDTGKLSPETQSAIEQEIR 2
23091 ZC3H13 zinc finger CCCH-type containing 13 WT E2 down 1.00 NA NA 0.79 NA NA 0.56 |[NP_055885 GPRTPSPPPPIPEDIALGK 2
23091 ZC3H13 zinc finger CCCH-type containing 13 WT E2 down 1.00 NA NA 0.92 NA NA 0.39 [NP_055885 HHSSSSQSGSSIQRHSPSPR 2
23091 ZC3H13 zinc finger CCCH-type containing 13 WT E2 down 1.00 NA NA 0.81 NA NA 0.40 |NP_055885 SKLSPSPSLR 2
23091 ZC3H13 zinc finger CCCH-type containing 13 WT HRG down 1.00 NA NA 0.43 NA NA 0.52 |[NP_055885 SASPYPSHSLSSPQR 3
23091 ZC3H13 zinc finger CCCH-type containing 13 TamR HRG down 1.00 NA 0.80 NA NA 0.54 NA|NP_055885 STSPAGQHHSPISSR 2
80829 ZFP91 zinc finger protein 91 WT HRG | up,down 1.00 NA 0.63 NA NA 11.85 NA|NP_444251 RRSSPSARPPDVPGQQPQAAK 2
137209 ZNF572 zinc finger protein 572 WT HRG up 1.00 NA 0.80 NA NA 4.30 NA|NP_689625 RFSSSSHLIQHHR 2
57507 ZNF608 zinc finger protein 608 WT E2 up 1.00 NA 6.72 NA NA 1.68 NA[NP_065798 AVSPVLMHSYPGAYLSPGFHYPVYGKMSGR 6
283489 ZNF828 zinc finger protein 828 WT E2 up,down 1.00 NA 0.52 1.79 NA 0.53 0.85 [NP_115812 KPSGSPDLWKLSPDOR 2




