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Supplemental Figure S1 Flow cytometry analysis of percent purity of human monocytes isolated by density-gradient centrifugation method. Cells were washed and stained with an anti-CD14 PE-conjugated antibody. The percentage of CD14+ cells was analyzed by flow cytometer.
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Supplemental Figure S2 Analysis of MDA-MB-231 cell apoptosis using Muse cell analyzer. MDA-MB-231 cells were incubated for 24 h. Cells were incubated in complete medium (NC), complete medium plus 20 µg/ml oleamide (OLA only) or incubated with conditioned medium from untreated TAMs (TAMs), oleamide-treated TAMs (TAMs + OLA), or M0 macrophages (MØ Ctr).





	Gene name
	Forward primer (5'-3')
	Reverse primer (5'-3')

	c-Myc
	ATGGCCCATTACAAAGCCG
	TTTCTGGAGTAGCAGCTCCTAA

	MMP-9
	TGTACCGCTATGGTTACACTCG
	GGCAGGGACAGTTGCTTCT

	VEGFA
	AGGGCAGAATCATCACGAAGT
	AGGGTCTCGATTGGATGGCA

	HLA-DR
	ATACTCCGATCACCAATGTACCT
	GACTGTCTCTGACACTCCTGT

	CD163
	TTTGTCAACTTGAGTCCCTTCAC
	TCCCGCTACACTTGTTTTCAC

	CD206
	CTACAAGGGATCGGGTTTATGGA
	CTACAAGGGATCGGGTTTATGGA

	iNOS
	TTCAGTATCACAACCTCAGCAAG
	TGGACCTGCAAGTTAAAATCCC

	IL-10
	GGAGAACCTGAAGACCCTCA
	GATGTCAAACTCACTCATGGC

	ACTB
	AGAAAATCTGGCACCACACC
	CCATCTCTTGCTCGAAGTCC


Supplemental Table S1 Sequence of primers for RT-qPCR.
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Supplemental Table S2 HIF-1 TF pathway.


[image: รูปภาพประกอบด้วย ข้อความ, ภาพหน้าจอ, แผนภาพ, ไลน์

คำอธิบายที่สร้างโดยอัตโนมัติ]
























[image: รูปภาพประกอบด้วย ข้อความ, ภาพหน้าจอ, จำนวน, ตัวอักษร

คำอธิบายที่สร้างโดยอัตโนมัติ]
Supplemental Table S3 HIF-1 target.
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Supplemental Table S4 Regulation of insulin-like growth factor (IGF) transport and uptake by insulin-like growth factor binding proteins (IGFBPs).
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Supplemental Table S5 Transcriptional regulation by small RNAs.
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Supplemental Table S6 Rho GTPases activate PNKs.
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Supplemental Table S7 Gene silencing by RNAs.
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Supplemental Table S8 Reproduction.
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Supplemental Table S9 Systemic lupus erythematosus.
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Supplemental Table S10 Sudden infant death syndrome (SIDs) susceptibility pathways.
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Supplemental Table S11 Response to elevated platelet cytosolic Ca2.
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Supplemental Table S12 Chromatin modifying enzymes.
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16| PPP1CB | protein phosphatase 1 catalytic subunit beta [Source:HGNC Symbol;Acc:HGNC:9282] 1368 -0.038 0.3220 No
17||RHOC ras homolog family member C [Source:HGNC Symbol;Acc:HGNC:669] 1448 -0.042 0.3139 No
18||PKN1 protein kinase N1 [Source:HGNC Symbol;Acc:HGNC:9405] 1847 -0.065 0.1959 No
19||MYL6 myosin light chain 6 [Source:HGNC Symbol;Acc:HGNC:7587] 2044 -0.080 0.1627 No
20| MYL12B ||myosin light chain 12B [Source:HGNC Symbol;Acc:HGNC:29827] 2384 -0.121 0.0963 No
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image18.png
1_ H4c9 H4 clustered histone 9 [Source:HGNC Symbol;Acc:HGNC:4793] 15 0.318 0.1387 Yes
2 ||H3-3A H3.3 histone A [Source:HGNC Symbol;Acc:HGNC:4764] 27 0.277 0.2603 Yes
3 |POLR2C | RNA polymerase Il subunit C [Source:HGNC Symbol;Acc:HGNC:9189] 34 0.257 0.3751 Yes
4 |[H2BC21 H2B clustered histone 21 [Source:HGNC Symbol;Acc:HGNC:4760] 45 0.236 0.4784 Yes
5 |[H3C1 H3 clustered histone 1 [Source:HGNC Symbol;Acc:HGNC:4766] 102 0.161 0.5303 Yes
6 |[H2AC20 H2A clustered histone 20 [Source:HGNC Symbol;Acc:HGNC:4738] 10 0.155 0.5981 Yes
7 |H2AC14 H2A clustered histone 14 [Source:HGNC Symbol;Acc:HGNC:4727] 127 0.145 0.6578 Yes
8 |[NUP43 nucleoporin 43 [Source:HGNC Symbol;Acc:HGNC:21182] 189 0.109 0.6839 Yes
9 |[NUP93 nucleoporin 93 [Source:HGNC Symbol;Acc:HGNC:28958] 320 0.063 0.6627 No
10| ISN translin [Source:HGNC Symbol;Acc:HGNC:12379] 692 0.001 0.5214 No
11||RAN RAN, member RAS oncogene family [Source:HGNC Symbol;Acc:HGNC:9846] m -0.001 0.5149 No
12||HSP90AA1 || heat shock protein 90 alpha family class A member 1 [Source:HGNC Symbol;Acc:HGNC:5253] 960 -0.017 0.4279 No
13| sEC13 gsr?ﬂl ngécnﬂ%gNgu;:(l)%agr 7|j'nore and COPII coat complex component [Source:HGNC 1071 0.023 0.3965 No
14 NUP160 nucleoporin 160 [Source:HGNC Symbol;Acc:HGNC:18017] 1522 -0.046 0.2456 No
15||POLR2E  ||RNA polymerase II, | and Ill subunit E [Source:HGNC Symbol;Acc:HGNC:9192] 1526 -0.046 0.2655 No
16||IPR translocated promoter region, nuclear basket protein [Source:HGNC Symbol;Acc:HGNC:12017] 1903 -0.069 0.1535 No
17||POLR2H || RNA polymerase II, | and Ill subunit H [Source:HGNC Symbol;Acc:HGNC:9195] 2239 -0.099 0.0706 No
18||NUP98 nucleoporin 98 and 96 precursor [Source:HGNC Symbol;Acc:HGNC:8068] 2541 -0.177 0.0363 No
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1 ||H4C9 H4 clustered histone 9 [Source:HGNC Symbol;Acc:HGNC:4793] 15 0.318 0.1458 Yes
2 ||H3-3A H3.3 histone A [Source:HGNC Symbol;Acc:HGNC:4764] 27 0.277 0.2735 Yes
3 ||H2BC21 ||H2B clustered histone 21 [Source:HGNC Symbol;Acc:HGNC:4760] 45 0.236 0.3794 Yes
4 ||ICD9 CD9 molecule [Source:HGNC Symbol;Acc:HGNC:1709] 63 0.214 0.4748 Yes
5 || H3C1 H3 clustered histone 1 [Source:HGNC Symbol;Acc:HGNC:4766] 102 0.161 0.5372 Yes
6 ||H2AC20 |(|H2A clustered histone 20 [Source:HGNC Symbol;Acc:HGNC:4738] 110 0.155 0.6084 Yes
7 ||H2AC14 ||H2A clustered histone 14 [Source:HGNC Symbol;Acc:HGNC:4727] 127 0.145 0.6713 Yes
8 |[LMNA lamin A/C [Source:HGNC Symbol;Acc:HGNC:6636] 513 0.020 0.5338 No
9 ||SUN2 Sad1 and UNC84 domain containing 2 [Source:HGNC Symbol;Acc:HGNC:14210] 707 -0.001 0.4604 No
10|[MRE11 |MRE11 homolog, double strand break repair nuclease [Source:HGNC Symbol;Acc:HGNC:7230] || 815 -0.009 0.4241 No
11||LMNB1 | |lamin B1 [Source:HGNC Symbol;Acc:HGNC:6637] 862 -0.012 0.4124 No
12|[SYNE2 ||spectrin repeat containing nuclear envelope protein 2 [Source:HGNC Symbol;Acc:HGNC:17084]| 1185 -0.029 0.3034 No
13||B4GALT1 | beta-1,4-galactosyltransferase 1 [Source:HGNC Symbol;Acc:HGNC:924] 1682 -0.054 0.1400 No
14||ATR ATR serine/threonine kinase [Source:HGNC Symbol;Acc:HGNC:882] 2152 -0.089 0.0034 No
15||RPA1 replication protein A1 [Source:HGNC Symbol;Acc:HGNC:10289] 2158 -0.090 0.0442 No
16||RPA3 replication protein A3 [Source:HGNC Symbol;Acc:HGNC:10291] 2265 -0.101 0.0520 No
17|[HVCN1 | hydrogen voltage gated channel 1 [Source:HGNC Symbol;Acc:HGNC:28240] 2556 -0.187 0.0305 No
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1_ H4c9 H4 clustered histone 9 [Source:HGNC Symbol;Acc:HGNC:4793] 15 0.318 0.0907 Yes
2 ||H3-3A H3.3 histone A [Source:HGNC Symbol;Acc:HGNC:4764] 27 0.277 0.1705 Yes
3 |[H2BC21 H2B clustered histone 21 [Source:HGNC Symbol;Acc:HGNC:4760] 45 0.236 0.2356 Yes
4 |[C4A complement C4A (Rodgers blood group) [Source:HGNC Symbol;Acc:HGNC:1323] 62 0.214 0.2944 Yes
5 ||[H2BC18 H2B clustered histone 18 [Source:HGNC Symbol;Acc:HGNC:24700] 73 0.199 0.3509 Yes
6 |[H4CT7 H4 clustered histone 7 [Source:HGNC Symbol;Acc:HGNC:4792] 85 0.183 0.4023 Yes
7 (|H3C1 H3 clustered histone 1 [Source:HGNC Symbol;Acc:HGNC:4766] 102 0.161 0.4451 Yes
8 |[H2AC20 H2A clustered histone 20 [Source:HGNC Symbol;Acc:HGNC:4738] 110 0.155 0.4894 Yes
9 |[H2AC14 H2A clustered histone 14 [Source:HGNC Symbol;Acc:HGNC:4727] 127 0.145 0.5272 Yes
10||[ECGR2A Fc gamma receptor lla [Source:HGNC Symbol;Acc:HGNC:3616] 182 0.113 0.5408 Yes
11 || MACROH2A1 || macroH2A.1 histone [Source:HGNC Symbol;Acc:HGNC:4740] 185 0.111 0.5738 Yes
12|C3 complement C3 [Source:HGNC Symbol;Acc:HGNC:1318] 195 0.108 0.6031 Yes
13||ACTN4 actinin alpha 4 [Source:HGNC Symbol;Acc:HGNC:166] 238 0.090 0.6144 Yes
14| HLA-DRB3 major histocompatibility complex, class Il, DR beta 3 [Source:HGNC Symbol;Acc:HGNC:4951] (/306 0.069 0.6095 Yes
15| C2 complement C2 [Source:HGNC Symbol;Acc:HGNC:1248] 317 0.064 0.6252 Yes
16| ACTN1 actinin alpha 1 [Source:HGNC Symbol;Acc:HGNC:163] 341 0.056 0.6334 Yes
17| C1QC complement C1q C chain [Source:HGNC Symbol;Acc:HGNC:1245] 419 0.036 0.6147 No
18| HLA-DQB1 major histocompatibility complex, class Il, DQ beta 1 [Source:HGNC Symbol;Acc:HGNC:4944] | 463 0.028 0.6068 No
19||HLA-DRB1 major histocompatibility complex, class II, DR beta 1 [Source:HGNC Symbol;Acc:HGNC:4948] (688 0.001 0.5213 No
20|(HLA-DRB5 major histocompatibility complex, class II, DR beta 5 [Source:HGNC Symbol;Acc:HGNC:4953] (1695 0.000 0.5191 No
21|[SsSB small RNA binding exonuclease protection factor La [Source:HGNC Symbol;Acc:HGNC:11316] || 705 -0.000 0.5157 No
22| CD40LG CD40 ligand [Source:HGNC Symbol;Acc:HGNC:11935] 751 -0.004 0.4998 No
23||HLA-DRA major histocompatibility complex, class II, DR alpha [Source:HGNC Symbol;Acc:HGNC:4947] (863 -0.012 0.4609 No
24|[ECGR3A Fc gamma receptor llla [Source:HGNC Symbol;Acc:HGNC:3619] 1016 -0.020 0.4087 No
25||HLA-DMB maijor histocompatibility complex, class 1l, DM beta [Source:HGNC Symbol;Acc:HGNC:4935] 1261 -0.033 0.3251 No
26| SNRPD3 small nuclear ribonucleoprotein D3 polypeptide [Source:HGNC Symbol;Acc:HGNC:11160] 1457 -0.043 0.2631 No
27|[SNRPD1 small nuclear ribonucleoprotein D1 polypeptide [Source:HGNC Symbol;Acc:HGNC:11158] 1650 -0.053 0.2055 No
28|(HLA-DPA1 major histocompatibility complex, class II, DP alpha 1 [Source:HGNC Symbol;Acc:HGNC:4938] (| 1749 -0.059 0.1858 No
29||HLA-DPB1 major histocompatibility complex, class II, DP beta 1 [Source:HGNC Symbol;Acc:HGNC:4940] (/1860 -0.066 0.1637 No
30|(CD40 CD40 molecule [Source:HGNC Symbol;Acc:HGNC:11919] 1905 -0.069 0.1679 No
31||RO60 Ro60, Y RNA binding protein [Source:HGNC Symbol;Acc:HGNC:11313] 2503 -0.158 -0.0133 No
32(C10A complement C1q A chain [Source:HGNC Symbol;Acc:HGNC:1241] 2577 -0.211 0.0226 No
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SPTBN1 |[spectrin beta, non-erythrocytic 1 [Source:HGNC Symbol;Acc:HGNC:11275] 0.215 0.1226

2 ||C4A complement C4A (Rodgers blood group) [Source:HGNC Symbol;Acc:HGNC:1323] 62 0.214 0.2675 Yes

3 ||IE transferrin [Source:HGNC Symbol;Acc:HGNC:11740] 74 0.198 0.3976 Yes

4 || SP3 Sp3 transcription factor [Source:HGNC Symbol;Acc:HGNC:11208] 98 0.163 0.4993 Yes
tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein beta [Source:HGNC

5 | YWHAB Symbol:Acc:HGNC:12849] 266 0.080 0.4892 Yes
tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein gamma [Source:HGNC

6 | YWHAG Symbol:Acc:HGNC:12852] 284 0.073 0.5320 Yes

7 ||PRKACA ||protein kinase cAMP-activated catalytic subunit alpha [Source:HGNC Symbol;Acc:HGNC:9380] 295 0.071 0.5762 Yes
tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein eta [Source:HGNC

8 || YWHAH Symbol:Acc:HGNC:12853] 396 0.040 0.5649 No

9 ||CPT1A carnitine palmitoyltransferase 1A [Source:HGNC Symbol;Acc:HGNC:2328] 523 0.019 0.5293 No
tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein zeta [Source:HGNC

10| YWHAZ Symbol:Acc:HGNC:12855] 524 0.019 0.5419 No

11| MAOA monoamine oxidase A [Source:HGNC Symbol;Acc:HGNC:6833] 544 0.016 0.5458 No

12||NEKB1 nuclear factor kappa B subunit 1 [Source:HGNC Symbol;Acc:HGNC:7794] 589 0.012 0.5372 No

13||ALDOA aldolase, fructose-bisphosphate A [Source:HGNC Symbol;Acc:HGNC:414] 597 0.011 0.5420 No
tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein theta [Source:HGNC

14| YWHAQ Symbol:Acc:HGNC:12854] 658 0.005 0.5222 No

15||HSP90B1 || heat shock protein 90 beta family member 1 [Source:HGNC Symbol;Acc:HGNC:12028] 676 0.003 0.5177 No

16| HSPD1 heat shock protein family D (Hsp60) member 1 [Source:HGNC Symbol;Acc:HGNC:5261] 706 -0.000 0.5068 No
tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein epsilon [Source:HGNC .

17| YWHAE Symbol:Acc:HGNC:12851] 750 0.004 0.4933 No

18||ACADM | acyl-CoA dehydrogenase medium chain [Source:HGNC Symbol;Acc:HGNC:89] 853 -0.012 0.4621 No

19| YBX1 Y-box binding protein 1 [Source:HGNC Symbol;Acc:HGNC:8014] 1003 -0.019 0.4181 No
hydroxyacyl-CoA dehydrogenase trifunctional multienzyme complex subunit alpha [Source:HGNC .

20| HADHA Symbol;Acc:HGNC:4801] 1053 0.022 0.4142 No

21||CASP3 caspase 3 [Source:HGNC Symbol;Acc:HGNC:1504] 1104 -0.025 0.4117 No
hydroxyacyl-CoA dehydrogenase trifunctional multienzyme complex subunit beta [Source:HGNC .

22| HADHB Symbol;Acc:HGNC:4803] 1160 0.027 0.4092 No

23||PRKAR2A || protein kinase cAMP-dependent type Il regulatory subunit alpha [Source:HGNC Symbol;Acc:HGNC:9391] 1169 -0.028 0.4251 No

24||GAPDH || glyceraldehyde-3-phosphate dehydrogenase [Source:HGNC Symbol;Acc:HGNC:4141] 1447 -0.042 0.3476 No

25||PRKAR1A || protein kinase cAMP-dependent type | regulatory subunit alpha [Source:HGNC Symbol;Acc:HGNC:9388] 1511 -0.046 0.3544 No

26|[IL1RN interleukin 1 receptor antagonist [Source:HGNC Symbol;Acc:HGNC:6000] 1598 -0.050 0.3552 No

27||HES1 hes family bHLH transcription factor 1 [Source:HGNC Symbol;Acc:HGNC:5192] 1795 -0.062 0.3222 No
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1_ HGE hepatocyte growth factor [Source:HGNC Symbol;Acc:HGNC:4893] 3 0478 0.0927 Yes
2 |[ITGA2B integrin subunit alpha 2b [Source:HGNC Symbol;Acc:HGNC:6138] 18 0.312 0.1486 Yes
3 ||APOA1 apolipoprotein A1 [Source:HGNC Symbol;Acc:HGNC:600] 33 0.259 0.1939 Yes
4 ||[AHSG alpha 2-HS glycoprotein [Source:HGNC Symbol;Acc:HGNC:349] 41 0.240 0.2383 Yes
5 (|cD9 CD9 molecule [Source:HGNC Symbol;Acc:HGNC:1709] 63 0214 0.2721 Yes
6 ||[IE transferrin [Source:HGNC Symbol;Acc:HGNC:11740] 74 0.198 0.3072 Yes
7 ||APOH apolipoprotein H [Source:HGNC Symbol;Acc:HGNC:616] 105 0.156 0.3261 Yes
8 ||ALB albumin [Source:HGNC Symbol;Acc:HGNC:399] 120 0.150 0.3501 Yes
9 |[IEX264 testis expressed 264, ER-phagy receptor [Source:HGNC Symbol;Acc:HGNC:30247] 130 0.143 0.3746 Yes
10||A2M alpha-2-macroglobulin [Source:HGNC Symbol;Acc:HGNC:7] 153 0.130 0.3916 Yes
11| SERPINA1 || serpin family A member 1 [Source:HGNC Symbol;Acc:HGNC:8941] 167 0.122 0.4105 Yes
12|| SERPINF2 || serpin family F member 2 [Source:HGNC Symbol;Acc:HGNC:9075] 186 0.111 0.4252 Yes
13||A1BG alpha-1-B glycoprotein [Source:HGNC Symbol;Acc:HGNC:5] 187 0.110 0.4468 Yes
14| KNG1 kininogen 1 [Source:HGNC Symbol;Acc:HGNC:6383] 191 0.108 0.4670 Yes
15| STX4 syntaxin 4 [Source:HGNC Symbol;Acc:HGNC:11439] 225 0.096 0.4729 Yes
16||ACTN4 actinin alpha 4 [Source:HGNC Symbol;Acc:HGNC:166] 238 0.090 0.4860 Yes
17| TIN titin [Source:HGNC Symbol;Acc:HGNC:12403] 252 0.086 0.4978 Yes
18| ITIH3 inter-alpha-trypsin inhibitor heavy chain 3 [Source:HGNC Symbol;Acc:HGNC:6168] 256 0.084 0.5132 Yes
19| vCL vinculin [Source:HGNC Symbol;Acc:HGNC:12665] 289 0.072 0.5148 Yes
20|(THBS1 thrombospondin 1 [Source:HGNC Symbol;Acc:HGNC:11785] 339 0.057 0.5070 Yes
21||ACTN1 actinin alpha 1 [Source:HGNC Symbol;Acc:HGNC:163] 341 0.056 0.5176 Yes
22||STXBP3 |[syntaxin binding protein 3 [Source:HGNC Symbol;Acc:HGNC:11446] 343 0.056 0.5282 Yes
23 || SERPINAS3 || serpin family A member 3 [Source:HGNC Symbol;Acc:HGNC:16] 395 0.040 0.5163 No
24|[PECAM1 | platelet and endothelial cell adhesion molecule 1 [Source:HGNC Symbol;Acc:HGNC:8823] 468 0.028 0.4939 No
25| TIMP1 TIMP metallopeptidase inhibitor 1 [Source:HGNC Symbol;Acc:HGNC:11820] 485 0.023 0.4922 No
26|(E13A1 coagulation factor XIIl A chain [Source:HGNC Symbol;Acc:HGNC:3531] 499 0.021 0.4913 No
27|(CYRIB CYFIP related Rac1 interactor B [Source:HGNC Symbol;Acc:HGNC:25216] 532 0.018 0.4824 No
28||ALDOA aldolase, fructose-bisphosphate A [Source:HGNC Symbol;Acc:HGNC:414] 597 0.011 0.4598 No
29||APLP2 amyloid beta precursor like protein 2 [Source:HGNC Symbol;Acc:HGNC:598] 609 0.010 0.4574 No
30( HSPAS heat shock protein family A (Hsp70) member 5 [Source:HGNC Symbol;Acc:HGNC:5238] 620 0.009 0.4553 No
31| CAP1 cyclase associated actin cytoskeleton regulatory protein 1 [Source:HGNC Symbol;Acc:HGNC:20040] || 624 0.009 0.4558 No
32||TAGLN2 | transgelin 2 [Source:HGNC Symbol;Acc:HGNC:11554] 638 0.007 0.4521 No
33|[ELNA filamin A [Source:HGNC Symbol;Acc:HGNC:3754] 660 0.005 0.4449 No
34|(TLN1 talin 1 [Source:HGNC Symbol;Acc:HGNC:11845] 689 0.001 0.4343 No
35| WDR1 WD repeat domain 1 [Source:HGNC Symbol;Acc:HGNC:12754] 1150 -0.027 0.2612 No
36 | LAMP2 lysosomal associated membrane protein 2 [Source:HGNC Symbol;Acc:HGNC:6501] 1183 -0.029 0.2546 No
37||CEL1 cofilin 1 [Source:HGNC Symbol;Acc:HGNC:1874] 1320 -0.036 0.2089 No
38||PEN1 profilin 1 [Source:HGNC Symbol;Acc:HGNC:8881] 1352 -0.037 0.2043 No
39| ANXAS annexin A5 [Source:HGNC Symbol;Acc:HGNC:543] 1375 -0.039 0.2033 No
40|(CHID1 chitinase domain containing 1 [Source:HGNC Symbol;Acc:HGNC:28474] 1397 -0.040 0.2030 No
41|[STXBP2 | syntaxin binding protein 2 [Source:HGNC Symbol;Acc:HGNC:11445] 1479 -0.044 0.1803 No
42| MANF mesencephalic astrocyte derived neurotrophic factor [Source:HGNC Symbol;Acc:HGNC:15461] 1583 -0.049 0.1501 No
43 |[SELENOP || selenoprotein P [Source:HGNC Symbol;Acc:HGNC:10751] 1681 -0.054 0.1231 No
44||EERMT3 |[FERM domain containing kindlin 3 [Source:HGNC Symbol;Acc:HGNC:23151] 1684 -0.054 0.1330 No
45|(PPIA peptidylprolyl isomerase A [Source:HGNC Symbol;Acc:HGNC:9253] 1794 -0.062 0.1029 No
46| OLA1 Obg like ATPase 1 [Source:HGNC Symbol;Acc:HGNC:28833] 1872 -0.067 0.0863 No
47| TUBA4A  |[tubulin alpha 4a [Source:HGNC Symbol;Acc:HGNC:12407] 1880 -0.068 0.0968 No
48| CALU calumenin [Source:HGNC Symbol;Acc:HGNC:1458] 1899 -0.069 0.1034 No
49| TMX3 thioredoxin related transmembrane protein 3 [Source:HGNC Symbol;Acc:HGNC:24718] 1988 -0.076 0.0842 No
50( CD36 CD36 molecule [Source:HGNC Symbol;Acc:HGNC:1663] 1999 -0.076 0.0953 No
51| EN1 fibronectin 1 [Source:HGNC Symbol;Acc:HGNC:3778] 2123 -0.086 0.0645 No
52||PLEK pleckstrin [Source:HGNC Symbol;Acc:HGNC:9070] 2126 -0.086 0.0807 No
53| PSAP prosaposin [Source:HGNC Symbol;Acc:HGNC:9498] 2174 -0.091 0.0804 No
54| TMSB4X | thymosin beta 4 X-linked [Source:HGNC Symbol;Acc:HGNC:11881] 2216 -0.097 0.0836 No
55| PRKCA protein kinase C alpha [Source:HGNC Symbol;Acc:HGNC:9393] 2393 -0.122 0.0393 No
56 (| CYB5R1 cytochrome b5 reductase 1 [Source:HGNC Symbol;Acc:HGNC:13397] 2435 -0.134 0.0497 No
57(SOD1 superoxide dismutase 1 [Source:HGNC Symbol;Acc:HGNC:11179] 2450 -0.142 0.0721 No
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1 H4 clustered histone 9 [Source:HGNC Symbol;Acc:HGNC:4793] 0.318 0.1292

2 ||H2BC21 ||H2B clustered histone 21 [Source:HGNC Symbol;Acc:HGNC:4760] 45 0.236 0.2183 Yes
3 ||[MTA2 metastasis associated 1 family member 2 [Source:HGNC Symbol;Acc:HGNC:7411] 67 0.211 0.2998 Yes
4 ||H2BC18 ||H2B clustered histone 18 [Source:HGNC Symbol;Acc:HGNC:24700] 73 0.199 0.3822 Yes
5 |[H3C1 H3 clustered histone 1 [Source:HGNC Symbol;Acc:HGNC:4766] 102 0.161 0.4400 Yes
6 ||[H2AC20 ||H2A clustered histone 20 [Source:HGNC Symbol;Acc:HGNC:4738] 110 0.155 0.5031 Yes
7 ||[H2AC14 ||H2A clustered histone 14 [Source:HGNC Symbol;Acc:HGNC:4727] 127 0.145 0.5584 Yes
8 ||ARID4A ||AT-rich interaction domain 4A [Source:HGNC Symbol;Acc:HGNC:9885] 163 0.124 0.5977 Yes
9 ||[PRMT5 ||protein arginine methyltransferase 5 [Source:HGNC Symbol;Acc:HGNC:10894] 305 0.069 0.5730 No
10||HDAC2 | histone deacetylase 2 [Source:HGNC Symbol;Acc:HGNC:4853] 333 0.058 0.5872 No
11||ACTB actin beta [Source:HGNC Symbol;Acc:HGNC:132] 496 0.022 0.5344 No
12||RUVBL1 ||RuvB like AAAATPase 1 [Source:HGNC Symbol;Acc:HGNC:10474] 521 0.019 0.5334 No
13| CHD3 chromodomain helicase DNA binding protein 3 [Source:HGNC Symbol;Acc:HGNC:1918] 562 0.015 0.5245 No
14||NEKB1 | nuclear factor kappa B subunit 1 [Source:HGNC Symbol;Acc:HGNC:7794] 589 0.012 0.5198 No
15| RELA RELA proto-oncogene, NF-kB subunit [Source:HGNC Symbol;Acc:HGNC:9955] 855 -0.012 0.4234 No
16||RPS2 ribosomal protein S2 [Source:HGNC Symbol;Acc:HGNC:10404] 1210 -0.031 0.3010 No
17||ACTLBA | actin like 6A [Source:HGNC Symbol;Acc:HGNC:24124] 1345 -0.037 0.2655 No
18| KMT5A | lysine methyltransferase 5A [Source:HGNC Symbol;Acc:HGNC:29489] 1460 -0.043 0.2399 No
19| RBBPS gsmt)gg?xgcp;‘%ﬂnczgggt]one lysine methyltransferase complex subunit [Source:HGNC 1695 0.055 0.1738 No
20||RBBP4 ||RB binding protein 4, chromatin remodeling factor [Source:HGNC Symbol;Acc:HGNC:9887] 1870 -0.067 0.1357 No
21||SETD3 ||SET domain containing 3, actin histidine methyltransferase [Source:HGNC Symbol;Acc:HGNC:20493] 2199 -0.095 0.0507 No
22||CARM1 ||coactivator associated arginine methyltransferase 1 [Source:HGNC Symbol;Acc:HGNC:23393] 2279 -0.104 0.0647 No
23||PRMT1 ||protein arginine methyltransferase 1 [Source:HGNC Symbol;Acc:HGNC:5187] 2531 -0.168 0.0402 No
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