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65 ) 1.47
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96 12 218
5138 81 116.51
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5572 88 126.35
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176 13 3.99
60 Vi 1.36
88 10 2.00
125 18 2.83
m 10 2.52
97 11 2.20
203 14 4.60
219 15 4.97
462 23 10.48
424 22 9.61
108 11 2.45
225 14 5.10
89 10 2.02
S 10 2.20
138 14 3.13
225 18 5.10
400 2] 9.07
81 9 1.84
82 ] 1.86
376 28 8.53
440 28 9.98
554 45 12.56
/3 8 1.66
192 21 4.35
202 21 4.58
214 21 4.85
93 10 21
75 8 1.70
20 9 2.04
/6 8 1.72
81 8 1.84
97 10 2.20
14 10 2.58
79 1.79
79 8 1.79
114 11 2.58
259 17 5.87
262 18 5.94
103 9 2.34
136 11 3.08
167 12 3.79
149 1 3.38
B 22 8.98
1000 40 22.68
1488 95 33.74
1499 56 33.99
1589 o7 36.03
2746 24 62.27
1329 10 30.14
649 3 14.72
685 ) 15.53
484 1 10.97
441 0 10.00
486 0 11.02
554 1 12.56
1380 13 31.29
2040 21 46.26
522 1 11.84
542 1 12.29
468 1 10.61
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6.40E-05
3.03E-09
3.68E-04
2.83E-05
3.67E-04
2.46E-04
7.70E-04
4.79E-04
6.94E-05
9.52E-04
6.98E-05
1.35E-04
7.66E-06
8.87E-06
5.81E-04
1.73E-04
1.88E-04
1.19E-07
2.26E-06
9.56E-13
4.30E-04
1.29E-08
2.88E-08
7.14E-08
9.77E-05
5.07E-04
3.56E-04
5.50E-04
8.09E-04
1.35E-04
4.48E-04
6.95E-04
6.95E-04
1.08E-04
1.57E-04
5.86E-05
8.77E-04
4.48E-04
6.76E-04
9.10E-04
2.57E-04
7.26E-04
5.84E-04
3.16E-04
8.51E-04
1.41E-08
3.04E-05
5.84E-04
2.94E-04
4.37E-04
1.01E-04
2.95E-05
9.79E-05
3.08E-04
2.66E-05
2.12E-04
1.49E-04
6.41E-04

Neely 2021, suppl. Table 7A: Cluster 0 at E+L 0.1 uM

EDR
6.09E-75
2.74E-76
4.50E-56
7.06E-36
1.48E-28
5.32E-29
1.71E-26
1.00E-13
2.29E-14
6.41E-19
5.03E-23
1.87E-36
6.92E-32
1.27E-18
8.34E-19
9.62E-26
3.42E-24
4.42E-25
2.52E-24
6.33E-21
2.07E-15
1.77E-15
4.54E-20
1.05E-75
8.77E-71
3.55E-43
9.20E-55
5.43E-75
2.58E-64
1.59E-54
1.10E-42

1.32E-1
1.48E-33
2.07E-33
6.07E-31
1.75E-26
1.07E-25
1.51E-37
9.17E-30
1.20E-26
5.61E-24
1.12E-40
8.45E-09
3.77E-04
6.11E-04
3.23E-33
1.31E-11
3.32E-10
3.50E-68
2.21E-49
4.53E-47
2.68E-24
2.18E-62
6.88E-70
1.71E-62
5.77E-60
4.94E-28
1.55E-24
2.50E-22
2.21E-14
1.26E-14
1.61E-16
8.47E-20
1.51E-57
1.39E-43
3.58E-38
2.48E-38
2.78E-35
3.73E-16
1.88E-34
1.46E-44
1.06E-17
2.97E-31
1.26E-14
6.08E-18
3.02E-35
4.40E-32
3.83E-20
1.82E-18
1.32E-16
1.52E-22
1.11E-49
4.85E-46
1.89E-46
5.94E-45
3.48E-43
4.69E-61
3.20E-02
1.74E-02
1.66E-02
1.09E-02
7.68E-03
2.33E-02
1.90E-03
5.60E-03
3.19E-02
2.10E-02
1.47E-02
2.54E-03
4.04E-02
4.39E-02
2.15E-05
7.42E-03
8.65E-08

2.37E-12
4.75E-02
2.54E-10
6.98E-09
3.52E-24
1.76E-11
5.38E-32
2.54E-44
1.20E-52
2.50E-11
2.68E-19
7.72E-19
1.53E-21
6.10E-26
4.89E-17
6.24E-07
2.95E-06
4.97E-05
5.50E-03
3.02E-03
5.48E-03
7.66E-03
3.08E-32
9.49E-32
1.26E-03
6.39E-33
8.95E-48
8.26E-10
1.43E-03
1.33E-38
4.25E-04
2.48E-02
2.81E-02
4.14E-02
1.16E-02
5.27E-03
5.89E-07
712E-07
1.19E-05
4.95E-05
2.26E-06
1.79E-06
2.62E-06
8.76E-07
2.93E-06
1.38E-11
4.10E-03
1.63E-02
3.10E-02
9.98E-04
7.64E-05
1.79E-17
1.36E-02
3.83E-02
2.79E-02
5.76E-04
1.26E-03
1.23E-34
3.82E-68
6.29E-66
6.86E-62
5.10E-48
9.82E-58
8.80E-51
1.14E-42
3.54E-42
5.93E-16
5.67E-11
4.27E-73
1.72E-02
1.72E-07
8.06E-06
5.58E-16
2.81E-02

2.17E-02
8.58E-06

1.81E-41

3.52E-33
5.04E-43
4.72E-32
1.37E-41

1.16E-15

8.53E-06
3.13E-14
3.16E-14
6.89E-15

1.72E-05
2.88E-03

2.41E-02
2.37E-08
4.48E-02
1.36E-02
3.66E-07
5.43E-12
3.02E-09
4.92E-03
1.30E-02
5.72E-03
4.93E-03
2.24E-11
2.76E-11
2.22E-1
2.80E-1
2.18E-12
1.96E-04
1.96E-03
4.21E-03
1.29E-02
1.04E-05
3.92E-04
3.87E-02
3.84E-02
6.38E-04
1.48E-02
4.41E-03
6.78E-03
1.42E-02
1.40E-03

2.67E-02
1.66E-02
3.16E-02
3.05E-03
6.02E-04
4.05E-02
2.99E-03
1.37E-02
2.97E-03
1.56E-02
4.09E-02
9.80E-04
4.55E-04
8.12E-03
1.39E-03
3.69E-03
1.92E-02
2.08E-02
3.29E-02
2.00E-02
3.82E-02
4.90E-03
3.39E-07
2.25E-02
2.35E-03
2.25E-02
1.61E-02
4.14E-02
2.81E-02
5.27E-03
4.97E-02
5.27E-03
9.47E-03
6.78E-04
7.81E-04
3.30E-02
1.19E-02
1.29E-02
1.17E-05
2.11E-04
1.15E-10
2.59E-02
1.38E-06
2.97E-06
7.21E-06
717E-03
2.95E-02
2.19E-02
3.17E-02
4.32E-02
9.52E-03
2.67E-02
3.86E-02
3.85E-02
7.74E-03
1.09E-02
4.55E-03
4.63E-02
2.67E-02
3.78E-02
4.77E-02
1.65E-02
3.96E-02
3.30E-02
1.98E-02
4.51E-02
1.50E-06
2.50E-03
3.29E-02
1.87E-02
2.62E-02
7.32E-03
2.43E-03
7.15E-03
1.94E-02
2.22E-03
1.42E-02
1.04E-02
3.60E-02
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Homo sapiens (REF)

GO biological process complete

negative regulation of protein neddylation

bregulation of metabolic process

Lregulation of macromolecule metabolic process

Lregulation of nitrogen compound metabolic process
bnegative regulation of macromolecule metabolic process
bnegative regulation_of metabalic process

Lnegative regulation of biological process

Lnegative requlation of nitrogen compound metabolic process

bnegative regulation_of cellular metahalic process

bnegative requlation of cellular process

positive regulation of intrinsic apoptotic signaling pathway by p53 class mediator

Lregulation of programmed cell death

Lregulation_of cell_ death

Lregulation of intrinsic apoptotic signaling_pathway

Lregulation of intrinsic apoptotic signaling pathway by p53 class mediator

SRP-dependent cotranslational protein targeting to membrane

Lprotein targeting to ER

Lprotein targeting

Lintracellular protein transport

Licellular protein localization

Lellularmacromalecule localization
Leellular localization

Lcellular process

Localization

bmacromolecule localization

Lprotein localization

Lintracellular transport

bestablishment of localization in cell

Lestahlishmeni_of localization

Liransport

Lprotein transport

bestablishment_of protein_localization

Lpeptide transport

Lamide transport

Lbnitrogen compound transport
Lborganic substance transport
banion_transpart
Lion transport

Lestablishment of protein localization to endoplasmic reticulum

Lbpratein_localization_to endaplasmic reticulum

Lprotein localization to organelle

Lestablishment of protein localization to organelle

Lcotranslational protein targeting_ to membrane

Lprotein targeting to membrane

bestablishment_of pratein_lacalization_to membrane

Lprotein localization to membrane

mitochondrial ATP synthesis coupled proton transport

LATP synthesis coupled_proton_transpaort

LATP biosynthetic process

Lpurine ribonucleotide biosynthetic process

Lpurine nucleotide biosynthetic process

Lpurine-containing_ compound biosynthetic process

Lbarganic cyclic compaund_hiasynthetic process

Lorganic substance metabolic process

Lbmetahalic process

borganic substance biosynthetic process

Lbiosynthetic process

Lheterocycle biosynthetic process

Lbheterocycle metabolic process

Leellularmetabolic process

Licellular biosynthetic process

Lcellular nitrogen compound biosynthetic process

beellular_nitrogen_campaund_metabalic process

Lbnitrogen compound metabolic process

bpurine-containing compound metabolic process

borganonitrogen compound metabolic process
Lcellular aromatic compound metabolic process
baromatic compound_hiosynthetic process

Lborganonitrogen compound biosynthetic process

bnucleobase-containing_.compound metabolic process

Lprimary_metahbolic process

bphosphorus metabolic process

Lnucleobase-containing_ compound biosynthetic process

Lribonucleotide biosynthetic process

LATP metabolic process
Lpurine ribonucleoside triphosphate biosynthetic process

Lpurine nucleoside triphosphate biosynthetic process

Lnucleaside triphasphate hiosynthetic process

Lnucleoside triphosphate metabolic process

Lpurine nucleoside triphosphate metabolic process

Lribonucleoside triphosphate biosynthetic process

Lribonucleoside triphosphate metabolic process

Lpurine ribanucleaside triphasphate metabolic process

Lbenergy coupled proton transport, down electrochemical gradient

Lproton transmembrane transport

binarganic cation_transmemhrang transport
btransmembrane transport

Loxidative phosphorylation

Lgeneration of precursor metabolites and energy

Lbphosphorylation
bmitachandrial_transmemhrane transport

Lbmitochondrial transport

viral transcription

Lyiral_process

Libiological process involved in symbiotic interaction

Lbiological process involved in interspecies interaction between organisms

Lviral gene expression

nuclear-transcribed_ mRNA_catahalic process, nonsense-mediated_decay
Lbnuclear-transcrined mRNA_catahalic process

LMRNA catabolic process

bnegative regulation of gene expression

bregulation_of gene expressiaon
LRNA catabolic process

LRNA metabolic process

Lnucleic acid metabolic process

bmacromolecule metabolic process

beellularmacromolecule catabolic process
bmacromolecule catabolic process

borganic substance catabolic process

Lbeataholic process

Licellular macromolecule metabolic process

Lcellular catabolic process

Lbnucleobase-containing compound catabolic process

Licellular nitrogen compound catabolic process

Lheteracycle catahalic process

Lbaromatic compound catabolic process

Lorganic cyclic compound catabolic process

bmRNA_metaholic process
mitachondrial_electron_transport,_ubiquinol_to cytochrome ¢

Lrespiratory electron transport chain

belectron transport chain

Lcellular respiration

benergy derivation_by oxidation_of organic compaounds

bmitochondrial ATP synthesis coupled electron transport

LATP synthesis coupled electron transport

mitochondrial electron transport, cytochrome c to oxygen

Laerobic electron transport chain

baerobic respiration

mitochondrial electron transport, NADH to ubiguinone

translational_initiation
biranslation
Lpeptide biosynthetic process

bpeptide metabolic process

beellular amide metahalic process

Lamide biosynthetic process

bgene expression

Lcellular macromolecule biosynthetic process

bmacromolecule biosynthetic process

Lcellular_pratein_metahalic process

Lprotein metabolic process

regulation of development, heterochronic

cytoplasmic translation

Lribosome assembly

borganelle organization

Lcellular component organization

beellular component_arganization_or_hiogenesis

Lcellular component assembly

Leellular component biogenesis

bribosome biogenesis

Lribonucleoprotein complex biogenesis

bribosomal small subunit biogenesis

Lribonucleoprotein complex assembly
Lribonucleoprotein complex subunit organization
bpratein-containing_complex_subunit_arganization

beellular protein-containing_complex assembly

Lbprotein-containing complex assembly

cristae formation

Linner mitochondrial membrane organization

bmitochondrial membrane organization

bmitochondrion organization

mitochondrial_respiratary_chain_complex_l_.assembly

LNADH_dehydraogenase complex_assemhbly

negative regulation of ubiquitin-protein transferase activity

positive regulation of mMRNA splicing, via spliceosome

bpositive regulation of RNA splicing

bregulation of RNA splicing

Lpositive regulation of mMRNA processing

Lregulation of MRNA processing

bregulation_.of MRNA_metahalic pracess

bregulation of MRNA splicing,_via spliceosome

ribosomal large subunit assembly

brihosomal_large subunit_biogenesis
nucleatide-exgision_repair, DNA _duplex_unwinding

LDNA conformation change

bchromosome organization

negative regulation_of mRNA splicing,_via_spliceasome

Lnegative regulation_of RNA_metahalic process

Lbnegative regulation of nucleobase-containing_compound metabolic process

bnegative requlation of RNA splicing

aggrephagy
substantia_nigra_development

Lmidbrain development

bmulticellular organismal process

bneural nucleus development

rRNA processing

bncRNA processing

LRNA processing

LncRNA_metahalic process

LrRNA metabolic process

CENP-A containing_nucleosome assembly

Lbchromatin remodeling_at centromere
bchromatin remodeling
Lbchromatin_organization

LCENP-A containing_chromatin organization

bcentromere complex assembly

bprotein-DNA_complex_assembly.
Lprotein-DNA complex subunit organization

LDNA replication-independent nucleosome assembly

bnucleosome assembly

Lbchromatin assembly
LDNA _packaging

bchromatin assembly or disassembly,

bnucleosome organization

LDNA replication-independent_nucleaosome arganization

LATP-dependent chromatin remodeling

spliceosomal snRNP assembly

bmRNA splicing, via spliceosome

LmMRNA processing
LRNA_ splicing,_via_transesterification_reactions with_bhulged_adenasing as nucleaphile

LRNA splicing, via transesterification reactions

LRNA splicing

regulation of androgen receptor signaling_pathway

regulation_of intrinsic apoptotic signaling_pathway in_respanse to DNA_ damage

DNA damage response, detection of DNA damage

amyloid fibril formation

negative regulation_of uhiguitin-dependent_protein_catahalic process
Lregulation_of catahalic process

Lbregulation of protein catabolic process

Lregulation of cellular catabolic process

bregulation_of cellular_protein_catabalic process

Lregulation of proteolysis involved in cellular protein catabolic process

Lbregulation of ubiquitin-dependent protein catabolic process

regulation of transcription from RNA polymerase Il promoter in response to hypoxia

Lreqgulation of transcription from RNA polymerase |l promoter in response to stress

Lregulation_of DNA-templated_transcription_in_respaonse to stress

regulation of cellular amino acid metabolic process

Lrequlation of cellular amine metabolic process

pre-replicative complex assembly
spliceasomal_complex_assemhly

chromatin organization involved in negative regulation of transcription

bchromatin organization involved in regulation of transcription

pasitive regulation_of estahlishment_of protein_localization_to mitochaondrion

bregulation_of establishment_of protein_lacalization_ta mitachondrion

negative regulation of gene expression, epigenetic

Lregulation of gene expression, epigenetic

protein transmembrane transport
transcription-coupled_nucleotide-excision_repair

interleukin-1-mediated signaling_pathway

negative regulation of G2/M transition of mitotic cell cycle

Lbregulation of G2/M transition of mitotic cell cycle

Lregulation_of cell_cycle G2/M_phase transition

bregulation of cell cycle phase transition

Lregulation of cell cycle process

Lregulation_of cell_cycle

Lregulation of mitotic cell cycle phase transition

Lbnegative requlation of cell cycle G2/M phase transition

bnegative regulation of cell cycle process

Lbnegative regulation of mitotic cell cycle phase transition

translational elongation

antimicrobial humoral immune response mediated by antimicrobial peptide

Lantimicrohial_humaral_respanse
SCFE-dependent_proteasomal_uhiquitin-dependent_protein_catabolic process

mitotic anaphase

Lanaphase
LM phase
Leell cycle phase

Lbiological phase

Lmitotic M phase

Lmitatic cell_cycle phase
telomere arganization
regulation of mRNA stability

Lrequlation of RNA stability

Lbposttranscriptional regulation of gene expression

bregulation_of MRNA catahalic process

mitotic prometaphase

cellular protein complex disassembly

protein stabilization

bregulation of protein stability

protein folding

mitotic cell cycle process

Lmitotic cell cycle

G protein-coupled receptor signaling_pathway

Unclassified

detection of chemical stimulus involved in sensory _perception

bdetection_of stimulus_ invalved_in_sensary perception

Lsystem process
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upload_ 1 (V_Hierarchy NEW! (2))

# expected Fold Enrichment +/- raw P value

3 .08
176 116.15
172 106.89
126 96.46
118 48.50
118  52.62
158  93.95
70  40.53
68  43.75
112 83.24

3 .08
43  25.06
45  25.71
47  28.03
10 2.68

) 47
52 1.63
55 1.88
67 6.27
77 16.51
84 27.84
84 2794
122 50.94
329 262.44
156 98.37
95  43.26
93 36.62
100 25.42
116 40.08
143 78.85
140 76.29
82  24.81
82  26.42
82 25.30
82  25.88
83  30.54
84  36.79
85  38.77
110 48.84
55 1.95
55 2.41
68  13.40
64 7.61

53 1.71
55 3.10
58 5.20
59 9.10
)
9
10
10

32
A1
.61
2.54
10 2.73
1 2.91
44  20.71
145 54.06
208 133.52
251 141.23
130  47.52
130 48.50
42  18.23
142 49.21
248 128.30
128 4591
108 26.69
161  57.73
199 116.89
16 6.08
145 89.03
143 49.97
42 18.40
91 23.39
138 46.09
202 124.81
K8  32.32
58  32.77
38 17.00
10 2.78
46 3.49
10 .80
10 .81
10 1.10
10 1.54
10 114
10 .90
10 1.15
10 1.03
) A1
19 2.27
23 9.69
39  21.89
43 2.03
58 6.81
47 17.34
12 1.78
18 3.88
51 1.97
76 14.39
79 15.88
97  35.89
51 2.91
H2 2.03
53 3.32
i) 3.66
98  34.47
150 82.70
53 417
102 2710
118 37.82
177 104.96
68 15.45
70 17.73
79 29.86
88  35.33
149 8412
85 3047
56 6.35
56 7.20
56 7.10
56 7.47
56 7.95
81 11.76
6 .24
34 1.83
38 2.88
34 2.66
36 3.85
33 1.51
33 1.53
8 .34
8 .34
13 1.30
19 .83
54 2.42
68 6.51
68 6.93
72 9.10
75 13.69
68 8.95
122 37.06
104 28.05
104 28.74
19 61.75
123 71.49
3 14
28 1.27
yA .36
13 1.08
116 60.56
156 97.88
191 101.68
96 41.31
132 45.77
51 5.63
62 7.88
14 1.27
23 3.22
23 3.34
95 26.81
73 14.57
85  22.67
9 .53
12 .88
15 2.37
42 7.74
18 112
18 112
20 1.71
4 .29
2 .39
2 .64
13 2.52
5 .56
1 2.41
23 5.78
11 1.75
6 47
13 1.22
4 .37
20 5.30
37 17.98
4 37
43 23.64
47  25.67
6 A4
3] A7
8 .78
10 1.46
88  117.06
8 1.08
45 4.41
47 7.32
79 15.64
48 8.76
45 4.58
3] .51
6 .56
1 2.91
27 11.81
5 .51
6 64
23 4.32
24 5.00
6 .66
13 1.98
15 2.52
16 3.41
16 2.86
15 2.64
6 .68
7 1.30
6 .66
25 5.12
30 8.24
25 5.12
25 5.17
31 6.90
5] .61
2 .63
) .66
8 1.08
6 .85
35 17.30
17 6.73
33  14.49
13 4.32
13 3.71
1 2.80
9 1.32
9 1.90
9 2.00
7 1.10
VA 1.41
z 1.10
6 .97
8 1.30
8 1.51
6 .98
yA 1.24
8 1.32
13 2.90
6 1.02
A 1.24
9 1.63
9 1.64
12 3.44
13 3.71
21 7.83
29  13.08
41 20.30
20 7.19
9 1.83
17 5.68
12 3.81
8 1.47
11 212
9 1.75
10 2.64
8 1.58
12 2.66
12 2.66
12 2.71
17 4.36
17 4.36
12 2.71
17 4.36
8 1.80
14 3.25
14 3.42
26 9.39
14 3.63
11 2.83
9 2.34
12 3.32
MWA 5.13
13 3.86
25 11.66
27 12.95
VA 22.52
11 46.53
0 8.24
0 9.39
13 3457
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35.41
1.562
1.61
1.31
243
2.24
1.68
1.73
1.55
1.35

35.41
1.72
1.75
1.68
3.73

10.54

31.96

29.24

10.69
4.67
3.02
3.01
2.40
1.25
1.59
2.20
2.54
3.93
2.89
1.81
1.84
3.31
3.10
3.24
3.17
2.72
2.28
2.19
2.25

28.22

22.86
5.07
8.41

30.97

17.74
11.15
6.48

27.95

2213

16.39
S.EE
3.67
3.77
212
2.68
1.56
1.78
2.74
2.68
2.30
2.89
1.93
2.79
4.05
2.79
1.70
2.63
1.63
2.86
2.28
3.89
2.99
1.62
1.79
1.77
2.24
3.60

13.18

12.56

12.29
9.08
6.48
8.81
1113
8.68
9.67

2213
8.37
2.37
1.78

2115
7.78
2.71
6.74
4.64

25.94
5.28
4.98
2.70

17.50

25.57

15.96

14.48
2.84
1.81

12.71
3.76
3.12
1.69
4.40
3.95
2.65
2.49
1.77
2.79
8.81
7.78
7.89
7.49
7.05
6.89

25.29

18.58

13.19

12.78
9.36

21.88

21.64

23.60

23.60
9.96

22.88

22.28

10.45
9.81
7.91
5.48
7.60
3.29
3.71
3.62
1.93
1.72

2213

22.03

19.67

11.99
1.92
1.59
1.88
2.32
2.88
9.07
7.87

11.02
714
6.89
3.54
5.01
3.75
1713

13.62
6.32
5.42

16.09

16.09

11.69

13.89

12.83
7.76
5.15
8.94
4.57
3.98
6.30

12.65

10.65

10.73
3.77
2.06

10.73
1.82
1.83

13.62

10.54

10.26
6.86

.75
7.38

10.21
6.42
5.05
5.48
9.84
9.84

10.73
3.77
2.29
9.84
9.32
5,57
4.80
9.08
6.56
5.94
4.70
5.59
5.67
8.85
5.36
9.08
4.89
3.64
4.89
4.84
4.49
8.20
7.97
7.57
7.38
7.08
2.02
2.53
2.28
3.01
3.50
SLEE
6.81
4.74
4.50
6.36
4.98
6.36
6.21
6.13
5.30
6.10
5.66
6.05
4.49
5.90
5.66
5.53
5.48
3.49
3.50
2.68
2.22
2.02
2.78
4.92
2.99
3.15
5.43
5.19
5.16
3.78
5.08
4.51
4.51
4.43
3.90
3.90
4.43
3.90
4.45
4.30
4.09
2.77
3.86
3.89
3.85
3.61
3.31
3.36
214
2.09

.31
.24
< 0.01
< 0.01
.38

System Requirements |

+

+

+

2.41E-04
6.77E-11
7.93E-13
712E-04
1.76E-20
9.30E-18
3.86E-13
7.18E-06
2.43E-04
4.97E-04
2.41E-04
7.74E-04
2.93E-04
6.96E-04
5.33E-04
2.02E-04
5.49E-55
1.61E-56
6.62E-45
717E-29
1.32E-19
1.64E-19
6.87E-21
9.00E-21
9.51E-1
1.98E-13
5.31E-17
2.95E-32
2.38E-26
3.37E-14
2.87E-14
1.87E-21
7.75E-20
6.04E-21
2.29E-20
9.36E-17
8.40E-13
5.27E-12
1.26E-16
7.41E-56
7.60E-52
2.26E-27
2.86E-37
1.75E-55
6.74E-47
1.07E-39
8.40E-29
4.67E-10
2.42E-09
3.47E-09
3.63E-04
6.12E-04
2.62E-04
3.81E-06
8.92E-31
2.05E-15
6.21E-32
9.10E-28
6.08E-27
8.38E-07
2.74E-33
6.38E-38
5.08E-28
3.84E-36
3.84E-37
5.61E-19
6.00E-04
1.25E-10
3.44E-33
1.02E-06
8.41E-29
8.53E-34
1.15E-16
1.68E-05
2.82E-05
8.23E-06
7.01E-04
2.59E-34
3.13E-08
3.72E-08
4.60E-07
7.28E-06
5.92E-07
8.47E-08
6.69E-07
2.72E-07
2.42E-09
1.10E-11
2.17E-04
5.53E-04
2.11E-39
2.42E-29
1.25E-09
6.07E-07
1.94E-07
2.58E-50
9.30E-32
2.08E-31
1.36E-19
3.08E-43
4.84E-51
3.57E-43
2.60E-41
2.60E-21
4.21E-15
8.31E-39
1.88E-31
1.11E-29
2.07E-15
4.64E-24
2.98E-22
2.64E-15
2.15E-15
4.69E-14
7.85E-18
1.59E-33
5.50E-31
2.84E-31
3.06E-30
5.30E-29
1.33E-41
6.53E-07
9.46E-30
1.80E-28
3.55E-25
1.55E-22
8.26E-31
1.11E-30
1.28E-08
1.28E-08
3.17E-09
1.60E-18
2.03E-50
4.92E-45
1.83E-43
1.96E-40
2.80E-32
3.86E-37
5.70E-33
1.31E-31
9.19E-31
4.35E-13
2.40E-10
6.85E-04
2.31E-26
2.94E-07
4.30E-10
1.46E-12
5.94E-1
7.00E-23
3.68E-15
1.82E-30
4.58E-31
1.37E-34
2.43E-10
1.40E-12
2.76E-12
3.21E-27
4.11E-29
9.68E-26
1.55E-08
5.73E-10
5.19E-08
5.29E-18
2.22E-15
2.22E-15
1.21E-14
3.62E-04
8.95E-05
7.15E-04
3.41E-06
3.99E-04
5.34E-05
5.43E-08
3.28E-06
1.86E-05
1.53E-09
8.48E-04
9.03E-07
4.79E-05
8.48E-04
2.37E-04
7.84E-05
1.29E-05
2.02E-04
2.93E-06
4.60E-06
8.92E-04
2.60E-05
2.08E-29
7.74E-23
8.01E-32
1.21E-20
8.60E-29
2.69E-04
4.21E-05
2.62E-04
1.47E-04
2.69E-04
8.49E-05
3.22E-10
9.10E-10
9.65E-05
2.77E-07
1.10E-07
7.95E-07
9.06E-08
1.91E-07
1.09E-04
5.07E-04
9.65E-05
2.87E-10
3.37E-09
2.87E-10
3.48E-10
1.40E-1
5.72E-04
6.40E-04
7.95E-04
2.60E-05
3.30E-04
1.05E-04
6.29E-04
1.96E-05
5.98E-04
1.49E-04
1.86E-04
1.46E-05
1.96E-04
2.82E-04
1.95E-04
7.68E-04
1.95E-04
6.26E-04
8.65E-05
2.19E-04
6.82E-04
3.76E-04
9.40E-05
1.36E-05
8.04E-04
3.76E-04
6.59E-05
7.10E-05
2.76E-04
1.49E-04
6.74E-05
9.86E-05
2.81E-05
6.19E-05
1.52E-04
9.52E-05
6.61E-04
1.89E-04
1.79E-05
1.09E-04
4.85E-04
2.89E-04
2.78E-05
2.78E-05
3.31E-05
3.88E-06
3.88E-06
3.31E-05
3.88E-06
6.52E-04
9.96E-06
1.70E-05
5.37E-06
3.10E-05
2.06E-04
8.21E-04
2.03E-04
2.93E-05
2.17E-04
4.78E-04
5.14E-04
2.23E-04
1.34E-10
4.66E-04
1.42E-04
2.50E-05

Neely 2021, suppl. Table 7B: Cluster 1 at E+L 0.1 uM

EDR
1.61E-02
8.89E-09
113E-10
4.10E-02
3.42E-18
1.61E-15
5.58E-11
6.47E-04
1.61E-02
3.06E-02
1.61E-02
4.41E-02
1.88E-02
4.03E-02
3.25E-02
1.40E-02
2.16E-51
2.54E-52
9.49E-42
2.02E-26
2.48E-17
3.01E-17
1.39E-18
1.80E-18
1.24E-08
2.89E-11
9.11E-15
1.37E-29
5.61E-24
5.02E-12
4.31E-12
3.94E-19
1.47E-17
1.24E-18
4.40E-18
1.59E-14
1.18E-10
7.16E-10
2.09E-14
5.84E-52
2.40E-48
5.66E-25
2.05E-34
9.21E-52
118E-43
9.35E-37
2.32E-26
5.58E-08
2.79E-07
3.89E-07
2.30E-02
3.66E-02
1.72E-02
3.55E-04
3.13E-28
3.37E-13
2.80E-29
2.31E-25
1.48E-24
8.11E-05
1.44E-30
4.79E-35
1.31E-25
2.42E-33
2.64E-34
1.02E-16
3.60E-02
1.62E-08
1.75E-30
9.75E-05
2.29E-26
4.80E-31
1.92E-14
1.46E-03
2.30E-03
7.34E-04
4.05E-02
1.51E-31
3.40E-06
4.02E-06
4.62E-05
6.52E-04
5.90E-05
8.97E-06
6.55E-05
2.79E-05
2.77E-07
1.48E-09
1.48E-02
3.36E-02
1.75E-36
7.19E-27
1.46E-07
6.02E-05
1.99E-05
5.09E-47
3.96E-29
8.19E-29
2.52E-17
3.74E-40
1.27E-47
4.02E-40
2.56E-38
5.39E-19
6.45E-13
6.56E-36
7.61E-29
3.45E-27
3.37E-13
1.05E-21
6.35E-20
4.13E-13
3.46E-13
6.91E-12
1.38E-15
8.65E-31
2.02E-28
1.09E-28
9.86E-28
1.52E-26
1.40E-38
6.43E-05
2.98E-27
4.73E-26
8.10E-23
3.34E-20
2.96E-28
3.73E-28
1.42E-06
1.41E-06
3.59E-07
2.87E-16
4.57E-47
7.76E-42
2.40E-40
1.82E-37
1.34E-29
2.54E-34
2.81E-30
5.44E-29
3.15E-28
6.24E-11
3.03E-08
3.99E-02
5.53E-24
2.98E-05
5.18E-08
2.02E-10
7.87E-09
1.55E-20
5.69E-13
5.98E-28
1.72E-28
8.31E-32
3.04E-08
1.95E-10
3.78E-10
7.91E-25
1.20E-26
2.24E-23
1.70E-06
6.80E-08
5.57E-06
9.38E-16
3.50E-13
3.54E-13
1.84E-12
2.30E-02
6.79E-03
4.10E-02
3.20E-04
2.50E-02
4.21E-03
5.78E-06
3.09E-04
1.59E-03
1.78E-07
4.76E-02
8.68E-05
3.80E-03
4.74E-02
1.59E-02
6.03E-03
1.14E-03
1.40E-02
2.78E-04
4.19E-04
4.97E-02
2.18E-03
6.30E-27
1.69E-20
3.51E-29
2.39E-18
2.30E-26
1.76E-02
3.35E-03
1.73E-02
1.06E-02
1.75E-02
6.50E-03
3.94E-08
1.07E-07
7.22E-03
2.82E-05
1.15E-05
7.74E-05
9.53E-06
1.98E-05
7.99E-03
3.11E-02
7.18E-03
3.57E-08
3.79E-07
3.54E-08
4.22E-08
1.88E-09
3.45E-02
3.78E-02
4.51E-02
2.17E-03
2.11E-02
7.75E-03
3.73E-02
1.66E-03
3.60E-02
1.07E-02
1.32E-02
1.27E-03
1.37E-02
1.83E-02
1.38E-02
4.39E-02
1.37E-02
3.73E-02
6.59E-03
1.48E-02
3.98E-02
2.36E-02
7.10E-03
1.20E-03
4.54E-02
2.37E-02
5.15E-03
5.49E-03
1.79E-02
1.07E-02
5.23E-03
7.30E-03
2.31E-03
4.85E-03
1.09E-02
7.15E-03
3.88E-02
1.34E-02
1.53E-03
7.98E-03
3.00E-02
1.86E-02
2.29E-03
2.31E-03
2.66E-03
3.56E-04
3.60E-04
2.65E-03
3.58E-04
3.84E-02
8.82E-04
1.47E-03
4.87E-04
2.51E-03
1.41E-02
4.62E-02
1.40E-02
2.38E-03
1.47E-02
2.97E-02
3.14E-02
1.50E-02
1.71E-08
2.90E-02
1.03E-02
2.11E-03
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New Enhancer-Gene Map

Analysis Summary: Please report in publication @

Analysis Type: PANTHER Overrepresentation Test (Released 20210224)

CONTACT US

Annotation Version and Release Date: GO Ontology database DOI: 10.5281/zenod0.4437524 Released 2021-01-01

Analyzed List: upload_1 (Homo sapiens)

Reference List: Homo sapiens (all genes in database)

Annotation Data Set: &G&brﬁogleahafeeesﬁemﬁle’fe—#j @

Test Type: () Fisher's Exact Binomial

Correction: () Calculate False Discovery Rate Use the Bonferroni correction for multiple testing @

No correction

Results @

Reference list upload_1
Uniquely Mapped IDS: 20595 out of 20595 | 5 out of 5
Unmapped IDs: 0 0
Multiple mapping information: 0 0

Export XML with user input ids |l JSON with user input ids

Displaying only results for FDR P < 0.05, click here to display all results

Homo sapiens (REF) uplo

GO biological process complete # #
SRP-dependent cotranslational protein targeting_ to membrane 96 3 .02
bprotein targeting to ER 111 3 .03
Lprotein targeting 370 3 .09
bestablishment of protein localization to endoplasmic reticulum 115 3 .03
Lprotein localization to endoplasmic reticulum 142 3 .03
beotranslational_protein_targeting_to memhrane 101 3 .02
Lprotein targeting_to membrane 183 3 .04
bestablishment of protein localization to membrane 307 3 .07
viral transcription 116 3 .03
Liral gene expression 172 &l .04
nuclear-transcribed mRNA catabolic process, nonsense-mediated decay 120 3 .03
bnuclear-transcribed mRNA catabolic process 196 3 .05
LmRNA catabolic process 216 3 .05
LRNA_catabalic process 246 3 .06
bnucleobase-containing_compound catabolic process 375 3 .09
translational initiation 143 & .03
rRNA processing 260 3 .06
LrRNA metabolic process 270 3 .07
bribosome biogenesis 332 3 .08

About | Release Information

> 100
> 100
33.40
> 100
87.02
> 100
67.52
40.25
> 100
71.84
> 100
63.05
57.21
50.23
32.95
86.41
47.53
45.77
37.22

+

+

+

ad_1 (V_Hierarchy NEW! (2))

expected Fold Enrichment +/- raw P value

1.07E-06
1.64E-06
5.73E-05
1.82E-06
3.38E-06
1.24E-06
7.15E-06
3.30E-05
1.86E-06
5.95E-06
2.06E-06
8.75E-06
1.17E-05
1.71E-05
5.96E-05
3.45E-06
2.02E-05
2.26E-05
4.16E-05

| ContactUs | System Requirements |

Neely 2021, suppl. Table 7C: Cluster 5 at E+L 0.1 uM

EDR
1.69E-02
8.61E-03
5.02E-02
7.16E-03
7.62E-03
9.79E-03
1.13E-02
3.25E-02
5.88E-03
1.04E-02
5.41E-03
1.26E-02
1.53E-02
2.08E-02
4.95E-02
6.80E-03
2.27E-02
2.37E-02

3.86E-02
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Y

PANTHER Data | PANTHER Tools

PANTHER16.0 Released.

Home [VAVIeIT(] PANTHER Services | Workspace

New Enhancer-Gene Map

Analysis Summary: Please report in publication (2)

Analysis Type: PANTHER Overrepresentation Test (Released 20210224)

LOGIN

Help/Tutorial

REGISTER

CONTACT US

Annotation Version and Release Date: GO Ontology database DOI: 10.5281/zenod0.4437524 Released 2021-01-01

Analyzed List: upload_1 (Homo sapiens)
Reference List: Homo sapiens (all genes in database)

Annotation Data Set: {GO biological process complete 1)) @

Test Type: Fisher's Exact Binomial
Correction: Calculate False Discovery Rate Use the Bonferroni correction for multiple testing @ No correction
Results (2
Reference list upload_1
Uniquely Mapped IDS: 20595 out of 20595 | 60 out of 60
Unmapped IDs: 0 0
Multiple mapping information: 0 0

Export XML with user input ids | JSON with user input ids

Displaying only results for FDR P < 0.05, click here to display all results

GO biological process complete

compartment pattern specification

SRP-dependent_cotranslational_protein_targeting_to memhrang

Lprotein targeting to ER

Lprotein targeting

Lbintracellular protein transport

beellular_protein_localization
Lcellular macromolecule localization

Lbeellular localization

Localization
bmacromolecule localization

Lprotein localization

Lintracellular transport

Lestablishment of localization in cell

Lbestablishment_of localization

Liransport

Lprotein transport

Lbestablishment_of protein_localization
Lpeptide transport

Lbamide transport

Lnitrogen compound transport
Lborganic substance transport
banion_transpart
Lion transport

Lestablishment of protein localization to endoplasmic reticulum

Lpratein_localization_to endaoplasmig reticulum

Lprotein localization to organelle

Lestablishment of protein localization to organelle

Lcotranslational protein targeting_.to membrane
Lprotein targeting_ to membrane
bestahlishment_of protein_laocalization_to membrane

Lprotein localization to membrane

ribosomal small subunit assembly
Lribosome assembly

Lcellular component organization or biogenesis

Licellular component biogenesis

Lribosome biogenesis

Lribonucleoprotein complex biogenesis

brihosomal_small_subunit_biogenesis

viral transcription

Lviral process

Lhiolagical_pracess invalved_in_symhbiatic interaction

Libiological process involved in interspecies interaction between organisms

Lviral gene expression

nuclear-transcribed mMRNA catabolic process, nonsense-mediated decay

Homo sapiens (REF)

Lbnuclear-transcribed mRNA catabolic process

LmRNA catahalic process

Lbnegative regulation of gene expression

Lbnegative regulation of macromolecule metabolic process

Lbnegative regulation_of metahalic process
Lbnegative regulation of biological process

Lregulation of gene expression

LRNA catabolic process

LRNA metabolic process

bnucleic acid_metahalic process
Lbnucleobase-containing_compound metabolic process

Lheterocycle metabolic process

Leellularmetahalic process

Lbmetabolic process

Lcellular aromatic compound metabolic process

Leellular nitrogen compound metabolic process
Lbnitrogen compound metabolic process
barganic cyclic compaound_metahalic process

bmacromolecule metabolic process

Lcellular macromolecule catabolic process

Lbmacromalecule catabalic praocess

Lorganic substance catabolic process

Lcatabolic process

Lcellular macromolecule metabolic process
Lcellular catabolic process
bnucleohase-cantaining_compound_catabalic process

Licellular nitrogen compound catabolic process

Lheterocycle catabolic process

baromatic compaund_catabalic process
Lorganic cyclic compound catabolic process

LMmRNA metabolic process

cytoplasmic translation

Ltranslation
Lpenptide hiosynthetic process

Lpeptide metabolic process

Lorganonitrogen compound metabolic process

beellular amide metahalic process

bamide biosynthetic process

Lcellular nitrogen compound biosynthetic process

Licellular biosynthetic process

Lbbiosynthetic process
borgananitragen_compound_biosynthetic process

Lborganic substance biosynthetic process

bgene expression

Lcellular macramalecule hiosynthetic praocess

bmacromolecule biosynthetic process

Lcellular protein metabolic process

Lprotein metabolic process

mitachaondrial_ATP_synthesis coupled_proton_transport
LATP synthesis coupled_praoton_transpart

LATP biosynthetic process

LATP metabolic process

benergy_coupled_proton_transpart, down_electrochemical_gradient

bproton transmembrane transport

Loxidative phosphorylation

Lgeneration of precursor metabolites and energy.
Lbphosphorylation
translational initiation

cristae formation

Linner mitochondrial membrane organization

bmitachandrion_arganization

mitochondrial_electron_transpart, NADH_to ubiquinone

Lbmitochondrial ATP synthesis coupled electron transport

LATP synthesis coupled electron transport

Lrespiratory electron transport chain

Lbelectron_transpart_chain

Lcellular respiration

Lenergy derivation by oxidation of organic compounds

rRNA processing

bncRNA processing

LRNA processing

LncRNA metabolic process

LrRNA metabolic process

regulation of cellular process
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expected Fold Enrichment +/- raw P value

uploa

071
28
32
1.08
2.84
4.79
4.80
8.76
16.91
7.44
6.30
4.37
6.89
13.56
13.12
4.27
454
4.35
4.45
5.25
6.32
6.67
8.40
34
41
2.30
1.31
29
53
.89
1.56
.06
19
17.48
7.87
97
1.35
22
34
2.47
2.73
6.17
50
35
57
63
5.93
8.34
9.05
16.15
14.22
72
4.66
6.50
7.92
8.46
22.06
24.28
8.59
9.93
20.10
9.29
18.05
2.66
3.05
5.13
6.07
14.46
5.24
1.09
1.24
1.22
1.28
1.37
2.02
22
112
1.19
1.56
15.31
2.35
1.54
4.59
7.89
8.34
4.02
8.17
6.37
4.82
4.94
10.62
12.29
.06
.07
10
.60
.07
39
35
117
2.98
42
.09
15
1.33
14
26
26
31
50
46
66
76
1.26
2.69
1.51
79

.29
32.94
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> 100
82.24
7112
22.26
8.46
5.22
5.20
3.20
2.07
3.50
413
6.18
3.92
243
2.52
5.63
5.28
25
5.39
4.57
3.79
3.60
3.69
68.65
55.60
10.41
18.35
78.17
43.14
26.83
15.34
65.38
21.45
1.95
3.30
19.64
14.03
27.46
65.10
9.30
8.43
3.89
43.90
62.93
38.53
34.96
3.88
3.12
2.87
1.86
211
30.70
5.80
4.31
3.91
3.66
2.04
1.85
3.61
3.22
1.74
3.34
1.83
8.28
7.22
4.29
3.62
2.21
4.20
20.14
17.77
18.02
17.12
16.10
12.36
54.92
21.45
20.14
15.34
2.03
10.20
15.60
6.32
3.93
3.72
6.96
3.79
4.39
5.81
5.67
2.64
2.28
54.20
42.91
28.60
20.00
42.91
15.37
34.33
10.25
4.36
52.81
33.22
26.40
7.51
28.02
30.85
30.51
25.43
18.17
17.49
12.10
23.76
14.30
7.81
11.95
22.88

13.59
.58
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Neely 2021, suppl. Table 7D: Cluster 2 at E+L 0.1 pM

FDR
1.24E-04  1.71E-02
6.41E-37 1.01E-32
1.26E-35 6.60E-32
5.15E-26 5.42E-23
1.37E-16  5.67E-14
1.30E-12  3.86E-10
1.41E-12  3.96E-10
3.50E-09 6.73E-07
1.70E-06  2.70E-04
2.72E-09 5.43E-07
7.33E-11  1.73E-08
1.86E-15  7.14E-13
8.58E-11 1.96E-08
5.74E-08 1.01E-05
2.47E-08 4.53E-06
9.16E-13  2.89E-10
3.45E-12 8.92E-10
1.39E-12  3.98E-10
2.23E-12  6.07E-10
7.01E-11  1.68E-08
3.03E-09 5.90E-07
8.54E-09 1.60E-06
6.29E-12 1.58E-09
2.61E-35 1.03E-31
2.12E-33  6.68E-30
1.37E-18  6.95E-16
4.08E-24 3.58E-21
1.81E-36  1.42E-32
4.53E-31 7.94E-28
7.62E-28 1.00E-24
2.32E-22 1.66E-19
7.77E-07  1.28E-04
4.56E-05 6.60E-03
1.08E-05 1.64E-03
8.97E-09 1.66E-06
1.58E-19  8.33E-17
6.31E-17 2.77E-14
1.27E-07  2.18E-05
2.79E-33  7.33E-30
9.71E-17  4.14E-14
7.78E-16  3.07E-13
1.85E-09  3.95E-07
7.71E-30  1.22E-26
5.47E-33 1.23E-29
1.1ME-28  1.59E-25
8.11E-28 9.84E-25
4.89E-09 9.29E-07
3.00E-08 5.37E-06
1.58E-07 2.69E-05
1.91E-04  2.59E-02
1.07E-05 1.63E-03
117E-26  1.32E-23
8.71E-15  2.92E-12
3.27E-12  8.59E-10
1.36E-12  3.98E-10
7.69E-12 1.89E-09
2.62E-09 5.29E-07
8.66E-08 1.50E-05
115E-11  2.79E-09
8.51E-11 1.97E-08
9.37E-05  1.31E-02
8.86E-11 2.00E-08
6.09E-05 8.73E-03
5.65E-15 1.98E-12
8.70E-14  2.80E-11
1.98E-09  4.17E-07
4.23E-08 7.49E-06
116E-06  1.86E-04
2.88E-09 5.67E-07
711E-23  5.90E-20
9.45E-22 6.21E-19
7.04E-22 4.83E-19
2.03E-21 1.28E-18
7.22E-21 4.22E-18
3.81E-21 2.31E-18
1.68E-17  8.04E-15
119E-25  1.18E-22
4.96E-25 4.60E-22
2.32E-22  1.74E-19
1.79E-05 2.67E-03
2.19E-18  1.08E-15
1.58E-22 1.25E-19
5.50E-17 2.48E-14
1.22E-12  3.78E-10
5.24E-12  1.33E-09
2.09E-17 9.67E-15
3.05E-12  8.16E-10
2.00E-12  5.53E-10
2.07E-15  7.77E-13
3.82E-15  1.37E-12
2.44E-07 4.09E-05
6.10E-06 9.53E-04
3.45E-05 5.04E-03
6.49E-05 9.22E-03
1.98E-04 2.66E-02
1.26E-12  3.83E-10
6.49E-05 9.13E-03
3.23E-06 5.09E-04
3.01E-15  1.10E-12
2.11E-09  4.37E-07
6.76E-06 1.05E-03
1.84E-31 3.62E-28
1.31E-04  1.79E-02
2.11E-05 3.1E-03
8.69E-07 1.41E-04
1.69E-05 2.54E-03
3.69E-10 8.20E-08
4.01E-10  8.78E-08
1.55E-09  3.36E-07
2.28E-09 4.67E-07
2.51E-08 4.56E-06
3.83E-07 6.36E-05
6.74E-20 3.79E-17
3.48E-16  1.41E-13
8.51E-14  2.80E-11
7.01E-15  2.40E-12
1.27E-19  6.92E-17
2.47E-04 3.30E-02
3.73E-04 4.94E-02
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Analysis Summary: Please report in publication (2)

Analysis Type: PANTHER Overrepresentation Test (Released 20210224)

Downloads

Help/Tutorial

REGISTER

Annotation Version and Release Date: GO Ontology database DOI: 10.5281/zenod0.4437524 Released 2021-01-01

Analyzed List: upload_1 (Homo sapiens)
Reference List: Homo sapiens (all genes in database)

Annotation Data Set: {GO biological process complete 1)) @

Test Type: Fisher's Exact Binomial
Correction: Calculate False Discovery Rate Use the Bonferroni correction for multiple testing @ No correction
Results (2
Reference list upload_1
Uniquely Mapped IDS: 20595 out of 20595 | 21 out of 22
Unmapped IDs: 0 0
Multiple mapping information: 0 1

Export XML with user input ids | JSON with user input ids

Displaying only results for FDR P < 0.05, click here to display all results

GO biological process complete

SRP-dependent cotranslational protein targeting.to membrane

Lprotein targeting to ER

Lprotein targeting

Lintracellular protein transport
bmacromolecule localization
Lbpratein_lacalization

Lintracellular transport

Lprotein transport

bestablishment_of protein_localization
Lpeptide transport

Lbamide transport

Lbnitrogen compound transport

Lbestablishment of protein localization to endoplasmic reticulum
bprotein_localization_to endoplasmic reticulum

Lprotein localization to organelle

Lestablishment of protein localization to organelle

Leotranslational_pratein_targeting_to memhrane

Lprotein targeting to membrane

Lestablishment of protein localization to membrane

Lprotein localization to membrane

cytoplasmic translation
Liranslation

Lpeptide biosynthetic process

Lpeptide metabolic process

beellular amide metahalic process

Lcellular nitrogen compound metabolic process

bamide biosynthetic process

Lborganonitrogen compound biosynthetic process

Lgene expression

viral transcription

Lviral process
Lhiological_process involved_in_symbiatic interaction

Lviral gene expression

nuclear-transcribed mRNA catabolic process, nhonsense-mediated decay.

bnuclear-transcribed mRNA catabolic process

LmRNA catabolic process

LRNA_catabalic process
LRNA metabolic process

Lcellular macromolecule catabolic process

bmacromalecule catabalic process

Lbnucleobase-containing_ compound catabolic process

Licellular nitrogen compound catabolic process

Lheterocycle catabolic process
Lbaromatic compound catabolic process
Lbarganic cyclic compaound_catahalic process

LmMRNA metabolic process

translational initiation

mitochondrial ATP synthesis coupled electron transport

LATP synthesis coupled electron transport

boxidative phosphorylation

LATP metabolic process

rRNA_praocessing
bncRNA pracessing

LRNA processing

LbncRNA metabolic process

brRNA_metaholic pracess
Lribosome biogenesis

Lribonucleoprotein complex biogenesis

Homo sapiens (REF)

# #
96 7
111 YA

370 8
974 8
2553 10
2161 10
1500 9
1464 9
1559 9
1493 9
1527 9
1802 9
115 A
142 VA
791 8
449 8
101 VA
183 7
307 VA
537 7

5 5
384 8
409 8
537 8
808 8
3407 12
528 8
1575 10
1380 10
2187 10
116 7
849 7
937 VA
172 7
120 z
196 7
216 yA
246 z
1599 9
912 z
1046 z
375 A
425 z
419 7
441 7
469 z
694 8
143 VA

89 3

20 3
120 4
206 4
260 YA
432 VA
923 8
517 VA
270 7
332 7
465 VA
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expected Fold Enrichment +/- raw P value

10
A2
40
1.04
2.73
2.31
1.60
1.56
1.67
1.59
1.63
1.92
A2
15
.84
48
oY
.20
.33
.57
.08
A1
A4
.57
.86
3.64
.56
1.68
1.47
2.34
A2
91
1.00
18
A3
.21
.23
.26
1.71
.97
112
40
.45
.45
47
.50
74
15
10
10
A3
.22
.28
46
.99
.55
.29
.35
.50
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68.26
59.04
20.24
7.69
3.67
4.33
5.62
5.75
5.40
5.64
5.52
4.68
56.98
46.15
9.47
16.68
64.88
35.81
21.35
12.20
62.41
19.50
18.31
13.95
9.27
3.30
14.18
5.94
6.78
4.28
56.49
7.72
6.99
38.10
54.61
33.43
30.34
26.64
5.27
7.19
6.26
17.47
15.42
15.64
14.86
13.97
10.79
45.82
31.56
31.20
31.20
18.18
25.20
15.17
8.11
12.67
24.27
19.74
14.09

+

+

+
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Neely 2021, suppl. Table 7E: Cluster 3 at E+L 0.1 uyM

FDR
1.01E-11  1.60E-07
2.67E-11  1.40E-07
3.03E-09 3.68E-06
453E-06 1.79E-03
1.35E-04 3.61E-02
3.22E-05 1.04E-02
1.22E-05 4.37E-03
1.00E-05 3.77E-03
1.66E-05 5.71E-03
1.17E-05 4.31E-03
1.41E-05 4.94E-03
5.27E-05 1.57E-02
3.38E-11  1.33E-07
1.39E-10  3.14E-07
9.69E-07 4.37E-04
1.33E-08 1.11E-05
1.42E-11  1.12E-07
7.67E-10 1.21E-06
2.49E-08 1.87E-05
1.04E-06 4.54E-04
1.94E-08 1.53E-05
4.03E-09 4.54E-06
6.54E-09 6.44E-06
5.23E-08 3.43E-05
1.14E-06 4.84E-04
5.30E-05 1.55E-02
4.60E-08 3.15E-05
1.92E-06 7.97E-04
5.74E-07 2.74E-04
3.57E-05 1.10E-02
3.58E-11  1.13E-07
2.05E-05 6.73E-03
3.84E-05 1.17E-02
5.05E-10 8.85E-07
4.50E-11 1.18E-07
1.22E-09 1.75E-06
2.34E-09 3.08E-06
5.62E-09 5.91E-06
2.04E-05 6.84E-03
3.23E-05 1.02E-02
7.70E-05 2.17E-02
9.52E-08 6.01E-05
2.20E-07 1.28E-04
2.00E-07 1.21E-04
2.81E-07 1.53E-04
4.23E-07 2.08E-04
3.64E-07 1.91E-04
1.46E-10 2.88E-07
1.25E-04 3.45E-02
1.29E-04 3.50E-02
8.38E-06 3.23E-03
6.63E-05 1.90E-02
8.16E-09 7.57E-06
2.45E-07 1.38E-04
3.05E-06 1.23E-03
8.06E-07 3.74E-04
1.05E-08 9.21E-06
4.21E-08 3.02E-05
3.99E-07 2.03E-04
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New Enhancer-Gene Map

Analysis Summary: Please report in publication (2)

Analysis Type: PANTHER Overrepresentation Test (Released 20210224)
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Annotation Version and Release Date: GO Ontology database DOI: 10.5281/zenod0.4437524 Released 2021-01-01

Analyzed List: upload_1 (Homo sapiens)
Reference List: Homo sapiens (all genes in database)

Annotation Data Set: {GO biological process complete 1)) @

Test Type: Fisher's Exact Binomial
Correction: Calculate False Discovery Rate Use the Bonferroni correction for multiple testing @ No correction
Results (2
Reference list upload_1
Uniquely Mapped IDS: 20595 out of 20595 | 121 out of 129
Unmapped IDs: 0 1
Multiple mapping information: 0 3

Export XML with user input ids | JSON with user input ids

Displaying only results for FDR P < 0.05, click here to display all results

GO biological process complete

putrescine catabolic process

borganonitrogen compound metabolic process

bmetabolic process

Licellular nitrogen compound metabolic process

Lcellular metabolic process
Lbeellular_process

Lorganic substance catabolic process

Lcatabolic process

ribosomal small subunit assembly

Lribosome assembly

Lcellular component organization or biogenesis

Lcellular component assembly

Licellular component biogenesis

brinosome hiogenesis

Lribonucleoprotein complex biogenesis

Lbribosomal small subunit biogenesis

Lprotein-containing_complex_subunit_arganization

Lcellular protein-containing_ complex assembly

Lprotein-containing complex assembly

protein insertion into mitochondrial inner membrane

Lbinner mitochondrial membrane organization

bmitochandrial_memhrane arganization

bmitochondrion organization

Lcellular protein localization

Leellularmacromalecule localization

Lcellular localization

Llocalization
bmacromolecule localization
Lprotein localization
Lbestablishment_of protein_localization_to memhbrane
Lprotein localization to membrane

Lestablishment of protein localization

Lestablishment_of localization

bintracellular protein transport

Lintracellular transport

Lestablishment of localization in cell

Liransport

Lbaratein_transpart

Lpeptide transport

Lamide transport

Lnitragen_compaound_transpart
Lborganic substance transport

Lanion transport

Lion transport

Lestablishment of protein localization to organelle

bpraotein_localization_to organelle

bmitochondrial transport

Lprotein targeting

mitochondrial electron transport, cytochrome c to oxygen

Lmitochondrial ATP synthesis coupled electron transport

LATP synthesis coupled electron transport

Lrespiratory electron transport chain

Lelectron transport chain

Lbgeneration_of precursar metabolites and_energy.

Leellular respiration

Lenergy derivation by oxidation of organic compounds

boxidative phaspharylation
Lbphosphorylation

bphosphate-containing compound metabolic process

Lbphosphorus metabolic process

LATP metabolic process

Laerobic electron_transport_chain

Laerobic respiration

SRP-dependent cotranslational protein targeting.to membrane

bprotein_targeting_to ER

bestablishment of protein localization to endoplasmic reticulum

Lprotein localization to endoplasmic reticulum

Lcotranslational protein targeting_ to membrane

Lprotein targeting to membrane

LATP synthesis coupled proton transport

LATP biosynthetic process

Lbpurine ribonucleotide biasynthetic process

Lpurine nucleotide biosynthetic process

Lpurine-containing_ compound biosynthetic process

Lborganic cyclic compound metabolic process
borganic substance biosynthetic process
bhiosynthetic process

Lbheterocycle metabolic process

Lcellular biosynthetic process

beellular_nitrogen_compaund_hiosynthetic process

Lcellular aromatic compound metabolic process

borganonitrogen compound biosynthetic process

Lbnucleobase-containing compound metabolic process

Lpurine nucleotide metabolic process
bpurine ribanucleotide metahalic process

Lribonucleotide metabolic process

Lribose phosphate metabolic process

Lpurine ribonucleaside triphasphate bigsynthetic process
Lpurine nucleoside triphosphate biosynthetic process

Lribonucleoside triphosphate biosynthetic process

Lbenergy coupled proton transport, down electrochemical gradient

Lproton transmembrane transport

viral transcription

Lviral process

Lbiological process involved in symbiotic interaction

bhiological_process involved._in_interspecies interaction_between_organisms

Lviral gene expression

nuclear-transcribed mRNA catabolic process, nhonsense-mediated decay.

bnuclear-transcribed mRNA catabolic process

LmRNA catabolic process

Lbnegative regulation_of gene expressian
Lbnegative regulation of macromolecule metabolic process

Lnegative requlation of metabolic process

Lbnegative regulation_of hiolagical_pracess

Lregulation of metabolic process

Lregulation of macromolecule metabolic process

Lregulation of gene expression

LRNA catabolic process

LRNA_metaholic process

Lbnucleic acid metabolic process

Lcellular macromolecule catabolic process

Lbmacromalecule catabolic praocess

Licellular catabolic process

Lbnucleobase-containing_ compound catabolic process

Licellular nitrogen compound catabolic process

Lheterocycle catabolic process
baromatic compaound_catahalic process

LmRNA metabolic process

cytoplasmic translation

Liranslation

Lpeptide biosynthetic process

Lbpeptide metabolic process

Licellular amide metabolic process

Lbamide higsynthetic process

Lbgene expression

beellular macromolecule biosynthetic process

bmacramalecule hiosynthetic process

beellular protein metabolic process

Lprotein metabolic process

negative regulation of leukocyte chemotaxis

translational_initiation

mitochondrial electron transport, NADH to ubiquinone

cristae formation

LNADH_dehydrogenase complex_assemhly

Lbmitochondrial respiratory chain complex assembly

rRNA processing

LbncRNA processing

LRNA processing

LbncRNA_metaholic process

LrRNA metabolic process

regulation of transcription from RNA polymerase Il promoter in response to hypoxia

Homo sapiens (REF)

#
3
5254

8334

2701
332
465

N
o1

=
0o

2w B

o)
(o))

—_
2=

26

S
w
N

©
N
w

B3
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uplo
#
2 .02 > 100
56 32.91 1.70
80 52.20 1.53
47  21.34 2.20
78  47.42 1.64
116 97.01 1.20
36 11.04 3.26
36  13.06 2.76
6 A3 45.61
6 .40 14.97
68 3758 1.81
30 15.27 1.96
44 1692 2.60
20 2.08 9.62
20 2.91 6.87
z 47 14.90
Sill 9.91 3.13
23 5ele 4.27
29 8.38 3.46
3 .07 43.54
z .33 21.49
8 .88 9.12
21 2.86 7.34
31 10.29 3.01
31 10.33 3.00
44  18.83 2.34
62 36.36 1.71
34  15.99 213
32 13.54 2.36
26 1.92 13.52
27 3.36 8.03
28 9.77 2.87
56  29.14 1.92
28 6.10 4.59
34 9.40 3.62
a1 14.81 2.77
55  28.20 1.95
28 9.17 3.05
28 9.35 2.99
28 9.56 2.93
30 11.29 2.66
32 13.60 2.35
32 14.33 2.23
44  18.05 244
26 2.81 9.24
27 4.95 5.45
8 1.43 5.58
27 2.32 11.65
5 A3 39.91
13 56 23.32
13 .56 23.06
13 .68 19.22
13 1.06 12.21
18 2.52 7.15
13 .98 13.22
13 1.42 9.14
17 .75 22.62
22 6.41 3.43
27 11.94 2.26
27 12.11 2.23
18 1.29 13.95
&) A3 39.91
6 48 12.44
23 .60 38.25
23 .70 33.08
23 72 31.93
23 .89 25.86
23 .63 36.36
23 1.15 20.07
4 A2 33.61
4 A5 26.61
4 .23 17.74
6 94 6.39
z 1.01 6.94
Vi 1.08 6.50
45  19.98 2.25
50 1756 2.85
50 1793 2.79
41 18.19 2.25
49 16.97 2.89
a1 9.87 4.16
42  18.47 2.27
39 8.64 4.51
41 17.04 2.41
el 21 4.26
9 1.97 4.58
9 2.08 4.33
9 214 4.20
4 .29 13.59
4 .30 13.30
4 .33 12.05
4 A5 26.61
10 .84 11.91
23 .73 31.65
33 5.32 6.21
35 5.87 5.96
41 13.27 3.09
23 1.08 21.35
23 .75 30.60
24 1.23 19.55
24 1.35 17.74
35 12.74 2.75
42  17.93 2.34
44  19.45 2.26
64 34.73 1.84
65 42.93 1.51
61 39.51 1.54
58 | Se7 1.73
24 1.54 15.58
30 10.02 3.00
32 13.98 2.29
30 5.71 5.25
Sill 6.55 4.73
32 11.26 2.84
25 2.35 10.64
25 2.66 9.39
25 2.62 9.53
25 2.76 9.05
25 294 8.51
26 4.35 5.98
13 47 27.67
26 2.41 10.81
26 2.56 10.15
26 3.36 7.73
27 5.06 5.33
27 3.31 8.16
34 13.70 2.48
34  10.37 3.28
34 10.62 3.20
44 22.82 1.93
45 26.43 1.70
B MY 26.61
23 .90 25.68
Vi .31 22.81
4 19 20.60
8 A1 19.35
8 41 19.35
11 .63 17.39
19 1.63 11.67
19 2.71 7.02
22 5.78 3.81
19 3.24 5.87
19 1.69 11.23
&) .49 10.23
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expected Fold Enrichment +/- raw P value

3.80E-04
1.06E-05
1.30E-06
6.72E-08
6.39E-08
3.50E-05
1.64E-10
1.41E-08
1.38E-08
4.90E-06
2.71E-08
2.99E-04
1.07E-09
6.15E-14
2.21E-1
7.93E-07
1.12E-08
5.20E-09
4.18E-09
8.16E-05
8.01E-08
4.12E-06
2.00E-12
2.65E-08
2.88E-08
2.91E-08
1.87E-06
2.06E-05
3.77E-06
2.39E-21
1.06E-16
3.95E-07
2.18E-07
1.61E-11
4.10E-1
8.22E-10
1.56E-07
1.11E-07
1.66E-07
2.61E-07
6.77E-07
4.06E-06
1.43E-05
1.07E-08
1.66E-17
8.56E-13
1.21E-04
1.39E-20
4.16E-07
6.65E-14
7.57E-14
6.32E-13
1.25E-10
1.30E-10
4.95E-11
3.49E-09
1.20E-17
4.80E-07
5.29E-05
1.01E-04
3.12E-15
4.16E-07
1.32E-05
3.13E-28
5.85E-27
1.20E-26
8.93E-25
8.68E-28
1.68E-22
1.16E-05
2.61E-05
1.10E-04
4.39E-04
8.85E-05
1.31E-04
6.18E-08
1.44E-12
3.10E-12
3.30E-07
1.61E-12
2.08E-15
1.84E-07
9.08E-16
5.52E-08
3.21E-04
1.94E-04
2.89E-04
3.57E-04
2.85E-04
3.08E-04
4.38E-04
2.61E-05
2.33E-08
1.43E-26
3.73E-17
1.10E-17
2.91E-1
4.65E-23
2.85E-26
3.28E-23
2.69E-22
2.61E-08
6.58E-08
8.58E-08
6.92E-08
7.18E-05
7.72E-05
1.56E-05
4.49E-21
5.33E-08
6.68E-06
9.19E-14
4.78E-13
5.74E-08
3.25E-18
5.27E-17
3.84E-17
1.19E-16
4.65E-16
3.15E-13
9.19E-15
4.44E-19
1.92E-18
1.00E-15
1.38E-12
7.11E-17
4.81E-07
5.33E-10
9.96E-10
7.79E-06
1.68E-04
2.89E-04
1.03E-24
5.53E-08

6.46E-05
1.93E-08

1.93E-08
1.09E-10
1.05E-14
510E-1
8.56E-08
9.33E-10
1.99E-14
1.70E-04
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EDR
4.22E-02
1.48E-03
1.96E-04
1.23E-05
1.20E-05
4.56E-03
4.45E-08
3.19E-06
3.15E-06
7.02E-04
5.63E-06
3.41E-02
2.67E-07
2.69E-11

6.98E-09
1.20E-04
2.60E-06
1.24E-06
1.01E-06
1.02E-02
1.44E-05
5.95E-04
6.70E-10
5.58E-06
5.90E-06
5.88E-06
2.78E-04
2.75E-03
5.56E-04
2.90E-18
6.44E-14
6.35E-05
3.61E-05
5.17E-09
1.24E-08
2.16E-07
2.68E-05
1.93E-05
2.81E-05
4.28E-05
1.04E-04
5.94E-04
1.94E-03
2.51E-06
1.25E-14
3.14E-10
1.46E-02
1.46E-17
6.62E-05
2.84E-11

3.14E-11

2.37E-10
3.51E-08
3.60E-08
1.47E-08
8.61E-07
9.49E-15
7.50E-05
6.84E-03
1.24E-02
1.54E-12
6.55E-05
1.81E-03
4.94E-24
3.07E-23
4.73E-23
2.01E-21

6.85E-24
2.40E-19
1.60E-03
3.46E-03
1.35E-02
4.81E-02
1.10E-02
1.58E-02
1.17E-05
5.05E-10
1.02E-09
5.37E-05
5.53E-10
1.06E-12
3.09E-05
4.94E-13
1.09E-05
3.62E-02
2.28E-02
3.33E-02
3.99E-02
3.34E-02
3.49E-02
4.84E-02
3.43E-03
5.03E-06
4.51E-23
2.67E-14
9.15E-15
9.00E-09
7.33E-20
7.49E-23
5.75E-20
3.53E-19
5.57E-06
1.22E-05
1.50E-05
1.26E-05
9.13E-03
9.74E-03
2.11E-03
5.05E-18
1.06E-05
9.50E-04
3.72E-11

1.84E-10
1.10E-05
2.85E-15
3.46E-14
2.64E-14
6.98E-14
2.62E-13
1.24E-10
4.39E-12
4.38E-16
1.78E-15
5.26E-13
4.96E-10
4.49E-14
7.43E-05
1.42E-07
2.53E-07
1.10E-03
2.00E-02
3.35E-02
2.03E-21
1.08E-05

8.28E-03
4.24E-06

4.30E-06
3.12E-08
4.88E-12
1.49E-08
1.52E-05
2.41E-07
8.99E-12
2.02E-02
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