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Panther

Analysis Summary: Please report in publication @

Analysis Type: PANTHER Overrepresentation Test (Released 20171205)

Annotation Version and Release Date: PANTHER version 13.1 Released 2018-02-03

Client Text Box Input (Homo sapiens)

Analyzed List: Change
ly Y There are duplicate IDs in the file. The unigue set of IDs will be used.

Reference List: Homo sapiens (all genes in database)

Annotation Data Set: PANTHER GO-Slim Biological Process «

Test Type: @ Fisher's Exact with FDR multiple test correction ) Binomial

Results @

Reference list Client Text Box Input
Mapped IDs: 21042 out of 21042 | 1346 out of 1392
Unmapped IDs: ] 81

Multiple mapping information: 0 Fi




Panther

Homo sapiens (REF)
PANTHER GO-Slim Biological Process #
aluconeogenesis 23
Ymetabolic process 5878
segment specification 78
Ldevelopmental process 1501
transmembrane receptor protein tyrosine kinase signaling pathway 151
beell communication 2686
Lcellular process 8247
sulfur compound metabolic process 82
ectoderm development 212
embryo development 106
cell-cell adhesion 141
Lcell adhesion 356
Lbiological adhesion 356
nervous system development 314
Lsystem development 452
cell differentiation 548
cellular component morphogenesis 423
lipid metabolic process 3284
Unclassified 10206
G-protein coupled receptor signaling pathway 456
sensory perception of smell 240
Lsensory perception of chemical stimulus 282
Ysensory perception 424
mitochondrion organization 92
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Client Text Box Input (V_Hierarchy NEW! ()

expected Fold Enrichment +/- raw P value FDR

152 4.60 +  201E-03 272E-02
388.85 113 +  284E-03 3.30E-02
5.16 291 +  5.80E-04 943E-03
99.30 168 +  5.03E-10 1.23E-07
9.99 260 +  486E-05 1.08E-03
17769 127 +  286E-04 581E-03
545,57 116 +  b70E-06 3.27E-04
542 258 +  236E-03 3.02E-02
14.02 242 +  122E-05 4.26E-04
7.01 242 + 193E-03 277E-02
933 225 +  144E-03 220E-02
2355 2.00 +  371E-05 1.01E-03
23.55 200 +  371E-05 9.06E-04
20.77 188 +  4.8BE-04 B851E-03
29.90 161 +  259E-03 3.16E-02
36.25 179 +  267E-05 B8.14E-04
27.98 175 +  450E-04 861E-03
26.06 161 +  475E-03 5.04E-02
675.16 83 = 2.89E-09 3.53E-07
3017 .50 - 483E-03 492E-02
15.88 <001 - 473E-07 2.88E-05
18.66 05 = 3.71E-07  3.02E-05
2805 25 = 6.76E-06  2.75E-04
6.09 <001 - 428E-03 475E-02



Panther

Homo sapiens (REF) Client Text Box Input (V_Hierarchy NEW! @)

GO biological process complete # # expected Fold Enrichment +/- raw Pvalue FDR
antigen processing and presentation of endogenous peptide antigen via MHC class I 10 [ 66 9.07 +  263E-04 1.36E-02
bimmune system process 2575 216 170.35 127 +  492E-04 2.23E-02
Lantigen processing and presentation of endogenous peptide antigen 11 6 WE 8.25 +  386E-04 1.87E-02
Lantigen processing and presentation of endogenous antigen 14 b 93 6.48 + 1.03E-03 3.96E-02
cellular response to forskolin 11 [+ g3 8.25 + 3.86E-04 1.87E-02
Lresponse to ketone 185 29 12.24 2.37 +  7.83E-05 5.02E-03
Lresponse to oxygen-containing compound 1445 151 9559 158 +  151E-07 245E-05
Lresponse to chemical 4164 347 27546 126 + 595E-06 5.80E-04
Lresponse to stimulus 8142 654 53862 121 + 123E-09 3.81E-07
bresponse to organic substance 2765 254 18291 1.39 + 196E-07 2.95E-05
Lcellular response to oxygen-containing compound 905 98 50.87 164 +  864E-06 7.98E-04
Lcellular response to chemical stimulus 2624 234 17359 1.35 +  5.79E-06 5.75E-04
Lcellular response to stimulus 6423 506 42490 119 + 690E-06 6.61E-04
Lcellular process 15084 1120 997.86 112 + 321E-13 216E-10
Lresponse to lipid 834 93 5517 1.69 +  398E-06 4.23E-04
Lcellular response to organic substance 2150 191 14223 1.34 +  6.56E-05 4.43E-03
Leellular response to organic cyclic compound 503 25 33.28 165 +  6.83E-04 2.88E-02
Lresponse to organic cyclic compound 879 102 5815 175 +  3.05E-07 4.39E-05
Yresponse to forskolin 1 b g3 8.25 +  3.86E-04 1.86E-02
Lresponse to platelet aggregation inhibitor 1 [ 3 8.25 +  3.86E-04 1.86E-02
Lresponse to drug 911 101 e60.27 1.68 + 193E-06 2.34E-04




Homo sapiens(REF)

Client Text Box Input

Panther Plots
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Panther Export

Analysis Type: PANTHER Overrepresentation Test (Released 20171205)

Annotation Version and Release Date: PANTHER version 13.1 Released 2018-02-03

Analyzed List: Client Text There are duplicate 1Ds in the file. The unique set of 1Ds will be use
Reference List: Homo sapiens (all genes in database)

Test Type: FISHER

PANTHER GO-5lim Biological Process Homo sapi Client Text Client Text Client Text Client Text Client Text Client Text
gluconeogenesis (GO:0006094) 23 7 1.52 + 4.6 2.01E-03 2.72E-02
segment specification (GO:0007379) 78 15 5.16 + 2.91 5.80E-04 9.43E-03
transmembrane receptor protein tyros 151 26 0.99 + 2.6 4.86E-05 1.08E-03
sulfur compound metabolic process (G 82 14 5.42 + 2.58 2.36E-03 3.02E-02
ectoderm development (GO:0007398) 212 34 14.02 + 2.42 1.22E-05 4.26E-04
embryo development (GO:0009790) 106 17 7.01 + 2.42 1.93E-03 2.77E-02
cell-cell adhesion (G0:0016337) 141 21 9.33 + 2.25 1.44E-03 2.20E-02
cell adhesion (GO:0007155) 356 47 23.55 + 2 3.71E-05 1.01E-03
biclogical adhesion (GO:0022610) 356 47 23.55 + 2 3.71E-05 9.06E-04
nervous system development (GO:000 314 39 20.77 + 1.88 4.88E-04 B8.51E-03
cell differentiation (G0:0030154) 548 65 36.25 + 1.79 2.67E-05 B&.14E-04
cellular component morphogenesis (Gt 423 49 27.98 + 1.75 4.59E-04 B8.61E-03
developmental process (G0:0032502) 1501 167 99.3 + 1.68 5.03E-10 1.23E-07
lipid metabolic process (GO:0006629) 394 42 26.06 + 1.61 4.75E-03 5.04E-02
system development (GO:0048731) 452 48 29.9 + 1.61 2.59E-03 3.16E-02
cell communication (GO:0007154) 2686 226 177.69 + 1.27 2.86E-04 5.81E-03
cellular process (GO:0009987) 8247 631 545.57 + 1.16 6.70E-06 3.27E-04
metabolic process (GO:0008152) 5878 441 388.85 + 1.13 2.84E-03 3.30E-02
Unclassified (UNCLASSIFIED) 10206 561 675.16 - 0.83 2.89E-09 3.53E-07

G-protein coupled receptor signaling p 456 15 30.17 0.5 4.83E-03 4.92E-02



Panther Gene Lists

X X
Gene ID Gene Name PANTHER PANTHER Protein Class |Species
- Ceng Sumbi Family/Subfamily
ﬂ ﬂ Mapped IDs | S&ne Symbol
Ortholog
|:| 1. HUMAN|HGNC=32418[|UniProtkB=099665 RGPD6 RANBP2-like and E3 SUMO-PROTEIN G-protein modulator Homo
RGPD5 GRIP domain- LIGASE RANBPZ2- sapiens
containing RELATED
protein 5/6 (PTHR23138:5F124)
RGPD5
ortholog
[] 2. HUMAN|HGNC=12009|UniProtkB=P50174 TPI1 Triosephosphate TRIOSEPHOSPHATE isomerase Homo
iIsomerase ISOMERASE sapiens
TPI1 PTHR21139:5F15
ortholog
|:| 3. HUMAN|HGNC=56936|UniProtkB=096RQ3 MCCC1 Methylcrotonoyl- METHYLCROTOMNOYL- ligase Homo
CoA carboxylase COA CARBOXYLASE sapiens
subunit alpha, SUBUNIT Al PHA
mitochondrial MITOCHONDRIAL
MCCC1 (PTHR18866:5F23)
ortholog
|:| 4. HUMAN|HGNC=9849|UniProtkB=014715 RGPDS RANBPZ2-like and E3 SUMO-PROTEIN  G-protein modulator Homo
GRIP domain- LIGASE RANBP2- sapiens
containing RELATED
protein 8 (PTHR23138:5F124)
RGPDE
ortholog
D 5. HUMAN|HGNC=3606|UniProtkB=P094567 FBP1 Fructose-1,56- FRUCTOSE-1,6- carbohvdrate phosphatase Homo
bisphosphatase BISPHOSPHATASE 1 sapiens
1 (PTHR11556:5F11)
EFEF1
ortholog
D 6. HUMAN|HGNC=26353|UniProtkB=086VV4 RANBP3L Ran-binding RAN-BINDING G-protein modulator Homo
protein 3-like PROTEIN 3-LIKE sapiens
RANBP3L PTHR23138:5F88
ortholog
|:| 7. HUMAN|HGNC=4458|UniProtkB=P06744 GPI Glucose- GLUCOSE- isomerase Homo
6-phosphate 6-PHOSPHATE sapiens
isomerase ISOMERASE
GPI (PTHR11459:5F4)

ortholoa



DAVID

Please note that multiple species have been detected in your gene list. You may select a specific specie(s) with the List Manager on the left side of the page by
highlighting the specific specie(s) and pressing the "Select” button. As a default, all species in your list will be used for analysis. Also note that you may need to select an
appropriate background under the "BACKGROUNDS" tab in the manager to the left. By default, the background corresponding to the first species in the list will be
selected if an uploaded or Affymetrix background is not in use.

Background
Annotation Summary Results

Gene List Manager

Current Gene List: List_1 1303 DAVID IDs
Current Background: Homo sapiens Check Defaults
B Disease (1 selected)

- Use All Species - . .
B Funct I_Cat 3 selected

Homo sapiens(1303) unctional__Categories (3 sele )

Pan troglodytes(1247) E Gene_Ontology (3 selected)

Bos taurus(1222) B General_Annotations (0 selected)

Select Species E Literature (0 selected)

BE Main_Accessions (0 selected)

List Manager Help B Pathways (3 selected)

List 1 E Protein_Domains (3 selected)
E Protein_Interactions (0 selected)

E Tissue_Expression (0 selected)




DAVID

B Options

Thresholds: Count |2 [Z] ease 0.1

Display: Fold Enrichment || Bonferroni Benjamini [Jror [ Fisher Exact [ LT,PH,PT # of Records 1000

| Rerun Using Options | | Create Sublist |

984 chart records E Download File
e S e e
nrlchmem

|:| GOTERM_CC_DIRECT extracellular exosome RT — 23.4 2.1E-19 1.2E-16
] UP_KEYWORDS Phosphoprotein [ — 666 51.1 5.8E-18 1.3 2.9E-15
[[] UP_SEQ FEATURE  repeat:PXXP 3 RT & 15 1.2 2.7E-16 15.5 7.5E-13
[|] UP_SEQ FEATURE  repeat:PXXP 5 RT 15 1.2 2.7E-16 15.5 7.5E-13
[[] UP_SEQ_FEATURE  repeat:PXXP 4 RT & 15 1.2 2.7E-16 15.5 7.5E-13
[[] UP_SEQ FEATURE  repeat:PXXP 2 RT & 15 1.2 2.7E-16 15.5 7.5E-13
[[] UP_SEQ FEATURE  repeat:PXXP 1 RT & 15 1.2 2.7E-16 15.5 7.5E-13
[[]  uP_KEYWORDS Alternative splicing Rl s 795 61.0 1.0E-13 1.2 2.5E-11
[[] uP_KEYWORDS Calcium RT 114 8.7 1.8E-13 2.1 3.0E-11



199 Cluster(s) B _Download File
Annotation Cluster 1 Enrichment Score: 9.56 Count éP_\i"aIu
] UP_SEQ_FEATURE chain:G antigen 1 RT a1 13 1.6E-10 1.1E1  1.3E-7
I UP_SEQ_FEATURE chain:G antigen 12C/D/E RT 5 13 1.6E-10 1.1F1 1.3E-7
Cl UP_SEQ_FEATURE chain:G antigen 4 RT i 13 1.6E-10 1.1E1 1.3E-7
I UP_SEQ_FEATURE chain:G antigen 3 RT 5 13 1.6E-10 1.1F1 1.3E-7
Cl UP_SEQ_FEATURE chain:G antigen 2A/28 RT i 13 1.6E-10 1.1E1 1.3E-7
] UP_SEQ_FEATURE chain:G antigen 12F/G/I RT a1 13 1.6E-10 1.1E1  1.3E-7
Cl UP_SEQ_FEATURE chain:G antigen 8 RT i 13 1.6E-10 1.1E1 1.3E-7
] UP_SEQ_FEATURE chain:G antigen 7 RT a1 13 1.6E-10 1.1E1  1.3E-7
Cl UP_SEQ_FEATURE chain:G antigen 6 RT i 13 1.6E-10 1.1E1 1.3E-7
] UP_SEQ_FEATURE chain:G antigen 5 RT a1 13 1.6E-10 1.1E1  1.3E-7
I SMART SM01379 RT = 17 5.8E-10 6.6E0 2.1E-7
] INTERPRO GAGE RT = 14 3.4E-8 6.7E0  1.2E-5
Annotation Cluster 2 Enrichment Score: 8.58 A éBenjamini
I UP_SEQ_FEATURE repeat:PXxP 1 RT I~ 15 2.7E-16 1.6E1 7.5E-13
] UP_SEQ_FEATURE repeat:PXxpP 2 RT = 15 2.7E-16 1.6E1 7.5E-13
I UP_SEQ_FEATURE repeat:PXxP 3 RT = 15 2.7E-16 1.6E1  7.5E-13
] UP_SEQ_FEATURE repeat:PXXP 4 RT = 15 2.7E-16 1.6E1 7.5E-13
I UP_SEQ_FEATURE repeat:PXxP 5 RT = 15 2.7E-16 1.6E1  7.5E-13
] UP_KEYWORDS Cell adhesion RT = 72 1.3E-11 2.4E0 8.9E-10
I UP_SEQ_FEATURE domain:Cadherin 5 RT I~ 29 6.36-11 4.3E0 1.1E-7
] INTERPRO Cadherin conserved site RT ™~ 30 2.0E-10 4.0E0 3.7E-7
] UP_SEQ_FEATURE domain: Cadherin 4 RI ™~ 29 3.3E-10 4.0E0  2.2E-7
] UP_SEQ_FEATURE domain:Cadherin 3 RT ™~ 29 3.3E-10 4.0E0 2.2E-7



Annotatiol Enrichment Score: 9.563105487061616

Category Term

UP_SEQ_F chain:G an
UP_SEQ_F chain:G an
UP_SEQ_F chain:G an
UP_SEQ_F chain:G an
UP_SEQ_F chain:G an
UP_SEQ_F chain:G an
UP_SEQ_F chain:G an
UP_SEQ_F chain:G an
UP_SEQ_F chain:G an
UP_SEQ_F chain:G an
SMART  SM01379:!
INTERPRO IPRO08625

Annotatiol Enrichment Score:

Category Term

UP _SEQ_F repeat:PX>
UP _SEQ_F repeat:PX>
UP_SEQ_F repeat:PX3
UP_SEQ_F repeat:PX}
UP_SEQ_F repeat:PX>
UP_KEYW! Cell adhesi
UP_SEQ_F domain:Cz
INTERPRO IPR0O20894
UP_SEQ_F domain:Cz
UP_SEQ_F domain:Ce

% PValue
13 0.997698 1.57E-10
13 0.997698 1.57E-10
13 0.997698 1.57E-10
13 0.997698 1.57E-10
13 0.997698 1.57E-10
13 0.997698 1.57E-10
13 0.997698 1.57E-10
13 0.997698 1.57E-10
13 0.997698 1.57E-10
13 0.997698 1.57E-10
17 1.304682 5.76E-10
14 1.074444 3.36E-08

8.576455400771039

% PValue
15 1.15119 2.71E-16
15 1.15119 2.71E-16
15 1.15119 2.71E-16
15 1.15119 2.71E-16
15 1.15119 2.71E-16
72 5.52571 1.26E-11
29 2.225633 6.34E-11
30 2.302379 2.03E-10
29 2.225633 3.27E-10
29 2.225633 3.27E-10

DAVID

Genes

GAGE2A, GAGE2D, GAG
GAGE2A, GAGE2D, GAC
GAGE2A, GAGE2D, GAC
GAGE2A, GAGE2D, GAG
GAGE2A, GAGE2D, GAG
GAGE2A, GAGE2D, GAG
GAGE2A, GAGE2D, GAC
GAGE2A, GAGE2D, GACG
GAGE2A, GAGE2D, GAG
GAGE2A, GAGE2D, GAG
GAGE2A, GAGE12H, GA
GAGE2A, GAGE12H, GA

Genes

PCDHA®G, PCDHAY, PCD
PCDHA®G, PCDHAY, PCD
PCDHA®G, PCDHAY, PCD
PCDHA®G, PCDHAZ, PCD
PCDHA®, PCDHAY, PCD
PCDHA®G, PCDHAY, PCD
PCDHA®G, PCDHAY, PCD
PCDHAG, ME1, PCDHA7
PCDHA®G, PCDHAZ, PCD
PCDHA®G, PCDHAY, PCD

List Total
1291
1291
1291
1291
1291
1291
1291
1291
1291
1291

760
1243

List Total
1291
1291
1291
1291
1291
1296
1291
1243
1291
1291

Pop Hits
19
19
19
19
19
19
19
19
19
19
34
31

Pop Hits
15
15
15
15
15

479
105
113
112
112

Pop Total Fold Enrict Bonferron Benjamini FDR

20063
20063
20063
20063
20063
20063
20063
20063
20063
20063
10057
18559

10.63309
10.63309
10.63309
10.63309
10.63309
10.63309
10.63309
10.63309
10.63309
10.63309
6.616447
6.742948

5.32E-07
5.32E-07
5.32E-07
5.32E-07
5.32E-07
5.32E-07
5.32E-07
5.32E-07
5.32E-07
5.32E-07
2.12E-07
6.12E-05

1.33E-07
1.33E-07
1.33E-07
1.33E-07
1.33E-07
1.33E-07
1.33E-07
1.33E-07
1.33E-07
1.33E-07
2.12E-07
1.22E-05

Pop Total Fold Enrict Bonferron Benjamini

20063
20063
20063
20063
20063
20581
20063
18559
20063
20063

15.54067
15.54067
15.54067
15.54067
15.54067
2.387033
4.292184
3.963933
4.023922
4.023922

7.52E-13
7.52E-13
7.52E-13
7.52E-13
7.52E-13
6.24E-09
2.15E-07
3.71E-07
1.11E-06
1.11E-06

7.52E-13
7.52E-13
7.52E-13
7.52E-13
7.52E-13
8.92E-10
1.07E-07
3.71E-07
2.22E-07
2.22E-07

2.86E-07
2.86E-07
2.86E-07
2.86E-07
2.86E-07
2.86E-07
2.86E-07
2.86E-07
2.86E-07
2.86E-07
7.93E-07
5.71E-05

FDR
4.11E-13
4.11E-13
4.11E-13
4.11E-13
4.11E-13
1.81E-08
1.16E-07
3.46E-07
5.98E-07
5.98E-07



DAVID Validation
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DAVID Validation
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GOirilla

‘ GO term | Description ‘ P-value | FDR g-value | Enrichment (N, B, n, b) | Genes
[G0:0022408 |negative regulation of cell-cell adhesion |  868E-5 |  6.78E-l | 3.23 (1313,18,294,13) |[+] Show genes
[G0:0030154 [cell differentiation |  938E-5 | 366E1 | 2.33 (1313,213,74.28) [+] Show genes
[G0:0048369 |cellular developmental process | 1494 | 389E-1 | 2.03 (1313,290,76,34) |[+1 Show genes
[G0:0050868 |negative regulation of T cell activation |  161E-4 ||  314E1 | 4.57 (1313,10,230,8) |[+] Show genes
1G0:0010942 |positive regulation of cell death |  L79E-4 | 28E-l | 2.04(1313,63,317.31) |[+] Show genes
[G0:0030853 [epithelial cell differentiation | 313E4 | 407E1 | 3.60 (1313,37,128,13) |[+1 Show genes
[60:0050777 [negative regulation of immune response |  3.3E4 ||  349E1 || 4.24 (1313,14,199,9) |1 Show genes
‘GO:OO71385 |cellu1ar response to glucocorticoid stimulus ‘ 3.24E-4 | 3.17E-1 | 9.45(1313,4,139.4) | +] Show genes
[G0:0031929 [TOR signaling | 327E4 | 284E1 | 17.51 (1313.3,75.3) |[+1 Show genes
[60:0042472 [inmer ear morphogenesis |  329E-4 || 257E1 | 9.22 (1313,8,89.5) |1 Show genes
[G0:0042110 [T cell activation | 3734 ||  265E1 | 1191 (1313,19,29.5) |[+] Show genes
[G0:0030155 [regulation of cell adhesion | 379E4 |  247E1 | 1.87 (1313,77,329.36) |[+1 Show genes
[G0:0030500 [regulation of bone mineralization |  396E-4 | 238E-1 | 8.82 (1313,8,93,5) |[+1 Show genes
‘GO:OO?OIG? |regulation of biomineral tissue development ‘ 3.96E-4 | 2.21E-1 | 8.82(1313,8,93,5) | +] Show genes
‘GO:OO43568 |positive regulation of insulin-like growth factor receptor signaling pathway ‘ 4.14E-4 | 2.16E-1 | 21.88 (1313.4,45.3) | +] Show genes
[G0:0044342 [type B pancreatic cell proliferation | 4144 | 202E1 | 21.88 (1313,4,45.3) |[+1 Show genes
1G0:0046649 [lymphocyte activation |  512E4 || 235E1 | 8.76 (1313,31,29.6) |[+] Show genes

[-]1 Hide genes

MEP - myelin basic pr
FOXI1 - forkhead box

otein

il

WTCNI - v-set domain containing t cell activation inhibitor 1
PELI1 - pelling 3 ubiquitin protein ligasze 1

BCLG - b-cell clllymphoma &

ABAT - 4-amincbutyrate aminotransferase

PODXL - podocalyxin-like

JAG] - jagged 1

TUBASH3E - ubigquitin associated and sh3 domain containing b
HFE - hemochromatosis

ANXA] - annexin al

LGALSS - lectin, galactoside-binding, soluble, 3

GPNME - glveoprotein (transmembrane) nmb
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GO Biological Process 2017b Table Clustergram & @

Click the bars to sort. Now sorted by p-value ranking.
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on of ferrichrome biosynthetic process in response to iron (G0O:0097739)

epithelial transition involved in mesonephros morphogenesis (GO:0061261)

to iron(III) ion (GO:0071283)
gulation of leukocyte proliferation (GO:0070664)
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GO Biological Process 2017b Bar Graph Clustergram i)
Hover each row to see the overlapping genes.
10 E| entries per page Search:
Index  Name P-value Adjusted Z-score Combined
p-value score
positive regulation of transcription, DNA- i
1 templated (GO:0045893) 0.002814 0.05952 6.83 40.13
negative regulation of canonical Wnt
2 signaling pathway involved in controlling type 0.0007846 0.05799 -5.29 37.81
B pancreatic cell proliferation (G0:2000080)
negative regulation of transcription by i
3 competitive promoter binding (GO:0010944) 0.0008223 0.05799 >-00 35.52
negative regulation of leukocyte proliferation i
4 (GO:0070664) 0.0004032 0.05799 4.52 35.29
negative regulation of fibroblast proliferation i
5 (GO:0048147) 0.0005062 0.05799 4.65 35.25
negative regulation of smooth muscle cell i
6 proliferation (GO:0048662) 0.0006053 0.05799 4.71 34.92
negative regulation of apoptotic process i
7 (GO-0043066) 0.001717 0.05799 5.26 33.46
positive regulation of insulin-like growth
8 factor receptor signaling pathway 0.00008045 0.05799 -3.46 32.65
(GO:0043568)
mesenchymal to epithelial transition involved
9 in metanephros morphogenesis 0.00001216 0.03271 -2.76 31.22
(G0O:0003337)
10 negative regulation of cell proliferation 0.002928 0.05952 495 78.85

(GO:0008285)
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