& DATABASE

DAVID Bioinformatics Resources 6.8
Laboratory of Human Retrovirology and Immunoinformatics (LHRI)

Functional Annotation Clustering

Current Gene List: List_1

Current Background: Homo sapiens

2998 DAVID IDs
Options

Classification Stringency Medium v

Rerun using options H Create Sublist ]

341 Cluster(s)

Annotation Cluster 1

UP_SEQ_FEATURE
INTERPRO
INTERPRO

UP_SEQ_FEATURE
UP_SEQ_FEATURE
UP_KEYWORDS
UP_SEQ_FEATURE
UP_SEQ_FEATURE
INTERPRO
UP_SEQ_FEATURE

UP_SEQ_FEATURE

UP_SEQ_FEATURE

SMART

UP_SEQ_FEATURE

UP_KEYWORDS

UP_SEQ_FEATURE

GOTERM_MF_DIRECT

UP_KEYWORDS

UP_KEYWORDS

INTERPRO

UP_KEYWORDS

UP_SEQ_FEATURE

UP_SEQ_FEATURE

UP_KEYWORDS

UP_KEYWORDS

GOTERM_MF_DIRECT

UP_SEQ_FEATURE

GOTERM_BP_DIRECT

SMART

GOTERM_BP_DIRECT

GOTERM_MF_DIRECT

UP_SEQ_FEATURE

UP_SEQ_FEATURE

GOTERM_CC_DIRECT

UP_SEQ_FEATURE

GOTERM_MF_DIRECT

UP_SEQ_FEATURE

UP_SEQ_FEATURE

UP_SEQ_FEATURE

UP_SEQ_FEATURE

oo o000 oLbUouUoLbUUuuuoLbUouoUoobbbbbbobooogo

UP_SEQ_FEATURE

Enrichment Score: ?

zinc finger region:C2H2-type 2
Zinc finger, C2H2-like

Zinc finger C2H2-type/integrase DNA-binding

domain

zinc finger region:C2H2-type 3
zinc finger region:C2H2-type 4
Nucleus

zinc finger region:C2H2-type 5
zinc finger region:C2H2-type 6
Zinc finger, C2H2

zinc finger region:C2H2-type 7

zinc finger region:C2H2-type 1

zinc finger region:C2H2-type 8

ZnF _C2H2

zinc finger region:C2H2-type 9

Zinc-finger

zinc finger region:C2H2-type 10

nucleic acid binding

Transcription

DNA-binding

Krueppel-associated box

Transcription regulation

domain:KRAB

zinc finger region:C2H2-type 11

Metal-binding

Zinc

metal ion binding

zinc finger region:C2H2-type 12

transcription, DNA-templated

KRAB

regulation of transcription, DNA-templated

DNA binding

zinc finger region:C2H2-type 13

zinc finger region:C2H2-type 14

intracellular

zinc finger region:C2H2-type 15

transcription factor activity, sequence-specific

DNA binding

zinc finger region:C2H2-type 16

zinc finger region:C2H2-type 17

zinc finger region:C2H2-type 18

zinc finger region:C2H2-type 19

zinc finger region:C2H2-type 20

525
637

622

556
519
1680
496
455
642

427

473

393

637

355

811

318

597

940

854

350

917

309

275

1153

877

863

237

813

345

671

705

188

146

505

122

401

93

74

58

48

32

éCount P_Value

0.0EO
0.0EO0

0.0EO0

0.0EO
0.0EO0
0.0EO
0.0EO
0.0EO0
0.0EO

BIES
5

2.6E-
314

PAVIES
288

4.2E-
283

BIES
260

1.8E-
243

2,35
236

2.2)E=
227

2.0E-
226

2.8E-
224

8.1E-
222

4.4E-
221

V2=
218

2.6E-
197

8.1E-
193

1.9E-
191

2.8)E=
186

735"
173

8.0E-
171

1.2E-
161

2.0E-
156

4.8E-
150

1.6E-
135

2.8E-
107

1.1E-
93

1.0E-
86

1.9E-

2.2)E=
64

4.8E-
51

2.8E-

PROES
32

2.2)E=
21

Help and Manual

Fold

Change |

5.8E0
5.2EO0

5.4E0

6.0EO
6.0E0
2.2E0
6.1EOQ
6.2E0
5.0EO

6.3E0

5.8E0

6.3E0

3.4E0

6.3E0

3.1EOQ

6.4E0Q

3.6E0

2.7E0

2.9EOQ

5.4E0Q

2.7E0

6.1EOQ

6.2E0

2.2E0Q

2.6E0

2.5E0

6.3E0

2.5E0

3.6E0

2.6E0

2.5E0

6.3E0

6.4E0Q

2.4E0Q

6.2E0

2.5E0

6.2E0

6.1EOQ

6.1EOQ

6.1EOQ

6.1EOQ

£l Download File

 Benjamini | FDR

0.0EO 0.0EO
0.0EO 0.0EO0

0.0EO 0.0EO

0.0EO 0.0EO
0.0EO 0.0EO
0.0EO 0.0EO
0.0EO0 0.0EO
0.0EO 0.0EO0
0.0EO 0.0EO

3.1E-312 5'192'5'
2.1E-311 g'lolE'
1.9E-285 ;éSSE_
2.0E-280 éé%E'
2.0E-257 5'597'5'
4.3E-241 gflE'
1.3E-233 5323'5'
2.8E-224 5'254'5'
3.3E-224 5'254'5'
3.4E-222 5'262'5'
4.7E-219 ‘2"139'5'
3.5E-219 5'179'5'
3.7E-215 3'155'5'
1.2E-194 1;924'5'
5.6E-191 ‘1‘;931'5'
1.1E-189 513;970'5'
1.9E-183 1;373'5'
3.2E-170 f'710E'
4.8E-167 ‘1"667'5'
2.9E-159 f';f'
5.9E-153 f'573E'
1.5E-147 1;‘47'5'
6.1E-133 f%‘f'
1.0E-104 3665'5'
3.2E-91 5'18'5'
3.1E-84 ng'
4.9E-77 ‘7"74'5'
5.1E-62 2'29'5'
7.4E-49 Z;;E'
3.9E-37 2'78'5'
3.5E-30 264'5'
2.2E-19 f;glE'


https://david.ncifcrf.gov/home.jsp
https://david.ncifcrf.gov/helps/functional_annotation.html#E4
https://david.ncifcrf.gov/data/download/t2t_3B54E989C4251629013883298.txt
https://david.ncifcrf.gov/relatedTerms.jsp?id=880089149&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR015880
https://david.ncifcrf.gov/relatedTerms.jsp?id=530013298&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR013087
https://david.ncifcrf.gov/relatedTerms.jsp?id=530011074&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880089172&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880089183&currentList=0
http://www.uniprot.org/keywords/?query=Nucleus
https://david.ncifcrf.gov/relatedTerms.jsp?id=870000788&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880089186&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880089189&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR007087
https://david.ncifcrf.gov/relatedTerms.jsp?id=530006055&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880089192&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880089117&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880089195&currentList=0
http://smart.embl.de/smart/do_annotation.pl?DOMAIN=SM00355
https://david.ncifcrf.gov/relatedTerms.jsp?id=790000314&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880089198&currentList=0
http://www.uniprot.org/keywords/?query=Zinc-finger
https://david.ncifcrf.gov/relatedTerms.jsp?id=870001208&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880089118&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0003676
https://david.ncifcrf.gov/relatedTerms.jsp?id=460000329&currentList=0
http://www.uniprot.org/keywords/?query=Transcription
https://david.ncifcrf.gov/relatedTerms.jsp?id=870001077&currentList=0
http://www.uniprot.org/keywords/?query=DNA-binding
https://david.ncifcrf.gov/relatedTerms.jsp?id=870000331&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR001909
https://david.ncifcrf.gov/relatedTerms.jsp?id=530001580&currentList=0
http://www.uniprot.org/keywords/?query=Transcription%20regulation
https://david.ncifcrf.gov/relatedTerms.jsp?id=870001079&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880078013&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880089121&currentList=0
http://www.uniprot.org/keywords/?query=Metal-binding
https://david.ncifcrf.gov/relatedTerms.jsp?id=870000691&currentList=0
http://www.uniprot.org/keywords/?query=Zinc
https://david.ncifcrf.gov/relatedTerms.jsp?id=870001206&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0046872
https://david.ncifcrf.gov/relatedTerms.jsp?id=460005313&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880089124&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0006351
https://david.ncifcrf.gov/relatedTerms.jsp?id=300001490&currentList=0
http://smart.embl.de/smart/do_annotation.pl?DOMAIN=SM00349
https://david.ncifcrf.gov/relatedTerms.jsp?id=790000308&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0006355
https://david.ncifcrf.gov/relatedTerms.jsp?id=300001494&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0003677
https://david.ncifcrf.gov/relatedTerms.jsp?id=460000330&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880089127&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880089130&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0005622
https://david.ncifcrf.gov/relatedTerms.jsp?id=380000223&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880089132&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0003700
https://david.ncifcrf.gov/relatedTerms.jsp?id=460000343&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880089135&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880089137&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880089140&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880089143&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880089150&currentList=0

Annotation Cluster 1 Enrichment Score: ? @ ECount P_Valueé Benjamini FDR

(]  YP-SEQ_FEATURE zinc finger region:C2H2-type 21 RT & 24 1'6°E' 6.3E0 8.6E-15 ?'53E'
(]  YP-SEQ_FEATURE zinc finger region:C2H2-type 22 RT & 23 ?éZE_ 6.3E0 5.0E-14 ‘IfE'
(]  YP-SEQ_FEATURE zinc finger region:C2H2-type 23 RT & 15 16%_ 6.4E0 1.2E-8 é'lE'
(]  YP-SEQ_FEATURE zinc finger region:C2H2-type 24 RT & 13 6.7E-9 6.3E0 4.0e-7 >8F

Annotation Cluster 2 Enrichment Score: 92.97 P_Value Benjamini

()  UPKEYWORDS Nucleotide-binding RT 786 20%  3.00 1.96-220 1>°F
()  UPKEYWORDS ATP-binding RT e 640 /25 32e0 4.0e-188 31F-
190 188
()  GOTERM_MF_DIRECT ATP binding RT 661 ?'59;' 2.6E0  3.8E-150 f;BE'
() UP-SEQFEATURE nucleotide phosphate-binding region:ATP RT s 472 ff’zE' 3.2E0  1.3E-139 1%5
() UP-SEQFEATURE domain:Protein kinase RT 267 5;345 3.8E0 7.9E-97 ;'76E'
(O INTERPRO Protein kinase-like domain RT mm 204 [OF 34p0 36e95 )3
() INTERPRO Protein kinase, catalytic domain RT  mmm 278 L2F 35p0 4494 305
() UP-SEQFEATURE binding site:ATP RT 282 3'13E' 3.4E0 1.3E-88 ég’E'
() INTERPRO Protein kinase, ATP binding_site RT  mm 232 295 38F0 96E-86 SoC
(]  UPKEYWORDS Kinase RT 323 2%F 30e0 12683 O3
UJ UP_KEYWORDS Serine/threonine-protein kinase RT 203 2'86E_ 3.5E0 2.8E-66 é'le_
O UP_SEQ_FEATURE active site:Proton acceptor RT — 272 613.13E_ 2.8E0 2.7E-59 géGE_
()  GOTERM_MF_DIRECT protein kinase activity RT  om 190 0% 32p0 12653 JF
O GOTERM_MF_DIRECT protein serine/threonine kinase activity RT — 193 ng_ 3.1E0 7.3E-52 g'st_
()  GOTERM_BP_DIRECT protein phosphorylation RT 215 2'23E' 2.8E0 8.3E-49 iéOE'
UJ INTERPRO Serine/threonine-protein kinase, active site  RT 166 ;‘16E_ 3.3E0 2.9E-49 iéGE-
(]  UPKEYWORDS Transferase RT a6  'F 190 27646 ZIF
(O SMART S TKc RT = 188 255 21e0 24e28 2MF

Annotation Cluster 3 Enrichment Score: 57.69 G P_Value : Benjamini

S repeat: RT - el . .3E- e
(]  UP_SEQFEATURE ANK 4 RT 131 128 soe0 33e71 372F

S repeat: RT - il . .8E- SET
(]  UP_SEQFEATURE ANK 5 RT 115 9% sse0 1se66 oC

= repeat RT - il . 1E- SET
(]  UPKEYWORDS ANK RT 161 29 4260 6.aE-66 o
)  leERiEatlis repeat:ANK 3 RT = 139 (15'565 4.6E0 3.9E-63 2'385
() INTERPRO Ankyrin repeat RT = 159 295 39e0 66E-60 0%
() INTERPRO Ankyrin repeat-containing domain RT = 162 L1F 38e0 22850 ZJE
)  leERiEatlis repeat:ANK 2 RT 146 ;'955 4.1E0  1.4E-56 2'645
)  leERiEatlis repeat:ANK 1 RT = 145 géze- 4.0E0 5.7E-56 2'655
)  leERiEatlis repeat:ANK 6 RT = 83 g'ZSE' 5.7E0 1.1E-49 ‘1"90E'
() SMART NK RT = 157 gége- 2.6E0  5.8E-36 §'62E'
)  leERiEatlis repeat:ANK 7 RT = 55 3.8  59g0 5.08-3¢ +8F

36 34

Annotation Cluster 4 Enrichment Score: 37.87 P_Value | Benjamini

m  CoUEER e rRNA processing RT = 147 2'31'5' 4.1E0  6.1E-60 gng'
()  UPKEYWORDS Ribonucleoprotein RT um 160 ;'70E' 3.7E0  1.9E-55 é'SSE'
0 GOTERM_BP_DIRECT :gglse:r;teiamnzgri;btee:g rglqeRCI:C catabolic process, RT — 97 g.BZE- 4.8E0 7.4E-50 ;blE-
[ commMmoRECT  svcsencmsieus g o 25 som amean 1S
(]  GOTERM_BP_DIRECT translational initiation RT = 97 ‘1"37'5' 4.2E0  1.3E-40 inE'
(]  KEGG_PATHWAY Ribosome RT = o6 1% 37e0 24e36 IF
(]  GOTERM_BP_DIRECT viral transcription RT = 81 §'7°E' 4.3E0 1.3E-34 éfE'
O GOTERM_CC_DIRECT cytosolic large ribosomal subunit RT = 58 §'55E' 5.4E0 3.2E-33 %'BBE'
()  UPKEYWORDS Ribosomal protein RT = 98 ng' 3660 1.1E-32 SR
(]  GOTERM_CC_DIRECT osome RT B o3 36E 3.0 aops0 35E
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Annotation Cluster 1 Enrichment Score: ? @& ECount P_Valueé Benjamini FDR

O GOTERM_MF_DIRECT structural constituent of ribosome RT - 100 E.ZZE_ 2.7E0  1.0E-20 2'12E_

(]  GOTERM_BP_DIRECT translation RT = 109 3'26E' 2.6E0 5.7E-20 ngE_

O il Bl i cytosolic small ribosomal subunit RT ™ 34 §.63E_ 4.5E0 1.4E-14 th'

Annotation Cluster 5 Enrichment Score: 34.73 _ Benjamini

UJ INTERPRO Leucine-rich repeat, typical subtype RT 141 1L.OE- 49e0 3.0e-74 27F
76 74

(]  UP_SEQ_FEATURE repeat:LRR 5 RT 147  12B 43p0 2062 28F
p 64 62

(]  UP_SEQ_FEATURE repeat:LRR 4 RT 153 305 44F0 6.5e-60 O3F
P 62 60

() UP-SEQFEATURE repeat:LRR 6 RT = 136 55 44r0 3.1E-50 3:0F
P 61 59

(]  UP_SEQ_FEATURE repeat:LRR 7 RT o 123 24 48r0 1.0e-58 1.0F
P 61 58

) LR Leucine-rich repeat RT — 159 T 37E0 26657 ZAE
59 57

(]  UPKEYWORDS Leucine-rich repeat RT 167 785 37e0 22657 L7F
59 57

(]  UP_SEQ_FEATURE repeat:LRR 3 RT 161 11E- 36r0 1.0e-53 1.8E
P 55 53

(]  UP_SEQ_FEATURE repeat:LRR 1 RT 164 22E° 35pp 3751 3:6F
P 53 51

(]  UP_SEQ_FEATURE repeat:LRR 2 RT 164 385 35pp 63651 G-1F
P 53 51

(]  UP_SEQ FEATURE A G RT = 105 %7 480 7.6E51 /3F
P 53 51

(] SMART LRR TYP RT 141 838 35r 13e50 1.2F
LRR TYP 53 50

() UP-SEQFEATURE repeat:LRR 9 RT = 95 98 480 8646 O2F
48 46

) el AZInRE repeat:LRR 10 RT - 81 SOF agE0 5.7E-38 22T
40 38

() UP-SEQFEATURE repeat:LRR 11 RT = 72 13- 40e0 1.7e-3¢ 1.7F
p 36 34

) el AZInRE repeat:LRR 12 RT ™ 65 08 aoe0 1ee31 1°F
P 33 31

UJ INTERPRO Cysteine-rich flanking_region, C-terminal RT u 58 128~ 43e0 1.4E24 13F
26 24

() UP-SEQFEATURE repeat:LRR 13 RT & 52 138 4780 1.4E-23 1.3F
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U activity involved in mitotic cell cycle RT . i 20 Y Gaese 18
O GOTERM_BP_DIRECT stimulatory C-type lectin receptor signaling RT — 60 5.3E- 3.4E0 1.4E-17 1.3E=
pathway 20 17
O GOTERM_BP_DIRECT T cell receptor signaling_pathway RT [~ 68 5.66E— 2.7E0 1.1E-13 1'30E_
(]  GOTERM_BP_DIRECT NIK/NF-kappaB signaling RT & 41 1'56'5' 3.7E0  2.9E-13 ffE'
O GOTERM_BP_DIRECT Fc-epsilon receptor signaling_pathway RT = 73 ?fE' 2.4E0 1.0E-11 ?'ZBE'



https://david.ncifcrf.gov/relatedTerms.jsp?id=880000080&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077571&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR000569
https://david.ncifcrf.gov/relatedTerms.jsp?id=530000454&currentList=0
http://smart.embl.de/smart/do_annotation.pl?DOMAIN=SM00119
https://david.ncifcrf.gov/relatedTerms.jsp?id=790000103&currentList=0
http://www.uniprot.org/keywords/?query=Helicase
https://david.ncifcrf.gov/relatedTerms.jsp?id=870000457&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR014001
https://david.ncifcrf.gov/relatedTerms.jsp?id=530011870&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR001650
https://david.ncifcrf.gov/relatedTerms.jsp?id=530001364&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077577&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077572&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0004386
https://david.ncifcrf.gov/relatedTerms.jsp?id=460000759&currentList=0
http://smart.embl.de/smart/do_annotation.pl?DOMAIN=SM00487
https://david.ncifcrf.gov/relatedTerms.jsp?id=790000422&currentList=0
http://smart.embl.de/smart/do_annotation.pl?DOMAIN=SM00490
https://david.ncifcrf.gov/relatedTerms.jsp?id=790000424&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR011545
https://david.ncifcrf.gov/relatedTerms.jsp?id=530009868&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0004004
https://david.ncifcrf.gov/relatedTerms.jsp?id=460000517&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880087951&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0010501
https://david.ncifcrf.gov/relatedTerms.jsp?id=300003372&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR014014
https://david.ncifcrf.gov/relatedTerms.jsp?id=530011881&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880088228&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880087947&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR000629
https://david.ncifcrf.gov/relatedTerms.jsp?id=530000503&currentList=0
http://www.uniprot.org/keywords/?query=Protein%20phosphatase
https://david.ncifcrf.gov/relatedTerms.jsp?id=870000898&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0006470
https://david.ncifcrf.gov/relatedTerms.jsp?id=300001576&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0004722
https://david.ncifcrf.gov/relatedTerms.jsp?id=460001028&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880000080&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR023313
https://david.ncifcrf.gov/relatedTerms.jsp?id=530019746&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR000608
https://david.ncifcrf.gov/relatedTerms.jsp?id=530000486&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR016135
https://david.ncifcrf.gov/relatedTerms.jsp?id=530013478&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0061631
https://david.ncifcrf.gov/relatedTerms.jsp?id=460006738&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0070936
https://david.ncifcrf.gov/relatedTerms.jsp?id=300012559&currentList=0
http://www.uniprot.org/keywords/?query=DNA%20repair
https://david.ncifcrf.gov/relatedTerms.jsp?id=870000327&currentList=0
http://www.uniprot.org/keywords/?query=DNA%20damage
https://david.ncifcrf.gov/relatedTerms.jsp?id=870000321&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0006281
https://david.ncifcrf.gov/relatedTerms.jsp?id=300001445&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0043161
https://david.ncifcrf.gov/relatedTerms.jsp?id=300008303&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0031145
https://david.ncifcrf.gov/relatedTerms.jsp?id=300005536&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0051437
https://david.ncifcrf.gov/relatedTerms.jsp?id=300010725&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0051436
https://david.ncifcrf.gov/relatedTerms.jsp?id=300010724&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0002223
https://david.ncifcrf.gov/relatedTerms.jsp?id=300000663&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0050852
https://david.ncifcrf.gov/relatedTerms.jsp?id=300010405&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0038061
https://david.ncifcrf.gov/relatedTerms.jsp?id=300007545&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0038095
https://david.ncifcrf.gov/relatedTerms.jsp?id=300007556&currentList=0

Annotation Cluster 1 Enrichment Score: ? @ ECount P_Valueé Benjamini FDR

0 GOTERM_BP_DIRECT ggfrl]t\:\\l/:yrequlatlon of canonical Wnt signaling RT — 53 ?.ZSE— 2.6E0 1.1E-9 é.lE—
(]  CGOTERM_BP_DIRECT regulation of mRNA stability, RT & a6 1% 260 1768 L7F
O GOTERM_BP_DIRECT regulation of ubiquitin-protein ligase activity RT - 18 2.5E-9 4.6E0 2.4E-7 2.3E-
involved in mitotic cell cycle - u ' ' ’ 7
(]  UP-KEYWORDS Proteasome RT & 27 2.7E-9 3.5E0 2.4E-8 é'SE'
()  GOTERM_CC_DIRECT proteasome complex RT & 29 1.6E-8 3.1E0 5.0E-7 ‘7"4E'
0 GOTERM_BP_DIRECT ;erggleast;on of cellular amino acid metabolic RT ~ 26 1.2E-7 3.0E0 8.3E-6 g.OE—
0 GOTERM_BP_DIRECT ;:gﬁ&gﬁ regulation of canonical Wnt signaling RT — 55 2.9E-7 2.0E0  1.9E-5 é.SE—
0 GOTERM_BP_DIRECT \;\;r;;\i;g;almq pathway, planar cell polarity RT ~ 35 3.0E-6 2.3E0 1.5E-4 ‘1‘.5E—
(]  KEGG_PATHWAY Proteasome RT & 23 4.1E-6 2.7E0 1.2E-5 g'SE'
GOTERM_BP_DIRECT antigen processing_and presentation of _ 4.1E-
D exogenous peptide antigen via MHC class 1, RT ™ 24 1.4E-4 2.3E0 4.3E-3 3'
TAP-dependent
0 GOTERM_BP_DIRECT It;;r;’;:;\a/\rlarllecr05|s factor-mediated signaling RT ~ 36 4.0E-4 1.8E0 1.0E-2 ;.OE-
Annotation Cluster 18 Enrichment Score: 11.69 G P_Value Benjamini
() INTERPRO Actin-related protein RT & 29 285 s3p0 2415 52N
() SMART ACTIN RT & 29 195 3ep0 18E-11 OF
() INTERPRO Actin/actin-like conserved site RT i 18 195 s3p0 430
() INTERPRO Actin, conserved site RT & 15 1368 5260 4267 JOF
Enrichment Score: 11.41 P : Benjamini |
()  GOTERM.BP_DIRECT protein K11-linked ubiquitination RT & 25 4% sse0 soe14 55F
O GOTERM_CC_DIRECT anaphase-promoting complex RT u 19 f'lOE' 5.2E0  2.1E-9 é'gE'
O GOTERM_BP_DIRECT regulation of ubiquitin-protein ligase activity RT - 18 2.5E-9 4.6E0 2.4E-7 2.
involved in mitotic cell cycle — . ' ' '

Annotation Cluster 20 Enrichment Score: 11.35 @ P : Benjamini :

- omain:EF-han RT - il . .6E- il

(] UP-SEQFEATURE domain:EF-hand 3 RT 61 279E 4.3E0 7.6E-25 353E

(] UP-SEQFEATURE domain:EF-hand 2 RT m 76 °4E- 5 8E0 4.9e-16 H/E
18 16

IS SECREERINRE domain:EF-hand 4 RT & 38 3.5B- 4280 29614 2:8F
16 14

- omain:EF-han RT - i . .3E- il

(] UP-SEQFEATURE domain:EF-hand 1 RT 72 157E 2.7E0  1.3E-13 133E

IS SECREERINRE calcium-binding region: 1 RT = 55 4.0E- 5 9e0 3.0e-12 2°F
14 12

- calcium-binding region: RT ™ el . .6E- Sl

(]  UP_SEQ_FEATURE VR S — R . §325 4 7E0 1611 LSE

- calcium-binding region: RT ™~ il . .0E- Sl

(]  UP_SEQ_FEATURE TV S R o §38E 5 0E0  2.0E-11 119E

-Hand 1, calcium-binding_site RT - il . .5E- el

() INTERPRO EF-Hand 1, calcium-binding_si RT 67 ?ZOE 2380 45610 TiF

EF-hand domain RT = AE- o JE- 1E-

() INTERPRO EF-hand domai RT 79 114E 2.1E0  6.7E-10 ?OIE

-hand-like domain RT - Sl . .7E- el

() INTERPRO EF-hand-like domai RT 90 ffE 2080 1769 ] elz

w e EFh RT = 72 ?fE' 2.0E0 3.1E-9 §.8E—

COG_ONTOLOGY Signal transduction mechanisms / _ 7.6E-
E] Cytoskeleton / Cell division and chromosome RT " 31 4.9E-5 1.8E0 7.6E-4 4'

partitioning_/ General function prediction only
(]  GOTERM_MF_DIRECT calcium ion binding RT = 110 89e-1 9161 1080 F
()  UP-KEYWORDS Calcium RT m 107  9.9E-1 8.4E-1 1.0EQ ?'QE'

Annotation Cluster 21 Enrichment Score: 11.32 ‘P_Value : Benjamini |
()  UPKEYWORDS Motor protein RT = 84 géSE' 4380 7.76-35 0F
[ == REEA LR domain:Kinesin-motor RT & 33 SEE mamy moamas SUE
RT 18 16
(]  GOTERM_CC_DIRECT kinesin complex RT & 37 188~ 4480 1.8-15 1.0F
e . 17 15
O INTERPRO Kinesin, motor regjon, conserved site RT . 32 ‘11'77E' 4.8E0  4.0E-15 §.56E-
() NTERPRO Kinesin,_motor domain RT & 33 2% 4se0 24E-14 22F
RT 16 14
(]  GOTERM_MF_DIRECT microtubule motor activity RT & 42 1'24'5' 3.1E0  5.4E-11 ‘1"18E'
(]  GOTERM_CC_DIRECT microtubule RT = 96 f '11E' 2.0E0 1.4E-9 é'3E'
() SMART KISc RT = 33 &1 s0e0 2189 19F
O GOTERM_BP_DIRECT microtubule-based movement RT n 38 1.4E-9 2.8E0 1.4E-7 Ll



http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0090263
https://david.ncifcrf.gov/relatedTerms.jsp?id=300013762&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0043488
https://david.ncifcrf.gov/relatedTerms.jsp?id=300008441&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0051439
https://david.ncifcrf.gov/relatedTerms.jsp?id=300010727&currentList=0
http://www.uniprot.org/keywords/?query=Proteasome
https://david.ncifcrf.gov/relatedTerms.jsp?id=870000895&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0000502
https://david.ncifcrf.gov/relatedTerms.jsp?id=380000079&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0006521
https://david.ncifcrf.gov/relatedTerms.jsp?id=300001610&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0090090
https://david.ncifcrf.gov/relatedTerms.jsp?id=300013639&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0060071
https://david.ncifcrf.gov/relatedTerms.jsp?id=300011201&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa03050$Proteasome&termId=550028692&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028692&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0002479
https://david.ncifcrf.gov/relatedTerms.jsp?id=300000782&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0033209
https://david.ncifcrf.gov/relatedTerms.jsp?id=300006308&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR004000
https://david.ncifcrf.gov/relatedTerms.jsp?id=530003283&currentList=0
http://smart.embl.de/smart/do_annotation.pl?DOMAIN=SM00268
https://david.ncifcrf.gov/relatedTerms.jsp?id=790000231&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR020902
https://david.ncifcrf.gov/relatedTerms.jsp?id=530017534&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR004001
https://david.ncifcrf.gov/relatedTerms.jsp?id=530003284&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0070979
https://david.ncifcrf.gov/relatedTerms.jsp?id=300012575&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0005680
https://david.ncifcrf.gov/relatedTerms.jsp?id=380000257&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0051439
https://david.ncifcrf.gov/relatedTerms.jsp?id=300010727&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077061&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077059&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077063&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077048&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880000565&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880000575&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880000571&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR018247
https://david.ncifcrf.gov/relatedTerms.jsp?id=530015347&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR002048
https://david.ncifcrf.gov/relatedTerms.jsp?id=530001691&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR011992
https://david.ncifcrf.gov/relatedTerms.jsp?id=530010249&currentList=0
http://smart.embl.de/smart/do_annotation.pl?DOMAIN=SM00054
https://david.ncifcrf.gov/relatedTerms.jsp?id=790000045&currentList=0
http://www.ncbi.nlm.nih.gov/COG/new/
https://david.ncifcrf.gov/relatedTerms.jsp?id=120000111&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0005509
https://david.ncifcrf.gov/relatedTerms.jsp?id=460001527&currentList=0
http://www.uniprot.org/keywords/?query=Calcium
https://david.ncifcrf.gov/relatedTerms.jsp?id=870000156&currentList=0
http://www.uniprot.org/keywords/?query=Motor%20protein
https://david.ncifcrf.gov/relatedTerms.jsp?id=870000738&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880078004&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0005871
https://david.ncifcrf.gov/relatedTerms.jsp?id=380000394&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR019821
https://david.ncifcrf.gov/relatedTerms.jsp?id=530016689&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR001752
https://david.ncifcrf.gov/relatedTerms.jsp?id=530001453&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0003777
https://david.ncifcrf.gov/relatedTerms.jsp?id=460000366&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0005874
https://david.ncifcrf.gov/relatedTerms.jsp?id=380000397&currentList=0
http://smart.embl.de/smart/do_annotation.pl?DOMAIN=SM00129
https://david.ncifcrf.gov/relatedTerms.jsp?id=790000109&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0007018
https://david.ncifcrf.gov/relatedTerms.jsp?id=300001995&currentList=0

Annotation Cluster 1 Enrichment Score: ? @& ECount P_Valueé Benjamini FDR

(]  UP-KEYWORDS Microtubule RT = 76 6.1E-8 1.9E0 4.8E-7 §'7E'
0 GOTERM_MF_DIRECT ATP-_deD(?nQent microtubule motor activity, RT H 13 1.3E-6 4.6E0 2.9E-5 2.6E-
plus-end-directed 5
E] SlrHRe AR region of interest:Globular RT s 12 1.4E-6 5.1E0 6.0E-5 5.8E
5
(]  CGOTERM_MF_DIRECT microtubule binding RT & 61  9.1E-6 1.7E0 1.8E-4 L 6F
4
GOTERM_BP_DIRECT antigen processing_and presentation of - ’ i 2.0E-
U exogenous peptide antigen via MHC class 1T RT - e o2 A2 Al 1
O GOTERM_BP_DIRECT Estgc;qrade vesicle-mediated transport, Golgi RT - 21 5.2E-2 1.5E0 4.8E-1 411.6E—
Annotation Cluster 22 Enrichment Score: 11.08 P_Value Benjamini
() UPSEQFEATURE domain:AGC-kinase C-terminal RT & 33 215 a0e0 1sen 1P
(O INTERPRO Protein kinase, C-terminal RT & 24 355 soe0 22611 20F
13 11
(O INTERPRO AGC-kinase, C-terminal RT & 33 2% 37e0 16e10 1OF
12 10
() SMART S TK X RT & 32  2.1E-8 2.6E0 5.3E7 +8E

Annotation Cluster 23 Enrichment Score: 11.06 G P_Value Benjamini

J KEGG_PATHWAY T cell receptor signaling_pathway RT u 66 TR gaEy AR
24 23
()  KEGG_PATHWAY Prostate cancer RT = 56 34F 330 s5.09g-18 2:8F
19 18
(]  KEGG_PATHWAY Pancreatic cancer RT & 43 LB 34p0 13814 29
15 15
(]  KEGG_PATHWAY ErbB signaling_pathway RT & 51 225 30e0 2414 LIE
15 14
(]  KEGG_PATHWAY Acute myeloid leukemia RT & 39 235 36p0 24E-14 LIE
15 14
(]  KEGG_PATHWAY Chronic myeloid leukemia RT & a4 325 35p0 3113 LAE
14 13
] KEGG_PATHWAY Endometrial cancer RT n 35 388 3.50  3.3E-12 o
13 12
(]  KEGG_PATHWAY Sl RT & 40 426 3or0 35E2 17E
Glioma 13 12
(]  KEGG_PATHWAY B cell receptor signaling_pathway, RT 41 LU Ry gaEae 0T
12 12
(]  KEGG_PATHWAY VEGF signaling_pathway, RT & 38 10F 35p0 giE-12 3:8F
12 12
(]  KEGG_PATHWAY Prolactin signaling_pathway, RT & 41 388 30p0 27611 13F
12 11
J KEGG_PATHWAY Non-small cell lung_cancer RT & 34 o = 0 B = T R
11 10
(]  KEGG_PATHWAY Fc epsilon RI signaling_pathway, RT & 38 2% 29p0 s.6E-10 27F
11 10
[ IS C SRR Bladder cancer RT & 27 6.4E-  34p0 329 1-5E
10 9
(]  KEGG_PATHWAY Melanoma RT & 37 2269 2.7E0 1.0E-8 +7F
9
(]  KEGG_PATHWAY Sphingolipid signaling_pathway, RT & 52 3.3E9 2260 1.4E-8 O6F
9
(]  KEGG_PATHWAY Renal cell carcinoma RT & 35 3769 2880 1568 %6
(]  KEGG_PATHWAY Central carbon metabolism in cancer RT & 31 4.5E-7 2.5E0 1.6E-6 ;'SE'
(]  KEGG_PATHWAY Choline metabolism in cancer RT & 40 4286 2180 1265 2OF
0 KEGG_PATHWAY Signaling_pathways regulating_pluripotency of RT — 44 71E-4 1.6E0 1.6E-3 7.6E-
stem cells 4
(]  KEGG_PATHWAY Natural killer cell mediated cytotoxicity, RT & 38 2163 1680 4563 21F
Annotation Cluster 24 Enrichment Score: 11.05 G ‘P_Value : Benjamini |
0O UP_SEQ_FEATURE I|p|d.m0|ety—b|nd|ng region:N-myristoyl RT - 57 6.6E- 3.3E0 5.8E-16 5.5E-
glycine 18 16
()  UPKEYWORDS Myristate RT 72 255 25e0 276413 f'BlE'
()  UP-KEYWORDS Lipoprotein RT  mm 153 4.0E-3 1.2E0 1.982 1-°F
Lipoprotein RT 5

Enrichment Score: 9.95 @ ‘P_Value : Benjamini :

(J CONERMEBESRnET negative regulation of protein kinase activity RT ™ 53 f'60E' 3.2E0 9.7E-14 ?fE'
(]  GOTERM_MF_DIRECT protein kinase inhibitor activity RT & 32 29% 37e0 14610 PF
E] GOTERM_BP_DIRECT negative regulation of JAK-STAT cascade RT ™ 25 1.0E-9 3.7E0 1.0E-7 ;'OE_
(]  CGOTERM_BP_DIRECT cytokine-mediated signaling_pathway, RT & 41 7985 1980 2663 2°F

Enrichment Score: 9.83 Benjamini

4.9E-

E] P L Chagas disease (American trypanosomiasis) RT = 58 16 2.9E0 5.7E-15 §'57E_
(]  KEGG_PATHWAY Toxoplasmosis RT & s 125 2760 13613 308
()  KEGG_PATHWAY Toll-like receptor signaling_pathway RT & a9 725 24p0 3469 OF



http://www.uniprot.org/keywords/?query=Microtubule
https://david.ncifcrf.gov/relatedTerms.jsp?id=870000708&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0008574
https://david.ncifcrf.gov/relatedTerms.jsp?id=460001830&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880082577&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0008017
https://david.ncifcrf.gov/relatedTerms.jsp?id=460001558&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0019886
https://david.ncifcrf.gov/relatedTerms.jsp?id=300004779&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0006890
https://david.ncifcrf.gov/relatedTerms.jsp?id=300001908&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880076530&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR017892
https://david.ncifcrf.gov/relatedTerms.jsp?id=530015079&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR000961
https://david.ncifcrf.gov/relatedTerms.jsp?id=530000783&currentList=0
http://smart.embl.de/smart/do_annotation.pl?DOMAIN=SM00133
https://david.ncifcrf.gov/relatedTerms.jsp?id=790000113&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa04660$T%20cell%20receptor%20signaling%20pathway&termId=550028762&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028762&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa05215$Prostate%20cancer&termId=550028865&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028865&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa05212$Pancreatic%20cancer&termId=550028862&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028862&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa04012$ErbB%20signaling%20pathway&termId=550028702&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028702&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa05221$Acute%20myeloid%20leukemia&termId=550028871&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028871&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa05220$Chronic%20myeloid%20leukemia&termId=550028870&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028870&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa05213$Endometrial%20cancer&termId=550028863&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028863&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa05214$Glioma&termId=550028864&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028864&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa04662$B%20cell%20receptor%20signaling%20pathway&termId=550028763&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028763&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa04370$VEGF%20signaling%20pathway&termId=550028741&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028741&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa04917$Prolactin%20signaling%20pathway&termId=550028793&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028793&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa05223$Non-small%20cell%20lung%20cancer&termId=550028873&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028873&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa04664$Fc%20epsilon%20RI%20signaling%20pathway&termId=550028764&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028764&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa05219$Bladder%20cancer&termId=550028869&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028869&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa05218$Melanoma&termId=550028868&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028868&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa04071$Sphingolipid%20signaling%20pathway&termId=550028714&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028714&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa05211$Renal%20cell%20carcinoma&termId=550028861&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028861&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa05230$Central%20carbon%20metabolism%20in%20cancer&termId=550028874&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028874&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa05231$Choline%20metabolism%20in%20cancer&termId=550028875&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028875&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa04550$Signaling%20pathways%20regulating%20pluripotency%20of%20stem%20cells&termId=550028750&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028750&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa04650$Natural%20killer%20cell%20mediated%20cytotoxicity&termId=550028761&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028761&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880079285&currentList=0
http://www.uniprot.org/keywords/?query=Myristate
https://david.ncifcrf.gov/relatedTerms.jsp?id=870000752&currentList=0
http://www.uniprot.org/keywords/?query=Lipoprotein
https://david.ncifcrf.gov/relatedTerms.jsp?id=870000660&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0006469
https://david.ncifcrf.gov/relatedTerms.jsp?id=300001575&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0004860
https://david.ncifcrf.gov/relatedTerms.jsp?id=460001153&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0046426
https://david.ncifcrf.gov/relatedTerms.jsp?id=300009497&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0019221
https://david.ncifcrf.gov/relatedTerms.jsp?id=300004501&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa05142$Chagas%20disease%20(American%20trypanosomiasis)&termId=550028840&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028840&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa05145$Toxoplasmosis&termId=550028843&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028843&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa04620$Toll-like%20receptor%20signaling%20pathway&termId=550028755&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028755&currentList=0

Annotation Cluster 1

Enrichment Score: ?

ECount P_Value

: Benjamini : FDR

[J KEGG_PATHWAY Leishmaniasis RT & 32 2.0E-6 2.3E0 6.3E-6 g'OE'
(]  KEGCG_PATHWAY Pertussis RT & 32 8.0E-6 2.2E0 2.3e-5 1-1E
5

Annotation Cluster 27 Enrichment Score: 9.7 P_Value Benjamini
= otor protein RT - Il . .7E- il
()  UP_KEYWORDS Motor protei R s 385 43 77e35 SO
()  UP_KEYWORDS Myosin RT  : sa LSBT como oapogy L8E

/osin 28 27
yosin head, motor domain RT ™ il . .3E- il
(J INTERPRO Myosin head domai RT 3¢ 395 s3e0 33618 3JF
B2 myosin complex RT ™ ol . .2E- ST
()  GOTERM_CC_DIRECT Josi 3 R 33 52 4gey q2e 37
(] UP-SEQFEATURE domain:Myosin head-like RT & 31 féOE' 5.7E0  2.8E-17 f'77E'
()  GOTERM_MF_DIRECT motor activity RT & 41 1'53E' 3760 6.56-14 3 fE'
(] SMART MYSc RT & 34 198 go5rp 75e13 68E
14 13

(O INTERPRO IQ motif, EF-hand binding_site RT & a3 25% 34p0 15e-10 o
O GOTERM_MF_DIRECT microfilament motor activity RT n 18 ‘11'13E_ 5.4E0 1.5E-9 é'BE'
(]  UPKEYWORDS Muscle protein RT & 32 4% 3se0 4310 35
(] UP-SEQFEATURE region of interest:Actin-binding RT & 21 ff’E' 4.9E0 3.6E-9 3'4E'
()  UPKEYWORDS Calmodulin-binding RT @& ss 925 2s5e0 s7e-10 S8F
(O INTERPRO Myosin, N-terminal, SH3-like RT & 15 19 e2e0 43e0 F
(O INTERPRO Myosin-like 1Q motif-containing_domain RT & 17 125 sse0 soeo  3OF
O el a2 muscle myosin complex RT u 15 41168E— 6.0E0 1.9E-8 é'GE_
() UP-SEQFEATURE domain:1Q RT & 28 2.7E-8 3.1E0 1.56-6 é"‘E'
() INTERPRO Myaosin tail RT & 15 4168 4980 13e6 IF
(]  COTERM_MF_DIRECT calmodulin binding RT & 60  6.66-7 1980 1665 LOF
(]  UPKEYWORDS Actin-binding RT = 71 1166 180 8266 O3F
()  GOTERM_CC_DIRECT myosin filament RT & 12 296-6 4.8E0 64E5 /T
(] SMART 10 RT & 29 556-6 2.3E0 9665 o7F
(] UPSEQFEATURE domain:IQ 1 RT & 16 2365 3380 7984 OF
() UPSEQFEATURE domain:IQ 2 RT & 16 2365 3380 7984 OF
(]  UP-KEYWORDS Thick filament RT i 11 3165 4460 19e4 OF
() UP-SEQFEATURE domain:1Q 3 RT & 12 9.8E-5 3.7E0 3.0E-3 §.9E—
()  ©OTERM_BP_DIRECT actin filament-based movement RT & 11 1.1E-4 3.8E0 3.5E-3 §'4E'
() UP-SEQFEATURE domain:1Q 4 RT & 9 5.2E-4 4.1E0 1.4E-2 ;'4E'
(]  KEGG_PATHWAY Tight junction RT & 30 1363 180 2863 13
() UP-SEQFEATURE domain:1Q 5 RT i 6 1.4E-2 3.7E0 2.7E-1 f'GE'
()  ©OTERM_BP_DIRECT muscle contraction RT & 27 3.E-2 1.5E0 3.4E-1 f'-”E'
(] UP-SEQFEATURE domain:1Q 6 RT i 8 3.3E-1 2.6e0 1.0e0 J-6F

Annotation Cluster 28

Enrichment Score: 9.43

P_Value Benjamini

0 GOTERM_BP_DIRECT termlna_1t|c_>n of RNA polymerase II RT — 42 3.7E- 3.9E0 8.4E-15 8.1E-
transcription 17 15
(]  CGOTERM_BP_DIRECT mRNA 3'-end processing RT & 35 155 aie0 24613 2R
(]  GOTERM_BP_DIRECT RNA export from nucleus RT & 27 16E7 2980 1iE5 LM
(]  KEGG_PATHWAY MRNA surveillance pathway RT & 36 1465 2160 3865 8%
(]  GOTERM_BP_DIRECT mRNA export from nucleus RT & 34 6.1E-5 2080 2.3 2O0F

Annotation Cluster 29

Enrichment Score: 8.93 'P_Value | ' Benjamini |

() UP-SEQFEATURE repeat:ANK 6 RT = 83 g'ZSE' 5.7E0 1.1E-49 iéOE'
() UP-SEQFEATURE repeat:ANK 7 RT =& 55 gése- 5.9E0  5.0E-34 ;‘fE'
() UP-SEQFEATURE repeat:ANK 8 RT & 41 §'73E' 6.1E0 1.5E-25 §'55E'
()  UP_SEQFEATURE repeat:ANK 9 RT & 36 2% 6.0E0 1.0E-21 g'st'
() UP-SEQFEATURE repeat:ANK 10 RT & 26 A= G ey DO

17 15


https://david.ncifcrf.gov/kegg.jsp?path=hsa05140$Leishmaniasis&termId=550028839&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028839&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa05133$Pertussis&termId=550028837&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028837&currentList=0
http://www.uniprot.org/keywords/?query=Motor%20protein
https://david.ncifcrf.gov/relatedTerms.jsp?id=870000738&currentList=0
http://www.uniprot.org/keywords/?query=Myosin
https://david.ncifcrf.gov/relatedTerms.jsp?id=870000750&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR001609
https://david.ncifcrf.gov/relatedTerms.jsp?id=530001330&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0016459
https://david.ncifcrf.gov/relatedTerms.jsp?id=380000688&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880078269&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0003774
https://david.ncifcrf.gov/relatedTerms.jsp?id=460000365&currentList=0
http://smart.embl.de/smart/do_annotation.pl?DOMAIN=SM00242
https://david.ncifcrf.gov/relatedTerms.jsp?id=790000205&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR000048
https://david.ncifcrf.gov/relatedTerms.jsp?id=530000036&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0000146
https://david.ncifcrf.gov/relatedTerms.jsp?id=460000026&currentList=0
http://www.uniprot.org/keywords/?query=Muscle%20protein
https://david.ncifcrf.gov/relatedTerms.jsp?id=870000746&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880081738&currentList=0
http://www.uniprot.org/keywords/?query=Calmodulin-binding
https://david.ncifcrf.gov/relatedTerms.jsp?id=870000162&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR004009
https://david.ncifcrf.gov/relatedTerms.jsp?id=530003289&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR027401
https://david.ncifcrf.gov/relatedTerms.jsp?id=530023238&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0005859
https://david.ncifcrf.gov/relatedTerms.jsp?id=380000387&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077900&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR002928
https://david.ncifcrf.gov/relatedTerms.jsp?id=530002404&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0005516
https://david.ncifcrf.gov/relatedTerms.jsp?id=460001529&currentList=0
http://www.uniprot.org/keywords/?query=Actin-binding
https://david.ncifcrf.gov/relatedTerms.jsp?id=870000032&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0032982
https://david.ncifcrf.gov/relatedTerms.jsp?id=380001186&currentList=0
http://smart.embl.de/smart/do_annotation.pl?DOMAIN=SM00015
https://david.ncifcrf.gov/relatedTerms.jsp?id=790000009&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077901&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077912&currentList=0
http://www.uniprot.org/keywords/?query=Thick%20filament
https://david.ncifcrf.gov/relatedTerms.jsp?id=870001059&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077923&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0030048
https://david.ncifcrf.gov/relatedTerms.jsp?id=300005154&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077934&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa04530$Tight%20junction&termId=550028748&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028748&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077938&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0006936
https://david.ncifcrf.gov/relatedTerms.jsp?id=300001939&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077939&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0006369
https://david.ncifcrf.gov/relatedTerms.jsp?id=300001506&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0031124
https://david.ncifcrf.gov/relatedTerms.jsp?id=300005523&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0006405
https://david.ncifcrf.gov/relatedTerms.jsp?id=300001530&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa03015$mRNA%20surveillance%20pathway&termId=550028686&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028686&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0006406
https://david.ncifcrf.gov/relatedTerms.jsp?id=300001531&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880086323&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880086324&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880086325&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880086326&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880086299&currentList=0

Annotation Cluster 1 Enrichment Score: ? @ ECount P_Valueé Benjamini FDR

() UP-SEQFEATURE repeat:ANK 11 RT & 23 %2F e3p0 soe-14 155
()  UP-SEQFEATURE repeat:ANK 12 RT & 16 125 610 10e8 OF
() UP-SEQFEATURE repeat:ANK 13 RT & 13 29E-8 590 156-6 %
[J UP-SEQFEATURE repeat:ANK 14 RT & 13 2.9E-8 5.9E0 1.5E-6 é'SE'
() UP-SEQFEATURE repeat:ANK 15 RT & 13 29E-8 590 156-6 %
[J UP-SEQFEATURE repeat:ANK 16 RT & 11 8.5E-7 5.8E0 3.6E-5 g'SE'
(]  YP-SEQ_FEATURE repeat:ANK 17 RT & 10 4.5E-6 5.7E0 1.8E-4 ‘1"7E'
(]  YP-SEQ_FEATURE repeat:ANK 18 RT & 10 4.5E-6 5.7E0 1.8E-4 ‘1"7E'
(]  YP-SEQ_FEATURE repeat:ANK 19 RT & 10 4.5E-6 5.7E0 1.8E-4 ‘1"7E'
(]  VYP-SEQ_FEATURE repeat:ANK 20 RT & 9 2.3E-5 5.6E0  7.9E-4 Z'sE'
(]  VYP-SEQ_FEATURE repeat:ANK 21 RT & 9 2.3E-5 5.6E0  7.9E-4 Z'sE'
(]  VYP-SEQ_FEATURE repeat:ANK 22 RT & 8 1.2E-4 5.5E0 3.5E-3 §'4E'
(]  VYP-SEQ_FEATURE repeat:ANK 23 RT & 8 1.2E-4 5.5E0 3.5E-3 §'4E'
()  VYP-SEQ_FEATURE repeat:ANK 24 RT i 6 2.6E-3 5.1E0 6.2E-2 S'OE'
(]  VYP-SEQ_FEATURE repeat:ANK 25 RT i 5 1.1E-2 4.9E0 2.2E-1 f'lE'
(]  VYP-SEQ_FEATURE repeat:ANK 26 RT i 3 5.8E-2 6.8E0 8.4E-1 ?'1E'
(]  VYP-SEQ_FEATURE repeat:ANK 27 RT i 3 5.8E-2 6.8E0 8.4E-1 ?'1E'
(J GOTERM_BP_DIRECT protein targeting_to plasma membrane RT u 9 5.9E-2 2.0E0 5.2E-1 E'OE'
() INTERPRO ZUs RT i 4 3.0E-1 2.1E0 1.0EO ?'1E'
() SMART DEATH RT & 9 3.4E-1 1.4E0 1.0E0 ?'1E'
() UP-SEQFEATURE domain:ZU5 RT i 3 3.9E-1 2.3E0 1.0EO ?'6E'
() SMART ZUs RT i 3 6.9E-1 1.4E0 1.0EO ?'1E'
(]  GOTERM_MF_DIRECT cytoskeletal adaptor activity RT i 3 7.8E-1 1.1E0 1.0e0 S9F

Annotation Cluster 30 Enrichment Score: 8.33 P_Value Benjamini

[ I EECSHERINRE domain:BTB RT = 58 f'31E' 2.7E0 1.5E-11 1'15E'
() 'NTERPRO BTB/POZ-like RT = e 1.26-9 2.2E0 4.5E-8 g'lE'
() 'NTERPRO BTB/POZ fold RT = 65 1.96-9 2.1E0 6.7E-8 g'lE'
w BTB RT = 63  9.5E-4 1.560 1.2E-2 ;'IE'
Enrichment Score: 8 @ P_Value Benjamini
RS Estrogen signaling_pathway RT = 58 1'78'5' 3.0E0 2.4E-16 1 '61E'
(]  KEGG_PATHWAY Chemokine signaling_pathway, RT & 68 4268 1980 1ee7 [OF
[ R ECEsu A Melanogenesis RT & 41 1.1E-6 2.1E0 3.8E-6 (15'8'5'
()  KEGG_PATHWAY Cholinergic synapse RT =& 42 B8.8E-6 2.0E0 2.5E-5 é'ZE'
RS cAMP signaling pathway RT = 64 1.3E-5 1.7E0 3.5E-5 2'7'5'

Enrichment Score: 7.87 P_Value Benjamini
O UP_KEYWORDS Viral nucleoprotein RT g 20 beE' 4.9E0 2.0E-9 é'SE'
O OOl viral nucleocapsid RT " 20 ?bSE' 4.5E0 3.1E-8 §'8E'
Q) YP-KEYWORDS Virion RT & 20 1465 2080 8565 oOF
Enrichment Score: 7.86 @ P_Valueé Benjamini
(]  KEGCG_PATHWAY Chronic myeloid leukemia RT & 44 ffE' 3.2E0 3.1E-13 1'34E'
= mall cell lung_cancer RT ™ .OE- . .0E- T
()  KEGG_PATHWAY Small cell | RT 35 7066 2160 2065 oF
0 BIOCARTA Influe.n_ce of Ras and Rho proteins on G1 to S RT - 21 1.1E-5 2.4E0 5.6E-4 4.0E-
Transition 4
Enrichment Score: 7.48 Benjamini
(O INTERPRO Tubulin/FtsZ, C-terminal RT & 20 385 s4p0 20610 18F
12 10
(O INTERPRO Tubulin, C-terminal RT & 20 385 s4p0 20610 18F
12 10
(O INTERPRO Tubulin, conserved site RT & ZORNE PRI EETO



https://david.ncifcrf.gov/relatedTerms.jsp?id=880086300&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880086301&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880086302&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880086303&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880086304&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880086305&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880086306&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880086307&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880086308&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880086311&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880086312&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880086313&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880086314&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880086315&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880086316&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880086317&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880086318&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0072661
https://david.ncifcrf.gov/relatedTerms.jsp?id=300013345&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR000906
https://david.ncifcrf.gov/relatedTerms.jsp?id=530000739&currentList=0
http://smart.embl.de/smart/do_annotation.pl?DOMAIN=SM00005
https://david.ncifcrf.gov/relatedTerms.jsp?id=790000004&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880079183&currentList=0
http://smart.embl.de/smart/do_annotation.pl?DOMAIN=SM00218
https://david.ncifcrf.gov/relatedTerms.jsp?id=790000182&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0008093
https://david.ncifcrf.gov/relatedTerms.jsp?id=460001580&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880076678&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR000210
https://david.ncifcrf.gov/relatedTerms.jsp?id=530000162&currentList=0
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Enrichment Score: ? Benjamini FDR

ECount P_Value

nugleotide-excision repair, DNA incision, 3'-to RT 5 11 2.5E-3 2.8E0 5.0E-2 4.8E-
lesion 2
nucleotide-excision repair RT & 11 1461 1660 831 SOF
Enrichment Score: 4.66 P_Value Benjamini
. . - 9.1E-
Biological rhythms RT ™ 40 1.7E-6 2.2E0 1.2E-5 6
regulation of circadian rhythm RT & 21 6.3E-5 2.50 2.1E-3 g'OE'
rhythmic process RT & 57 9.6E-5 2.4E0 3.1E-3 g'OE'
Enrichment Score: 4.65 P_Value Benjamini
gene expression RT ™ 31 1'28E' 3.8E0 2.6E-10 %E)SE'
DNA-directed RNA polymerase II, core RT - 14 1.4E-7 4.9E0 3.7E-6 3.3E-
complex 6
7-methylguanosine mRNA capping RT & 20 1.4E-7 3.6E0 1.0E-5 2'7'5'
positive regulation of viral transcription RT i 18 4.6E-7 3.7E0 2.9E-5 E'SE'
Pyrimidine metabolism RT & 41 1.5E-6 2.1E0  4.9E-6 5'3'5'
DNA-directed RNA polymerase RT & 19 2.4E-6 3.3E0 1.6E-5 é'ZE'
- 5.1E-
RNA polymerase RT n 19 3.6E-6 3.1E0 1.1E-5 6
transcription initiation from RNA polymerase I RT - 18 5.3E-6 3.2E0 2.5E-4 2.4E-
promoter 4
transcription elongation from RNA polymerase RT - 17 5.6E-6 3.4E0 2.6E-4 2.5E-
I promoter 4
termination of RNA polymerase I transcription RT i 17 9.7E-6 3.2E0 4.2E-4 Z'OE'
DNA-directed RNA polymerase activity, RT & 19 1.2E-5 3.0E0 2.2E-4 i'OE'
RNA polymerase I activity RT & 10 1.4E-5 5.0E0 2.6E-4 i'3E'
transcription elongation from RNA polymerase RT - 32 1.4E-5 2.2E0 5.8E-4 5.6E-
IT promoter 4
RNA polymerase II activity RT & 9 2.0E-5 5.4E0 3.5E-4 2'2E'
DNA-directed RNA polymerase I complex RT & 10 2.3E-5 4.9E0 3.8E-4 2'3E'
positive_ regulation of type I interferon RT - 21 1.2E-4 2.4E0 3.7E-3 3.6E-
production 3
transcription initiation from RNA polymerase RT — 44 2.9E-4 1.7E0  8.0E-3 7.7E-
II promoter 3
snRNA transcription from RNA polymerase II RT - 24 8.1E-4 2.0E0 1.9E-2 1.9E-
promoter 2
po_sitive requlation of gene expression, RT H 22 8.6E-4 2.1E0 2.0E-2 2.0E-
epigenetic 2
transcription from RNA polymerase III RT - 14 1.8E-3 2.5E0 3.7E-2 3.5E-
promoter 2
gene silencing_by RNA RT & 31 4.7E-3 1.7E0 8.3E-2 g'OE'
DNA-directed RNA polymerase III complex ~ RT & 8 2.1E-2 2.7E0 1.3E-1 1'1'5'
RNA polymerase III activity RT & 8 2.1E-2 2.6E0 1.4E-1 1'2'5'
Cytosolic DNA-sensing_pathway RT & 19 5.4E-2 1.5E0 9.5E-2 §'4E'
Enrichment Score: 4.63 P_Value Benjamini
Purine metabolism RT & 67 8.4E-9 2.0E0 3.4E-8 é'sE'
Pyrimidine metabolism RT & 41 1.5E-6 2.1E0  4.9E-6 §'3E'
Metabolic pathways RT - 98 1.0EO0 4.2E-1 1.0EO 1.0EO0
Enrichment Score: 4.62 : P_Value Benjamini
DNA synthesis involved in DNA repair RT & 20 5.1E-7 3.4E0 3.0E-5 §'9E'
strand displacement RT & 15 1.9E-5 3.4E0 7.3E-4 Z'OE'
Homologous recombination RT & 14 1.5E-3 2.5E0 3.2E-3 §'5E'
Enrichment Score: 4.49 P_Value Benjamini
Heat shock protein 70 family RT & 12 1.4E-6 5.0E0 3.5E-5 g'ZE'
Heat shock protein 70, conserved site RT s 12 1.4E-6 5.0E0 3.5E-5 g'ZE'
response to unfolded protein RT s 14 1.8E-2 2.0E0 2.2E-1 f'lE'
Enrichment Score: 4.46 P_Value Benjamini
. . - 8.4E- 8.8E-
Gap junction RT ™ 60 23 3.5E0 1.9E-21 2
adenylate cyclase activity RT s 19 1'37E_ 6.0E0  7.5E-12 ?'27E_
- 4.0E- 1.9E-
Adenylyl cyclase class-3/4/guanylyl cyclase RT n 18 5.9E0 2.0E-10
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Enrichment Score: ?

Adenylyl cyclase class-3/4/guanylyl cyclase,
conserved site

GnRH signaling_pathway

Vascular smooth muscle contraction

CYCc

cAMP biosynthesis

Inflammatory mediator regulation of TRP
channels

Regulation of lipolysis in adipocytes

cyclic nucleotide biosynthetic process

Melanogenesis

Adrenergic signaling_in cardiomyocytes

activation of protein kinase A activity

metal ion-binding site:Magnesium 2; via
carbonyl oxygen

Cholinergic synapse

Gastric acid secretion

phosphorus-oxygen lyase activity

Dopaminergic synapse

metal ion-binding site:Magnesium 1

Circadian entrainment

metal ion-binding site:Magnesium 2

cAMP biosynthetic process

renal water homeostasis

cellular response to glucagon stimulus

cellular response to forskolin

Adenylate cyclase-like

Thyroid hormone synthesis

Endocrine and other factor-regulated calcium
reabsorption

Aldosterone synthesis and secretion

Salivary secretion

Retrograde endocannabinoid signaling

Glutamatergic synapse

adenylate cyclase-inhibiting G-protein coupled

receptor signaling_pathway

Ovarian steroidogenesis

cAMP-mediated signaling

GABAergic synapse

activation of adenylate cyclase activity

Pancreatic secretion

Insulin secretion

Calcium signaling_pathway

Dilated cardiomyopathy

adenylate cyclase-activating_G-protein
coupled receptor signaling_pathway

Morphine addiction

Bile secretion

Serotonergic synapse

Taste transduction

Enrichment Score: 4.45
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Annotation Cluster 1 Enrichment Score: ? ECount P_Value

: Benjamini : FDR

iChange
(] SMART H2B RT & 12 1982 2060 1661 4F
(] SMART H2A RT & 12 3.6E-2 1.9E0 2.6E-1 §'3E'
Enrichment Score: 3.98 : Benjamini
() UP-SEQFEATURE domain:SOCS box RT 20 2.9E-7 3.6E0 1.3E-5 é"”E'
O INTERPRO SOCS protein, C-terminal RT 20 2.1E-6  3.2E0  5.2E-5 28
5
() SMART SM00969 RT 20 9.3E-4 2.1E0 1.2E-2 ;'IE'
() SMART s0Cs RT 8 206-1 1660 85e-1 1 7F
Annotation Cluster 65 Enrichment Score: 3.89 P_Value el Benjamini
iChange
0 GOTERM_BP_DIRECT p_ositive regulation of telomere maintenance RT 22 1.1E-9 4.1E0 1.1E-7 1.0E-
via telomerase 7
0 GOTERM_BP_DIRECT positive regulation of telomerase RNA RT 12 2.9E-6 4.7E0  1.2E-4 =
localization to Cajal body — ' ' ' 4
() INTERPRO Chaperonin Cpn60/TCP-1 RT 12 3766 46E0 8365 [°F
5
) R GroEL-like apical domain RT 12 3766 4660 83E5 [OF
5
() INTERPRO GroEL-like equatorial domain RT 11 1.6E-5 4.580 3.1E-4 29F
4
0 GOTERM_BP_DIRECT pogltlve regulation of protein localization to RT 8 2.7E-5 5.9E0 9.7E-4 9.3E-
Cajal body 4
(]  CGOTERM_CC_DIRECT chaperonin-containing_T-complex RT 8 6.4E-5 5.6E0 8.7E-4 /6F
4
() GOl zona pellucida receptor complex RT 8 6.4E-5 5.6E0 8.7E-4 7482
4
() INTERPRO Chaperonin TCP-1, conserved site RT 8 7.56-5 5560 1.36-3 L2F
3
0 GOTERM_BP_DIRECT positive regulation of establishment of protein RT 8 1.0E-4 5.3E0 3.2E-3 3.1E-
localization to telomere = ' ' ’ 3
0 INTERPRO E:_ng_elr)one tailless complex polypeptide 1 RT 9 1.2E-4 4.6E0 1.9E-3 é.7E-
() INTERPRO TCP-1-like chaperonin intermediate domain ~ RT 9 1264 4680 1963 L7F
(]  GOTERM_BP_DIRECT toxin transport RT 11 7.0-2 1.880 5.86-1 2°F
1
() (Sl B s scaRNA localization to Cajal body RT 3 1.3E-1 4.4E0 8.2E-1 JLElE
1
()  ©GOTERM_BP_DIRECT binding_of sperm to zona pellucida RT 9 2.3E-1 1.5e0 1.0e0  2-6F
1
(]  GOTERM_MF_DIRECT protein binding involved in protein folding ~ RT 4 4361 1760 10e0  OOF
Annotation Cluster 66 Enrichment Score: 3.85 Benjamini
O GOTERM_CC_DIRECT precatalytic spliceosome RT 17 6.6E-8 4.3E0 1.9E-6 é'7E'
(]  GOTERM_CC_DIRECT U2 snRNP RT 15  8.3E-8 4.8E0 2.3E-6 é'OE'
()  GOTERM_CC_DIRECT U4/U6 x US tri-snRNP complex RT 15 1.1E-6 4.1E0 2.6E-5 §'3E'
O GOTERM_CC_DIRECT U1l2-type spliceosomal complex RT 16 1.2E-6 3.9E0 2.7E-5 §'4E'
O INTEREES Ribonucleoprotein LSM domain RT 14 2.7E-6 4.1E0 6.5E-5 g.OE—
O GOTERM_BP_DIRECT spliceosomal complex assembly RT 16 3.0E-6 3.6E0 1.5E-4 i'SE'
() 'NTERPRO Like-Sm (LSM)_domain RT 14 2165 3680 3964
(]  GOTERM_CC_DIRECT U5 snRNP RT 11 6.1E-5 4.1E0 8.7E-4 Z'6E'
O GOTERM_CC_DIRECT small nuclear ribonucleoprotein complex RT 11 6.1E-5 4.1E0 8.7E-4 Z'GE'
(] BIOCARTA Spliceosomal Assembly RT 13 6.4E-5 2.8E0 1.4E-3 é'OE'
(]  GOTERM_MF_DIRECT U1 snRNP binding RT 7 1.3E-4 6.0E0 1.9E-3 §'7E'
(]  GOTERM_CC_DIRECT U1 snRNP RT 11 2.1E-4 3.7E0 2.5E-3 §'2E'
() SMART Sm RT 14 31e4 2760 443 38
(]  GOTERM_CC_DIRECT U4 snRNP RT 8 4.3E-4 4.6E0 4.7E-3 ‘3"1E'
(]  GOTERM_CC_DIRECT methylosome RT 8 9.0E-4 4.2E0 9.1E-3 g'OE'
(]  GOTERM_BP_DIRECT histone mRNA metabolic process RT 8 1.4E-3 3.9E0 3.0E-2 §'9E'
O GOTERM_CC_DIRECT spliceosomal tri-snRNP complex RT 5 2.7E-3 6.4E0 2.5E-2 §.2E—
O OOl pICIn-Sm protein complex RT 5 7.0E-3 5.3E0 5.3E-2 ;'7E_
O GOTERM_BP_DIRECT spliceosomal snRNP assembly RT 11 1.3E-2 2.3E0 1.8E-1 1'7E_
(]  GOTERM_BP_DIRECT nuclear import RT 7 6.9E-2 2.3E0 5.8E-1 E'SE'
()  GOTERM_CC_DIRECT U7 SnRNP RT 4 8.3E-2 3.6E0 4.0E-1 °F
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Annotation Cluster 1 Enrichment Score: ? ECount P_Valueé Benjamini FDR

(J SIS (e IR SMN-Sm protein complex RT 1 6 1.28-1 2.2E0  4.9E-1 1

Annotation Cluster 67 Benjamini

Enrichment Score: 3.79 P_Value

D GOTERM_BP_DIRECT regulation of cellular amino acid metabolic RT 26 1.2E-7 3.0E0 8.3E-6 8.0E-
process 6
0 GOTERM_CC_DIRECT proteasome regulatory particle, base RT 11 4.4E-7 5.860 1.1g-5 2-9E
subcomplex 6
E] el a2 proteasome accessory complex RT 12 7.0E-6 4.5E0 1.3E-4 i'lE_
O el a2 nuclear proteasome complex RT 8 1.6E-5 6.4E0 2.7E-4 ‘21'4E_
O el a2 proteasome regulatory particle RT 9 3.9E-5 5.2E0 6.2E-4 2.5E-
GOTERM_BP_DIRECT antigen processing_and presentation of 4 .1E-
E] exogenous peptide antigen via MHC class I, RT 24 1.4E-4 2.3E0 4.3E-3 3'
TAP-dependent
O COLERNRCe DY cytosolic proteasome complex RT 8 1.8E-4 5.1E0 2.2E-3 g'OE'
m  LE 26S proteasome subunit P45 RT 6 5.7E-4 6.2E0 7.8E-3 Z'lE'
()  CGOTERM_MF_DIRECT proteasome-activating ATPase activity, RT 6 6.86-4 6.0E0 7.86-3 [OF
(]  GOTERM_MF_DIRECT TBP-class protein binding RT 11 1063 3.1E0 1iE2  3°F
0 GOTERM_BP_DIRECT positive regulation of RNA polymerase II RT 7 1.2E-3 4.6E0 2.8E-2 2.7E-
transcriptional preinitiation complex assembly = ' ' ’ 2
(]  CGOTERM_BP_DIRECT protein catabolic process RT 16 196-3 230 4082 5O
0 GOTERM_BP_DIRECT Dositive_ regulation of proteasomal protein RT 8 1.1E-2 3.0E0 1.5E-1 1.5E-
catabolic process 1
0 GOTERM_BP_DIRECT ER-assc_>ciated ubiquitin-dependent protein RT 15 1.2E-1 1.5E0 8.2E-1 7.8E-
catabolic process 1

Annotation Cluster 68 Enrichment Score: 3.72 P_Value Benjamini
0 INTERPRO Tyrosine-protein kinase, receptor class V, RT 14 5.8E- 6.2E0 2.2E-8 2.0E-
conserved site — 10 ' ’ 8
() INTERPRO Ephrin receptor ligand binding_domain RT 14 385 eop0 2288 2OF
UJ INTERPRO Tyrosine-protein kinase, ephrin receptor RT 14 beE' 6.2E0 2.2E-8 é'OE'
()  PIR_SUPERFAMILY tyrosine-protein kinase, ephrin receptor type RT 14 2.5E-9 5.4E0 4.9E-7 ;"SE'
O SMART EPH_lbd RT 14 1367 41E0 2686 0T
()  GOTERM_MF_DIRECT ephrin receptor activity RT 11 1667 6.0E0 4286 %
0 INTERPRO Tyrosine-protein kinase ephrin type A/B RT 15 5.9E-6 3.7E0  1.2E-4 IISIES
receptor-like 4
UJ GOTERM_BP_DIRECT ephrin receptor signaling_pathway RT 32 1.4E-5 2.2E0 5.8E-4 i'sE'
() UPSEQFEATURE domain:SAM RT 26 2484 2180 7083 %%
(O INTERPRO Sterile alpha motif domain RT 30 2764 2080 4083 3OF
(O INTERPRO Sterile alpha motif/pointed domain RT 34 6.7E-4 1.8E0 9.0E-3 §.2E—
(J SMART SM01411 RT 15 7.6E-4 2.4E0 1.0E-2 g'lE'
O GOTERM_MF_DIRECT transmembrane-ephrin receptor activity RT 6 9.2E-3 4.0E0 7.5E-2 g'7E'
U INTERPRO Galactose-binding_domain-like RT 23 9.2E-3 1.7E0  9.2E-2 §'4E'
()  GOTERM_MF_DIRECT GPI-linked ephrin receptor activity RT 5 1862 4380 1261 IE
()  UPSEQFEATURE short sequence motif:PDZ-binding RT 19 2862 1760 4961 OF
(J SMART SAM RT 28 81E2 13t0 4761 17F
O UP_SEQ_FEATURE compositionally biased region:Cys-rich RT 30 1.2E-1 1.3E0 1.0EO ?'6E'
(]  YP-SEQ_FEATURE domain:Fibronectin type-I1T 2 RT 25 1.6E-1 1.3E0 1.0EO ?'SE'
C] UP_SEQ_FEATURE domain:Fibronectin type-III 1 RT 25 1.7E-1 1.3E0 1.0EO ?'6E_
0 INTERPRO Insul_in—like growth factor binding_protein, N- RT 27 2.3E-1 1.2E0  1.0EO CBIES
terminal 1
() 'NTERPRO Fibronectin, type 111 RT 38 2.7E-1 1.1E0  1.0EO ?'1'5'
W SRR FN3 RT & 30 9.56-1 8.1E-1 1.0E0 ?'SE'
Annotation Cluster 69 Enrichment Score: 3.68 @ P_Value Benjamini
BIOCARTA Multiple antiapoptotic pathways from IGF-1R = ’ i 1.0E-
U signaling_lead to BAD phosphorylation RT L LS SRS B 3
() BIOCARTA Regulation of BAD phosphorylation RT & 19 14E-4 2280 2463 L7F
0 BIOCARTA ;l;a:aslcsnptlon factor CREB and its extracellular RT - 18 1.1E-3 2.0E0 1.1E-2 ;.7E—
Annotation Cluster 70 Enrichment Score: 3.67 P_Value Fold Benjamini
: Change !
dJ GOTERM_MF_DIRECT phosphoprotein phosphatase activity RT " 26 3.7E-9 3.4E0 1.1E-7 Lo
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Annotation Cluster 1 Enrichment Score: ? ECount P_Valueé Benjamini FDR

INTERPRO Serine/threonirje-specific protein _ 2 9E-
phosphatase/bis(5-nucleosyl)- RT ] 12 1.1E-7 5.7E0 3.2E-6 6
tetraphosphatase

m PP2AC RT & 12 9.2E-6 3.8E0 1.6E-4 i'4E'
() 'NTERPRO Metallophosphoesterase domain RT & 12 2.8E-3 2.7E0 3.3E-2 g'OE'
() UP-SEQFEATURE metal ion-binding site:Manganese RT & 11 2.1E-2 2.2E0 3.9E-1 f'7E'
() UP-SEQFEATURE metal ion-binding site:Iron RT & 12 9562 1.7E0 1.0E0 ?'GE'
() UP-SEQFEATURE active site:Proton donor RT & 21 9.8E-1 7.2E-1 1.0EQ ?'8'5'
Annotation Cluster 71 Enrichment Score: 3.67 G P_Value Benjamini

m  eRuties Bromodomain RT & 20  4.3E-7 3.5E0 3.3E-6 é'SE'
m  LE Bromodomain, conserved site RT & 16 1.6E-6 3.8E0 4.0E-5 g'7E'
| BER Bromodomain RT & 20 1.3E-5 2.9E0 2.6E-4 i'3E'
[ = SEESRERINEE domain:Bromo RT & 12 1.8E-3 2.8E0 4.5E-2 ‘2"4E'
[ BROMO RT & 20 2883 1960 3.ae2 8%
[ = SEESRERINEE domain:Bromo 1 RT i 7 4.1E-3 4.0E0 9.8E-2 3'4E'
[ = SEESRERINEE domain:Bromo 2 RT i 7 4.1E-3 4.0E0 9.8E-2 3'4E'
[ RS ER NEMESR IR lysine-acetylated histone binding RT & 9 556-3 3.080 4982 o
Annotation Cluster 72 Enrichment Score: 3.41 G P_Value Benjamini

0O GOTERM_CC_DIRECT srat;mzicnf:r:;;r;int of cytoplasmic side of RT = 33 1.2E—9 3.1E0 4.3E-8 S.SE—
m  CesiRelAEatiie domain:SH2 RT & 31 2.9E-5 2.2E0 9.6E-4 2'2E'
()  UPSEQFEATURE domain:SH3 RT & a4 3684 1780 10e2  J7F
(]  UPKEYWORDS SH3 domain RT & 46 7.063 1580 3382 2°F
(O INTERPRO Src homology-3 domain RT & 46 4se2 1380 3381 TOF
W SRR SH3 RT & 45  8.8E-1 8.9E-1 1.0E0 ?'1'5'

Annotation Cluster 73 Enrichment Score: 3.4 G P_Value Benjamini

()  GOTERM_MF_DIRECT nucleotide binding RT = 97 23E7 1760 5766 2
() 'NTERPRO RNA recognition motif domain RT = 64  5.1E-6 1.8E0 1.1E-4 i'OE'
IS SECREERINRE domain:RRM RT & 39 3.8E-5 2.0E0 1.2E-3 é'ZE'
() 'NTERPRO Nucleotide-binding, alpha-beta plait RT = 68  7.06-5 1.6E0 1.26-3 F
IS SECREERINRE domain:RRM 1 RT & 30 7.3E-3 1.6E0 1.6E-1 1'6E'
IS SECREERINRE domain:RRM 2 RT & 30 7.3E-3 1.6E0 1.6E-1 1'6E'
IS SECREERINRE domain:RRM 3 RT & 15 5.6E-2 1.7E0 8.4E-1 ?'IE'
() SMART RR RT = 63  6.8E-2 1.2E0 4.0E-1 f'6E'
Annotation Cluster 74 Enrichment Score: 3.24 P_Value Benjamini
s domain:PI3K/PI4K RT & 16 166E_ 6.1E0 1.0E-8 ;'OE'
0O INTERPRO Phosphatidylinositol 3-/4-kinase, catalytic RT - 16 2.5E-9 5.2E0  9.0E-8 8.2E-
domain 8
0 INTERPRO zirgzsphatidvlinositol 3/4-kinase, conserved RT H 14 1.7E-8 5.4E0  5.4E-7 g.OE—
() SMART PI3Kc RT & 15  9.0E-7 3.6E0 1.7E-5 é'GE'
0O INTERPRO Phosphoinositide 3-kinase, accessory_(PIK) RT H 9 1.5E-5 5.6E0 2.9-4 2-/E-
domain 4
0 INTERPRO Phosphatidylinositol 3-kinase C2 (PI3K C2) RT - 8 1.9E-5 6.2E0 3.6E-4 3-3E
domain 4
() SMART PI3Ka RT & 9 9.4E-5 4.1E0 1.4E-3 ;'3'5'
INTERPRO Phosphatidylinositol 3-kinase Ras-binding - _ _ 1.6E-
U (PI3K RBD) domain RT / 1.1E-4 6.2E0 1.7E-3 5
() 'NTERPRO Phosphatidylinositol Kinase RT & 9 1.2E-4 4.6E0 1.9E-3 ;'7'5'
0O GOTERM_MF_DIRECT 1-phosphatidylinositol-4-phosphate 3-kinase RT - 7 1.3E-4 6.0E0 1.9E-3 1.7E-
activity 3
0O GOTERM_BP_DIRECT grgselas:atidvlinositol-3-phosphate biosynthetic RT - 20 21E-4 2.4E0 6.1E-3 g.QE—
()  GOTERM_MF_DIRECT 1-phosphatidylinositol-3-kinase activity RT & 18 3.26-4 2560 44E3  °F
() SMART PI3K_C2 RT & 8 3.4E-4 41E0 4.78-3 +3F
3
(]  CGOTERM_CC_DIRECT phosphatidylinositol 3-kinase complex RT & 9 4.6E-4 4.1E0 4.9E-3 43F
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https://david.ncifcrf.gov/relatedTerms.jsp?id=880079409&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880000126&currentList=0
http://www.uniprot.org/keywords/?query=Bromodomain
https://david.ncifcrf.gov/relatedTerms.jsp?id=870000149&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR018359
https://david.ncifcrf.gov/relatedTerms.jsp?id=530015436&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR001487
https://david.ncifcrf.gov/relatedTerms.jsp?id=530001230&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880076667&currentList=0
http://smart.embl.de/smart/do_annotation.pl?DOMAIN=SM00297
https://david.ncifcrf.gov/relatedTerms.jsp?id=790000258&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880076668&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880076669&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0070577
https://david.ncifcrf.gov/relatedTerms.jsp?id=460006863&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0031234
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https://david.ncifcrf.gov/relatedTerms.jsp?id=880078647&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR012677
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https://david.ncifcrf.gov/relatedTerms.jsp?id=460002738&currentList=0
http://smart.embl.de/smart/do_annotation.pl?DOMAIN=SM00142
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Annotation Cluster 1 Enrichment Score: ? G ‘Count :P_Value : Benjamini | FDR

()  GOTERM_MF_DIRECT phosphatidylinositol 3-kinase activity, RT | 5 34E-3 6.0E0 3.262 29F
(] SMART PI3K rbd RT i 6 4.3E-3 4.1E0  4.5E-2 ‘2"1E'
INTERPRO Phosphatidylinositol 3-kinase adaptor-binding - _ _ 1.1E-
U (PI3K ABD)_domain RT 4 -t
()  GOTERM.BP_DIRECT phosphatidylinositol biosynthetic process RT & 17 2882 1760 311 JOF
() SMART PI3K p85B RT i 3 1.5E-1 4.1E0  6.9E-1 f'ZE'
(]  KEGG_PATHWAY Inositol phosphate metabolism RT & 14 6.3E-1 1.0E0 9.0E-1 615'3E'
[]  KEGG_PATHWAY Phosphatidylinositol signaling_system RT i 19 6361 1060 9.0e1 O3F
[J UP-SEQFEATURE domain:PX RT i 4 9.8E-1 5.7E-1 1.0E0 ?'SE'
(J [NTERPRO Phox homologous domain RT | 5 9.8E-1 5.6E-1 1.0EO ?'SE'
U GOTERM_MF_DIRECT phosphatidylinositol binding RT & 7 1.0E0 4.9E-1 1.0EO 1.0E0
(]  SMART PX RT i 4 1.0E0 3.6E-1 1.0E0  1.0EQ
Annotation Cluster 75 Enrichment Score: 3.19 6] P_Value | Benjamini
0 GOTERM_MF_DIRECT rec_eptor signaling_protein tyrosine kinase RT - 10 8.8E-7 6.0E0 2.1E-5 1.8E-
activity 5
m ARG EGF receptor, L domain RT i 7 1.1E-4 6.2E0 1.7E-3 é'GE'
() INTERPRO Furin-like cysteine-rich domain RT | 7 1164 6260 1.76-3 1OF
() 'NTERPRO Furin-like repeat RT & 10 884 3480 1262 7F
0 INTERPRO Tyrosine protein kinase, EGF/ERB/XmrK RT - 4 1.5E-2 6.2E0 1.3E-1 1.1E-
receptor 1
[ FU RT & 10 1.7E-2 2.3E0 1.5E-1 1'4'5'
m e tyrosine-protein kinase, EGF receptor type ~ RT & 4 2.1E-2 5.4E0 2.9E-1 f'gE'
Annotation Cluster 76 Enrichment Score: 3.09 P_Value | Benjamini
()  CGOTERM_MF_DIRECT ligase activity RT = 88 ibSE_ 1.9E0 8.7E-9 ;'7E'
Q) YP-KEYWORDS Ligase RT = o1 1.7E-8 18E0 1.4e7 LIF
[ == REE LR zinc finger region:RING-type RT & 48 1.1E-2 1.4E0 2.2E-1 f'lE'
[ IEEREES Zinc finger, RING-type RT & 60 4.3E-2 1.3E0 3.2E-1 f'gE'
[ IEEREES Zinc finger, RING/FYVE/PHD-type RT = 82 1.7E-1 1.1E0  8.4E-1 Z'7E'
[ IEEREES Zinc finger, RING-type, conserved site RT & 27 6.4E-1 9.9E-1 1.0EO ?'1E'
() SMART RING RT & 46 9.9e-1 7.7e-1 10E0  °F
Annotation Cluster 77 Enrichment Score: 3.08 P_Value Benjamini
(]  BIOCARTA Cell Cycle RT & 20 1.0E-5 2.4E0 5.6E-4 3'0E'
BIOCARTA cdc25 and chkl Regulatory Pathway in - _ _ 2.6E-
U response to DNA damage RT L & 7edEE B8l Skl 2
0 BIOCARTA RB Tumor Suppressor/Checkpoint Signaling_in RT - 10 7.6E-3 2.3E0  3.7E-2 2.6E-
response to DNA damage

Annotation Cluster 78 Enrichment Score: 3.04 Benjamini

UJ GOTERM_MF_DIRECT histone deacetylase activity RT g 22 1.4E-7 3.4E0 3.6E-6 g'ZE'
()  ©OTERM_BP_DIRECT histone deacetylation RT & 22 5.1E-6 2.8E0 2.5E-4 ‘2"4E'
UJ UP_SEQ_FEATURE region of interest:Histone deacetylase RT i 9 7.3E-6 6.1E0 2.7E-4 i'GE_
() 'NTERPRO Histone deacetylase domain RT & 10 1.0E-5 5.2E0 2.0E-4 ‘1"8E'
GOTERM_MF_DIRECT NAD-dependent histone deacetylase activity - . i 2.3E-

0 e RT & 10 1.4E-5 5.0E0 2.6E-4
U GOTERM_MF_DIRECT protein deacetylase activity RT g 9 2.0E-5 5.4E0 3.58-4 2F

4
()  ©GOTERM_BP_DIRECT histone H3 deacetylation RT & 13 3.4E-5 3.7E0 1.2E-3 ;'2E'
istone deacetylase superfamily, RT a .7E- . .2E- al
()  INTERPRO Histone deacetyl rfamil RT 10 6765 44e0 1263 IF
()  GOTERM_BP_DIRECT protein deacetylation RT & 8 2.9E-4 4.7E0 7.9E-3 ;'GE'
O el a2 histone deacetylase complex RT u 15 6.7E-4 2.6E0 7.1E-3 g'ZE_
()  ©OTERM_BP_DIRECT histone H4 deacetylation RT & 6 9.4E-3 3.9E0 1.4E-1 1'3E'
- - peptidyl-lysine deacetylation RT M .8E- . .2E- al
(]  CGOTERM_BP_DIRECT tidyl-lysine deacetylati RT 5 1862 4260 2261 21F
E] GOTERM_BP_DIRECT regulation of gene expression, epigenetic RT i 7 2.0E-2 3.0E0 2.4E-1 22l

1
E] INEERERY Histone deacetylase class II, eukaryotic RT M 4 3.2E-2 5.0E0 2.4E-1 f'ZE_
E] COLE RN el negative regulation of myotube differentiation RT M 7 4.0E-2 2.6E0 3.9E-1 s
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histone deacetylase class 1I, eukaryotic type RT i 4 4.6E-2 4.4E0 5.6E-1 E'SE'
Chromatin structure and dynamics / _ 4.8E-
Secondary metabolites biosynthesis, RT 1 7 4.7E-2 2.2E0 4.8E-1 1'
transport, and catabolism
Histo_ne deacet_vlase, glutamine rich N- RT - 3 1.2E-1 4.6E0 6.4E-1 5.8E-
terminal domain 1
Histone deacetylase RT i 3 1.2E-1 4.6E0 6.4E-1 f'SE'
histone deacetylase class I, eukaryotic type RT i 3 1.6E-1 4.1E0 1.0EO 1.0EO0
Enrichment Score: 2.99 éP_Valueé EBenjaminié
IL-2 Receptor Beta Chain in T cell Activation RT ™ 28 2.7E-6 2.2E0 3.9E-4 ‘2‘.8E-
Inhibition of Cellular Proliferation by Gleevec RT & 19  8.8E-6 2.5E0 5.6E-4 Z'OE‘

. . - 4.0E-
EGF Signaling_Pathway RT " 21 1.1E-5 2.4E0 5.6E-4 4
PDGF Signaling_Pathway, RT & 21 2.8E-5 2.3E0 9.1E-4 2-5E‘
Angiotensin II mediated activation of JNK - _ _ 1.0E-
Pathway via Pyk2 dependent signaling RT . 23 S U S S 3
Growth Hormone Signaling Pathway RT & 20 6.3E-5 2.3E0 1.4E-3 ;'OE'

. . - 1.7E-
IL 2 signaling_pathway RT & 17 1.3E-4 24E0 24E-3 3

. . - 1.7E-
TPO Signaling Pathway, RT " 18 1.4E-4 2.3E0 2.4E-3 3

. . - 2.9E-

IGF-1 Signaling_Pathway RT [ 16 3.0E-4 2.3E0 4.1E-3 3
Role of ERBB2 in Signal Transduction and RT - 16 1.3E-3 2.1E0 1.2E2 88E-
Oncology. 3
IL 6 signaling_pathway, RT & 15 1.4E-3 2.2E0 1.2E-2 g-gE‘
Insulin Signaling Pathway RT 15 1463 2280 1282 SOF
EPO Signaling_Pathway, RT & 14 1.56-3 2.2E0 1.3E-2 §.9E—
Links between Pyk2 and Map Kinases RT & 18 2063 2080 1662 1%F
Signaling_of Hepatocyte Growth Factor RT - 21 3.7E-3 1.8E0 2.3E-2 1.6E-
Receptor 2
BCR Signaling Pathway RT & 20  4.3E-3 1.8E0 2.6E-2 ;-85
Fc Epsilon Receptor I Signaling_in Mast Cells RT s 22 4.9E-3 1.7E0 2.9E-2 g'OE_
T Cell Receptor Signaling Pathway RT & 24  5.3E-3 1.7E0 3.0E-2 g-lE‘

s . - 2.2E-
Integrin Signaling Pathway RT ™ 21 5.6E-3 1.7E0 3.1E-2 >

. . - 2.6E-
IL 3 signaling_pathway RT & 11 7.2E-3 2.2B0 3.7E-2  §
Bioactive Peptide Induced Signaling_Pathway RT u 21 8.3E-3 1.7E0 3.9E-2 3'7E_
Nerve growth factor pathway (NGF) RT & 13 1.1E-2 2.0E0 4.9E-2 §'5E'
fMLP induced chemokine gene expression in - _ _ 4.2E-
T e RT & 20 1.4E-2 1.6E0 5.9E-2
Erk1/Erk2 Mapk Signaling_pathway, RT & 17 1.5E-2 1.7E0 6.3E-2 ‘2‘-5E‘
Sprouty regulation of tyrosine kinase signals RT i 11 3.8E-2 1.9E0 1.2E-1 S.SE—
Erk and PI-3 Kinase Are Necessary for - _ _ 2.2E-
Collagen Binding_in Corneal Epithelia RT L2 LA BE S
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U
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Enrichment Score: 2.95 © P_Value Benjamini
U1 snRNP binding RT | 7 1.3E-4 6.0E0 1.9E-3 é'7E'
commitment complex RT i 6 1.5E-3 5.4E0 1.5E-2 ;'3'5'
. - 4.7E-

prespliceosome RT i 5 7.0E-3 5.3E0 5.3E-2 5
Enrichment Score: 2.9 P_Value Benjamini

. - 1.6E-
14-3-3 protein RT 1 7 1.1E-4 6.2E0 1.7E-3 3
14-3-3 protein, conserved site RT § 7 1.1E-4 6.2E0 1.7E-3 é'sE'

. - 1.6E-
14-3-3 domain RT 1 7 1.1E-4 6.2E0 1.7E-3 3
;ite:Intgraction v_vith phosphoserine on RT - 7 2.1E-4 6.0E0  6.2E-3 5.8)E=
interacting protein 3
14-3-3 protein RT | 7 2.2E-4 5.4E0 1.4E-2 §'4E'
14 3 3 RT | 7 1.2E-3 4.1E0  1.5E-2 §'3E'
positive regulation of protein insertion into _ 4.3E-
mitochondrial membrane involved in RT ] 13 2.3E-3 2.6E0 4.5E-2 2'
apoptotic signaling_pathway
protein targeting RT & 10 2.0E-1 1.50 1.0EQ ?'6E'
membrane organization RT & 8 2.9-1 1.560 1.0e0  2-6F
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https://david.ncifcrf.gov/biocarta.jsp?path=h_tpoPathway$TPO%20Signaling%20Pathway&termId=50000302&source=biocarta
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https://david.ncifcrf.gov/relatedTerms.jsp?id=50000148&currentList=0
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https://david.ncifcrf.gov/relatedTerms.jsp?id=50000113&currentList=0
https://david.ncifcrf.gov/biocarta.jsp?path=h_tcrPathway$T%20Cell%20Receptor%20Signaling%20Pathway&termId=50000288&source=biocarta
https://david.ncifcrf.gov/relatedTerms.jsp?id=50000288&currentList=0
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https://david.ncifcrf.gov/relatedTerms.jsp?id=50000040&currentList=0
https://david.ncifcrf.gov/biocarta.jsp?path=h_ngfPathway$Nerve%20growth%20factor%20pathway%20(NGF)&termId=50000202&source=biocarta
https://david.ncifcrf.gov/relatedTerms.jsp?id=50000202&currentList=0
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Annotation Cluster 82 Enrichment Score: 2.79 éCount i P_Value E?\I:nge : Benjamini ; FDR
0O GOTERM_BP_DIRECT MyD88-dependent toll-like receptor signaling RT 5 24 2.5E- 43E0 3.1E-9 2.9E-
pathway 11 9
(] UP-SEQFEATURE repeat:LRR 20 RT & 18 ng' 5380 1.7E-8 é'GE'
() UP-SEQFEATURE repeat:LRR 21 RT & 14  5.9E-8 5.3E0 3.0E-6 é'gE'
O GOTERM_BP_DIRECT regulation of cytokine secretion RT u 10 4.4E-6 5.4E0 2.2E-4 i.lE—
(] UP-SEQFEATURE repeat:LRR 22 RT & 10 4.56-6 5.7E0 1.8E-4 ‘1"7E'
(]  GOTERM_BP_DIRECT toll-like receptor signaling_pathway RT 16 5666 3.5E0 2664 oOF
(] UP-SEQFEATURE repeat:LRR 23 RT & 8 1.2E-4 5.50 3.5E-3 §'4E'
(] UP-SEQFEATURE repeat:LRR 24 RT i 6 1.1E-3 5.8E0 2.9E-2 g'sE'
()  ©OTERM_BP_DIRECT I-kappaB phosphorylation RT & 8 1.4E-3 3.9E0 3.0E-2 3.95-
(] UP-SEQFEATURE domain:TIR RT & 11 1863 3080 4562 34
E] COLE RN el positive regulation of chemokine production @ RT s 9 3.8E-3 3.1E0 6.9E-2 S'GE_
0O INTERPRO ToII/mterIeukun-l receptor homology (TIR) RT - 11 51E-3 2.6E0 5.6E-2 5.1E-
domain 2
(] UP-SEQFEATURE repeat:LRR 25 RT i 5 5.4E-3 5.7E0 1.26-1 1'2E'
O GOTERM_BP_DIRECT positive regulation of interleukin-8 production RT u 11 7.2E-3 2.5E0 1.2E-1 1'1E_
() 'NTERPRO Toll-like receptor RT i 4 1.56-2 6.2E0 1.3E-1 1'1E'
0 GOTERM_BP_DIRECT positive regulation of NF-kappaB import into RT - 9 17E-2 2.580 2.1E-1  2-0E-
nucleus 1
0 GOTERM_BP_DIRECT positive regulation of interferon-alpha RT - 4 17E-2 5.980 2.1F-1 2.0E-
biosynthetic process 1
w TIR RT & 11 1.8E-2 2.1E0 1.6E-1 1'4E'
0 GOTERM_BP_DIRECT positive regulation of interferon-beta RT - 5 18E-2 4280 2.2E-1 2-1E-
biosynthetic process - L ' ' ’ 1
PIR_SUPERFAMILY toll-like receptor, 1/2/4/6/10 types - . i 2.9E-
D [Parent=PIRSF800008] RT i 4 2 e 1
(] UP-SEQFEATURE repeat:LRR 26 RT i 4 2.5E-2 5.5E0 4.4E-1 ‘1"3E'
0 GOTERM_BP_DIRECT Rositive regulation of toll-like receptor RT g 4 3.76-2 4.7E0 3.7E-1  3-6F-
signaling_pathway 1
O GOTERM_BP_DIRECT positive regulation of interleukin-6 production RT u 13 6.6E-2 1.7E0 5.6E-1 E'BE_
[ RS RERCR DS Inflammatory response RT & 30 7.5E-2 1.4E0 2.6E-1 f'OE'
(] UP-SEQFEATURE repeat:LRR 27 RT i 8 1.1E-1 5.1E0 1.0EQ ?'GE'
0 GOTERM_BP_DIRECT positive regulation of interferon-gamma RT - 5 13E-1 2.5E0 8.2E-1 7.9E-
biosynthetic process 1
O el a2 endolysosome membrane RT i 4 2.9E-1 2.1E0 8.6E-1 Z.5E-
()  GOTERM_MF_DIRECT lipopeptide binding RT | 3 4.06-1 2260 1080 39
O el a2 phagocytic vesicle membrane RT u 8 8.4E-1 8.6E-1 1.0EO0 ?'8E_
(J GOTERM_MF_DIRECT transmembrane signaling_receptor activity, RT i 17

1.0E0 4.7E-1 1.0EO 1.0EO0

Annotation Cluster 83 Enrichment Score: 2.78 G P_Value Benjamini
0 UP_SEQ_FEATURE Egr:_%%siglonally biased region:Ala/Asp-rich RT - 8 1.0E-5 6.8E0 3.7E-4 i.SE—
(]  UP-SEQ_FEATURE region of interest:Flexible hinge RT i 7 6.1E-5 6.8E0 1.98-3 1-8F
3
() 'NTERPRO RecF/RecN/SMC RT i 7 1.1E-4 6.280 1.78-3  1-6E
3
0 INTERPRO Struc!:ural maintenance of chromosomes RT - 5 2.9E-3 6.2E0 3.3E-2 3.1E-
protein 2
0 PIR_SUPERFAMILY struct.ural maintenance of chromosomes RT - 5 4.7E-3 5.4E0 2.3E-1 2.3E-
protein 1
(j 'NTERPRO SMCs flexible hinge RT i 5 7.7E-3 s5.260 7762 1E
2
(]  SWART e RT i 5 3.56-2 3460 2661 23E
SM00368 1
(]  GOTERM_CC_DIRECT meiotic cohesin complex RT i 8 2.4E-1 3260 8381 /3F
1
Annotation Cluster 84 Enrichment Score: 2.76 G P_Value Benjamini
() 'NTERPRO SNF2-related RT & P2 ‘1‘65E' 4.3E0 1.8E-8 g'7E'
(] UPSEQFEATURE domain:Chromo 2 RT & 8 4.06-5 6.1E0 13e3 1°F
w Y Chromo domain-like RT & 14  8.1E-4 2780 1.1E-2 29F
3
(] UPSEQFEATURE domain:Chromo 1 RT & 8 1163 4280 2962 2%
() 'NTERPRO Chromo domain/shadow RT & 14  1.1E-3 2.6E0 1.4E2 1-3F
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Annotation Cluster 1 Enrichment Score: ? @& ECount P_Valueé Benjamini FDR

(J 'NTERPRO BRK domain RT i 5 7.7E-3 5.2E0 7.7E-2 Z'lE'
(J 'NTERPRO Chromo domain RT & 10 1.7E-2 2.4E0 1.4E-1 1'3E'
() SMART BRK RT i 5 3.5E-2 3.4E0 2.6E-1 §'3E'
(] SMART CHROMO RT & 14 4.3E-2 1.7E0 3.0E-1 §'7E'
(]  GOTERM_MF_DIRECT hydrolase activity, acting_on acid anhydrides RT i 3 2.7E-1 3.0E0 9.9E-1 ?'SE'
(g INTERPRO Chromo domain,_conserved site RT & 5 4.1E-1 1.5E0 1.0EO ?'IE'
Annotation Cluster 85 Enrichment Score: 2.74 Benjamini
()  ©OTERM_BP_DIRECT sister chromatid cohesion RT & 35  4.7E-5 2.0E0 1.7E-3 ;'GE'
()  GOTERM_CC_DIRECT kinetochore RT & 28 6.8E-5 2.2E0 9.2E-4 E'OE'
()  UP-KEYWORDS Centromere RT & 35 1.0E-3 1.8E0 5.3E-3 ‘3"1E'
(]  UP-KEYWORDS Kinetochore RT & 22 4.6E-2 1.560 1.7E-1 1'3E'
O el a2 condensed chromosome kinetochore RT u 19 1.3E-1 1.4E0 5.3E-1 ‘I'7E_
Annotation Cluster 86 Enrichment Score: 2.74 G Benjamini
0 UP_SEQ_FEATURE Leir?élci):gOf interest:S-adenosyl-L-methionine RT - 15 2.3E-4 2.9E0 6.6E-3 g.3E-
INTERPRO Bacterial Fmu (Sun)/eukaryotic nucleolar - _ _ 1.1E-
] NOL1/Nop2p RT M 7 9.4E-4 4.8E0 1.2E-2
m ARG RNA (C5-cytosine) methyltransferase RT i 6 4.0E-3 4.6E0  4.4E-2 ‘Z"OE'
)  leERiEatlis binding site:S-adenosyl-L-methionine RT & 15 1.3E-2 2.0E0 2.5E-1 f"‘E'
Annotation Cluster 87 Enrichment Score: 2.74 G ‘P_Value : Benjamini |
(]  YP-SEQ_FEATURE domain:Post-SET RT & 12 1.4E-6 5.1E0  6.0E-5 g.sE-
(O INTERPRO Post-SET domain RT & 11 3765 4380 6664 o0
0 GOTERM_MF_DIRECT histo-n-e methyltransferase activity (H3-K36 RT - 5 8.9E-3 5.0E0 7.3E-2 6.5E-
specific) 2
()  YP-SEQ_FEATURE domain:AWS RT | 4 2.56-2 5.5E0 4.4E-1 ‘1"3E'
() 'NTERPRO AWS RT i 4 3262 5060 2481 2%
() SMART AWS RT 4 9.9e-2 3380 s53e-1  +8F
Annotation Cluster 88 Enrichment Score: 2.7 G P_Value Benjamini
()  UYP-SEQ_FEATURE domain:Protein kinase 1 RT & 11 6.7E-6 5.0E0 2.6E-4 ﬁ'SE'
(]  VYP-SEQ_FEATURE domain:Protein kinase 2 RT & 11 6.7E-6 5.0E0 2.6E-4 ﬁ'SE'
INTERPRO Tyrosine-protein kinase, non-receptor - N _ 1.1E-
(J Tal/Tyk2 RT i 4 1.56-2 6.2E0 1.3E-1 |
(]  PIR_SUPERFAMILY tyrosine-protein kinase, Jak/Tyk2 type RT i 4 2.1E-2 54E0 2961 29F
(J INTERPRO Ribosomal protein S6 kinase II RT i 4 576-2 4.1E0 4061 7%
(]  PIR_SUPERFAMILY ribosomal protein S6 kinase II RT i 4 7.96-2 3.6E0 6.9e-1 8%
Annotation Cluster 89 Enrichment Score: 2.63 Benjamini
E] COLE RN el protein peptidyl-prolyl isomerization RT s 20 2.5E-5 2.8E0 9.4E-4 Z'OE_
(]  UP-KEYWORDS Rotamase RT & 17 3.6E-5 3.1E0 2.1E-4 ‘1"6E'
O GOTERM_MF_DIRECT peptidyl-prolyl cis-trans isomerase activity RT u 20 7.2E-5 2.6E0 1.2E-3 ;'OE_
O INTERPRO E\ézljoe?‘glslg;jlloknt:a?ﬁpndvl—prolvl cis-trans RT - 11 2.6E-3 2.8E0 3.1E-2 §.8E—
0O INTERPRO Cyclophilin-type peptidyl-prolyl cis-trans RT - 10 3.4E-3 3.0E0 3.8E-2 3.5E-
isomerase, conserved site - L ' ' ’ 2
() UPSEQFEATURE domain:PPIase cyclophilin-type RT & 10 506-3 280 1261 11F
0 INTERPRO E\ézljoe?‘glslg—tvpe peptidyl-prolyl cis-trans RT - 10 6.9E-3 2.7E0  7.4E-2 S.BE—
(]  UP-KEYWORDS Cyclosporin RT | 5 1162 4980 4662 OF
(]  COTERM_MF_DIRECT cyclosporin A binding RT | 5 1862 4380 1261 ME
U PIR_SUPERFAMILY peptidyl-prolyl cis-trans isomerase RT i 6 5.2E-2 2.7E0 5.9E-1 E.QE—
0 INTERPRO Ef;:dc\j/cl;n?\;(i)Lw cis-trans isomerase, FKBP- RT - 7 5.7E-2 2.4E0 4.0E-1 f.?E—
Annotation Cluster 90 Enrichment Score: 2.61 G Benjamini
(]  GOTERM_BP_DIRECT protein peptidyl-prolyl isomerization RT & 20 2.56-5 2.8E0 9.4E-4 Z'OE'
()  UP-KEYWORDS Rotamase RT & 17 3.6E-5 3.1E0 2.1E-4 1-6F
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Enrichment Score: ?

peptidyl-prolyl cis-trans isomerase activity

Isomerase

Peptidyl-prolyl cis-trans isomerase, FKBP-type RT

chaperone-mediated protein folding

FK506 binding

Peptidyl-prolyl cis-trans isomerase, FKBP-

type,_ domain

domain:PPIase FKBP-type
Enrichment Score: 2.56
U6 snRNP

Lsm1-7-Patl complex

exonucleolytic nuclear-transcribed mRNA

catabolic process involved in deadenylation-

dependent decay

Enrichment Score: 2.55

compositionally biased region:Arg/Ser-rich

(RS domain)

compositionally biased region:Gly-rich (hinge

region)

negative regulation of mRNA splicing, via
spliceosome

mRNA splice site selection

Enrichment Score: 2.47

UTP biosynthetic process

CTP biosynthetic process

active site:Pros-phosphohistidine
intermediate

Nucleoside diphosphate kinase

nucleoside diphosphate kinase activity

nucleoside diphosphate phosphorylation

nucleobase-containing_small molecule
interconversion

GTP biosynthetic process

NDK

Nucleoside diphosphate kinase, active site

pyrimidine nucleotide metabolic process

nucleoside triphosphate biosynthetic process

purine nucleotide metabolic process

Nucleotide metabolism

Enrichment Score: 2.41

protein K6-linked ubiquitination

protein K29-linked ubiquitination

protein K27-linked ubiquitination

Enrichment Score: 2.4

Ribosomal protein S1, RNA-binding domain

RNA-binding domain, S1

SM00316

domain:S1 motif

Enrichment Score: 2.31

maturation of LSU-rRNA from tricistronic

rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-

rRNA)
maturation of 5.8S rRNA from tricistronic

rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-

rRNA)

region of interest:Sufficient for nucleolar
localization
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Annotation Cluster 1 Enrichment Score: ? @ ECount E P_Value Fold

| Benjamini : FDR

i Chang
Annotation Cluster 97 Enrichment Score: 2.31 éCount i P_Value E?\I:nge : Benjamini ; FDR
()  UP-KEYWORDS Exonuclease RT & 18 6.0E-4 2.4E0 3.2E-3 §'4E'
()  GOTERM_MF_DIRECT 3'-5-exoribonuclease activity, RT & 11 6364 3380 7363 o°F
0O GOTERM_BP_DIRECT RNA Dhosphqdlester bond hydrolysis, RT H 11 1.3E-2 2.3E0 1.8E-1 1.7E-
exonucleolytic 1
O el a2 nuclear exosome (RNase complex) RT i 7 2.1E-2 3.0E0 1.3E-1 1'1E_
()  UP-KEYWORDS Nuclease RT & 29 2.9E-2 1.5E0 1.1E-1 S'BE'
Annotation Cluster 98 Enrichment Score: 2.3 G Benjamini
(]  GOTERM_BP_DIRECT regulation of axonogenesis RT & 13 1164 3360 3563 O9F
] GOl A Roundabout binding RT i 7 1.2E-3 4.6E0 1.3E-2 ;'1E'
(]  GOTERM_BP_DIRECT Roundabout signaling_pathway, RT | 6 3.86-2 3.080 3861 OOF
) (Sl B s axon extension involved in axon guidance RT M 5 1.3E-1 2.5E0 8.2E-1 Z'QE'
! ] _ iFold i, . ..}
Annotation Cluster 99 Enrichment Score: 2.24 G P_Value  Change | Benjamini
0 BIOCARTA Cad-mium- ind_uces DNA synthesis and RT = 14 2.6E-4 2.5E0 4.0E-3 2.9E-
proliferation in macrophages 3
m e Links between Pyk2 and Map Kinases RT & 18 2.0E-3 2.0E0 1.6E-2 é'ZE'
(]  BIOCARTA CXCR4 Signaling_Pathway RT & 16 2.56-3 2080 1862 13T
()  BIOCARTA CCR3 signaling_in Eosinophils RT 13 4262 1760 1361 5°F
BIOCARTA Aspirin Blocks Signaling Pathway Involved in - _ _ 2.0E-
U Platelet Activation RT . 1 1.1E-1 1.6E0  2.9E-1

. . _ = ‘Fold i, . .
Annotation Cluster 100 Enrichment Score: 2.19 ( P_Value 'Change | Benjamini
() NTERPRO Cullin, N-terminal RT & 8 2.16-4 5060 3363 O0F
() NTERPRO Cullin homology, RT i 7 9.46-4 48£0 1262 11F
UP_SEQ_FEATURE cross-link:Glycyl lysine isopeptide (Lys-Gly) - _ _ 2.8E-
U (interchain with G-Cter in NEDD8) RT 9 e e
(J RIER Cullin protein, neddylation domain RT i 6 4.0E-3 4.6E0 4.4E-2 421.0E—
(] SMART CULLIN RT i 6 1.2E-2 3.560 1.1E-1 2'9E'
() NTERPRO Cullin, conserved site RT i 5 1.6E-2 4.4E0 1.3E-1 1'2E'
(] SMART SM00884 RT i 6 2.56-2 3.0E0 2.0E-1 1'9E'
() NTERPRO Cullin repeat-like-containing_domain RT i 6 3262 3160 24E1  2°F
(]  CGOTERM_CC_DIRECT cullin-RING ubiquitin ligase complex RT | 4 1661 2880 6.26-1
Annotation Cluster 101 Enrichment Score: 2.16 Benjamini
UJ GOTERM_MF_DIRECT guanyl nucleotide binding RT n 8 9.8E-5 5.3E0 1.5E-3 ;'BE'
) INEERERY G-protein alpha subunit, group Q RT i 4 1.5E-2 6.2E0 1.3E-1 1'1E_
0O GOTERM_BP_DIRECT Dhospholipase _C-activatinq dopamine RT - 4 2.3E-1 2.4E0 1.0EO 9.6E-
receptor signaling_pathway 1
Annotation Cluster 102 Enrichment Score: 2.14 G Benjamini
)  leERiEatlis domain:Thioredoxin 1 RT & 9 7.3E-6 6.1E0 2.7E-4 i'GE'
)  leERiEatlis domain:Thioredoxin 2 RT & 9 7.3E-6 6.1E0 2.7E-4 i'GE'
) (Sl B s response to endoplasmic reticulum stress RT ™ 29 1.7E-5 2.3E0 6.8E-4 2'6E'
() 'NTERPRO Thioredoxin domain RT & 18 9.8E-5 2.7E0 1.7E-3 ;'SE'
m ARG Thioredoxin, conserved site RT & 10 5.1E-4 3.6E0 7.3E-3 2'7'5'
m ARG Disulphide isomerase RT i 5 2.0E-3 6.2E0 3.38-2 S1E
2
(]  GOTERM_BP_DIRECT cell redox homeostasis RT & 24 3363 180 6362 O0F
(]  GOTERM_MF_DIRECT protein disulfide isomerase activity RT & 10 6.4E-3 2.7E0 5.6E-2 g'OE'
m  eRnthins Redox-active center RT & 15  8.4E-3 2.1E0  3.8E-2 §'9E'
() Ciz 2ol A2 site:Contributes to redox potential value RT i 5 1.1E-2 4.9E0 2.2E-1 f'lE'
0 UP_SEQ_FEATURE S|te_:Lovs_/ers pKa of C-terminal Cys of first RT - 4 1.1E-2 6.8E0 2.2E-1 2.1E-
active site 1
0 UP_SEQ_FEATURE S|te_:Lovs_/ers pKa of C-terminal Cys of second RT - 4 1.1E-2 6.8E0 2.2E-1 2.1E-
active site 1
rotein disulphide isomerase RT M .5E- . .3E- e
() INTERPRO Protein disulphide i RT 4 1562 6260 1361 1''F
)  leERiEatlis domain:Thioredoxin 3 RT & 4 2.56-2 5.560 4.4E-1 3F
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(Fold Benjamini: FDR

Annotation Cluster 1 Enrichment Score: ? ‘Count :P_Value

iChange

(] UP-SEQFEATURE domain:Thioredoxin RT & 10 4462 2180 7381 1
O UP_SEQ_FEATURE E:ort sequence motif:Prevents secretion from RT 5 13 1.86-1 1.5E0 1.0EO ?.GE—
(]  GOTERM_MF_DIRECT disulfide oxidoreductase activity RT | 3 276-1 3.060 9.9e1 O8F
[J  GOTERM_MF_DIRECT isomerase activity RT | 6 2.7E-1 1.7E0 1.0EQ ?'9E'
[J  GOTERM_CC DIRECT cell RT & 18 4.0E-1 1.1E0 1.0EO ?'SE'
() 'NTERPRO Thioredoxin-like fold RT & 23 44e1 11e0 1080 SME
O GOTERM_CC_DIRECT endoplasmic reticulum lumen RT & 19 1.0E0 6.3E-1 1.0EO 1.0E0
Annotation Cluster 103 Enrichment Score: 1.97 Benjamini

0 INTERPRO &%ﬁsl protein S5 domain 2-type fold, RT - 12 6.0E—4 3.1E0  8.2E-3 ;.SE—
(]  INTERPRO '(Ij';an:l::?]t;)n elongation factor EFTu/EF1A, - o L 0E3 3.7E0 1352 ; 2E-
m) D Lot e w o ases o reea 17
() 'NTERPRO Elongation factor, GTP-binding_domain RT & 10 2.2E-3 3.1E0 2.7E-2 5'4'5'
() 'NTERPRO Translation elongation factor EFG, V domain RT  § 5 7.7E-3 5.2E0 7.7E-2 Z'lE'
() 'NTERPRO Elongation factor G, I1I-V domain RT i 5 7.76-3 5260 7762 1F
() SMART SM00838 RT i 5 1562 4160 1381 F
(]  INTERPRO Z;a:\:;:zt;%n elongation factor EFG/EF2, - . L SE2 6.2E0  13E-1 1.15-
()  UP-KEYWORDS Elongation factor RT & 10 2.3E-2 2.3E0 9.3E-2 Z'ZE'
() SMART SM00889 RT i 4 4.96-2 4160 3061 27F
D INTERPRO g?tr:)srlalfziggaengon:g'atci?:ei:z:itr?;EF1A/initiation RT 5 4 2.6E-1 2.3E0  1.0EO ?.1E—
0 INTERPRO :’gfnr;?rl]ztlion elongation factor EFTu/EF1A, C- RT 5 3 3.2E-1 2.7E0  1.0EQ ?.1E—
Annotation Cluster 104 Enrichment Score: 1.95 @ Benjamini

(]  UP-SEQ_FEATURE domain:DAZ-like 14 RT i 4 1.1E-2 6.8E0 2.2E-1 f'lE'
(]  UP-SEQ_FEATURE domain:DAZ-like 15 RT i 4 1.1E-2 6.8E0 2.2E-1 f'lE'
(]  UP-SEQ_FEATURE domain:DAZ-like 2 RT i 4 1.1E-2 6.8E0 2.2E-1 f'lE'
(]  UP-SEQ_FEATURE domain:DAZ-like 3 RT i 4 1.1E-2 6.8E0 2.2E-1 f'lE'
(]  UP-SEQ_FEATURE domain:DAZ-like 4 RT i 4 1.1E-2 6.8E0 2.2E-1 f'lE'
(]  UP-SEQ_FEATURE domain:DAZ-like 5 RT i 4 1.1E-2 6.8E0 2.2E-1 f'lE'
(]  UP-SEQ_FEATURE domain:DAZ-like 6 RT i 4 1.1E-2 6.8E0 2.2E-1 f'lE'
(]  UP-SEQ_FEATURE domain:DAZ-like 7 RT i 4 1.1E-2 6.8E0 2.2E-1 f'lE'
(]  UP-SEQ_FEATURE domain:DAZ-like 8 RT i 4 1.1E-2 6.8E0 2.2E-1 f'lE'
(]  UP-SEQ_FEATURE domain:DAZ-like 9 RT i 4 1.1E-2 6.8E0 2.2E-1 f'lE'
O UP_SEQ_FEATURE chain:Deleted in azoospermia protein 1 RT M 4 1.1E-2 6.8E0 2.2E-1 f'lE_
O UP_SEQ_FEATURE chain:Deleted in azoospermia protein 2 RT M 4 1.1E-2 6.8E0 2.2E-1 f'lE_
O UP_SEQ_FEATURE chain:Deleted in azoospermia protein 3 RT M 4 1.1E-2 6.8E0 2.2E-1 f'lE_
O UP_SEQ_FEATURE chain:Deleted in azoospermia protein 4 RT M 4 1.1E-2 6.8E0 2.2E-1 f'lE_
(]  UP-SEQ_FEATURE domain:DAZ-like 1 RT i 4 1.1E-2 6.8E0 2.2E-1 f'lE'
(]  UP-SEQ_FEATURE domain:DAZ-like 10 RT i 4 1.1E-2 6.8E0 2.2E-1 f'lE'
(]  UP-SEQ_FEATURE domain:DAZ-like 11 RT i 4 1.1E-2 6.8E0 2.2E-1 f'lE'
(]  UP-SEQ_FEATURE domain:DAZ-like 12 RT i 4 1.1E-2 6.8E0 2.2E-1 f'lE'
(]  UP-SEQ_FEATURE domain:DAZ-like 13 RT i 4 1.1E-2 6.8E0 2.2E-1 f'lE'
Annotation Cluster 105 Enrichment Score: 1.95 7 Benjamini

(]  GOTERM_MF_DIRECT four-way, junction DNA binding RT 10 9265 4380 1583 LOF
(]  CGOTERM_BP_DIRECT mitotic recombination RT & 8 2.6E-3 3.6E0 5062 5OF
(]  GOTERM_MF_DIRECT recombinase activity RT i 6 476-3 4560 43e2 %%
U GOTERM_BP_DIRECT reciprocal meiotic recombination RT i 12 7.4E-3 2.4E0 1.2E-1 1'1E_
0 INTERPRO DNA recombination and repair protein, RecA- RT - 5 7.7E-3 5.2E0 7.7E-2 ZIES

like
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Annotation Cluster 1 Enrichment Score: ? Benjamini FDR

ECount P_Value

0 PIR_SUPERFAMILY 3/!\;2 repair and recombination protein, Rad51 RT 5 5 1.2E-2 4.5E0 2.9E-1 §.9E—
0 INTERPRO _g-_l\ér;iic:arrbination and repair protein Rad51, RT 5 5 1.6E-2 4.4E0 1.3E-1 1.2E—
0 INTERPRO ETNléA_gienc(;)ir:qb?:rt]ig?r{repair protein RecA/RadB, RT 5 5 1.6E-2 4.4E0 1.3E-1 1.2E—
0 GOTERM_BP_DIRECT i‘ﬂ;ﬁome organization involved in meiotic RT 5 4 1.7E-2 5.9E0 2.1E-1 f.OE—
()  GOTERM_BP_DIRECT strand invasion RT i 5 1.8E-2 4.2E0  2.2E-1 f'lE'
(J GOTERM_MF_DIRECT endodeoxyribonuclease activity RT s 9 2.2E-2 2.4E0 1.4E-1 1'2E'
(]  GOTERM_BP_DIRECT DNA recombinase assembly RT & 4 3.7E-2 4.7E0  3.7E-1 f'GE'
0 INTERPRO ;I;ﬁar_ehzz?iig;l{ads1/transcription factor NusA, RT 5 3 7.0E-2 6.2E0  4.1E-1 :z.7E—
()  GOTERM_CC_DIRECT Rad51B-Rad51C-Rad51D-XRCC2 complex ~ RT i 7 18E-1 3880 6.7E-1 o8
Annotation Cluster 106 Enrichment Score: 1.92 : . Benjamini

() UP-SEQFEATURE repeat: Spectrin 18 RT & 8 4.0E-5 6.1E0 1.3E-3 ;'2E'
(] UP-SEQFEATURE repeat: Spectrin 20 RT i 7 2.1E-4 6.0E0  6.2E-3 g.gE-
(] UP-SEQFEATURE repeat: Spectrin 19 RT i 7 2.1E-4 6.0E0  6.2E-3 g.gE-
(] UP-SEQFEATURE repeat:Spectrin 21 RT i 6 1.1E-3 5.8E0 2.9E-2 g'sE'
(] UP-SEQFEATURE repeat: Spectrin 22 RT i 5 5.4E-3 5.7E0 1.26-1 1'2E'
(] UP-SEQFEATURE repeat: Spectrin 23 RT i 4 2.5E-2 5.5E0 4.4E-1 ‘1"3E'
() UP-SEQFEATURE repeat: Spectrin 30 RT i 8 5.8E-2 6.8E0 8.4E-1 f'lE'
(] UP-SEQFEATURE repeat:Spectrin 31 RT i 8 5.8E-2 6.8E0 8.4E-1 f'lE'
(]  UP-SEQFEATURE repeat:Spectrin 24 RT i 3 1161 5160 1.0e0  OF
(] UP-SEQFEATURE repeat: Spectrin 25 RT i 8 1.1E-1 5.1E0 1.0EQ ?'GE'
() UP-SEQFEATURE repeat:Spectrin 26 RT i 8 1.1E-1 5.1E0 1.0EQ ?'GE'
(] UP-SEQFEATURE repeat: Spectrin 27 RT i 8 1.1E-1 5.1E0 1.0EQ ?'GE'
(] UP-SEQFEATURE repeat: Spectrin 28 RT i 8 1.1E-1 5.1E0 1.0EQ ?'GE'
() UP-SEQFEATURE repeat: Spectrin 29 RT i 8 1.1E-1 5.1E0 1.0EQ ?'GE'
Annotation Cluster 107 Enrichment Score: 1.9 : . Benjamini

()  UP-KEYWORDS rRNA-binding RT & 14 6.6E-6 4.0E0 4.3E-5 2'3'5'
m ARG KOw RT 1§ 7 9.4e-4 48e0 1262 1F
() 'NTERPRO RNA-binding 54 domain RT & 5 7.76-3 5260 7762 1F
)  leERiEatlis domain:S4 RNA-binding RT & 5 2.0E-2 4.3E0 3.7E-1 f'GE'
| Sy s4 RT & 4 4982 4.1€0 3.0e-1  27F
m ARG Ribosomal protein Sde RT i 3 7.0E-2 6.2E0 4.1E-1 f'7E'
m ARG Ribosomal protein S4e, N-terminal RT i 3 7.0E-2 6.2E0 4.1E-1 f'7E'
m ARG Ribosomal protein S4e, central region RT i 3 7.0E-2 6.2E0 4.1E-1 f'7E'
0 INTERPRO SRiitt;osomal protein S4e, N-terminal, conserved RT : 3 7.0E-2 6.2E0 4.1E-1 §.7E-
m e ribosomal protein S4a/Se RT i 3 8.8E-2 5.4E0 6.9E-1 f'SE'
Annotation Cluster 108 Enrichment Score: 1.89 P_Value Benjamini

Q)  YP-KEYWORDS Initiation factor RT & 19 1.1E-3 2.2E0  5.5E-3 ‘3"3E'
m  CoUELER e regulation of translational initiation RT & 15 1.4E-3 2.560 3.0E-2 §'9E'
[ R RE R ENESRIREC] translation initiation factor activity RT & 21 1.6E-3 2.1E0 1.7E-2 §'5E'
Q) YP-KEYWORDS Protein biosynthesis RT 37 1.8E-3 1.7E0  9.1E-3 g'lE'
0 GOTERM_CC_DIRECT %a;lvi?(tic translation initiation factor 3 RT 9 2.4E-3 3.4E0 2.2E-2 %.OE—
O GOTERM_CC_DIRECT eukaryotic 48S preinitiation complex RT 8 4.7E-3 3.4E0 4.0E-2 g'SE'
0 GOTERM_CC_DIRECT %a;lvi?(tliceltrﬁlation initiation factor 3 RT 5 1.4E-2 4.5E0 9.4E-2 §.2E—
[ R RE R ENESRIREC] translation initiation factor binding RT 9 1.6E-2 2.6E0 1.2E-1 1'0E'
O GOTERM_CC_DIRECT eukaryotic 43S preinitiation complex RT 7 2.1E-2 3.0E0 1.3E-1 1'1E_
m  CoUELER e formation of translation preinitiation complex RT 9 2.9-2 2.380 3.26-1 1E
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https://david.ncifcrf.gov/relatedTerms.jsp?id=460003764&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0016282
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Annotation Cluster 1 Enrichment Score: ? @& ECount P_Valueé Benjamini FDR

(]  KEGG_PATHWAY RNA transport RT & 42 7.7E-2 1.3E0 1.3E-1 Z'7E'
(J RIER Proteasome component (PCI)_domain RT M 6 1.3E-1 2.2E0 6.4E-1 E'SE'
[J UP-SEQFEATURE domain:PCI RT i 6 1.3E-1 2.2E0  1.0EO ?'6E'
() SMART PINT RT i 6 3.6E-1 1.5E0 1.0EO ?'1E'
Enrichment Score: 1.89 P_Value Benjamini
(] UP-SEQFEATURE domain:C2 tensin-type RT i 6 5.1E-3 4.5E0 1.26-1 1'1E'
O UP_SEQ_FEATURE domain:Phosphatase tensin-type RT i 6 9.0E-3 4.1E0 2.0E-1 1'9E_
() 'NTERPRO Tensin phosphatase, C2 domain RT i 6 1.36-2 3.7E0 1.3E-1 1'1E'
() SMART SM01326 RT i 6 4.6E-2 2.7E0 3.0E-1 f'7E'
Annotation Cluster 110 Enrichment Score: 1.83 @ Benjamini
INTERPRO Mini-chromosome maintenance, DNA- - _ _ 1.1E-
U dependent ATPase RT & / EHRE U e Sl oy
() UP-SEQFEATURE domain:MCM RT i 6 266-3 5.1E0 6262 O0F
() SMART MCM RT i 7 9.2-3 3260 87e2 9%
()  GOTERM_CC_DIRECT MCM complex RT 1§ 5 4.0e2 3580 2361 0%
0 INTERPRO :ilégl-chromosome maintenance, conserved RT H 4 57E-2 4.1E0  4.0E-1 §.7E-
[ CDK Regulation of DNA Replication RT & 9 2.1E-1 1.5E0 4.4E-1 f'lE'
Annotation Cluster 111 Enrichment Score: 1.8 © P_Value Benjamini
() UP-SEQFEATURE domain:Post-SET RT & 12 1.4E-6 5.1E0  6.0E-5 g.sE-
() 'NTERPRO Post-SET domain RT & 11 3.7E-5 4.3E0 6.6E-4 2'0E'
() SMART PoStSET RT & 9 5.06-3 2860 S5.1E2  9F
0 GOTERM_MF_DIRECT histo-n.e methyltransferase activity (H3-K4 RT = 9 5.5E-3 3.0E0 4.9E-2 4.4E-
specific) 2
O GOTERM_CC_DIRECT histone methyltransferase complex RT i 10 5.8E-3 2.8E0 4.8E-2 ;'ZE'
(]  GOTERM_BP_DIRECT histone H3-K4 methylation RT & 9 1.2E-2 2.7E0 1.7E-1 1'65'
[ == REE LR zinc finger region:PHD-type 3 RT | 5 4.7E-2 3.4E0 7.7E-1 Z'4E'
O e zinc finger region:PHD-type 2 RT i 9 6.3E-2 2.0E0 9.0E-1 ?'7E_
O e zinc finger region:PHD-type 1 RT i 9 1.0E-1 1.9E0 1.0EO0 ?'6E_
() NTERPRO FY-rich, N-terminal RT 3 1961 3760 89e-1 SIF
() 'NTERPRO FY-rich, C-terminal RT 3 1961 3760 89e-1 SIF
() SMART FYRC RT 3 366-1 2480 1080 o1F
() SMART EYRN RT | 3 366-1 24€0 10e0  F
(]  GOTERM_CC_DIRECT Set1C/COMPASS complex RT 3 5461 1760 1080  O8F
Annotation Cluster 112 Enrichment Score: 1.79 @ : Benjamini |
O GOTERM_MF_DIRECT transcription factor activity, RNA polymerase RT - 7 4.6E-4 5.2E0 5.6E-3 5.0E-
II transcription factor recruiting - L ’ ’ ’ 3
() UP-SEQFEATURE domain:HTH myb-type 1 RT i 5 2.06-3 6.8£0 5.06-2 5%
() UP-SEQFEATURE domain:HTH myb-type 2 RT i 5 2.06-3 6.8£0 5.06-2 5%
(J 'NTERPRO SANT/Myb domain RT & 16 2.1E-3 2.3E0 2.5E-2 5'3E'
(J 'NTERPRO Myb-like domain RT i 6 4.0E-3 4.6E0 4.4E-2 ‘2"0E'
() NTERPRO Myb domain RT i 6 7.7E-3 4.1E0  7.7E-2 Z'lE'
() UP-SEQFEATURE domain:HTH myb-type 3 RT & 4 1.1E-2 6.8E0 2.2E-1 f'lE'
() UP-SEQFEATURE domain:Myb-like 1 RT i 3 58E-2 6.8£0 8.4E-1 OF
() UP-SEQFEATURE domain:Myb-like 2 RT i 3 58E-2 6.8£0 8.4E-1 OF
-myb, C-termina RT i .OE- . 1E- IR
() NTERPRO C-myb, C-terminal RT 3 7.0E-2 6.2E0 4.1E-1 f7E
O SMART SANT RT & 16 856-2 1580 4961 H4F
[J UP-SEQFEATURE DNA-binding region:H-T-H motif RT i 7 1.7E-1 1.8E0 1.0EO ?'6'5'
(] INTERPRO Homeodomain-like RT & 19 1.0E0 3.56-1 1.0E0  1.0EQ
: . . iFold i . . .i
Annotation Cluster 113 Enrichment Score: 1.76 & P_Value  Change | Benjamini
(]  KEGG_PATHWAY Phototransduction RT & 13 2.4E-3 2560 5.28-3 2°F
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Annotation Cluster 1 Enrichment Score: ? @ ECount P_Valueé Benjamini FDR

(]  GOTERM_CC_DIRECT photoreceptor disc membrane RT & 8 2162 2760 1361 ;1
O GOTERM_BP_DIRECT regulation of rhodopsin mediated signaling RT - 9 1.0E-1 1.8E0 7.1E-1 6.8E-
pathway 1
Annotation Cluster 114 Enrichment Score: 1.76 P_Value Benjamini
eath domain RT s .1E- . .6E- T
(J INTERPRO Death domai RT 14 2163 2560 2662 5°F
== omain:Dea RT s .OE- . .2E- Ve
(]  UP-SEQFEATURE domain:Death RT 13 3.0E-3 2.5E0 7.2E-2 ZOE
eath-like domain RT ™ .2E- . .1E- el
(J INTERPRO Death-like domai RT 23 4262 1580 361 2%F
() SMART DEATH RT & 9 3.4E-1 1.4E0 1.0e0 1E
1
Annotation Cluster 115 Enrichment Score: 1.73 P_Value Benjamini
m ARG EGF receptor, L domain RT & 7 1.1E-4 6.2E0 1.7E-3 ;'GE'
m ARG Furin-like cysteine-rich domain RT & 7 1.1E-4 6.2E0 1.7E-3 ;'GE'
() GOl R insulin receptor substrate binding RT i 8 6.5E-4 4.3E0 7.5E-3 2'7E'
() INTERPRO Tyrosine-protein kinase,_insulin-like receptor RT 3 7.0E-2 6.2E0 4.1E-1 §'7E'
[ =S R eIt insulin receptor RT & 8 8.8E-2 5.4E0 6.9E-1 f'SE'
0 INTERPRO Tvrosme-prc_)teln kinase, receptor class II, RT : 3 556-1 1.7E0  1.0EO 9.1E-
conserved site 1
(]  GOTERM_CC_DIRECT receptor complex RT & 20 6361 1.0e0 10e0  O8F
) UP_SEQ_FEATURE domain:Fibronectin type-III 3 RT i 6 1.0E0O 4.9E-1 1.0EO 1.0EO
Annotation Cluster 116 Enrichment Score: 1.69 P_Value Benjamini
(]  COTERM_BP_DIRECT mRNA cleavage RT i 8 14E-3 3980 3.062 29
() BIOCARTA Polyadenylation of mRNA RT & 7 71E-2 2.1E0  2.0E-1 1'4'5'
(]  CGOTERM_BP_DIRECT mRNA polyadenylation RT i 9 8.6E-2 19£0 64E-1 O°F
Enrichment Score: 1.67 G Benjamini
() BIOCARTA Cyclins and Cell Cycle Regulation RT & 18 3084 2260 4163 29
wm B 26.cyclin-CDK_complexes RT & 11 1.6E-2 2.0E0 8.5E-1 ?'5E'
D BBID 1.RBphosphoE2F RT u 9 9.2E-2 1.7E0 1.0EO 1.0EO0
0 GOTERM_MF_DIRECT cyclin-dependent protein serine/threonine RT - 5 9.7E-2 2.7E0  4.7E-1 4.2E-
kinase inhibitor activity, - i ' ' ’ 1
E] COLE RN el negative regulation of phosphorylation RT M 7 1.1E-1 2.1E0 7.3E-1 Z'OE_
Enrichment Score: 1.67 P_Value Benjamini
m ARG POLO box duplicated domain RT & 5 2.9E-3 6.2E0 3.3E-2 g'lE'
)  eEeRiEatis domain:POLO box 1 RT & 8 5.8E-2 6.8E0 8.4E-1 513'1'5'
)  eEeRiEatis domain:POLO box 2 RT & 8 5.8E-2 6.8E0 8.4E-1 513'1'5'
Annotation Cluster 119 Enrichment Score: 1.66 G ‘P_Value : Benjamini |
B LGOS Glutamine amidotransferase RT i 6 5.7E-4 6.2E0 7.8E-3 ;.1E—
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()  YP-SEQ_FEATURE active site:For GATase activity RT & 4 1.0E-1 3.4E0 1.0E0 ?'6E'
O GOTERM_BP_DIRECT glutamine metabolic process RT i 7 1.1E-1 2.1E0 7.3E-1 Z'OE'
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0 GOTERM_MF_DIRECT E‘;Ltgic:]egn-activated protein kinase kinase RT - 8 1.0E-2 3.0E0 8.2E-2 Z.3E—
INTERPRO Pseudokinase tribbles family/serine- - _ _ 1.1E-
U threonine-protein kinase 40 RT L 4 oSl 0420 2laslE 1
(]  GOTERM_BP_DIRECT requlation of MAP kinase activity RT | 5 5062 3380 4761 TOF
U GOTERM_MF_DIRECT ubiquitin-protein transferase regulator activity RT i 3 7.5E-2 6.0E0 3.9E-1 i'4E'
Annotation Cluster 121 Enrichment Score: 1.63 Benjamini
()  UPSEQFEATURE domain:Pre-SET RT i 5 1162 4980 2261 21F
() 'NTERPRO Pre-SET domain RT i 5 1.6E-2 4.4E0 1.3E-1 1'2E'
()  ©OTERM_BP_DIRECT histone H3-K9 methylation RT i 4 1.78-2 5.980 2.16-1 2-0F



http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0097381
https://david.ncifcrf.gov/relatedTerms.jsp?id=380002170&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0022400
https://david.ncifcrf.gov/relatedTerms.jsp?id=300005085&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR000488
https://david.ncifcrf.gov/relatedTerms.jsp?id=530000386&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880076986&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR011029
https://david.ncifcrf.gov/relatedTerms.jsp?id=530009463&currentList=0
http://smart.embl.de/smart/do_annotation.pl?DOMAIN=SM00005
https://david.ncifcrf.gov/relatedTerms.jsp?id=790000004&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR000494
https://david.ncifcrf.gov/relatedTerms.jsp?id=530000392&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR006211
https://david.ncifcrf.gov/relatedTerms.jsp?id=530005268&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0043560
https://david.ncifcrf.gov/relatedTerms.jsp?id=460004943&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR016246
https://david.ncifcrf.gov/relatedTerms.jsp?id=530013572&currentList=0
http://pir.georgetown.edu/cgi-bin/ipcSF?id=PIRSF000620
https://david.ncifcrf.gov/relatedTerms.jsp?id=700000243&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR002011
https://david.ncifcrf.gov/relatedTerms.jsp?id=530001662&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0043235
https://david.ncifcrf.gov/relatedTerms.jsp?id=380001591&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077335&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0006379
https://david.ncifcrf.gov/relatedTerms.jsp?id=300001510&currentList=0
https://david.ncifcrf.gov/biocarta.jsp?path=h_cpsfPathway$Polyadenylation%20of%20mRNA&termId=50000069&source=biocarta
https://david.ncifcrf.gov/relatedTerms.jsp?id=50000069&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0006378
https://david.ncifcrf.gov/relatedTerms.jsp?id=300001509&currentList=0
https://david.ncifcrf.gov/biocarta.jsp?path=h_cellcyclePathway$Cyclins%20and%20Cell%20Cycle%20Regulation&termId=50000060&source=biocarta
https://david.ncifcrf.gov/relatedTerms.jsp?id=50000060&currentList=0
http://bbid.grc.nia.nih.gov/geneimages/26.cyclin-CDK_complexes.jpeg
https://david.ncifcrf.gov/relatedTerms.jsp?id=30000052&currentList=0
http://bbid.grc.nia.nih.gov/geneimages/1.RBphosphoE2F.jpeg
https://david.ncifcrf.gov/relatedTerms.jsp?id=30000001&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0004861
https://david.ncifcrf.gov/relatedTerms.jsp?id=460001154&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0042326
https://david.ncifcrf.gov/relatedTerms.jsp?id=300007890&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR000959
https://david.ncifcrf.gov/relatedTerms.jsp?id=530000781&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880078492&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880078493&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR017926
https://david.ncifcrf.gov/relatedTerms.jsp?id=530015109&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077523&currentList=0
http://www.uniprot.org/keywords/?query=Pyrimidine%20biosynthesis
https://david.ncifcrf.gov/relatedTerms.jsp?id=870000914&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880000047&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0006541
https://david.ncifcrf.gov/relatedTerms.jsp?id=300001629&currentList=0
http://www.uniprot.org/keywords/?query=Glutamine%20amidotransferase
https://david.ncifcrf.gov/relatedTerms.jsp?id=870000424&currentList=0
http://www.uniprot.org/keywords/?query=Protein%20kinase%20inhibitor
https://david.ncifcrf.gov/relatedTerms.jsp?id=870000897&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0031434
https://david.ncifcrf.gov/relatedTerms.jsp?id=460003778&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR024104
https://david.ncifcrf.gov/relatedTerms.jsp?id=530020437&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0043405
https://david.ncifcrf.gov/relatedTerms.jsp?id=300008400&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0055106
https://david.ncifcrf.gov/relatedTerms.jsp?id=460006686&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880078518&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR007728
https://david.ncifcrf.gov/relatedTerms.jsp?id=530006624&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0051567
https://david.ncifcrf.gov/relatedTerms.jsp?id=300010800&currentList=0

Annotation Cluster 1

U
U

GOTERM_MF_DIRECT

SMART

Annotation Cluster 122

o0 000000000000 good

KEGG_PATHWAY

BIOCARTA

BIOCARTA

BIOCARTA

KEGG_PATHWAY

BIOCARTA

BIOCARTA

BIOCARTA

GOTERM_CC_DIRECT

KEGG_PATHWAY

BIOCARTA

BBID
BIOCARTA

BIOCARTA

BIOCARTA

BIOCARTA

BIOCARTA

BBID
BIOCARTA

Annotation Cluster 123

U
U
U
U
U
U
U
U
U
U
U

BIOCARTA

BIOCARTA

UP_SEQ_FEATURE

INTERPRO

UP_SEQ_FEATURE

SMART

UP_SEQ_FEATURE

INTERPRO

BIOCARTA

UP_SEQ_FEATURE

UP_SEQ_FEATURE

Annotation Cluster 124

I e B B R B e

UP_SEQ_FEATURE

INTERPRO

INTERPRO

PIR_SUPERFAMILY

SMART

UP_SEQ_FEATURE

Annotation Cluster 125

O O 0O 0O

UP_SEQ_FEATURE

INTERPRO

INTERPRO

INTERPRO

INTERPRO

Enrichment Score: ? Benjamini FDR

ECount P_Value

histone methyltransferase activity (H3-K9 RT 5 4 3.6E-2 4.8E0 2.2E-1 1.9E-
specific), 1
- 3.6E-
PreSET RT 1 5 6.7E-2 2.9E0 4.0E-1 1
Enrichment Score: 1.63 éP_Valueé EBenjaminié
. . - 8.0E-
Shigellosis RT & 29 5.9E-6 2.4E0 17E-5
The 4-1BB-dependent immune response RT & 14 6.7E-4 2.4E0  7.4E-3 §'3E'
Toll-Like Receptor Pathway, RT & 23 1.1E-3 1.80 1.1E-2 Z-7E‘
Signal transduction through IL1R RT & 20 2.7E-3 1.80 1.8E-2 ;'3E'
Epithelial cell signaling_in Helicobacter pylori RT 5 23 57E-3 1.8E0 1.2-2 > /E-
infection 3
NFkB activation by Nontypeable Hemophilus RT - 15 8.4E-3 1.9E0 3.9E-2 <2 7/F
influenzae 2
NF-kB Signaling_Pathway RT & 14 1.6E-2 1.9E0 6.4E-2 ‘2‘-5E‘
CD40L Signaling_Pathway, RT 10 2.7E-2 2.0E0 1.0E-1 Z-IE‘
I-kappaB/NF-kappaB complex RT i 4 3.0E-2 5.1E0 1.8E-1 1'6E'
RIG-I-like receptor signaling pathway RT & 21 3.86-2 1.6E0 6.8E-2 g'SE'
Activation of PKC through G protein coupled RT : 6 42E-2 2.6E0 1.3E-1 2-3F
receptor 2
77.1kBa_Kinase JNK MEKK1 RT i 6 6.5E-2 2.3E0 1.0EO 1.0EO0
Acetylation and Deacetylation of RelA in The RT - 9 1.2E-1 1.7E0 2.9E-1 2.1l[==
Nucleus 1
Double Stranded RNA Induced Gene RT 5 6 2.0E-1 1.8E0 4.3E-1 3.1E-
Expression 1
TNF/Stress Related Signaling RT & 11 2.8E-1 1.3E0 5.5E-1 f'gE'
Erythropoietin mediated neuroprotection - _ _ 4.0E-
through NF-KB RT 1 7 2.9E-1 1.5E0 5.7E-1 1
TNFR2 Signaling_Pathway RT & 8 3.7E-1 1.4E0  6.8E-1 ‘1"8'5'
90.IB and-cat-Arm processing_of Ci RT i 4 3.86-1 1.8E0 1.0EO 1.0EO
TACI and BCMA stimulation of B cell immune RT - 6 5.8E-1 1.2E0 9.0E-1 6.4E-
responses. 1
Enrichment Score: 1.6 'P_Value | : Benjamini |
Control of skeletal myogenesis by HDAC & - . _ PRIES
calcium/calmodulin-dependent kinase (CaMK) RT u 20 CiSS eSS G A 3
Signal Dependent Regulation of Myogenesis - . _ 6.0E-
by Corepressor MITR RT L 2 ShISa EURY - Baia 3
domain:MADS-box RT | 5 5.4E-3 5.7E0 1.2E-1 1'25'
Transcription factor, MADS-box RT | 5 7.7E-3 5.2E0  7.7E-2 Z'lE'
o o - 4.3E-
DNA-binding region:Mef2-type RT 1 4 2.5E-2 5.5E0 4.4E-1 1
MADS RT | 5 3.56-2 3.4E0 2.6E-1 f-3E'
region of interest:Beta domain RT i 3 5.8E-2 6.8E0 8.4E-1 ?'1E'
Hollit?lav junction regulator protein family C- RT - 3 1.2E-1 4.6E0 6.4E-1 5.8E-
terminal - 1
Regulation of PGC-1a RT & 12 1.3E-1 1.560 3.1E-1 f'ZE'
» . o . - 9.6E-
compositionally biased region:Lys-rich (basic) RT 1 3 3.9E-1 2.3E0 1.0EO 1
L - 9.6E-
site:Cleavage RT n 9 8.2E-1 8.8E-1 1.0EO0 1
Enrichment Score: 1.6 @ ‘P_Value | : Benjamini |
DNA-binding region:TEA RT & 4 1.1E-2 6.8E0 2.2E-1 f'lE'
- 1.1E-
TEA/ATTS RT i 4 1.56-2 6.2E0 1.36-1
Transcriptional enhancer factor RT i 4 1.5E-2 6.2E0 1.3E-1 1'1E'
transcriptional enhancer factor RT i 4 2.1E-2 5.4E0 2.9E-1 §.9E—
TEA RT & 4 4.9E-2 4.1E0 3.0E-1 §'7E'
region of interest: Transcriptional activation ~ RT M 3 1.1E-1 5.1E0 1.0EO ?'GE_
Enrichment Score: 1.57 éP_Valueé EBenjaminié
metal ion-binding site:Magnesium RT & 36 2.3E-5 2.1E0  7.9E-4 Z'GE'
P-type ATPase, transmembrane domain RT s 11 3.7E-5 4.3E0 6.6E-4 Z'OE_
Cation-transporting P-type ATPase, C- RT H 11 7.6E-5 4.0E0 1.3E-3 L 2lE=
terminal 3
Catiqn-transportinq P-type ATPase, N- RT H 11 1.5E-4 3.8E0 2.3E-3 2o illE=
terminal 3
P-type ATPase, A domain RT & 16 2.36-4 2.860 3.56-3 3-2F
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Annotation Cluster 1 Enrichment Score: ? G ECount P_Valueé | Benjamini FDR

(J 'NTERPRO Cation-transporting_P-type ATPase RT & 16 2.3E-4 2.8E0 3.5E-3 g'ZE'
(J 'NTERPRO P-type ATPase, phosphorylation site RT & 16 2.3E-4 2.8E0 3.5E-3 g'ZE'
(J RIER P-type ATPase, cytoplasmic domain N RT s 16 2.3E-4 2.8E0 3.5E-3 g'ZE'
O UP_SEQ_FEATURE active site:4-aspartylphosphate intermediate RT s 16 3.2E-4 2.7E0  9.1E-3 §'7E_
INTERPRO Sodium/potassium-transporting_P-type - _ _ 7.1E-

U ATPase,_subfamily IIC RT L 9 oS (S2) RIS 3
() SMART SM00831 RT & 11 1463 2880 172 1°F
UJ GOTERM_BP_DIRECT cellular sodium ion homeostasis RT & 10 2.0E-3 3.1E0 4.1E-2 §.9E—
O GOTERM_BP_DIRECT establishment or maintenanc_e of _ RT - 8 2 6E-3 3.6E0 5.0E-2 4.8E-

transmembrane electrochemical gradient 2
O GOTERM_MF_DIRECT sod_ium:potassium-exchanqinq ATPase RT - 6 1.6E-2 3.6E0 1.2E-1 1.0E-

activity 1
(]  GOTERM_BP_DIRECT sodium ion export from cell RT & 6 1.6E-2 3.6E0 2.1E-1 f'OE'
(]  GOTERM_MF_DIRECT steroid hormone binding RT 4 3662 48E0 2281 9F
UJ GOTERM_BP_DIRECT cellular potassium ion homeostasis RT i 6 3.8E-2 3.0E0 3.8E-1 i'GE'
UP_SEQ_FEATURE region of interest:Interaction with - _ _ &.il[==

U phosphoinositide-3 kinase RT L & iSRG 1
O GOTERM_BP_DIRECT cellular response to steroid hormone stimulus RT i 5 7.3E-2 3.0E0 5.8E-1 E'SE'
(]  CGOTERM_BP_DIRECT response to glycoside RT | 3 7.6E-2 5.9E0 5.8E-1 E'SE'
U UP_KEYWORDS Sodium/potassium transport RT 4 9.8E-2 3.4E0 3.3E-1 f'SE'
() 'NTERPRO HAD-like domain RT & 17 2361 1360 10e0 IF
O GOTERM_CC_DIRECT sodium:potassium-exchanging_ATPase RT - 4 2.4E-1 2.3E0 8.3E-1 7.3E-

complex 1
[]  KEGG_PATHWAY Carbohydrate digestion and absorption RT & 11 2861 1480 441 2OF
(]  GOTERM_BP_DIRECT ATP hydrolysis coupled proton transport RT & 8 2.9E-1 1.5E0 1.0EO ?'GE'
O GOTERM_BP_DIRECT regulation of cardiac conduction RT u 12 3.4E-1 1.3E0 1.0EO ?'GE_
O GOTERM_BP_DIRECT Fell comnjunicat_ion by eIecFricaI coupling RT 5 4 3.8E-1 1.8E0 1.0EQ 9.6E-

involved in cardiac conduction 1
(]  GOTERM_BP_DIRECT potassium ion import RT i 6 5.2E-1 1.3E0 1.0EO ?'GE'
[]  KEGG_PATHWAY Proximal tubule bicarbonate reclamation RT | 4 8.5E-1 9.0E-1 1.0EO ?'SE_
UJ GOTERM_BP_DIRECT ion transmembrane transport RT =& 30 9.0E-1 8.5E-1 1.0E0 ?'GE'
[]  KEGG_PATHWAY Cardiac muscle contraction RT & 11 9.3E-1 7.6E-1 1.0EO ?'3E_
(]  UP-KEYWORDS Potassium RT & 12 9961 64E-1 1080 O
(j UPKEYWORDS Potassium transport RT & 10 9961 5961 1080 O
(]  KEGG_PATHWAY Mineral absorption RT i 4 9.9e-1 4.7e-1 1.0e0 O
(]  UP_KEYWORDS Sodium transport RT & 1.0E0 2.3E-1 1.0E0  1.0EO
) KEGG_PATHWAY Protein digestion and absorption RT i 1.0E0 2.4E-1 1.0EO 1.0EO
(]  UP_KEYWORDS Sodium RT i 1.0E0 2.2E-1 1.0EO 1.0E0
B UP_SEQ_FEATURE topological domain:Lumenal RT i 22 1.0E0 3.3E-1 1.0EO 1.0EO
(]  UP_KEYWORDS Ion transport RT & 31 1.0E0 3.3E-1 1.0EO0 1.0E0

Annotation Cluster 126 Enrichment Score: 1.51 © P_Value Benjamini
0 GOTERM_MF_DIRECT smglc_e-stranded DNA-dependent ATPase RT : 7 2.5E-3 4.2E0  2.5E-2 2.2E-
activity 2
()  GOTERM_CC_DIRECT DNA replication factor C complex RT & 5 7.0E-3 5.3E0 5382 H7E
2
()  CGOTERM_MF_DIRECT DNA clamp loader activity RT & 5 3.1E-2 3.7E0 1.98-1 L7F
1
INTERPRO DNA polymerase 1III, clamp loader complex, - . i 3.7E-
U gamma/delta/delta subunit, C-terminal RT L & Shrlses a0 GlUa 1
() INTERPRO Replication factor C, C-terminal domain RT i 3 7062 6260 4161 37F
0O GOTERM_BP_DIRECT positive requlat_lo_n of DNA-directed DNA RT - 4 9.9E-2 3.4E0 6.9E-1 6.6E-
polymerase activity 1
()  ©GOTERM_CC_DIRECT Ctf18 RFC-like complex RT & 4 1.26-1 3.280 4.9e-1 +3F
1
Annotation Cluster 127 Enrichment Score: 1.49 P_Value '(:i?lladnge Benjamini
[ = SEGSRERINEE domain:Bromo RT & 12 1.8E-3 2.8E0 4.5E-2 ‘2"4E'
m  (LE DDT domain superfamily RT & 4 3.2E-2 5.0E0 2.4E-1 f'ZE'
W CEEELAEAaiE domain:DDT RT & 4 4.5E-2 4.5E0 7.4E-1 Z'ZE'
() SMART DDT RT i 4 9.9E-2 3.3E0 5.3E-1 ‘1"8E'
[ = SEGSRERINEE zinc finger region:PHD-type RT & 12 1.3E-1 1.6E0 1.0e0  2:6F
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Annotation Cluster 1 Enrichment Score: ? G ECount ; P_Value Fold

| Benjamini : FDR

i Chang
Annotation Cluster 128 Enrichment Score: 1.49 éCount i P_Value E?\I:nge : Benjamini ; FDR
()  GOTERM_CC_DIRECT MLL5-L complex RT i 6 3.5E-3 4.8E0 3.1E-2 §'7E'
()  GOTERM_CC_DIRECT PTW/PP1 phosphatase complex RT & 5 1.4E-2 4.560 9.4E-2 S'ZE'
O GOTERM_BP_DIRECT entrainment of circadian clock by photoperiod RT i 4 6.8E-1 1.2E0 1.0EO ?'GE_
Annotation Cluster 129 Enrichment Score: 1.49 @ P_Value E?lld Benjamini
| : i Change : :
m ARG Dynamin, GTPase domain RT & 6 1.7E-3 5.30 2.1E-2 ;'9'5'
m ARG Dynamin, GTPase region, conserved site RT & 5 7.7E-3 5.280 7.7E-2 /-1E
2
m ARG Dynamin central domain RT & 5 7.7E-3 5.2E0 7.7E-2 ;'1'5'
() UP-SEQFEATURE domain:GED RT i 5 1162 4960 2261 21F
() SMART DYNc RT i 6 1262 3560 11 OOF
m ARG Dynamin GTPase effector RT & 5 1.6E-2 4.4E0 1.3E-1 1'2'5'
() SMART ED RT i 5 3.56-2 3.4E0 20661 1T
m ARG GTPase effector domain, GED RT & 5 4.3E-2 3.4E0 3.2E-1 f'gE'
0 GOTERM_BP_DIRECT dv_namin po_lym_eri_zation involved in RT - 4 9.9E-2 3.4E0 6.9E-1 6.6E-
mitochondrial fission 1
() INTERPRO Dynamin RT 1§ 6 1361 2260 64E-1 OF
(]  GOTERM_BP_DIRECT mitochondrial fission RT i 5 4.0e-1 16€0 1.0e0 O
(]  GOTERM_BP_DIRECT membrane fusion RT i 6 8.96-1 8.1E-1 1.0e0 O
: . : iFold i, . . .i
Annotation Cluster 130 Enrichment Score: 1.47 G P_Value  Change | Benjamini
()  CGOTERM_MF_DIRECT ubiquitin-ubiquitin ligase activity RT | 7 1.3E-2 3.2E0  9.9E-2 §.9E—
(O INTERPRO U box domain RT | 6 1362 3760 13e1  IE
()  UP-SEQ_FEATURE domain:U-box RT | 4 7.0E-2 3.9E0 9.7E-1 ?'3E'
(g SMART Ubox RT 5 11E-1 2.580 5661 F
Annotation Cluster 131 Enrichment Score: 1.47 @ : Benjamini :
O GOTERM_MF_DIRECT E::ﬁigglvmerase II transcription factor RT 5 20 1.0E-4 2.5E0 1.5E-3 é.4E—
O UP_SEQ_FEATURE zinc finger region:GATA-type 1 RT i 6 3.6E-4 6.8E0 9.9E-3 g'SE_
O UP_SEQ_FEATURE zinc finger region:GATA-type 2 RT i 6 3.6E-4 6.8E0 9.9E-3 g'SE_
(J 'NTERPRO Zinc finger, GATA-type RT i 7 2462 2980 1961 7%
O GOTERM_BP_DIRECT anatomical stljucture formation involved in RT - 6 2.6E-2 3.2E0 2.9E-1 2.8E-
morphogenesis 1
()  GOTERM_MF_DIRECT enhancer sequence-specific DNA binding RT 8 3862 2480 2381 2O0F
O SMART ZnF_GATA RT i 7 5.1E-2 24E0 361 2%
UJ INTERPRO GATA-type transcription activator, N-terminal RT  § 3 7.0E-2 6.2E0 4.1E-1 :13'7E_
(]  CGOTERM_BP_DIRECT intestinal epithelial cell differentiation RT | 4 9.96-2 3.4E0 6.9e-1 OOF
() 'NTERPRO Zinc finger, NHR/GATA-type RT & 13 2261 1480 1080 'F
O GOTERM_BP_DIRECT tissue development RT M 4 4.8E-1 1.6E0 1.0EO ?'6E'
()  GOTERM_BP_DIRECT cell development RT & 8 5.2E-1 1.2E0 1.0EO ?'6'5'
O GOTERM_BP_DIRECT cell fate commitment RT u 9 5.2E-1 1.2E0 1.0EO ?'GE_
()  GOTERM_BP_DIRECT cellular response to BMP stimulus RT i 3 9.7E-1 5.9E-1 1.0EO ?'7'5'
Annotation Cluster 132 Enrichment Score: 1.47 Benjamini
sl protein kinase C activity RT & .OE- . .8E- e
(]  CGOTERM_MF_DIRECT tein kinase C activit RT 10 2064 4.0E0 283 5°F
) INEERERY Diacylglycerol/phorbol-ester binding RT i 11 3.7E-3 2.7E0 4.1E-2 g'SE'
0 INTERPRO tP;gt;esln kinase C, delta/epsilon/eta/theta RT : 4 1.5E-2 6.2E0 1.3E-1 1.1E—
0 PIR_SUPERFAMILY E;g(teesln kinase C, delta/epsilon/eta/theta RT - 4 21E-2 5.4E0 2.9E-1 §.9E—
O UP_SEQ_FEATURE zinc finger region:Phorbol-ester/DAG-type 1 RT u 8 3.3E-2 2.5E0 5.7E-1 f.5E-
O UP_SEQ_FEATURE zinc finger region:Phorbol-ester/DAG-type 2 RT u 8 3.3E-2 2.5E0 5.7E-1 f.5E-
E] COUERMAWERDIRECH calcium-independent protein kinase C activity RT M 3 7.5E-2 6.0E0 3.9E-1 s
1
0O INTERPRO Protein kinase C-like, phorbol RT - 15 1.7E-1 1.4E0 8.3E-1 7.6E-

ester/diacylglycerol binding
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Annotation Cluster 1 Enrichment Score: ? G ECount P_Valueé Benjamini FDR

() SMART c1 RT & 15 7.6E-1 9.4E-1 1.0EQ ?'1'5'
O UP_SEQ_FEATURE zinc finger region:Phorbol-ester/DAG-type RT i 5 9.1E-1 7.6E-1 1.0EO ?'GE_
Annotation Cluster 133 Enrichment Score: 1. P_Value Benjamini
()  ©OTERM_BP_DIRECT mitotic cell cycle RT & 16 1.9E-3 2.3E0 4.0E-2 g.sE-
0O GOTERM_MF_DIRECT L?r?:géo;-cstiigir;;linq protein serine/threonine RT - 17 11E-2 1.9E0 8.7E-2 Z.?E—
(] UP-SEQFEATURE domain:CRIB RT i 7 4.9E-2 2.5E0 8.0E-1 Z'7E'
(] UP-SEQFEATURE region of interest: GTPase-binding RT i g 5.8E-2 6.8E0 8.4E-1 ?'IE'
E] UP_SEQ_FEATURE region of interest:Autoregulatory region RT i 3 5.8E-2 6.8E0 8.4E-1 ?'IE_
w DEE PAK-box/P21-Rho-binding RT i 7 9.0E-2 2.2E0 5.0E-1 ‘1"5E'
m PBD RT & 7 1.8E-1 1.8E0 7.6E-1 ?,95-
Enrichment Score: 1.46 P_Value Benjamini
] R cardiac muscle contraction RT a 16 5.4E-3 2.1E0 9.2E-2 223.8E-
() COLERMRE sl regulation of the force of heart contraction RT i 9 8.5E-3 2.8E0 1.3E-1 1'3E'
RS Cardiac muscle contraction RT & 11 9.3-1 7.6E-1 1.0EQ ?'3'5'
Enrichment Score: 1.45 P_Value Benjamini
(]  GOTERM_CC_DIRECT SCF ubiquitin ligase complex RT & 17 3.2E-3 2.2E0  2.8E-2 §'5E'
() UP-SEQFEATURE domain:F-box RT & 18 3.3E-2 1.7E0 5.7E-1 E'SE'
() NTERPRO F-box domain,_cyclin-like RT & 19 4462 1ee0 3381 0F
W SRR FBOX RT & 12 3661 1380 1080 o 'F
Annotation Cluster 136 Enrichment Score: 1.44 @ Benjamini
()  UP-KEYWORDS Threonine protease RT & 9 4.9E-3 3.1E0 2.3E-2 ;SE'
(J IIERERY Proteasome, subunit alpha/beta RT s 9 6.4E-3 2.9E0  7.0E-2 2'4E'
(J B proteasome core complex RT s 9 1.1E-2 2.7E0 7.7E-2 S.SE—
(]  GOTERM_MF_DIRECT threonine-type endopeptidase activity RT & 9 1662 2680 1261 OF
0 GOTERM_CC_DIRECT gg_(r:;:g)me core complex, alpha-subunit RT 5 5 2.56-2 4.0E0 1.5E-1 1.3E—
0 INTERPRO mome, alpha-subunit, N-terminal RT 5 5 2.7E-2 3.9E0 2.2E-1 i.OE—
(J 'NTERPRO Proteasome A-type subunit RT i 5 2.7E-2 3.9E0 2.2E-1 f'OE'
() SMART SM00948 RT i 5 111 2580 SeE-1 1
0 INTERPRO zirt%teasome, beta-type subunit, conserved RT 5 5 1.1E-1 2.6E0 6.3E-1 f.?E—
(J 'NTERPRO Proteasome B-type subunit RT i 4 2.6E-1 2.3E0 1.0EO ?'1'5'
O GOTERM_BP_DIRECT proteolysis involved in cellular protein RT - 10 4.2E-1 1.2E0 1.0EO 9.6E-

catabolic process

Annotation Cluster 137 Enrichment Score: 1.43 Benjamini
()  ©OTERM_BP_DIRECT DNA topological change RT & 6 9.4E-3 3.9E0 1.4E-1 1'3E'
(]  UP-KEYWORDS Topoisomerase RT i 4 4.4E-2 4.6E0 1661 17T
(J INTERPRO Toprim domain RT i 3 1261 4660 6.4E-1 OF
Enrichment Score: 1.43 P_Value Benjamini
m ARG 2'-5'-oligoadenylate synthase RT & 4 1.56-2 6.2E0 1.3E-1 1'1'5'
() LIS G419 2-5-oligoadenylate synthetase, conserved site RT M 4 1.5E-2 6.2E0 1.3E-1 1'1E'
0 INTERPRO %'-g:;:li;?:glenvlate synthetase 1, domain RT - 4 1.5E-2 6.2E0 1.3E-1 1.1E-
[ RGIER AR IR 2'-5'-gligoadenylate synthetase activity RT & 4 1.6E-2 6.0E0 1.2E-1 1'0'5'
m ARG 2-5-oligoadenylate synthetase, N-terminal ~ RT  § 4 3.2E-2 5.0E0 2.4E-1 f'ZE'
() LIS G419 Nucleotidyl transferase domain RT M 4 2.1E-1 2.5E0 9.9E-1 ?'1E'
() GOl R nucleotidyltransferase activity RT M 7 2.9E-1 1.5E0 1.0EO ?'QE'
Annotation Cluster 139 Enrichment Score: 1.42 G Benjamini
() NTERPRO ROC GTPase RT & 4 1.56-2 6.2E0 1.3E-1 1'1E'
()  UP_SEQFEATURE domain:Roc RT i 3 5.8E-2 6.8E0 8.4E-1 o 1F
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Annotation Cluster 1 Enrichment Score: ? @ ECount P_Valueé Benjamini FDR

(J INTERPRO Mitochondrial Rho-like RT i 5 6362 3.1E0 41e1  O7F
Annotation Cluster 140 Enrichment Score: 1.42 P_Value Benjamini
E] COLE RN el positive regulation of translational initiation RT s 9 1.4E-3 3.6E0 3.0E-2 §.9E—
()  GOTERM_MF_DIRECT translation activator activity RT i 5 4.9E-2 3.3E0 2.8E-1 f'5E'
()  ©OTERM_BP_DIRECT 3'-UTR-mediated mRNA stabilization RT i 7 5.3E-2 2.4E0 4.9E-1 ‘1"7E'
[ RCSIERMEHMESRIRE, MRNA 3'-UTR binding RT & 9 5.96-1 1.1E0 1.0EQ ?'9E'
Enrichment Score: 1.42 P_Value Benjamini
() COLERMRE sl nuclear-transcribed mRNA catabolic process RT i 8 2.6E-3 3.6E0 5.0E-2 421.8E-
[ RSIEEMEEE DR nuclear mRNA surveillance RT & 5 5.0E-2 3.3E0 4.7E-1 ‘1"5'5'
[ RSIEEMEEE DR histone MRNA catabolic process RT & 4 4361 1.7E0  1.0EQ ?'GE'
Annotation Cluster 142 Enrichment Score: 1.42 © P_Value Benjamini
()  UP-SEQ_FEATURE DNA-binding region:A.T hook 3 RT & 6 9.0E-3 4.1E0  2.0E-1 1'9E'
()  UP-SEQ_FEATURE DNA-binding region:A.T hook 1 RT i 6 3.1E-2 3.1E0 5.4E-1 E'ZE'
()  YP-SEQ_FEATURE DNA-binding region:A.T hook 2 RT i 6 3.1E-2 3.1E0 5.4E-1 E'ZE'
[ IEEREES AT hook, DNA-binding_ motif RT & 4 5.7E-2 4.1E0  4.0E-1 f'7E'
() SMART AT hook RT i 4 1.6E-1 2.7E0 7.0E-1 ‘15'4E'
Annotation Cluster 143 Enrichment Score: 1.4 @ P_Valueé Benjamini
(J 'NTERPRO RNA-processing_protein, HAT helix RT i 6 1362 3760 1361 F
[J UP-SEQFEATURE repeat:HAT 4 RT i 6 2.2E-2 3.4E0 4.0E-1 f'gE'
[J UP-SEQFEATURE repeat:HAT 9 RT & 4 2.5E-2 5.5E0 4.4E-1 ‘1"3'5'
()  UP-SEQFEATURE repeat:HAT 1 RT & 6 3.1E-2 3.1E0 5.4E-1 f'ZE'
()  UP-SEQFEATURE repeat:HAT 2 RT & 6 3.1E-2 3.1E0 5.4E-1 f'ZE'
() UP-SEQFEATURE repeat:HAT 3 RT & 6 3.1E-2 3.1E0 5.4E-1 f'ZE'
() UP-SEQFEATURE repeat:HAT 8 RT i 4 4.5E-2 4.5E0 7.4E-1 Z'ZE'
()  UP-SEQFEATURE repeat:HAT 5 RT & 5 6.5E-2 3.1E0 9.2E-1 ?'9'5'
[J UP-SEQFEATURE repeat:HAT 7 RT i 4 7.0E-2 3.980 9.7E-1 ?'3'5'
() SMART HAT RT i 6 7.3E-2 2.4E0 4.3E-1 f'gE'
[J UP-SEQFEATURE repeat:HAT 6 RT i 4 1.3E-1 3.0E0 1.0EO ?'6'5'
Annotation Cluster 144 Enrichment Score: 1.39 P_Value Benjamini
0 INTERPRO It_:fniiir;;rich repeat-containing_protein 8, N- RT : 5 2.9E-3 6.2E0 3.3E-2 g.lE—
E] COUERMAWERDIRECH volume-sensitive anion channel activity RT M 4 1.6E-2 6.0E0 1.2E-1 1'0E_
E] SRR DI regulation of anion transport RT M 5] 7.3E-2 3.0E0 5.8E-1 E'SE_
E] SRR DI anion transmembrane transport RT i 5 7.7E-1 9.9E-1 1.0EO ?'GE_
Enrichment Score: 1.35 P_Value Benjamini
[ RGIER AR IR histone serine kinase activity RT & 5 3.4E-3 6.0E0 3.2E-2 §'9E'
() GOl chromosome passenger complex RT M 4 3.0E-2 5.1E0 1.8E-1 1'6E'
0 GOTERM_CC_DIRECT ggg_insed nuclear chromosome,_centromeric RT - 4 2.0E-1 2.5E0 7.3E-1 ?.4E-
w  SCuEihieiiEer spindle pole centrosome RT & 4 2.0E-1 2.5E0 7.3E-1 f"‘E'
Annotation Cluster 146 Enrichment Score: 1.35 G P_Value Benjamini
(]  GOTERM_CC_DIRECT ESC/E(Z) complex RT & 9 1563 3660 142 %F
BIOCARTA The PRCZ Complex Set.s_Lor_lq—term.Gene B 2.9E-
Silencing_Through Modification of Histone RT ] 8 1.9E-1 1.6E0 4.1E-1 1
Tails
D GOTERM_BP_DIRECT g;_ichaet:‘viequlation of gene expression, RT - 11 3.3E-1 1.3E0  1.0EO ?.GE—
Annotation Cluster 147 Enrichment Score: 1.34 P_Value Benjamini
() 'NTERPRO HRDC domain RT i 4 1.56-2 6.2E0 1.3E-1 1'1'5'
() 'NTERPRO HRDC-like RT i 4 3.0E-2 5.0E0 2.4E-1 f'zE'
() UP-SEQFEATURE domain:HRDC RT i & 5.8E-2 6.8E0 8.4E-1 OS1F
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Annotation Cluster 1 Enrichment Score: ? G ECount P_Valueé Benjamini FDR

() SMART HRDC RT i 3 1.5E-1 4.1E0  6.9E-1 f'ZE'

Annotation Cluster 148 Enrichment Score: 1.33 P_Value Benjamini

0 GOTERM_MF_DIRECT ﬁbr'ol'olast growth factor-activated receptor RT : 5 3.4E-3 6.0E0 3.2E-2 2.9E-
activity 2

0O INTERPRO Tyrosine-protein kinase, fibroblast growth RT - 4 1.5E-2 6.2E0 1.3E-1 1.1E-
factor receptor 1

U PIR_SUPERFAMILY fibroblast growth factor receptor RT i 4 2.1E-2 5.4E0 2.9E-1 §.9E—

O GOTERM_BP_DIRECT positive regulation of phospholipase activity = RT i 4 1.4E-1 3.0E0 8.2E-1 Z'QE_

O GOTERM_MF_DIRECT fibroblast growth factor binding RT i 7 1.86-1 1.8E0 7.5E-1 ?'7E'

()  UP-KEYWORDS Craniosynostosis RT i 5 4.0E-1 1.6E0 1.0EO Z'SE'
Enrichment Score: 1.3 G P_Value | Benjamini

0 GOTERM_BP_DIRECT pos_lt_lve regulation of guanylate cyclase RT - 7 4.9E-3 3.8E0 8.5E-2 8.1E-
activity 2

0 GOTERM_MF_DIRECT calc_:ll:|m sensitive guanylate cyclase activator RT - 4 3.6E-2 4.8E0 2.2E-1 1.9E-
activity 1

(]  GOTERM_BP_DIRECT phototransduction RT | 5 6.9E-1 1.1E0 1.0E0 O

Annotation Cluster 150 Enrichment Score: 1.3 G : Benjamini |

() NTERPRO Ubiquitin subgroup RT & 9 2.7E-4 4.3E0 4.0E-3 g.sE-
O GOTERM_BP_DIRECT regulation of necrotic cell death RT i 8 1.4E-3 3.9E0 3.0E-2 %'QE'
O GOTERM_BP_DIRECT regulation of type I interferon production RT i 7 1.3E-2 3.2E0 1.8E-1 1'7E_
0 GOTERM_BP_DIRECT MyD88-independent toll-like receptor RT - 7 13E-2 3.2E0 1.8E-1 1.7E-
signaling_pathway - 1
() 'NTERPRO Ubiquitin conserved site RT 6 2162 3480 1781 OF
0 GOTERM_BP_DIRECT negative requlati.on of epidermal growth RT = 12 3.1E-2 2.0E0 3.4E-1 3.3E-
factor receptor signaling_pathway 1
GOTERM_BP_DIRECT regulation of transcription from RNA _ 3.6E-
C] polymerase II promoter in response to RT ] 10 3.6E-2 2.1E0 3.7E-1 1'
hypoxia
0 GOTERM_BP_DIRECT positive regulation of epidermal growth factor RT - 9 3.8E-2 2.2E0 3.8E-1  3-6E-
receptor signaling_pathway 1
UP_SEQ_FEATURE cross-link:Glycyl lysine isopeptide (Gly-Lys) - . i 6.2E-
U (interchain with K-? in acceptor proteins) RT L / SRSz eHda G S 1
0 GOTERM_BP_DIRECT neqativc_a regulation of type I interferon RT = 10 54E-2 2.0E0  4.9E-1 4.7E-
production 1
(]  GOTERM_BP_DIRECT viral life cycle RT & 10  6.56-2 1.9E0 5.5E-1 f'3E'
() UPSEQFEATURE chain:40S ribosomal protein S27a RT | 4 7.06-2 3.980 97e-1 7%
() UP-SEQFEATURE site:Essential for function RT  § 4 7.0E-2 3.9E0 9.7E-1 ?'3E'
0 UP_SEQ_FEATURE E(;rsri\gosmlonally biased region:Lys-rich (highly RT 5 4 7. 0E-2 3.980 9.7E-1 ?.3E—
() UP-SEQFEATURE chain:Ubiquitin RT  § 4 7.0E-2 3.9E0 9.7E-1 ?'3E'
() UP-SEQFEATURE binding site:Activating enzyme RT  § 4 1.0E-1 3.4E0 1.0EO ?'GE'
(]  GOTERM_BP_DIRECT virion assembly RT i 5 1.36-1 2.560 8.2E-1 Z'gE'
(]  GOTERM_BP_DIRECT glycogen biosynthetic process RT & 8 1.4E-1 1.8E0 8.2E-1 Z'gE'
(]  GOTERM_BP_DIRECT interstrand cross-link repair RT & 12 1.96-1 1.50 1.0EQ ?'GE'
O GOTERM_BP_DIRECT intracellular transport of virus RT s 11 3.6E-1 1.3E0 1.0EO ?'GE_
O GOTERM_CC_DIRECT endocytic vesicle membrane RT i 8 9.1E-1 7.7E-1 1.0EO ?'IE_
O GOTERM_BP_DIRECT endosomal transport RT i 1.0E0 4.5E-1 1.0EO0 1.0EO0

-
] (6]

Annotation Cluster 151 Enrichment Score: 1.27 @ P_Value Benjamini
U GOTERM_BP_DIRECT dendritic spine development RT 7 1.3E-2 3.2E0 1.8E-1 1'7E'
O GOTERM_BP_DIRECT ;izt;]rgég:;\sl;us system projection neuron RT 5 5 3.2E-2 3.7E0  3.4E-1 :13.3E—
()  CGOTERM_MF_DIRECT axon guidance receptor activity RT i 4 9.7E-2 3.4E0 4.7E-1 ‘1"2'5'
(]  GOTERM_BP_DIRECT retinal ganglion cell axon guidance RT i 6 2.1E-1 1.9E0 1.0EO ?'6'5'
Enrichment Score: 1.26 | Benjamini
0 OMIM_DISEASE Schimmelpenning-Feuerstein-Mims RT - 3 45E-2 7.8E0 1.0EO 1.0E0
syndrome, somatic mosaic - i ' ' ’ '
O UP_SEQ_FEATURE region of interest:Hypervariable region RT i 3 5.8E-2 6.8E0 8.4E-1 ?'IE_
Integrin_affinity _modulation RT & .2E- . . .
D BBID 65.Integri ffinit dulati RT 5 6.2E-2 2.7E0 1.0EO 1.0EO0
Enrichment Score: 1.26 @ : Benjamini :
() UP-SEQFEATURE region of interest:I-domain RT & 4 1.1E-2 6.8E0 2.2E-1 f'lE'
() 'NTERPRO 5'-3' exonuclease, C-terminal domain RT & 4 3.2E-2 5.0E0 2461 2-2F
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Enrichment Score: ?

Helix-hairpin-helix_ motif, class 2

XPG/Rad?2 endonuclease

XPG-I domain

region of interest:N-domain

XPG N-terminal

XPG conserved site

nuclease activity
Enrichment Score: 1.26

peptidyl-lysine monomethylation

peptidyl-lysine dimethylation

protein-lysine N-methyltransferase activity

Enrichment Score: 1.25

rRNA catabolic process

Ribonuclease II/R, conserved site

nuclear exosome (RNase complex)

Exosome

cytoplasmic exosome (RNase complex)

nuclear mRNA surveillance

Exoribonuclease, phosphorolytic domain 1

exosome (RNase complex)

Exoribonuclease, phosphorolytic domain 2

nuclear-transcribed mRNA catabolic process,
exonucleolytic, 3'-5'

exoribonuclease activity

PNPase/RNase PH domain

U4 snRNA 3'-end processing

Enrichment Score: 1.25

Heat shock factor (HSF)-type, DNA-binding

region of interest:Hydrophobic repeat HR-A/B

region of interest:Hydrophobic repeat HR-C

HSF

Enrichment Score: 1.25

Guanylate kinase, conserved site

ionotropic glutamate receptor complex

ionotropic glutamate receptor binding

Guanylate kinase

domain:Guanylate kinase-like

GMP metabolic process

guanylate kinase activity

establishment or maintenance of epithelial
cell apical/basal polarity

PDZ-associated domain of NMDA receptors

Membrane-associated guanylate kinase
(MAGUK), PEST domain, N-terminal

Membrane-associated guanylate kinase
(MAGUK)_scaffold protein

Guanylate kinase/L-type calcium channel
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Annotation Cluster 1

Enrichment Score: ?

ECount P_Value

: Benjamini : FDR

(]  GOTERM_BP_DIRECT GDP metabolic process RT 6 2.6E-2 3.2E0 2.9E-1 f'SE'
() SMART SM01277 RT 4 4.9E-2 4.1E0 3.0E-1 §'7E'
PIR_SUPERFAMILY membrane-associated guanylate kinase . i 6.8E-
U (MAGUK)_scaffold protein RT L g il 5030 GEI 1
() SMART GuKc RT & 10 1.4E-1 1.6E0 6.9E-1 f'ZE'
() INTERPRO Variant SH3 RT & 14 1.7E-1 1.460 8.6E-1 /-9F
1
(J 'NTERPRO 127 RT & 5 1861 2260 87E-1  SOF
(]  GOTERM_BP_DIRECT receptor localization to synapse RT i 4 1.8E-1 2.6E0 1.0EO ?'6'5'
() BIOCARTA Synaptic Proteins at the Synaptic Junction ~ RT & 9 2.1E-1 1560 4461 F
(]  GOTERM_BP_DIRECT receptor clustering RT & 6 2.4E-1 1.8E0 1.0EO ?'6'5'
[J UP-SEQFEATURE domain:L27 1 RT i 3 2.7E-1 2.980 1.0e0  °-6F
1
[J UP-SEQFEATURE domain:L27 2 RT i 3 2.7E-1 2.980 1.0e0  °-6F
1
(]  VYP-SEQ_FEATURE domain:PDZ 3 RT i 6 4.6E-1 1.4E0 1.0EO ?'6'5'
() INTERPRO 27, C-terminal RT i 3 5.0E-1 1.9E0 1.0EQ ?'1'5'
[ 127 RT i 4 6.0E-1 1.4E0 1.0EO ?'1'5'
(]  UP-SEQFEATURE domain:PDZ 1 RT | 6 7.66-1 9.7e-1 1.0£0 %
(]  UP-SEQFEATURE domain:PDZ 2 RT | 6 7.66-1 9.7e-1 1.0£0 %
(]  GOTERM_MF_DIRECT ligand-gated ion channel activity RT 4 9.5E-1 6.6E-1 100  o°F
Annotation Cluster 158 Enrichment Score: 1.25 P_Value Benjamini
0 INTERPRO Tvrosme—prgtem kinase, receptor class III, RT H 8 1.9E-5 6.2E0 3.6E-4 3.3E-
conserved site 4
O GOTERM_BP_DIRECT positive regulation of phospholipase C activity RT u 8 1.0E-4 5.3E0 3.2E-3 EhilE-
3
0 GOTERM_MF_DIRECT vascular enc_lo'thellal growth factor-activated RT - 5 1.8E-2 4.3E0 1.2E-1 1.1E-
receptor activity 1
() 'NTERPRO Tyrosine-protein kinase, CSF-1/PDGF receptor RT  § 4 3.2E-2 5.0e0 2.4E-1 22
1
D PIR_SUPERFAMILY g;(;sme-proteln kinase, CSF-1/PDGF receptor RT : 4 4.6E-2 4.4E0 5.6E-1 f.5E—
()  GOTERM_MF_DIRECT growth factor binding RT | 7 296-1 1.580 1.0e0  O9F
(] UP-SEQFEATURE domain:Ig-like C2-type 7 RT i 5 4.1E-1 1.560 1.0e0  2-6F
1
() UP-SEQFEATURE domain:Ig-like C2-type 5 RT & 10 4261 1.280 1.0e0 2-6F
1
() UP-SEQFEATURE domain:Ig-like C2-type 3 RT & 18 7.E-1 9.6E-1 1.0e0 J-6F
1
(]  UP-SEQFEATURE domain:Ig-like C2-type 4 RT & 10 8.0E-1 9.0e-1 1.0e0  J-6F
1
() UP-SEQFEATURE domain:Ig-like C2-type 6 RT i 5 8.1E-1 9.2E-1 1.0e0  2-6F
1
() 'NTERPRO Immunoglobulin RT & 10 9.3E-1 7.6E-1 1.0E0 ?'3E'
Annotation Cluster 159 Enrichment Score: 1.25 G P_Value Benjamini
(]  GOTERM_BP_DIRECT vagina development RT | 6 9.4E-3 3980 14E1  3F
(]  GOTERM_BP_DIRECT natural killer cell differentiation RT | 6 3.86-2 3.080 3861 OOF
() COLERMRE sl negative regulation of lymphocyte activation RT M 3 7.6E-2 5.9E0 5.8E-1 >-°F
1
(]  GOTERM_BP_DIRECT apoptotic cell clearance RT | 6 9.4E-2 24E0 6.8E-1 o°F
(]  GOTERM_BP_DIRECT secretion by, cell RT i 4 2361 24€0 10E0  °F
Annotation Cluster 160 Enrichment Score: 1.23 G ‘P_Value : Benjamini |
()  UP_SEQFEATURE repeat:PC 1 RT § 3 5.8E-2 6.8E0 8.4E-1 f'lE'
() UP-SEQFEATURE repeat:PC 2 RT 3 586-2 6.8£0 84E-1  O1F
() UP-SEQFEATURE repeat:PC 3 RT 3 586-2 6.8£0 84E-1  O1F
()  UP_SEQFEATURE repeat:PC 4 RT § 3 5.8E-2 6.8E0 8.4E-1 f'lE'
Enrichment Score: 1.22 @ ‘P_Value : Benjamini :
(]  GOTERM_CC_DIRECT nucleotide-activated protein kinase complex RT  § 6 1962 3580 1261 1F
O GOTERM_MF_DIRECT cAME-dependent protein kinase regulator RT - 4 9.7E-2 3.4E0 4.7E-1 4.2E-
activity 1
0 BIOCARTA ChREBP regulation by carbohydrates and RT - 11 1.1E-1 1.6E0 2.9E-1 R0 ES
CAMP 1

Annotation Cluster 162 Enrichment Score: 1.22 Benjamini FDR

éCount P_Value
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https://david.ncifcrf.gov/relatedTerms.jsp?id=790000496&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880078367&currentList=0
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https://david.ncifcrf.gov/relatedTerms.jsp?id=460001275&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR016243
https://david.ncifcrf.gov/relatedTerms.jsp?id=530013569&currentList=0
http://pir.georgetown.edu/cgi-bin/ipcSF?id=PIRSF000615
https://david.ncifcrf.gov/relatedTerms.jsp?id=700000240&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0019838
https://david.ncifcrf.gov/relatedTerms.jsp?id=460003443&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077864&currentList=0
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Annotation Cluster 167

Enrichment Score: ? @ ‘Count :P_Value icld

: Benjamini i FDR

iChange |
. - 1.2E-
Apoptosis RT ™ 28 9.7E-6 2.3E0 2.7E-5 5
activation of cysteine-type endopeptidase ~ 1.3E-
activity involved in apoptotic process by RT 1 6 9.4E-3 3.9E0 1.4E-1 1'
cytochrome ¢
glial cell apoptotic process RT i 4 3.7E-2 4.7E0 3.7E-1 f'GE'
- 8.8E-
HIV-I Nef RT ™ 28 3.8E-2 1.4E0 1.2E-1 >
Role of Mitochondria in Apoptotic Signaling ~ RT & 12 7.0E-2 1.7E0 2.0E-1 1'4'5'
D4-GDI Signaling_Pathway RT & 8 9.5E-2 1.9E0 2.5E-1 1'8'5‘
Induction of apoptosis through DR3 and - _ _ 2.6E-
DR4/5 Death Receptors RT L 15 1.6E-1 1.4E0  3.6E-1 1
86.Apoptosis Nematode& Vert RT i 6 2.0E-1 1.8E0 1.0EO0 1.0EO0
Caspase Cascade in Apoptosis RT s 10 3.86-1 1.3E0 7.0E-1 ‘1"9E'
127.Mito-stress RT i 4 3.8E-1 1.8E0 1.0E0 1.0E0
Stress Induction of HSP Regulation RT & 6 6.4E-1 1.1E0 9.6E-1 f'SE'
46.P13K PTEN RT i 4 8.8E-1 9.0E-1 1.0EO 1.0EO0
Enrichment Score: 1.22 G gBenjaminié
Signaling_of Hepatocyte Growth Factor RT - 21 3.7E-3 1.8E0 2.3E-2 1.6E-
Receptor 2
Role of MAL in Rho-Mediated Activation of RT - 13 6.1E-3 2.1E0  3.3E-2 2.3E-
SRF 2
Bergmann glial cell differentiation RT i 6 9.4E-3 3.9E0 1.4E-1 1'3'5'
regulation of Golgi inheritance RT i 4 1.7E-2 5.9E0 2.1E-1 f'OE'
Phosphorylation of MEK1 by cdk5/p35 down - _ _ 7.8E-
regulates the MAP kinase pathway RT . o 3.1E-2 2.1E0  1.1E-1 2
regulation of early endosome to late RT - 5 3.9E-2 3.7E0  3.4E-1 3.3E-
endosome transport 1
Sprouty regulation of tyrosine kinase signals RT i 11 3.86-2 1.9E0 1.2E-1 g'SE'
. - 5.2E-
trachea formation RT i 4 6.4E-2 3.9E0 5.5E-1 1
Roles of ?-arrestin-dependent Recruitment of - _ _ 1.6E-
Src Kinases in GPCR Signaling RT 11 8.2E-2 1.7E0 2.2B-1
Aspirin Blocks Signaling_Pathway Involved in - _ _ 2.0E-
Platelet Activation RT & L S SN IS
thyroid gland development RT & 8 1.2E-1 1.9E0 7.7E-1 Z"‘E'
Erk and PI-3 Kinase Are Necessary for - _ _ 2.2E-
Collagen Binding_in Corneal Epithelia RT L L2 IS EelSU SRS 1
regulation of stress-activated MAPK cascade RT M 4 1.4E-1 3.0E0 8.2E-1 Z'QE'
Regulation of Splicing_through Samé8 RT i 5 1.6E-1 2.2E0 3.7E-1 f'GE'
ERK1 and ERK2 cascade RT | 6 3.86-1 1.5E0 1.0EQ ?'GE'
Pelpl_ Modulation of Estrogen Receptor RT - 4 4.2E-1 1.7E0  7.3E-1 5.2E-
Activity 1
Role of ?-arrestins in the activation and - 5.2E-
targeting_of MAP kinases RT - Y R S RELSE U s 1

Enrichment Score: 1.21 Benjamini
Xeroderma pigmentosum RT | 5 3.1E-2 3.8E0 1.2E-1 g'ZE'
Cockayne syndrome RT i 4 4.4E-2 4.6E0 1.6E-1 1'3E_
holo TFIIH complex RT § 5 8.0E-2 2.9E0 3.9E-1 f"‘E'
. - 7.9E-
UV _protection RT 1 5 1.3E-1 2.5E0 8.2E-1 1
Enrichment Score: 1.2 P Value Fold EBen'aminiE
"= ‘ F-"aU®  change | PeMAMN.
positive regulation of chemokine production = RT s 9 3.8E-3 3.1E0 6.9E-2 S'GE'
Rositive regulation of interferon-beta RT - 10 2.8E-2 2.2E0 3.2E-1 3.0E-
production 1
positive regulation of interleukin-6 production RT s 13 6.6E-2 1.7E0 5.6E-1 f'3E'
Rositive regulation of interleukin-12 RT - 8 1.2E-1 1.9E0 7.7E-1 7.4E-
production 1
Dositive_ regulation of tumor necrosis factor RT - 12 1.6E-1 1.5E0 9.1E-1 8.7E-
production 1
cellular response to lipoteichoic acid RT i 3 4.6E-1 2.0E0 1.0EO ?'GE'
Enrichment Score: 1.2 | Benjamini
region of interest:Rho-like RT  § 8 5.86-2 6.8E0 8.4E-1 ?'IE'
- - 8.9E-
domain:BTB 1 RT 1 5 6.5E-2 3.1E0 9.2E-1 1
- - 8.9E-
domain:BTB 2 RT 1 5 6.5E-2 3.1E0 9.2E-1 1

Enrichment Score: 1.2 G éCount éP_VaIue ol

Change Benjamini FDR
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https://david.ncifcrf.gov/relatedTerms.jsp?id=300006634&currentList=0
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https://david.ncifcrf.gov/relatedTerms.jsp?id=300013691&currentList=0
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https://david.ncifcrf.gov/relatedTerms.jsp?id=50000267&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0070371
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Enrichment Score: 1.11 E P_Value
MAP kinase kinase activity RT i 7 8.2E-3
site:Cleavage; by anthrax lethal factor RT i 3 2.2E-1
proteolysis in other organism RT i 3 2.7E-1
Enrichment Score: 1.1 P_Value
zinc finger region: TFIIB-type RT i 3 5.8E-2
Transcription factor TFIIB RT i 3 7.0E-2
Zinc finger, TFIIB-type RT i 3 1.2E-1
Enrichment Score: 1.07 P_Value
rRNA methylation RT M 7 2.9E-2
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https://david.ncifcrf.gov/biocarta.jsp?path=h_ifnaPathway$IFN%20alpha%20signaling%20pathway&termId=50000145&source=biocarta
https://david.ncifcrf.gov/relatedTerms.jsp?id=50000145&currentList=0
http://smart.embl.de/smart/do_annotation.pl?DOMAIN=SM00295
https://david.ncifcrf.gov/relatedTerms.jsp?id=790000257&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR014352
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Annotation Cluster 1 Enrichment Score: ? @ ECount P_Valueé Benjamini FDR

(J CONERMEBESRnEl regulation of smooth muscle cell proliferation RT i 4 1.8E-1 2.6E0 1.0EO ?'6E'

Annotation Cluster 189 Enrichment Score: 1.03 P_Value Benjamini

(] UP-KEYWORDS Elongation factor RT & 10 2.3E-2 2.3E0 9.3E-2 Z'ZE'

()  ©OTERM_BP_DIRECT translational elongation RT i 6 1.7E-1 2.0E0  9.8E-1 ?'4E'

E] COUERMAWERDIRECH translation elongation factor activity RT s 9 2.0E-1 1.6E0 7.9E-1 Z'OE_
Enrichment Score: 1.01 P_Value Benjamini

m  eRuthins Innate immunity RT & 53 1.1E-2 1.4E0 4.6E-2 g'GE'

[ RSIEEMEEE DR innate immune response RT = 82 1.56-1 1.1E0 8.8E-1 513'4'5'

(]  UPKEYWORDS Immunity RT = 73 s56E1 1.0e0 1.0e0  [5F

Enrichment Score: 1.01 Benjamini
m e E2F1 Destruction Pathway, RT & 7 71E-2 2.1E0  2.0E-1 1'4E'
0 BIOCARTA Regulation of 927 Phosphorylation during_Cell RT = 8 9.5E-2 1.9E0 2.5E-1 1.8E-
Cycle Progression 1
()  BIOCARTA Cyclin E Destruction Pathway RT & 6 1.4E-1 2.0E0 3.3e-1 29F

Enrichment Score: 1 @& EBenjaminié

(]  YP-SEQ_FEATURE domain:C2 RT & 21 1.4E-2 1.7E0 2.6E-1 f'SE'
() [INTERPRO C2 calcium-dependent membrane targeting RT & 35 7562 1380 4361 §OF
(]  SMART (o) RT & 18 1.060 5.8E-1 1.0E0  1.0EQ
Annotation Cluster 193 Enrichment Score: 0.98 : Benjamini
UJ BIOCARTA IL22 Soluble Receptor Signaling Pathway, RT & 9 3.1E-2 2.1E0 1.1E-1 Z'BE'
O BBID 48.mice minus JAKs and STATs RT i 8 6.1E-2 2.0E0 1.0EO 1.0EO
(]  CGOTERM_BP_DIRECT JAK-STAT cascade RT 10 7862 1960 5961 OF
() INTERPRO STAT transcription factor, coiled coil RT | 4 8.8E-2 3.580 4.9-1 7%
() INTERPRO STAT transcription factor, protein interaction RT 4 8.8E-2 3.5E0 4.9E-1 ?'SE'
0 INTERPRO SJbA(;roal;zri\scrlptlon factor, DNA-binding, RT - 4 8.8E-2 3.5E0 4.9E-1 411.5E-
() INTERPRO STAT transcription factor, all-alpha RT | 4 8.8E-2 3.580 4.9-1 7%
() INTERPRO STAT transcription factor, DNA-binding RT | 4 8.8E-2 3.580 4.9-1 7%
() INTERPRO STAT transcription factor, core RT | 4 8.8E-2 3.580 4.9-1 7%
(] BIOCARTA IL-10 Anti-inflammatory Signaling_Pathway ~ RT  § 7 2361 1.60 4761 3E
(] SMART SM00964 RT i 4 246-1 2380 9561 UOF
(O 'NTERPRO p53-like transcription factor, DNA-binding ~ RT & 9 4.2e-1 1360 10e0 S 'F
Annotation Cluster 194 Enrichment Score: 0.98 G P_Value Benjamini
0 GOTERM_BP_DIRECT positive regulation of protein metabolic RT - 5 3.2E-2 3.7E0 3.4E-1  3-3F
process 1
O GOTERM_BP_DIRECT cellular response to laminar fluid shear stress RT i 4 1.4E-1 3.0E0 8.2E-1 Z'QE'
0 GOTERM_BP_DIRECT gsgzgi\(l)i regulation of heterotypic cell-cell RT - 4 1.4E-1 3.0E0 8.2E-1 I.QE-
0 GOTERM_BP_DIRECT gtei?na:;xs regulation of response to cytokine RT - 3 2.0E-1 3.6E0 1.0EO ?.GE-
Enrichment Score: 0.97 @& Benjamini
[J  GOTERM_CC DIRECT Swrl complex RT i 5 4.0E-2 3.5E0 2.3E-1 f'OE'
(]  GOTERM_CC_DIRECT NuA4 histone acetyltransferase complex RT i 7 5.1E-2 2.5E0 2.8E-1 f'SE'
(]  GOTERM_BP_DIRECT histone H2A acetylation RT i 5 2.4E-1 2.0E0 1.0EO ?'6'5'
(]  GOTERM_BP_DIRECT histone H4 acetylation RT & 8 2.6E-1 1.5E0 1.0EO ?'6'5'
Annotation Cluster 196 Enrichment Score: 0.97 Benjamini
(] UP-SEQFEATURE repeat:REM 1 RT i g 5.8E-2 6.8E0 8.4E-1 ?'IE'
(] UP-SEQFEATURE repeat:REM 2 RT i g 5.8E-2 6.8E0 8.4E-1 ?'IE'
(] UP-SEQFEATURE repeat:REM 3 RT i g 5.8E-2 6.8E0 8.4E-1 ?'IE'
() 'NTERPRO HR1 rho-binding repeat RT i 4 1.26-1 3.1E0 6.4E-1 E'BE'
m Hr1 RT & 4 2.4E-1 2.3E0 9.5E-1 ?'GE'
()  ©OTERM_BP_DIRECT epithelial cell migration RT i g 2.7E-1 3.0e0 1.0e0 J-6F
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https://david.ncifcrf.gov/relatedTerms.jsp?id=880087499&currentList=0
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Annotation Cluster 1 Enrichment Score: ? @ ECount E P_Value icld

i Chang
Annotation Cluster 197 Enrichment Score: 0.95 Count :P_Value E?‘Id
: § i Change ! s
w DEE Zinc finger, PHD-finger RT & 21 2.4E-2 1.6E0 1.9E-1 1'7E'
w DEE Zinc finger, PHD-type RT & 23 2.4E-2 1.6E0 1.9E-1 1'7E'
()  UPSEQFEATURE zinc finger region:PHD-type 2 RT & 9 6362 2060 9.0e1 O7F
(] UP-SEQFEATURE zinc finger region:PHD-type 1 RT & 9 1.0e-1 1.90 1.0EQ ?'GE'
(] UP-SEQFEATURE zinc finger region:PHD-type RT & 12 1.36-1 1.6E0 1.0EQ ?'GE'
() 'NTERPRO Zinc finger, FYVE/PHD-type RT & 27 2.6E-1 1.2E0 1.0EO ?'IE'
() 'NTERPRO Zinc finger, PHD-type, conserved site RT & 13 3.96-1 1.2E0 1.0E0 ?'IE'
() SMART PH RT & 23 5.3E-1 1.1E0 1.0E0 ?'IE'
Annotation Cluster 198 Enrichment Score: 0.95 Benjamini
() 'NTERPRO Histone H2B RT & 12 6.0E-4 3.1E0 8.2E-3 Z'SE'
() SMART 28 RT & 12 1962 2060 1661 4
() COLERMRE sl innate immune response in mucosa RT M 7 2.4E-1 1.7E0 1.0EO ?'GE'
() COLERMRE sl antibacterial humoral response RT M 7 7.8E-1 9.4E-1 1.0EO ?'GE'
(]  UP_KEYWORDS Antibiotic RT i 4 1.0E0 2.9E-1 1.0E0  1.0E0
(]  UP_KEYWORDS Antimicrobial RT i 4 1.0E0 2.5E-1 1.0E0  1.0EQ
Annotation Cluster 199 Enrichment Score: 0.95 @ Benjamini
UJ UP_SEQ_FEATURE region of interest:Domain A RT i 3 5.8E-2 6.8E0 8.4E-1 ?'IE_
UJ UP_SEQ_FEATURE region of interest:Domain B RT i 3 5.8E-2 6.8E0 8.4E-1 ?'IE_
0 INTERPRO Domain of unknown fynction DUF3452, RT 5 3 7.0E-2 6.2E0  4.1E-1 BYIES
retinoblastoma-associated 1
(J IIERERY Retinoblastoma-associated protein, B-box RT i 3 7.0E-2 6.2E0 4.1E-1 i'7E'
(J IIERERY Retinoblastoma-associated protein, A-box RT i 3 7.0E-2 6.2E0 4.1E-1 i'7E'
() INTERPRO Rb C-terminal RT i 3 7.0E-2 6.2E0 4.1E-1 f'7E'
() SMART SM01367 RT i 3 1561 4160 6961 %
() SMART SM01368 RT i 3 1561 4160 6961 %
() SMART SM01369 RT i 3 1561 4160 6961 %
(]  GOTERM_BP_DIRECT regulation of lipid kinase activity RT | 3 206-1 3660 1.0e0  oOF
(J UP_SEQ_FEATURE region of interest:Spacer RT M 4 7.1E-1 1.1E0 1.0EO ?'GE_
Annotation Cluster 200 Enrichment Score: 0.94 Benjamini
(]  COTERM_MF_DIRECT nucleosomal DNA binding RT § 15 1662 1980 1261 OF
() 'NTERPRO Histone H3 RT i 6 1.86-1 2.0E0 8.8E-1 ?'OE'
m H3 RT & 6 5.2E-1 1.3E0 1.0EO ?'IE'
Enrichment Score: 0.92 P_Value  Benjamini
0 GOTERM_BP_DIRECT regulation _of a_ctin polymerization or RT - 4 9.9E-2 3.4E0 6.9E-1 6.6E-
depolymerization 1
m ARG DEK, C-terminal RT & 8 1.2E-1 4.6E0 6.4E-1 f'SE'
() COLERMRE sl regulation of lamellipodium assembly. RT M 4 1.4E-1 3.0E0 8.2E-1 Z'QE'
Annotation Cluster 202 Enrichment Score: 0.91 G P_Value : Benjamini
0 GOTERM_MF_DIRECT cysteine-type endopeptidase inhibitor activity pr - 9 2.8E-2 2.3E0 1.8FE-1 1.6E-
involved in apoptotic process - 1
GOTERM_BP_DIRECT regulation of nucleotide-binding ~ 5.5E-
O oligomerization domain containing_signaling RT [l 3 7.6E-2 5.9E0 5.8E-1 1'
pathway
()  UP-SEQ_FEATURE repeat:BIR 1 RT i 7 1.1E-1 5.1E0 1.0EQ ?'GE'
(]  UP-SEQ_FEATURE repeat:BIR 2 RT i 7 1.1E-1 5.1E0 1.0EQ ?'GE'
(]  UP-SEQ_FEATURE repeat:BIR 3 RT i 7 1.1E-1 5.1E0 1.0EQ ?'GE'
0 INTERPRO Baculoviral inhibition of apoptosis protein RT - 4 1.2E-1 3.1E0  6.4E-1 5.8E-
repeat 1
0 GOTERM_BP_DIRECT inh_ibjtiop of cvstgine-tvDe e_:ndopeptidase RT 5 4 1.8E-1 2.6E0 1.0EO 9.6E-
activity involved in apoptotic process 1
() SMART BIR RT & 4 3.1E-1 2.0E0 1.0EO ?'IE'
E] GOTERM_BP_DIRECT regulation of innate immune response RT i 4 3.86-1 1.8E0 1.0EO ?'GE_

iFold i, . . .
 Change Benjamini FDR

Annotation Cluster 203 Enrichment Score: 0.9 éCount P_Value
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https://david.ncifcrf.gov/relatedTerms.jsp?id=880086374&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR001370
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Annotation Cluster 1 Enrichment Score: ? @ ECount P_Valueé Benjamini FDR

(]  GOTERM_BP_DIRECT Rap protein signal transduction RT i 6 1.6E-2 3.6E0 2.1E-1 f'OE'
(]  GOTERM_BP_DIRECT microvillus assembly RT | 6 1561 2160 8561 SIE
UJ GOTERM_CC_DIRECT recycling_endosome membrane RT i 6 8.4E-1 8.7E-1 1.0EO ?'8E'
Enrichment Score: 0.9 Benjamini
w DEE Brix domain RT i 4 5.7E-2 4.1E0  4.0E-1 f'7E'
(] UP-SEQFEATURE domain:Brix RT & 4 7.0E-2 3.9E0 9.7E-1 ?'3E'
() SMART SM00879 RT i 4 1.6E-1 2.7E0  7.0E-1 f"‘E'
() 'NTERPRO Anticodon-binding RT 4 4.0E-1 1.8E0 1.0EO ?-IE‘
Enrichment Score: 0.89 P_Value Benjamini
)  eEeRiEatis domain:PDZ RT & 26 2.1E-2 1.6E0 4.0E-1 f'gE'
() INTERPRO PDZ domain RT & 32 1261 1380 6361 3OF
() SMART PDZ RT & 32 8861 8761 1080 F
Enrichment Score: 0.88 Benjamini
O GOTERM_CC_DIRECT endoplasmic reticulum chaperone complex RT i 5 8.0E-2 2.9E0 3.9E-1 f'4E'
(]  GOTERM_BP_DIRECT protein folding_in endoplasmic reticulum RT 5 16E-1 2380 9381 TOF
0 UP_SEQ_FEATURE E?{ort sequence motif:Prevents secretion from RT - 13 1.8E-1 1.5E0 1.0EO ?.GE-
Enrichment Score: 0.88 G Benjamini
(]  YP-SEQ_FEATURE region of interest:Autoinhibitory domain RT & 4 4.5E-2 4.5E0 7.4E-1 Z'ZE'
()  CGOTERM_MF_DIRECT calmodulin-dependent protein kinase activity RT & 8 6.2E-2 2.2E0 3.5E-1 f'lE'
O BIOCARTA Ca++/ Calmodulin-dependent Protein Kinase pt - 4 8.5E-1 9.4E-1 1.0EO 8.5E-
Activation - L ’ ’ ’ 1
Enrichment Score: 0.86 P_Value Benjamini
O GOTERM_MF_DIRECT ubiquitin conjugating_enzyme binding RT i 10 6.3E-2 1.9E0 3.5E-1 f'lE'
() 'NTERPRO Zinc finger, C6HC-type RT i 6 8.0E-2 2.5E0 4.6E-1 ‘1"2E'
(] UP-SEQFEATURE zinc finger region:RING-type 1; atypical RT i 4 1.0E-1 3.4E0 1.0EQ ?'GE'
(] UP-SEQFEATURE zinc finger region:IBR-type RT i 5 1.1E-1 2.6E0 1.0EQ ?'GE'
() UP-SEQFEATURE zinc finger region:RING-type 2 RT i 4 2.56-1 2.3E0  1.0EO ?'GE'
m IBR RT & 5 4.6E-1 1.5E0 1.0EQ ?'IE'
Enrichment Score: 0.86 P_Value Benjamini
() UP-SEQFEATURE domain:KEN RT i & 586-2 6.8£0 8461 OF
() 'NTERPRO KEN domain RT i & 7062 6260 4.1e-1  37F
() 'NTERPRO PUB domain RT i & 256-1 3.1e0 10e0  F
() SMART PU RT i & 366-1 24£0 10e0  F
Enrichment Score: 0.85 'P_Value | ' Benjamini |
O GOTERM_CC_DIRECT spectrin-associated cytoskeleton RT i 5 2.5E-2 4.0E0 1.5E-1 1'3E_
O UP_KEYWORDS Elliptocytosis RT 1 3 3.3E-1 2.6E0 9.1E-1 Z'lE'
Q)  YP-KEYWORDS Hereditary hemolytic anemia RT | 7 3.56-1 1.5E0 9.5E-1 Z'3E'
Annotation Cluster 211 Enrichment Score: 0.84 @ P_Valueé Benjamini
[J UP-KEYWORDS Glycolysis RT & 11 1.0E-2 2.4E0 4.4E-2 2'4'5'
(J 'NTERPRO Enolase, C-terminal RT i 4 3.2E-2 5.0E0 2.4E-1 f'ZE'
O GOTERM_CC_DIRECT phosphopyruvate hydratase complex RT i 4 5.4E-2 4.2E0 2.9E-1 f'SE'
() INTERPRO Enolase RT i 4 5.7E-2 4.1E0  4.0E-1 f'7E'
(J 'NTERPRO Enolase, N-terminal RT i 4 5.7E-2 4.1E0  4.0E-1 f'7E'
(J GOTERM_BP_DIRECT canonical glycolysis RT s 9 5.9E-2 2.0E0 5.2E-1 E'OE'
(]  CGOTERM_MF_DIRECT phosphopyruvate hydratase activity RT 4 6.3E-2 4.0E0 3.5E-1 f'lE'
(J RIER Enolase, conserved site RT i 3 7.0E-2 6.2E0 4.1E-1 i'7E'
() SMART SM01192 RT i 4 9.9E-2 3.380 5.38-1 H8F
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Annotation Cluster 1 Enrichment Score: ? @ ECount P_Valueé Benjamini FDR

(]  GOTERM_BP_DIRECT glycolytic process RT & 10 1.1E-1 1.7E0 7.3E-1 Z'OE'
(] PIR_SUPERFAMILY enolase RT & 3 1.6E-1 4.1E0 1.0EQ 1.0E0
() SMART SM01193 RT i 4 1.6E-1 2.7E0  7.0E-1 f"‘E'
(] BIOCARTA Glycolysis Pathway RT i 5 4381 1560 7381 2F
O o3, B gluconeogenesis RT s 8 6.3E-1 1.1E0 1.0EO ?'GE'
[ I E=CRE A Biosynthesis of amino acids RT & 12 8.4E-1 8.6E-1 1.0E0 ?'4E'
(]  KEGG_PATHWAY Glycolysis / Gluconeogenesis RT & 11 8.6E-1 8.5E-1 1.0EQ ?'GE'
() KEGG_PATHWAY Carbon metabolism RT & 15  9.8E-1 6.9E-1 1.0E0 ?'SE'
E] UP_SEQ_FEATURE binding site:Substrate RT u 20 1.0EO0 4.5E-1 1.0EO 1.0EO0
Annotation Cluster 212 Enrichment Score: 0.83 Benjamini
) eEeRiEatis zinc finger region:CXXC-type RT & 5 4.7E-2 3.4E0 7.7E-1 Z'4E'
m ARG Zinc finger, CXXC-type RT & 5 1.1E-1 2.6E0 6.3E-1 f'7E'
0 INTERPRO Leucine-rich repeat, cysteine-containing RT : 6 1.8E-1 2.0E0 8.8E-1 8.0E-
subtype 1
() SMART LRR CC RT i 6 526-1 1380 10e0  oF
Enrichment Score: 0.83 P_Value Benjamini
()  UP-SEQ_FEATURE domain:HSA RT | 3 1.1E-1 5.1E0 1.0EO ?'6E'
[ IEEREES Helicase/SANT-associated, DNA binding RT & 3 1.2E-1 4.6E0 6.4E-1 E'SE'
() SMART HSA RT | 3 2.56-1 3.0E0 9.9E-1 ?'OE'
Annotation Cluster 214 Enrichment Score: 0.82 @ P_Valueé Benjamini
() INTERPRO JAB1/Mov34/MPN/PAD-1 RT i 7 6.7E-3 3.6E0 7.2E-2 2'6'5'
[J UP-SEQFEATURE domain:MPN RT i 6 2.2E-2 3.4E0 4.0E-1 f'gE'
() SMART JAB_MPN RT i 7 3.2E-2 2.6E0 2.5E-1 §'3E'
(] UPSEQFEATURE short sequence motif:JAMM motif RT | 4 7.06-2 3.980 97e-1 7%
(J 'NTERPRO Rpn11/EIF3F C-terminal domain RT i 3 1.2E-1 4.6E0 6.4E-1 E'SE'
(] GOTERM_MF_DIRECT metallopeptidase activity, RT & 6 1.0E0  4.4E-1 1.0EO 1.0E0
0 GOTERM_MF_DIRECT thic_)l-_deDendent ubiquitin-specific protease RT i 5 1.0E0 3.7E-1 1.0EO 1.0E0
activity
E] UP_SEQ_FEATURE metal ion-binding site:Zinc; catalytic RT i 4 1.0E0 2.1E-1 1.0EO 1.0EO0
(J UP_KEYWORDS Metalloprotease RT " 5 1.0E0 2.3E-1 1.0EO 1.0EO
Annotation Cluster 215 Enrichment Score: 0.82 o) P_Value Benjamini
O GOTERM_BP_DIRECT positive regulation of cyclin-dependent RT - 9 3.8E-2 2.2E0 3.8FE-1 3.6E-
protein serine/threonine kinase activity 1
0 GOTERM_MF_DIRECT cyclln-dependent prpt_em serine/threonine RT - 5 2.4E-1 2.0E0  9.0E-1 8.1E-
kinase regulator activity 1
O GOTERM_BP_DIRECT positive regulation of phosphorylation of RNA RT - 3 4.0E-1 2.2E0 1.0EO 9.6E-
polymerase II C-terminal domain 1

Enrichment Score: 0.81 P_Value Benjamini
() 'NTERPRO Adenylate kinase, active site lid domain RT & 3 1.2E-1 4.6E0 6.4E-1 f'sE'
w YA Adenylate kinase RT & 4 1.7E-1 2.80 8.2E-1 /-3F°
1
()  CGOTERM_MF_DIRECT adenylate kinase activity RT & 4 1.86-1 2.6E0 7.5e-1 ©-7F
1
Enrichment Score: 0.8 G  Benjamini
0 GOTERM_BP_DIRECT Dos_itive r_equlation of cell adhesion mediated RT i 7 1.3E-2 3.2E0 1.8E-1 1.7E-
by_integrin 1
[ = SEGSRERINEE domain:SH2 1 RT i 3 5.4E-1 1.7E0 1.0EQ ?'GE'
[ IS SERSRERINRE domain:SH2 2 RT i 3 5.4E-1 1.7E0 1.0EQ ?'GE'
Enrichment Score: 0.8 P_Value : Benjamini
UP_SEQ_FEATURE chain:Ankyrin repeat domain-containing - _ 9.6E-
J brotein 202 RT i 3 1.6E-1 4.1E0 1.0EO 1
UP_SEQ_FEATURE chain:Ankyrin repeat domain-containing - _ 9.6E-
J brotein 20A3 RT i 3 1.6E-1 4.1E0 1.0EO 1
0O UP_SEQ_FEATURE égafg;fsultatlve uncharacterized protein RT 5 3 1.6E-1 4.1E0 1.0EO ?.GE—
UP_SEQ_FEATURE chain:Ankyrin repeat domain-containing - _ 9.6E-
J brotein 20A1 RT i 3 1.6E-1 4.1E0 1.0EO 1

Annotation Cluster 219 Enrichment Score: 0.8 o) Benjamini
O UP_SEQ_FEATURE active site:Phosphoserine intermediate RT i 6 9.0E-3 4.1E0 2.0E-1 1'9E_
(J 'NTERPRO Alkaline phosphatase, active site RT & 4 1.56-2 6.2E0 1.3e-1  1-1E-



http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0006096
https://david.ncifcrf.gov/relatedTerms.jsp?id=300001324&currentList=0
http://pir.georgetown.edu/cgi-bin/ipcSF?id=PIRSF001400
https://david.ncifcrf.gov/relatedTerms.jsp?id=700000437&currentList=0
http://smart.embl.de/smart/do_annotation.pl?DOMAIN=SM01193
https://david.ncifcrf.gov/relatedTerms.jsp?id=790001062&currentList=0
https://david.ncifcrf.gov/biocarta.jsp?path=h_glycolysisPathway$Glycolysis%20Pathway&termId=50000129&source=biocarta
https://david.ncifcrf.gov/relatedTerms.jsp?id=50000129&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0006094
https://david.ncifcrf.gov/relatedTerms.jsp?id=300001323&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa01230$Biosynthesis%20of%20amino%20acids&termId=550028681&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028681&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa00010$Glycolysis%20/%20Gluconeogenesis&termId=550028589&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028589&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa01200$Carbon%20metabolism&termId=550028677&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028677&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880000510&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880089256&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR002857
https://david.ncifcrf.gov/relatedTerms.jsp?id=530002351&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR006553
https://david.ncifcrf.gov/relatedTerms.jsp?id=530005593&currentList=0
http://smart.embl.de/smart/do_annotation.pl?DOMAIN=SM00367
https://david.ncifcrf.gov/relatedTerms.jsp?id=790000322&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077618&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR014012
https://david.ncifcrf.gov/relatedTerms.jsp?id=530011879&currentList=0
http://smart.embl.de/smart/do_annotation.pl?DOMAIN=SM00573
https://david.ncifcrf.gov/relatedTerms.jsp?id=790000500&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR000555
https://david.ncifcrf.gov/relatedTerms.jsp?id=530000444&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880078255&currentList=0
http://smart.embl.de/smart/do_annotation.pl?DOMAIN=SM00232
https://david.ncifcrf.gov/relatedTerms.jsp?id=790000195&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880088087&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR024969
https://david.ncifcrf.gov/relatedTerms.jsp?id=530021164&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0008237
https://david.ncifcrf.gov/relatedTerms.jsp?id=460001652&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0004843
https://david.ncifcrf.gov/relatedTerms.jsp?id=460001137&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880079629&currentList=0
http://www.uniprot.org/keywords/?query=Metalloprotease
https://david.ncifcrf.gov/relatedTerms.jsp?id=870000694&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0045737
https://david.ncifcrf.gov/relatedTerms.jsp?id=300009148&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0016538
https://david.ncifcrf.gov/relatedTerms.jsp?id=460002809&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:1901409
https://david.ncifcrf.gov/relatedTerms.jsp?id=300014776&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR007862
https://david.ncifcrf.gov/relatedTerms.jsp?id=530006747&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR000850
https://david.ncifcrf.gov/relatedTerms.jsp?id=530000695&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0004017
https://david.ncifcrf.gov/relatedTerms.jsp?id=460000524&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0033630
https://david.ncifcrf.gov/relatedTerms.jsp?id=300006459&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880078781&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880078782&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880004501&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880004502&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880045243&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880004500&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880000104&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR018299
https://david.ncifcrf.gov/relatedTerms.jsp?id=530015395&currentList=0

Annotation Cluster 1 Enrichment Score: ? @& ECount P_Valueé Benjamini FDR

(J 'NTERPRO Alkaline phosphatase RT i 4 1.5E-2 6.2E0  1.3E-1 1'1'5'

() SMART alkPPc RT i 4 4.9E-2 4.1E0 3.0E-1 §'7E'

UJ GOTERM_MF_DIRECT alkaline phosphatase activity RT i 4 6.3E-2 4.0E0 3.5E-1 i'lE'

O UP_SEQ_FEATURE Iipi(_j moiety-binding region:GPI-anchor RT 5 3 2.2E-1 3.4E0 1.0EO 9.6E-
amidated aspartate 1

[]  KEGG_PATHWAY Folate biosynthesis RT i 5 286-1 1.980 4361 2%

(J IIERERY Alkaline phosphatase-like, alpha/beta/alpha RT M 4 9.0E-1 8.0E-1 1.0EO ?'IE'

(J IIERERY Alkaline-phosphatase-like, core domain RT i 4 9.1E-1 7.7E-1 1.0E0 ?'IE'

O UP_SEQ_FEATURE Iipi(_j moiety—l?inding region:GPI-anchor RT 5 4 9.9E-1 5.0E-1 1.0EO 9.9E-
amidated serine 1

0O UP_KEYWORDS GPI-anchor RT & 8 1.0E0 4.0E-1 1.0EO 1.0EQ

) GOTERM_CC_DIRECT anchored component of membrane RT i 6 1.0E0 3.4E-1 1.0EO 1.0EO

Annotation Cluster 220 Enrichment Score: 0.79 G P_Value Benjamini

0 GOTERM_BP_DIRECT requ_lation of establishment of endothelial RT - 5 1.8E-2 4.2E0 2.2E-1 PRIES
barrier 1

0 GOTERM_BP_DIRECT negative regulation of bicellular tight junction RT - 3 1.3E-1 4.4E0 8.2E-1 7.9E-
assembly 1

0 GOTERM_BP_DIRECT negative requlat!o_n of myosin-light-chain- RT - 3 2.0E-1 3.6E0 1.0EO 9.6E-
phosphatase activity 1

() COLERMRE sl cortical actin cytoskeleton organization RT M 6 3.8E-1 1.5E0 1.0EO ?'GE'

0 GOTERM_BP_DIRECT establishment of protein localization to RT - 8 5.8E-1 1.1E0 1.0EO 9.6E-
plasma membrane

Annotation Cluster 221 Enrichment Score: 0.79 © P_Value Benjamini
GOTERM_BP_DIRECT isotype switching RT i 7 2.9E-2 2.8E0 3.2E-1 f'lE'
O OMIM_DISEASE Mismatch repair cancer syndrome RT i 3 8.2E-2 5.9E0 1.0EO0 1.0EO
()  GOTERM_MF_DIRECT guanine/thymine mispair binding RT 3 1.3E-1 4580 5.9e-1 >3F
1
0 GOTERM_BP_DIRECT er::stlc hypermutation of immunoglobulin RT - 5 2.8E-1 1.9E0 1.0EO ?.GE-
E] ERSHORES Hereditary nonpolyposis colorectal cancer RT i 3 3.9E-1 2.3E0 1.0EO HHE
1
()  CGOTERM_MF_DIRECT mismatched DNA binding RT 3 576-1 1660 1080 9
Annotation Cluster 222 Enrichment Score: 0.78 G Benjamini
() UP-SEQFEATURE repeat:WD 8 RT & 15 4.9E-2 1.7E0 8.1E-1 Z'SE'
INTERPRO Quinonprotein alcohol dehydrogenase-like - 4.0E-
J RT 13 7.56-2 1.7E0  4.4E-1
superfamily = . ' ' ’ 1
()  UP_SEQFEATURE repeat:WD 9 RT & 11 1.0E-1 1.7E0 1.0EO ?'GE'
[ = SEGSRERINEE repeat:WD 11 RT & 8 1.4E-1 1.8E0 1.0EO ?'GE'
() UP-SEQFEATURE repeat:WD 10 RT & 8 1.6E-1 1.8E0 1.0EO ?'GE'
() UP-SEQFEATURE repeat:WD 13 RT i 5 2.7E-1 1.9E0 1.0EQ ?'GE'
[ IS SERSRERINRE repeat:WD 12 RT i 5 4.1E-1 1.5E0 1.0EO ?'GE'
[ IS SERSRERINRE repeat: WD 14 RT i 3 6.3E-1 1.5E0 1.0EO ?'GE'
Annotation Cluster 223 Enrichment Score: 0.78 G : Benjamini |
UJ GOTERM_BP_DIRECT sulfate assimilation RT | 5 3.2E-2 3.7E0 3.4E-1 f'3E'
0O GOTERM_MF_DIRECT oxidoreductase activity, acting_on a sulfur RT - 4 1.4E-1 3.0E0 5.9E-1 5.3==
group of donors, disulfide as acceptor S ' ' : 1
ioredoxin RT i .9E- . .9E- e
() NTERPRO Thioredoxi RT 3 1961 3760 8oE-1  $IF
O GOTERM_BP_DIRECT glycerol ether metabolic process RT M 3 2.0E-1 3.6E0 1.0EO ?'6E'
UJ GOTERM_MF_DIRECT protein disulfide oxidoreductase activity RT i 4 7.9E-1 9.9E-1 1.0EO ?'QE'
Annotation Cluster 224 Enrichment Score: 0.76 G P_Value Benjamini
E] GOTERM_BP_DIRECT beta-catenin destruction complex disassembly RT i 7 1.5E-1 1.9E0 8.9E-1 ?'SE_
) O e beta-catenin destruction complex RT i 5 1.7E-1 2.3E0  6.5E-1 f'7E_
E] GOTERM_BP_DIRECT beta-catenin destruction complex assembly RT i 3 2.0E-1 3.6E0 1.0EO ?'GE_
Annotation Cluster 225 Enrichment Score: 0.76 Benjamini
()  PIR_SUPERFAMILY heat shock protein, HSP9O/HTPG types RT & 4 2.1E-2 5.4E0 2.9E-1 f'gE'
() 'NTERPRO Heat shock protein Hsp90, conserved site ~~ RT i 3 1.2E-1 4.6E0 6.4E-1 f'sE'
() 'NTERPRO Heat shock protein Hsp90, N-terminal RT & 4 1.76-1 2.8E0 8.2E-1 Z'5E'
() 'NTERPRO Heat shock protein Hsp90 RT & 4 2.6E-1 2.30 1.0e0 1E
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Annotation Cluster 1 Enrichment Score: ? @& ECount P_Valueé Benjamini FDR

] INTERPRO Histidine kinase-like ATPase, ATP-binding RT 7 4.56-1 1.3E0 1.0EQ 9.1E-
domain 1
]  SWMART HATPase c RT  § 4 536-1 1.580 1.0£0  F
Annotation Cluster 226 Enrichment Score: 0.76 P_Value Benjamini
(]  UP_SEQ_FEATURE repeat:RCC1 7 RT  § 4 1.0e-1 34E0 1.0e0  OF
(] INTERPRO Regulator of chromosome condensation, RT 7 1.1E-1 2.1E0 6.0E-1 >°F
RCC1 1
(]  UP_SEQ_FEATURE repeat:RCC1 5 RT  § 6 1161 2380 10e0  OF
INTERPRO Regulator of chromosome condensation - . i 6.0E-
U 1/beta-lactamase-inhibitor protein II RT & / 1.3E1 2080 6.6EL
(]  UP-SEQ_FEATURE repeat:RCC1 4 RT  § 6 1361 2260 10e0  OF
(]  UP-SEQ_FEATURE repeat:RCC1 1 RT  § 6 166-1 2060 1.0£0  3OF
(]  UP-SEQ_FEATURE repeat:RCC1 2 RT  § 6 166-1 2060 1.0£0  3OF
(]  UP-SEQ_FEATURE repeat:RCC1 3 RT  § 6 166-1 2060 1.0£0  3OF
(]  UP-SEQ_FEATURE repeat:RCC1 6 RT i 4 3.06-1 2160 1080 OF
0O COG_ONTOLOGY Cell division and chromosome partitioning_/ RT H 5 1.0E0 5.1E-1 1.0EO 1.0E0

Cytoskeleton

Annotation Cluster 227 Enrichment Score: 0.74 G P_Value Benjamini
INTERPRO Carbamoyl-phosphate synthetase large - _ _ 4.5E-
U subunit-like, ATP-binding domain RT - 4 8.86-2 3.5E0  4.9E-1 1
m ARG ATP-grasp fold, subdomain 2 RT & 7 9.0E-2 2.2E0 5.0E-1 ‘1"5'5'
() INTERPRO ATP-grasp fold RT 1§ 5 141 2480 7361 O7F
() 'NTERPRO Pre-ATP-grasp domain RT & 5 1861 2260 8761 SOF
m ARG ATP-grasp fold, subdomain 1 RT & 5 2.1E-1 2.1E0  1.0EO ?'1'5'
()  INTERPRO Rudiment single hybrid motif RT i 3 256-1 3.1e0 10e0  F
) eEeRiEatis domain:ATP-grasp RT & 8 5.9E-1 1.6E0 1.0EO ?'GE'
Annotation Cluster 228 Enrichment Score: 0.74 G : Benjamini |
(]  KEGG_PATHWAY Hedgehog_signaling_pathway RT & 12 813 2380 1ee2 oF
BIOCARTA Repression of Pain Sensation by the - _ _ 4.5E-
U Transcriptional Regulator DREAM RT =« ey Nadlss 30 EElE
()  BIOCARTA Sonic Hedgehog_(Shh)_Pathway RT & 10 4462 1980 14E1  7F
(]  GOTERM_CC_DIRECT ciliary base RT & 8 1261 1980 4961 T3F
0 BIOCARTA Regulation of cki/cdk5 by type 1 glutamate RT = 9 1.6E-1 1.6E0 3.6E-1 2.6E-
receptors 1
()  UP-KEYWORDS cAMP RT & 8 2.6E-1 1.5E0 7.6E-1 f'gE'
O GOTERM_CC_DIRECT cAMP-dependent protein kinase complex RT i 3 3.0E-1 2.7E0 8.8E-1 Z'7E'
BIOCARTA Transcription Regulation by Methyltransferase - _ _ 4.6E-
O SHEERTH RT 6 3.56-1 1.5€0 6.5E-1
BIOCARTA Cystic fibrosis transmembrane conductance ~ 4.6E-
J regulator (CFTR) and beta 2 adrenergic RT 1 6 3.5E-1 1.5E0 6.5E-1 1'
receptor (b2AR)_pathway
) Lo Phospholipase C-epsilon pathway RT " 6 3.5E-1 1.5E0 6.5E-1 ‘I'GE'
(]  BIOCARTA Attenuation of GPCR Signaling RT | 6 4.3E-1 1.4E0 7.3E-1 E'ZE'
0 BIOCARTA GATA; participate in ac.tlvatlnq the Th2 RT - 7 4.3E-1 1.3E0 7.3E-1 5.2==
cytokine genes expression 1
UJ BIOCARTA mCalpain and friends in Cell motility RT & 9 4.4E-1 1.2E0 7.3E-1 E'ZE'
BIOCARTA Activation of Csk by cAMP-dependent Protein B 5.2E-
) Kinase Inhibits Signaling through the T Cell RT [} 9 4.4E-1 1.2E0 7.3E-1 1'
Receptor
0 BIOCARTA Sta_thr_nln and breast cancer resistance to RT - 9 6.1E-1 1.1E0  9.4E-1 6.7E-
antimicrotubule agents 1
Annotation Cluster 229 Enrichment Score: 0.72 G ‘P_Value : Benjamini |
(] BIOCARTA Presenilin action in Notch and Wnt signaling RT & 8 1461 170 3381 ¢F
O GOTERM_BP_DIRECT beta-catenin destruction complex disassembly RT M 7 1.5E-1 1.9E0 8.9E-1 ?'SE'
(]  GOTERM_CC_DIRECT Wnt signalosome RT | 4 24E-1 2380 8361 [°F
(] BIOCARTA Multi-step Regulation of Transcription by Pitx2 RT & 8 2.56-1 1560 5.06-1 5O
Annotation Cluster 230 Enrichment Score: 0.72 @ : Benjamini :
(J INTERPRO TATA-box binding_protein RT | 3 7062 6260 4161 37F
() NTERPRO Beta2-adaptin/TBP, C-terminal domain RT i 3 2.5e-1 3.0 1.0e0 1E



http://www.ebi.ac.uk/interpro/IEntry?ac=IPR003594
https://david.ncifcrf.gov/relatedTerms.jsp?id=530002941&currentList=0
http://smart.embl.de/smart/do_annotation.pl?DOMAIN=SM00387
https://david.ncifcrf.gov/relatedTerms.jsp?id=790000329&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880087495&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR000408
https://david.ncifcrf.gov/relatedTerms.jsp?id=530000325&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880087493&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR009091
https://david.ncifcrf.gov/relatedTerms.jsp?id=530007762&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880087492&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880087479&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880087490&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880087491&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880087494&currentList=0
http://www.ncbi.nlm.nih.gov/COG/new/
https://david.ncifcrf.gov/relatedTerms.jsp?id=120000026&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR005479
https://david.ncifcrf.gov/relatedTerms.jsp?id=530004616&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR013816
https://david.ncifcrf.gov/relatedTerms.jsp?id=530011705&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR011761
https://david.ncifcrf.gov/relatedTerms.jsp?id=530010029&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR016185
https://david.ncifcrf.gov/relatedTerms.jsp?id=530013520&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR013815
https://david.ncifcrf.gov/relatedTerms.jsp?id=530011704&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR011054
https://david.ncifcrf.gov/relatedTerms.jsp?id=530009486&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880076569&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa04340$Hedgehog%20signaling%20pathway&termId=550028738&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028738&currentList=0
https://david.ncifcrf.gov/biocarta.jsp?path=h_dreamPathway$Repression%20of%20Pain%20Sensation%20by%20the%20Transcriptional%20Regulator%20DREAM&termId=50000086&source=biocarta
https://david.ncifcrf.gov/relatedTerms.jsp?id=50000086&currentList=0
https://david.ncifcrf.gov/biocarta.jsp?path=h_shhPathway$Sonic%20Hedgehog%20(Shh)%20Pathway&termId=50000270&source=biocarta
https://david.ncifcrf.gov/relatedTerms.jsp?id=50000270&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0097546
https://david.ncifcrf.gov/relatedTerms.jsp?id=380002217&currentList=0
https://david.ncifcrf.gov/biocarta.jsp?path=h_ck1Pathway$Regulation%20of%20ck1/cdk5%20by%20type%201%20glutamate%20receptors&termId=50000066&source=biocarta
https://david.ncifcrf.gov/relatedTerms.jsp?id=50000066&currentList=0
http://www.uniprot.org/keywords/?query=cAMP
https://david.ncifcrf.gov/relatedTerms.jsp?id=870000164&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0005952
https://david.ncifcrf.gov/relatedTerms.jsp?id=380000456&currentList=0
https://david.ncifcrf.gov/biocarta.jsp?path=h_carm1Pathway$Transcription%20Regulation%20by%20Methyltransferase%20of%20CARM1&termId=50000048&source=biocarta
https://david.ncifcrf.gov/relatedTerms.jsp?id=50000048&currentList=0
https://david.ncifcrf.gov/biocarta.jsp?path=h_cftrPathway$Cystic%20fibrosis%20transmembrane%20conductance%20regulator%20(CFTR)%20and%20beta%202%20adrenergic%20receptor%20(b2AR)%20pathway&termId=50000062&source=biocarta
https://david.ncifcrf.gov/relatedTerms.jsp?id=50000062&currentList=0
https://david.ncifcrf.gov/biocarta.jsp?path=h_plcePathway$Phospholipase%20C-epsilon%20pathway&termId=50000232&source=biocarta
https://david.ncifcrf.gov/relatedTerms.jsp?id=50000232&currentList=0
https://david.ncifcrf.gov/biocarta.jsp?path=h_agpcrPathway$Attenuation%20of%20GPCR%20Signaling&termId=50000008&source=biocarta
https://david.ncifcrf.gov/relatedTerms.jsp?id=50000008&currentList=0
https://david.ncifcrf.gov/biocarta.jsp?path=h_gata3Pathway$GATA3%20participate%20in%20activating%20the%20Th2%20cytokine%20genes%20expression&termId=50000124&source=biocarta
https://david.ncifcrf.gov/relatedTerms.jsp?id=50000124&currentList=0
https://david.ncifcrf.gov/biocarta.jsp?path=h_mCalpainPathway$mCalpain%20and%20friends%20in%20Cell%20motility&termId=50000182&source=biocarta
https://david.ncifcrf.gov/relatedTerms.jsp?id=50000182&currentList=0
https://david.ncifcrf.gov/biocarta.jsp?path=h_cskPathway$Activation%20of%20Csk%20by%20cAMP-dependent%20Protein%20Kinase%20Inhibits%20Signaling%20through%20the%20T%20Cell%20Receptor&termId=50000073&source=biocarta
https://david.ncifcrf.gov/relatedTerms.jsp?id=50000073&currentList=0
https://david.ncifcrf.gov/biocarta.jsp?path=h_stathminPathway$Stathmin%20and%20breast%20cancer%20resistance%20to%20antimicrotubule%20agents&termId=50000280&source=biocarta
https://david.ncifcrf.gov/relatedTerms.jsp?id=50000280&currentList=0
https://david.ncifcrf.gov/biocarta.jsp?path=h_ps1Pathway$Presenilin%20action%20in%20Notch%20and%20Wnt%20signaling&termId=50000241&source=biocarta
https://david.ncifcrf.gov/relatedTerms.jsp?id=50000241&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:1904886
https://david.ncifcrf.gov/relatedTerms.jsp?id=300016251&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:1990909
https://david.ncifcrf.gov/relatedTerms.jsp?id=380002454&currentList=0
https://david.ncifcrf.gov/biocarta.jsp?path=h_pitx2Pathway$Multi-step%20Regulation%20of%20Transcription%20by%20Pitx2&termId=50000228&source=biocarta
https://david.ncifcrf.gov/relatedTerms.jsp?id=50000228&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR000814
https://david.ncifcrf.gov/relatedTerms.jsp?id=530000663&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR012295
https://david.ncifcrf.gov/relatedTerms.jsp?id=530010418&currentList=0

Annotation Cluster 1

U

GOTERM_BP_DIRECT

Annotation Cluster 231

00 0 000000 0go00goao

UP_SEQ_FEATURE

UP_SEQ_FEATURE

GOTERM_MF_DIRECT

INTERPRO

PIR_SUPERFAMILY

GOTERM_BP_DIRECT

UP_SEQ_FEATURE

GOTERM_MF_DIRECT

UP_SEQ_FEATURE

UP_SEQ_FEATURE

UP_SEQ_FEATURE

UP_SEQ_FEATURE

UP_SEQ_FEATURE

GOTERM_BP_DIRECT

UP_KEYWORDS

Annotation Cluster 232

GOTERM_CC_DIRECT

GOTERM_CC_DIRECT

GOTERM_BP_DIRECT

UP_SEQ_FEATURE

INTERPRO

SMART

BIOCARTA

BIOCARTA

BIOCARTA

Annotation Cluster 235

0O 0O 0 0 g g

GOTERM_BP_DIRECT

GOTERM_BP_DIRECT

GOTERM_BP_DIRECT

KEGG_PATHWAY

KEGG_PATHWAY

GOTERM_BP_DIRECT

Annotation Cluster 236

0O 0 0 0 0 0 g o

UP_SEQ_FEATURE

UP_SEQ_FEATURE

UP_SEQ_FEATURE

UP_SEQ_FEATURE

UP_SEQ_FEATURE

UP_SEQ_FEATURE

UP_SEQ_FEATURE

UP_SEQ_FEATURE

Annotation Cluster 237

U

INTERPRO

Enrichment Score: ? ECount P_Valueé Benjamini FDR

DNA-templated transcription,_initiation RT s 8 4.1E-1 1.3E0 1.0EO0 ?-65'
Enrichment Score: 0.71 éP_Valueé EBenjaminié

zinc finger region:Phorbol-ester/DAG-type 1  RT a 8 3.3E-2 2.5E0 5.7E-1 f-5E‘
zinc finger region:Phorbol-ester/DAG-type 2 RT a 8 3.3E-2 2.5E0 5.7E-1 f-5E‘
calcium-transporting ATPase activity RT i 5 4.9E-2 3.3E0 2.8E-1 f'5E‘
Protein kinase C, alpha/beta/gamma types RT M 3 7.0E-2 6.2E0 4.1E-1 f'7E'
protein kinase C, alpha/beta/gamma types RT i 3 8.8E-2 5.4E0 6.9E-1 ?'BE'
negative regulation of glial cell apoptotic RT - 4 9.9E-2 3.4E0 6.9E-1 ©-6F
process 1
metal ion-binding site:Calcium 2; via carbonyl RT H 10 1.1E-1 1.7E0  1.0EO 9.6E-
oxygen 1
calcium-dependent protein kinase C activity = RT M 3 1.3E-1 4.5E0 5.9E-1 E'BE'
metal ion-binding site:Calcium 2 RT s 11 3.2E-1 1.3E0 1.0E0 ?-GE‘
metal ion-binding site:Calcium 1 RT u 9 3.8E-1 1.3E0 1.0EO0 ?-GE‘
metal ion-binding site:Calcium 3; via carbonyl RT : 4 6.1E-1 1.3E0  1.0EO 9.6E-
oxygen 1
metal ion-binding site:Calcium 1; via carbonyl RT : 4 8.7E-1 8.5E-1 1.0EO 9.6E-
oxygen 1
metal ion-binding site:Calcium 3 RT i 4 8.7E-1 8.5E-1 1.0EO0 ?-GE‘
cellular calcium ion homeostasis RT u 11 9.6E-1 7.0E-1 1.0EO ?-GE‘

Calcium transport RT (] 5 1.0E0 3.5E-1 1.0EO 1.0EO0
Enrichment Score: 0.7 : ' EBenjaminié
rDNA heterochromatin RT & 3 1.2E-1 4.8E0 4.9E-1 ‘1"3E'
chromatin silencing_complex RT M 4 1.6E-1 2.8E0 6.2E-1 f'4E_
chromatin silencing_at rDNA RT & 8 4.4E-1 1.3E0 1.0EO ?'GE'
Enrichment Score: 0.69 éP_Valueé EBenjaminié
s - - 9.6E-

zinc finger region:Btk-type RT i 4 1.3E-1 3.0E0 1.0EO 1
Zinc finger, Btk motif RT i 4 1.7E-1 2.8E0 8.2E-1 Z'5E'
BTK RT i 4 3.9E-1 1.80 1.0E0 ?'1'5'
Enrichment Score: 0.69 éP_VaIueé EBenjaminié
AKAP9_5 role in mitosis and chromosome RT - 8 6.1E-2 2.0E0 1.8E-1 1.3E-
dynamics 1
Protein Kinase A at the Centrosome RT & 8 1.9E-1 1.6E0 4.1E-1 f'gE'
Rho-Selective Guanine Exchange Factor - _ 7.6E-
AKAP13 Mediates Stress Fiber Formation RT 4 7.6E-1 1.1E0 1.0E0 1
Enrichment Score: 0.69 5Benjamini§
positive regulation of chemokine biosynthetic RT 5 7 2.6E-3 4.1E0  5.0E-2 4.8E-
process 2
Rositive regulation of calcidiol 1- RT 5 3 7.6E-2 5.9E0 5.8E-1 5.5==
monooxygenase activity 1
Rositive regulation of membrane protein RT - 4 4.8E-1 1.6E0 1.0EQ 9.6E-
ectodomain proteolysis 1
Graft-versus-host disease RT i 5 9.0E-1 7.9E-1 1.0EO ?'OE'
Type I diabetes mellitus RT i 6 9.3t-1 7.4E-1 1.0e0 3
regulation of insulin secretion RT & 8 9.5E-1 7.1E-1 1.0EQ ?'6'5'
Enrichment Score: 0.67 EBenjaminié

. - 7.1E-
repeat:1-2 RT ™ 10 4.4E-2 2.1E0 7.3E-1 1

: = 8.1E-
repeat:1-1 RT ™ 10 5.2E-2 2.0E0 8.4E-1 1
region pf interest:2 X 16 AA Gly-rich RT 5 3 22E-1 3.4E0 1.0EO 9.6E-
approximate repeats 1
region of interest:2 X 19 AA perfect repeats  RT M 3 2.2E-1 3.4E0 1.0EO ?'GE_

. = 9.6E-
repeat:2-1 RT 1 7 3.3E-1 1.5E0 1.0EO0 1

. = 9.6E-
repeat:2-2 RT 1 7 3.8E-1 1.4E0 1.0EO0 1

. = 9.6E-
repeat:1-4 RT 1 4 5.4E-1 1.4E0 1.0EO0 1

. = 9.6E-
repeat:1-3 RT 1 4 5.8E-1 1.4E0 1.0EO

Enrichment Score: 0.67

Benjamini

4 1.5E-2 6.2E0 1.3E-1
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Annotation Cluster 1

Enrichment Score: ? Benjamini FDR

ECount P_Value

GOTERM_MF_DIRECT
INTERPRO

INTERPRO

UP_KEYWORDS

INTERPRO

U
U
U
O INTERPRO
U
U
U

UP_SEQ_FEATURE

UP_KEYWORDS
D =
GOTERM_BP_DIRECT
D =
O GOTERM_BP_DIRECT

O GOTERM_BP_DIRECT

Annotation Cluster 239

aspartic-type endopeptidase activity RT & 10 8.9E-2 1.8E0 4.5E-1 ‘1"0'5'
. . - 6.1E-
Aspartic peptidase RT ™ 8 1.3E-1 1.8E0 6.7E-1 1
. - 9.1E-
Peptidase Al RT 1 4 2.1E-1 2.5E0 9.9E-1 1
. . - 9.1E-
Propeptide, peptidase Al RT i 3 3.2E-1 2.7E0 1.0EO 1
- 7.8E-
Aspartyl protease RT 1 4 6.1E-1 1.3E0 1.0EO 1
Peptidase aspartic, active site RT i 4 6.8E-1 1.2E0 1.0EQ ?'1'5'
propeptide:Activation peptide RT i 4 1.0E0 3.6E-1 1.0EO 1.0EO0
Enrichment Score: 0.66 Benjamini
. . . - 2.8E-
Purine biosynthesis RT i 5 1.1E-1 2.6E0 3.6E-1 1
purine nucleobase biosynthetic process RT i 3 2.0E-1 3.6E0 1.0EO ?'6E'
'de novo' IMP biosynthetic process RT i 3 2.7E-1 3.0E0 1.0EO ?'6E'
purine ribonucleoside monophosphate RT 5 4 3.8E-1 1.8E0 1.0EQ 9.6E-
biosynthetic process

UP_SEQ_FEATURE

UP_SEQ_FEATURE

UP_SEQ_FEATURE

UP_SEQ_FEATURE

UP_SEQ_FEATURE

UP_SEQ_FEATURE

UP_KEYWORDS

UP_SEQ_FEATURE

INTERPRO

UP_SEQ_FEATURE

UP_SEQ_FEATURE

SMART

O 0 0000000000

Annotation Cluster 240

(]  UP_SEQ FEATURE
]  INTERPRO

INTERPRO
U

0 GOTERM_CC_DIRECT

0 GOTERM_BP_DIRECT

0 GOTERM_BP_DIRECT

Annotation Cluster 242

BIOCARTA

GOTERM_BP_DIRECT

UP_SEQ_FEATURE

UP_KEYWORDS

GOTERM_BP_DIRECT

GOTERM_CC_DIRECT

GOTERM_CC_DIRECT

UP_KEYWORDS

U
U
U
U
U
U
U
U
U

UP_KEYWORDS

Annotation Cluster 243

GOTERM_BP_DIRECT
D e
0 GOTERM_MF_DIRECT

0 GOTERM_MF_DIRECT

Enrichment Score: 0.66 @ éP_Valueé EBenjaminié
domain:PDZ RT & 26 2.1E-2 1.6E0 4.0E-1 f-gE‘
short sequence motif:LD motif 1 RT i 3 5.8E-2 6.8E0 8.4E-1 ?'IE'
short sequence motif:LD motif 2 RT i 3 5.8E-2 6.8E0 8.4E-1 ?'IE'
short sequence motif:LD motif 3 RT i 3 5.8E-2 6.8E0 8.4E-1 ?'IE'
domain:LIM zinc-binding 3 RT i 6 3.0E-1 1.6E0 1.0E0 ?-GE'
domain:LIM zinc-binding RT 5 3.0E-1 1.8E0 1.0EQ ?-GE-
i = 7.4E-
LIM domain RT n 13 3.5E-1 1.2E0 9.6E-1 1
domain:LIM zinc-binding 4 RT i 3 5.0E-1 1.9E0 1.0E0 ?-GE'
. . - 9.1E-
Zinc finger, LIM-type RT n 13 5.0E-1 1.1E0 1.0EO 1
domain:LIM zinc-binding 1 RT s 8 6.1E-1 1.1E0 1.0E0 ?-GE'
domain:LIM zinc-binding 2 RT s 8 6.1E-1 1.1E0 1.0E0 ?-GE'
LIM RT § 13 9.6E-1 7.3E-1 1.0EO ?-GE‘
Enrichment Score: 0.65 éP_Valueé EBenjaminié
. o 9.6E-
domain:PUA RT & 3 1.6E-1 4.1E0 1.0EO “
Pseudouridine synthase/archaeosine RT - 3 1.9E-1 3.7E0 8.9E-1 8.1E-
transglycosylase 1
PUA-like domain RT § 5 3.7E-1 1.6E0 1.0EO ?-1'5‘
Enrichment Score: 0.65 G EBenjaminié
. . - 4.3E-
calcineurin complex RT i B 1.2E-1 4.8E0 4.9E-1 1
positive regulation of NFAT protein import RT i 4 2.3E-1 2.4E0 1.0EO 9.6E-
into nucleus 1
calcineurin-NFAT signaling_cascade RT & 3 4.0E-1 2.2E0 1.0EO ?'GE'
Enrichment Score: 0.65 éP_VaIueé EBenjaminié
Small Leucine-rich Proteoglycan (SLRP) RT - 6 1.6E-2 3.0E0 6.6E-2 H+7F
molecules 2
keratan sulfate catabolic process RT M 6 3.8E-2 3.0E0 3.8E-1 f.GE—
glycosylation site:N-linked (GIcNAc...) RT 5 3 5.8E-2 6.8E0 8.4E-1 8.1E-
(keratan sulfate) 1
= 4.0E-
Proteoglycan RT n 11 1.7E-1 1.5E0 5.2E-1 1
keratan sulfate biosynthetic process RT i 6 5.2E-1 1.3E0 1.0E0 ?-6'5'
- 8.8E-
lysosomal lumen RT n 13 7.0E-1 9.7E-1 1.0EO 1
i = 8.8E-
Golgi lumen RT 5 14 7.6E-1 9.3E-1 1.0EO .
Sulfation RT 6 8.8E-1 8.1E-1 1.0E0 ?-SE'
Extracellular matrix RT ™ 19 1.0E0 5.1E-1 1.0EO 1.0EO0
Enrichment Score: 0.64 EBenjaminié
positive regulation of transporter activity RT M 4 9.9E-2 3.4E0 6.9E-1 ?'GE'
calcium channel regulator activity RT " 8 1.5E-1 1.8E0 6.6E-1 E'QE'
chloride channel requlator activity RT | 4 2.36-1 2.4E0 8.8E-1 /-8F
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Annotation Cluster 1 Enrichment Score: ? @& ECount P_Valueé Benjamini FDR

(]  CGOTERM_BP_DIRECT positive regulation of sodium ion transport ~ RT & 5 4.0E-1 1.6E0 1.0EO ?'6'5'
()  CGOTERM_MF_DIRECT sodium channel regulator activity RT i 7 4.56-1 1.3E0 1.0EQ ?'9'5'
Annotation Cluster 244 Enrichment Score: 0.64 P_Value Benjamini
UJ GOTERM_MF_DIRECT GKAP/Homer scaffold activity RT 3 1.3E-1 4.5E0 5.9E-1 E'BE'
()  ©OTERM_BP_DIRECT vocalization behavior RT i 5 2.0E-1 2.1E0  1.0EO ?'GE'
()  ©OTERM_BP_DIRECT adult behavior RT i 6 4.5E-1 1.4E0 1.0EO ?'GE'
Enrichment Score: 0.63 Benjamini
(]  GOTERM_BP_DIRECT type I interferon signaling_pathway RT 15 18E-1 1480 1080 6%
m  eRuthins Antiviral defense RT & 21 2.4E-1 1.2E0 7.1E-1 f'SE'
(]  GOTERM_BP_DIRECT defense response to virus RT & 32 2961 1iE0 1060 OF
Enrichment Score: 0.63 P_Value Benjamini
O GOTERM_BP_DIRECT lung-associated mesenchyme development RT i 5 7.3E-2 3.0E0 5.8E-1 E'SE'
0 GOTERM_BP_DIRECT branching_involved in salivary gland RT - 4 2.8E-1 2.2E0  1.0E0 9.6E-
morphogenesis — i ' ' ’ 1
O GOTERM_BP_DIRECT midbrain development RT 6 6.2E-1 1.1E0 1.0EQ ?'GE'
Annotation Cluster 247 Enrichment Score: 0.63 @ P_Valueé Benjamini
()  KEGG_PATHWAY Circadian rhythm RT & 13 9.3E-3 2.2E0 1.8E-2 3'3'5'
(]  GOTERM_MF_DIRECT AMP-activated protein kinase activity RT 5 1862 4380 1261 IE
()  GOTERM_CC_DIRECT nucleotide-activated protein kinase complex RT & 6 1.9E-2 3.5E0 1.2E-1 1'1'5'
(]  VYP-SEQ_FEATURE domain:CBS 3 RT i 3 5.8E-2 6.8E0 8.4E-1 ?'1'5'
[J UP-SEQFEATURE domain:CBS 4 RT i 3 5.8E-2 6.8E0 8.4E-1 ?'1'5'
(]  BIOCARTA Reversal of Insulin Resistance by Leptin RT i 7 1.1E-1 1.9E0 2.9E-1 f'OE'
[J  GOTERM_BP_DIRECT carnitine shuttle RT i 4 1.8E-1 2.6E0 1.0EO ?'6'5'
(]  UP-KEYWORDS Fatty acid biosynthesis RT & 10 3.4E-1 1.3E0 9.4E-1 Z'3E'
(]  GOTERM_BP_DIRECT fatty acid biosynthetic process RT & 9 6.76-1 1.0£0 1.0E0  o°F
[J UP-SEQFEATURE domain:CBS 1 RT i 3 7.6E-1 1.1E0 1.0EQ ?'6'5'
[J UP-SEQFEATURE domain:CBS 2 RT i 3 7.6E-1 1.1E0 1.0EQ ?'6'5'
[J UP-KEYWORDS CBS domain RT i 3 8.1E-1 1.0E0 1.0E0 ?'1'5'
(J IIERERY Cystathionine beta-synthase, core RT M 3 8.6E-1 9.3E-1 1.0EO ?'IE'
(] SMART CBS RT i 3 8.9E-1 8.7E-1 1.0E0 ?'1'5'
(]  UP-KEYWORDS Fatty acid metabolism RT & 13 9.6E-1 7.2E-1 1.0E0 ?'6'5'
(]  UP_KEYWORDS Lipid biosynthesis RT & 11 1.0E0 4.8E-1 1.0E0  1.0E0
(]  UP_KEYWORDS Lipid metabolism RT & 19 1.0E0 3.0E-1 1.0E0  1.0EO
Annotation Cluster 248 Enrichment Score: 0.63 P_Value Benjamini
0 GOTERM_BP_DIRECT positive regulation of interleukin-12 RT - 8 1.2E-1 1.9E0 7.7E-1 7.4E-
production ek L : : : 1
0 GOTERM_BP_DIRECT positive regulation of interleukin-10 RT - 7 1.8E-1 1.8E0 1.0EO 9.6E-
production ek L : : : 1
0 BIOCARTA Dendritic cells in regulating TH1 and TH2 RT - 8 6.2E-1 1.1E0  9.5E-1 6.7E-
Development - - ' ' ’ 1
! ] _ iFold i, . ..}
Annotation Cluster 249 Enrichment Score: 0.63 G P_Value  Change | Benjamini
(]  KEGG_PATHWAY Dorso-ventral axis formation RT § 12 81E3 2360 1682 IIF
[ TR =E AR IR repeat:LNR 3 RT | 4 1.1E-2 6.8E0 2.2E-1 f'lE'
() INTERPRO Notch, NOD domain RT 4 1562 6280 1381 F
(g INTERPRO Notch, NODP domain RT 4 1562 6280 1381 F
(]  UP-SEQ_FEATURE repeat:LNR 1 RT | 4 2.5E-2 5.5E0 4.4E-1 ‘1"3E'
()  UP-SEQ_FEATURE repeat:LNR 2 RT | 4 2.5E-2 5.5E0 4.4E-1 ‘1"3E'
() UP-SEQFEATURE domain:EGF-like 28 RT | 4 2.5€-2 5560 4.4E-1 43
(J SMART SM01338 RT | 4 4962 4160 3061 27F
(J SMART SM01339 RT | 4 4962 4160 3061 27F
() UP-SEQFEATURE domain:EGF-like 29 RT | 3 5.86-2 6.8E0 8.4E-1 O1E
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https://david.ncifcrf.gov/relatedTerms.jsp?id=460003062&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0030160
https://david.ncifcrf.gov/relatedTerms.jsp?id=460003547&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0071625
https://david.ncifcrf.gov/relatedTerms.jsp?id=300012910&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0030534
https://david.ncifcrf.gov/relatedTerms.jsp?id=300005318&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0060337
https://david.ncifcrf.gov/relatedTerms.jsp?id=300011381&currentList=0
http://www.uniprot.org/keywords/?query=Antiviral%20defense
https://david.ncifcrf.gov/relatedTerms.jsp?id=870000081&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0051607
https://david.ncifcrf.gov/relatedTerms.jsp?id=300010829&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0060484
https://david.ncifcrf.gov/relatedTerms.jsp?id=300011502&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0060445
https://david.ncifcrf.gov/relatedTerms.jsp?id=300011472&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0030901
https://david.ncifcrf.gov/relatedTerms.jsp?id=300005430&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa04710$Circadian%20rhythm&termId=550028769&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028769&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0004679
https://david.ncifcrf.gov/relatedTerms.jsp?id=460000998&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0031588
https://david.ncifcrf.gov/relatedTerms.jsp?id=380001068&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880076806&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880076807&currentList=0
https://david.ncifcrf.gov/biocarta.jsp?path=h_leptinPathway$Reversal%20of%20Insulin%20Resistance%20by%20Leptin&termId=50000173&source=biocarta
https://david.ncifcrf.gov/relatedTerms.jsp?id=50000173&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0006853
https://david.ncifcrf.gov/relatedTerms.jsp?id=300001878&currentList=0
http://www.uniprot.org/keywords/?query=Fatty%20acid%20biosynthesis
https://david.ncifcrf.gov/relatedTerms.jsp?id=870000377&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0006633
https://david.ncifcrf.gov/relatedTerms.jsp?id=300001711&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880076804&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880076805&currentList=0
http://www.uniprot.org/keywords/?query=CBS%20domain
https://david.ncifcrf.gov/relatedTerms.jsp?id=870000183&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR000644
https://david.ncifcrf.gov/relatedTerms.jsp?id=530000516&currentList=0
http://smart.embl.de/smart/do_annotation.pl?DOMAIN=SM00116
https://david.ncifcrf.gov/relatedTerms.jsp?id=790000102&currentList=0
http://www.uniprot.org/keywords/?query=Fatty%20acid%20metabolism
https://david.ncifcrf.gov/relatedTerms.jsp?id=870000378&currentList=0
http://www.uniprot.org/keywords/?query=Lipid%20biosynthesis
https://david.ncifcrf.gov/relatedTerms.jsp?id=870000653&currentList=0
http://www.uniprot.org/keywords/?query=Lipid%20metabolism
https://david.ncifcrf.gov/relatedTerms.jsp?id=870000656&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0032735
https://david.ncifcrf.gov/relatedTerms.jsp?id=300006089&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0032733
https://david.ncifcrf.gov/relatedTerms.jsp?id=300006088&currentList=0
https://david.ncifcrf.gov/biocarta.jsp?path=h_dcPathway$Dendritic%20cells%20in%20regulating%20TH1%20and%20TH2%20Development&termId=50000082&source=biocarta
https://david.ncifcrf.gov/relatedTerms.jsp?id=50000082&currentList=0
https://david.ncifcrf.gov/kegg.jsp?path=hsa04320$Dorso-ventral%20axis%20formation&termId=550028736&source=kegg
https://david.ncifcrf.gov/relatedTerms.jsp?id=550028736&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880086940&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR010660
https://david.ncifcrf.gov/relatedTerms.jsp?id=530009162&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR011656
https://david.ncifcrf.gov/relatedTerms.jsp?id=530009937&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880086938&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880086939&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077116&currentList=0
http://smart.embl.de/smart/do_annotation.pl?DOMAIN=SM01338
https://david.ncifcrf.gov/relatedTerms.jsp?id=790001191&currentList=0
http://smart.embl.de/smart/do_annotation.pl?DOMAIN=SM01339
https://david.ncifcrf.gov/relatedTerms.jsp?id=790001192&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077118&currentList=0

Annotation Cluster 1

Enrichment Score: ?

Count P_Value

: Benjamini i FDR

(]  UYP-SEQ_FEATURE domain:EGF-like 33 RT i 3 5.8E-2 6.8E0 8.4E-1 ?'1E'
(]  UYP-SEQ_FEATURE domain:EGF-like 34 RT i 3 5.8E-2 6.8E0 8.4E-1 ?'1E'
(J RIER Domain of unknown function DUF3454, notch RT M 3 7.0E-2 6.2E0 4.1E-1 :15'7E_
(J 'NTERPRO Notch domain RT i 4 8.8E-2 3.5E0 4.9E-1 ‘1"5E'
() SMART SM01334 RT i 3 1561 4.1E0 6981 §%E
(]  VYP-SEQ_FEATURE domain:EGF-like 20 RT i 3 1.6E-1 4.1E0 1.0EO ?'GE'
[J UP-SEQFEATURE domain:EGF-like 24 RT  § g 1.6E-1 4.1E0  1.0EO ?'GE'
()  UYP-SEQ_FEATURE domain:EGF-like 26 RT i 3 1.6E-1 4.1E0 1.0EO ?'GE'
()  UYP-SEQ_FEATURE domain:EGF-like 27 RT i 3 1.6E-1 4.1E0 1.0EO ?'GE'
(]  YP-SEQ_FEATURE domain:EGF-like 13; calcium-binding RT | 4 2.1E-1 2.5E0 1.0EQ ?'GE'
() UP-SEQFEATURE domain:EGF-like 17; calcium-binding RT | 3 2261 3480 1080  O6F
(]  YP-SEQ_FEATURE domain:EGF-like 21; calcium-binding RT | 3 2.2E-1 3.4E0 1.0EQ ?'GE'
(]  UYP-SEQ_FEATURE domain:EGF-like 22 RT i 3 2.2E-1 3.4E0 1.0EO ?'GE'
()  UYP-SEQ_FEATURE domain:EGF-like 23; calcium-binding RT | 3 2.2E-1 3.4E0 1.0EQ ?'GE'
() SMART NL RT i 4 2.4E-1 2.3E0 9.5E-1 ?'GE'
(]  YP-SEQ_FEATURE domain:EGF-like 14; calcium-binding RT | 4 2.56-1 2.3E0 1.0EQ ?'GE'
(]  VYP-SEQ_FEATURE domain:EGF-like 15; calcium-binding RT | 4 2.56-1 2.3E0 1.0EQ ?'GE'
()  KEGG_PATHWAY Notch signaling_pathway RT & 12 3.1E-1 1.3E0 4.8E-1 f'lE'
[J UP-SEQFEATURE domain:EGF-like 19 RT  § g 3.3E-1 2.6E0 1.0E0 ?'GE'
(]  UYP-SEQ_FEATURE domain:EGF-like 11; calcium-binding RT | 4 3.4E-1 1.9E0 1.0E0 ?'GE'
() UP-SEQFEATURE domain:EGF-like 12; calcium-binding RT | 4 3861 1860 1080  O6F
(J ichGatuielia) Notch signaling_pathway RT & 9 4.7E-1 1.2E0  1.0EO Z'SE'
(]  UYP-SEQ_FEATURE domain:EGF-like 8; calcium-binding RT i 5 4.8E-1 1.4E0 1.0EQ ?'GE'
(]  VYP-SEQ_FEATURE domain:EGF-like 16; calcium-binding RT | 3 5.0E-1 1.9E0 1.0EQ ?'GE'
(]  UYP-SEQ_FEATURE domain:EGF-like 9; calcium-binding RT i 3 7.0E-1 1.3E0 1.0EO ?'GE'
(]  VYP-SEQ_FEATURE domain:EGF-like 9 RT i 4 71E-1 1.1E0 1.0EO ?'GE'
[J UP-SEQFEATURE dormain:EGF-like 10 RT  § g 7.4E-1 1.2E0 1.0EO ?'GE'
()  UYP-SEQ_FEATURE domain:EGF-like 6 RT i 6 7.9E-1 9.3E-1 1.0EO ?'GE'
(]  YP-SEQ_FEATURE domain:EGF-like 7; calcium-binding RT i 4 8.0E-1 9.7E-1 1.0EQ ?'GE'
(]  YP-SEQ_FEATURE domain:EGF-like 3 RT & 9 8.9E-1 8.1E-1 1.0EQ ?'GE'
()  UYP-SEQ_FEATURE domain:EGF-like 7 RT i 3 9.36-1 7.3E-1 1.0EQ ?'GE'
(]  UYP-SEQ_FEATURE domain:EGF-like 4 RT i 6 9.56-1 6.9E-1 1.0EQ ?'GE'
(]  YP-SEQ_FEATURE domain:EGF-like 5 RT i 4 9.6E-1 6.5E-1 1.0EQ ?'GE'
(]  UYP-SEQ_FEATURE domain:EGF-like 5; calcium-binding RT i 3 9.8E-1 5.4E-1 1.0EQ ?'SE'
(]  UYP-SEQ_FEATURE domain:EGF-like 2 RT & 8 9.8E-1 6.1E-1 1.0EQ ?'SE'
(]  UP_SEQ_FEATURE domain:EGF-like 1 RT & 1.0E0 5.1E-1 1.0E0  1.0EO
C] INTERPRO EGF-like calcium-binding, conserved site RT i 1.0E0 4.3E-1 1.0EO 1.0EO0
0O INTERPRO EGF-type aspartate/asparagine hydroxylation ot - 7 1.0E0 4.1E-1 1.0EO 1.0EO
site RT . . . .
(]  INTERPRO EGF-like calcium-binding RT i 7 1.0E0 3.4E-1 1.0E0  1.0EO
(]  INTERPRO EGF-like, conserved site RT & 10 1.0E0 3.1E-1 1.0E0  1.0EO
E] INTERPRO Epidermal growth factor-like domain RT i 12 1.0E0 3.2E-1 1.0EO 1.0EO0
(]  UP_KEYWORDS EGF-like domain RT & 10 1.0E0 2.9-1 1.0E0  1.0EO
(]  SMART EGF CA RT i 7 1.0E0 2.26-1 1.0E0  1.0EO
(]  SMART EGF RT &

11 1.0E0 2.4E-1 1.0EO 1.0EO0

Annotation Cluster 250 Enrichment Score: 0.61 P_Value E?‘Id Benjamini

z ; : Change : :
() 'NTERPRO High mobility group (HMG) box domain RT & 15  6.6E-2 1.6E0 4.1E-1 f'7E'
[ I EECSHERINRE DNA-binding region:HMG box 1 RT i 5 2.76-1 1.90 1.0EO ?'GE'
[ I EECSHERINRE DNA-binding region:HMG box 2 RT i 5 2.76-1 1.90 1.0EO ?'GE'
() UP-SEQFEATURE DNA-binding region:HMG box RT & 9 3.1E-1 1.4E0 1.0e0 2-6F
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https://david.ncifcrf.gov/relatedTerms.jsp?id=880077108&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077112&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077114&currentList=0
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https://david.ncifcrf.gov/relatedTerms.jsp?id=790000003&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077084&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077086&currentList=0
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https://david.ncifcrf.gov/relatedTerms.jsp?id=550028737&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077093&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077078&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077080&currentList=0
http://www.uniprot.org/keywords/?query=Notch%20signaling%20pathway
https://david.ncifcrf.gov/relatedTerms.jsp?id=870000779&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077177&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077088&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077179&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077178&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077074&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077171&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077175&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077122&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077174&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077144&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077165&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077169&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077099&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880077073&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR018097
https://david.ncifcrf.gov/relatedTerms.jsp?id=530015237&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR000152
https://david.ncifcrf.gov/relatedTerms.jsp?id=530000114&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR001881
https://david.ncifcrf.gov/relatedTerms.jsp?id=530001555&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR013032
https://david.ncifcrf.gov/relatedTerms.jsp?id=530011045&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR000742
https://david.ncifcrf.gov/relatedTerms.jsp?id=530000599&currentList=0
http://www.uniprot.org/keywords/?query=EGF-like%20domain
https://david.ncifcrf.gov/relatedTerms.jsp?id=870000341&currentList=0
http://smart.embl.de/smart/do_annotation.pl?DOMAIN=SM00179
https://david.ncifcrf.gov/relatedTerms.jsp?id=790000145&currentList=0
http://smart.embl.de/smart/do_annotation.pl?DOMAIN=SM00181
https://david.ncifcrf.gov/relatedTerms.jsp?id=790000147&currentList=0
http://www.ebi.ac.uk/interpro/IEntry?ac=IPR009071
https://david.ncifcrf.gov/relatedTerms.jsp?id=530007745&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880076431&currentList=0
https://david.ncifcrf.gov/relatedTerms.jsp?id=880076432&currentList=0
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Annotation Cluster 1 Enrichment Score: ? ECount P_Valueé Benjamini FDR
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Enrichment Score: 0.61 P_Value Benjamini
(J INTERPRO Actin-related protein 3 (Arp3) RT i 3 7062 6280 4.1e1  I7E
()  GOTERM_CC_DIRECT Arp2/3 protein complex RT i 4 2.9E-1 2.1E0 8.6E-1 Z'5E'
E] COLE RN el Arp2/3 complex-mediated actin nucleation RT M 4 7.4E-1 1.1E0 1.0EO ?'GE_
Annotation Cluster 252 Enrichment Score: 0.6 P_Value Benjamini
() 'NTERPRO Natriuretic peptide receptor RT & 3 7062 6260 4.1e-1  37F
[ RGIER AR IR natriuretic peptide receptor activity RT & 3 7.56-2 6.0E0  3.9E-1 f"‘E'
()  COTERM_MF_DIRECT hormone binding RT i 4 286-1 2.2€0 10e0  9OF
() LIS G419 Extracellular ligand-binding_receptor RT M 5 8.5E-1 8.6E-1 1.0EO ?'1E'
(]  GOTERM_MF_DIRECT peptide hormone binding RT i 4 8.56-1 8.8E-1 1.00  S-°F

Annotation Cluster 253

Enrichment Score: 0.59 P_Value Benjamini

() BBID 108.Requlating_glucose_transport RT i 7 1.1E-1 1.9E0 1.0EO 1.0E0
(] BBID 104.Insulin_signaling RT & 9 2.5E-1 1.4E0 1.0EO 1.0E0
O BBID 105.Signaling_glucose uptake RT i 6 2.8E-1 1.6E0 1.0EO 1.0EO
) BBID 106.Glycogen synthase-synthesis RT i 5 3.3E-1 1.7E0 1.0EO 1.0E0
O BBID 107.mRNA translation-protein synthesis RT i 7 4.1E-1 1.4E0 1.0EO 1.0EOQ
Annotation Cluster 254 Enrichment Score: 0.58 G P_Value Benjamini

() GOTERM_BP_DIRECT execution phase of apoptosis RT i 7 4.0E-2 2.6E0 3.9E-1 :13'8E_
(] BIOCARTA Role of Mitochondria in Apoptotic Signaling ~ RT & 12 7082 1760 2081
(] BIOCARTA D4-GDI Signaling_Pathway, RT & 8 9.56-2 1980 2561 1OF
()  GOTERM_MF_DIRECT death receptor binding RT 6 1261 2260 5561 3O
E] LU Peptidase C14, caspase precursor p45, core RT M 5 1.8E-1 2.2E0 8.7E-1 ?'OE_
O BBID 86.Apoptosis Nematode& Vert RT i 6 2.0E-1 1.8E0 1.0EO 1.0EO
0O INTERPRO Peptidase C14, ICE, catalytic subunit p20, RT - 4 2.1E-1 2.5E0 9.9E-1 9.1E-

active site 1
() NTERPRO Peptidase C14, ICE, catalytic subunit p20 ~ RT 1§ 5 2161 2160 1080  S1F
O GOTERM_BP_DIRECT response to cobalt ion RT i 3 2.7E-1 3.0E0 1.0EO ?'GE'
0 INTERPRO Eigtidase C14, caspase non-catalytic subunit RT - 4 3.0E-1 2.1E0 1.0EO ?.1E-
O GOTERM_CC_DIRECT death-inducing_signaling_complex RT i 3 3.0E-1 2.7E0 8.8E-1 Z'7E'
O GOTERM_MF_DIRECT cysteine-type endopeptidase activity involved RT - a 3.8E-1 1.8E0 1.0EO 8.9E-
in apoptotic process 1

) EIOCAREA Caspase Cascade in Apoptosis RT ™ 10 3.8E-1 1.3E0 7.0E-1 ?'QE'
() SMART CASC RT | 5 4.0E-1 1.6E0 1.0EO ?'1E'
() BBID 72.IAP_interaction with cell death pathways RT i 7.0E-1 1.1E0 1.0EO0 1.0E0
) BBID 150.caspase _and NFKB activation RT i 8.1E-1 9.6E-1 1.0EO0 1.0EO
O GOTERM_MF_DIRECT cysteine-type endopeptidase activity RT i 9 8.3E-1 8.8E-1 1.0EO0 ?'9E'
(]  UP_KEYWORDS Thiol protease RT & 9 1.0E0  4.0E-1 1.0EO 1.0E0
Annotation Cluster 255 Enrichment Score: 0.58 | Benjamini

O GOTERM_BP_DIRECT beta-catenin destruction complex disassembly RT M 7 1.5E-1 1.9E0 8.9E-1 ?'SE'
() 'NTERPRO DIX domain RT & 3 2.56-1 3.1E0 1.0EO ?'1'5'
(]  YP-SEQ_FEATURE domain:DIX RT i 3 2.7E-1 2.9E0 1.0EQ ?'6'5'
() SMART DAX RT i 3 4.6E-1 2.0e0 1.0e0 1E

Annotation Cluster 256

Enrichment Score: 0.57 G ‘P_Value : Benjamini :

GOTERM_MF_DIRECT RNA polymerase II transcription factor

E] activity, TBP-class protein binding, involved in RT i 3 7.5E-2 6.0E0  3.9E-1 f.4E_
preinitiation complex assembly
w  SCuEihieiiEer transcription factor TFIID complex RT & 9 2.0E-1 1.6E0 7.3E-1 f"‘E'

GOTERM_MF_DIRECT transcription factor activity, RNA polymerase ~ 8.9E-
O II core promoter sequence-specific binding RT (] 3 4.6E-1 2.0E0 1.0EO '

involved in preinitiation complex assembly 1
0O GOTERM_BP_DIRECT RNA polymerase II transcriptional RT - 3 7.5E-1 1.2E0  1.0EO 9.6E-
preinitiation complex assembly
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Annotation Cluster 1 Enrichment Score: ? @& ECount P_Valueé Benjamini FDR

(J 'NTERPRO Chaperone DnaJ RT i 3 1.2E-1 4.6E0 6.4E-1 E'SE'
(J 'NTERPRO HSP40/DnaJ peptide-binding RT i 4 1.7E-1 2.8E0 8.2E-1 Z'SE'
() NTERPRO Chaperone DnaJ, C-terminal RT i 4 1.7E-1 2.8E0 8.2E-1 Z'SE'
[:] INTERPRO mock protein Dnal, cysteine-rich RT 5 3 1.9E-1 3.7E0 8.9E-1 ?.1E—
(J RIER Dnal domain, conserved site RT i 5 6.5E-1 1.1E0 1.0EO ?'IE'
[J UP-SEQFEATURE domain:] RT & 8 6.6E-1 1.0E0 1.0EO ?'6'5'
() INTERPRO DnaJ domain RT & 8 7.4E-1 9.7E-1 1.0EQ ?'1'5'
() SMART Dnal RT & 8 9.7E-1 6.8E-1 1.0EQ ?'7'5'
Annotation Cluster 258 Enrichment Score: 0.56 P_Value Benjamini
E] SRR DI embryonic skeletal limb joint morphogenesis RT M 3 7.6E-2 5.9E0 5.8E-1 E'SE_
E] SRR DI embryonic hindlimb morphogenesis RT M 7 3.3E-1 1.5E0 1.0EO ?'GE_
E] SRR DI embryonic forelimb morphogenesis RT M 5] 8.1E-1 9.3E-1 1.0EO ?'GE_
Enrichment Score: 0.56 Benjamini
[ RER AR IR telomerase RNA binding RT & 6 1.2E-1 2.2E0 5.5E-1 ‘1"9'5'
E] COLERMRE sl telomere maintenance via telomerase RT i 5 3.6E-1 1.6E0 1.0EO ?'GE'
m  eRuthins Dyskeratosis congenita RT & 3 4.9E-1 1.9E0 1.0EO Z'SE'
Annotation Cluster 260 Enrichment Score: 0.56 @ P_Value Benjamini
() 'NTERPRO BRCT domain RT & 8 1.5E-1 1.8E0 7.7E-1 Z'OE'
[ IR =R AR LR domain:BRCT 1 RT & 4 2.5E-1 2.3E0 1.0EO ?'6E'
[ =R R LR domain:BRCT 2 RT i 4 2.56-1 2.3E0 1.0EQ ?'6E'
W SRR BRCT RT i 7 2761 1.6E0 1.0E0 o 'F
() UP-SEQFEATURE domain:BRCT RT & 3 6.3E-1 1560 1.0E0 O
Annotation Cluster 261 Enrichment Score: 0.56 G Benjamini
0 INTERPRO eDXNoAr‘]-uclg:':;;(e;ddlgrl:léigolvmerase, family B, RT 5 3 1.2E—1 4.6E0  6.4E-1 E.SE—
[:] INTERPRO qu:lﬁ;fdui;iiitgrﬁla?y:n’?;lr\]/merase, family B, RT 5 3 1.2E-1 4.6E0 6.4E-1 E.SE—
(J 'NTERPRO DNA-directed DNA polymerase, family B RT i 3 1.2E-1 4.6E0 6.4E-1 E'SE'
()  CGOTERM_MF_DIRECT 3'-5' exonuclease activity RT i 6 2.0E-1 1.9E0 7.9E-1 Z'lE'
() SMART POLBC RT i 3 2.56-1 3.0E0 9.9E-1 ?'OE'
(]  UP-KEYWORDS DNA-directed DNA polymerase RT i 6 2.7E-1 1.7E0  7.6E-1 f'gE'
(]  GOTERM_MF_DIRECT DNA-directed DNA polymerase activity RT & 7 3.6E-1 1.4E0 1.0EO ?'9'5'
[ LR REGERRRE 4Fe-4S RT & 7 4.6e-1 1380 1.0e0 8%
(]  GOTERM_MF_DIRECT 4 iron, 4 sulfur cluster binding RT i 7 7.3E-1 9.9E-1 1.0EO ?'9'5'
[J UP-KEYWORDS Iron-sulfur RT i 7 8.9E-1 8.0E-1 1.0EQ ?'9'5'
Annotation Cluster 262 Enrichment Score: 0.55 P_Value Benjamini
()  BIOCARTA Nitric Oxide Signaling_Pathway RT & 11 1.56-1 1.560 3.5E-1 f'5E'
0 BIOCARTA Efiff?:;c:ncgactiljﬂneurin in Keratinocyte RT H 9 2.6E-1 1.4E0 5.2E-1 f.?E—
()  BIOCARTA Role of MEF2D in T-cell Apoptosis RT i 7 5.76-1 1.2E0 8.9E-1 f'-”E'
Annotation Cluster 263 Enrichment Score: 0.55 Benjamini
w  SCuEihieiiEer I-kappaB/NF-kappaB complex RT i 4 3.0E-2 5.1E0 1.8E-1 1'6'5'
() 'NTERPRO NF-kappa-B/Rel/Dorsal RT & 4 3262 5.060 2461 7°F
() 'NTERPRO Rel homology domain RT & 4 2.16-1 2.580 9.9e-1 F
() UP-SEQFEATURE domain:RHD RT i & 3.96-1 2.380 1.0E0  5°F
() INTERPRO p53-like transcription factor, DNA-binding ~ RT & 9 4.2E-1 1.3E0 1.0EO i"lE'
m ARG Cell surface receptor IPT/TIG RT & 6 5.8E-1 1.2E0 1.0EO i"lE'
GOTERM_MF_DIRECT transcriptional a_ctivator activity, RNA ~ 8.9E-
J polymerase II distal enhancer sequence- RT ] 5 6.2E-1 1.2E0 1.0EO 1
specific binding
W SRR IPT RT  § 5 9.3(-1 7.56-1 1.0e0 23F
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Annotation Cluster 1

Enrichment Score: ? Benjamini FDR

ECount P_Value

INTERPRO

UP_SEQ_FEATURE

INTERPRO

GOTERM_MF_DIRECT

GOTERM_BP_DIRECT

GOTERM_BP_DIRECT

GOTERM_BP_DIRECT

GOTERM_BP_DIRECT

INTERPRO

GOTERM_MF_DIRECT

UP_SEQ_FEATURE

KEGG_PATHWAY

UP_KEYWORDS

INTERPRO

INTERPRO

GOTERM_BP_DIRECT

UP_SEQ_FEATURE

UP_SEQ_FEATURE

UP_SEQ_FEATURE

GOTERM_MF_DIRECT
KEGG_PATHWAY
COG_ONTOLOGY
GOTERM_MF_DIRECT
UP_KEYWORDS
UP_KEYWORDS
UP_KEYWORDS
UP_KEYWORDS
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Annotation Cluster 272

GOTERM_MF_DIRECT

INTERPRO

UP_SEQ_FEATURE

GOTERM_CC_DIRECT

GOTERM_CC_DIRECT

GOTERM_CC_DIRECT

UP_KEYWORDS

GOTERM_BP_DIRECT

GOTERM_BP_DIRECT
GOTERM_BP_DIRECT
UP_KEYWORDS

000 0O 0O 0 0 000

Annotation Cluster 273

GOTERM_BP_DIRECT
UJ
]  GOTERM_BP DIRECT

]  GOTERM_BP DIRECT

UP_SEQ_FEATURE
D — !

UP_SEQ_FEATURE
D — !

INTERPRO
U

UP_KEYWORDS
C] =

(]  GOTERM_CC DIRECT

(]  GOTERM_CC DIRECT

NADPH-cytochrome p450 reductase, FAD- = _ 9.1E-
binding, alpha-helical domain-3 RT L e 2z ShilEl - LRY 1
nucleotide phosphate-binding region:FMN RT i 4 3.0E-1 2.1E0 1.0EQ ?'GE'
Oxidoreductase FAD/NAD(P)-binding RT & 4 3.0E-1 2.1E0 1.0EQ ?'IE'
. L - 8.9E-
arginine binding RT 1 3 3.3E-1 2.6E0 1.0EO 1
positive regulation of vasodilation RT i 7 3.6E-1 1.4E0 1.0EO ?'GE'
nitric oxide biosynthetic process RT i 4 3.8E-1 1.8E0 1.0EO ?'GE'
arginine catabolic process RT i 3 4.0E-1 2.2E0 1.0EQ ?'GE'
nitric oxide mediated signal transduction RT i 5 4.0E-1 1.6E0 1.0EQ ?'GE'
Flavoprotein pyridine nucleotide cytochrome RT 5 3 4.4E-1 2.1E0  1.0EO 9.1E-
reductase 1
FMN binding RT i 4 4.7E-1 1.6E0 1.0E0 ?'9E'
domain:FAD-binding FR-type RT i 4 5.4E-1 1.4E0 1.0EQ ?'GE'
Arginine biosynthesis RT i 5 5.6E-1 1.3E0 8.3E-1 E'GE'
EMN RT i 4 6.1E-1 1.3E0 1.0EQ Z'SE'
Ferredoxin reductase-type FAD-binding RT 5 4 6.1E-1 1.3E0 1.0EO 9.1E-
domain 1
Riboflavin synthase-like beta-barrel RT i 4 6.1E-1 1.3E0 1.0EQ ?'IE'
negative regulation of blood pressure RT i 4 9.0E-1 7.9E-1 1.0EQ ?'GE'
nucleotide phosphate-binding region:FAD RT i 7 9.1E-1 7.7E-1 1.0E0 ?'GE'
nucleotide phosphate-binding region:NADP ~ RT & 8 9.3E-1 7.4E-1 1.0EQ ?'GE'
rpetal ion-binding site:Iron (heme axial RT 5 8 9.9E-1 5.5E-1 1.0EO 9I9E-
ligand) 1
heme binding RT & 13 1.0E0 5.7E-1 1.0E0  1.0E0
Arginine and proline metabolism RT i 4 1.0E0 4.2E-1 1.0EO 1.0EO0
Inorganic ion transport and metabolism RT i 5 1.0E0 4.7E-1 1.0EO 1.0EO0
flavin adenine dinucleotide binding RT i 4 1.0E0 3.7E-1 1.0EO 1.0EO0
Heme RT & 9 1.0E0 4.7E-1 1.0E0  1.0EO
FAD RT & 6 1.0E0 3.7E-1 1.0E0 1.0E0
Flavoprotein RT i 6 1.0E0 3.4E-1 1.0EO 1.0EOQ
NADP RT ; 10 1.0E0 3.7E-1 1.0EO 1.0EO
Enrichment Score: 0.42 éP_Valueé EBenjaminié
calcium-transporting ATPase activity RT  § 5 4.9E-2 3.3E0 2.8E-1 f'5E'
Calcium-transporting_P-type ATPase, = . _ 3.7E-
subfamily ITIA, SERCA-type RT L o tlE=z (B2 cctlE=n 1
metal ion-binding site:Calcium 2; via carbonyl RT H 10 1.1E-1 1.7E0  1.0EO 9.6E-
oxygen 1
platelet dense tubular network membrane RT M 3 4.3E-1 2.1E0 1.0EO ?'8E_
sarcoplasmic reticulum membrane RT M 7 4.5E-1 1.3E0 1.0EO ?'8E_
sarcoplasmic reticulum RT  § 7 4.56-1 1.3E0 1.0EO ?'8'5'
Sarcoplasmic reticulum RT  § 6 7.1E-1 1.0E0 1.0EO Z'sE'
cellular calcium ion homeostasis RT s 11 9.6E-1 7.0E-1 1.0EO ?'GE_
calcium ion transport RT i 6 1.0E0 4.7E-1 1.0EO 1.0EO0
calcium ion transmembrane transport RT & 10 1.0E0 5.0E-1 1.0EO 1.0E0
Calcium transport RT & 5 1.0E0 3.5E-1 1.0EO 1.0E0
Enrichment Score: 0.41 éP_Valueé EBenjaminié
actin crosslink formation RT 4 2.86-1 2.2E0 1.0E0 ?'GE'
actin filament bundle assembly RT i 7 4.0E-1 1.4E0 1.0EO ?'GE_
actin filament network formation RT i 3 5.2E-1 1.8E0 1.0EO ?'GE_
Enrichment Score: 0.4 G éP_VaIueé EBenjaminié
. - 9.6E-
domain:SANT 1 RT i 3 3.9E-1 2.3E0 1.0EO :
- - 9.6E-
domain:SANT 2 RT i 3 3.96-1 230 1.0E0
- - 9.1E-
SANT domain RT 1 6 4.1E-1 1.4E0 1.0EO 1
Enrichment Score: 0.4 P_Value [Fold Benjamini
: 0. ("-ValU€ Change i ~°M
Postsynaptic cell membrane RT ™ 33 1.3E-1 1.3E0 4.1E-1 f'lE'
postsynaptic membrane RT ™~ 39 2.0E-1 1.2E0 7.4E-1 ?'SE'
. . - 7.2E-
postsynaptic density RT ™ 34 2.3E-1 1.2E0 8.2E-1
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https://david.ncifcrf.gov/relatedTerms.jsp?id=300001851&currentList=0
http://www.ebi.ac.uk/QuickGO/GTerm?id=GO:0070588
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Annotation Cluster 1 Enrichment Score: ? @ ECount P_Valueé Benjamini FDR

(]  UP_KEYWORDS Synapse RT & 48 80E-1 9.2e-1 10e0  OOF
(]  UP_KEYWORDS Cell junction RT = 88  9.1E-1 891 10£0  F
(]  GOTERM_CC_DIRECT cell junction RT & 62  9.4E-1 8.6E-1 1.0e0 24F

Annotation Cluster 276 Enrichment Score: 0.4 P_Value Benjamini

O BBID 68.Mitogen signaling_in growth control RT i 4 3.8E-1 1.8E0 1.0EO 1.0EO0

(] BBID 2.Cytokine Receptors RT & 4 3.8E-1 1.8E0 1.0E0  1.0EO

(] BBID 54.T-cell_anergy RT & 8 4.3E-1 1.3E0 1.0E0  1.0EO

Annotation Cluster 277 Enrichment Score: 0.39 P_Value Benjamini

() 'NTERPRO Sirtuin family, catalytic core small domain ~ RT  § 3 2.56-1 3.1E0  1.0EO ?'1'5'

E] i 2 S domain:Deacetylase sirtuin-type RT i 3 2.7E-1 2.9E0 1.0EO ?'GE_

() 'NTERPRO Sirtuin family, catalytic core domain RT i 3 3.2E-1 2.7E0  1.0EO ?'1'5'

() 'NTERPRO Sirtuin family RT i & 3.2E-1 2.7E0  1.0EO ?'1'5'

(]  GOTERM_MF_DIRECT NAD+ binding RT i 3 6.76-1 14E0 10E0  OOF

(] UPSEQFEATURE nucleotide phosphate-binding region:NAD ~ RT 1§ 7 9.8E-1 6.0E-1 1.0e0 8%

Annotation Cluster 278 Enrichment Score: 0.39 G P_Value Benjamini

(]  GOTERM_CC_DIRECT RISC complex RT i 4 2461 2380 8361 /0%

(]  GOTERM_CC_DIRECT RISC-loading_complex RT | 3 3.0e-1 2760 8.8E-1 7%

0 GOTERM_BP_DIRECT n_1iRN(-\ Ioadinq_ onto RISC involved in gene RT i 3 3.4E-1 2.5E0 1.0EO 9.6E-
silencing_by miRNA 1

()  GOTERM_BP_DIRECT pre-miRNA processing RT | 4 3.8E-1 1.8E0 1.0E0 5O

0 GOTERM_BP_DIRECT D_rodu_ction of r_niRNAs involved in gene RT i 3 4.0E-1 2.2E0 1.0EO 9.6E-
silencing_by miRNA 1

[ IS SEESRERINEE domain:PAZ RT i 3 4.4E-1 2.0E0 1.0EO ?'GE'

O L LIS Argonaute/Dicer protein, PAZ RT i 3 5.0E-1 1.9E0 1.0EO ?'1E'

m S Dicer Pathway RT i 3 5.3E-1 1.8E0 8.4E-1 f'OE'

() SMART SM00949 RT i g 6.96-1 1480 1080  o1F

Annotation Cluster 279 Enrichment Score: 0.39 P_Value | Benjamini

m  CEslRelAEatiis domain:DOC RT & & 3.3E-1 2.6E0 1.0EO ?'SE'

INTERPRO Anaphase-promoting_complex, subunit - : 9.1E-

OJ LR da RT i 3 3.8E-1 2.3E0 1.0EO 1

W SR SM01337 RT i 3 5.56-1 1.7E0 1.0EQ ?'1'5'
Enrichment Score: 0.39 f‘- P_Value Benjamini

()  GOTERM_BP_DIRECT protein ADP-ribosylation RT i 7 1.3E-1 2.0E0  8.2E-1 Z'gE'

0 GOTERM_BP_DIRECT n_eqative regulation of.telomere maintenance RT - 3 2 0E-1 3.6E0 1.0EO 9.6E-
via telomere lengthening 1

()  GOTERM_MF_DIRECT NAD+ ADP-ribosyltransferase activity, RT 7 3361 1560 1080 9

(] UP-SEQFEATURE domain:PARP catalytic RT & 3 7.4E-1 1.2E0 1.0EO ?'GE'

INTERPRO ri i - .
N R l . - . .

0 Poly(ADP-ribose) polymerase, catalytic RT 3 7 9E-1 1.1E0  1.0EO 9.1E
domain 1

) UP_KEYWORDS Glycosyltransferase RT i 5 1.0E0 1.5E-1 1.0EO 1.0EO0
Enrichment Score: 0.37 @ P_Valueé Benjamini

(J UP_SEQ_FEATURE zinc finger region:RanBP2-type RT M 5 2.7E-1 1.9E0 1.0EO ?'6E_

(J 'NTERPRO Zinc finger, RanBP2-type RT i 6 3.8E-1 1.5E0 1.0EO ?'1'5'

() SMART ZnF_RBZ RT i 5 7.6E-1 1.0E0  1.0EO ?'1'5'
Enrichment Score: 0.37 P_Value Benjamini

()  UP-KEYWORDS Bernard Soulier syndrome RT i g 5.7E-2 6.9E0 2.1E-1 1'6E'

O GOTERM_BP_DIRECT blood coagulation,_intrinsic pathway RT i 5 3.6E-1 1.6E0 1.0EO ?'GE_

[ IS RERCRDE Blood coagulation RT i 6 8.56-1 8.6E-1 1.0EQ ?'5E'

()  UP-KEYWORDS Hemostasis RT i 6 8.5E-1 8.6E-1 1.0EO ?'5E'

[:] KEGG_PATHWAY ECM-receptor interaction RT i 7 1.0E0 4.2E-1 1.0EO 1.0EO0
Enrichment Score: 0.36 G Benjamini

(]  UP-SEQ_FEATURE repeat:HEAT 9 RT i 5 1.76-1 2.30 1.0EQ ?'GE'

(]  UP-SEQ_FEATURE repeat:HEAT 10 RT i 5 1.76-1 2.380 1.0e0  °-6F
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0 GOTERM_BP_DIRECT regulation of potassium ion transmembrane oy - 4 4.8E-1 1.6E0 1.0EO 9.6E-
transport - L ’ ’ ’ 1
()  GOTERM_BP_DIRECT cardiac conduction RT i 6 9.0e-1 7.96-1 1.0e0  °F
) COUERMAWERDIRECH voltage-gated ion channel activity RT g 3 9.8E-1 5.6E-1 1.0EO ?'8E_
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OJ UP_KEYWORDS Potassium channel RT i 4 1.0E0 3.7E-1 1.0EO 1.0E0
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Annotation Cluster 285 Enrichment Score: 0.34 Benjamini
0 GOTERM_BP_DIRECT positive regulation of chemokine biosynthetic RT - 7 2.6E-3 4.1E0  5.0E-2 4.8E-
process 2
0 GOTERM_BP_DIRECT positive regulation of MHC class II RT - 5 3.9E-2 3.7E0  3.4E-1 3.3E-
biosynthetic process - L ’ ’ ’ 1
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) BBID 58.(CD40L)_immnosurveillance RT u 8 3.6E-1 1.4E0 1.0EO 1.0EO
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GOTERM_BP_DIRECT
U
0 GOTERM_MF_DIRECT

0 GOTERM_MF_DIRECT

Intestinal immune network for IgA production RT s 8 8.3E-1 8.8E-1 1.0EO0 ?'3E_
Antigen Dependent B Cell Activation RT i 4 8.5E-1 9.4E-1 1.0EQ ?'SE'
59.L-type Ca2+ Tat immune cells RT i 3 8.6E-1 1.0E0 1.0EQ 1.0E0
Allograft rejection RT & 6 8.7E-1 8.4E-1 1.0EO §'7E'
97.Immune_injury MS-lesions MS antigen RT i 5 9.0E-1 8.5E-1 1.0EO 1.0EO0
Graft-versus-host disease RT  § 5 9.0E-1 7.9E-1 1.0EO ?'OE'
Adhesion and Diapedesis of Granulocytes RT M 4 9.2E-1 8.1E-1 1.0EO ?'ZE_
- 9.2E-
Growth factor RT ™ 15 9.2E-1 7.9E-1 1.0EO 1
15.T-cell polarization-chemokine receptors RT i 5 9.2E-1 8.0E-1 1.0EO 1.0EO0
Selective expression of chemokine receptors RT 5 7 9.4E-1 7.6E-1 1.0EQ 9.4E-
during_T-cell polarization 1
Asthma RT i 4 9.5E-1 6.9E-1 1.0EQ ?'5'5'
Cells and Molecules involved in local acute RT 5 4 9.5E-1 7.2E-1 1.0EQ 9.5E-
inflammatory response 1
5.87 CD40 B-cell activa RT i 3 9.7E-1 6.8E-1 1.0E0 1.0E0
Role of Tob in T-cell activation RT | 4 9.7E-1 6.4E-1 1.0E0 ?'7'5'
Th1/Th2 Differentiation RT | 4 9.8E-1 6.1E-1 1.0E0  5°F
growth factor activity RT 1§ 19 9.8E-1 7.0E-1 1.0E0 O
Autoimmune thyroid disease RT i 4 1.0E0 4.0E-1 1.0EO 1.0EO0
cytokine activity RT & 14 1.0E0 4.7E-1 1.0E0  1.0EO
Cytokine RT & 12 1.0E0 4.3E-1 1.0E0 1.0E0
Cytokine-cytokine receptor interaction RT " 16 1.0E0 3.4E-1 1.0EO 1.0EO0
immune response RT & 31 1.0E0  4.4E-1 1.0EO 1.0E0
Enrichment Score: 0.33 éP_VaIueé EBenjaminié
Caspase Cascade in Apoptosis RT i 10 3.8E-1 1.3E0 7.0E-1 ?'QE'
- - 9.6E-
domain:CARD RT 1 6 4.2E-1 1.4E0 1.0EO 1
. - 9.1E-
Caspase Recruitment RT i 6 5.1E-1 1.3E0 1.0EO 1
CARD RT i 4 6.0-1 1.4£0 10£0  'F
Enrichment Score: 0.32 G éP_Valueé EBenjaminié
Exportin-1/Importin-beta-like RT i 3 2.5E-1 3.1E0 1.0EO ?'IE'
Ran GTPase binding RT | 7 3.9E-1 1.4E0 1.0EQ ?,95-
Importin-beta, N-terminal RT i 4 5.3E-1 1.5E0 1.0EO ?'IE'
domain:Importin N-terminal RT  § 7 6.3(-1 1.560 1.0EQ ?'GE'
- 9.1E-
SM00913 RT i 4 7.9E-1 1.0E0 1.0EO 1
Enrichment Score: 0.32 éP_Valueé EBenjaminié
Filamin/ABP280 repeat-like RT i 4 3.06-1 2.1E0 1.0EQ ?'1'5'
Filamin/ABP280 repeat RT i 3 5.0E-1 1.9E0 1.0EQ ?'1'5'
- 9.1E-
IG FLMN RT i 3 7.5E-1 1.2E0 1.0EO 1
Enrichment Score: 0.28 G éP_VaIueé EBenjaminié
Immunoglobulin I-set RT & 37 2.7E-3 1.6E0 3.2E-2 §'9E'
Immunogobulin subtype 2 RT =& 42 481 10E0 1.0e0  S'F
o - 9.6E-
domain:Ig-like C2-type 3 RT n 18 7.1E-1 9.6E-1 1.0EO 1
o - 9.6E-
domain:Ig-like C2-type 1 RT ™ 24 9.3E-1 8.1E-1 1.0EO 1
o - 9.6E-
domain:Ig-like C2-type 2 RT ™ 24 9.3E-1 8.1E-1 1.0EO 1
1Gc2 RT ; 42 1.0EO0 6.8E-1 1.0EO 1.0E0
Immunoglobulin domain RT ™ 49 1.0E0 6.2E-1 1.0EO 1.0EO0
Immunoglobulin subtype RT =« 47 1.0E0  5.9E-1 1.0E0 1.0E0
Immunoglobulin-like fold RT - 85 1.0E0 5.5E-1 1.0EO 1.0EO0
Immunoglobulin-like domain RT ™ 51 1.0E0 4.1E-1 1.0EO 1.0EO0
16 RT 47 1.0E0 3.8E-1 1.0E0  1.0EO
: : iFold i, . . .i
Enrichment Score: 0.27 c P_Value Change | Benjamini
SMAD protein complex assembly RT i 3 4.0E-1 2.2E0 1.0EO ?'GE'
type I tran_sfo_rminq growth factor beta RT i 3 4.6E-1 2.0E0 1.0EO 8.9E-
receptor binding 1
transforming_growth factor beta receptor RT - 6 8.6E-1 8.5E-1 1.0EQ 8.9E-

binding - - 1
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ECount E P_Value ol

Annotation Cluster 1 Enrichment Score: ? : Benjamini 'FDR

i Chang
Annotation Cluster 291 Enrichment Score: 0.24 éCount i P_Value E?\I:nge : Benjamini ; FDR
() UP-SEQFEATURE short sequence motif:"KMSKS" region RT i 2.0E-1 2.1E0  1.0EO ?'GE'
() UP-SEQFEATURE short sequence motif:"HIGH" region RT 2.7E-1 1.9E0 1.0EO ?'GE'
0O INTERPRO Ammoacvl-tRNA synthetase, class I, RT 4.4E-1 1.7E0  1.0EO 9.1E-
conserved site 1
E] INEERERY Glutathione S-transferase, C-terminal RT 5.2E-1 1.3E0 1.0EO ?'IE_
0 INTERPRO z)?zsmann-l|ke alpha/beta/alpha sandwich RT 53E-1 1.2E0 1.0EO ?.IE—
()  GOTERM_MF_DIRECT aminoacyl-tRNA ligase activity RT 5.6E-1 1.4E0 1.0EO ?'9E'
0O INTERPRO Am!noacvl-tRNA synthetase, class 1a, RT 6.4E-1 1.4E0 1.0EO 9.1E-
anticodon-binding 1
()  UP-KEYWORDS Aminoacyl-tRNA synthetase RT 8.2E-1 9.0E-1 1.0EO ?'ZE'
E] INEERERY Glutathione S-transferase, C-terminal-like RT 9.2E-1 7.6E-1 1.0EO ?'ZE_
() UPSEQFEATURE domain:GST C-terminal RT 9.26-1 7.46-1 1080  OF
O GOTERM_BP_DIRECT tRNA aminoacylation for protein translation RT 9.2E-1 7.4E-1 1.0EO0 ?'GE_
E] KEGG_PATHWAY Aminoacyl-tRNA biosynthesis RT 1.0E0 3.9E-1 1.0EO 1.0EO

Annotation Cluster 292

Enrichment Score: 0.23

‘P_Value

Benjamini

()  UP-SEQFEATURE domain:MIF4G RT 4.4E-1 2.0E0 1.0EO ?'GE'
()  INTERPRO MIF4G-like, type 3 RT 5.0E-1 1.9E0 1.0EO ?'IE'
() 'NTERPRO MIF4-like, type 1/2/3 RT 7.2E-1 1.2E0 1.0EQ ?'IE'
() SMART MIF4G RT 7.5e-1 120 1.0e0 O1E

Enrichment Score: 0.23

P_Value

Benjamini

(]  UP-SEQFEATURE domain:MBD RT 506-1 1960 1.0E0  o°F
() 'NTERPRO Methyl-CpG DNA binding RT 5.5E-1 1.7E0 1.0EO ?'1'5'
() 'NTERPRO DNA-binding,_integrase-type RT 5.5E-1 1.7E0 1.0EO ?'1'5'
() SMART MBD RT 7.98-1 1.1€0 1.0e0  2-1F

Enrichment Score: 0.23

{ Benjamini

m  CEEELAEAaiE region of interest:Heparin-binding RT 3.4E-1 1.7E0 1.0EO ?'GE'
(]  GOTERM_BP_DIRECT organ induction RT 6.3-1 1560 1.0E0 O
()  UP-KEYWORDS Heparin-binding RT 9.8E-1 6.2E-1 1.080 2-8F

Annotation Cluster 295

INTERPRO

Annotation Cluster 296

Enrichment Score: 0.23

Enrichment Score: 0.23

P_Value

Count P_Value

iFold
iChange

Benjamini

Importin subunit alpha RT 3.2E-1 2.7E0 1.0EO 1
()  YP-SEQ_FEATURE domain:IBB RT 3.3E-1 2.6E0 1.0EO ?'SE'
O GOTERM_BP_DIRECT NLS-bearing_protein import into nucleus RT 3.5E-1 1.5E0 1.0EO ?'6E'
O PIR_SUPERFAMILY importin subunit alpha RT 3.8E-1 2.3E0 1.0EO0 1.0E0
(]  UP_SEQFEATURE repeat:ARM 8 RT 4.1e-1 1580 1.0e0 O
m ARG Importin-alpha,_importin-beta-binding domain RT 4.4E-1 2.1E0 1.0EO i"lE'
(]  UP_SEQFEATURE repeat:ARM 7 RT 4861 1.4€0 1.0e0 O
(]  UP_SEQFEATURE repeat:ARM 6 RT 54E-1 1380 1.0£0  5°F
(]  UP_SEQFEATURE repeat:ARM 5 RT 6.3t-1 1.2€0 1.0£0  o°F
(]  UP_SEQFEATURE repeat:ARM 4 RT 6.96-1 1.1E0 1.0E0  3°F
) GOl R nuclear localization sequence binding RT 7.1E-1 1.1E0 1.0EO ?'QE'
(]  UP_SEQFEATURE repeat:ARM 9 RT 7.66-1 1.1E0 1.0E0  5°F
(]  UP_SEQFEATURE repeat:ARM 3 RT 7.96-1 9.5e-1 1.0£0  5°F
(]  UP_SEQFEATURE repeat:ARM 2 RT 8.1E-1 9.2e-1 1.0e0 0
() 'NTERPRO Armadillo RT 9.38-1 7.26-1 1.0e0  3F
(]  UP_SEQFEATURE repeat:ARM 1 RT 9.5e-1 6.66-1 1.0E0 O
() SMART RM RT 9.9e-1 5261 1.0e0 O
E] GOTERM_MF_DIRECT protein transporter activity RT 1.0EO0 5.0E-1 1.0EO 1.0E0

 Benjamini | FDR
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Annotation Cluster 1 Enrichment Score: ? G ECount P_Valueé Benjamini FDR

(J UP_SEQ_FEATURE zinc finger region:ZZ-type RT M 4 4.6E-1 1.6E0 1.0EO ?'6E_
(J 'NTERPRO Zinc finger, ZZ-type RT i 4 5.7E-1 1.4E0 1.0EQ ?'1'5'
() SMART ZnF 77 RT i 4 7.9E-1 1.0e0 1.0e0 °-1F

Annotation Cluster 297 Enrichment Score: 0.23 Benjamini

E] GOTERM_MF_DIRECT protein-hormone receptor activity RT i 3 7.5E-2 6.0E0 3.9E-1 f'4E_
O INTERPRO G protein-coupled receptor, rhodopsin-like RT i 1.0E0 6.0E-2 1.0EO 1.0EO0
(]  INTERPRO GPCR, _rhodopsin-like, 7TM RT i 1.0E0 5.9E-2 1.0E0  1.0EQ
E] GOTERM_MF_DIRECT G-protein coupled receptor activity RT u 10 1.0E0 8.4E-2 1.0EO 1.0EO0
O UP_KEYWORDS G-protein coupled receptor RT & 11 1.0E0 9.0E-2 1.0E0 1.0E0
Annotation Cluster 298 Enrichment Score: 0.22 G P_Valueé Benjamini
(J IIERERY Cyclic nucleotide-binding, conserved site RT i 5 2.5E-1 1.9E0 1.0EO ?'IE'
(J 'NTERPRO Cyclic nucleotide-binding domain RT i 7 5.1E-1 1.2E0 1.0EO ?'1'5'
(J 'NTERPRO Cyclic nucleotide-binding-like RT & 7 596-1 1160 1080  o1F
[J UP-KEYWORDS cAMP-binding RT i 3 7.3E-1 1.2E0 1.0EQ Z'SE'
(J 'NTERPRO RmiC-like jelly roll fold RT & 7 796-1 9.26-1 1080 1F
()  GOTERM_MF_DIRECT cAMP binding RT i 4 7.9E-1 9.9E-1 1.0EQ ?'9'5'
(] SMART cNMP RT i 7 8.1E-1 9.2E-1 1.0EQ ?'1'5'
Annotation Cluster 299 Enrichment Score: 0.21 P_Value Benjamini
()  GOTERM_CC_DIRECT nuclear pore RT & 14 3.4E-1 1.2E0 9.5E-1 ?'3E'
(]  UP-KEYWORDS Nuclear pore complex RT | 7 7.66-1 9.66-1 1080  18F
(]  UPKEYWORDS Translocation RT & 9 9.46-1 7.46-1 1080  O9F
Enrichment Score: 0.2 P_Value | Benjamini
) eEeRiEatis chain:Histone H2A type 1-D RT & 8 6.3(-1 1.5E0 1.0EQ ?'GE'
) eEeRiEatis chain:Histone H3.1 RT & 8 6.3(-1 1.5E0 1.0EQ ?'GE'
) eEeRiEatis chain:Histone H3.2 RT & 8 6.3(-1 1.5E0 1.0EQ ?'GE'

Enrichment Score: 0.19 Benjamini

Q) YP-KEYWORDS Vision RT & 20 3.1E-1 1.2E0 8.8E-1 ‘15'8E'

O GOTERM_BP_DIRECT visual perception RT n 29 8.9E-1 8.5E-1 1.0EO0 ?'6E'

] UP_KEYWORDS Sensory transduction RT ™ 22 1.0E0O 2.5E-1 1.0EO 1.0EO
Enrichment Score: 0.18 G P_Value Benjamini

() INTERPRO Forkhead-associated (FHA) domain RT | 7 5.6E-1 1260 1.0E0 o 'F

[ IS SERSRERINRE domain:FHA RT i 6 6.0E-1 1.2E0 1.0EO ?'GE'

() 'NTERPRO SMAD/FHA domain RT & 9 6.4E-1 1.1E0 1.0EO ?'1E'

m Y FH RT 5 8.5E-1 8.8E-1 1.0E0 ?'1E'
Enrichment Score: 0.18 P_Value Benjamini

(]  YP-SEQ_FEATURE binding site:NAD; via carbonyl oxygen RT i 3 2.2E-1 3.4E0 1.0EQ ?'6'5'

(]  CGOTERM_MF_DIRECT NAD binding RT i 5 9.0e-1 7.86-1 1.0e0 0%

(]  YP-SEQ_FEATURE binding site:NAD RT & 5 9.7E-1 6.3E-1 1.0EO ?'7'5'

() UP-SEQFEATURE nucleotide phosphate-binding region:NAD RT | 7 9.8E-1 6.0E-1 1.0EO ?'BE'
Enrichment Score: 0.18 ff‘- P_Value Benjamini

(]  GOTERM_BP_DIRECT ATP hydrolysis coupled proton transport RT & 8 2.9E-1 1.5E0 1.0EO ?'GE'

(]  UP-KEYWORDS Hydrogen ion transport RT & 4 9.8E-1 5.6E-1 1.0EQ ?'8E'

(]  KEGG_PATHWAY Oxidative phosphorylation RT & 5 1.0E0 2.0E-1 1.0E0  1.0E0
Enrichment Score: 0.17 @ P_Valueé Benjamini

O BIOCARTA TACI and BCMA stimulation of B cell immune RT 5 6 5.8E-1 1.2E0  9.0E-1 6.4E-
responses. 1

O GOTERM_BP_DIRECT membran_e protein intracellular domain RT - 4 6.1E-1 1.3E0 1.0EO 9.6E-
proteolysis 1

(J BIOCARTA Bone Remodelling RT 5 7361 1160 1080 13F

(] BBID 99.NF-kB_activation RT i 6 8.1E-1 9.6E-1 1.0E0  1.0EO

Annotation Cluster 306 Enrichment Score: 0.17 §Count P_Value

iFold i . . .i
Change | Benjamini FDR
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Annotation Cluster 313

U

GOTERM_BP_DIRECT

GOTERM_BP_DIRECT

Enrichment Score: ? Benjamini FDR

ECount P_Value

Steroid-binding RT | 5 191 2160 5961 3OF
region of interest:Steroid-binding RT M 3 2.2E-1 3.4E0 1.0EO0 ?-6'5'
Zinc finger, NHR/GATA-type RT & 13 2.2E-1 1.4E0 1.0E0 ?-15'
region of interest:Modulating RT i 3 6.3E-1 1.5E0 1.0EO0 ?-6'5'
e - 8.9E-
steroid binding RT 1 5 6.9E-1 1.1E0 1.0EO 1
L I - 9.6E-
zinc finger region:NR C4-type RT 1 6 8.1E-1 9.1E-1 1.0EO 1
DNA-binding region:Nuclear receptor RT M 6 8.1E-1 9.1E-1 1.0E0 ?-6'5'
Zinc finger, nuclear hormone receptor-type RT M 6 8.8E-1 8.1E-1 1.0E0 ?-1'5'
Steroid hormone receptor RT & 6 9.0E-1 7.9E-1 1.0EO ?-15'
Nuclear hormone receptor, ligand-binding, RT H 6 9.1E-1 7.7E-1 1.0EO 9.1E-
core 1
region of interest:Hinge RT 3 9.3E-1 7.3E-1 1.0EQ ?-GE'
region of interest:Ligand-binding RT M 3 9.5E-1 6.8E-1 1.0EO0 ?-6'5'
RNA polymerase II transcription factor ~ 9.5E-
activity,_ligand-activated sequence-specific RT 1 4 9.5E-1 6.6E-1 1.0EO 1'
DNA binding
steroid hormone receptor activity RT i 6 9.7E-1 6.4E-1 1.0EO ?-7'5‘
steroid hormone mediated signaling_pathway RT i 5 9.9E-1 5.2E-1 1.0EO ?'QE'
ZnF c4 RT | 6 9.9e-1 5381 1.0E0 O
HOLI RT i 6 1.0E0 5.1E-1 1.0EO 1.0EO
Enrichment Score: 0.16 - éP_Valueé EBenjaminié
in: 3 9.6E-
domain:OPR RT i 3 5.4E-1 1.7E0 1.0EO 1
- 9.1E-
Phox/Bemip RT i 3 6.9E-1 1.3E0 1.0EO 1
PB1 RT | 3 8.9e-1 8.7E-1 1.0E0  1F
Enrichment Score: 0.15 éP_Valueé gBenjaminié
mitochondrial small ribosomal subunit RT M 5 5.7E-1 1.3E0 1.0EO0 ?-SE'
mitochondrial translational elongation RT u 14 7.0E-1 9.8E-1 1.0EO0 ?-GE'
mitochondrial translation RT i 6 7.5E-1 9.9E-1 1.0EO0 ?-GE'
mitochondrial translational termination RT u 13 8.1E-1 9.0E-1 1.0EO0 ?-GE'
Enrichment Score: 0.15 EP_VaIueE EBenjaminié
Patatin/Phospholipase A2-related RT g 3 4.4E-1 2.1E0 1.0EO ?-lE-
Acyl transferase/acyl - _ 9.1E-
hydrolase/lysophospholipase RT L 3 8.1E-1 1.0E0 1.0EO 1
Glycerophospholipid metabolism RT i 5 1.0E0 2.7E-1 1.0EO 1.0EO0
Enrichment Score: 0.14 ' éP_VaIueé EBenjaminié
Role o_f PI_3K subunit 08_5 in rjequlation of Actin RT i 7 43E-1 1.3E0 7.3E-1 5. 2lE=
Organization and Cell Migration 1
How does salmonella hijack a cell RT i 4 8.5E-1 9.4E-1 1.0EO ?'SE'
Y branching_of actin filaments RT i 3 1.0E0 4.3E-1 1.0EO 1.0EO0
Enrichment Score: 0.13 : éP_Valueé gBenjaminié
histone H4-K16 acetylation RT i 4 6.8E-1 1.2E0 1.0EO0 ?-GE'
histone acetyltransferase complex RT M 4 7.2E-1 1.1E0 1.0EO0 ?-SE'
histone H4-K5 acetylation RT i 3 7.8E-1 1.1E0 1.0EO ?-GE'
histone H4-K8 acetylation RT i 3 7.8E-1 1.1E0 1.0EO0 ?-GE'
Enrichment Score: 0.12 EP_VaIueE EBenjaminié
One carbon pool by folate RT i 5 5 6E-1 1.3E0 8.3E-1 E-GE'
One-carbon metabolism RT | 3 7.3E-1 1.2E0 1.0EQ Z'SE'
folic acid metabolic process RT i 3 8.3E-1 9.9E-1 1.0EO ?-GE'
one-carbon metabolic process RT i g 9.7E-1 5.9E-1 1.0EO ?-7'5'
Enrichment Score: 0.11 p Value Fold EBen'aminié
~ = ‘Change | ™
negative regulation of viral transcription RT M 3 6.7E-1 1.4E0 1.0EO0 ?-65'
zslcllative regulation of viral release from host RT 5 3 7.8E-1 1.1E0 1.0EO ?.GE—
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Annotation Cluster 1 Enrichment Score: ? ECount P_Valueé Benjamini FDR

[J UP-SEQFEATURE zinc finger region:B box-type RT & 8 8.9E-1 8.0E-1 1.0EQ ?'6'5'
Annotation Cluster 314 Enrichment Score: 0.11 P_Value Benjamini
0O INTERPRO PhosthIipid-transportinq P-type ATPase, RT : 3 6.9E-1 1.3E0 1.0EO 9.1E-
subfamily IV 1
UJ GOTERM_MF_DIRECT phospholipid-translocating ATPase activity RT i 3 7.1E-1 1.3E0 1.0EO ?'QE'
(]  GOTERM_BP_DIRECT phospholipid translocation RT i 4 7.4E-1 1.1E0 1.0EO ?'GE'
(]  UP_KEYWORDS Lipid transport RT & 4 1.0E0 2.9E-1 1.0E0  1.0EO
Enrichment Score: 0.11 P_Value Benjamini
(]  GOTERM_MF_DIRECT CAMP response element binding RT i 4 3.8E-1 1.8E0 1.0EO ?'9E'
() NTERPRO Basic-leucine zipper domain RT | 5 9.8E-1 5.76-1 1.0E0 8%
(]  SMART BRLZ RT & 5 1.0E0 4.0E-1 1.0E0  1.0EO
] UP_SEQ_FEATURE DNA-binding region:Basic motif RT i 10 1.0E0 4.2E-1 1.0EO 1.0EO0
Enrichment Score: 0.1 : Benjamini
() UP-SEQFEATURE domain:SAP RT i 4 7.1E-1 1.1E0 1.0EO ?'GE'
| BERGY SAP domain RT i 4 7.7E-1 1.0E0 1.0EQ ?'1E'
() SMART SAP RT i 4 9.56-1 7.1E-1 1.0EQ ?'SE'
Enrichment Score: 0.09 P_Value Benjamini
() UP-SEQFEATURE domain:CS RT i 3 7.0E-1 1.3E0 1.0EO ?'SE'
() 'NTERPRO CS-like domain RT i 3 796-1 1160 1080 1F
() INTERPRO HSP20-like chaperone RT i 3 9.5E-1 6.6E-1 1.0EO  5°F
Enrichment Score: 0.06 P_Value Benjamini
(]  UP-KEYWORDS Nuclear pore complex RT i 7 7.66-1 9.66-1 1080  18F
(]  GOTERM_BP_DIRECT tRNA export from nucleus RT & 4 9.2E-1 7.4E-1 1.0EO ?'GE'
O GOTERM_BP_DIRECT regulation of glucose transport RT M 4 9.3E-1 7.2E-1 1.0EO ?'GE_
Enrichment Score: 0.05 P_Value Benjamini
RS domain:Ig-like 3 RT i 8 7.9E-1 1.1E0 1.0EO ?'GE'
() UPSEQFEATURE domain:Ig-like 1 RT i 3 9.4E-1 7.0e1 1.0e0  °F
(] UPSEQFEATURE domain:Ig-like 2 RT i 3 9.4E-1 7.0e1 1.0e0  °F
Annotation Cluster 320 Enrichment Score: 0.05 Benjamini
0 GOTERM_MF_DIRECT 3',5_'-_cvc|ic-nuc|eotide phosphodiesterase RT : 4 7.7E-1 1.0E0  1.0EQ 8.9E-
activity 1
B DIEREES 3'5'-cyclic nucleotide phosphodiesterase RT i 3 8.4E-1 9.8E-1 1.0E0 ?'1E'
0 INTERPRO 3'5'-cyclic nycleotide phosphodiesterase, RT i 3 8.7E-1 8.9E-1 1.0EO 9.1E-
conserved site 1
0 INTERPRO 3'5'-cv§:lic nucI_eotide phosphodiesterase, RT i 3 8.9E-1 8.5E-1 1.0EO 9.1E-
catalytic domain 1
| BERGY HD/PDEase domain RT i 3 9.4E-1 81e-1 1.0e0 o 1F
() UP-SEQFEATURE metal ion-binding site:Divalent metal cation 1 RT  § 3 9.3E-1 7.3E-1 1.0EQ ?'GE'
() UP-SEQFEATURE metal ion-binding site:Divalent metal cation 2 RT  § 3 9.3E-1 7.3E-1 1.0EQ ?'GE'
m Y HDc RT i 3 9.9E-1 5.3E-1 1.0EQ ?'9E'
Annotation Cluster 321 Enrichment Score: 0.05 Benjamini
m  CEesiRelEatis domain:DEP RT i 3 7.9E-1 1.1E0 1.0EQ ?'6'5'
[ AEERES DEP domain RT & 3 9.1E-1 8.1E-1 1.0EO ?'1'5'
W SR EP RT & & 9.86-1 5.5E-1 1.0EQ ?'BE'
Annotation Cluster 322 Enrichment Score: 0.04 Benjamini
INTERPRO Kelch-like protein, gigaxonin RT i 7 6.9E-1 1.0E0 1.0EQ ?'IE'
(]  GOTERM_CC_DIRECT Cul3-RING ubiquitin ligase complex RT & 10 7.5E-1 9.5E-1 1.0EO ?'8E'
(] PIR_SUPERFAMILY kelch-like protein, gigaxonin type RT & 7 8.1E-1 9.1E-1 1.0E0  1.0EO
g INTERPRO Galactose oxidase, beta-propeller RT 4 8.7E-1 8.5E-1 1.0EO ?'1E'
(] UPSEQFEATURE repeat:Kelch 6 RT | 6 9.0e-1 7.96-1 1.0e0  °F
()  UP-SEQ_FEATURE repeat:Kelch 5 RT § 7 9.4E-1 7.2E-1 1.0EO ?'6E'
[ = =E AR LR domain:BACK RT § 3 9.56-1 6.8E-1 1.00  °-6F
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Annotation Cluster 1

Enrichment Score: ?

ECount P_Value

: Benjamini : FDR

(J 'NTERPRO BTB/Kelch-associated RT i 7 9.56-1 7.0E-1 1.0EO ?'SE'
() UP-SEQFEATURE repeat:Kelch 4 RT i 7 9.6E-1 6.8E-1 1.080 0%
() INTERPRO Kelch repeat type 1 RT i 7 9.6E-1 6.8E-1 1.0EQ ?'6'5'
[J UP-SEQFEATURE repeat:Kelch 1 RT i 7 9.6E-1 6.7E-1 1.0E0 ?'6'5'
[J UP-SEQFEATURE repeat:Kelch 2 RT i 7 9.6E-1 6.7E-1 1.0E0 ?'6'5'
() UP-SEQFEATURE repeat:Kelch 3 RT & 7 9.6E-1 6.7E-1 1.0E0 ?'6'5'
[J UP-KEYWORDS Kelch repeat RT i 7 9.6E-1 6.7E-1 1.0E0 ?'6'5'
(J 'NTERPRO Kelch-type beta propeller RT & 4 9.9e-1 476-1 1080  9F
(]  SMART Kelch RT i 7 1.0E0 4.9E-1 1.0E0  1.0EO
(]  SMART SM00875 RT i 7 1.0E0 4.7E-1 1.0E0  1.0E0
Annotation Cluster 323 Enrichment Score: 0.03 : P_Valueé Benjamini

0 INTERPRO Heparin-binding_growth factor/Fibroblast RT - 3 8.9E-1 8.5E-1 1.0EO 9.1E-

growth factor 1

m ARG Cytokine, IL-1-like RT i 4 9.26-1 7.5E-1 1.0EQ ?'ZE'
| v FGF RT & 3 9.86-1 5.56-1 1.080  2-8F

Enrichment Score: 0.02

P_Value

Benjamini

()  UP-SEQ_FEATURE domain: G-patch RT i 3 8.7E-1 8.9E-1 1.0E0 ?'6E'

() 'NTERPRO G-patch domain RT & 3 9.7E-1 5.8E-1 100  7F

(]  SMART G_patch RT i 3 1.0E0 3.9E-1 1.0E0  1.0EO
Enrichment Score: 0.02 P_Value Benjamini

m  eRuties Host cell receptor for virus entry RT & 7 9.2E-1 7.5E-1 1.0EO ?'ZE'

m  CoEEREEr viral entry into host cell RT & 10 9.4E-1 7.4E-1 1.0EO ?'GE'

W GELLL lEe virus receptor activity RT i 7 9.86-1 6.0E-1 1.0e0  J-8F

Enrichment Score: 0.02

P_Value

Benjamini

(]  UP-KEYWORDS Cilium biogenesis/degradation RT & 17 9.3E-1 7.9E-1 1.0EQ ?'3E'
(]  CGOTERM_BP_DIRECT cilium morphogenesis RT & 18 9.4e-1 7861 1080  OF
O GOTERM_BP_DIRECT cilium assembly RT u 14 9.8E-1 6.7E-1 1.0EO ?'BE'

Enrichment Score: 0.02

‘P_Value

Benjamini

() UP-SEQFEATURE dorain: LisH RT  § 7 9.3-1 7.3E-1 1.0E0 ?'GE'
() INTERPRO LisH dimerisation motif RT i 3 9.56-1 6.6E-1 1.0E0  o°F
(] SMART LisH RT i 7 9.9E-1 5.3E-1 1.0E0 ?'9E'
Annotation Cluster 328 Enrichment Score: 0.01 P_Value Benjamini
() 'NTERPRO Zinc finger, B-box RT & 11 8.7E-1 8.3E-1 1.0E0 ?'1'5'
(] UPSEQFEATURE zinc finger region:B box-type RT & 8 8.96-1 8.0E-1 1080  o°F
RS domain:B30.2/SPRY RT & 10 9.6E-1 7.0E-1 1.0E0 ?'GE'
(O INTERPRO SPla/RYanodine receptor SPRY RT & 10 9.8E-1 6.6E-1 1080 8%
() 'NTERPRO B30.2/SPRY domain RT & 10 9.9E-1 6.3E-1 1.0E0 ?'9'5'
(O INTERPRO SPRY-associated RT i 4 9.96-1 5.06-1 1080  °F
(]  SMART BBOX RT & 10 1.060 5.56-1 1.0E0  1.0EQ
(]  INTERPRO Butyrophylin-like RT i 5 1.0E0 4.3E-1 1.0E0  1.0E0
(]  SMART PRY RT & 1.0E0 3.3E-1 1.0E0  1.0E0
(]  SMART SPRY RT & 10 1.060 4.4E-1 1.0E0  1.0E0
0 INTERPRO Concanavalin A-like lectin/glucanase, RT 5 13 1.0E0 3.5E-1 1.0EO 1.0E0
subgroup
Annotation Cluster 329 Enrichment Score: 0.01 f‘- P_Value Benjamini
() UP-SEQFEATURE zinc finger region:FYVE-type RT  § 4 9.4E-1 7.0E-1 1.0E0 ?'GE'
()  INTERPRO Zinc finger, FYVE-type RT & 3 9.6E-1 6.4E-1 1.0E0 ?'GE'
() INTERPRO Zinc finger, FYVE-related RT | 3 9.8E-1 5561 1.0E0 8%
(]  SMART FYVE RT & 3 1.0E0 4.2E-1 1.0E0  1.0E0
Enrichment Score: 0.01 G Benjamini
UJ GOTERM_MF_DIRECT histone demethylase activity RT i 3 9.2E-1 7.8E-1 1.0EO ?'ZE_
() UP-SEQFEATURE domain:JmjC RT i 3 9.6E-1 6.4E-1 1.0e0  2-5F
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Annotation Cluster 1 Enrichment Score: ? @ ECount P_Valueé Benjamini FDR

(J 'NTERPRO ImjC domain RT i 3 9.86-1 5.6E-1 1.0EQ ?'SE'
(]  SMART ImiC RT i 3 1.0E0 4.2E-1 1.0E0  1.0E0
(]  UP_KEYWORDS Dioxygenase RT i 5 1.0E0 4.1E-1 1.0E0  1.0EO
Annotation Cluster 331 Enrichment Score: 0.01 © P_Valueé Benjamini
m ARG Ras-association RT & 4 9.7E-1 6.2E-1 1.0EQ ?'7'5'
)  eEeRiEatis domain:Ras-associating RT & 8 9.7E-1 6.0E-1 1.0EQ ?'7'5'
(]  SMART RA RT i g 1.0E0 4.2E-1 1.060  1.0EO
Annotation Cluster 332 Enrichment Score: 0 P_Valueé Benjamini
() UP-SEQFEATURE repeat:22 RT i 4 9.56-1 6.6E-1 1.0EQ ?'GE'
() UP-SEQFEATURE repeat:21 RT i 4 9.6E-1 6.3E-1 1.0EQ ?'GE'
() UP-SEQFEATURE repeat: 24 RT i 3 9.7E-1 6.0E-1 1.0EQ ?'7'5'
(] UP-SEQFEATURE repeat:20 RT | 4 9.76-1 5981 1.0E0  7F
() UP-SEQFEATURE repeat:19 RT i 4 9.8E-1 5.7E-1 1.0EQ ?'8'5'
== repeat: RT i .8E- .6E- . el
(]  UPSEQFEATURE 18 RT 4 9.86-1 5.66-1 1080  oOF
() UP-SEQFEATURE repeat: 1 RT & 27 9.9E-1 7.2E-1 1.0E0 ?'9'5'
(]  UP-SEQFEATURE repeat:2 RT & 27 991 7.E-1 10E0  OF
() UP-SEQFEATURE repeat:17 RT i 4 9.9E-1 4.9E-1 1.0EQ ?'9'5'
- L repeat: RT i . .5E- . .
(]  UP_SEQ_FEATURE 16 RT 4 1.0E0 4.56-1 1.0E0  1.0EO
(]  UP_SEQ_FEATURE repeat:8 RT & 10 1.0E0 5.56-1 1.0E0  1.0EO
_SEQ_ repeat: RT & . 1E- . )
(]  UP_SEQ_FEATURE 9 RT 8 1.0E0 5.1E-1 1.0E0  1.0EO
(]  UP_SEQ_FEATURE repeat:6 RT & 12 1.0E0 5.6E-1 1.0E0  1.0EO
(]  UP_SEQ_FEATURE repeat: 10 RT i 1.0E0 4.9-1 1.0E0  1.0EO
_SEQ_ repeat: RT i . _6E- . )
(]  UP_SEQ_FEATURE 11 RT 1.0E0 4.6E-1 1.0E0  1.0EO
(]  UP_SEQ_FEATURE repeat:7 RT & 10 1.0E0 5.1E-1 1.0E0  1.0EO
- L repeat: RT ; g .8E- . .
(]  UP_SEQ_FEATURE B RT 19 1.0E0 5.8E-1 1.0E0  1.0EO
_SEQ_ repeat: RT i ) .OE- . )
(]  UP_SEQ_FEATURE 12 RT 5 1.0E0 4.0E-1 1.0E0  1.0EO
(]  UP_SEQ_FEATURE repeat:15 RT i 1.0E0 3.7E-1 1.0E0  1.0EO
- L repeat: RT ; 5 JSlE= . .
(]  UP_SEQ_FEATURE 4 RT 15 1.0E0 5.3E-1 1.0E0  1.0E0
(]  UP_SEQ_FEATURE repeat: 14 RT & 4 1.0E0 3.4E-1 1.0E0  1.0EO
(]  UP_SEQ_FEATURE repeat:5 RT & 11 1.0E0 4.7E-1 1.0E0  1.0EO
(]  UP_SEQ_FEATURE repeat:13 RT &

4 1.0E0 3.2E-1 1.0EO 1.0EO0

Annotation Cluster 333 Enrichment Score: 0 P_Value Benjamini

() UP-SEQFEATURE domain:PH RT & 25  9.9E-1 7.0E-1 1.0E0 ?'9'5'
) INTERPRO Pleckstrin homology domain RT . 25 1.0E0 5.7E-1 1.0EO 1.0EO
B INTERPRO Pleckstrin homology-like domain RT ™ 40 1.0E0 5.8E-1 1.0EO 1.0EO
) SMART PH RT u 24 1.0E0 3.7E-1 1.0EO 1.0EO
Annotation Cluster 334 Enrichment Score: 0 G P_Value Benjamini

) GOTERM_CC_DIRECT peroxisome RT i 9 1.0E0 5.5E-1 1.0EO 1.0EO0
O UP_KEYWORDS Peroxisome RT i 6 1.0E0 4.2E-1 1.0E0 1.0E0
] KEGG_PATHWAY Peroxisome RT i 6 1.0E0 3.8E-1 1.0EO 1.0E0
Annotation Cluster 335 Enrichment Score: 0 G P_Value EETIT

m Lo setliE mitochondrial matrix RT & 37 9.9E-1 7.2E-1 1.0e0 2°F

1

) UP_SEQ_FEATURE transit peptide:Mitochondrion RT ™ 39 1.0E0 5.5E-1 1.0EO 1.0EO0
(J GOTERM_CC_DIRECT mitochondrial inner membrane RT ™ 37 1.0E0 5.3E-1 1.0EO 1.0EO0
0O UP_KEYWORDS Transit peptide RT = 43 1.0E0 5.5E-1 1.0EO 1.0E0
) UP_KEYWORDS Mitochondrion RT - 109 1.0E0 6.7E-1 1.0EO 1.0EO0
Annotation Cluster 336 Enrichment Score: 0 P_Value Benjamini

E] INTERPRO Chemokine interleukin-8-like domain RT i 3 1.0E0 4.0E-1 1.0EO 1.0EO0
B GOTERM_MF_DIRECT chemokine activity RT i 3 1.0E0 3.6E-1 1.0EO 1.0EO0
) GOTERM_BP_DIRECT chemokine-mediated signaling_pathway RT i 4 1.0E0 3.3E-1 1.0EO 1.0EO
(]  SMART scy RT i 3 1.0E0 2.8E-1 1.0EO 1.0E0
B BBID 109.Chemokine families RT i 3

1.0E0 3.0E-1 1.0EO 1.0EO0

Annotation Cluster 337 Enrichment Score: 0 G P_Value : Benjamini

i a4

] UP_SEQ_FEATURE domain:DH RT 1.0E0 4.0E-1 1.0EO 1.0EO
) GOTERM_BP_DIRECT regulation of Rho protein signal transduction RT i 6 1.0E0 4.4E-1 1.0EO 1.0EO0
D INTERPRO Dbl homology (DH) domain RT i 4 1.0E0 3.5E-1 1.0EO 1.0EO
0 GOTERM_MF_DIRECT EI;—\'Chtﬁl:{anvI-nucIeotide exchange factor RT i 4 1.0E0 3.1E-1 1.0EO 1.0E0
) GOTERM_MF_DIRECT guanyl-nucleotide exchange factor activity RT i 6 1.0E0 3.0E-1 1.0EO 1.0E0
(]  SMART RhoGEF RT & 4 1.0E0 2.4E-1 1.0EO 1.0E0
B UP_KEYWORDS Guanine-nucleotide releasing_factor RT i 5 1.0E0 2.3E-1 1.0EO 1.0EO

Annotation Cluster 338 Enrichment Score: 0 G P_Value : Benjamini

1.0E0 3.0E-1 1.0EO 1.0EO0
1.0E0 3.4E-1 1.0EO 1.0EO0

] UP_SEQ_FEATURE domain:Rho-GAP RT
) INTERPRO Rho GTPase activation protein RT
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Fold ' Benjamini: FDR

Annotation Cluster 1 Enrichment Score: ? G ECount P_Valueé

i Change i
O INTERPRO Rho GTPase-activating_protein domain RT i 3 1.0E0 2.8E-1 1.0EO 1.0EO
E] UP_KEYWORDS GTPase activation RT i 9 1.0E0 3.1E-1 1.0EO 1.0EO0
(]  SMART RhoGAP RT i 3 1.0E0 1.9E-1 1.0EO 1.0E0
C] GOTERM_MF_DIRECT GTPase activator activity RT " 15 1.0EO0 3.2E-1 1.0EO 1.0E0

Enrichment Score: 0 G P_Value Benjamini

] UP_SEQ_FEATURE DNA-binding region:Basic motif RT i 10 1.0E0 4.2E-1 1.0EO 1.0EO0

) UP_SEQ_FEATURE domain:Helix-loop-helix motif RT i 5 1.0E0 3.0E-1 1.0EO 1.0EO0

0 INTERPRO Myc-type, basic helix-loop-helix (bHLH) RT 5 5 1.0E0 2.7E-1 1.0EO 1.0E0
domain

0O SMART HLH RT & 5 1.0E0 1.8E-1 1.0EO 1.0E0

Annotation Cluster 340 Enrichment Score: -0 © §Count P_Valueé Benjamini

B UP_KEYWORDS Cell membrane RT Je—— 320 1.0E0 6.9E-1 1.0EO 1.0EO
) GOTERM_CC_DIRECT plasma membrane RT — 457 1.0E0 7.0E-1 1.0EO 1.0EO
J UP_KEYWORDS Membrane RT —— 612 1.0E0 5.6E-1 1.0EO 1.0EO

Annotation Cluster 341 Enrichment Score: -0 G P_Valueé Benjamini

276 1.0E0 4.2E-1 1.0EO 1.0EO0

(]  UP_KEYWORDS Glycoprotein RT  wam

) UP_KEYWORDS Signal RT — 267 1.0E0 4.4E-1 1.0EO 1.0EO
(J GOTERM_CC_DIRECT integral component of membrane RT — 288 1.0E0 3.5E-1 1.0EO 1.0EO0
(]  UP_SEQ_FEATURE signal peptide RT 219  1.0E0 4.5E-1 1.0EO 1.0E0
) UP_KEYWORDS Receptor RT - 108 1.0E0 4.5E-1 1.0EO 1.0EO
O UP_SEQ_FEATURE glycosylation site:N-linked (GIcNAc...) RT — 217 1.0E0O 3.5E-1 1.0EO 1.0EO
() UP_SEQ_FEATURE disulfide bond RT [~ 161 1.0E0 3.8E-1 1.0EO 1.0EO
) UP_SEQ_FEATURE topological domain:Cytoplasmic RT [~ 175 1.0E0O 3.4E-1 1.0EO 1.0EO
O UP_SEQ_FEATURE topological domain:Extracellular RT [~ 145 1.0E0 3.5E-1 1.0EO 1.0EO0
) UP_SEQ_FEATURE transmembrane region RT == 226 1.0E0O 3.0E-1 1.0EO 1.0EO
(J GOTERM_CC_DIRECT integral component of plasma membrane RT - 100 1.0E0 4.5E-1 1.0EO 1.0EO0
0O UP_KEYWORDS Disulfide bond RT = 204 1.0E0  4.1E-1 1.0EO 1.0E0
) UP_KEYWORDS Transmembrane RT — 312 1.0E0O 3.8E-1 1.0EO 1.0EO
J UP_KEYWORDS Transmembrane helix RT — 309 1.0E0 3.8E-1 1.0EO 1.0EO0
] UP_KEYWORDS Membrane RT — 612 1.0E0 5.6E-1 1.0EO 1.0EO

3237 terms | were not clustered.
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