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Sample A | Sample B | Sample C
Gene 1 5.4 4.1 0.1
Gene 2 0.1 0.3 8.9
Gene3 6.7 5.2 44
Sex Country | Dominant hand
Sample A male Japan right
Sample B male USA left
Sample C | female Japan right
Left vs Right male vs female
Sample A right male
Sample B left male
Sample C right female
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Bojkova, Denisa, et al. "Proteomics of SARS-CoV-2-infected host cells reveals therapy targets.”
Nature 583.7816 (2020): 469-472.
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Menu &« Data VIEW Settings @ »

Load ~  Gene overview
Gene:
Load dataset e —
This Gene overview panel displays data for a selected gene. The 'gene info' box provides more information about the gene and hyperlinks to external databases. The upper plots show the expression level, average expression ranking, and X ‘ COPA - ‘
New dataset distribution of expression among the samples. The remaining plots, display the most correlated genes and expression in the GTEX tissue database.
Filter samples:

DataView
Gene Info Gene expression Average rank t-SMNE clustering ‘ ‘

Clustering >
symbol: COPA 104 a0 Group by:
name: COPI coat complex subunit - L] E ** —_—

Expression 5| eloha Q - " ‘ sroup - ‘
map_location: 1923.2 E—ms:\ —10)

GeneSets > . g £ o v )
summary: In eukaryotic cells, S g ¥ Options
protein transport between the 0103 w8
endoplasmic reticulum and Golgi z =

Compare > compartments is mediated in part by o 5
non-clathrin-coated vesicular coat ﬁm 25 6 ® Control_10h
proteins (COPs). Seven coat proteins = a B Control_24h

SVStEI'I'ISBiO > have been identified, and they g a re oo
represent subunits of a complex =54 Contral_2h
known as coatomer. The subunits 102 & Control_sh
are designated alpha-COP, beta- -

COP beta-prime-COP, gamma-COP, ¥ Virus 10h
delta-COP, epsilon-COP, and zeta- C‘:"? o, C‘C,,? o, P,,‘.u ";.LQ ";,‘—5’ ";‘,L, W virus_24h
COP. The alpha-COP, encoded by g 4 oy o T o, oy g, g, 2y g ® virus 2h
COPA, shares high sequence oy Sy <h % ® Vi sh
similarity with RET1P, the alpha Ordered genes =
subunit of the coatomer complexin
yeast. Also, the N-terminal 25 amino
acids of alpha-COP encode the ) .
bioactive peptide, xenin, which Top correlated genes Tissue expression (GTEX)
stimulates exocrine pancreatic
secretion and may actasa Paratl id Gland
gastrointestinal hormone. 1 = hym! =r
Alternative splicing resultsin Thyroid Gland
multiple splice for{ns encoding Cervix, Uterine
distinct isoforms. [provided by o5 smooth Muscle
RefSeq, Jul 2008]. rostate
OMIM: 601924, 616414 o Placentz
£ o Endometrium
KEGG: NA Cerebral Cortex
Fallopian Tube
GO: pancreatic juice secretion -
(G0:0030157) -05 Gallbladder
. ’ Seminal Vesicle
Lung
-1 _ Rectum
8932232303353 535009302252553522385532825¢% Ovary
FEgETFEZEZORECEINRGZEREdEE ST dEERgs s -
ERl 2 ge BHEh”}H'é SEsEzEe FUIZIsiFES small Intestine
4 e = St 9% i3 5 0 1 2 E 4
DataView v 2 z 22 Expression (log2tpm)




Clustering Filgen

biosciences & nanosciences

v ) Omics Playground v3 x aF = (] X

<« > C 2% pro.playground.bigomics.ch/?email=ikenaga@filgen.jp g e

OBIgOmLS‘sl bojkova2020-sarscov? | Invite! || Discuss! Help v  ikenaga@filgenjp v n

Menu « Cluster Samples Settings & ?

Show phenotypes:
Load > Heatmap
.cell_cycle group
DataView replicate time
The Clustered Heatmap is a powerful 2-way unsupervised hierarchical clustering technigue that simultaneously clusters the expression matrix along rows and columns, clustering similar genes and similar samples together. The tree-like X
Clustering v dendrogram shows the 'distance’ between features and the approximate groups. The column annotations show the correlation with the phenotypes. treatment
Samples
Clustered Heatmap dynamic  static Functional annotation of gene modules Split samples by:
Features = 51 52 none . phenotype
ene
Expression > Sagense e :
Cantrol_10bntrol_24konrol_26ontrol_6Wirus_10H/irus_24hVirus_2h Virus_gh ﬁ&?&%’%’%ﬁ_ﬂ%’s‘g&ﬂ szrpaol'?lc?gll:l‘l:nﬂ&mwsm
e SRR group -
expression treatment FAYDGENESIE - PROTEIM SECRETION —_—
GeneSets > 112 STATS SIGNALING ADIPOGENESIS
56 ALCOGRAFT REJECTION DNA REPAIR average by group
NACAAP ABICAL SURFACE IL6 JRKC STAT3 SIGNALING
ErEake Virus FRORA AEME L TAEOLIM
Compare > BLLLAS )
0 53 54
K £ Conrol APICAL SURFACE Uy RESPONSE DN Filter samples:
i b 23 RIS o —
SystemsBio > = NEPE ey INTERFERON-ALPHA_HESFONSE FIVBOYIA ~ -
VEMP WCPY COAGULATION UNFOLDED PROTEIN_RESPONSE
NegweEy | .cell_cycle gene.module ILG JAKC STATS SIGNALING APICAL JURCTION
BEE-WeBY CHOLESTEROL HOMEOSTASIS MYC TARGETS V1.
RNF25 5 sS4 WAITOTIC SOINDLE GEWTCHECKPOINT .
LYPO3 MEMOEIOTIC METABOLISM ESTRDGEN RESOONSE EARLY Gene family:
BERE 53 BILE ACID METAEOLISH INFLAMMATORY RESBUMNSE
p—— RRERRl oy &M FATIYALID_ME TABOLISH APGPTOS| —_—————
e gﬁ%ﬁ\éw 52 [ 02 04 05 0z o 02 04 a5 02 ‘ <all= - ‘
AP a1 s R
ATPEVOAL correlation (R) correlation (R}
Al
"
%-FAE :ﬂ group ¥ Advanced options
APOAZ
g%‘K'%BNHGzS gmg%ﬁh Annotation scores
i rus.
INEL2 -
AR gmﬁ S h
earch:
NS, onTSredh
APOC3 -
EEe featu S1 52 53 54
JSHRL replicate ature
SESNZ © HALLMARK_ADIPOGENESIS -0.15 0177 008 -0.182 *
P2 3 © HALLMARK ALLOGRAFT REJECTION 0.192 -0.208 -0.082 0.042
EMP3
7 2
ﬁ#ﬁﬁ* @ HALLMARK_ANDROGEN_RESPONSE 0271 015 005 -0033
f&'ﬁé ! 0 HALLMARK_APICAL_JUNCTION 0142 -031 -0.004 0206
ahee time © HALLMARK_APICAL SURFACE 0.176 -0.175 0.345 0.008
£ .« ! ! ¥ I 1 ¥ |
11— on 0 HALLMARK_APCOPTOSIS 0012 -0.091 0046 017
1111111 2h @ HALLMARK BILE ACID METABOLISM -0.315 0443 0134 -0255 7
AR BT - B T T I B BT B T e B R 24n
u 5§55 55500656555 §55aaa 665 10h Showing 1 to 7 of 44 entries
Clustering Analysis ¥ T3 sEs bcopbCfussuss EEEEEE
EEEEEEESCUEEEEEEEEE 555 555 i
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Menu « Cluster features Setthes &
Load > Gene Show:
DataView @® phenotype
Visually explore and compare expression signatures on UMAP plots. Feature-level clustering is based on pairwise co-expression between genes (or genesets). This is in contrast to sample-level clustering which clusters samples by D comparisons
Clustering v similarity of their expression profile. Feature-level clustering allows one to detect gene modules, explore gene neighbourhoods, and identify potential drivers. By coloring the UMAP with the foldchange, one can visually compare the ‘ treatment - ‘
global effect between different conditions. S
Samples Reference:
Features Gene UMAP Gene signatures <average> ¥ ‘
Expression > 4 ZNF384 Control Virus
- —
SLC2A3 SRECE K R o Filter genes:
GeneSets > ¢ 5 -3 o
2 SLC20A1 ERCAES - s - 3 (0 2 <all>
ERBB2 < ot t \ > f _—
o7 . N ) oy . )
Compare > . TGFBECNTS LI RN ] _, N
9 AHSG : g e i 238 g N S pi i Show full table
SystemsBio > . ING4  SELENOS : R 3 R e y
supr: ot i I R T 1 ¥ :
-2 w,'" S . o . .
e ALKBH2 poas Viai. 903 moie Vi,
e 22 M.%i i l| == T T v. T T 1 B .1‘0‘18 T T ). T T 1
-4 -6 -4 -2 0 2 4 6 -6 -4 -2 0 2 4 6
-6 -4 -2 5} 2 4 6 UMAR- UMAP-x
X
Gene table
Search:
symbol human_ortholog gene_title sd.X Control
ITGA3 ITGA3 integrin subunit alpha 3 0.277 -0.277
CAV1 CAV1 caveolin 1 0.276 -0.276
AB abumin 0229 -0.229
solute carrier family 16 member 7 0.194 o
WP AEMEBSE epithellalmembyaneproteind 0156 0156
TGFB1l1 TGFB1l1 transforming growth factor beta 1 induced transcript 1 0.141 -0.141
cPM CPM carboxypeptidase M 0.134 -0.134
FMNL1 FMNL1 formin like 1 0.121 -0.121

Showing 1 to 13 of 66 entries
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Menu « Cluster features Settings &
Load > Geneset Show:
DataView @ phenotype
Visually explore and compare expression signatures on UMAP plots. Feature-level clustering is based on pairwise co-expression between genes (or genesets). This is in contrast to sample-level clustering which clusters samples by )0 Lomparisons
Clustering v similarity of their expression profile. Feature-level clustering allows one to detect gene modules, explore gene neighbourhoods, and identify potential drivers. By coloring the UMAP with the foldchange, one can visually compare the ‘ treatment - ’
global effect between different conditions. S
Samples Reference:
Features Geneset UMAP Geneset signatures <average> v ’
Expression > 10 Control Virus
Filter genesets:
GeneSets > in ——
<all>
Compare > Iy
; % 25 Show full table
SystemsBio >

10 0 5 10 -5 0 5
UMARx UMAP-x

Geneset table

Search:

DB geneset sdX Control Virus
Cc2 ZHAN_MULTIPLE_MYELOMA_PR_UP 0.041 0.041 -0.041 -
STAUDT MYELOMA_PR_SUBGROUP_UP 0.041 0.041 -0.041
DRUG Phytoestrogens_CTD_00007437 0.037 0.037 -0.037
€2 WHITFIELD CELLCYCIES ITERRIURE 0054 0034, 0034
C2 ODONNELL_TARGETS_OF_MYC_AND_TFRC_DN 0.033 0.033 -0.033
DISEASE breast adenocarcinoma DOID-3458 human GSE61304 sample 1071 (up) 0.032 0.032 -0.032
c2 REACTOME_E2F_MEDIATED_REGULATION_OF_DNA_REPLICATION 0.031 0.031 -0.031
PATHWAY E2F mediated regulation of DNA replication_Homo sapiens_R-HSA-113510 0.031 0.031 -0.031 ~

Showing 1to 13 of 299 entries
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Menu «  Differential expression Settings @
Load > Qverview
DataVi Contrast:
ataView ——
Volcano plot Bland-Altman (MA) plot Differential expression Gene in comparison )
Vlrus?élh_vs_Cmntl'og
Clustering > LYPD3 LYPD3 4h
12 s , :
Expression o I Gene family:
10 4 3 _
+ = = — S <all> - |
Differential o G s . kS
N =1 i 2 T 25 s
expression w8 o LYPD3 o I & FDR logFC
o =] - b @ —
. - =3 =) 2 =
Corlre\_atlon g 4 Rl i H = | ez~ | 0 T |
analysis g YPD3 - T 15 s -
£ . 2 =
Find biomarkers 2 4 5 g 1
L, L Ly [” :
) " 0s s iy, g, 4%5 £ Options
GeneSets > 7 2, 2
| % - q/\y,.c e ks
""""""""""" By Tt oy g, i,
Compare > o -5 6 ] 5 o ° Control24h Virus24h K %"0?.;;5 o {fofﬁfl
effect size (log2FC) average expression (log2.CPM)
SystemsBio >
Table
Differential expression analysis Gene sets with gene
Search: Search:
symbol gene_title chr logFC stars meta.q AveExpr0 AveExpri trend limma geneset rhe
RINFZS TIMETITEET ProteEnT Z5 ZU3T LIFS XX UOTI7TZo OHTF HJOUT7 UOUOSZ50 - COMPARTMENTS:Int N Inhat-betad | .
AFP alpha fetoprotein 4q133 1103 * %%  0.0000211% 5.043 7.540  0.000009563 o Antegrin_alphacbetatcomplex
TTR transthyretin 18q12.1 -1.082 % %% 0.000003237 8.181 7.099  0.00000215% @ DRUG:pioglitazone_PC3_UP
TMBIMé transmembrane BAX inhibitor motif containing 6 1291312 -1.050 ¥k 2.297e-12 6009 4959 1.205e-12 @ TISSUESKIN_UP
RALYL RALY RNA bmdmg. DrDtE\l:hkkE 8q21.2 -1.021 ko 0.02227 3.451 2430 0.02227 @ DRUG:--isaprenaline PC3_UP
LYPD3 LYs/PLAUR domain containing 3 19g13.31 1.020 % %% 000002991 2.235 3256  0.00002991 — =
HKDC1 hexokinase domaln containing 1 100221 1013 * %% 006904 9.120 10.14 0.06904 © DRUGiLapatinib DBO125% human GSE33376 sample 2384 (up)
INSL4 insulin like 4 9p24.1 -1.00% % %x 0.003866 3.100 2091 0.002478 @ DRUGTELENZEPINE UP
. DCD dermcidin 120132 09475 *x %% 001520 3310 4258 001820 _ © GOBP:call- matrix adhesion (GO_0007140) .
2 ‘ e o T [T - = . Aon Amers a4 A Arnanna e @ ran P
e 4 » 4 »
,.“ Showing 22 to 32 of 1,379 entries Showing 1to 9 of 158 entries
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Menu « Differential expression Settings &
Load > Top genes
DataVi Contrast:
ataView e —
Expression of top differentially expressed genes )
Vlru524h_\fs_C0ntro@
Clustering > 4h
VEMP_WCPV NSTA WCPV NCARTWCEY SPIKE WCPV APZA WCRY ORFSE_WCPV N53_WCPY R1A WCPV
i = G family:
Expression v <10 T e
& - L " - |
o . - <all>
Differential S = I =
expression < E = _ - FDR logFC
Correlation ° | 02 ~ | 0 - |
analysis 10 NS6_WCPY HH APOAZ ATPSVOAS KRT? NE ADGRG2 KRT10 I
s -
Find biomarkers z - =
8] =
™ 5 .
] = ¥ Options
GeneSets > o I - - - i
= I I I
o— L L . _ . _ I L L |
Compare > Control24h WVirus24h Control24h Virus24h Control24h Virus24h Controlz4h Virus24h Control24h Virus24h Control24h Virus24h Control24h Wirus24h Control24h Virus24h
SystemsBio
Table
Differential expression analysis Gene sets with gene
Search: Search:
symbol gene_title chr logFC stars meta.q AveExprQ AveExprl trend.limma geneset rhe
RINFZ3 TIMETINZET ProeEnT £ ZUaT LIF3 WEX UOUL720 OO T.ouUr (FAVLE VA Fia]V) - COMPARTMENTSl N N I h 6-b t 4 | N
AFP alpha fetoprotein 49133 1103 % %% 000002119 9.043 7940 0.000009563 @ AIntegrin_alpnac-betas_complex
TTR transthyretin 18q121  -1082 » % 0.000003237 8.181 7099 0.000002159 @ DRUG:pioglitazone PC3_UP
TMBIMb transmembrane BAX inhibitor motif containing 6 12913.12  -1.050 ki 2.297e-12 6.009 4,959 1.205e-12 @ TISSUESKIN_UP
RALYL RALY RNA blndmg. protewj II.KE 8g21.2 -1.021 wxx 0.02227 3451 2430 0.02227 © DRUG:J-isoprenzline PC3_UP
LYPD3 L¥&/PLAUR domain containing 3 19g13.31 1020 Jrxx  0.00002991 2235 3256  0.00002991 — -
HKDC1 hexokinase domain containing 1 10g22.1 10158 whx 0/06904 9.120 10.14 0.06904 © DRUG:Lapatinib DBO1259 human GSE38376 sample 2584 (up)
INSL4 insulin like 4 9p24.1 -1.009 s 0.003866 3.100 2091 0002478 ® DRUG:TELENZEPINE UP
DCD dermeidin ‘ 120132 09475 *xx 001820 3310 4258 001820 _ © GOBP:cell-matrix adhesion (GO_0007160) .
4 »
Showing 22 to 31 of 1.37% entries Showing 1to 8 of 158 entries
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Menu Biomarker Selection =2
Load »  Feature selection
DataView i .
Variable importance Biomarker expression Predicted target:
clustering > o splsds NCAP_WCPV . CAV1 o ccpC2z . ccK | group hd |
o 8 faemain . + i ey B "] z
. 8 rhamrorest &4 - R ? =% *T sl = Ed * Filter samples:
Expression v o 8 floneead 2 i I b P L= e
B fast 87 SR i fod mbrHrosm| - e
| correlation 5] dapiade H D =] -&=$-E e é
. " + | - L e e e I
Differential ¥ ' T ﬁﬁ‘?’p‘JJ-,J.v’
. e T IR P
expression " e G AN R G Featureset:
. o ITGA3 ORFIB_WCPV
Correlation a - + <all> -
: . N
analysis - H salx =k 5o =
n e %*i g s Eg wo
e 4 [ - &
Find biomarkers o MM B B B D B oM mom oMM I om Mo Mo e @ EE oo 2 2] s
EEiCEEENEEdEUEEdECpE Rz 2R R aN 2 azEdERRE : L = lsegs 24
2VETx35593 Sgss5535y =0 seego RHCLHOTFLTR ) S I I g T AT T TS
; s g (P T st
GeneSets > s FEccd §odf ¢ ? i AP
= o g = - 11
Compare >
P Heatmap Decision tree
SystemsBio
yst ? -15“ L, 55_24h Control_6h Virus_l0hControl_24h virus_2h Control_2hControl_10h virus_6h @
I E «<12.173 =12 .1
Virus_23h
in =100, err=0.0%)
|| NSE Te P »
- NE TR, WE Py -
=2.558 22.558
- siczon E
L | c Contrel_Eh
[ — e (n =100, err = 0.0%)
L ﬂ%‘;: o1 <4812
= i Contral_10h
- AV mees (n =100, err = 0.0%)
— fible,
= -E*g)"(lljl &) = 2.468
e - Fitia @ {n= 100. err = 0.0%)
- — SBRLS
I Hed . Ep 491 4,491
, I —_ ysﬂz Control_24h
| | = ViR (n =100, em = 0.0%)
SELENOS
Soar [Ip2eTe =200,
aFP Contral_ Virus_zh
TERLE ‘ (n=100,err 5 (n= 100, err = 0.0%) ‘
| e
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Menu € Geneset enrichment Settings &
Load > | Enrichment Geneset expression Enrichment by comparison Volcano by comparison  Volcano by method
DataVi Contrast:
e — Top enriched gene sets Frequency in top gene sets )
Vlru524h,vs,Cnntr0@
Clustering > DRUG:vitamin ¢ DB0O0126 mouse GSE32994 sample 3511 (up) 2h
o
EXDI“ESS[OI'! > Gene set collection:
4
3 |
< -0.002 <all> -
GeneSets v 5
. ] FOR
2 =
Geneset e T -o.004 8 S
Enrichment H = EEEEEER ‘ 02 - |
2 B o wENEREg
. = L] | logFC threshold
Test geneset o006 - |
‘ EEEE ‘ a - |
Pathway analysis I||| |‘|||||| || OZZZUOZEZIZITIICCOUIdZZVMOZSJdzOIIZVNAOZ@OZ
ZTLEBCNS e EI 5 E2C0EECETRER238225¢8 £+ Options
Word cloud E”SJ’R%“’QQM TREFRESIgRENINRE ZT ON-aVEegZ
o 2000 3000 4000 5000 ~ 5 — groups
cumpare ) Rank in ordered datszet
SystemsBio > Table Enrichment (all) FDR table
Enrichment analysis Genes in gene set
Search: Search:
geneset logFC meta.q size stars AveExpr0 AveExprl symbol fc p q
@ DRUG:itamin c DB00124 mouse GSE32994 sample 3511 {up) -0.03360 0.01170 80 wxk 5527 5494 - CEBPA -0.9417 0.000 0.000 -
) B HPGD -0.6855 0.000 0.000
@ GENE:Pdk1 knockout mouse GSE42187 sample 2009 {down) 0.03430 0.01170 70 wxx 5.867 5.832 AURKA 0679 0.000 0.000
© GENE:Notchl KO mouse GSES7655 sample 1698 (up) 003780 001170 41 *%k*% 5661 5623 Tl 06448 0.000 0.000
©® GENENOTCH3 KD human GSE27424 sample 1410 {up) -0.03%00 001170 43 wxx 5.385 5.346 TPX2 -0.4879 0.000 0.000
@ GENE:Erbb2 druginhibition mouse GSE4066 sample 1854 (up) 003520 001170 83 % %% 6.376 6,337 DHFR j04818 0.000 0.000
- — ISYNAT 04676 0.002400 0.01950
@ GENE:MELK druginhibition human GSE50227 sample 1956 (down) -0.04160 001170 49 waw 5694 5.652 CHTF18 04502 007030 0.2065
[ @ DRUG:estradiol DBOD783 human GSE46924 sample 2487 [up) 004180 001170 133 *%k % 5450 5.608 CONAZ 04519 0.000 0.000
@ LIGAND:stradiol human MCF-7 cells GSE46924 lizand163 uo) 004180 001170 133 k%% 5.650 5.608 T BUB1BE -0.4280 0.0002000 0002500 ~
" Showing 1to 8 of 204 entries Showing 1to 10 of 80 entries
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Menu € Geneset enrichment = e
Load > Geneset expression
DataVi Contrast:
ataView —
Volcano plot Enrichment barplot Expression geneplot Enrichment vs. expression §
VlrusZ4h_vs_Controg
Clustering > 7 4h
12 _ T = T T I . .
- ==
Expression > s . Gene set collection:
10 53 -  _________
= = — %
[=] U4 - b Y ‘ <all> - ‘
GeneSets v E 5 % - : : S
= F) & g sas . . FDR
Geneset g s = = 5 -
Enrichment g g 5 £ b ‘ 0.2 - ‘
S £ a3 2 5o
5 4 52 e A logFC threshold
Test geneset 7 = s @ R ogFC thresho
i £ d@ip & ‘ 0 - ‘
Pathway analysis ¥l 1 515
[} : - : ¥ Options
Word cloud - o 3 ¢
. ) " controlzah Virus2ah other " Controlzah  Virus2ah other 62 54 656 58
Compare 5 Effect size (log2FC) COMPARTMENTS:pre-autophagosomal_structure SQSTM1 SQSTM1 expression
SystemsBio 5 Table
Enrichment analysis Genesin gene set
Search: Search:
geneset logFC meta.q size stars AveExpr0 AveExpri symbol fc p q
O CZHEGE_ECM_RECEFTOR_INTERACTION 004450 01986 31 Kk k 5186 5. SQSTML 04714 0.000 0000 -
© DRUGmorphine 5288826 mouse GSE7762 sample 3487 (up) -0.02340 01988 102 A kK 7433 7 RB1CC1 0.3093 0.3123 0.5866
© AGING:Mouse kidney_25 weeks vs 100 weeks GSE41018_aging399 (up) 002860 01995 167 kk% 7.178 7. TRAPPCE 0.2784 0.001600 0.01430
@ COMPARTMENTS: hi I 007100 01995 15 k% 5.195 55 WPl 248 003340 01439
“pre-autophagosomal structure : : : | ATGIALL -0.1804 0.07060 0.2403
& PATHWAY:FGF signaling pathway_Homo sapiens_98ed0dfé-6192-11a5-8ac5-06603... -0.03810 0.1995 27 &wk 5,364 X RAB1B 0.1529 0.005900 0.03940
© DRUGHAIkbh1 Embryonic_stem_cells Knockout GSE71943_up 002480 01997 331 kwk 7.523 74 WIPI2 0.1367 0.1982 04578
g - B . BECN1 0.1319 0.5852 0.8005
: © DT SR B T T e s @a Gm o G
4 4 WMP1 0.03810 05942 0.9571 ~

Showing 897 to 904 of 904 entries
Geneset Enrichment ™

Showing 1to 10 of 15 entries
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Menu « Testsignatures Settings @ »
Load > Enrichment Enrichment table
. Signature type:
DataView Enrichment by contrasts
This panel shows your custom list of genes on top of the GSEA enrichment plots for each comparison. Enter your list of genes in the right box. > 4 <custom= -
Cl ustering > contrast NES q
. Virus24h_vs_Control24h -2.219 0.007400 c .
Expression »|  Enrichmentplots Virus2h vs Control2h 1720 0.007500 enes:
i . MCM5 PCNA TYMS FEN1 -
Virus24h_vs_Control24h Virus2h_vs_Control2h xlrusi’givs_c(?ntrtolfil;gh -Dtggg Ué}zigg MCM2 MCM4 RRM1 UNG
GeneSets v s 2 vs ontro : : GINS2 MCMg CDCA7 DTL
PRIM1UHRF1MLF1IP HELLS
RFC2 RPAZ NASP RADS1AP1
GMNN WDR7& 5LBP CCNEZ
Geneset * UBR7 POLD3 MSH2 ATAD2
Enrichment RADS51RRM2 CDC45 CDC6
EXQ1TIPIN DSCC15LM
CASPBAPZ USP1CLSPN
2 POLA1 CHAF1B BRIP1E2F5
Test geneset -2 HMGBZ2 CDK1 NUSAP1
g UBEZC BIRCS TPX2 TOPZA
. £ NDCBDCKS2NUF2CKS1B
Pathway analysis = . MKI&7 TMPO CENPF TACC3
S 0— —— - i = — - FAM&4A SMC4 CCNEZ Y
Word cloud
Compare > -2 | ” ’ ||| |H Showing 1to 4 of 4 entries [immune_chkpt]
SystemsBio > ﬂ

Viruséh_vs_Controléh

Virus10h_vs_Control10h

Genes in signature

Please select a contrast
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Menu € Pathway Analysis Settings &
Load > WikiPathways
DataVi Contrast:
ataView e
WikiPathway Activation matrix \irus24h vs Control2
irus24h_vs_Contro
Clustering > B — ah M
S5
Expression > oNge
oCoC
GeneSets hd U&J(B £ Options
£pty!
Geneset =28
Enrichment aose
est geneset SS55
Iphat-BEl3 §Reta d o ngﬂ StEWS
Pathway analysis focal adhesion pi Ykt or—ilgna Ingﬁajc?g]g
)
ca cycle
Word cloud | col 5is ang |J?g%|9% eﬁé‘f?ig
@ B Rese) deslyal and gesnpearncas
odnet protein-protein interactions in_ the podocyte
Compare > = P P P chemo?qu slgna map aEEV\}Ia
orieC: S L RS
S Bi : . } Ry twor
ystemsBio > mtegrm-medlatEd el 1dE9F'°”
) ene carbon metabofism
Enrichment table metaPathw# viotransformation
. onl'lco;ta { sngng u? Fatthwa
wnt stardiinG FRHAEY S8 A Foiath
Search: gastr garlucnr ok
. gb to s call cgf e contro
retin astoma |{1ra rEl.ﬂ ;Caancoelfl !
pathway.id pathway logFC meta.q p riagamrgg!gg“lcomn
[ IRTSED] PATHWAY:DNA Replication_Mus musculus WP150 008668 01282 * mirna regulation of dna Sé‘géﬂa( e fesponcg
@ wrass PATHWAY:DNA Replication_Homo sapiens WP466 008526 0.1096 mirna regulation, g%,ﬂﬂa,ﬁ?o”;:at%éu%iaggaﬁé
@ wr78 PATHWAY.TCA Cycle_Homo sapiens WP78 0.08249 0.2559 xpodnet - protein-protein interactions in ﬁhf gonoh e e;(l?_lawna..
0 WP244 PATHWAY:Alpha 6 Beta 4 signaling pathway_Homo sapi... 0.08212 0.2867 selanium mic r?ﬁgglaet Or% am{g?é
0 wp4z4 PATHWAY:TCA Cycle_Mus musculus_WP434 007830 02743 regulation of actin étglskﬁg 'Eﬁﬁ
0 weis01 BATHWAY:Fluoropyrimidine Activity_Homo sapiens WP1... 007674 04484 intg'iﬂtgz Cng:EePogEEwaé
0 WP2445 PATHWAY:Retinchlastoma (RB) in Cancer_Homo sapiens... 007258  0.023%7 regulation of toll-like r cePﬂth? sl na In§ Eat W,ag
. cytoplasmic ridosom Ig[oteui
@ WP2343 PATHWAY:Gastric Cancer Network 2_Homo sapiens_WP23.. -0.06874 0.4001 . . |f Cle
- regulatigg SLacti v osKeldien
A WP PATHWAY-SRFPP sienalline Hrmn sanians WP1987 N4R5R N1RDA integrinf-rE distad co adhe%wn
atty acl a o |%Ja ngn

il-6 signaling pa
u i i metapathuiay DibLranaror 10
T . Showing 1 to 34 of 62 entries p amal i acirg metargo fon
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Menu « Pathway Analysis Settings &
Load > Reactome
DataVi Contrast:
ataview o . ]
Reactome pathway Activation matrix )
Vlru524h_\rs_C0nth
Clustering > 4h
5.5
[ N Wy
Expression > e
pepstetsl
tete
Yoo
[upe]
GeneSets v a2l £ Options
L
Geneset Rt
. Dawn
Enrichment EEEE!
EEEE
formation of hiv elongation complex in the absence of hiv ta...
Test geneset mydas %pen ant tascade injtated on endosome
mra capping
) regtulasntzmn Dfltpéiz ta(tlwty’ tpmugp[f:husphmy ation
regulates transcription o na repair genes
Pathway analysis abortive elonpgatmnguf hiv-1 trans(r‘\]pt in Fhe .a}_lbbserp\ e of ta...
amy Dl\d er nrn;atlgn
ual incision in tc-ner
Word cloud toll like feptor 10 i ré? cascade
telomere c-stranﬁr? aqaing strand) synthesis
[RESET] . | erIrllm metabo |5mtantd ttranspt”t ®
ranscriptional regulation of pluripgtent stem cells
Compare > [~] pausind ar?é i cwﬁgg or;tat-msp atbd hiv E‘waﬁtlm'l
fna pol i ctd phospharylation ?nﬁ interaction with ce
tat-mediated hi elongaguaa Ea?wt'gr"c:' an "ryentohveegr};
SystemsBio > trafeé mediated If:i.l\?’uwdw oFnfkb andﬂmap kin 'Té: %porw tirt‘?;‘s...
. ap- il nare " synthesis an atio N te-ner
Enrichment table gap-niling cr rtglﬂzkey:-ecap‘ora'f 11778 Caccade
myd8&8 cascade wm';w%te sma membrane
activation of the pre-replicative complex
Search: Jﬂ cclass i antlgen resentation
- myd88mal cascade jnitiated on plasma membrane
tol| like receptar tirétlr2 casca
tramcr\pﬁwpm-tc uﬂ\ed uc utt_lde exgislon re;g_alr (tc_E ar
ctome.i roa pol I ¢ sphorylation and interaction with ce
rea eld pathway trafe r%edllated ?n u?tlg v proin .=_nrt-nr11t tory cytokines
© R-HSA-975534  PATHWAY:Retinoid metabolism and transport_Homo sapiens_R-HSA-975634 o tg’] T} o ;ggggtg; ??tfrﬁ gg;gggg
© RHSA-3000157 PATHWAY:Laminin interactions_Homo saplens R-HSA-3000157 g@?‘;‘g}' ”‘ﬁg‘]g’hg‘%# 21 diegase
© R-HSA-191273  PATHWAYChalesterol bicsynthesisHomo sapiens R-HSA-191273 toll "m‘?crrecﬁ?t s blogan aae
- - — - tat—n}edlated e\u]pgatlun of the hiv-1 transcript
© R-HSA-162588 PATHWAY:Budding and maturation of HIV virion_Homo sapiens_R-HSA-162588 ormation of ma pol i1 elongation complex
formation of hiv-1 elongation complex containing hiv-1 tat
@ R-HSA-174417  PATHWAY:Telomere C-strand [Lagging Strand) Synthesis_Homo sapiens R-HSA-174417 generic transcrigtjon pathway
_glycerophospholipid biosynthesis
©® R-HS5A-167238  PATHWAY:Pausing and recovery of Tat-mediated HIV elongation_Homo sapiens_R-HSA-167238 non-integrin membrane-ecm \Pteract\ons
g alpha (12/13) signalling events
@ R-HSA-167243  PATHWAY:Tat-mediated HIV elongation arrest and recovery_Homo sapiens_R-HSA-167243 citric acwdheyxclf;‘?(ttcra ’EFC%F
P
© R-HSA-167242  PATHWAY:Abortive elongation of HIV-1 transcript in the absence of Tat_Homo sapiens R-HSA-16 = cell surface interaction: ?qt\tsﬁga;;n@%’cggr‘j
. » R at? et degranulation
response to elevated platelet cytasolic caz +
amimnin interactions e
extrace\lulﬁ[ magrix organization
u Showing 1to 8 of 198 entries integrin cell surface interachons
Pathway Analysis b ey
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Menu « Compare signatures Settings &
Load »  Pairwise scatter Contrasts:
DataView i
Scatterplot pairs Venn diagram Ui s Camive
110h
Clusterlng > A = Virus10h_vs_Controlloh C = Virus2h_vs_Control2zh Virus24h_vs_Contro
B = Wirus24h_vs_Control24h
R 3 @ oy 124h
Expression > = ° b B
= . # N Virus2h_vs_Control
T 2 2h
GeneSets > = . -
S
o
o s s
Compare v > ® ®
g
Compare ] £ Options
signatures =
.
Compare datasets
6
Simil ® e
imilar = 5 .
experiments a4 ° ° o o +
[ L @
SystemsBio > é 2]
| »
v
J . Leading-edge table
3
g name intersection fcA fcB fcC
= _5 ® SOX11 ABC 0718 0.259 0.598
®
-
- °
~
B
‘g o ®a '-
U\
g\
=
3
g . e
P ] = H +*
= e e
ﬂ Iz é —Iz o 5 :1 GI. —I1 —é 5 0 nls Showing 1to 1 of 1 entries
" Virus10h_vs_Control10h Virus24h_vs_Control24h Virus2h_vs_Control2h
Compare Signatures

https://pro.playground bigomics.ch/Temail=ikenaga@filgen.jp¥tab-2343-1
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Menu € Similar experiments Sl
Load > FCcorrelation
. Contrast:
DataView e
Compare different experiments by correlating their fold-change signatures. Highly correlated logFC signatures suggest similar experiments. > Virus10h_vs_Controll
Clustering > Oh -
Expression > FC scatter plots FC-FC scatterplot S
o _ _ Signature DB:
a
GeneSets > - sigdb-archs4.h5 =
w
2 3
Compare v S .
Compare 02 : n:sm:l : ¥ Advanced options
signatures reatma radiatad:l_vs_N 254
£
Compare datasets [
8 2 24
Similar 5
experiments F e o
£ - un-o
) = 2 159 d
SystemsBio > -
5
ERNe
5
Similarity scores “
g\
Search: 5 031
@
=
dataset/contrast score rho = @
© [GSEB9505] treatment_dose:032meka vs_other 0132 0302 ~ 0 R Dl 2 = i
© [GSEB9627] genotype_variation:sema3dnull_vs_other 0105 -0.272 :
@ [GSEB3122] source:kidneycollectingduct_vs_Normalkidneycollecti 00868 0.248 s e
@ [CSEE5133] radiated:U_vs N 00796 -0.247 i
© [GSEB5135] radiated:U vs N 0.0796 -0.247
© [GSE115232]cell_line:C2C12 vs _4T1 00794 -0.249 —1d
B T 1ot o P D S S T TR Vo AAmAn Aama T @
J D LYRRCC1
Showing 1 to ¢ of 594 entries 03 -0.2 -01 0 0.1 02 03
Similar Experiments e [GSE89505] treatment_dose:032mgkg_vs_other (logFC)
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Menu « Drug Connectivity Settings &
Load »  Drugenrichment Contrast:
DataView i
Drug connectivity Mechanism of action Activation matrix Z;]rus%h_vs_(:ontro@
CluStering > 4orbol-12-myristate-1 cucurbitac ingenol triciribine 2 = =
|5 B ] ‘g: éﬂ ] Analysis type:
-] EbbE —_—
i £ 7t 8588
Expression > ] N g a5 activity/L1000
: SRR TN <, : | ectivityL1000 ¥ |
GeneSets 5 horbol-myristate-acet spiramide 5
21 HEIE Iie i
£ o5 6017 n-1
E f\\ CArL0sS only annotated drugs
Compare > E. ' ] - WPBEZ3S
l:_ﬂl LI 1 QALY L] e T 3 n DT zZPEO0I FIEOETAF ITIETIST D KU-D063754
n digitexin podo phyllotoxin BRD-K73261812 33 DEai3523 % = crs493g%955z38149 _spiramide
SystemsBio v 8 : 1 : EEE sE2fzec T2 igs553z293€3 phorbol-myristate-sceta
IS = T 3 I ¥ o5 g = o = 3 = L = = metl ene-blue
! ] B5oZE232885 2522575202882 2
P o e = = F=32 358 g SR8 ce
Drug connectivity E’j | 1 B 23 ERE - ggﬁg N 2z% §8 BRDcTs26n6 s
SOl W | AL 1l N #55% §Z BrZ3iEE 228 & yrphostin-A9
" IL1-lig CGK-733 €GS-15943 2 3588 35 .S5Fz3a R : 423187 @
L8] ey b Ty g gy - 5 g§78834% H 3 BRD-K32581454
¥ _(,-—\_ 1 A E e g E TES 5 z baean
£ g i SR dRF W d s (912
s (TR TR s 11 I} L B TN T s o
picantannol .
46879 @ @
Enrichment table PHU-T4654
tunicamyein
Search:
drug NES pval padj MOA target
phorbol-12-myristate-13-acetate 26143 0.0014 0.0366 - vinblagting
cucurbitacin-i 24089 00014 0.0366 podaphylletaxin
ingenal 22764 00014 00366 it L
triciribine 22439 0.0014 0.03646 AKTinhibitor AKT1|AKT2/AKT3 nacodazole
vinblastine 22444 00014 0.0364 microtubule inhibitor|tubulin polymerization inhibitor JUN|TUBA1A|TUBBITUBD1|TUBET|TU.. KTBIHF"‘Q
TNF-lig 22098 0.0014 0.0366 K784-3188
phorbol-myristate-acetate 22075 0.0014 00366 ingencl @
spiramide 21803 0.0014 0.0366
digitoxin 21489 0.0014 0.0364 ATPaseinhibitor ATP1AL
f AG-879 21458 0.0014 0.0365
podephyllotoxin 2134 00014 00366 microtubuleinhibitor|tubulin polymerization inhibitor IGF1R|TOP2A TUBA4A| TUBE - ;naphdaig(“ha\;:: LJ

n

Drug Connectivity hd

Showing 1to 9 of 621 entries
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