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scRNA-Seq Quantification Filgen

biosciences & nanosciences 4

L IH'I\.EGLI il Idl_‘f’}l} , r . y @

O X
Single Cell RNA- * Single Cell RNA-5Seq Quantification Input
p
MNote: This tool makes use of free cloud computation rescurces. This is an introductery offer and may change in a future
@ m| ¥ release depending on the overall rescurce consumption of this feature,
- - - . Reference Genome
Single Cell RNA-Seq Quantification Options

o UTPLIRYILEER

O cell Barcoded Technologies

Supported technologies: 10x Chromium, Drop-seq, CEL-Seq, etc. Annotation GFF/GTF
With these library construction technologies, the produced reads contain Cell Barcodes and UMIs.
Each FASTQ contains reads from multiple cells. These technologies are also known as 3'-Enrichment

technologies. Annotation Fle ‘—W_. IJ77 I/\/ZTJ?___ :/3 >

l o .
GFFJ71 )V %&2:EiR
Full-length Technologies Exon Feature exon v @
Cverhang E = | 9
Supported technologies: SMART-Seq, SMARTer
with these library construction technologies, the produced reads do not contain barcodes. Each
pair of FASTQ files belong to a different cell. These technologies are also known as FulkHlength FASTQ
technologies
Single-cell RNA-Seq Reads 2 Files Paired-End || Clear | Add Files 9

Default < Bac Cancel Ru i_b‘)x?‘_g&i’%}R
— B IINDIGEEHIZATE
. ° 19> IS RATT BBBNBHDET

Downstream Files Pattern |_2 | 9

T /)05—DFEFETEIRLET . — —— Jo

Default < Back Run Cancel



SCRNA-Seq Quantification

=

Configuration. Reads Configuration.

Preset

Library Technology

Read Configuration

Barcode Mate

Cell Barcode Start
Cell Barcode Length
UMI Start

UMI Length

Clip frem 5" end
5' Number of Bases
Clip from 3' end

3' Number of Bases

Cell Barcode Detection

Add Cell Barcode Whitelist

Cell Barcodes Whitelist

Cell Barcode Match Type

Default

T2y NIA—LBERUET

[m| X
Drop-seq ~ 9
Custom
10x Chromium 3' v1
10x Chremium 3' v2
10x Chromium 3' v3 9
10% Chroemium 5'
®
12 e
[13 e
E 70
| 7]
00 (7]
| 7]
0o (7]
| o
MM Multi 7]

Cancel

=

Configuration. Alignment Parameters.

2-pass Mapping

Min. Intren Length

Mazx, Intron Length

Max. # of Mismatches

Mazx, # of Multiple Alignments
Include Chimeric Alignments

Mazx., Distance Between Mates

=

Configuration. Counting Configuration.

UMIs

UMI Collapsing

UMI Filtering

Features

Multimapping Reads

Feature Counting

Cells

Cell Filtering

MNum. Expected Cells

Filgen

biosciences & nanosciences

Je

o

J@

- e

UMI Teols

Multi Mapping UMIs

Rescue

Exons+Introns

Empty Drops

2000

T SRAFCED BRI EZITVET .

=



SCRNA-Seq Quantification

® Single Cell Counts: matrix_dog01 >

= Cell
AAACCTGAGCGTTTAC
ALACCTGAGGAGTCTG
ALACCTGCACCAGGCT
AMACCTECACGETAAG
AMACCTECATACGCCS
AAACGGGAGACTTTCG
ALACGGEETCCCTACT
ALACGGETCCARACTG
AMACGGGETCTAACTTC
AMACGGGTCTTGTATC
AMAGATGAGCTTTGGT
ALAGATGAGTCCAGGA
ALAGATGCATTAACCG
AMAGATGCATTCGACA
AMAGATGGTCGACTAT
AAAGATGTCGGTTAAC
ALAGATGTCTTAGCCC
ALAGATGTCTTGGGETA
AMAGCAAAGGAGCGTT
AMAGCAACAGGAATCS
AAAGCAAGTACCGGCT
ALAGCAAGTCTTCAAG
ALAGCAATCCCTCAGT

I2285
.1386
.1216
.894

.691

.1108
.130T
.1253
.1889
.1395

I6068
.3?25
.2645
.2050
.10?0
.229?
.2?20
.2960
.5122
.3528

_ 2
Barcodes or Cells

1267
.83?
.1550
.1243
.1?28
.1126
.?63
1318
.1305
.1520
:1245

2772
.1645
.3591
.2?46
.4503
.2511
.2459
3540
.28?3
.4153
:2?9?

= Feature ID

EMSCARG00845015183
ENSCAFG00845015195
ENSCAFG00845015208
EMSCAFG00845015217
EMSCARG00845015230
EMSCARG00845015240
ENSCARG00845015261
ENSCAFGO0845015275
EMSCAFG00845015297
EMSCARG00845015303
EMSCARG00845015316
ENSCAFG00845015329
ENSCARGO0845015345
EMSCAFG00845015364
EMSCARG00845015457
EMSCAFG00845015511
ENSCARG00845015550
ENSCAFG00845015575
EMSCAFG00845015589
EMSCARG00845015610
EMSCARG00845015615
ENSCARG00845015631
ENSCAFG00845015637

EMTHTE T IBENNIIRAT —IMEENET,

= Name
IENSCAFGODMSD‘I 5183
.ENSCAFGODMSD‘I 5195
.ENSCAFGODMSD‘I 5208
:ENSCAFGOUMSD‘I 5217

EMSCARG00845015230

.ENSCAFGODMSD‘I 5240
.MAGEB4

.ENSCAFGOUMSU‘I 5275
.ENSCAFGODMSD‘I 5297
.ENSCAFGODMSD‘I 5303

EM
.« Genes or Features

ENSCAFG00845015345
us

GK

ENSCAFG00845015511
ENSCAFG00845015550
us

EMSCAFG00845015589
EMSCARG00845015610

EMSCAFG00845015615
ENSCAFG00845015631
ENSCAFG00845015637

e e e e e o e o e el

0
0

= #Cells

Cells 2,380

Filgen

biosciences & nanosciences

Features 30,748 = B8

[ Hide Side Panel

- Actions

Filtering

Merge Single Cell Counts
Experimental Design
Clustering

Trajectory Analysis

<. Charts

Total Counts Distribution

Expressed Genes Distribution
% Mitochondrial Genes Distribution

< Export

Export Count Matrix

00 e e e

9 e

=
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SCRNA-Seq Quantification

N NIZT -0, EELTOTRAOEIEZ

Number of UMIs

UMIls Per Cell
10,000
1,000
100
10
1J

i 10 100 1,000 10,000 100,000
cells
Cell Background

YEH(C(EUMIDFRER . XE(C(ET — Ay hTHRESNZIARTO
Cell/N\-J-FZRULTVET . [REOERDF/\WIT D> R4
A HRUREOED OMREHNY NIRRT —H(RFFENET

seELIZLR—REUMI Per Cell 70Oy HE5NET,

Single Cell RNA-Seq Quantification Results

Summary

Statistic

Number of Reads

Sequencing Saturation

Q30 Bases in RNAread

Reads Mapped to Genome: Unigue+Multiple
Reads Mapped to Genome: Unigue

Reads Mapped to GeneFull: Unigue~Multiple GeneFull
Reads Mapped to GeneFull: Unigue GeneFull
Estimated Mumber of Cells

Fraction of Unique Reads in Cells

Mean Reads per Cell

Median Reads per Cell

UMIs in Cells

Mean UMI per Cell

Median UMI per Cell

Mean GeneFull per Cell

Median GeneFull per Cell

Total GeneFull Detected

Feature Stats

Value
70758378
0.643287
0
0.679928
0641817
0.644255
0.5065
1113
0.622961
23624
14845
8027126
7212
5144
2400
2120
22013

Filgen

biosciences & nanosciences

This section provides statistics regarding the feature reads, that is, the reads containing transcript sequences.

The following statistics refer to reads that have been dizcarded for the mentioned reasons

Statistic Value

Unmapped 22116074

g
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B> TIVERRF BN NIRAT 9% N—S2ITVET,

L IH'I'\':G’LI il Iﬂl_‘r >

Single Cell RMA-Seq
Ceding Potential Assessment

g |
» (@ Single Cell RMA-Seq Quantification
» () Merge Single Cell Counts

s

Configuration

Sample Seedling Batch

athaliana_root_A  S1
athaliana_root_B
athaliana_root_C
athaliana_root_D
athaliana_root_E
athaliana_root_ F S5 B5

athaliana_root_G S5 B6

@ Merge Single Cell Counts o X

Medium Days Instrument
HiSeq4000
HiSeg4000
HiSeq2500
5 NextSeq500
5 NextSeq500
Normal 5 NextSeq500
Normal 5 NextSeq500
< Back Mext Cancel

Default

Add Factor | Load Design

SYEEE CTE, ¥N—29 57 —JDEROA,

%_\\

DEDLIRIFEEATONAIT — 9B LET .

Filgen

biosciences & nanosciences

&) *Single Cell Counts: Merge

= Cell

Iarabido psis_A- I TTTGCCGGTA

arabidopsis_A-TTTTTGCTTTAT

arabidopzis_A-TTTTTGTGCGAT
arabidopsis_A-TTTTTTCGCACC
arabidopsis_A-TTTTTTTAGGAG
AF\ACGCCAGC
arabidopsis_B-AAMACATCGTGGE
arabidopsis_B-AAAACGGCTTCT
arabidopsis_B-AAAACGGGTAGA
arabidopzis_B-AAAACTACGCTC
arabidopsis_B-AAAACTATATCA
arabidopsis_B-AAAAGCTTCGCG

P - moaAaRTATAATLT

Iﬂlﬂl?
lllU?
.5'.-'2
.lll?
.EiCIQ
.113?
.?18
.639
.593
.580
.3'.-'8
:110?

R FRTZ(CN NIRRT =4
BEEHCH > TV AMENIENF T,

= #Features

= Counts

I13181
.1624
.984
.2511
.1380
.1621
.1301
.1293
l?BQ
.llld
.EBO
:183?

T

AMER SN/ —-0—

AT1G01010
AT1G01020
AT1G01030
AT1G01040
AT1G01046
AT1G01050
AT1G01060
AT1G01070
AT1G01080
AT1G01090
AT1G01100
AT1G01110

AT e

= F

0%



4NV Filgen%

biosciences & nanosciences

EETOCITEIINAVTMTONE TN, E5(CCITI> /A XERDT 52T TUET, = Actions

& scRMA-seq Filtering (arabidopsis) O X

Configuration

Filter Features

Minimum Cells |1DU = | (7]

Filter Cells by Counts

Minimum Counts |5|:“J = | (7]

Maximum Counts |?0631 = | 0

Filter Cells by Detected Features

Minimum Features |D = | 0

Maximum Features |9233 = | 9

Filter Cells by % Mitochondrial Genes
Filter by % of Mitochondrial Genes 0

Maximum % Mitochondrial Genes |1D = | 9

Mitechondrial Genes File Browse... e.‘

|

Version Details:
- Seurat 5.0.3
-R4.21

Please Cite:

- Butler A., Hoffman R, Smibert R, Papalexi E. and Satija R. (2018). Integrating single-cell transcriptomic data [ad
across different conditions, technelogies, and species. Nature bictechnology, 36(5), 411-420

- Stuart T, Butler A,, Hoffman R, Hafemeister C,, Papalexi E., Mauck WM 3rd., Hao Y., Stoeckius M., Smibert B Il.r
and Satija R. (2019). Comprehensive Integration of Single-Cell Data. Cell, 177(7), 1888-1902.e21.

Default Cancel

Filtering

IV &N EARNDY b &N RN T EE
— ER(IEEIT DN TEFXT,

SN RUTIBET . ERNEETOUZNMISETS
T BB SEBRBIM I NITALE

T ERAECF e OMRZRETEET .
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biosciences & nanosciences

= Charts

Total CountsDistbution © TSI, BRI NIIRT - IR AN ET
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IS5A5U>

P —

1 & scRNA-Seq Clustering (arabidopsis_filtered)

Configuration: Preprocessing

This tool is designed to perform the clustering of cells coming from single-cell RMA sequencing (scRNA-seq) data.
Prior to the clustering, this tool allows the preprocessing the data in order to make it suitable for the clustering

algorithm. This application is based on the widely-used Seurat package.

MNormalization

= Actions
Filtering @
Merge Single Cell Counts ®
Experimental Design ®
Clustering [Sc]

—e  [FRUEOENMOEE

Mormalize Data 0
Mormalization Method Log Normalization ~ 9
Data Adjustment

High Variable Features |3lJDD = | (2]
Scale Data O 0
Center Data 0
Data Correction

Mitechendrial Genes File BM
Regress Qut Cell Cycle Genes O Br 0
Dimensional Reduction

Principal Components |50 = | 0

Default < Back Run Cancel

-

biosciences & nanosciences

4T3 DA T ERHFT,
DS 29V OERIIDT4H— R TE. FILIED
NHEZITVWET,

———— NIV NITELRF FERAELFOUANIEDI(ELE

Filgeng
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~

JDS3AFU>YH Filgen

biosciences & nanosciences -
7| @ scRNA-Seq Clustering (arabidopsis_filtered) o X &) scRNA-Seq Clustering (arabidopsis_filtered) O X F
Configuration: Multi-sample Data Integration Configuration: Clustering r
The Multi-sample Data Integration step aims to integrate scRNA-seq datasets coming from different samples or
conditions, As a result_._this step enables the identification of shared cell types across datasets and thus further This step performs the actual cell clustering, i groups cells with similar expression patterns, which should
downstream comparative analyses. correspond to the same cell type.
Clustering
Integration Factor medium (2) ~ 9
Define Dimensions by Manual ~ e
Integration Method Seurat-CCA ~ 9
Seurat Options Harmaony Number of Dimensions |2D = | e
N. Dimensions for Integration Seurat-Joint PCA (7] i =
Seurat-RPCA k-value |2EI = | 9
K Anchor 10 S .
| | o Resclution |D.6 | 9
K Score |3D = | (7]
. 00 = . )
KWeight | = | e UMAP Configuration
| | Harmony Options | Point's Minimum Distance | 0.3 | [ 7]
T Thets k (e |
4 _ Point's Spread |1 | 9
J Lambda | o | 9
3 Tau |0 D | (7] E
N® Clusters |E- o | 9

Epsion o o D2 HITINGA—HEEHTELE T,
Dimensions(d. 752903 EfkE D fREEICR &% R(FUE T,
Resolutionzig0 g ¢ IS5 R EMEZF T,

Default < Back Run Cancel

F—ADMEICAVBNRTFEER(CIETELET,
COATSANIEET > TIN DG EITVER D/ \WFPOEEDT—4
ty MR A I ARIERINE Y,

12
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Filgen

biosciences & nanosciences

Open as FERELTIYNIRT —IMERENET
UMAP/t-SNE ) HA R)URILEDUMAP/t-SNEZ R R CEET

UMAP/t-SNEDYIDEEZ . X7 —HDHIDEZ AR,
A7 )T —23> DRk BIGFRIBOREILZITOIEN TEET,

by
Py E————
-
-
L ¢ -
H
{;"‘ﬂ: < -
e ol
Lo
Al
g
-"%‘""-c 3
E2 i
P sl

UMAP colored by Gene Expression

~ Adjustments

M (BEOEthEF S IHEE
) 92T (108>2T)) (40T
BEBRFSNIZUMAP

SeuratTESUIISAA—(CEDoT
BOFENIZUMAPEE-SNE

UMAF1

BEXdLateral Root CapEf=FX—h—DF
BFR(CLOTENIFNIHAIEZSTUMAP

g
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fHpRtEY )7 —33> Filgen%

biosciences & nanosciences

Cell Type Prediction D3AAIE. B4 R)ICRILHBCell type Prediction
ZiTVET,

AR ERISCAE AR TR RTECY L] B

& Cell Type Prediction (arabidopsis_filtered_clustering_results) o X

Cell Type Prediction

. SingleR

- NBETAIR-ZANBATIO-RTEZSBT -y NGB TFRIRTOI71(
® SingieR - ZHEEUT. B2 OMRRICINIVZFIET, CO7TO—F T BIEFRIRTO

% SingleR is 2 cell type annotation tool that labels individual CELLS by comparing their gene T4 I OB CEDWTEMMRRICAA T2EINDHTET,

expression profiles against a reference dataset, which can be downloaded from public databases. |
This approach assigns each cell a type based on gene expression profile similarities,

. CellKb
() CellKb

~ ~ iRy — \eg J— L — =
_ | | L FAb—2aENEAEN - RIS U T RIROERL B F LRI DL T,
Cellkb is a cell type annotation tool designed to label GROUPS OF CELLS by comparing their N _ _ N
Eelle differentially expressed genes with a curated knowledge base of cell type-specific gene lists, This %Hﬂﬂqu—j(:j/\\) Lﬁ'{?_l",j'asg_o :O)\y—}l/t“(i 91\%:[‘7;}%57:137}7— \/3\/(;%\%
approach eliminates the need for external reference annotations. Before cell type annotation, a * = nn
differential expression analysis is conducted between groups, utilizing the Scanpy package. @D it‘-/\lo

CellKbT —AR—Z2ADHDERGEHITOTHDET,
T—AR—ZDFFHCDONT

Default < Back Run Cancel

14


https://filgen.jp/Product/BioScience21-software/Combinatics/index.html

tHRRiEY JF7—>3

~

7

@ welcome Message | & *UMAFP/t-SNE: athaliana_roots_cellkb X

154

104

Dimensional Reduction 2

104

154

Dimensional Reduction Clusters athaliana_roots_cellkb

CellKb-Granular

root initial cell
pericycle

root cap

lateral root cap
central root cap
root cortex
cambium

cortex

root endodermis
trichoblast

root stele

- - root hair cell

protoxylem

] 5 10 15

Dimensional Reduction 1

fhome/marta/DATASETS/annotations/athaliana_roots_cellkb.box

3]
(-4

» Hide Side Panel
~ Adjustments

Projection
Color by My Classifications
Group CellKb-Granular

@ root initial cell
E pericycle
@ root cap
@ lateral root cap
@ central root cap
@ root cortex
@ cambium
@ cortex

E root endodermis
@ trichoblast
@ root stele
@ root hair cell
@ protoxylem

~ Selection

Q Lasso

3| Rectangular X

Clear

UMAP v

Mral |

Im| Multiple selection

Filgen

biosciences & nanosciences

ES50T0J5 £\ ERUESETH.
UMAP/t-SNED X355 —AN(CHERBTECRE I 5

IBERNEMENET .

=
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Differential Expression Analysis

Filgen

g

Differential Expression

ZITWET,

@ scRNA-seq Differential Expression (cluster O X

Configuration 1: Filtering and Normalization

Genes Filtering

O counts Per Million

CPM Filter 1 (2]

Cells Reaching CPM Filter 1 -+ e
Raw Counts

Minimum Sample Count (7]

Minimum Total Count (7]

Normalization

Normalization Method TMM with Zero Pairing > @

Default

N> MR D RBVEBRF 2 DN BRI AT 3,
B/\CPMEEBRFDOCPMAIIIA-LNIZBZ DT
WO/ NS EEELFT .

(=] scRNA-seq Differential Expression (arabidopsis_filtered_clustering_results)

Configuration 3: Design

Design
®) Simple Design

(O Multifactorial Design

Biological Replicates

Blocking Factor

Primary Target

Primary Factor

Primary Contrast Conditions
Primary Reference Conditions

Test Contrasts Separately

Secondary Target

Secondary Factor
Secondary Contrast Conditions

Secondary Reference Conditions

Default

Sample

medium

Seurat Clusters

| Cluster-1

> @

|Cluster—Z_.Cluster-3_.CIu5ter-4_.I:Iuster-S_.CIuster-S_.CIuster—| > 6

SRP267870_1

Columella root cap

< Back

Run

Cancel

HMREEY J7—23 &, B4 RI\xRIUhBDifferential Expression Analysis

Simple Design

biosciences & nanosciences

1DDOERBRERDOHZERLTLEERLE T,
Bl) DSRI—1EFERDDISRI—DLEE.
D3A9—1, 2. 3 vs J5RH—4. 5. 6DLLEBE

Multiple Design

2 DOERZERBLU CLERULET,

iy

BRI —TDI529—1 vs IREBIIN—TDI525—1

FIviulc

RE

LIV —NERZSOESR

fESR(ICT5 9 2R]REE D& BRI DT 7T
H-NdimaiaiE

w12 M AR U TGEREN

E&ISRI— UIPL D RAYS5 B~ (T3t
LTTARENS.
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Differential Expression Analysis

Filgen

general T
oois

©

Snaiysis

lrimED( ¥ functionl

ralyss

=

?

@

@ = rags Contrast Reference

-] cluster 1 cluster 9,clus.
M  custerd cluster_9,clus.
m cluster_1 cluster_9.clus.
cluster 1 cluster 8 .clus.
M@  Ccusterl cluster_9,clus.
M cluster1 cluster 9,clus.
G [cluster 1 cluster_9,clus.
@  cluster cluster_9,clus.
m cluster_1 cluster_9,clus..
M@  Cciusterl cluster._9,clus.
M@  clusterl cluster_9,clus
cluster_1 cluster_9,clus..
M@  Cciusterl cluster._9,clus.
M@ custer1 cluster 9,clus.
@  |custer1 cluster 8.clus
m cluster_1 cluster_9.clus.
m cluster_1 cluster_9,clus..
M@  Cciuster1 cluster_9,clus.
M@  clusterl cluster_9,clus
cluster 1 cluster 9,clus.
M  custerd cluster_9,clus.
cluster_1 cluster_9.clus

GO Version: Jul 1 2022

-8 .

meta
genomis

Feature

ENSGOD0002

ENSGOD00D2
ENSGO00002.

ENSGO00002..

ENSGO0000Z
ENSGOD0002
ENSGO00001
ENSGOD000Z
ENSGO00002.
ENSGO00001
ENSGO0000Z

ENSGDOO0D1..

ENSGO0000Z.
ENSGO00002
ENSGOD0002
ENSG000001
ENSGO00001.
ENSGO00001
ENSGO00001.
ENSGOD0002
ENSGOD00D2
ENSGO00001.

warkfions

@ *Sc Pairwise DE Results: scrna_seq_differential_expression_allvSall X

FoR logchM
o -0.20017
o 1.07299
o -0.51338
o 2.16898
0 4.6159
o 4.45271
o 3.07451
o 1.92687
o -1.50958
0.00001 4.23193
0.00001 3.49885
0.00001 -2.03253
0.00001 0.78736
0.00001 267069
0.00002 304191
0.00002 4.70804
0.00002 157303
0.00005 4.03306
0.00006 2.33964
0.00007 267157
0.00008 135783
0.00008 3.05292

logfc [t}
5.60482 73.73546
3.80291 58.86691
7.66682 56.25231
3.76481 5521562
2.90735 5233218
3.19027 50.61802
1105655 428974

4.44785 4211914
B.83064 41.25226
6.29306 35.75649
3.05985 3563237
B.16088 35.30693
6.0574 34.84093
3.4582 34.26514
4.60302 3271138
4.27552 32.63564
2.34859 32.26896
2.30889 0.69504
3.327193 30.0679

4.55383 29.83111
2.73788 29.51971
-10.60946 29.35155

e

CICICIC R

s eseeelse

Pyalue

Table entries:
* & Hide Side Panel

Actions

Summary

Set UP/DOWN Tags

Fisher's Exact Test
~ Charts

Export

./DATASETS/use_case_islets/scrna_seq_differential_expression_allVSall.box

@ Welcome Message | @ *Heatmap: scrna_seq_differential_expression x

- - I -

cluster_7

I cluster_S

cluster_8

I I I e

cluster_3

I cluster_6

cluster_1

E— kv

cluster_2

-2 s

[
264168 EOQD g

(<3

biosciences & nanosciences

FEATREREL CRIREENEEFOUAMORIEF v— MYERENE T,

» Hide Toolbar

~Font & Colors

clusters

~Adjustments
General Settings
Column metadata

Show legend

Dendrogram

Sl =

B|I 1673

[ 2ze0ss

fcdbdl

[ om0z

#89CDFO
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*Functional AnalysisES1—)LOHEE

> Run Fisher's Exact Test (scrna_seq_differential_expression_allVSall) + x

Fisher's Exact Test Configuration

Test-Set Genes (7]

Fisher's Exact Test Differential Expression Analysisf&EROY 1 R/IRILMSIOUYF XS

© Up-regulated genes o

Down-regulated genes

Contrast to Test cluster_1 C=— -~

Note:

Only IDs present in the table, annotated or not, will be used to define the
test and reference set.

For more information please see the

Reference Annotation Browse... @

o—
/home/marta/Downloads/DATASETS/use_case_islets/biomart_data_hsap

Two Tailed (2]
Remove Double IDs (7]
Annotations GO IDs > @
GO Categories Biological Process,Molecular Funci| = | @
Please Cite:

Al-Shahrour F, Diaz-Uriarte R. and Dopazo ). (2004). FatiGO: a web tool for [%
finding significant associations of Gene Ontology terms with groups of
genes. Bioinformatics (Oxford, England), 20(4), 578-80.

Default Cancel S

—o RRBNESHRRELFZIETE

TANI BRI EIETE

VIV AT )T =23V AETE
FTEROBILFRE—HIPERTY )7-23>7 -4
ZRIRAD>O-RUTERENHDFET .

*S o] (FOmicsBox(CiEEiENzBioMarth 507 —44
7> 0—- REEEZAER LS Ir( )\ Z2fER (functional
analysis > Load > Load Data from BioMart) -
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- OmicsBox 2.1.197 - Marta Benegas -+ X
® .8 :
e~ o T e T gl T 0 s SRR e
# | Sc Results: counts,islets,clustering,results‘.*Sc Pairwise DE Results: scRNA-seq Differential Expression | @ *Table: GO IDs Fisher Result X =
g ) ) Table entries: 22,667 ECE Fisher's Enrichment Data (GO Name)
= Tag = GO Term = GO Name = GO Category | = Adj. P-value o = P-value = Nr Test = NrReference | = Not Annot Test | = Not Annot Ref ¥ b Hide Side Panel Adj. Pval
|G0:0045202  |synapse (CELLULAR CO... |1.106967E-17  4.883606E22 121 1261 aes 27101 i 4.64875E2
G0:0098916 anterograde tr... BIOLOGICAL P... 1.537048E-15  2.034299E-19 78 650 o12 27712 = HEICTE cellularlipid metabelic process |
GO:0007268 chemical synap... BIOLOGICAL P... [1.537048E-15  [2.034299E-19 |78 650 912 27712 Set Over/Under Tags [ 1
G0:0099537 trans-synaptic ... BIOLOGICAL P... 2.383404E-15  4.205046E-19 78 659 912 27703 Reduce to Most Specific ® fesponse o wouking |
G0:0099536 synaptic signali... BIOLOGICAL_P... 9.874912E-15  2.178257E-18 78 680 912 27682 allene-oxide cyclase activity | @
= Summary Report @ |
G0:0043005 neuron projection CELLULAR_CO... |2.950718E-14  7.810609E-18 (112 1273 878 |27089 A .
G0:0030424 axon CELLULAR_CO... |1.014304E-13 3.132363E-17 70 592 920 27770 = Charts i -
G0:0007267 cell-cell signaling BIOLOGICAL P... |5.097505E-13  1.799093E-16 124 1561 866 26801 > Export oredhiciass aciiky; acingog citer rirogenols compons a5 donors |
G0:0030054 cell junction CELLULAR CO... 8.884793E-13  [3.527734E-16 149 2072 841 26290 celllar response to hypoxia )
G0:0098793 presynapse CELLULAR_CO... 1.991231E-11  B.784714E-15 |57 467 933 27895 ¢ 1 -
G0:0042995 cell projection  |CELLULAR_CO... |1.356576E-10  6.977503E-14  |150 2240 840 26122 § fiste ek
G0:0007399 nervous syste... BIOLOGICAL P... 1.356576E-10  7.181769E-14 (155 2347 835 26015 jasmonic acid biosynthetic process ° —
G0:0098794 postsynapse CELLULAR CO... |1.639222E-10  9.532343E-14 63 591 927 27771 dorygenase acivy | . ® .
G0:0050804 modulation of ... BIOLOGICAL P... 1.639222E-10  1.012446E-13 51 408 939 27954 ]
G0:0099177 regulation of tr... BIOLOGICAL_P... 1.666247E-10  1.102647E-13 51 409 939 27953 response to jasmonic acid . . 9
G0:0120025 plasma membr... CELLULAR_CO... |1.72215E-10 1215617613 144 2130 846 |26232 response to ozone | .
G0:0036477 somatodendriti... CELLULAR_CO... |2.87306E-10 2154763613 74 787 916 27575 R
60:0048812 neuron projecti... BIOLOGICAL P... 1.873406E-9  1.487683t-12 59 567 931 27795 espanse to axidatiie stress |
G0:0120039 plasma membr... BIOLOGICAL P... |4.744147E-9 3.976653E-12 59 582 931 27780 defense response 10 fungus.
G0:0048858 cell projection ... BIOLOGICAL_P... |6.204978E-9 5.4749E-12 59 587 931 27775 i s i
G0:0032990 cell part morph... BIOLOGICAL_P... |6.453879E-9 5979241E-12 60 605 |90 |27757
G0:0097060 synaptic memb... CELLULAR_CO... |7.377292E-9 7485671E-12 43 342 947 28020 .
G0:0048667 cell morphogen... BIOLOGICAL P... |7.377292E-9 7.336465E-12 54 510 936 27852
G0:0043025 neuronal cell b... CELLULAR CO... |9.372837E-9 9.924034E-12 50 451 940 27911
@ F:ﬁ‘/\ﬂﬂ-d’)ﬂ7 rall hadw CFILLILAR OO 1 971R3F-R 1 ’id‘l’i:ﬂFJl 54 510 Q3R 2T7RAR
GO Version: Jul 1 2022
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EXE)

OmicsBox ®>>J IV EJIRNA-seq

o 745 HIVWIEEEHT —H2fEA

- Differential Expression Analysist®I>UyF X MEATRED TR
- FEITFal—areEniCellKBZERAUMEEY J7—23>

o MDLETHHEFTETEI(>H—-TI—X

- 7HEENOTESA A~ il (PDF)
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https://filgen.jp/Product/BioScience21-software/BioBam/index.htm
https://filgen.jp/Product/BioScience21-software/BioBam/OmicsBox_demo_install.pdf
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