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Step 1
Login 2> Admin menu
- Data Entry submenu

-
o Welcome, Geraldo Cesar Cantelli!

'SUCEST-FUN

Logout
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Access Control
Tool to manage access of modules and data.

Tool to create, update, delete and do analysis microarray data.

Upload Raw-Data Experiments

Tool to upload big files related to microarray data experiments.

Insert Agilent Platform tool
Tool to upload new Agilent Platforms




Bml;;r_{‘

Data Entry
Panel options

Welcome, gcantelli!

Please, select the desired option.




Data Entry
Panel options

’ Welcome, gcante

Please, select the desired option.

This table associates the experiment provider and
analysis, containing plant characterization,
environmental conditions, purpose to the use of
the sample an the plant species (organism).




There are two possibilities: to add one sample per time
through a web form or to add multiple samples using an
INnput .csv tabulated file

BIVET

Data Entry
Insert the Sample

- | One Sample || Multiple Samples (upload file) | _

User: geantelli

Panel options

Logout




These are the fields available for inserting One Sample

BIE

Data Entry
Insert/Update the Sample

Pleaze, fill the form below and press 'Submit' to save data.
Mouse over each field to view directions. Click here to see an example of filling.

*required fields.
Fields Data
sample_provider 1d | select a sample provider: v
name”
A
. x
variety 4
*
control p
treatment™
A
ti x=
ssue p
molecule” | select a molecule: v |




These are the fields available for inserting One Sample

organism y
extract_protocol y
harvesting* Y
growth y
humidity y
Light y
nutrients y
pH /
sugar_measure y




These are the fields available for inserting One Sample

temperature A4
vitamins A4
developmental_stage* Y
purpos 4
col]ect_date* .
code A
pl:mt_material* 4
field A
plot Y
fresh_weight 4




These are the fields available for inserting One Sample

dry_weight p
replicate A
llect 4
genotype y
experiment A
title 4
bioproject_accession 4
1solate A
cultivar 4
typ A

g A




These are the fields available for inserting One Sample

geo_loc_name 4
biomaterial provider 4
cell_line y
cell_type A4
collected by 4
diseas 4
height or_length Y

lation_source 4
lat_lon 4
phenotype 4
population 4
sample type Y




-




BIoET

Data Entry
Insert Multiple Samples

Pleaze, enter the file to upload samle information and press "Submit'.

*requiied fields.
Fields Data
Project | Ancestral - GC "
Sample
] Geraldo Cesar Cantelli W
Provider | |
File™ | Procurar... | Menhum arquivo selecionado.

If vou want, download an spreadsheet example of data format

Do not forget to export your data to _csv file format before upload.
Use "'it" (tabulation) as separator field.
Usze the string NULL for empty values.

| Submit |

In the other hand, if
Multiple  Sample  was
chosen, it is possible to
indicate the project, the
sample provider and an
upload file with all desired
samples




DATA-ENITRY
TRANSCRIPTOME

Chemistry Institute
University of Sao Paulo




Step 1
Login 2> Admin menu
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-
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Access Control
Tool to manage access of modules and data.

Data Entry

Tool to create, update, delete and do analysis microarray data. —

Upload Raw-Data Experiments
Tool to upload big files related to microarray data experiments.

Insert Agilent Platform tool
Tool to upload new Agilent Platforms




Bml;;dq

Data Entry
Panel options

Welcome, gcantelli!

Please, select the desired option.

o |




Bm];;_g_r‘
Data Entry

Panel options
Welcome, gcantelli!

Please, select the desired option.

Loccess to the upload of FASTR files



Please, enter the file to upload metabolomic information and press 'Submit'.

BIoET

Data Entry
Insert/Update Transcript

*required fields.
Fields Data
A_ssgmbl}r* | Saccharum sp. genome assembly v |
Organism~ || Saccharum sp. v |
Multi-
FASTA | Procurar... | Nenhum arquivo selecionado.
File”

| Submit |

16/08/2021

Step 4. Choose the
assembly and the
organism. If there is not
your Assembly option,
you can create it
through  Data  Entry
submenu. It is also
needed to indicate the
MUlti-FASTA file.
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Step 1
Login 2> Admin menu
- Data Entry submenu

-
o Welcome, Geraldo Cesar Cantelli!
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Access Control
Tool to manage access of modules and data.

Data Entry

Tool to create, update, delete and do analysis microarray data. —

Upload Raw-Data Experiments
Tool to upload big files related to microarray data experiments.

Insert Agilent Platform tool
Tool to upload new Agilent Platforms




Bml;;dq

Data Entry
Panel options

Welcome, gcantelli!

Please, select the desired option.

o |




Bml;:;p

Data Entry
Panel options

’ Welcome, gcantelli!

Please, select the desired option.

The takle describes the metabolomes, including
project and sample.




BIoET

Data Entry
Insert/Update Metabolome

Pleaze enter the file to upload metabolomic information and press "Submit'.

*requj:red fields.
Fields Data
Project. || Ancestral - GC -
Sample
P . || Geraldo Cesar Canteli v |
Provider
File™ | Procurar... | Nenhum arquivo selecionado.

If vou want, download an example of input data

Do not forget to export your data to .csv file format before upload.
Use "t" (tabulation) as separator field.
Use the string NULL for empty values.

| Submit |

After enter metabolomics data. use this to insert/update the metabolomic metadata

Step 4. Choose a
metabolomic project, a
sample provider and
the input data file to
upload.

The data in the input .csv
file must be separated by
tabulation (\1). If you want
to indicate some null
value, write the siring
NULL.

For an example of the
format of this file, follow
the correspondent link.




A B C D E F
|KEGG ID_|KEGG name samplel_rep1 sample1_rep2 sample2_rep1 sample2_rep2

experiment *® 1

The first  field is the
coumpound ID of fthe
metabolite, followed by
the KEGG name and then
the samples as its replicas
with the respective values.
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Access Control
Tool to manage access of modules and data.

Data Entry

Tool to create, update, delete and do analysis microarray data. —

Upload Raw-Data Experiments
Tool to upload big files related to microarray data experiments.

Insert Agilent Platform tool
Tool to upload new Agilent Platforms




Bml;;dq

Data Entry
Panel options

Welcome, gcantelli!

Please, select the desired option.

o |




Bm]g_rf

Data Entry
Panel options

Welcome, gcantelli!

Please, select the desired option.

User: gcantelli




Step 4: Fulfill the fields name, description, parameters,
probability and indicate the visibility (Public, Private or
Group)

BICES

Data Entry
Insert/Update Cross Metabolome

Pleasze, fill the form below and press 'Submit’ to save data.
Mouse over each field to view directions. Click here to see an example of filling.
*required fields.
Fields Data
nam
Y
description
Y
parameters
Y
babili
visibility Private ~




Step 5: Select a metabolomic project for treatment and
for control reference. Then, choose the samples for both.

| Select a Project reference for Treatment: | | Select a Project reference for Control: v |

Select one or more samples for

Treatment: Select one or more samples for Control:

At first, ch ject
At first, choose a project ™ 1St CHOOSE & proje

Suhmitl

User: geantelli
Panel options

Logout |




For instance: Project Ancestral — LC for both and these
samples for treatment and for conftrol.

| Ancestral - LC v |

| Ancestral - LC v |

Select one or more samples for

Treatment:

off_IS_repl
off_I5_rep2

off_IS_rep3
off_I5_rep4
spont_IS_repl
spont_I5_rep2
spont_I5_rep3
spont_I5_repd4
sp80_I5_repl
sp80_I5_rep2
sp80_I5_rep3
sp80_I5_rep4
off_L1_repl
off_L1_rep2
off_L1_rep3

W

Select one or more samples for Control:

off_IS_repl i
off_IS_rep2
off_I5_rep3
off_IS_rep4
spont_IS_repl
spont_I5_rep2
spont_I5_rep3
spont_I5_rep4
sp80_I5_repl
sp80_I5_rep2
5p80_IS_rep3
sp80_I5_rep4

off L1 _repl
off_L1_rep2
off_L1_rep3 v

Suhmitl

User: gcantelli
Panel options |

Logout |
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Access Control
Tool to manage access of modules and data.

Data Entry

Tool to create, update, delete and do analysis microarray data. —

Upload Raw-Data Experiments
Tool to upload big files related to microarray data experiments.

Insert Agilent Platform tool
Tool to upload new Agilent Platforms




Bml;;dq

Data Entry
Panel options

Welcome, gcantelli!

Please, select the desired option.

o |




Bml;:;_p

Data Entry
Panel options

Welcome, gcantelli!

Please, select the desired option.

User: gcantelli
Panel options|



Step 4: Fulfill the following fields: title, description, type,

parameters, assembly, sample;

BIEN

Data Entry

Insert/Update RNAseq Analysis

Please, fill the form below and press "Submit’ to save data.
Mouse over each field to view directions. Click here to see an example of filling.

* required fields.
Fields Data
title
A
description
P 4
It A
arameters
P 4
| saccharum s p. genome asse mbly v |
Select a Sample reference:
Sample:




| Select a Project reference:

visibility || Private ~ |

File | Procurar... | Nenhum arquivo selecionado.
Type of

Input | Spreadsheet as csv v |

Data™

If vou want, download an spreadsheet example of data format.

Do not forget to export your data to .csv file format before upload.
Usze ™" (tabulation) as separator field.
Use the string NULL for empty values.

Submit

17/08/2021

Step 4. Choose the
project reference, the
visibility, the type of the
input file data (the
Sucest-fun model,
Kallisto, Salmon,
eXpress) and perform its
upload.
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Access Control
Tool to manage access of modules and data.

Data Entry

Tool to create, update, delete and do analysis microarray data. —

Upload Raw-Data Experiments
Tool to upload big files related to microarray data experiments.

Insert Agilent Platform tool
Tool to upload new Agilent Platforms




Bml;;dq

Data Entry
Panel options

Welcome, gcantelli!

Please, select the desired option.

o |




Bml;;rf‘

Data Entry
Panel options

Welcome, gcantelli!

Please, select the desired option.

User: gcantelli
Panel options|



Step 4: Select RnaSeqg Analysis for treatment and for
control; type the description.

BIVES

Data Entry
Insert/Update RNAseq Cross Experiment

Pleaze, fill the form below and press "Submit' to save data
Mouse over each field to view directions. Click here to see an example of filling.

*required fields.
Fields Data
Treatment Control
Select a Treatment reference: ™ Select a Control reference: ™
go21 go2l
teste test

description

A




Step 4: Fulfill the following fields: code, analysis method, parameters,
probability, visibility, crossing_name, publication_status, choose the
type of input data file and upload it.

code
Y
analysis_method
TS Y/
arameters
P A
obabili
visibility | Private v
Crossing name
g : ‘ %‘
blication_status ‘ ‘
P - Y
File” | Procurar... | Nenhum arquivo selecionado.
Type of Input Data” | Spreadsheet As Csv ~ |
If you want, download an spreadsheet example of data format.
Do not forget to export your data to csv file format before upload.
Use ™t" (tabulation) as separator field.
Use the string NULL for empty values.
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Step 1

Login - Cane Metabolome menu
- Search metabolomics data submenu

SUCEST-FUN
Fagazeine Tunthicmsl fecoodce Dakabom: |
BISED
Home Cane Genome Cane Transcriptome Cane Gene Expression Cane Physiology
Metabolomics

Search metabolomics data F
Tool developed to explore metabolicyrofiles of different tissues, varieties and species, and the

relative intensities of these metabolites.
Search metabolomics data using regular expression
Tool developed to explore metabolic data exploring regular expression.

Cross metabolomics description

Tool developed to explore cross metabolic description about samples of control and treatment.
Search cross metabolomics

Tool developed to explore cross metabolic data.

PATHVIEW

Web interface to use Pathview R Tool.

Creating association with other omics

Making the association between multi-omics.

Multi-Omics Factor Analysis v2

Running MOFAZ with pre-set association and visualizing results.

Functional Annotation

Cane Transgenic Plant

Generic Tools

-
l'-lﬁ Welcome, Geraldo Cesar Cantelli!

Logout

Publications Help Admin FAQ




Step 2. Choose the opfion "Project” In
“Search by”

@)
BI'ED

Home Logout

Search Experiments in Database
Search by: | Experiment name or description ~ |

Enter a description or the name of the experiment:

A
Results shown as: ® Table (O Individual

| Search|

the field

Home




Step 3: Select a metabolome project and choose the
format of the results between “Table” and “Individual”.
Click on “Search”

i
BI'E

Search Experiments in Database
Search by: | Project




Step 4: For table results, the metabolite (compound Id,
description), the sample name and the Normalizedlog10
value are shown. It is possible to download all the data.

Search Experiments in Database
Search by: | Project v |

Select a project:

Results: { 8987 )

Ancestral - GC
Ancestral - LC

rowth and Maturation - GC N

Growth and Maturation - LC

Display # | 20 ~ ||Search|

|Export All Results to csv|

Metabolite Sample Normalizedlog10
C00009 Orthophosphate F1C1L1 rep1 T.73067
CO00009 Orthophosphate F1C1L1 rep2 T.70325
CO00009 Orthophosphate F1C1L1 rep3 766672
C00009 Orthophosphate F1C1L1_rep4 772723
C00009 Orthophosphate F1C2L1_rep1 7.85692
C00009 Orthophosphate F1C2L1_rep2 766723
C00009 Orthophosphate F1C2L1_rep3 T7.74332
C00009 Orthophosphate F1C2L1_rep4 7.81514
C00009 Orthophosphate F1C211_rep1 T7.44517
C00009 Orthophosphate F1C211_rep2 T7.42497
C00009 Orthophosphate F1C211_rep3 7.48342
C00009 Orthophosphate F1C211_rep4 4 8757
C00009 Orthophosphate F1C215_repi 774956
C00009 Orthophosphate F1C215_rep2 7.7118
C00009 Orthophosphate F1C215_rep3 767346
C00009 Orthophosphate F1C215_rep4 762936
C00009 Orthophosphate F1C3L1_rep1 784417
C00009 Orthophosphate F1C3L1_rep2 772006
C00009 Orthophosphate F1C3L1_rep3 T 73742
C00009 Orthophosphate F1C311_rept 747958




SUCEST-FUN

mugareane sunctlanal - tatabase

BrE

Home Logout

Search Experiments in Database
Search by:

Select a project:

Growth and Maturation - GC

Ancestral - GC

Ancestral - LC

Growth and Maturation - LC v

Results shown as: () Table @& Individual




Individual results. Click on “Detail” to a specific view:

[Export All Results to CSV|

metabolite detail

3-Hydroxypyridine IEEITIEI
3-Indoleacetonitrile [Details|
4-Amincbutanoate |Ea'|l5l
4-Caffeoylguinate IEailsl
4-Coumarate IEEITIEI
4-Hydroxybenzoate |Details|
5-Oxopraline [Details|
Adenine IEEITIEI
Agmatine IEEITIEI
Alanine IEEITIEI
Arabinose IEEITIEI
Arginine [Details|
Asparagine_1 [Details|
Asparagine_2 IEEITIEI
Aspartate I@l
b-Alanine IEEITIEI
Benzoate |Details|
Caffeate |Details|
Cellobiose |Details|
cis-aconitate IEEITIEI

<1230 >




Details view:

Home

‘ Home Logout ‘

C22284 details

ﬁ

F1C1L1_rep1 6.18986
F1C1L1_rep2 6.17896
F1C1L1_rep3 6.28656
F1C1L1_rep4 6.18762
F1C2L1_rep1 6.4093

F1C2L1_rep2 6.55706
F1C2L1_rep3 6.46075
F1C2L1_rep4 6.33992
F1C211_rep1 5.40447
F1C211_rep2 550148

Home | General Coordinator: Glaucia Souza, Biochemistry Department,
University of S3o0 Paulo
This platform is continuously under development.
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Step 1:

Login > Cane Metabolome menu
- Search metabolomics data using regular expression submenu

SUCEST-FUN
Fagazeine Tunthicmsl fecoodce Dakabom: |
BISED
Home Cane Genome Cane Transcriptome Cane Gene Expression Cane Physiology
Metabolomics

Search metabolomics data

Tool developed to explore metabolic profiles of different tissues, varieties and species, and the
relative intensities of these metabolites.

Search metabolomics data using regular expression —
Tool developed to explore metabolic data exploring regular expression.

Cross metabolomics description
Tool developed to explore cross metabolic description about samples of control and treatment.

Search cross metabolomics

Tool developed to explore cross metabolic data.
PATHVIEW

Web interface to use Pathview R Tool.

Creating association with other omics

Making the association between multi-omics.
Multi-Omics Factor Analysis v2

Running MOFAZ with pre-set association and visualizing results.

Functional Annotation

Cane Transgenic Plant

Generic Tools

-
l'-lﬁ Welcome, Geraldo Cesar Cantelli!

Logout

Publications Help Admin FAQ




BI'EL

Home Lo-gout

Select a project:

Growth and Maturation - GC
Ancestral - GC
Ancestral - LC
Growth and Maturation - LC

Gene Search
(%% = wildcard)

'\ Search |

Step 2: Select a
metabolomic
project and type
the string that will
be used by the
query.

It may be a sample
or a metabolite.
Use ‘%" as the
wildcard.




SUCEST-FUN

cnanins Lakabaos 1

BI'E]

Home Lo-gout

Select a project:

Growth and Maturation - GC ”
Ancestral - GC

Ancestral - LC

Growth and Maturation - LC W
Gene Search
(% = wildcard)

Co0o0%

| Search |

For instance: if you
want to looking for
all the metabolites
INn the project
Ancestral -LC
whose compound
ID starts with ‘C000’




SUCEST-FUN .

BI'E}

Honwe Lo-gout

Select a project:

Growth and Maturation - GC .
Ancestral - GC

Ancestral - LC

Growth and Maturation - LC W
Gene Search
(% = wildcard)

sponts

' Search |

Or if you want to
looking for every
sample which starts
with ‘spont’ in the
same project.
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Step 1

Login - Cane Metabolome menu
- Search cross metabolomics submenu

SUCEST-FUN
Fagazeine Tunthicmsl fecoodce Dakabom: |
BISED
Home Cane Genome Cane Transcriptome Cane Gene Expression Cane Physiology
Metabolomics

Search metabolomics data

Tool developed to explore metabolic profiles of different tissues, varieties and species, and the
relative intensities of these metabolites.

Search metabolomics data using regular expression
Tool developed to explore metabolic data exploring regular expression.

Cross metabolomics description
Tool developed to explore cross metabolic description about samples of control and treatment.

Search cross metabolomics
Tool developed to explore cross metabolic data.

PATHVIEW

Web interface to use Pathview R Tool.
Creating association with other omics
Making the association between multi-omics.
Multi-Omics Factor Analysis v2

Running MOFAZ with pre-set association and visualizing results.

Functional Annotation

Cane Transgenic Plant

Generic Tools

-
l'-lﬁ Welcome, Geraldo Cesar Cantelli!

Logout

Publications Help Admin FAQ




Home Logout

Search Metabolome Crossing in Database
Select a cross_metabolome:
First cross metabolome ﬁ

| Search|

Step 2: Select a
Cross metabolome




Visualize all the metabolites and the Ratio between freatment
and control. If you want to see the description about their
samples, click on “Cross metabolomics description” in the Cane
Metabolome tab

Search cross_metabolome_expression in Database
Select a cross_metabolome:

First cross metabolome ~

|Search|

Results: ( 53 )
Select one or more cross_metabolome_expression

Metabolite Ratio

C00341 1.087426322200086
C05690 1.1886387305020505
C00379 1.3033170521014485
C01762 0.747738894203435
C12206 2.1649614741938943
C16405 0.8706625280648889
C00106 0.7141674600867471
C00253 1.6970712982200034
C01069 1.1095574739447795
C00064 2.321935813785698
€000732 0.8255624937276401
C00333 1.9037082055670178
€00407 9.730829909739317
€00408 1.8390785410972115
€02273 1.219971613967248
€02505 5.4714199783677815
C02814 2.310732871667102
€03089 1.320838890731205
C04188 0.7556143376187707
C04677 1.8488431244917127

<100 >
Home | General Coordinator: Glaucia Souza, Biochemistry Department,

University of S80 Paulo
This platform is continuously under development.
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Step 1
Login - Cane Metabolome menu
- Cross metabolomics description submenu

-
l'-lﬁ Welcome, Geraldo Cesar Cantelli!

SUCEST_E'UN Logout
Fagazeine Tunthicmsl fecoodce Dakabom: |
BIVED
Home Cane Genome Cane Transcriptome Cane Gene Expression Cane Physiology Functional Annotation Cane Transgenic Plant Generic Tools Publications Help Admin FAQ
Metabolomics

Search metabolomics data

Tool developed to explore metabolic profiles of different tissues, varieties and species, and the
relative intensities of these metabolites.

Search metabolomics data using regular expression
Tool developed to explore metabolic data exploring regular expression.

Cross metabolomics description
Tool developed to explore cross metabolic description about samples of control and treatment. _

Search cross metabolomics

Tool developed to explore cross metabolic data.
PATHVIEW

Web interface to use Pathview R Tool.

Creating association with other omics

Making the association between multi-omics.
Multi-Omics Factor Analysis v2

Running MOFAZ with pre-set association and visualizing results.




@)
BI'ED

Home Logout

Search Metabolome Crossing in Database
Select a cross_metabolome:
First cross metabolome A

W

| Search|

Step 2: Select a
Cross metabolome
available for your
user.




SUCEST-FUN
BI'ED

Haonme Lo-giout

Analysis of cross metabolomics samples

treatment |F1C1L1_rep1
treatment |F1C1L1_rep2
control |F1CEL1_rep3
control |F1C2L1_rep4

Visualization of the
samples set for that
Cross metabolome
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Step 1
Login 2 Cane Gene Expression menu
- Search Rnaseqg Analysis submenu

P Welcome, Geraldo Cesar Cantelli!

SUCEST-FUN

Fagazcane Funttional lcoomice Databoss |

BIVED

Logout

Home Cane Genome Cane Transcriptome

Cane Metabolome Cane Physiology Functional Annotation Cane Transgenic Plant Generic Tools Publications Help Admin FAQ

Microarray

Search Rnaseq Analysis —
Tool to search Rnaseq Analysis.

Search Rnaseq Cross Experiments

Tool to search Rnaseq cross experiments.
Search Rnaseq Description
Tool to search Rnaseq Description.




BI'E}

Home

Logout

Description: The goal of this tool is to provide the user to select an Rnaseq Analysis, that have already been inserted.

Select one ar more Rnaseqg-analysis:

Rnaseq Analysis

teste

Search

Step 2.
saved
Analysis.

Select a
Rnaseq




Step 3: Choose the

Rnaseq Analysis

Description: The goal of this tool is to provide the user to select an Rnaseq Analysis, that have already been inserted 'I'ype Of dO‘I‘O 'I'O be
Select one or more experiments: ShOWﬂ O mOﬂg :
A
* |sopct;
« Length;
. « Effective_length;
TeM >= FRiM >= « Expected_count;
Show raw ratio: | no Field to show in the results:
Isopct W ¢ TPM;

Go e FPKM;




Rnaseq Analysis
Description: The goal of this tool is to provide the user to select an Rnaseq Analysis, that have already been inserted

It Is also possible to
Indicate a minimum

Select one or more experiments:

restel
value for TPM
and/or for FPKM.
If you want to see
the raw ratio, select
- ‘ves' N the
TPM == FRPEM == .
Show raw ratio: | no w Field to show in the results: SG'GCTIOH box.
Isopct W

Go




Analysis of genes through samples

1|SCACAD1035A09.9 Isnzpct
2 |SCACAD1036B04.g IEGED':t
[] Isopct
3|SCACAD1036B09.g f

Example of results
without raw ratio.
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Step 1
Login 2> Cane Gene Expression menu
- Search Rnaseqg Cross Experiment submenu

P Welcome, Geraldo Cesar Cantelli!

SUCEST-FUN

Fagazcane Funttional lcoomice Databoss |

BIVED

Logout

Home Cane Genome Cane Transcriptome

Cane Metabolome Cane Physiology Functional Annotation Cane Transgenic Plant Generic Tools Publications Help Admin FAQ

Microarray

Search Rnaseq Analysis
Tool to search Rnaseq Analysis.

Search Rnaseq Cross Experiments —
Tool to search Rnaseq cross experiments.

Search Rnaseq Description

Tool to search Rnaseq Description.




Rnaseq Cross Experiment
Description: The goal of this tool is to provide the user to select an Rnaseq Cross Experiment, that have already been inserted.

Select one Rnaseq-cross-experiment:

Cross name #1
Cross name #2
teste

| Search |

Step 2. Select a
saved Rnaseq Cross
Experiment.




Description: The goal of this tool is to provide the user to select an Rnaseq Cross Experiment, that have

log_fc ==

Show raw ratio:

no

Lo

Rnaseq Cross Experiments

already been inserted

Select one or more experiments:

Cross name #2
log_cpm ==
Field to show in the results: | log_fc

GO

Lo

Step 3: Choose the
type of data to be
shown among:

« log_fc;

« log_cpm;
o fdr;

* SCOre;

* pvalue;




Description: The goal of this tool is to provide the user to select an Rnaseq Cross Experiment, that have

log_fc ==

Show raw ratio: | no v

Rnaseq Cross Experiments

already been inserted

Select one or more experiments:

Cross name #2
log_cpm ==
Field to show in the results: | log_fc

GO

It is also possible to
Indicate a minimum
value for log_fc
and/or for log_cpm.
If you want to see
the raw ratio, select
‘ves' In the selection
DOX.




Analysis of genes through samples

Cross name #2

log_fc Example of results
SCACAD1035A09.9[0.8536 without raw ratio.

SCACAD1036B04.g|0.2154
SCACAD1036B09.g|0.7854

wl| raf =K




SEARCH RNASEQ
DESCRIPTION

Chemistry Institute
University of Sao Paulo




Step 1
Login 2 Cane Gene Expression menu
- Search Rnaseqg Analysis submenu

P Welcome, Geraldo Cesar Cantelli!

SUCEST-FUN

Fagazcane Funttional lcoomice Databoss |

BIVED

Logout

Home Cane Genome Cane Transcriptome

Cane Metabolome Cane Physiology Functional Annotation Cane Transgenic Plant Generic Tools Publications Help Admin FAQ

Microarray

Search Rnaseq Analysis
Tool to search Rnaseq Analysis.

Search Rnaseq Cross Experiments

Tool to search Rnaseq cross experiments.
Search Rnaseq Description
Tool to search Rnaseq Description.




Rnaseq Description

Select one Rnaseqg-cross-experiment:

Step 2. Select a

cross name #1 saved Rnaseq Cross
Experiment.
teste

L

'\ Search |




Description of Rnaseq Analysis used in this cross

treatment

agoZl

control

teste

Results:




PATHVIEW
SUCEST-FUN

Chemistry Institute
University of Sao Paulo




Step 1
Login - Cane Metabolome menu
- PATHVIEW submenu

-
l'-b2 Welcome, Geraldo Cesar Cantelli!

SUCEST_E'UN Logout
Fagazeine Tunthicmsl fecoodce Dakabom: |
BIVED
Home Cane Genome Cane Transcriptome Cane Gene Expression Cane Physiology Functional Annotation Cane Transgenic Plant Generic Tools Publications Help Admin FAQ
Metabolomics

Search metabolomics data

Tool developed to explore metabolic profiles of different tissues, varieties and species, and the
relative intensities of these metabolites.

Search metabolomics data using regular expression
Tool developed to explore metabolic data exploring regular expression.

Cross metabolomics description

Tool developed to explore cross metabolic description about samples of control and treatment.
Search cross metabolomics

Tool developed to explore cross metabolic data.

PATHVIEW
Web interface to use Pathview R Tool.

Creating association with other omics
Making the association between multi-omics.
Multi-Omics Factor Analysis v2

Running MOFAZ with pre-set association and visualizing results.




Step 2: At first, you need to create a new pathview query
identified by a name. Click on the respective button

O - Home
BI'EX

Home Logout |

BIOEN-Tools Pathview
|Create new pathview query| —

Select one stored query:

| ago21 v |
Select one transcriptome project: Select one metabolome project:
| No one v | | No one v |
Select one experiment: Select one sample from metabolome project:

At first select a transcriptome project ~ At first select a metabolome project ~




Step 3: Write the name of the new pathview query

O - Home
BISEN

BIOEN-Tools Pathview
Create Transcriptome Query
Name of the new query:
|tutorial |

|Send|




Step 4: The follow screen s shown. Choose a
franscriptomic and/or a metabolomic project

Home
‘SUCEST—FUN

sudareine Functlanal Loninics Latabdss i

Home Logout

BIOEN-Tools Pathview
|Create new pathview query|

Select one stored query:

| tutorial v |

Select one transcriptome project: Select one metabolome project:

| CaneRegNet1 Drought v | | Mo one v |

Select one experiment; Select one sample from metabolome project:

AIV2ZES A At first select a metabolome project &
AIV2ES_sw
A1V2C_Pool
ALV2C_Pool_sw
A1V2ZEG

AIVZEG sw

A1V2E3

AIV2E3_sw
PP2Csil.11-29.1.L1
PP2Csil.11-29.1.L1_swt
pKanPP2C.pool11.I.L1




Step 4: In the same screen, choose the franscriptome
experiments and/or the metabolomic samples and then
click on the "Execute” button

AIV2C_Pool_sw

A1V2EG

AIV2E6_sw

A1IV2E3

ATV2E3_sw

PP2Csil.11-29.1.L1
PP2Csil.11-29.1L1_swt
pKanPP2C.pool11.1.L1
pKanPP2C.pool18.1.L1
pKanPP2C,11-29.I.L1
pKanPP2C.11-29.L.L1.swt
PP2Csil.4B-09.D.vs.4B-09.1
PP2Csil.6AC-3A.D.vs.0AC-3A L sw
PP2Csil. 184-04.D.vs.18A-04.1
PP2Csil. 184-04 D.vs. 184-04.1_sw
PP2Csil. 184-04 1 vs.4B-09.1
PP2Csil. 184-04 1vs.6AC-3A.1 sw ¥

Home | General Coordinator: Glaucia Souza, Biochemistry Department,
University of S3o0 Paulo
This platform is continuously under development.

At first select a metabolome project ~

Your email address:

Gene Search

Y

[7]Just see the results (Do not run Pathview again).

E:(ecutel

Pathway query created successfully




Step 4: It Is also possible to enter an email address to receive a
message when the process is done. If you want to seek for @
specific gene, write its name on “Gene Search”

At first select a metabolome project ~

AIV2C_Pool_sw

A1V2EG

AIV2E6_sw

A1IV2E3

ATV2E3_sw

PP2Csil.11-29.1.L1
PP2Csil.11-29.1L1_swt
pKanPP2C.pool11.1.L1
pKanPP2C.pool18.1.L1
pKanPP2C,11-29.I.L1
pKanPP2C.11-29.L.L1.swt
PP2Csil.4B-09.D.vs.4B-09.1
PP2Csil.6AC-3A.D.vs.0AC-3A L sw
PP2Csil. 184-04.D.vs.18A-04.1
PP2Csil. 184-04 D.vs. 184-04.1_sw
PP2Csil. 184-04 1 vs.4B-09.1
PP2Csil. 184-04 1vs.6AC-3A.1 sw ¥ v

Your email address:

Gene Search

Y

[7]Just see the results (Do not run Pathview again).

E:(ecutel

Pathway query created successfully

Home | General Coordinator: Glaucia Souza, Biochemistry Department,
University of S3o0 Paulo
This platform is continuously under development.




Step 5: Click on the checkbox “Just see the results
Pathview again)” to visualize the saved results.

| Homs Logout |

BIOEN-Tools Pathview
[Create new pathwiew queny
Sedect one stored gueeny:

| oot w
Sedect one transcriptome project: Sedect one metabolome project:
| Noone w | | No one w |
Select one experiment: Select one zampile from metabolome project:
it first salect 3 ransoiptome project A, Az first sebect 3 metabolome project A,
W W

‘four email address:

L ]

Gene Search

‘ .

[ Just see the results (Do not run Pathview sgain),

Process completed. Mark the checkbox and click the button to see the results,

(Do not run




Graphical results:

1
BI'EDR

BIOEN-Tools Pathview - Results

| VALINE, LEUCINE AMD ISOLEUCINE BIOSYNTHERSIE

FELLL P
10 1

R)-3 Hydroy 3 methgl )

-oxopentanoate

RJ-2,3-Dikg
g-mlhylpemg

SS)S—Methyl—

-oxppentanoate

LIsaleucine(_) i -CODSUCCITAtE

gR)—Z,B—Di.h
Frethylhutanoate

R

2-Isopropylmaleate Isopropylmalate

Home




In tThe bottom of this page there is the button “Go 1o
Downloads™:

T prhe ¥ T T e
2,6-Dihydrozny- - 2B 35)-2,3-

pseudooj'f;rr?.lc%hm C—42185 > %)%wﬂ%ﬂmalate i
2,6-Dihyrrozy 2,3-Dirnethyl-

H- methylm_',rnsnune 37119 12116 [1.13119] alate

- 15321 O— 1.2.1.24—!*0—{:-M
i Succinate

L-fispartate
41332 A
|
4 lethyd- Succinate- |
amincbtyrate  zerialdehyde 12179 Noformd O Fyrwvate |
maleariate 2,6 D].hydmxy — | Prmrvate |
e otinate metaholism
15310 —WQ— —— f=| filanine i !
il A e fabolism | |
by roing- I C5-Branched dibasic acid [
tannats + me tabolism
3.6-Tribydrozeypraidine
_________________ - Alanine, aspartate and
[1.141310] O—{351 107} wO— 5211 HRO-—— | it sra e
2,6-Dihydrox s Ivlale armate Iulale ate Furnarate
prmiding
O
Blue }:ugment 3,3'_]31 1dine-
7255 6-hexol
Q0760 Ai2/20
(o) Kanehisa Lahoratories

Go to Downloads
Home | General Coordinator: Glaucia Souza, Biochemistry Department,
University of S30 Paulo
This platform is continuously under development.




Downloads page — Image files section:

SUCEST-FUN

wigarene sunszlanal Lansnics vababase i

BIVE)

‘ Homa Logout

BIOEN-Tools Pathview - Results
Image Files Download
|Download of 0sa00941. pathview.multi.png|

|Download of osad060a.png|

|Download of 0sa00300.pathview.multi.png|

|Download of 0sad0620.pathview.multi.png|

|Download of 0sal0908.png|

|Download of 0sa00440.png|

|Download of osal1210.png|

|Download of 0sa00650.png|

|Download of osad0410.pathview.multi.png|

|Download of osal1200.png|

|Download of osal0&60.png|

|Download of 0sa00250.pathview.multi.png|

|Download of 0sal0270.pathview.multi.png|

|Download of 0sad0450. pathview.multi.png|

|Download of 0sad0660.pathview.multi.png|

|Download of 0sal0563.png|

|Download of osad0603.png|

|Download of 0sal0960.png|

Home




Downloads page — XML files section:

e e e mm ey

|Download of 0sa00051.png|

|Download of 05a00020.pathview.multi.png|

|Download of 0sa00940.pathview.multi.png|
XML Files Download
|Download of osa00604.xmil|

|Download of 0sa00601.xmi|

|Download of 05a00062.xml|
|Download of 05a00785.xml|
|Download of 05a00230.xml|
|Download of 05a00072.xml|

|Download of osa00660.xmil|

|Download of 05a00920.xml|
|Download of 0sa00780.xml|
|Download of 0sa00510.xml|
|Download of 0sa00514.xml|

|Download of 0sa00906.xmil|

|Download of 0sa00360.xmil|
|Download of 0sa00941.xmil|

|Download of 0sa00592.xmil|

|Download of 0sa00790.xmil|

|Download of 0sa00909.xml|
Inownlnad of asann3zn.xmll




MOFAZ2Z
SUCEST-FUN

Chemistry Institute
University of Sao Paulo




Step 1

Login - Cane Metabolome menu
- Creating association with other omics submenu

SUCEST-FUN

FIALCLNT TURTELCRS] Cemoice Databost I
BIOED
Home Cane Genome Cane Transcriptome Cane Gene Expression Cane Physiology
Metabolomics

Search metabolomics data

Tool developed to explore metabolic profiles of different tissues, varieties and species, and the
relative intensities of these metabolites.

Search metabolomics data using regular expression

Tool developed to explore metabolic data exploring regular expression.
Cross metabolomics description
Tool developed to explore cross metabolic description about samples of control and treatment.

Search cross metabolomics

Tool developed to explore cross metabolic data.
PATHVIEW

Web interface to use Pathview R Tool.

Creating association with other omics —
Making the association between multi-omics.

Multi-Omics Factor Analysis v2

Running MOFA2 with pre-set association and visualizing results.

Functional Annotation

Cane Transgenic Plant

Generic Tools

-
o Welcome, Geraldo Cesar Cantelli!

Logout

Publications Help Admin FAQ




Step 2: Choose a nhame for the association / query.
Leave the relationship type option for transcriptome-

metabolome

Home

i e -
BIVEY

Associating Multi-Omics experiments and samples
ciation between Multi-Omics experiments and samples

Description: The goal of this tool is to provide the user to make an a

Name of new Test
relationship:
Type of new transcriptome-me tabolome

relationship:
Enter




Step 3: Select a transcriptome project and @
metabolome project

Home

‘ Home Logout

Associating Multi-Omics experiments and samples
Type: Transcriptome - Metabolome === Project : Test

Select one Transcriptome project: Select one Metabolome project:
CaNeregiet Folysaccnariae syntnesis (n culm ~ | [Ancestral - GC A
CaneReghet Root and leaf ancestral - LC

CaneF.{e-: Net SUCAPATH —— Growth and Maturation - GC
aneReghe lﬂﬂfal Growth and Maturation - LC
CaneRegNetl Brix

CaneRegnetl Circadian

| Enter |




Step 4: Create the relationship between the
transcriptome samples and the metabolome samples

SUCEST-FUN_

Home Lagaut

Associating Multi-Omics experiments and samples
Type: Transcriptome - Metabolome == Project : Test

Transcriptome: Experiment / Samples

Metabolome: Samples:

Unique Sample Name:

[NULL v | MuLL v [ |
NULL v | MuLL v [ |
(NULL v | MuLL v [ |
(NULL v | nuLL v [ |
[ NULL v || NULL v | [ |
[NULL ~ |[NuLL v [ |
[ NULL v || NULL v | [ |
T v || NULL v [ |
| muLL v || MuLL v | | |
| muLL v || MuLL v | | |
| muLL v | MuLL v | | |
| muLL v | MuLL v | | |
muLL v |[ NULL v [ |
| NuLL v || NuLL v | | |

| 1

Home




Explanation:
-2In the column on the left we have the names of
the experiments / samples of the transcriptome
-2 In the middle column we have the names of
the metabolome samples. These options are
chosen through selection boxes, there is no pre-

defined

order

- On the right you need to put a unigue name
for the sample in this row relationship as MOFA2
needs the same sample name for both the
transcriptome and metabolome views

Transcriptome: Experiment / Samples
Spontx7515_L1_R1_Ancest / 5. spontaneum_L1_Smonth

Spontx7515_L1_R2_Ancest_sw [ S. spontaneum_L1_S5month
Insert empty

Insert empty

Metabolome: Samples:
spont_L1_repl

spont_L1_rep2
spont_L1_rep3

spont_L1_rep4

Unique Sample Name:
spontL1R1

spontL1R2
spontL1R3

spontL1R4




Explanation Continued:
Sometimes we have more replicas of one omic
than another. In this case we have 2
transcriptome replicas for 4 metabolome replicas.
For MOFA to work you need to have the same
number of metrics on both sides, so you can use
the “Insert empty” option to create empty
values by creating artificial replicas to fill this
space. See example below, where transcriptome
replicas 3 and 4 are empty.
(this will be noticed in the generated graphics).

Transcriptome: Experiment / Samples
Spontx7515_L1_R1_Ancest / 5. spontaneum_L1_Smonth

Spontx7515_L1_R2_Ancest_sw [ S. spontaneum_L1_S5month
Insert empty

Insert empty

Metabolome: Samples:
spont_L1_repl

spont_L1_rep2
spont_L1_rep3

spont_L1_rep4

Unique Sample Name:
spontL1R1

spontL1R2
spontL1R3

spontL1R4




General diagram of our example:
—>Lines left as NULL will be ignored

| Homa Logout

Associating Multi-Omics experiments and samples
Type: Transcriptome - Metabolome == Project : Test

Transcriptome: Experiment / Samples Metabolome: Samples: Unique Sample Name:
| Spontx7515_L1_R1_Ancest / S. spontaneum_L1_Smonth v || spont_L1_rep1 v | [spontLiR1 |
| Spontx7515_L1_R2_Ancest_sw / S. spontaneum_L1_Smonth v || spont_L1_rep2 v | [spontL1rR2 |
| Insert empty v || spont_L1_rep3 v | [spontL1R3 |
| Insert empty v || spont_L1_rep4 v | [spontLiR4 |
| Officix7515_L1_R1_Ancest / S. officinarum_L1_Smonth v || off_L1_rep1 v | [offL1R1 |
| Officix7515_L1 R2_Ancest_sw [ S. officinarum_L1_Smonth v || off_L1_rep2 v | offL1RZ |
| Insert empty v || off_L1_rep3 v | offL1R3 |
| Insert empty v || off_L1_rep4 v | [offL1R4 |
| Spontx7515_In1_R1 / Spont IN8458 In1 v || spont_I1_rep1 v | [spontTir1 |
| Spontx7515_In1_R2 / 7515 Inl v || spont_I1_rep2 v | [spontTiR2 |
| Insert empty v || spont_I1_rep3 v | [spont1ir3 |
| Insert empty v || spont_I1_rep4 v | [spontTir4 |
| Officix7515_In5_R1 [ Offici caiana listrada InS v || spont_I5_rep1 v | |offisr1 |
| Officix7515_In5_R2 [ Offici caiana listrada InS v || off_I5_rep2 v | |offISR2 |
| Insert empty v || off_I5_rep3 v | |off1SR3 |
| Insert empty v || off_I5_rep4 v | |offisRa |
[ MuLL v || NULL v | [ |

|

[muLL v || NuLL v | |




When you finish step 4 this message will be displayed:

Name of new | |
relationship:

Type of new
relationship:

| transcriptome-metabolome v

'\ Enter |
Association Test successfully created.




Step 5:
- Multi-Omics Factor Analysis v2 submenu

3 Welcome, Geraldo Cesar Cantelli!
SUCEST-FUN

Logout
FraascinT FnTtloncl lcooolcr Databess |
BIED
Home Cane Genome Cane Transcriptome Cane Gene Expression Cane Metabolome Cane Physiology Functional Annotation Cane Transgenic Plant Generic Tools Publications Help Admin FAQ
Metabolomics

Search metabolomics data

Tool developed to explore metabolic profiles of different tissues, varieties and species, and the
relative intensities of these metabolites.

Search metabolomics data using regular expression

Tool developed to explore metabolic data exploring regular expression.

Cross metabolomics description

Tool developed to explore cross metabolic description about samples of control and treatment.
Search cross metabolomics

Tool developed to explore cross metabolic data.

PATHVIEW

Web interface to use Pathview R Tool.

Creating association with other omics

Making the association between multi-omics.

Multi-Omics Factor Analysis v2 _
Running MOFAZ2 with pre-set association and visualizing results.




Step 6:
- Select the name of the desired association

- If you wish, enter your email 1o be notified when the
process is finished

- Click on the “Execute" button

0 o Home
BI'E}

Choose the name of the Multi-Omics experiments
Select one association:

Test v

Your email address:

cantelli@ig.usp.br

Just see the results (Do not run MOFA again).

Execu te




Step 7.

- At the end of the process, the message “MOFA process donel Click the

button to view the results” will appear

Note that the “Just see the results (Do not run MOFA again)” checkbox is
selected. Whenever you just want to see the results, click on it. Use this
option when you have run the process at least once and just want to see

the results.

i 0 -
BI'ED

Choose the name of the Multi-Omics experiments

Select one association:

| Test ~ |

Your email address:

3 Just see the results (Do not run MOFA again).

Execute
MOFA process done! Click the button to view the results.

Home




Nomes das Views:
[1] "Metabolome" "Transcriptome”

Factors

Ssingle group
[11164

Weights
$Metabolome
[1]172 4

$Transcriptome
[1] 21962 4

$single_group
[1]117216

These are 10 factors:
sample factor value group

1 spontl.1R1 Factorl -0.4057473 single _group
2 spontL.1R2 Factorl -0.4011153 single_group
3 spontL 1R3 Factorl -0.2883909 single group
4 spontL 1R4 Factorl -0.40446E87 single group
5 off L1R1 Factorl -0.3035956 single group
6 offL1R2 Factorl -0_3408566 single group

Textual Results (l):

BIES

Textual results




Lhese are 1U weights:

feature factor value view

1 C00009 Factorl 0.001949946 Metabolome
2 C00025 Factorl -0.001590284 Metabolome
3 C00073 Factorl 0.112476478 Metabolome
4 C00079 Factorl -0.018082620 Metabolome
5 C00082 Factorl 0.045793317 Metabolome
6 C00089 Factorl 0.201789300 Metabolome
7 C00108 Factorl -0.965966623 Metabolome
8 C00127 Factorl -0.001362716 Metabolome
9 C00148 Factorl 0.623315957 Metabolome
10 C00156 Factorl -0.021476678 Metabolome

Examples of the data:

view group feature sample value

1 Metabolome single group CO0009 spontl.1R1 4 4070
2 Metabolome single _group CO0025 spontl.1R1 62223
3 Metabolome single_group C00073 spontl.1R1 52230
4 Metabolome single group CO0079 spontL1R1 59118
3 Metabolome single group CO0082 spontL1R1 53515
6 Metabolome single group CO0089 spontlL.1R1 5 8178
T Metabolome single group CO0108 spontl.1R1 6. 4575
& Metabolome single group CO00127 spontL1R1 4.7487
0 Metabolome single group CO0148 spontL 1K1 49312
10 Metabolome single _group C00156 spontL1R1 5.3652
11 Metabolome single group C00166 spontLIR1 53194
12 Metabolome single group CO0183 spontL1R1 6.7475
13 Metabolome single group CO0188 spontL1R1 5.0407
14 Metabolome single _group C00212 spontlL.1R1 6.3219
15 Metabolome single _group C00242 spontl.1R1 5.1273

Total variance explained per view and group
Metabolome Transcriptome
24 64139 64.75432

Textual Results(ll):




Graphical Results (l):

BL El

Graphical results

& Plot Data Overview & Plot Varniance Explained

Transcriptome
D=21962

D=172

Transcripiome




Graphical Results(ll):
I

Matabalome Transcripiome
] Plot Weights Metabolome ] Plot Weights Transcriptome
. 4000333 . GS51_85 08681 BEHID &E1 0FS 282858 BBIIF 747 16950 e aee
C{JSB?I 7 C00089 C168517 _E51_55 14231_14239

/' GS1_SS_22576_17541

2 2
[= c
& o
C01185
COB196 _ .»CO1036 GS1_85 12311_21183

c02273* “C00108 C04454 | e~ 1 S5 ﬂSQﬁSﬁ 589669581088 26131 06098

0 0
Weight Weight




[ Plot Data Scatter Metabolome [ Plot Data Scatter Transcriptome

| X v |GS1_S5_01941 08128 | GS1_SS_12311.21183 |
B 5

GS1_SS_05913_15858




