
INSERT SAMPLE
SUCEST-FUN

Chemistry Institute

University of Sao Paulo



Step 1: 
Login → Admin menu
→ Data Entry submenu



Step 2: On the next screen, choose Data Entry option



Step 3: Choose sample



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



These are the fields available for inserting One Sample



These are the fields available for inserting One Sample



These are the fields available for inserting One Sample



These are the fields available for inserting One Sample



These are the fields available for inserting One Sample



These are the fields available for inserting One Sample



11/08/2021

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-ENTRY
TRANSCRIPTOME

Chemistry Institute

University of Sao Paulo



Step 1: 
Login → Admin menu
→ Data Entry submenu



Step 2: Click on the Data Entry button



Step 3: Choose transcript on the selection field.



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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DATA-ENTRY
METABOLOME

Chemistry Institute

University of Sao Paulo



Step 1: 
Login → Admin menu
→ Data Entry submenu



Step 2: Click on the Data Entry button



Step 3: Choose metabolome on the selection field.
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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 (\t). If you want

to indicate some null

value, write the string

NULL.

For an example of the

format of this file, follow

the correspondent link.
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The first field is the
coumpound ID of the
metabolite, followed by
the KEGG name and then
the samples as its replicas
with the respective values.



DATA-ENTRY
CROSS

METABOLOME
Chemistry Institute

University of Sao Paulo



Step 1: 
Login → Admin menu
→ Data Entry submenu



Step 2: Click on the Data Entry button



Step 3: Choose cross_metabolome on the selection field.



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



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



For instance: Project Ancestral – LC for both and these
samples for treatment and for control.



DATA-ENTRY
RNASEQ-ANALYSIS

Chemistry Institute

University of Sao Paulo



Step 1: 
Login → Admin menu
→ Data Entry submenu



Step 2: Click on the Data Entry button



Step 3: Choose rnaseq_analysis on the selection field.



Step 4: Fulfill the following fields: title, description, type,
parameters, assembly, sample;



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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DATA-ENTRY
RNASEQ-CROSS

EXPERIMENT
Chemistry Institute

University of Sao Paulo



Step 1: 
Login → Admin menu
→ Data Entry submenu



Step 2: Click on the Data Entry button



Step 3: Choose rnaseq_cross_experiment on the
selection field.



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



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.



SEARCH 
METABOLOMICS

DATA
Chemistry Institute

University of Sao Paulo



Step 1: 
Login → Cane Metabolome menu
→ Search metabolomics data submenu



Step 2: Choose the option “Project” in the field
“Search by”



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



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.



It is also possible to see the results individually.



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



Details view:



SEARCH 
METABOLOMICS
DATA – REGULAR 

EXPRESSION
Chemistry Institute

University of Sao Paulo



Step 1: 
Login → Cane Metabolome menu
→ Search metabolomics data using regular expression submenu
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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.
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For instance: if you 
want to looking for 
all the metabolites 
in the project 
Ancestral –LC 
whose compound 
ID starts with ‘C000’
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Or if you want to 
looking for every 
sample which starts 
with ‘spont’ in the 
same project.



SEARCH CROSS
METABOLOMICS

Chemistry Institute

University of Sao Paulo



Step 1: 
Login → Cane Metabolome menu
→ Search cross metabolomics submenu
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Step 2: Select a 
cross metabolome



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



CROSS
METABOLOMICS

DESCRIPTION
Chemistry Institute

University of Sao Paulo



Step 1: 
Login → Cane Metabolome menu
→ Cross metabolomics description submenu
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Step 2: Select a 
cross metabolome 
available for your 
user.
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Visualization of the 
samples set for that 
cross metabolome



SEARCH -
RNASEQ ANALYSIS

Chemistry Institute

University of Sao Paulo



Step 1: 
Login → Cane Gene Expression menu
→ Search Rnaseq Analysis submenu
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Step 2: Select a
saved Rnaseq
Analysis.
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Step 3: Choose the 
type of data to be 
shown among:

• Isopct;
• Length;
• Effective_length;
• Expected_count;
• TPM;
• FPKM;
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It is also possible to
indicate a minimum
value for TPM
and/or for FPKM.
If you want to see
the raw ratio, select
‘yes’ in the
selection box.
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Example of results
without raw ratio.



SEARCH -
RNASEQ CROSS

EXPERIMENT
Chemistry Institute

University of Sao Paulo



Step 1: 
Login → Cane Gene Expression menu
→ Search Rnaseq Cross Experiment submenu
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Step 2: Select a
saved Rnaseq Cross
Experiment.
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Step 3: Choose the 
type of data to be 
shown among:

• log_fc;
• log_cpm;
• fdr;
• score;
• pvalue;
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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
‘yes’ in the selection

box.
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Example of results
without raw ratio.



SEARCH  RNASEQ
DESCRIPTION

Chemistry Institute

University of Sao Paulo



Step 1: 
Login → Cane Gene Expression menu
→ Search Rnaseq Analysis submenu
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Step 2: Select a
saved Rnaseq Cross
Experiment.
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Results:



PATHVIEW
SUCEST-FUN

Chemistry Institute

University of Sao Paulo



Step 1: 
Login → Cane Metabolome menu
→ PATHVIEW submenu



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



Step 3: Write the name of the new pathview query



Step 4: The follow screen is shown. Choose a
transcriptomic and/or a metabolomic project



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



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 a
specific gene, write its name on “Gene Search”



Step 5: Click on the checkbox “Just see the results (Do not run
Pathview again)” to visualize the saved results.



Graphical results:



In the bottom of this page there is the button “Go to
Downloads”:



Downloads page – Image files section:



Downloads page – XML files section:



MOFA2
SUCEST-FUN

Chemistry Institute

University of Sao Paulo



Step 1: 
Login → Cane Metabolome menu
→ Creating association with other omics submenu



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



Step 3: Select a transcriptome project and a 
metabolome project



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



Explanation:
→In the column on the left we have the names of
the experiments / samples of the transcriptome
→ 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 unique name
for the sample in this row relationship as MOFA2
needs the same sample name for both the
transcriptome and metabolome views



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).



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



When you finish step 4 this message will be displayed:



Step 5:
→ Multi-Omics Factor Analysis v2 submenu



Step 6:
→ Select the name of the desired association
→ If you wish, enter your email to be notified when the 
process is finished
→ Click on the “Execute" button



Step 7:
→ At the end of the process, the message “MOFA process done! 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.



Textual Results (I):



Textual Results(II):



Graphical Results (I):



Graphical Results(II):



Graphical Results(III):


