JOB SUBMISSION GUIDE | Step1: Data Upload
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process. More information about o Process Files / N Clickona Spﬁ;‘ﬁﬁg‘ggrﬁg’ recreate the Y,
importance of these data is Click “UPLOAD AND PROCESS” button '
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Data Troubleshooting Module of MetagenoNets facilitates the following features:

Upload file to process

1. Handling special characters in the datasets

2. Extracting data form Biom format files Upload any file which needs management for
3. Imputing NA/missing/ NaN values y | format requirements
h 4

Troubleshoot Data

'y manage special characters and NA (or missing value) issues pertaining to your data here.

q
L
Vs

"\1’\ Missing/ NA Value Imputation

4

Selected the option with which the Na/
missing values in the file to be imputed.

MAMAGE SPECIAL CHARACTERS AND MISSING DATA IMPUTATION Go back to Job

Submission Process

In case of MetaData, Missing or NA values
are imputed as 'Unknown' for categorical
data, and as Median, Mean or Zero for
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b) Sample Upload Page with all types of files available for network creation

Job Submission Wizard
( Job Label )

1 . . :
, _/lep by step wizard for submitting a job to |MetagenoNets
Relevant Job label is specified

STEP 1: DATA UPLOAD STEP 2: SUMMARY STEP 3: NORMALIZATION FINALLY: APPROVE DASHBOARD
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/

Input Type Options
-
/ Status Terminal
. N . ° B CHAMGE ) i .
% Community_network Primary_abun.txt (i ] Job Label: Community network
o ! JOB ID: d2311786
: uploaded
. l / L B CHANG T eaadar
@ Node meta data available? ﬁ Metadatatt | aw CHANGE o uploaded
| / / uploaded
i) ; uploaded
- Secondary input data available? ﬁ -. Node metada““t’atx”é ° B CHANGE (i) Data Statistics:(displayed on Step 2 as well)
- ) Input Type Features
Primary 11@
S °
S : B CHANGE cecondary
Secondary_lnput'txt - i} =ecandary -
e
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;’ Uploaded Files

All the four types of files are available to
upload and generate network

Hence 'YES’ option is selected for last two
categories of files
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Status terminal

\

Status terminal displays:

1. Job Label and Job ID

2. Type of error and the filename containing
the error if any

3. Upload status

4. Statistics of the abundance files uploaded

5. Number as well as names of categorical

and numerical categories in given metadata
2

)

L Next step )

N /
Click next to proceed to next step
In the upload process.

" - Y

/
/




c) Sample Upload Page with Secondary Input data not available for network creation

Job Submission Wizard

Follow the step by step wizard for submitting a job to MetagenoNets

STEP 1: DATA UPLOAD STEP 2: SUMMARY STEP 3: NORMALIZATION FINALLY: APPROVE DASHBOARD

Input Type Options
TABLE BIOM °
Status Terminal
= CHANG .
a Community_net Primary_abun.txt - CHANGE [ ] Job Label: Community net
o JOB ID: 73aea9’99f
uploaded
. P CHANG I
Q@ Node meta data available? Metadata.xt aw CHANGE e uploaded
uploaded
(i) not uploaded
T S d i t dat ilable? P= CHANGE Data Statistics:(displayed on Step 2 as well)
~—— Secondary input data available? ° ey CHANG
- Node_metadata.txt i Input Type Features Samples
//
o Primary 110 155
7 Secondary n.a
% - . aye . %
L ~~ Data availability options .

“NO” option is selected if Secondary Input
data is not available.

Simmilarly, if Node metadata is not available,
“NO” option needs to be selected to proceed
with submission process.

To get more information on the importance of

\ these file categories click on the (i) tags /

,/ e

\\ Status terminal

Status terminal displaying the
names of the files in red colour,
which are not provided by the user

\_ by choice




JOB SUBMISSION GUIDE | Step2: Summary

Job Submission Wizard

Follow the step by step wizard for submitting a job to MetagenoNets

STEP 2: SUMMARY

Summary of uploaded data

STEP 1: DATA UPLOAD STEP 3: NORMALIZATION FINALLY: APPROVE DASHEOARD

( Summary of Metadata categories )
-
Total Samples: 155 ¢ Total Metadata Headers: 5 T Type of metadata is intelligently seggregated
\\ * into categorical and continous data types.
. Total no. Metadata fields, number of Continuos
InputData Filename Features MetaData Number Headers and Categorical metadata in the uploaded file
is detected and displayed alongwith the column
Primary Primary_abun.txt 110 Continous 2 BMI_values,Age headers
Secondary Secondary_Input.txt \\ 306 Categorical 3 Tribal_Urban,Geography,Gender

\
\
\
\
\

Summary of Abundance data files uploade@

NEXT

FREVIOUS

Summary of Primary and/ or Secondary Input ]l T~
ata uploaded alongwith the number o ext ste
y data uploaded alongwith the number of Next step
samples and number of features present in

Upload again >

Click ‘PREVIOUS’ button to go
back and upload the files again

each file.

Click ‘NEXT’ to proceed to next
step In the upload process.




JOB SUBMISSION GUIDE | Step3: Normalization

Job Submission Wizard

Follow the step by step wizard for submitting a job to MetagenoNets _ y

STEP 1: DATA UPLOAD STEP Z: SUMMARY

—
_—
_—

STEP 3: NORMALIZATION

< Normalization methods

_—
Ca

—

_ — Choose a normalization method
to be applied on the input data if
required or else choose “Don’t

Normalize” option

L]

Total Sum Scaling

Data Hurmﬁlfzétic:n, Filtration, Transformation

- Mormalization

—

. T

Mormalization o —

Prevalence
threshold

Prevalence threshold e — —

. — Qcowrence
threshoid

..

Occurence threshold

) Transformetion
Transformation e

N DON'T TRANSFORM ..|

AN
AN

CTransformation methods

Choose a transformation
method to be applied on the
input data if required or else
choose “Don’t Transform” option

PREVIOUS

You may choose to awoid nommalization of data. Or MetaMets provides three popular data
normelization technigues: Total Sum Sceling (TSS), Cumuletive Sum Scaling (C55) and Upper
Quartile Normalizetion.

Pravalence refers to abundance of & feature (taxon) in & sample. In the context of &— - - — —
metagenomic sample collaction, prevalance threshokd fefers to the minimum abundance of the

_ . _texen-that Tnust be there in the samples of the environment. Metabets allows relative

computation of prevelence (in terms of frection of the highest normalized abundence) to awvoid
biases due to arbitrary choice of @ minimum sbundance. You'lll be able to modify this
thresheld later in your dashboard as well =

" Dccurence threshold is clogely connected fo prevalence threshold, It refers to the minimum

percentege of samples of the populstion in which & given tazon must prevail et the defined
minimum prevalance threshold, to be considered for analyzis. Youlll be able to modify this
thresheld later in your dashboard as well

A uzer may choose not to transform the deta (especially when Mormalization is already being
considered). MetaMets provides for three well known data transformetion technigues epplied to
microbiome data (considering the compositional nature of microbisl abundance profiles):

Centered log ratio (CLR), DeSeq? ¢ Relative Log Expression and EdgeR's Trimmed Mean [TRAM)

MEXT )

° ’ TOTAL SUM SCALING

B

Data Filtration

C

0.1 of maximum abundance

percent of samples

-

Choose an occurrence threshold
value for a feature between 0 to 100

Choose a prevalence threshold for a
feature to be selected between 0 to

/

Next step

~
~

)

Click ‘NEXT’ to proceed to next
step In the upload process.




STEP 1: DATA UPLOAD

Following is a consolidated summary of your submission. Approve the submission for creating your personal dashboard

: _ — — " Total Metadata Headers: § -
Total Samples: 155 °- otal Metadata He e
InputData Filename Features MetaData Number Headers
Primary Primary_abun.txt 110 Continous 2 BMI_values Age
Secondary Secondary_Input.txt 306 Categorical 3 Tribal_Urban,Geography,Gender

JOB SUBMISSION GUIDE | FINALLY: APPROVE DASHBOARD

Job Submission Wizard

Follow the step by

STEP 2: SUMMARY

o —

If both Mormalization and Transformation were selected, only Normalization will be performed

step wizard for submitting a job to MetagenoNets

STEP 3: NORMALIZATION

FINALLY: APPROVE DASHBOARD

_—

Q Uploaded File Summary

'Summary of files upload and
number of features and
categories in the uploaded data
files

_ v Input Data Modification Summar@

= R Summary of the normalization and
Choice - transformation methods applied as well as
= filtration cutoff applied on the data

Parameter

Normalization
Prevalence
Occurence

Transformation

Total Sum Scaling
atleast 0.00119 of max
in atleast 10% of samples

Don't Transform

APPROVE B SUBMIT

4 Submit Data )

Click this button after approving the
information provided as summary
for reference, related to the data to
be used for network creation




JOB SUBMISSION GUIDE | FINAL SUBMISSION DIALOG

( Successful Submission Dialog ?

-~ Once user clicks on “APPROVE & SUBMIT” button
and data is successfully submitted, a pop-up with
unique Dashboard ID is prompted

Note the unique Dashboard ID or it can be
accessed in the Job history page along with the
corresponding specified Job label.

This 8 character unique alphanumeric Job ID can
be used to recreate the dashboard as and when

waquired. /

Dashboard: d2311786 Created! ,

Your personal dashboard has now been created. Once you
press DK, vou will be taken imto your Dashboard. d2311786is

your Dashboard 10, which may be accessed in your job history
as well. You can access your dashboard for upto 7 days using
this unique |D. Use your job history page or the search widget
in the menu above, to access your dashboard any time later.




