Fasta Uploader- User Manual

Definition:

The fasta uploader is a tool used for batch processing files and accompanying metadata set to
repositories via Application Programming Interface (API).

Purpose:

The purpose of the document is to define the use of fasta uploader and processing of the files in fasta
uploader.

Procedure:
Go to fasta uploader in GitHub and download the zip file
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The python fasta_uploader.py script breaks large fasta files (e.g. 500mb) and related (one-to-one) tab-delimited
sample contextual data into smaller batches of 1000 or some specified # of records which can then be uploaded to a
given sequence repository if an APl endpoint is selected. Currently there is one option for the API interface: VirusSeq.
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® Save the metadata and fasta files to the fasta uploader folder
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e Specify the path and run the command

Example 1

python fasta_uploader.py -f "consensus_final.fasta" -m "final set 1.csv" -k "fasta header name" -b 10 -a
VirusSeq_Portal -u ENTER_API_KEY_HERE -n 0
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Figure Il

Sorting the file and generating batches for upload

Generating batch filefs) ...
Sorting and resaving source fasta and tabular files
Chlsersimithuiminiconda3ilibisite-packagesinumpycorefromnumeric.py:43: VisibleDeprecatiomWarning: Creating an
ndarray from ragged nested sequences (which iz a list-or-tuple of lists-or-tuples-or ndarrays with different lengths or shapes)
is deprecated. If you meant to do this, you must specify 'diype=object’ when creating the ndarray.
result = getattr(asarray(obj), method)(*args, ““kwds)
Saving output. 0. queued tsy
Saving cutput. 1.queued.tsy
Saving output. 2 queued. tay
Saving output. 3. queued tsy
Saving cutput.4. queued.tsy
Saving cutput.5.queued.tsy
Saving cutput.B. queued tsy
Saving output. 7. queued tsy
Saving cutput.8. queued.tsv
Saving output9.queued .ty
Performing batch upload ...
Uploading batch: Jloutput.0.queued fasta
Batch was submitted! Submissicn |d: 9f95c97b-dd74-4047-937d-00923f96%01

STATUS for: Noutput.0.9f95c97b-dd 7 4-4047-937 d-0b92 3706901 fasta
BC_100767 Queued
BC_100769 Queued
BC_ 100770 Queued
BC_100772 Queued
BC_100773 Queued
BC_100774 Queued
BC_100775 Queued
BC_ 100776 CQueued
BC_ 100777 Queued
BC_100778 Queued



Figure llI

Rerun the command again and you will get the status of the submitted samples. In the below picture you
can see two errors which were schema violations.
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Figure IV

Make the changes which caused error and save the samples to the file out.0.queued (metadata and
fasta) and rerun the command again
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Figure V

In the first example | have specified the batch number (-b) as 10 and number of batch (-n) as 0. In Figure
Il the batch generating step, there are ten output files as in the command it was specified “-n 0” first
output file (output.0.queued.tsv) was submitted and the reset were on hold.

When you rerun the same command by changing the number of batch values (-n) as “-n 1” the second
output file (output.1l.queued.tsv) will be submitted to the data portal similarly the rest of the 8 files can
be submitted.

Example 2

python fasta_uploader.py -f "consensus_final fasta" -m "final set 1.csv" -k "fasta header name" -a
VirusSeq_Portal -u ENTER_API_KEY_HERE

In the second example | have not specified the batch number (-b) and number of batch (-n) which
indicates that by default the data sets will have been batched into 1000 sets and will begin submitting
batches into the data portal.

Example 3

python fasta_uploader.py -f "consensus_final fasta” -m "final set 1.csv" -k "fasta header name" -b 500
-a VirusSeq_Portal -u ENTER_API_KEY_HERE

In the third example | have specified the batch number “-b 500” which will batch the data sets into 500
samples each set

Parameters



-f fasta file name for instance test.fasta

-m metadata file name for instance test.tsv

-k metadata field name to match to fasta record identifier for VirusSeq data portal “fasta header name”
-b batch number for instance 100

-a target API to send data too. A batch submission job will be initiated for it. Default it’s
“VirusSeq_Portal”

-u an API user token is required for APl access

Note: Occasionally there will be a lag to connect with the API after certain updates or fixes to the
Virusseq data portal, please contact Scott Cain (scott@scottcain.net ), OICR.

Appendix:
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