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One study with 2 sources
- sourcel
- source2
and 4 samples
- sourcel_a
-sourcel b
- source2_a
-source2_b
and 2 assays
- assay 1 = transcriptomic
- assay 2 = metabolomics
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£» add new assay(s)
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transcription profiling
nucleotide sequencing

Illumina
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metabolite profiling
mass spectrometry

TSQ Quantum Ultra (The...
a_mustudyid_metabolite_p...
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It is not possible to leave 2 rows empty; source name must be duplicated in long format (see

image 6)
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® Protocol REF
|nuc|eic acid extraction

® Sample Name
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@ Extract Name
|source 1_a_extract

® Protocol REF
|Iibrary construction
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file

— Errors found in isatab...
— 2 files with fields missing required data
— s_mustudyID.txt has 1 field missing data
— Source Name is missing 2 descriptions
- Data missing for Source Name at record 2
- Data missing for Source Name at record 3
@ a_mustudyid_transcription_profiling_nucleotide_sequencing.txt has 1 field missing data
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Not able to see nor select any file from desktop.
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Conversion failed with 1 message. Here is why:

The study 'mustudyID' has no SRA Center Name, cannot export to SRA format
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It is possible to have a source and sample name that is not used in any assay of the study.
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