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Objective

Evaluation of bioinformatic pipelines through proficiency testing on the same dataset of small RNA sequences

Material & Methods

v small RNA sequencing data from apple (ASGV), potato (PVX, 1 new Nepovirus) & grapevine (GLRalV, GVA, GVB, HSVd, GYSVd, one
marafivirus))

v/ Rarefaction at 3 sequencing depths: 50,000, 250,000 (twice for grapevine) and 2.5 Million (=10 fastq files)

‘/21 participating laboratories (LabID) applying their own bioinformatic pipelines

‘/One guestion: Which viruses do you detected in the 10 fastq files ?

Results

1. Lenght of contigs 3. Sensitivity 4. Repeatability 5. PCA analysis
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in Science and Technology). v Huge diversity of pipeline used by participants

v Significant difference in sensitivity and repeatability

v’ Differences can be explained by the algorithms and their
parameters, the used database and the scientist expertise

v An important effort for bioinformatic pipeline
standardization is needed
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