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Biologists ¥ SequenceServer BLAST "Automagic" protein vs nucleotide, FASTA
Open-source core aims to be the world's best BLAST interface VS FASTQ detection & algorithm selection
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+ For individuals or teams.
. Easy to set u p by Docker orru by g em. Nucleotide databases (Select all Protein databases
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Settings

Choose a predefined setting or customize BLAST parameters.

Intuitive BLAST report with plenty of export & B —
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BLASTX: 12 queries, 1 database SequenceServer 2.0.0.rc8 using BLASTX 2.10.0v, query submitted on 2020-12-04 14:12:29 UTC Customize | Advanced
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v History & future

« Started in 2010 when Yannick needed to share the first
Over past two years, we've dramatically ant genome sequences.

improved: » Deployed in hundreds of institutions worldwide.

+ Handling of large results in browser 550 citations: th nds of dail ;
- Added automatic FASTQ to FASTA ~eob clialions; OUsands of datly users.
conversion + SequenceServer Cloud service since 2022:

+ Added an API with BLASTing from python « Aim: accelerate biological discovery.

or R. ,
. Modernised the look. . Is-igas“tre]zg secure servers, with smart compute

) El|m|n.ated many bugs. * Many functionalites beyond BLAST (DNA
+ Security. Visualizer, SRA-BLAST, Graphical configuration,

+ Tech stack (ruby 2-> 3; modern react; fewer CDD functional annotation, History/audit trails,
& newer JS ‘dependencies; reducing Sharing, Annotation...).

' ry; migratin Tailwind...). .
IQuery; migrating to Ta d...) * Income enables maintenance, updates, and
improvements of open-source core.
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