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Q&A Report from the workshop:


QuestonWha is he bes msa ool?clusal 2 and clusal omega are he sameHow would we ener multple sequences? because here is only one inpu boxCould he legend explaining symbiols (*, -,…) be shown in he resul window?Wha is he max number of sequences one can upload?Is here a limi on he number of sequences or he size of he le ha I submi o Clusal OIs here a bes ool when i comes o he MSA ?oher han fasa wha le formas are used for alignmenThe Sequence provided for BLAST , is ha FASTA ? he NCBI BLAST ool (Nucleotde BLAST) ccan you please ell me a some sandard proein o work wih pdb daabase jus o undersaWha does ENA sand for? (ENA Coding; ENA Geoespacial, ec, under Daabase)I ried using he EMBOSS needle ool for pairwise alignmen using nucleotde sequence. HoWha is e-value in BLAST?Please kindly share he pyhon webinerDoes your server suppor large daase analysis using code or command line? or we need o
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      Join us at CRISPR workshops in Koper, Slovenia in 2024. Erasmus+ funds available!
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