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[bookmark: _Hlk67930133][bookmark: _Hlk126562349]Please, replace the tasks/questions for A3 in the “BIOL20332+20972-Assignment-2.docx” provided in the Day 1 pack by the ones below, which provide you with some additional hints to facilitate the tasks.


A3: BLAST and data base searches (completion of task; 16 pts of module, 4% of course)
1. Which sequence was used for the BLAST?
2. Which is the Drosophila gene name you identified? 
3. Follow instructions in the grey box at the bottom of page 3 to find out in which exon of the identified gene the query sequence locates: 
4. Use FlyBase or ensembl.org to find out the number of isoforms of your gene:
5. Use JBrowse to provide amino acid positions and names of the most N- and C-terminal functional domains in your gene:
6. Use FlyBase to name 1 amorphic / loss-of-function mutant alleles and a deficiency uncovering (part of) the gene:
7. Use FlyBase to state how many research papers are listed for your gene:
8. Use the BLAST function in ensembl.org and list the highest three scoring human matches at protein level:
9. Use ensembl.org to BLAST the highest scoring human gene against your Drosophila gene: about how long is the longest matching stretch (average between query and data base match)?
10. Use ensembl.org to find out how long the longest protein isoforms of your Drosophila gene and its closest human match are:
11. Use the BLAST table in ensembl.org or UNIPROT alignment to find out how many identical amino acids the longest protein isoforms of the two genes share:



