BLAST/BLAT practical
In a project looking for rare transcripts in a human cell line, your colleague has sequenced a cDNA (appended at the end of this document) and have problems interpreting the results. Your task is to help her by using NCBI:s BLAST service, and UCSC:s BLAT program.
1. Go to the BLAST homepage (http://blast.ncbi.nlm.nih.gov/Blast.cgi)

2. Choose “nucleotide blast”

3. Choose the "Human genomic + transcript" database

4. Paste the sequence (see the end of this document) into the sequence query box

5. Hit the BLAST button and wait for the results (should take a few seconds but may take longer)

6. Interpret the resulting alignment(s) – what do they mean? Discuss with the tutors
By using BLAST, you should be able to form a hypothesis about your cDNA, and in order to investigate your hypothesis further it would be useful to study the sequence in its genomic context. For this purpose we will use BLAT and the UCSC Genome Browser. 

1. Go to the UCSC Genome Browser (http://genome.ucsc.edu)

2. Under “Genomes”, select the human assembly from 2006

3. Choose “BLAT” and paste the sequence into the query window, and run the program

4. You will get a list of hits, with two links for each hit: “browser” and “details”. Use both links in order to investigate your hypothesis from the BLAST search. Discuss with the tutors

>new_cdna

ATGAACTTCACAGTGGGTTTCAAGCCGCTGCTAGGGGATGCACACAGCAT

GGACAACCTGGAGAAGCAGCTCATCTGCCCCATCTGCCTGGAGATGTTCT

CCAAACCAGTGGTGATCCTGCCCTGCCAACACAACCTGTGCCGCAAATGT

GCCAACGACGTCTTCCAGTCTCAATATATCTCAGTAGATCTCCCTCTGAA

AGATGAGCATATTTAGTTTTTTCGCACATTGCCTCCACATTTTGACAACT

GTAGGCATAATCAGATTGTCTGTTTTCTAAGTATGGGGCAAGAATAGGAC

TTTTGGAAAGAATAGGACTTTTCCTCTACCTTCAAACCACTTAGGAAGAA

TACCCTTAGAGCATTGCCTAGAAAGTTAACGGTTATCAAAGTGATACCAG

TATATCACTTGTAACAACTCTTTCTCTCTGAATTGAAACAGAATGAAACA

CCAAGACACCACATTAACCCCCTCTAATTTCTTCCTCCTTCTTTCCCCAC

ACTTGCACCCACTCAGCTACCAAGAACTTCCACTAAAGGAAAGCTGTTGG

TGTGGGAATTTGACACAAACATCTTCCCATGTGTTTCTGTATTTGTAAAT

TCTATTCACTCCTAAACGGCTTTAAAGCAAGCCTTCAGTTTATTTTTATA

CCTGCCTCCACTTCACTGTGGGCACTTGTTTTTGAGCCTGCAACCTGTTG

TAATTTAACAGACAACCAAAAGGCCTTGTAAGAAGGTTGTTCTGGAACAG

CTTGCCTCGAATCCTCTATGGCAGTCCCGGGGCTCCACCACTGTGTCTTC

AGGAGGCCGTTTCCGCTGCCCATCGTGCAGGCATGAGGTTGTCCTGGACA

GACACGGTGTCTACGGCCTGCAGCGAAACCTGCTAGTGGAGAACATTATC

GACATTTACAAGCAGGAGTCATCCAGGCCGCTGCACTCCAAGGCTGAGCA

GCACCTCATGTGCGAGGAGCATGAAGAAGAGAAGATCAATATTTACTGCC

TGAGCTGTGAGGTGCCCACCTGCTCTCTCTGCAAGGTCTTCGGTGCCCAC

AAGGACTGTGAGGTGGCCCCACTGCCCACCATTTACAAACGCCAGAAGAA

ACAGGATCTCACTCTGTTGCCCAGGCTGGAGTGCAGTGGCACAAACACAA

CTTACTGCAGCCTTGATCTCCCGAGCTCAAGTGATCCTCCCATCTTAGCC

TCGCAGAACACTAAGATTATAGATAGTGAGCTCAGCGATGGCATCGCGAT

GCTGGTGGCAGGCAATGACCGCGTGCAAGCAGTGATCACACAGATGGAGG

AGGTGTGCCAGACTATCGAGGACAATAGCCGGAGGCAGAAGCAGTTGTTA

AACCAGAGGTTTGAGAGCCTGTGCGCAGTGCTGGAGGAGCGCAAGGGTGA

GCTGCTGCAGGCGCTGGCCCGGGAGCAAGAGGAGAAGCTGCAGCGCGTCC

GCGGCCTCATCCGTCAGTATGGCGACCACCTGGAGGCCTCCTCTAAGCTG

GTGGAGTCTGCCATCCAGTCCATGGAAGAGCCACAAATGGCGCTGTATCT

CCAGCAGGCCAAGGAGCTGATCAATAAGGTCGGGGCCATGTCGAAGGTGG

AGCTGGCAGGGCGGCCGGAGCCAGGCTATGAGAGCATGGAGCAATTCACC

GTAAGGGTGGAGCACGTGGCCGAAATGCTGCGGACCATCGACTTCCAGCC

AGGCGCTTCCGGGGAGGAAGAGGAGGTGGCCCCAGACGGAGAGGAGGGCA

GCGCGGGGCCGGAGGAAGAGCGGCCGGATGGGCCTTAAGGCCTGCGCCGA

CCCGACCCTGCTCGAGAGCCCGCGCTAGAGTCGGGGAGGATCTGCGCAGA

GACCGCAGCATCACCCAAATCGGCGCCGGCCCCGGGAGGATCTCAATAAA

GAACTCGAGCGTCCCAGACCCGTATCTCCTTTCGCTGCCCAACCCCGCAG

CCTGGGCTTCGAAGGCGACCCGCCCACCATCCTGCCCTTCCCAGAACCTG

AGACCGTCTGGGGGGCGGAAGCCAAATGAACCCCTATTGGGCACCTCTGT

GATGCCAGGAGCGAACTGGTGAGCCCAGCGCCCTGGGAAGAGGGCCGAGG

GCGGGGCGGTGGTGCCGGGACCTCTGAGGTCCTGGGGATTTGGGGACCCT

TGGGGTCCACATGCACCTGGCTGACCTGGCTGAAAGCCGCTGTCTCGGAG

CCCCCCACAGCATTTTGTTCCCCTCCCGCTGGCCCGGGGGCCCCACCTTC

CCACGGGTTCCCACGCTGCTGTGACTGCCCTGCCTCTACGACAAAAGCCA

ACGGGTCTTCAGTACTTTTATTAAAAAATAGTCACGCAGACAAAAAAAAA

AAAAA

